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TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGACACGATTGGCTGAACAACAGGCTAATCGCTTCCATCTTGGAAAGCTATCTTTTGCGACCACCCTAAGAGGCCATTAGCTTGTTGTTCAGCCACCTCTACTAACTCCAATCCAACTACCAACCAGGACTTCAAACTGGAACAGCCTA
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....................................................................................................................TTAGCTTGTTGTTCAGCCACCT................................................... 22 0 1 1234.00 1234 599 581 27 27

..................................................................................................................CATTAGCTTGTTGTTCAGCCAC..................................................... 22 0 1 786.00 786 340 425 12 9

..................................................................................................................CATTAGCTTGTTGTTCAGCCA...................................................... 21 0 1 690.00 690 481 177 13 19

....................................................................................................................TTAGCTTGTTGTTCAGCCACC.................................................... 21 0 1 469.00 469 300 143 18 8

...................................................................................................................ATTAGCTTGTTGTTCAGCCACC.................................................... 22 0 1 197.00 197 113 48 13 23

..................................................................................................................CATTAGCTTGTTGTTCAGCCACA.................................................... 23 1 1 194.00 194 143 48 3 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACCT................................................... 21 0 1 156.00 156 84 64 4 4

..................................................................................................................CATTAGCTTGTTGTTCAGCC....................................................... 20 0 1 128.00 128 99 26 2 1

....................................................................................................................TTAGCTTGTTGTTCAGCCACCA................................................... 22 1 1 124.00 124 69 52 2 1

..................................................................................................................CATTAGCTTGTTGTTCAGCCACAA................................................... 24 2 1 118.00 118 43 72 3 0

...................................................................................................................ATTAGCTTGTTGTTCAGCCAC..................................................... 21 0 1 100.00 100 41 55 0 4

....................................................................................................................TTAGCTTGTTGTTCAGCCAC..................................................... 20 0 1 84.00 84 46 36 1 1

...................................................................................................................ATTAGCTTGTTGTTCAGCCA...................................................... 20 0 1 70.00 70 40 19 5 6

....................................................................................................................TTAGCTTGTTGTTCAGCCACA.................................................... 21 1 1 68.00 68 53 10 4 1

....................................................................................................................TTAGCTTGTTGTTCAGCCACCTA.................................................. 23 1 1 62.00 62 27 33 2 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACC.................................................... 20 0 1 53.00 53 35 18 0 0

..................................................GGCTGAACAACAGGCTAATCG...................................................................................................................... 21 0 1 49.00 49 8 41 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCACC.................................................... 23 0 1 43.00 43 19 20 3 1

.....................................................................................................................TAGCTTGTTGTTCAGCCACCTC.................................................. 22 0 1 43.00 43 11 30 1 1

..................................................................................................................CATTAGCTTGTTGTTCAGCCAA..................................................... 22 1 1 39.00 39 18 18 2 1

....................................................................................................................TTAGCTTGTTGTTCAGCCACAA................................................... 22 2 1 35.00 35 25 7 2 1

..................................................................................................................CATTAGCTTGTTGTTCAGCCAT..................................................... 22 1 1 35.00 35 19 13 0 3

...................................................................................................................ATTAGCTTGTTGTTCAGCCACCA................................................... 23 1 1 32.00 32 18 13 1 0

...................................................................................................................ATTAGCTTGTTGTTCAGCCACA.................................................... 22 1 1 32.00 32 18 10 1 3

..................................................................................................................CATTAGCTTGTTGTTCAGC........................................................ 19 0 1 29.00 29 21 7 0 1

....................................................................................................................TTAGCTTGTTGTTCAGCCA...................................................... 19 0 1 27.00 27 17 8 2 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACCTA.................................................. 22 1 1 24.00 24 16 7 1 0

...................................................................................................................ATTAGCTTGTTGTTCAGCCACT.................................................... 22 1 1 17.00 17 7 3 1 6

..................................................GGCTGAACAACAGGCTAATC....................................................................................................................... 20 0 1 16.00 16 0 16 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCC....................................................... 19 0 1 16.00 16 16 0 0 0

...................................................GCTGAACAACAGGCTAATCG...................................................................................................................... 20 0 1 15.00 15 2 13 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCACCA................................................... 24 1 1 13.00 13 5 7 1 0

....................................................................................................................TTAGCTTGTTGTTCAGCCACCTAA................................................. 24 2 1 12.00 12 4 8 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACCA................................................... 21 1 1 12.00 12 8 4 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACCTCA................................................. 23 1 1 10.00 10 5 5 0 0

..................................................................................................................CATTAGCTTGTTGTTCAG......................................................... 18 0 1 10.00 10 9 1 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACCTT.................................................. 22 1 1 10.00 10 1 9 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCACT.................................................... 21 1 1 10.00 10 6 2 1 1

....................................................................................................................TTAGCTTGTTGTTCAGCCACCTT.................................................. 23 1 1 9.00 9 2 4 1 2

...................................................................................................................ATTAGCTTGTTGTTCAGCCACAA................................................... 23 2 1 9.00 9 6 3 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCACCTC.................................................. 23 0 1 9.00 9 1 8 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCAC..................................................... 19 0 1 9.00 9 5 4 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCACTA................................................... 22 2 1 9.00 9 5 1 1 2

....................................................................................................................TTAGCTTGTTGTTCAGCCACCC................................................... 22 1 1 8.00 8 4 1 3 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCAAAA................................................... 24 3 1 8.00 8 1 7 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCACCAA.................................................. 23 2 1 8.00 8 3 4 1 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCACT.................................................... 23 1 1 8.00 8 4 2 1 1

....................................................................................................................TTAGCTTGTTGTTCAGCCACCAAA................................................. 24 3 1 7.00 7 3 3 1 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCAAA.................................................... 23 2 1 7.00 7 3 3 1 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCACAAA.................................................. 25 3 1 7.00 7 3 4 0 0

..................................................GGCTGAACAACAGGCTAATCGC..................................................................................................................... 22 0 1 6.00 6 0 6 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCCACCT................................................... 23 0 1 6.00 6 4 1 0 1

.................................................TGGCTGAACAACAGGCTAATCG...................................................................................................................... 22 0 1 6.00 6 0 6 0 0

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

...................................................GCTGAACAACAGGCTAATCGC..................................................................................................................... 21 0 1 5.00 5 0 5 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACA.................................................... 20 1 1 5.00 5 2 3 0 0

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

....................................................................................................................TTAGCTTGTTGTTCAGCCACCG................................................... 22 1 1 4.00 4 3 1 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCATA.................................................... 23 2 1 4.00 4 2 2 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCACCT................................................... 24 0 1 4.00 4 3 1 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCC....................................................... 18 0 1 4.00 4 4 0 0 0

......................................................................................................................AGCTTGTTGTTCAGCCACCT................................................... 20 0 1 4.00 4 1 3 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCAA..................................................... 20 1 2 3.50 7 4 3 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCAT..................................................... 20 1 1 3.00 3 3 0 0 0

.................................................TGGCTGAACAACAGGCTAATC....................................................................................................................... 21 0 1 3.00 3 0 3 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGC........................................................ 18 0 1 3.00 3 1 1 1 0

...................................................GCTGAACAACAGGCTAATC....................................................................................................................... 19 0 1 3.00 3 0 3 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACCC................................................... 21 1 1 3.00 3 3 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCA...................................................... 18 0 1 3.00 3 2 1 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCACTA................................................... 24 2 1 3.00 3 0 2 1 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCATT.................................................... 23 2 1 2.00 2 1 0 0 1

...................................................................................................................ATTAGCTTGTTGTTCAGCCACAAA.................................................. 24 3 1 2.00 2 1 1 0 0

.................................................................................................................CCATTAGCTTGTTGTTCAGCCAC..................................................... 23 0 1 2.00 2 0 2 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCACG.................................................... 23 1 1 2.00 2 0 1 1 0

..................................................GGCTGAACAACAGGCTAAT........................................................................................................................ 19 0 1 2.00 2 1 1 0 0

.................................................TGGCTGAACAACAGGCTA.......................................................................................................................... 18 0 1 2.00 2 1 1 0 0

.................................................TGGCTGAACAACAGGCTAA......................................................................................................................... 19 0 1 2.00 2 2 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCC...................................................... 21 1 1 2.00 2 1 1 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACCTCT................................................. 23 0 1 2.00 2 0 2 0 0

.................................................................................................................CCATTAGCTTGTTGTTCAGCCA...................................................... 22 0 1 2.00 2 1 1 0 0

........................................................................................................................CTTGTTGTTCAGCCACCT................................................... 18 0 1 2.00 2 0 2 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACT.................................................... 20 1 1 2.00 2 2 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCACAAA.................................................. 23 3 1 2.00 2 1 0 1 0

...................................................................................................................ATTAGCTTGTTGTTCAGCCAA..................................................... 21 1 2 2.00 4 0 3 0 1

.....................................................................................................................TAGCTTGTTGTTCAGCCACCTAAC................................................ 24 3 1 1.00 1 1 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCCAA.................................................... 23 3 1 1.00 1 0 1 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCCTA.................................................... 23 3 1 1.00 1 1 0 0 0

.................................................................................................................CCATTAGCTTGTTGTTCAGCCAA..................................................... 23 1 1 1.00 1 1 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACTA................................................... 21 2 1 1.00 1 0 1 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCCACTA................................................... 23 2 1 1.00 1 1 0 0 0

.................................................TGGCTGAACAACAGGCTAAT........................................................................................................................ 20 0 1 1.00 1 0 1 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACCTCGT................................................ 24 2 1 1.00 1 1 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACCTG.................................................. 22 1 1 1.00 1 0 1 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCACCCA.................................................. 23 2 1 1.00 1 0 0 1 0

.......................................................................................................................GCTTGTTGTTCAGCCACCTC.................................................. 20 0 1 1.00 1 0 1 0 0

..............................................................................................................AGGCCATTAGCTTGTTGTTCA.......................................................... 21 0 1 1.00 1 1 0 0 0

...............................................................................................................GGCCATTAGCTTGTTGTTCAGT........................................................ 22 1 1 1.00 1 1 0 0 0

.......................................................................................................................................................................GACTTCAAACTGGAACAGCC.. 20 0 1 1.00 1 1 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCACG.................................................... 21 1 1 1.00 1 1 0 0 0

..................................................GGCTGAACAACAGGCTAATCT...................................................................................................................... 21 1 1 1.00 1 0 1 0 0

...............................................................................................................GGCCATTAGCTTGTTGTTCAG......................................................... 21 0 1 1.00 1 1 0 0 0

..........................................................................................................TAAGAGGCCATTAGCTTGTTGT............................................................. 22 0 1 1.00 1 1 0 0 0

...........................................................................................................................GTTGTTCAGCCACCTCTAC............................................... 19 0 1 1.00 1 0 1 0 0

.......................................................................................................................GCTTGTTGTTCAGCCACCTCA................................................. 21 1 1 1.00 1 0 1 0 0

.................................................TGGCTGAACAACAGGCTAATCGA..................................................................................................................... 23 1 1 1.00 1 0 1 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCACGA................................................... 22 2 1 1.00 1 1 0 0 0

..................................................GGCTGAACAACAGGCTAATCGCA.................................................................................................................... 23 1 1 1.00 1 0 1 0 0

...................................................GCTGAACAACAGGCTAATCC...................................................................................................................... 20 1 1 1.00 1 0 1 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCCT...................................................... 19 1 1 1.00 1 0 0 1 0

...................................................................................................................ATTAGCTTGTTGTTCAGCCAT..................................................... 21 1 1 1.00 1 0 1 0 0

..........................................................................................................TAAGAGGCCATTAGCTTGTTGTT............................................................ 23 0 1 1.00 1 1 0 0 0

.................................................................................................................CCATTAGCTTGTTGTTCAGC........................................................ 20 0 1 1.00 1 1 0 0 0

...............................................................................................................GGCCATTAGCTTGTTGTTCAGC........................................................ 22 0 1 1.00 1 0 1 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGT........................................................ 19 1 1 1.00 1 1 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCCACCC................................................... 23 1 1 1.00 1 1 0 0 0

.......................................................................CTTCCATCTTGGAAAGCTATCTTTTG............................................................................................ 26 0 1 1.00 1 0 1 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCCACCTC.................................................. 24 0 1 1.00 1 0 1 0 0

...........................................................................................................AAGAGGCCATTAGCTTGTTGTT............................................................ 22 0 1 1.00 1 1 0 0 0

............................................................................................................AGAGGCCATTAGCTTGTTGTT............................................................ 21 0 1 1.00 1 0 1 0 0

...................................................................................................................................................CCAATCCAACTACCAACCAG...................... 20 0 1 1.00 1 1 0 0 0

......................................................................................................................AGCTTGTTGTTCAGCCACCA................................................... 20 1 1 1.00 1 0 1 0 0

...................................................GCTGAACAACAGGCTAATCGCT.................................................................................................................... 22 0 1 1.00 1 0 1 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCAT..................................................... 19 1 1 1.00 1 0 1 0 0

......................................................................................................................AGCTTGTTGTTCAGCCACCTA.................................................. 21 1 1 1.00 1 1 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCCACAAA.................................................. 22 3 1 1.00 1 0 0 1 0

....................................................................................................................TTAGCTTGTTGTTCAGCCACCAGG................................................. 24 3 1 1.00 1 0 1 0 0

...................................................GCTGAACAACAGGCTAATCGCTTCC................................................................................................................. 25 0 1 1.00 1 0 1 0 0

...........................................................................................................AAGAGGCCATTAGCTTGTTG.............................................................. 20 0 1 1.00 1 0 0 0 1

..................................................GGCTGAACAACAGGCTAATCGT..................................................................................................................... 22 1 1 1.00 1 0 1 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCCATAA................................................... 24 3 2 1.00 2 2 0 0 0

Anti-sense strand reads

ACGAAGACCGACGGAAGAGTACCTATGGGTAGGGGACTCGCCTGTGCTAACCGACTTGTTGTCCGATTAGCGAAGGTAGAACCTTTCGATAGAAAACGCTGGTGGGATTCTCCGGTAATCGAACAACAAGTCGGTGGAGATGATTGAGGTTAGGTTGATGGTTGGTCCTGAAGTTTGACCTTGTCGGAT
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.................................................ACCGACTTGTTGTCCGATTAGC...................................................................................................................... 22 0 1 2.00 2 1 1 0 0

....................................................................................TTCGATAGAAAACGCTGGTGG.................................................................................... 21 0 1 2.00 2 2 0 0 0

.................................................................................................................................TTCGGTGGAGATGATTGAGGTT...................................... 22 1 1 1.00 1 1 0 0 0

..................................................................................................................................................................TGGTCCTGAAGTTTGACCTTGT..... 22 0 1 1.00 1 1 0 0 0

......................................................................................................TGGGATTCTCCGGTAATCGA................................................................... 20 0 1 1.00 1 1 0 0 0

................................................................GATTAGCGAAGGTAGAAC........................................................................................................... 18 0 1 1.00 1 1 0 0 0

..................................................CCGACTTGTTGTCCGATTAGCGA.................................................................................................................... 23 0 1 1.00 1 0 1 0 0

...........................................................................................................................................................TGATGGTTGGTCCTGAAGTTTG............ 22 0 1 1.00 1 1 0 0 0

........................................................................................................................................................GGTTGATGGTTGGTCCTGAAG................ 21 0 1 1.00 1 1 0 0 0

........................................................................................................................................................GGTTGATGGTTGGTCCTGAA................. 20 0 1 1.00 1 1 0 0 0

................................................AACCGACTTGTTGTCCGATTAGC...................................................................................................................... 23 0 1 1.00 1 1 0 0 0

......................................................................................................................................................................CCTGAAGTTTGACCTTGTCGG.. 21 0 1 1.00 1 0 1 0 0

..................................................................................................................GTAATCGAACAACAAGTCGGTG..................................................... 22 0 1 1.00 1 0 1 0 0

...................................................CGACTTGTTGTCCGATTAGC...................................................................................................................... 20 0 1 1.00 1 0 0 1 0

...................................................................................................TGGTGGGATTCTCCGGTAAT...................................................................... 20 0 1 1.00 1 1 0 0 0

.......................................................................GAAGGTAGAACCTTTCGATAG................................................................................................. 21 0 1 1.00 1 1 0 0 0

...................................................................................TTTCGATAGAAAACGCTGGTG..................................................................................... 21 0 1 1.00 1 0 1 0 0

..................................................CCGACTTGTTGTCCGATTAGC...................................................................................................................... 21 0 1 1.00 1 1 0 0 0

...................................................................................................................................................................GGTCCTGAAGTTTGACCTTGT..... 21 0 1 1.00 1 1 0 0 0

........................................................................................................................................AAGATGATTGAGGTTAGGTTGA............................... 22 1 1 1.00 1 1 0 0 0

..............................................................................GAACCTTTCGATAGAAAACGC.......................................................................................... 21 0 1 1.00 1 1 0 0 0

...............................................TAACCGACTTGTTGTCCGATTA........................................................................................................................ 22 0 1 1.00 1 1 0 0 0

..............................................................................................................................................................TGGTTGGTCCTGAAGTTTGAC.......... 21 0 1 1.00 1 0 1 0 0

..............................................................................................................TCCGGTAATCGAACAACAAGTC......................................................... 22 0 1 1.00 1 0 1 0 0
Show Alignment With Reads
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Species Coordinate ID Alignment
droSec2 scaffold_14:871952-872140

+
dse_211 TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGA------CACGATTGGCTGAACAACAGGCTAATCGCTTCCATCTTGGAAAGCTATCTTTTGCGACCACCCTAAGAGGCCATTAGCTTGTTGTTCAGCCACC---------------T-CTA-CTAACTCCAATCCAACTACCAACCAGGACTTCAAACTGGAACAGCCTA

droSim2 2l:864381-864569 + dsi_233 TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGA------CACATTTGGCTGAACAACAGGCTAATCGCTTCCATCTTGGAAAGCTATCATTTGCGACCACCGTGAAATGCCATTAGCTTGTTGTTCAGCTACT---------------T-CTA-CTAACTCCAATCCAACTACCAACCAGGACTTCAAACTGGAACAGCCTA
dm3 chr2R:224554-224710 + dme_451 CATCATTT--------------GA-----------------------------------AGACCAATGAACCCACTGCTGCTGGTCTTATTAACCGTCTTTTACGTCCGTTGTCA--GGCAATCAACCTGCTTTTTAGCCAATTTATTCGCCTGCC--G-CTA-CTGCTACTAATGTAACTACCAACTTGGACTCCAAACTGGAACAGCTTT
droEre2 scaffold_2484:9938-10068 + CCGT--------------AGCGGAAAGCCATCTTTT------------------------------------------------------------------GCGACAATTGTCAGAAGCAATCAGCCTGTTGTTTAGCCAATTCATCCGCCTGCTCCTACTA-CTGCCTCTAATGCAAGTACCAACATGGACTCCAAACTGGAACAGTTTT
droYak3 2L:887523-887599 - TGCTTCTGGCCATCGCCGCATGGAAACCCATCCCCGGAGCGGAGCAAGGCATACTTACCTGGCGTAGAGGTTAACCG---------------------------------------------------------------------------------------------------------------------------------------
droEug1 scf7180000409554:1629849-

1629925 +
TGTTTCTAGCTGTTTCCTCATGGAAACCCATCCCCAGAGCTGAGATAAGCATACTTACCTGGCGTAGAGGTTAACCG---------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302261:2902287-
2902363 +

CGCTTCTGGCCGCTCCCGCGTGGAGAGCCCACCCCGGAGCGGAGGAAGGCATACTTACCTGGCGTAGAGGTTAACCG---------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000414027:24324-
24400 -

TGGTTCTGGCCGCTCCCTGGTGGAAACCCAACCCCTGAGCTGAGAAAAGCATACTTACCTGGCGTAGAGGTTAACCG---------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490458:377285-
377361 +

TGGTTCTAGCCGATTCCGCATGGAAAGCCAACCCCAGAGCGGAGGAAAGCATACTTACCTGGCGTAGAGGTTAACCG---------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000769144:41564-
41606 +

TGATTCTAGCCGTTCCCGCGTGGAAGCCCAAACTCAGAGCAGA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453904:1173878-
1173954 -

TTGTTCTAGCCAAATCCGTATGGAAAGCCAACCCCCGAGCGGAGGAAATCATACTTACCTGGCGTAGAGGTTAACCG---------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000301647:4157-4261
+

AACCCATCTCTCACCCA--------------------ACTTTGGTAACGAATCATTTGCT-----------------------------------------------------------------------AGTGTAGCCGCC---------------T-CCAACACATTCCACCGCAAATGCCGCTCTGGAAGCCAAACTAGAACAGCTTT

droBip1 scf7180000393252:4108-4166
-

GCCCCCTC---------------------------------------------------------------------------------------------------------------------------------------------------------TAACACATTCCACCGAAAACGCCGCTCTGAGTGCTAAACTGGAACAGCTTT
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ATATCTAACGCTTCTTCAGCAACGTTCCAAATGGCGAGCACAGAAGACAGAAGTTGAAATCGATGATGTCGCTTTTTCGTCTTTTACTACAACGACATCATCAATTTGAACGTCTGTCTTCTGTGCTGTCACCCTGCCACCCCTCAAATGGTCACTAGCTTAAT
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..................................................AAGTTGAAATCGATGATGTCGC............................................................................................ 22 0 1 1390.00 1390 1276 78 35 1

...................................................AGTTGAAATCGATGATGTCGCT........................................................................................... 22 0 1 316.00 316 260 25 31 0

...................................................AGTTGAAATCGATGATGTCGC............................................................................................ 21 0 1 88.00 88 44 17 27 0

..................................................AAGTTGAAATCGATGATGTCGCT........................................................................................... 23 0 1 31.00 31 30 0 1 0

............................................................................................CGACATCATCAATTTGAACGT................................................... 21 0 4 22.25 89 42 29 18 0

....................................................GTTGAAATCGATGATGTCGCT........................................................................................... 21 0 1 22.00 22 15 5 2 0

..................................................AAGTTGAAATCGATGATGTCG............................................................................................. 21 0 4 11.00 44 19 19 6 0

...................................................AGTTGAAATCGATGATGTCGCTT.......................................................................................... 23 0 1 6.00 6 2 1 2 1

...................................................AGTTGAAATCGATGATGTCGCTTT......................................................................................... 24 0 1 5.00 5 1 4 0 0

.................................................GAAGTTGAAATCGATGATGTCG............................................................................................. 22 0 4 3.50 14 13 1 0 0

....................................................GTTGAAATCGATGATGTCGC............................................................................................ 20 0 1 3.00 3 2 0 1 0

....................................................GTTGAAATCGATGATGTCGCTT.......................................................................................... 22 0 1 3.00 3 0 1 2 0

..................................................AAGTTGAAATCGATGATGTC.............................................................................................. 20 0 4 2.50 10 4 5 1 0

................................................AGAAGTTGAAATCGATGATGTC.............................................................................................. 22 0 4 2.50 10 8 1 1 0

............................................................................................CGACATCATCAATTTGAACGTC.................................................. 22 0 4 2.50 10 9 1 0 0

..................................................AAGTTGAAATCGATGATGTCGCC........................................................................................... 23 1 1 2.00 2 2 0 0 0

.................................................GAAGTTGAAATCGATGATGTCGC............................................................................................ 23 0 1 2.00 2 2 0 0 0

....................................................GTTGAAATCGATGATGTCGCTTTTT....................................................................................... 25 0 1 1.00 1 1 0 0 0

...................................................AGTTGAAATCGATGATGTCGCC........................................................................................... 22 1 1 1.00 1 1 0 0 0

..................................................AAGTTGAAATCGATGATGTCGCA........................................................................................... 23 1 1 1.00 1 1 0 0 0

...................................................AGTTGAAATCGATGATGTCGCTTTTTT...................................................................................... 27 1 1 1.00 1 0 1 0 0

..................................................AAGTTGAAATCGATGATGT............................................................................................... 19 0 4 1.00 4 3 0 1 0

.................................................GAAGTTGAAATCGATGATGTC.............................................................................................. 21 0 4 0.50 2 2 0 0 0

.............................................................................................GACATCATCAATTTGAACGT................................................... 20 0 4 0.50 2 0 2 0 0

............................................................................................CGACATCATCAATTTGAACG.................................................... 20 0 4 0.50 2 2 0 0 0

...................................................AGTTGAAATCGATGATGTCG............................................................................................. 20 0 4 0.50 2 1 0 1 0

..........................................................................................AACGACATCATCAATTTGAACGT................................................... 23 0 4 0.50 2 2 0 0 0

.............................................................................................GACATCATCAATTTGAACGTCT................................................. 22 0 4 0.25 1 0 1 0 0

...............................................................................................CATCATCAATTTGAACGTCTGT............................................... 22 0 4 0.25 1 1 0 0 0

.............................................................................................GACATCATCAATTTGAACGTC.................................................. 21 0 4 0.25 1 1 0 0 0

..................................................AAGTTGAAATCGATGATGTT.............................................................................................. 20 1 4 0.25 1 0 1 0 0

............................................................................................CGACATCATCAATTTGAACGTT.................................................. 22 1 4 0.25 1 1 0 0 0

...........................................................................................ACGACATCATCAATTTGAACG.................................................... 21 0 4 0.25 1 0 0 1 0

...................................................AGTTGAAATCGATGATGTC.............................................................................................. 19 0 4 0.25 1 1 0 0 0

..................................................AAGTTGAAATCGATGATGTCTA............................................................................................ 22 2 4 0.25 1 1 0 0 0

................................................AGAAGTTGAAATCGATGATGT............................................................................................... 21 0 4 0.25 1 0 0 1 0

...........................................................................................ACGACATCATCAATTTGAACGT................................................... 22 0 4 0.25 1 1 0 0 0

..........................................................................................AACGACATCATCAATTTGAACG.................................................... 22 0 4 0.25 1 1 0 0 0

..............TTCAGCAACGTTCCAAATGGCGAG.............................................................................................................................. 24 0 7 0.14 1 1 0 0 0

Anti-sense strand reads

TATAGATTGCGAAGAAGTCGTTGCAAGGTTTACCGCTCGTGTCTTCTGTCTTCAACTTTAGCTACTACAGCGAAAAAGCAGAAAATGATGTTGCTGTAGTAGTTAAACTTGCAGACAGAAGACACGACAGTGGGACGGTGGGGAGTTTACCAGTGATCGAATTA

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

V115

head

V114

embryo

..........................................................................................TTGCTGTAGTAGTTAAACTTGC.................................................... 22 0 4 0.75 3 1 0 1 1

..........................................................................................TTGCTGTAGTAGTTAAACTTG..................................................... 21 0 4 0.25 1 0 0 0 1

.........................................................................................TTTGCTGTAGTAGTTAAACTTGC.................................................... 23 1 14 0.07 1 1 0 0 0
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droSec2 scaffold_1344:800-963 + dse_33 ATATCTAACGCTT----CTTCAGCAACGTTCCAAATGGCGAGCACAG--------------------AAGACAGAAGTTGAAATC------------GATGATG------------------------------------------------------------------TCGCT------TTTTCGTCTTTTACTACAACGACATCATCAATTTGAACGTCTGTCTTCTGTGCTGTC-ACCCTGCCACC--------CCTCA---------------------A--ATGGTC---AC------------------------------T------AGCTTAAT
droSim2 node_110930:30403-30566 - dsi_32478 AAAACTGCCACTGGAATCTTCAATAGAGCTGTCGCT----------AAACTTTGCGTTCTACCCAAACAGG--------------TTG---ATGTTGTCAGCCCGTGTCCTCCAACGGGGG---GAGGATGTTTAGTTATGCAGCCAGCA---------------GCC--------------A-------------------------------------------------------G-----------CAGCAGCTCATCATAA------------ATT---TGAG-------------TTA------------------T-----TTT---ATTTTTTAT
dm3 chr3LHet:1368859-1368981 - dme_440 AAAACTGCCACTGGAATCTTCAATAGAGCCGTCGCT----------AAACTTTGCGTTCTACCCAAACAGG--------------ATG---ATGTCAG--------------CAAC-GGGG---GAGGATGTTTGGTTTAGCAGCC------------AACAGCAGCT------------------------------------------------------------------------------------------CATC-------------------------------------------------------------------------ATAATCAC
droEre2 scaffold_4845:2300850-

2300987 -
AGGACACCAACAGCATTGACTAAGCGGGCAGTGAAT----------AAGCTGTGTCTTCTTCCCCTTAAGG--------------ATG---CGGTTGAAAGCC------------CGAGGG---GAGTATGTCGGGTCTCGCAGCC------------GCCAGCAG---------------------------------------------------------------------------------------CATCTAAGTT----------------------------------------T------------------ATAT--C-C---AGTTGTTTT

droYak3 v2_chr2h_random_003:96096-
96220 -

AAAACTGC------AATATTCAATAGAGCCGTCGCT----------AAACTTTGCGTTCTACCCAAACAGG--------------GTG---ATGTTGTCAGCCCCTGTTCTCCAATGGGGG---GAA-ATGAA---------------------------------------------------------------------------------------------------------------------------------ATAA------------ATT---TCAT-------------TTA------------------T-----TTTAT-TTTTATAAT

droEug1 scf7180000409850:2561-2596
+

CTACCTCTCGTTG----CTTCAGGAGCGGAACAAATGGCG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000301390:47955-
48116 -

AAGACAGCATCAGGAGTAACAAAGCGAGCAGTAAAC----------AAGCTGTATCTACTTCCCCTTACGT--------------ATG---ATGTTGAAACACA--GGATTCCAACGTGGG---GAGTATTTCGGGTTACGCAGCC------------GC-AGCAGCT------------------------------------------------------------------------------------------AACTA-----------------------------------------ACGTCTTAATTCGATCTCT-----TATATTAATTGCATC

droTak1 scf7180000410413:1122-1280
-

AAGACAGCGTCAGGAGTGACCAAGCGAGCAGTGAAC----------AAGCTATGTCTGCTGCCCCTTAAGG--------------ATG---ATGTTGAAACCCA--GGCTTCCAACGGGGG---GAGTATGTCGGGTCACGCAGCC------------GC-AGCAGCT------------------------------------------------------------------------------------------AATTA-----------------------------------------ACTTGTAAATCCGTACTCT-----TAT---ATCAATTGC

droEle1 scf7180000489411:54395-
54534 -

TGGACAGCTACAGGTCCTACCAAAAGAGCCGTCACC----------AAACTAACCGCTCTGCGA---C-----------------------TGGTTGGAACTGTGCCTCTTCCAACGGGGG---CTGTATGTTTAGAGCAG---AC---------------------------------------------------------------------------------------------AGCCAGCACCT--------AGTCA---------------------A--ATGCTCAT---------------------------------A-G---ATGTGCGCT

droRho1 scf7180000764625:1998-2123
+

GTATCTTACCCTT----CTGCAACAACGCACCAAATGGCGGTCTCCT--------------------GAACGAATGCTGAAGGTC------------AACGACG--TAGTTTTGATAAAGG---ATGAAAATCTACCTCCCATGCG------------------------------------------------------------------------------------------------------------------------------------------GT--GGCCCTTAGCT------------------------------------AGGGTGAC

droFic1 scf7180000453098:12124-
12269 -

AAGACAACATCAGGAGTGACGATATGAGCAGTTAAT----------AAGCTGTGTCTGCTGCCCCTTAAGG--------------ATG---CTGTTGAAAGCCA--GGCTTCCAACGGGGG---GAGTATGTCGGGTCATCCAGCC------------GC-AGCAGAT------------------------------------------------------------------------------------------ATTTA-----------------------GG-------------TTC------------------T-----CTT---AATGCTAGC

droKik1 scf7180000299776:7008-7165
-

AAGACCGCCACTGGCCTCATCAATCGCGCAGTTGCT----------AAGCTGTGTGTGCTGCCGAAGCAGG--------------ATG---AAGTTGAAAGCCCTTGTCTTCCAACGGGGG---GAGAATGTCTGGTTATGCAGCCCGCA---------------CCT--------------G-------------------------------------------------------------GTGACCCAGCGGCTAAACA-----ACAACAATAAA------------------------------------------------------------TTTG

droAna3 scaffold_10393:1796-1955 - AGAACCGCTTCTGGAACTACCAAGCGCGCAGTGACC----------AAGCTTTGCCTATTGCCCCTTAAGG--------------ATG---AAGTTGAAGGACA--GGCCTCAACTGGGGG---GAGTATGTCGGGTCCGGCAGTA------------GC-C---ACTG----CATAAATTCAA-----------------------------------------------------------------------------TATAA------------ATG---TAA-------------CATA------------------T-----ATA---AGTGAACAC
droBip1 scf7180000393141:4826-4992

-
AAAACCTCATCTGGAATTACCAAGCGAGCAGTGACT----------AAGCTGTGCCTTTTGCCCCTTAAGG--------------ATG---AAGTTGGAGTAGA--AGCCCCAACTGGGGG---GAGAATGTCGGGTCAAGCAGCA------------A---GCAACT--------------A----------------------------------------------------------------------------ATTT-AAACACAACAAT-TAATA-A----------------------------TTAACTGA--T---GTTTT---GCTGGTCGC

dp5 Unknown_singleton_84:1827-
2004 -

dps_3849 AAAGA-------GGCCTTTTCAAGAGGGCCGTTGGA----------AAAGTTGCGGTTCTGCCCCTTCAGG--------------ATGGATCTGTTGAAAGTCTTTGCCTTCCAACGGGGG---GTGAATGTTCGGAGCAG---AACGCAGCCGATTAGC-C---GCTT----ACCAAATAGCA------------------------------------------------------------------------------------------CC-TAATTC-TT--GGCCCTCAGCCGCTTA------------------T-----TTT---GTTTGTTAC

droPer2 scaffold_102:53448-53632 - CGCACTCAAAGAGGCCTTTTCAAGAGGGCCGTTGGA----------AAAATAGCGGTTCTGCCCCTTCAGG--------------ATGGATCTGTTGAAAGCCTTTGCCTTCCAACGGGGG---GTGAATGTTTGGAGCAGAACCC---AGCCGATTAGC-T---GCTT----ACCAAATAGCA------------------------------------------------------------------------------------------CC-TAATTC-TT--GGCCCTCAGCCGCTTA------------------T-----TTT---GTTTGTTAC
droWil2 scf2_1100000009085:428-498

+
GTACCTCAAGGAG----CTTCACAAACGGCACAAGTGGAAATCACCG--------------------ACTCGCAGAATCCAGACC------------GGCGAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTCG

droVir3 scaffold_12910:40774-40940
-

dvi_24650 A---CCGCAACAGGAGAAACGAGAAGAGCTGCAAAC----------AAGCTATGCCTATTGCCCATCAGGG--------------AAT---CTGTTGAAAGCCCATGCCTTCCAACAGGGG---GAGAATGTCTGGTTATGCAGCC------------AA-AACAACT--------------G----GAGC---GA------------------------------------------C-----------CCGCAACTGATA---------------------G---------------------CATCTTAATT-------T-----TAT-C-TTATAATAC

droMoj3 scaffold_6346:42133-42294
-

AAAACTGAAGCTGGCGAGATTAGAAGAGCTACAAAT----------AAGCTGTGCTTGCTGCCCCTTAAGG--------------ATT---CTGTTGAAGACTA--AGTCTTCAACGGGGG---GAGGATGTTGGGCTCAGCAATC------------AT-CGC----------T------TCATTGTAATTAAGA------------------------------------------G-----------CGGCAGTTCATA---------------------G---------------------A----------------A-----T-A---TGTTATCAT

droGri2 scaffold_14983:107158-
107261 +

GTATCTCACACTC----CTCTAACAGCGTACCAAACGGAAA-------------------------------------------------------------------TCTCCAGCAGTAGTAGGGAAATGGG-GATTCTATGACA------------GGAAGCAGGTTATTGCT--------------------------------------------------------------------------------------------------------------------------------T------------------T-----TTT---GATT-TTTA
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AAATAAGTCATTTTAATAAGAAACTTACATTTTTCGACGGCACATTGAAGAAGTCATAGGAAGCTGCAGGAATATCATAGACTCTAACTCCCGCAGCTTTCTATGACTCCTTCATTGACTAAAAACCGCCTCGACAGCAGCCAACAAAACAACACCAAACCT

***********************************.......((.(((((.((((((((((((((((.(((.................))).)))))))))))))))).))))).))........*************************************
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..................................................AAGTCATAGGAAGCTGCAGGA........................................................................................... 21 0 1 434.00 434 127 134 85 88

..................................................AAGTCATAGGAAGCTGCAGG............................................................................................ 20 0 1 173.00 173 55 49 27 42

.................................................GAAGTCATAGGAAGCTGCAGGA........................................................................................... 22 0 1 88.00 88 24 19 29 16

..................................................AAGTCATAGGAAGCTGCAGGAT.......................................................................................... 22 1 1 42.00 42 19 12 6 5

.................................................GAAGTCATAGGAAGCTGCAGG............................................................................................ 21 0 1 34.00 34 8 8 11 7

........................................................................................TCCCGCAGCTTTCTATGACTCC.................................................... 22 0 1 25.00 25 22 0 2 1

...................................................AGTCATAGGAAGCTGCAGGA........................................................................................... 20 0 1 25.00 25 15 1 7 2

................................................AGAAGTCATAGGAAGCTGCAGG............................................................................................ 22 0 1 18.00 18 6 9 3 0

..................................................AAGTCATAGGAAGCTGCAGGT........................................................................................... 21 1 1 18.00 18 4 10 1 3

..........................................................................................CCGCAGCTTTCTATGACTCCTT.................................................. 22 0 1 17.00 17 16 0 1 0

..........................................................................................CCGCAGCTTTCTATGACTCCT................................................... 21 0 1 15.00 15 7 0 4 4

..................................................AAGTCATAGGAAGCTGCAGGAA.......................................................................................... 22 0 1 15.00 15 6 4 4 1

..................................................AAGTCATAGGAAGCTGCAG............................................................................................. 19 0 1 7.00 7 4 2 0 1

.......................................................................................CTCCCGCAGCTTTCTATGACTCC.................................................... 23 0 1 7.00 7 3 1 3 0

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

...................................................AGTCATAGGAAGCTGCAGGAAT......................................................................................... 22 0 1 5.00 5 1 0 4 0

...................................................AGTCATAGGAAGCTGCAGG............................................................................................ 19 0 1 4.00 4 3 0 1 0

...........................................................................................CGCAGCTTTCTATGACTCCTT.................................................. 21 0 1 4.00 4 3 0 1 0

.................................................GAAGTCATAGGAAGCTGCAG............................................................................................. 20 0 1 4.00 4 3 0 1 0

...................................................AGTCATAGGAAGCTGCAGGAATA........................................................................................ 23 0 1 4.00 4 1 0 2 1

..........................................................................................CCGCAGCTTTCTATGACTCCTTT................................................. 23 1 1 3.00 3 2 0 0 1

................................................AGAAGTCATAGGAAGCTGCA.............................................................................................. 20 0 1 3.00 3 2 1 0 0

........................................................................................TCCCGCAGCTTTCTATGACTC..................................................... 21 0 1 3.00 3 3 0 0 0

..................................................AAGTCATAGGAAGCTGCAGT............................................................................................ 20 1 1 3.00 3 2 1 0 0

....................................................GTCATAGGAAGCTGCAGGAATA........................................................................................ 22 0 1 3.00 3 0 1 2 0

..................................................AAGTCATAGGAAGCTGCAGGAAA......................................................................................... 23 1 1 3.00 3 0 0 3 0

.................................................GAAGTCATAGGAAGCTGCAGGAT.......................................................................................... 23 1 1 3.00 3 0 2 0 1

..................................................AAGTCATAGGAAGCTGCAGGATA......................................................................................... 23 2 1 2.00 2 1 0 0 1

..................................................AAGTCATAGGAAGCTGCAGGG........................................................................................... 21 1 1 2.00 2 1 0 0 1

..................................................AAGTCATAGGAAGCTGCAGA............................................................................................ 20 1 1 2.00 2 2 0 0 0

...........................................................................................CGCAGCTTTCTATGACTCCT................................................... 20 0 1 2.00 2 1 0 1 0

...........................................................................................CGCAGCTTTCTATGACTCCTTC................................................. 22 0 1 2.00 2 1 0 1 0

................................................AGAAGTCATAGGAAGCTGC............................................................................................... 19 0 1 2.00 2 0 1 1 0

..................................................AAGTCATAGGAAGCTGCAGGTT.......................................................................................... 22 2 1 2.00 2 0 2 0 0

...................................................AGTCATAGGAAGCTGCAGGAA.......................................................................................... 21 0 1 2.00 2 2 0 0 0

..................................................AAGTCATAGGAAGCTGCAGTT........................................................................................... 21 2 1 2.00 2 2 0 0 0

..................................................AAGTCATAGGAAGCTGCAGGAC.......................................................................................... 22 1 1 2.00 2 0 1 1 0

....................................................GTCATAGGAAGCTGCAGGA........................................................................................... 19 0 1 2.00 2 2 0 0 0

...............ATAAGAAACTTACATTTTTCG.............................................................................................................................. 21 0 1 1.00 1 0 0 0 1

..........................................CATTGAAGAAGTCATAGGAAG................................................................................................... 21 0 1 1.00 1 0 0 0 1

.................................................GAAGTCATAGGAAGCTGC............................................................................................... 18 0 1 1.00 1 0 0 0 1

..................................................AAGTCATAGGAAGCTGCA.............................................................................................. 18 0 1 1.00 1 0 0 1 0

..................................................AAGTCATAGGAAGCTGCAGGC........................................................................................... 21 1 1 1.00 1 0 0 0 1

.................................................GAAGTCATAGGAAGCTGCAGGAA.......................................................................................... 23 0 1 1.00 1 0 0 1 0

...................................................................................CTAACTCCCGCAGCTTTCT............................................................ 19 0 1 1.00 1 0 0 0 1

................................................AGAAGTCATAGGAAGCTGCAG............................................................................................. 21 0 1 1.00 1 1 0 0 0

................................................AGAAGTCATAGGAAGCTGCAGGT........................................................................................... 23 1 1 1.00 1 0 1 0 0

......................................................................AATATCATAGACTCTAACTCC....................................................................... 21 0 1 1.00 1 1 0 0 0

....................................................GTCATAGGAAGCTGCAGGAAT......................................................................................... 21 0 1 1.00 1 1 0 0 0

...........................CATTTTTCGACGGCACATTGA.................................................................................................................. 21 0 1 1.00 1 1 0 0 0

................................................AGAAGTCATAGGAAGCTGCAGGA........................................................................................... 23 0 1 1.00 1 0 0 1 0

.................................................GAAGTCATAGGAAGCTGCAGGAC.......................................................................................... 23 1 1 1.00 1 1 0 0 0

..........................................................................................CCGCAGCTTTCTATGACTCC.................................................... 20 0 1 1.00 1 1 0 0 0

.........................................................................................CCCGCAGCTTTCTATGACTCC.................................................... 21 0 1 1.00 1 1 0 0 0

...................................................AGTCATAGGAAGCTGCAGGATA......................................................................................... 22 2 1 1.00 1 0 0 0 1

..................................................AAGTCATAGGAAGCTGCAGGAATATC...................................................................................... 26 0 1 1.00 1 0 0 1 0

................................................................................ACTCTAACTCCCGCAGCT................................................................ 18 0 1 1.00 1 0 0 0 1

.......................................................................................CTCCCGCAGCTTTCTATGACT...................................................... 21 0 1 1.00 1 0 0 0 1

...................................................AGTCATAGGAAGCTGCAG............................................................................................. 18 0 1 1.00 1 0 0 1 0

.........................................................................................CCCGCAGCTTTCTATGACTCCT................................................... 22 0 1 1.00 1 0 1 0 0

...................................................AGTCATAGGAAGCTGCATTT........................................................................................... 20 3 12 0.08 1 1 0 0 0

Anti-sense strand reads

TTTATTCAGTAAAATTATTCTTTGAATGTAAAAAGCTGCCGTGTAACTTCTTCAGTATCCTTCGACGTCCTTATAGTATCTGAGATTGAGGGCGTCGAAAGATACTGAGGAAGTAACTGATTTTTGGCGGAGCTGTCGTCGGTTGTTTTGTTGTGGTTTGGA

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

...............................................................................CTGAGATTGAGGGCGTCGAAA.............................................................. 21 0 1 1.00 1 0 1 0 0

......................................................................................TGAGGGCGTCGAAAGATACTGA...................................................... 22 0 1 1.00 1 1 0 0 0

..............................................CTTCTTCAGTATCCTTCGACGT.............................................................................................. 22 0 1 1.00 1 1 0 0 0

......................................................................................................................................GTCGTCGGTTGTTTTGTTGTG....... 21 0 1 1.00 1 0 0 1 0

.............................................................................................................................GGCGGAGCTGTCGTCGGTTGT................ 21 0 1 1.00 1 1 0 0 0

...................................................................................................................................GCTGTCGTCGGTTGTTTTGTT.......... 21 0 1 1.00 1 0 1 0 0
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droSec2 scaffold_41:95847-96008 + dse_58 AAATAAGTCATTTTAAT-----------------------------------------------------------------AAGAAACTTACATTTTTCGACGGCACAT---------TGAAGAAGTCATAGGAAGCTGCAGGAATATCATAGACTCTAACTCCCGCAGCTTTCTATGACTCCTTCATTGACTAAAAACCGCCTCGACAGCAGCCAACAAAACAACACCAAACCT---------
droSim2 3l:22556824-22557002 + dsi_32474 AAATAACTCATTTTGCTGACTCCGTATGTCGTGTTCATAGCT-----------------ACCTGGATTCAGTTTTGACAGCCAAGAAACTTAGATTTTTCGACGGCACATTTTTC------CCCCAGTCATAGAAAGCTGCAGGAGTGTCATAGAGTCTAACTCCCGCAGCTTTCTATGACTCCTT----------------------------------CATTGACTAAAAACCT---------
dm3 chr3L:23125361-23125485 + AAATTACTCATTTTACTGACTCCGTATGTCGAGTTCTTAGCT-----------------ACCTGGATTCAGCTTTGACAGCCAAAAAAATTAAATTTTTCGACGGCATATTTTCCCCAATGAAGAAGTCATAGAAAGCTGCA-------------------------------------------------------------------------------------------------------
droEre2 scaffold_4784:22751450-

22751522 +
AAGTATATGAACTTC--------------------------TTTTT----GCTGCAAGAAACTGCATTTAGTTTTAACAG------AACTGACATTTTTCGTCGGTAT----------------------------------------------------------------------------------------------------------------------------------------A

droYak3 v2_chr2L_random_001:2853-
2911 -

TCCGTGA---CTTTT--------------------------TCATT------------------------------------------------------------------------------------------------------------------------------------------------TCTGGAGGGACTGATCAGCAGCAGCCACCACAACAACAACAA-------------

droBia1 scf7180000302064:36943-
36947 +

ATACA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000416012:22327-
22354 -

CAGCA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCCACCACAGCAACAACAAAGGC---------

droRho1 scf7180000774457:14668-
14728 -

CTACATCATCAATAAG--------------------------TA----CCGCCTCG--------------------AC----AG-------------------------------------------------------------------------------------------------------------------------CAGCATCAGCCATCACAGCAACAACAGGCGC---------

droFic1 scf7180000449205:53363-
53410 -

AAATGAGTTATTATTAT-----------------------------------------------------------------AAATAACAT-------------------------------------------------------------------------------------------------------------------------AGCTATTGCTCCAACACTAT--GA---------

droAna3 scaffold_13043:427961-
428017 +

AAATACCGCATCGACAG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGCAGCAGCCATCACAGCAACAACAAAGGCCTCAACAAC

droBip1 scf7180000394852:28872-
28894 -

GAATAATGCCTTTTCAT----------------------------A-------------------------------------TTAA-------------------------------------------------------------------------------------------------------------------------------------------------------------A

dp5 Unknown_group_39:2730-
2762 +

AAATATTGTCATCTTTT----------------------------A-------------------------------------G------------------------------------------------------------------------------------------------------------------------------------------CAAATAAAAAAATT---------

droPer2 scaffold_3:764277-764354
+

GTTTTGTACACATCTAT----------------------------AGAATGTTTCA--------------------AC----AATAAAATTAAAATTTTTGCCGACATGTATACATT--TGAAGAGGCTAT-----------------------------------------------------------------------------------------------------------------A

droVir3 scaffold_12089:4715-4750
+

AGAAAAATCATTTAAAA-----------------------------------------------------------------AAGTGCCTCACATTTTTCG------------------------------------------------------------------------------------------------------------------------------------------------
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTGGCTTGTTTTTATGGTAATCGGCGCATAACAAAAACCACACTACTACCACATCGCACCACCCAACCCACCTGTGTGTCTTGGTGAGGAGGGTGGAGTGGTGCGGTTGGTGGTGGCATGGCATTTCGAAATTAAACTGCGCATAGTCCTTAAAATTTTAT

***********************************..(((..(((((((((.(((((((((((((.(((.(((.............))).)))))).)))))))))))))))))))..)))....************************************
Read
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head
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female
body

V114

embryo

........................................................................................GAGGGTGGAGTGGTGCGGTTGG................................................... 22 0 1 450.00 450 185 208 29 28

........................................................................................GAGGGTGGAGTGGTGCGGTTG.................................................... 21 0 1 135.00 135 73 31 31 0

........................................................................................GAGGGTGGAGTGGTGCGGTTGGT.................................................. 23 0 1 40.00 40 26 9 5 0

..................................................ACATCGCACCACCCAACCCACCT........................................................................................ 23 0 1 37.00 37 0 4 32 1

........................................................................................GAGGGTGGAGTGGTGCGGTT..................................................... 20 0 1 28.00 28 10 13 4 1

........................................................................................GAGGGTGGAGTGGTGCGGTTGGA.................................................. 23 1 1 13.00 13 9 4 0 0

........................................................................................GAGGGTGGAGTGGTGCGGTTT.................................................... 21 1 1 13.00 13 3 8 2 0

..................................................ACATCGCACCACCCAACCCACC......................................................................................... 22 0 1 12.00 12 0 2 10 0

..................................................ACATCGCACCACCCAACCCA........................................................................................... 20 0 1 9.00 9 2 7 0 0

........................................................................................GAGGGTGGAGTGGTGCGG....................................................... 18 0 1 9.00 9 4 3 2 0

........................................................................................GAGGGTGGAGTGGTGCGGTTGT................................................... 22 1 1 8.00 8 5 1 1 1

........................................................................................GAGGGTGGAGTGGTGCGGTTGGTT................................................. 24 1 1 8.00 8 4 3 1 0

.........................................................................................AGGGTGGAGTGGTGCGGTTG.................................................... 20 0 1 8.00 8 2 0 6 0

..................................................ACATCGCACCACCCAACCCAC.......................................................................................... 21 0 1 5.00 5 0 1 4 0

........................................................................................GAGGGTGGAGTGGTGCGGT...................................................... 19 0 1 4.00 4 2 2 0 0

........................................................................................GAGGGTGGAGTGGTGCGT....................................................... 18 1 1 4.00 4 2 2 0 0

.........................................................................................AGGGTGGAGTGGTGCGGTTGG................................................... 21 0 1 4.00 4 2 1 1 0

..................................................ACATCGCACCACCCAACCCACCTT....................................................................................... 24 1 1 3.00 3 0 0 3 0

...................................................CATCGCACCACCCAACCCACCT........................................................................................ 22 0 1 2.00 2 0 0 2 0

........................................................................................GAGGGTGGAGTGGTGCGGTTGA................................................... 22 1 1 2.00 2 2 0 0 0

........................................................................................GAGGGTGGAGTGGTGCGGTTGGC.................................................. 23 1 1 2.00 2 1 1 0 0

........................................................................................GAGGGTGGAGTGGTGCGGTTGC................................................... 22 1 1 1.00 1 1 0 0 0

........................................................................................GAGGGTGGAGTGGTGCGGTTGGAAA................................................ 25 3 1 1.00 1 1 0 0 0

.............................AACAAAAACCACACTACTACC............................................................................................................... 21 0 1 1.00 1 0 1 0 0

.........................................................................................................................CATTTCGAAATTAAACTGCG.................... 20 0 1 1.00 1 0 0 1 0

.........................................................................................AGGGTGGAGTGGTGCGGTT..................................................... 19 0 1 1.00 1 0 0 1 0

.........................................................................................AGGGTGGAGTGGTGCGGT...................................................... 18 0 1 1.00 1 0 0 1 0

..............................................................................................................TGGTGGCATGGCATTTCGAAAT............................. 22 0 1 1.00 1 0 0 0 1

.........................................................................................AGGGTGGAGTGGTGCGGTTGGTTTA............................................... 25 3 1 1.00 1 1 0 0 0

........................................................................................GAGGGTGGAGTGGTGCGGTTGGTAA................................................ 25 2 1 1.00 1 1 0 0 0

.........................................................................................AGGGTGGAGTGGTGCGGTTGGA.................................................. 22 1 1 1.00 1 0 1 0 0

.........................................................................................AGGGTGGAGTGGTGCGGTTGGAA................................................. 23 2 1 1.00 1 0 1 0 0

....................................................ATCGCACCACCCAACCCACCT........................................................................................ 21 0 1 1.00 1 0 0 1 0

....................................................................................TGAGGAGGGTGGAGTGGTGCG........................................................ 21 0 1 1.00 1 0 0 1 0

..................................................................CCCACCTGTGTGTCTTGGTGAGGAGGG.................................................................... 27 0 1 1.00 1 0 1 0 0

...............................CAAAAACCACACTACTACC............................................................................................................... 19 0 1 1.00 1 0 1 0 0

........................................................................................GAGGGTGGAGTGGTGCGGTTGAAA................................................. 24 3 2 0.50 1 1 0 0 0

Anti-sense strand reads

AACCGAACAAAAATACCATTAGCCGCGTATTGTTTTTGGTGTGATGATGGTGTAGCGTGGTGGGTTGGGTGGACACACAGAACCACTCCTCCCACCTCACCACGCCAACCACCACCGTACCGTAAAGCTTTAATTTGACGCGTATCAGGAATTTTAAAATA

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_0:19169075-

19169235 +
dse_57 T---TGGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-CTACT--------A--CCACA--------TCG--------------------------------CACC----------------------------AC---CCAACCCACCTGTGTGTCTT-----------------------GGTGAGGA----------GGGTGG--AG-------------TG----GTGCGGTTG--GTGGTGGCATGGCATTTCGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

droSim2 3r:18345499-18345669 + T---TGGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-CTACC--------A--CCACA---ACGCACCACCCCGC---------------------------ACC----------------------------AC---CCAACCCACCTGTGTGTCTT-----------------------GGCGAGAA----------GGGTGG--AG-------------TG----GTGCGGTTG--GTGGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT
dm3 chr3R:18804948-18805102 + T---TGGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-CCACC--------A--CCACAACAACGCACCA--------------------------------CACC----------------------------GC---CCCACCCACCTGTGTGTCTT-----------------------GG---------------------------------------TG----GTACGGTTG--GCGGTGGCATGGTATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT
droEre2 scaffold_4820:9263423-

9263583 -
T---TGGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------A-ACC-ACA-CTACC--------A--CCGCACCACCGCACCA--CCGC-----------------------------A----------------------------CC---ACCATCCACCTGTGTGTCTT-----------------------AGGGGGG------------------AGG-------------TG------GAGGTGG--GTGGTGGCATGGCATTTGGAAATTAAACTGCGCACAGTCCTTAA-AATTTTAT

droYak3 3R:19664706-19664851 + T---TGGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-CTACCA----------CCC--CGCA----C-------------------------------------C----------------------------AC---CCCGCCCACCTGTGTGTCTT-----------------------GGGGGGAG-----------------------------------------GAGGTGG--GTGGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT
droEug1 scf7180000409768:965430-

965604 +
TCCTTGGCTGTGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-ATACGC----------TCC--CGCC------------------------------------------T-------GC-------------------CG---CCCCCATACCGGTGTGTCTT-----------------------AGGAGG--TTTGGCTGAAGAATGA--AG--------AGGGGTA----G-AAGGCGG--GCTGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

droBia1 scf7180000302402:4896225-
4896405 -

T---TGGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-GCA-ATACGCTT-----CAG--CCACAGCCC-------CCGCCCCTG--------------------CCCCT-------GCCC---CT------GCCCGGGC---CCCGCCCACCTGTGTGTCTT-----------------------AGGGTGG------CT----------CAG---------------------TGGGTGG--GCGGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

droTak1 scf7180000415400:68770-
68942 +

T---TGGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-ATACGC----------TCC--TGCC----CCC--A----------------A------------AAGT----------------------------GC---CCCGCCCACCTGTGTGTCTT-----------------------TGGAGGAGGC------------GGGCGGTAGAGGAGG----TG-----GGTGGTGG--GTGGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

droEle1 scf7180000490453:54167-
54337 +

T---TGGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-ATACGC----------TCC--TGCC----CC---G----------------AGCT----------TTT----------------------------GC---CCCGCCCACCTGTGTGTGTGTGTGTCTT---------------CGAA--AGTT------------GGACGG-------------TG----G-GCGGTGG--GTGGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

droRho1 scf7180000780164:127129-
127295 -

T---TGGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-ATACGC----------TCT--TGCC----CCT--G----------------AGCT----------CCT----------------------------GC---CCCGCCCACCTGTGTGTATC-----------------------TCTGGGAGGT------------GGGCGG-------------TT----GGGGTGTGG--ATTGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

droFic1 scf7180000454055:12098-
12281 -

T---TGGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-ATACGC----------TCC--TGCC----CTC--G----------------AGCT----------CTT----------------------------GC---CCCGCCCACCTGTGTGTCTT-----------------------TGGGGCCGAT------------GGGCGGTGGGCGAGACGGGTGGTTTCTGCGGTGG--GTGGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

droKik1 scf7180000302388:436606-
436800 +

T---TAGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-ATACGCTTTCGCCCAG--CCA-GCCC----T----------CGAGTCCTCGAGCT----------GC-----------TAGTCCCAGTGAGCCCGGGGAGAGTCATCCACCTGTGTGTCTT-----------------------TGGG---------------------CAG-------------TG----GGGCAATGG--GTGGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

droAna3 scaffold_13340:12516216-
12516428 -

T---TAGGT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-ATACGCTCCTGCCCAG--CCAGGCCC----T----------TGAGTCCTCGAGCTTTGGGAGTCACCT-------GCCCAGCCCCAACA------AAC---TCCGCCCACCTGTGTATATCTGTGGCTTGGAGGGGGTGGGCTTT-------------------------------------------------GGGGGA--GGGGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

droBip1 scf7180000396691:1405174-
1405368 -

T---TAGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-ATACGCTCCAGCCCAG--CCGGGCCC----T----------TGAGTTTTCGAGCTCTGGGAGTCACCT-------GCCCAGCCTACAAC------AAC---CCCGCCCACCTGTGTATATCTGTGGCCT----------------------------------------------------------------GGCG-----TGGGTGGCATGGCATTTGGAAATTAAACTGCGCATAGTCCTTAA-AATTTTAT

dp5 2:6076985-6077158 - T---TAGCT-TGTTTTTATGGTAATCGG-----------------CGCATAACAA--------------AAACC-ACA-ATACC--------CAA--CCACGCCCA-------CAGC----------------A----------CATACCCTCGAGTC---AT-----AGCCAGGGTTGA--GGGCCACCTGTGAGTGTG-----------------------GG-------------------------G-------------TG----G-GGGG-TG--GCAGTGGCATGGCATTTGGAAATTAAACAGCGCATAGTCCTTAA-AATTTTAT
droPer2 scaffold_19:1815855-1816027

-
T---TAGCT-GTTTTTTATGGTATTCGG-----------------CGCATACCAA--------------AACCC-ACA-ATACC--------C--ACCCACGCCCA-------CAGC----------------A----------CATACCCTCGAGAC---AT-----ACCCAGGGTTGA--GGCCCACCTGTGAGTGGG-----------------------GG----G-----------------------------------G------GGGGGGG--GCTGTGGCATGGCATTTGGAAATTAAACAGCGCATAGTCCTTAA-AATTTTAT

droWil2 scf2_1100000004902:1227520-
1227676 -

T---GAGCT-TGTTTTTATGCTAATCGG-----------------CGCATAACAC--------------AAAGC-AAA-AAGAAAAAAACCGCAG--CCACGCCC----T------------------------------------C----------------------------AA---GCAACCCACCTGTGTCTGCC-----------------------AG----AAC--------------------------------TG--------ACTGACTGAACTGGCGTGGCATTTGGAAATTAAATTGCGCTTGGCCCTTAAAAATTTTAT

droVir3 scaffold_12822:103642-

103785 -

T---TAGCT-TGGGCTTATGGTAATCAG-----------------CCCA-AACGA--------------AAATT-CCAACCATC--------C--AAACGCTACCACACCC--C----------------TAA----------CCCA----------------------------GC---CTAGCCCACCTGTGTCTG-----------------------------------------------------------------------------------GGTCTGGCGTGGCATTTGGAAATTAAACCGCACTTAGCCCTTAA-AATTTTAT

droMoj3 scaffold_6540:32803488-
32803647 -

T---TTGCT-TGTGTTTATGGTAATCAAACCTCTCCACCTCTCCGCCCG-TTCGACTCCACCTTAAGCTAAATT-CCA-----------------ACC--AGCC----------------------------------GACACACCT----------------------------GC---CTAGCCCACCTGTGTCT---------------------------------------------------------------------------------G--GGGCTGGCGTGGCATTTGGAAATTAAACCGCACTCGGCCCTTAA-AATTTTAT

droGri2 scaffold_15074:3608970-
3609110 +

T---TCGCT-TGTATTTATGGTAATCAG-----------------CTCAGACCAA--------------AAAATTTCT-CAAAC--------CGGCCA--CGCC----CC---TAA---------------------------CGCT----------------------------GG---CCAGCCCACCTGTGTCTG-------------------------------------------------------------------------------GG--ATCCTGTCGTGGCATTTGGAAATTAAACCGCATACGGCCCTTAA-AATTTTAT
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TACAACAACGAAGAATACCAGAAGAAGCAAAGCCAAAAACGCAGCTGCAGTCGACGTCGACGCAGTGTTCGCTGCTGCCACCGCTGCTGCACTCGCCGACGTCAGTTTCTGTTTGGCCCATTGCCGTTGGCCAGCTTCAGTGTTCATTTCCCCATC

***********************************........(((((((..(((((((.((.(((((..((.((.......)).)).))))))).))))))).....))))..)))...************************************
Read
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head

M054

female
body
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....................................................................................TGCTGCACTCGCCGACGTCAG................................................... 21 0 1 149.00 149 69 60 17 3

..................................................TCGACGTCGACGCAGTGTTCG..................................................................................... 21 0 1 63.00 63 40 6 16 1

..................................................TCGACGTCGACGCAGTGTTCGA.................................................................................... 22 1 1 47.00 47 47 0 0 0

..................................................TCGACGTCGACGCAGTGTTCGC.................................................................................... 22 0 1 46.00 46 31 4 10 1

..................................................TCGACGTCGACGCAGTGTTCGCT................................................................................... 23 0 1 36.00 36 23 3 10 0

..................................................TCGACGTCGACGCAGTGTTCGCTG.................................................................................. 24 0 1 29.00 29 19 6 3 1

....................................................................................TGCTGCACTCGCCGACGTCAGT.................................................. 22 0 1 27.00 27 12 7 7 1

....................................................................................TGCTGCACTCGCCGACGTCA.................................................... 20 0 2 17.00 34 18 5 11 0

...................................................CGACGTCGACGCAGTGTTCGCTGC................................................................................. 24 0 1 13.00 13 9 1 2 1

...................................................CGACGTCGACGCAGTGTTCG..................................................................................... 20 0 1 12.00 12 8 1 3 0

....................................................................................TGCTGCACTCGCCGACGTCAGA.................................................. 22 1 2 8.50 17 8 6 3 0

..................................................TCGACGTCGACGCAGTGTTCGCTGA................................................................................. 25 1 1 8.00 8 4 1 3 0

..................................................TCGACGTCGACGCAGTGTTC...................................................................................... 20 0 1 8.00 8 8 0 0 0

...................................................CGACGTCGACGCAGTGTTCGCT................................................................................... 22 0 1 6.00 6 4 1 0 1

...................................................CGACGTCGACGCAGTGTTCGA.................................................................................... 21 1 1 6.00 6 5 0 1 0

...................................................CGACGTCGACGCAGTGTTCGC.................................................................................... 21 0 1 5.00 5 3 1 1 0

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

..................................................TCGACGTCGACGCAGTGTTCGCTGT................................................................................. 25 1 1 3.00 3 2 1 0 0

..................................................TCGACGTCGACGCAGTGTTCGCTGAAA............................................................................... 27 3 1 2.00 2 0 0 2 0

...................................................................................CTGCTGCACTCGCCGACGTCA.................................................... 21 0 1 2.00 2 0 1 1 0

...................................................CGACGTCGACGCAGTGTTC...................................................................................... 19 0 1 2.00 2 0 0 2 0

..................................................TCGACGTCGACGCAGTGTTCGCTAT................................................................................. 25 2 1 1.00 1 0 0 1 0

....................................................GACGTCGACGCAGTGTTCGCTGA................................................................................. 23 1 1 1.00 1 1 0 0 0

..................................................TCGACGTCGACGCAGTGTTCGCTGAAT............................................................................... 27 3 1 1.00 1 1 0 0 0

..................................................TCGACGTCGACGCAGTGTTCGCTGCT................................................................................ 26 0 1 1.00 1 0 1 0 0

...................................................CGACGTCGACGCAGTGTTCGCTGA................................................................................. 24 1 1 1.00 1 1 0 0 0

...................................................CGACGTCGACGCAGTGTTCGCTG.................................................................................. 23 0 1 1.00 1 0 1 0 0

.....................................................ACGTCGACGCAGTGTTCG..................................................................................... 18 0 1 1.00 1 0 0 1 0

..................................................TCGACGTCGACGCAGTGTTCGCTGAA................................................................................ 26 2 1 1.00 1 0 0 1 0

....................................................GACGTCGACGCAGTGTTCGC.................................................................................... 20 0 1 1.00 1 1 0 0 0

..................................................TCGACGTCGACGCAGTGTT....................................................................................... 19 0 1 1.00 1 1 0 0 0

..............ATACCAGAAGAAGCAAAGC........................................................................................................................... 19 0 1 1.00 1 0 0 0 1

........................................................................................................................TTGCCGTTGGCCAGCTTCAGTGT............. 23 0 1 1.00 1 0 1 0 0

..................................................TCGACGTCGACGCAGTGTTCAA.................................................................................... 22 2 1 1.00 1 1 0 0 0

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

....................................................................................TGCTGCACTCGCCGACGTCAGTT................................................. 23 0 1 1.00 1 0 1 0 0

.....................................................ACGTCGACGCAGTGTTCGCTG.................................................................................. 21 0 1 1.00 1 1 0 0 0

.....................................................................................GCTGCACTCGCCGACGTCAG................................................... 20 0 1 1.00 1 0 1 0 0

...................................................CGACGTCGACGCAGTGTTCA..................................................................................... 20 1 1 1.00 1 0 1 0 0

..................................................TCGACGTCGACGCAGTGTTCGCTGCTGA.............................................................................. 28 1 1 1.00 1 1 0 0 0

.....................................................ACGTCGACGCAGTGTTCGCTGC................................................................................. 22 0 1 1.00 1 1 0 0 0

.....................................................................................GCTGCACTCGCCGACGTCAGTTT................................................ 23 0 1 1.00 1 0 0 1 0

.....................................................................................GCTGCACTCGCCGACGTCA.................................................... 19 0 2 1.00 2 0 0 2 0

.....................................................................................GCTGCACTCGCCGACGTCAC................................................... 20 1 2 0.50 1 0 0 1 0

....................................................................................TGCTGCACTCGCCGACGTCAT................................................... 21 1 2 0.50 1 0 1 0 0

....................................................................................TGCTGCACTCGCCGACGTC..................................................... 19 0 2 0.50 1 0 0 1 0

...................................................CGACGTCGACGCAGTGTTCGCTGCAAT.............................................................................. 27 3 2 0.50 1 1 0 0 0

....................................................................................TGCTGCACTCGCCGACGTT..................................................... 19 1 2 0.50 1 0 0 1 0

Anti-sense strand reads

ATGTTGTTGCTTCTTATGGTCTTCTTCGTTTCGGTTTTTGCGTCGACGTCAGCTGCAGCTGCGTCACAAGCGACGACGGTGGCGACGACGTGAGCGGCTGCAGTCAAAGACAAACCGGGTAACGGCAACCGGTCGAAGTCACAAGTAAAGGGGTAG

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

Species Coordinate ID Alignment
droSec2 scaffold_0:15993591-15993746

-
dse_332 TACAACAACGAAGA----------------------------A-------------TA-------CCAGAA-GAAGCAAAGCC-AAA---A------------------A----------------C-----------------------GCAGCTGC------------------------------------------AGTCGACGTCGACGCA-----GTG---TTCGCT--------------------------------------G--CTGCCACCGCTGCTG-------------------------------CACTCGCCGACGTCAGTTT--------CTGT-TTGGCCCATTGCC-------------GT--T------GG-CCAGCT------TCAGTGTTCATTTCCCCATC

droSim2 3r:15128612-15128767 - dsi_31064 TACAACAACGAAGA----------------------------A-------------TA-------CCAGAA-GAAGCAAAGCC-AAA---A------------------A----------------C-----------------------GCAGCTGC------------------------------------------AGTCGACGTCGACGCA-----GTG---TTCGCT--------------------------------------G--CTGCCACCGCTGCTG-------------------------------CACTCGCCGACGTCCGTTT--------CTGT-TTGGCCCATTGCC-------------GT--T------GG-CCAGCT------TCAGTGTTCATTTCCCCATC
dm3 chr3R:5919793-5919948 + dme_374 TACAACAACGAAGA----------------------------A-------------TA-------CCAGAA-GAAGCAAAGCC-AAA---A------------------A----------------C-----------------------GCAGCTGC------------------------------------------AGTTGACGTCGACGCA-----GTG---TTAGCT--------------------------------------G--CTGCCATCGCTGCTG-------------------------------CAGTCGCCGACGTCCGTTT--------CTGT-TTGGCCCATTGCC-------------GT--T------GG-CCAGCT------TCAGTGTTCATTTCCCCATC
droEre2 scaffold_4770:15680309-

15680468 -
TACAACAACGAAGA----------------------------A-------------TA-------CCAGAA-GTAGCAAAGCC-AAA---A------------------A----------------C-----------------------GCAGCTGC------------------------------------------AGTCGACGTCGACGCA-----GGT---TTCGCT------GCT------------------GG------------CTGCCACCGCTGCTG-------------------------------CATTCGCCGACGTCCGTTT--------CTGT-TTGGCCCATTGCC-------------GT--T------GG-CCAGCT------TCAGTGTTCATTTCCCCATC

droYak3 3R:9967332-9967502 + dya_1810 TACAACAACGAAGA----------------------------A-------------TA-------CCAGAA-GAAGCAAAGCC-AAA---A------------------A----------------C-----------------------GCAGCTGC------------------------------------------AGTCGACGTCGACGCTACTGCTGCTGC--TG------CT------------GCCGTTG-----------CTG--CTGCCACCGCTGCTG-------------------------------CATTCGCCGACGTCCGTTT--------CTGT-TTGGCCCATTGCC-------------GT--T------GG-CCAGCT------TCAGTGTTCATTTCCCCATC
droEug1 scf7180000409470:253058-

253207 +
TACAACAACGAACA------------------------------------------TAACGAA--CAAGAA-GAAGTAAAGCC-AAAAGAA------------------A----------------C-----------------------GCAGCTGC------------------------------------------AGTCGACGTCG--------------------------CTG-------------------------------------CCA-----------------------------GCTGCTCGCTGCAATCGCCGACATTCGTTT--------CTGT-TTGGCCAATTGCC-------------GT--T------GG-CCAGCT------TCAGTGTTCATTTCCCCATC

droBia1 scf7180000302402:3416377-
3416522 +

TGCAACAACT--------------------------------------------------------------GAAGAAAGGCCGAAA---A------------------A----------------C-----------------------GCAGCTGC------------------------------------------GGCTGGCGTCGCCGCC-----GCC---GTCGCT---------------------GCCG----------------CTGCCGCCGCCACTG-------------------------------CACTCGCCGACGTCCGTTT--------CTG--TTGGCCAATTGCC-------------GT--G------GG-CCAGCT------TCAGTGTTCATTTCCCCATC

droTak1 scf7180000415245:186298-
186440 -

TACAACAACGGCGA----------------------------A-------------AG-------GCAGAACGAAGAAAAGCC-AAA---A------------------A----------------C-----------------------GCAGCTGC------------------------------------------AGTCGCCGTCGACGTC-----G---------------CCG-------------------------------------------TCGCTG-------------------------------CACTTGGCGACGTCCGTTT--------TTCAGTTGGCCAATTGCC-------------GT--T------GG-CCAGCT------TCAGTGTTCATTTCCCCATC

droEle1 scf7180000490967:810859-
810987 -

AACGGCAACGGCGA----------------------------A-------------GG-------C------AAAGAAAAGCC-AAA---A------------------A----------------C-----------------------GCAGCTGC------------------------------------------AGTCGACGTCG--------------------------CTG-------------------------------------C------CGCTG-------------------------------CAGTCGCCGACGTCCGTTT--------CTG--TTGGCCAATTGCC-------------GT--T------GG-CCAGCT------TCAGTGTTCATTTTCCCATC

droRho1 scf7180000779228:19012-19152
+

TACAACGGCAACG------------------------------GC---AACAAAGG-C-------AAAGGC-AAAGAAAAGCC-AAA---A------------------A----------------C-----------------------GCAGCTGC------------------------------------------AGTCGACGTCG--------------------------CTG-------------------------------------C------CGCTG-------------------------------CAGTCGCCGACGTCCGTTT--------CTG--TTGGCCAATTGCC-------------GT--T------GG-CCAGCT------TCAGTGTTCATTTTCCCATC

droFic1 scf7180000454104:908495-
908614 -

A----CGACGAA-------------------------------------------------------------AAGAAAAGCC-AAA---A------------------A----------------C-----------------------GCAGCTGC------------------------------------------AGTCGACGTCG--------------------------CTG-------------------------------------C------CGCTG-------------------------------CAATCGCCGACGCTCGTTT--------CTGTGTTGGCCAATTGCC-------------GT--T------GG-CCAGCT------TCAGTGTTCATTTCCCCATC

droKik1 scf7180000302706:2172506-
2172687 +

AACGAAAAAGAACG---CCAAAC--------------------GC---CACAAAAG-A-CGAAAGAAAGAA-------AAAAA-AAA---A------------------ACGGAAACGCAAAGCAAC-----------------------GCAACTGCAGTC-----------------------------CGGCGCTGCAGTCGACGTCG--------------------------CTG-------------------------------------CCCTCGCCTCTG-------------------------------C---CGCCGAC------TG--------ATG--TTGGCCGAATGCC-------------TTTTT------AG-CCAGCTTCATCGTCAGTGTTCATTTCCCCATC

droAna3 scaffold_13340:6482804-
6483012 +

dan_4066 TACAATAACC--GA----------------------------A-------------GC-------CAAGAA-GAA--AACGCC-AAA---A------------------A----------------C-AAACTGCAGTC-TGCTGC-GTCGCTACTGCAGTCGTCGACGACGTCGATGTGGCTGCCGCTGCCACCGCT-----------------------------------------------GCTGTTGCCACTG-----------CTGCT--------GCTG---CTGCTGCTGCTGCAGAGCCTTCTGCT--------------GCTTTGGTTG--------CTG--TTGGCCAATTGCC-------------GT--T------GG-CCAGCG------TCAGTGTTCATTTTCCCATC

droBip1 scf7180000396708:2366171-
2366356 -

ACAAAAAACCAAA------------------------------GC---CA------TAACGAA--GAAGAA-GA--AAACGCC-AAA---A------------------A----------------C-AAACTGCAGTC-GGCTGC----GTCGCTGC------------------------------------------AGTCGACGACGCCGAC-----GTC---T--------------------------GCTG-----------CTACG--------GGTA---CTGCTGCCGCTGCAGCGCCTTCTGCT--------------GCTTTGGTTG--------CTG--TTGGCCAATTGCC-------------GT--T------GG-CCAGCG------TCAGTGTTCATTTTCCCATC

dp5 2:5026844-5027016 - dps_117 G----CAAC------------------------------------------------------------------GAAACGCC-AAA---A------------------A----------------C-ACGCTGCA-----------GTCGCTGCTGC------------------------------------------AGTCGACGCTGGCGTC-----G---------------TCGCCGTCGCCTTCTCTGCCG-----------CTGAC--------GCTG---CCGCTGACGATGTGAGGCCAGCCGCT-------------GGCTGCGGCCG--------CTG--TCGGCTGCTTGCCTGCA---------CC--C------GG-TCAGCG------TCAGTGTTCATTTCCCCATC
droPer2 scaffold_19:732306-732478 - dpe_2527 G----CAAC------------------------------------------------------------------GAAACGCC-AAA---A------------------A----------------C-ACGCTGCA-----------GTCGCTGCTGC------------------------------------------AGTCGACGCTGGCGTC-----G---------------TCGCCGTCGCCTTCTCTGCCG-----------CTGCC--------GCTG---ACGCTGACGATGTGAGGCCAGCCGCT-------------GGCTGCGGCCG--------CTG--TCGGCTGCTTGCCTGCA---------CC--C------GG-TCAGCG------TCAGTGTTCATTTCCCCATC
droWil2 scf2_1100000004902:11175879-

11176107 -
dwi_5427 TACAACAACAAAGAGAAATAAAAACTATAACAACAACATAACAAA-------------------------A-G---GAAAATA-AAAAGAAATGAAAAGAAAAACTT-AAAAACT----------GCACAGTTGCAGTCATGCTGCTGCCTCTGCTGC------------------------------------------AGTTGACGTCGACTTC-----GGTTGC--TGCT---GCT---------------GGTG----------------CTGGTGCTGCTGCTG-------------------------------CAGTTGCTGTTGGCGTTTTGGCAT--TTGGT-TTGG----------------------TC--T------GG-CCACAG------TCAGTGTTAATTTCCTCATC

droVir3 scaffold_12855:2693643-
2693884 -

dvi_106 TACAACAG-GAACA---ACACAAACAAGGACA--AACATAACAGC-------------------------A-GCAACAACAAC-AAC---AACAACGAGAACAACGAGAACAACA------------------GCA-----------ATTACCATTGCATTCGCAGTCGCTGTCGCTGT------CGCAGTCGCAGCTGCAGTTGACGTCGACAGC-----GCT---TGCGGCGCTGCC---------------CGT--TGGCTGCC------------A---------------------------------------------GCTGCCGTCTGCTT--------TCAG-CT------------GCAACGGCCAACGT--CGTCAGTCG-CCAGTC-----GTCAGTTTTAATTTCCACATC

droMoj3 scaffold_6540:11894807-
11894992 -

dmo_261 TGCGACAACAGCAA----------------------------C-----AACAAGAG---------CACGAC-GCAGAAGAACA-ACA---A-----------------AACGGCA----------------TTGCAGTCACGCT---------------------------GTCGCTGT------CGCTACCGCAGCTGCAGTCAGCGCTGGCAGC-----GCT------------GCC---------------TGTGCTGGCTGCC------------A---------------------------------------------GTTGCCGTATGC-----------TT--TCAGCT--------GCAACGGCCAACGT--C------GG-CAGTCG------TCAGTTTTAATTTCCACATC

droGri2 scaffold_14624:2256841-
2257057 +

dgr_472 AACAACAACAACA------------------------------GCAGCAACAA---CA-------GCAGCA-GCAGCAGTAGC-AAC---A---------------AGAACTACA-----------------AGCA-----------GTCGCAGCTGC------------------------------------------AGTTGACGTCGGCAGC-----GCT---G---------TTTCTGTTGCGTTGGCTG----------ACAGCTGCT--------GCTG---CTGCTAGCTGCTTGCTGCTTGCCGCT-------------AGCTGCTTGGG-----CTGCAT--TCAGCT--------GCAACAGCCAACG----GGCAA-CGTCAGTCG------TCAGTTTTAATTTCCACATC
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TTAGTTTTCCCTTATTTTAGAATTTTCTTCCCTAACTACATGGCTTTTCCTGTTTTCACATCAGTTGCTTTGAGCTTAACCATTTGATAATGGTCTATATCTTTCAATTCAATCGAATGATGTGGAAAACTGGAGAAGCCATGTATTTCTACTACCTCTTTCTGAATCGAACCAGTTTCTGTGC
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V115

head

..............................................................................................................AATCGAATGATGTGGAAAACTGG................................................... 23 0 1 174.00 174 59 60 41 14

.................................................................................................................CGAATGATGTGGAAAACTGGAGT................................................ 23 1 1 47.00 47 22 10 6 9

..............................................................................................................AATCGAATGATGTGGAAAACTGGT.................................................. 24 1 1 37.00 37 19 12 2 4

..............................................................................................................AATCGAATGATGTGGAAAACTG.................................................... 22 0 1 35.00 35 18 6 5 6

..............................................................................................................AATCGAATGATGTGGAAAACT..................................................... 21 0 1 26.00 26 13 3 5 5

..................................................TGTTTTCACATCAGTTGCTTTGA............................................................................................................... 23 0 1 15.00 15 0 4 11 0

.................................................................................................................CGAATGATGTGGAAAACTGGAGTT............................................... 24 2 1 13.00 13 10 1 0 2

..................................................TGTTTTCACATCAGTTGCTTTG................................................................................................................ 22 0 1 13.00 13 3 4 5 1

.....................................................TTTCACATCAGTTGCTTTGAGCT............................................................................................................ 23 0 1 7.00 7 3 2 0 2

...........................................................................................................TTCAATCGAATGATGTGGAA......................................................... 20 0 1 6.00 6 1 0 1 4

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

.................................................................................................................CGAATGATGTGGAAAACTGGAGA................................................ 23 0 1 4.00 4 2 0 2 0

...............................................................................................................ATCGAATGATGTGGAAAACTGG................................................... 22 0 1 4.00 4 1 0 3 0

...........................................................................................................TTCAATCGAATGATGTGGAAA........................................................ 21 0 1 3.00 3 1 0 2 0

...................................................GTTTTCACATCAGTTGCTTTG................................................................................................................ 21 0 1 3.00 3 0 0 3 0

...................................................GTTTTCACATCAGTTGCTTTGA............................................................................................................... 22 0 1 3.00 3 1 1 1 0

.................................................................................................................CGAATGATGTGGAAAACTGG................................................... 20 0 1 3.00 3 0 0 2 1

..................................................TGTTTTCACATCAGTTGCTTTGAA.............................................................................................................. 24 1 1 2.00 2 0 1 1 0

................................................................................................................TCGAATGATGTGGAAAACTGG................................................... 21 0 1 2.00 2 1 0 1 0

...............................................................................................................ATCGAATGATGTGGAAAACTG.................................................... 21 0 1 2.00 2 0 0 2 0

..............................................................................................................AATCGAATGATGTGGAAAACTGT................................................... 23 1 1 2.00 2 1 1 0 0

..................................................................................................................GAATGATGTGGAAAACTGG................................................... 19 0 1 2.00 2 1 1 0 0

..............................................................................................................AATCGAATGATGTGGAAAAC...................................................... 20 0 1 2.00 2 1 0 1 0

..................................................TGTTTTCACATCAGTTGCTTT................................................................................................................. 21 0 1 2.00 2 2 0 0 0

.................................................................................................................CGAATGATGTGGAAAACTGGAG................................................. 22 0 1 2.00 2 1 0 0 1

................................................CCTGTTTTCACATCAGTTGCT................................................................................................................... 21 0 1 2.00 2 0 1 1 0

................................................................................................................TCGAATGATGTGGAAAACTGGAG................................................. 23 0 1 2.00 2 2 0 0 0

.................................................................................................................CGAATGATGTGGAAAACTGGAGATT.............................................. 25 2 1 1.00 1 1 0 0 0

...............................................................................................................ATCGAATGATGTGGAAAACTGT................................................... 22 1 1 1.00 1 0 0 1 0

..................................................TGTTTTCACATCAGTTGCTTTGT............................................................................................................... 23 1 1 1.00 1 1 0 0 0

...........................................................ATCAGTTGCTTTGAGCTTAAC........................................................................................................ 21 0 1 1.00 1 0 1 0 0

..............................................................................................................AATCGAATGATGTGGAAAACTGGTT................................................. 25 2 1 1.00 1 0 0 0 1

.................................................CTGTTTTCACATCAGTTGCTTTGA............................................................................................................... 24 0 1 1.00 1 0 0 1 0

.....................................................TTTCACATCAGTTGCTTTGAG.............................................................................................................. 21 0 1 1.00 1 0 0 1 0

..............................................................................................................AATCGAATGATGTGGAAAACTGGC.................................................. 24 1 1 1.00 1 0 0 0 1

...........................................................................................................TTCAATCGAATGATGTGGAAAA....................................................... 22 0 1 1.00 1 0 1 0 0

..................................................................................................................GAATGATGTGGAAAACTGGAGTTT.............................................. 24 3 1 1.00 1 0 0 1 0

................................................................................................................TCGAATGATGTGGAAAACTGGAGT................................................ 24 1 1 1.00 1 1 0 0 0

.....................................................TTTCACATCAGTTGCTTTGAGCTTAAC........................................................................................................ 27 0 1 1.00 1 0 1 0 0

...................................................GTTTTCACATCAGTTGCTTTGAC.............................................................................................................. 23 1 1 1.00 1 0 0 1 0

...........................................................................................................TTCAATCGAATGATGTGGA.......................................................... 19 0 1 1.00 1 1 0 0 0

.....................................................TTTCACATCAGTTGCTTTGAGCTTAACC....................................................................................................... 28 0 1 1.00 1 0 0 1 0

...............................................................................................................ATCGAATGATGTGGAAAACTGA................................................... 22 1 1 1.00 1 1 0 0 0

.....................................................TTTCACATCAGTTGCTTTGAGCC............................................................................................................ 23 1 1 1.00 1 0 0 0 1

...............................................................................................................ATCGAATGATGTGGAAAACTGGT.................................................. 23 1 1 1.00 1 0 0 0 1

.................................................................................................................CGAATGATGTGGAAAACTGGAGTTT.............................................. 25 3 1 1.00 1 1 0 0 0

..................................................TGTTTTCACATCAGTTGCTT.................................................................................................................. 20 0 1 1.00 1 0 0 1 0

..............................................................................................................AATCGAATGATGTGGAAAA....................................................... 19 0 1 1.00 1 0 0 1 0

..............................................................................................................AATCGAATGATGTGGAAAACTGTT.................................................. 24 2 1 1.00 1 1 0 0 0

.................................................................................................................CGAATGATGTGGAAAACTGGAGC................................................ 23 1 1 1.00 1 1 0 0 0

.................................................................................................................CGAATGATGTGGAAAACTGGA.................................................. 21 0 1 1.00 1 1 0 0 0

..............................................................................................................AATCGAATGATGTGGAAAC....................................................... 19 1 2 0.50 1 0 0 1 0

Anti-sense strand reads

AATCAAAAGGGAATAAAATCTTAAAAGAAGGGATTGATGTACCGAAAAGGACAAAAGTGTAGTCAACGAAACTCGAATTGGTAAACTATTACCAGATATAGAAAGTTAAGTTAGCTTACTACACCTTTTGACCTCTTCGGTACATAAAGATGATGGAGAAAGACTTAGCTTGGTCAAAGACACG

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

Species Coordinate ID Alignment
droSec2 scaffold_35:342290-342473 + dse_78 TTAGTTTTCCCTTATTTT---A-GAAT--TTTC-------------TT-CCCTAACT-ACAT-GGCTT---TTC-CT-GTTTTC-ACATCAG-------TTGC---------TT---TGAGCTTA---------------------------------------ACC--------------------------------ATTTGATAATGGTCTATA----------------TCTTTCAATTCAATCGAA--------------------------------------TGATGTGGAAAACTGGAGAA-----GCCATGTAT--TTC-------------TACT---ACCTC-------TTTCTGAAT----C--GAACCAGTTTCTG-TGC
droSim2 x:8063659-8063824 + TTAGTTTTCCCTTATTTT---A-GAAT--TTTC-------------TT-CCCTAACT-ACAT-GGCTT---TTC-CC-GTTTTCTATATCTTATATCTTTA-------------------------------------------------------------------------------------------------------------GTCTATA----------------TCCTTGAATTCAATTAAA--------------------------------------TGGTGTGGAGAACTGGAGAA-----GCCATGTAT--TTC-------------TACT---ACCTC-------TTTCTGAAT----C--GAACCAGTTTCTG-TGC
dm3 chrX:8491865-8492052 + dme_406 TTAGTTTCCCCTTTTTTT-T-C-GAAT--TTTC-------------TT-CCCTAACTAACAT-GGCTT---TTCACC-TTTTTC-ACATCAC-------TTGT---------TA---TAAGCTTA--------------------------------------AACC--------------------------------ATTTGATAATGCTCTGAA-----------T-----TTTTCAATTCAATCAAA--------------------------------------TGGTGTGGAAAACTGGAGAA-----GCCATGTAT--TTC-------------TACT---ACCTC-------TTTCTGAAT----C--GAACCAGTTTCTG-TGC
droEre2 scaffold_4690:6619141-

6619345 -
TTATTTATCCCTTATTTT---A-TAAC--TTTT-------------AT-CCCTAACC-ACTT-GGCTT---TTC-CC-CTTTTC-GCATCAT-------TTGT---------TGTTCAAAACATA---------------------------------------ACC--------------------------------ATGCAATAATGGTATGTATTCAATGTGAAC------TTTCGATTCAATTAAA--------------------------------------TGGTCTGGAAAACTGGAGAAGCGAAGCCATGTAT--ATCT----------TCTACT---ACCTC-------TCTCTAAAT----C--GAACTTGTTTCTG-AGC

droYak3 X:12819831-12820018 - TTATTTATCCCTTATTTT---A-TAAC--TTGT-------------AT-CCCCAACT-ACTT-GGCTT---TTC-CC-CTTTTC-CCAACAT-------TTGT---------TGTTCAAAACTTA---------------------------------------ATC--------------------------------ATGCAA------TGTGAA-----------GTTT-TCATTCAATTCAATTGAA--------------------------------------GGGTGTGGAAAACTGGAGAA-----GCCATGTAT--ATCT----A------CCTCT---ACCTC-------TCTCTAAAT----C--GAACTCGTTCCTG-TGC
droEug1 scf7180000408744:114437-

114667 +
TTATTAATCCCTTTTTTT-T-A-TAAC--TTAA-------------TCCTCTTAATTGACTTGGACTT---TTC-CC-TTTTTC-ACATCAT-------TTAATCGATGGCTTGTTAAAAACT-A---------------------------------------ATCAGCATT------------TACA----------TTTTAAAAAGGATATAAATGAAAATTAATG---A--TTCAAATTCAATCAAA--------------------------------------TGATCTGAAAAAGTGGAAAA-----GTCTTGAAT--TTTT--GTATATCTTCATCT---ACCTA-------TCTCTACAT----C--GAACTCGTTTCTG-TGC

droBia1 scf7180000302069:928789-
929002 -

TCTGTC---TCTTACTTC---A-TAAC--GCTA-------------CG-TTCTATCC-ACTT----CC---ATC-CA-GTTTTC-AAATCAT-------TTGC---------TGGAAAAGATTAA--------------------------------------------------------------------------AGTAAA------TATGAA-----------GTAT-TGGTC-A------TTGA-TTTTGCGATTATAAAATAACTGTTTTAAATTGGCCTAGCGATCTGA-AAACTGGACCC-----TCCCTGAAT--GTCT----CTCTCCTAATCT---ACCTC-------TCTTTAAGT----C--AACCTCGTTCCTG-TGC

droTak1 scf7180000414549:223759-
223855 +

TATAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAAAATCCAATCAAA--------------------------------------TGATCTGAAAAACTGCAGTC-----GCCCTAAAT--ATCT----TTCTCTTTATCT---ACCTA-------CCTCTAAAT----T--GAACTCGTTTCTGTTTC

droEle1 scf7180000491006:1943884-
1944084 +

TTAGTGATCCCCGTTTTT-----CAAC--TTT--------------AT-C-----CT-ACGG-GGCTT---TTC-CA-GCTTTC-ACATCAT-------TTGC---------TGGTCAAAACTTA--------------------------------------------------------------------------GTTTACTAGGGATATGAATCCAAATCAATT---A--ATCGAATTTAAGAAAG--------------------------------------TGATCTGCAAATCTGGAAAA-----GCCCTATGTATT--CTACTCTCTATTTATCT---ACCTC-------TCTCTAAAT----C--CAACTCTTTTTTG-TGC

droRho1 scf7180000779514:90410-
90676 -

TTATTTATCCCTTTTTTT-T-G-GTTAACTTT---------------------ACCT-TTTCGGTCTT---TTC-CC-GTTTGC-ACATCAT-------TTGC---------TGGTCAAAACTATACTTACAA-----------------AGTAAGAAGTTTAAATCTGCATTACAAATAATGCAGACATTTGTAGTTAATTTATTAGGGATATAAATCAAAATCAATT---A--TTCGAATTCAACCAAA--------------------------------------TGATCTGCAAATCTGGAACA-----GCCCTGTAT--ATTT--CTCTCTCTGTATCT---ACCTCTCTTAATCCTCTCAAT----C--AAACTCGTTTTGG-TGC

droFic1 scf7180000451789:297587-
297811 +

TAATTTATCCCTGATATT---A-TCG---TTTT-------------AT-CCCTAAT--CTAT-GGCTT---TTT-TG-GTTTGT-------------TTTTAA-T-----CTTGTGAAATTGAC-------AAAAGATCTCACTGAAATCGGTCAAAAGTTTTAATAATCTTTA----------------------------------TAATTCAAATTGAAATTGAAT---T--TTCTATGTGAATCAAG--------------------------------------TGATCTGAAGAACTGAAAAA-----GCCATATG---ATCT----A-------TCTT---AACCA-------TCTCTTAAT----C--AAACTCGTTTTTG-TGC

droKik1 scf7180000302264:208237-
208355 +

TTAATTATCCTCTGAACT---A-ATA---------------------T-TCAATGT--TTCC-AGCCTT--TTC-CT-GA----------------------------------------------------------------------------------------------------------------------------------------------------------------CTCGAAAAGAA-------------------------------------GCGAGAAGAGAGACAGGAAA------GGGCTGTAC--ATCT----T------TCTCT---CTCTC-------TCTCTTTCT----T--G---------ATG-AAC

droAna3 scaffold_13248:4138928-
4139087 -

TTCTTCATCCTTTTTTGA-TTCTTTGG--TTCT-------------AT-TTCGAGT--TCCT-GGCCTACATCCG-GG--------------ACTGTTCTTGT---------TGATG------------------------------------------------------------------------------------------------CACG----------------TC-CGTAGGCATTCGGAG--------------------------------------CAATGCGATCAACAAGGATA-----GCCCCGATG--GCGT----C-------CACC---TCCGA-------TCTCCTTCC----C---ATATCGTTTT---TGC

droBip1 scf7180000396021:19059-
19215 +

TTTCTTCATCCTTTTTTTATTCTTTGG--TTTT-------------AT-TCCCATT--TCCT-GGCCA-TGTCCG-GG--------------ACTATTCTTGT---------TGTTGTCCTCGGA---------------------------------------ATT--------------------------------G----------------------------------------------TGCCC--------------------------------------TGACAAGGACAACAAGGATA-----GACCTGATT--GTGC----C-------CCCT---TCCAG-------CCCCCCACT----C--CATATCGTTTT---AGC

dp5 XL_group1e:7728261-7728396
+

TCGCAATTTTCGATTATT-TCC-ATCA--TT---------------TC-TTGTATTT-CTTT-GCCTT---TTC-CC-CTCTAT-ATCTCTA-------TTCC---------TGTTTCACTCACT---------------------------------------CTC--------------------------------A----------------------------------------------------------------------------------------------------------------------------CT--CTATATTCTATCTATCT---ATCTC-------TCTCTGTGC----CATGTATTCCCTTTT--TTG

droPer2 scaffold_13:828150-828285 - TCGCAATTTTCGATTATT-TAC-ATCA----GT-------------TC-TTGTATTT-CTTT-GCCTT---TTC-CC-CTCTAT-ATATCTA-------TTCC---------TGTTTCACTCACT---------------------------------------CTC--------------------------------A----------------------------------------------------------------------------------------------------------------------------CT--CTATATTCTATCTATCT---ATCTC-------TCTCTGTGC----CATGCATTCCCTTTT--TTG
droWil2 scf2_1100000004963:4010584-

4010592 -
TTTTTGTTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12970:6659714-
6659847 -

GTTCAACTTCTTTTTTCT-TTCAGAGA--TTTTTGTACTAGATATTAT-TTTTATTT-GTTT-TTTTT---TTT-TT-TTTTTT-TTGCCTC-------TTGT---------A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTTA-------------------------------------------CATATGAAAACTC-------TCTTAAAATCGCTC--CAATTCGTTTCTG-TGC

droMoj3 scaffold_6473:12083988-
12084018 -

CT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTCTGAATCGCTC--CAATTCGTTTCTG-TGC
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCAAACTATATGTACGTCATGCACCATACACCCCACCAACCACACACACACGCGCGCACTCTGGCTCGTAAAGTGTATGCAAAGTGCATTCGGCCAGTGTGCGTGCACGTGTGTCTGTGAGCGGCAACTACTTCGAAATTTATTTTCGAATAAATAGTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V114

embryo

V113

male
body

M054

female
body

.......................................................................................ATTCGGCCAGTGTGCGTGCACG................................................... 22 0 1 245.00 245 82 75 71 17

.......................................................................................ATTCGGCCAGTGTGCGTGCAC.................................................... 21 0 1 73.00 73 32 12 19 10

.......................................................................................ATTCGGCCAGTGTGCGTGCACC................................................... 22 1 1 11.00 11 3 7 1 0

........................................................................................TTCGGCCAGTGTGCGTGCACGT.................................................. 22 0 1 10.00 10 2 3 1 4

.......................................................................................ATTCGGCCAGTGTGCGTGCACGT.................................................. 23 0 1 7.00 7 0 5 1 1

.......................................................................................ATTCGGCCAGTGTGCGTGCACA................................................... 22 1 1 6.00 6 3 3 0 0

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

......................................................................................CATTCGGCCAGTGTGCGTGCAC.................................................... 22 0 1 6.00 6 0 5 1 0

........................................................................................TTCGGCCAGTGTGCGTGCACG................................................... 21 0 1 6.00 6 1 1 0 4

........................................................................................TTCGGCCAGTGTGCGTGCAC.................................................... 20 0 1 5.00 5 2 0 0 3

.......................................................................................ATTCGGCCAGTGTGCGTGCACGTG................................................. 24 0 1 5.00 5 0 4 0 1

......................................................................................CATTCGGCCAGTGTGCGTGCACG................................................... 23 0 1 4.00 4 2 2 0 0

.......................................................................................ATTCGGCCAGTGTGCGTGCACGA.................................................. 23 1 1 4.00 4 1 0 1 2

......................................................................................CATTCGGCCAGTGTGCGTGCA..................................................... 21 0 1 4.00 4 0 1 3 0

.......................................................................................ATTCGGCCAGTGTGCGTGC...................................................... 19 0 1 3.00 3 3 0 0 0

..................................................CGCGCGCACTCTGGCTCGTA.......................................................................................... 20 0 1 3.00 3 0 3 0 0

...................................................GCGCGCACTCTGGCTCGTA.......................................................................................... 19 0 1 3.00 3 0 3 0 0

.......................................................................................ATTCGGCCAGTGTGCGTGCACT................................................... 22 1 2 3.00 6 0 4 2 0

......................................................................................CATTCGGCCAGTGTGCGTGCACT................................................... 23 1 1 1.00 1 0 1 0 0

........................................................................................TTCGGCCAGTGTGCGTGCA..................................................... 19 0 1 1.00 1 1 0 0 0

.........................................................................................TCGGCCAGTGTGCGTGCAC.................................................... 19 0 1 1.00 1 0 0 0 1

......................................................................................CATTCGGCCAGTGTGCGTGCACA................................................... 23 1 1 1.00 1 0 1 0 0

........................................................................................TTCGGCCAGTGTGCGTGCACGA.................................................. 22 1 1 1.00 1 0 0 1 0

...................................................GCGCGCACTCTGGCTCGTAAAGTGT.................................................................................... 25 0 1 1.00 1 0 1 0 0

..........................................................................................CGGCCAGTGTGCGTGCAC.................................................... 18 0 1 1.00 1 0 1 0 0

.......................................................................................ATTCGGCCAGTGTGCGTGCATA................................................... 22 2 1 1.00 1 0 1 0 0

..................................................CGCGCGCACTCTGGCTCGTAAAGTG..................................................................................... 25 0 1 1.00 1 1 0 0 0

......................................................................................CATTCGGCCAGTGTGCGTGCACC................................................... 23 1 1 1.00 1 1 0 0 0

...............................................................................................AGTGTGCGTGCACGTGTGT.............................................. 19 0 1 1.00 1 0 1 0 0

.......................................................................................ATTCGGCCAGTGTGCGTGCACGTAA................................................ 25 2 1 1.00 1 1 0 0 0

.......................................................................................ATTCGGCCAGTGTGCGTGCACGTGA................................................ 25 1 1 1.00 1 0 0 1 0

........................................................................................TTCGGCCAGTGTGCGTGCACT................................................... 21 1 2 0.50 1 1 0 0 0

Anti-sense strand reads

AGTTTGATATACATGCAGTACGTGGTATGTGGGGTGGTTGGTGTGTGTGTGCGCGCGTGAGACCGAGCATTTCACATACGTTTCACGTAAGCCGGTCACACGCACGTGCACACAGACACTCGCCGTTGATGAAGCTTTAAATAAAAGCTTATTTATCATG

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V113

male
body

V115

head

V114

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_25:60258-60417 - dse_74 TCA-AA----------------C----TATATGTA----CG--TCATGC-----ACCATACACCCCACCAA--CCAC---------A------CAC------A------CA----CGCGC-----------GCACTCTG-----------GCTCGTAA-AGTGTATGCAAAGTGCATT-CGG--------------CCAGTGTGCGTGCACGTGTGTCTG----------------------------------T--------------------GAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
droSim2 3r:5567258-5567423 - TCA-AA----------------C----TATATGTA----CG--TCATGC-----ACCATACACCCCACCAA--CCAC---------A------CAC------A------CA----CACACA-----CAAGCGCACTCTG-----------GCTCGTAA-AGTGTATGTAAAGTGCATT-GGG--------------CCAGTGTGCGTGCACGTGTGTCTG----------------------------------T--------------------GAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
dm3 chr3R:15716966-15717134 + dme_394 TCA-AA----------------C----TATATGTA----CG--TCATGC--ACCACCATACACCCCACCAG--CCAC---------A------CAC------A------TA----CACACA-----CAAGTGCACTCTG-----------GCTCGTAA-AGTGTATGTAAAGTGCATT-GGG--------------CCAGTGTGCGTGCACGTGTGTCTG----------------------------------T--------------------GAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
droEre2 scaffold_4770:5945777-

5945936 -
TCA-AA----------------C----TATATGTA----CG--TCATGC-----ACTATACACCCCGCCAA--CCAC---------A------CAC------A------CA----CACAC-----------GCACACTG-----------GCTCGTAA-AGTGTATGTAAAGTGCATT-GGG--------------CGAGTGTGCGTGCACGTGTGTCTG----------------------------------T--------------------GAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC

droYak3 3R:4489431-4489592 + TCA-AA----------------C----TATATGTA----CG--TCATGC-----ACTATACACCCCACCAA--CCAC---------A------CAC------A------CACATACGCACA-------------CACTG-----------GGTCGTAA-AGTGTATGTAAAGTGCATT-GGG--------------CGAGTGTGCGTGCACGTGTGTCTG----------------------------------T--------------------GAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
droEug1 scf7180000409804:2026281-

2026440 +
TCA-AA----------------CT---TATATGTA----CG--TCATAC-----ATTATACACCCCACCAA--AAAC---------A------CAC------C------AA----CGCACA-------------CAGAG-----------GGACATAA-AACATATGTAAAGTGCATTTGGG--------------CGAGTGTGCGTGCACGTGTGTCTG----------------------------------T--------------------GAGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC

droBia1 scf7180000302402:1493029-
1493172 +

TCA-AA----------------C----TATATGTA----CG--TCACAC-----ATTGTACACCCCACCGA--AAAC---------A------CAC------G------CA----CAC-CACG------------GCGG-----------GGACATGG-GGCATATGTAAAGTGCACT-G----------------------------CACGTGTGTCTG----------------------------------T--------------------GGGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC

droTak1 scf7180000415710:91436-
91595 -

TCA-AA----------------C----TATATGTA----CG--TCATAC-----ATTATACACCCCACCAA--AAAC---------A------CAC------A------CG----CACACA-----C------TCGTGG-----------GGATATAA-AACATATGTAAAGTGCATT-GGG--------------CGAGTGTGCGTGCACGTGTGTCTG----------------------------------T--------------------GAGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC

droEle1 scf7180000491008:1190017-
1190148 -

TCA-AA----------------C----TATATGTA----CG--TCATA------------CACCCCACCACA--CAC---------A----------------------CA----TAC-CA-------------CACAG-----------GGACATTA-AACATATGTAAAGTGCATT-G----------------------------CACGTGTGTCTG----------------------------------T--------------------GAGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC

droRho1 scf7180000780274:113407-
113532 -

TCA-AA----------------CTACATATATGTA----CG--TCATC-------------CCCCCACCTCA--CAC---------A------CAC------A-----------------------------------G-----------AGAA--AT-AACATATGTAAAGTGCATT-G----------------------------CACGTGTGTCTG----------------------------------T--------------------GAGCAGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC

droFic1 scf7180000454126:741120-
741239 +

TCA-AA----------------C----TATATGTA----CG--TCATAT-----A---------------C---------------A----------------------TA----CCCATA----------------------------------------CATATGCAAAGTGCATT-GGG--------------CGAGTGTGCGTGCACGTGTGTCTG----------------------------------T--------------------GAGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC

droKik1 scf7180000297926:99783-
99925 -

TCAGAACTATACAT--------A----CATATGTA----CG--TCATA------------AGCACCACCACAGCCAC---------A------TGC------A------GA----CACACA-----C------CC--------------------CGC-GGCATATGTAAAGTGCACT-GGG--------------TGT------------GTGTGTGTG----------------------------------T--------------------GTGCAGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC

droAna3 scaffold_13340:2298317-
2298475 +

TCTGAA----------------A----TACATGTA----CG--TCATACGCACCACTATA--------------CAC---------ACAC----CC------ACACACT------T-----------------------GTAGAACATACACCCGAGT-GGCATATGTAAAGTGCATT-AGG--------------TGAACATGCGTATCTGTGTGTGTG----------------------------------T--------------------GTGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC

droBip1 scf7180000396712:2043676-
2043840 -

TCTGAAATATACAT--------A----TGTATGTA----CG--TCATA------------CGCACCACTAC---------------ACACC--CAC------ACACACT------T-----------------------GTAGAACATACACCCGAGT-GGCATATGTAAAGTGCATT-AGG--------------TGAACATGCGTATCTGTGTGTGAG----------------------------------T--------------------GTGCCGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC

dp5 2:26295161-26295316 - TTC-AA----------------A----TATATGTA----TG--TTA-------------------ATGCACA-----CAGACACACACACCGA-----GCACACACACT------TAG-CGAGT---------------GGGGAACAGAC-------A-GTCATATGTAAAGTGCATT-AGAAGGCGGAATGAGAATGAGTGTGCGTGC----------------------------------------------------------------------G----GTACTTCGA-AATTTATTTTCGAATAAATAGTAC
droPer2 scaffold_6:1625043-1625196

-
TTC-AA----------------A----TATATGTA----TG--TTA-------------------ATGCACA-----CAGACAC--ACACCGA-----GCACACACACT------TAG-CGAGT---------------GGGGAACAGAC-------A-GTCATATGTAAAGTGCATT-AGAAGGCGGAATGAGAATGAGTGTGCGTGC----------------------------------------------------------------------G----GTACTTCGA-AATTTATTTTCGAATAAATAGTAC

droWil2 scf2_1100000004921:4096662-
4096809 -

ACA-CGATATACACACATCTATC----TATATGTA----CGACTCATAC-----AT-AGACAATTCAT---A-----TGCGCAT--A------CAT------A------TA----TA--CA---TATGAGTGAAT---------------GCCTGT-A-TTTGTATGTAAAGTGCA-----------------------------------------------------------------------------------------------------GTTGAAACTACTTCGAAAATTTATTTTCGAATAAATAGTAC

droVir3 scaffold_12855:7419894-
7420090 +

TCC-AAATATAC---------TC----G----ATAGCGCCGACTC-----------C--------ATGCACA-----CACACAC--A------CAC------A------CA----CA--CA---CAC----TCACACAG-----------ACT--TAAGCACGTATGTTAAGTGCAGT-AGA--------------AAAGTGTGT--------------GGCAAGCAGCACGGAAGCAGCAGCAACAGCGCC---GGCAGCAGCAGCGACGGCGGCAGCGGCAACTACTTCGA-TATTTATTTTCGAATAAATAGTAC

droMoj3 scaffold_6540:25230849-
25231031 -

TCC-AAATATAC---------TC----G----ATAGCGCCGAC------------------TCCCATGCATA--CAC---------A------CACACTC--A------CA----TA--------------------------------T-------A-CGCACACGTTAAGTGCAAT-AGA--------------AAAGTGTGT--------------GGCAAGCAGCACGGAAGCAGCAGCAGCAGCGTCAATGGCGGCGGCAGCGGCTGAGGCAGCAGCAACTACTTCAA-AATTTATTTTCGAATAAATAGTAC

droGri2 scaffold_15074:5441151-
5441334 -

TCACAAATATAC---------TC----G----ATAGCGCCGACTTA------------T--AGGCATCCACA-----CACACAT--A--------C------A------CA----CACACA---CAC--ATGCACTAT--------------TTAT-T-CACGTATGTTAAGTGCAAT-AGA--------------AGAGTGTGT--------------GGCAAGCAGCACGGAAGCAACAACACCAGC---------------A------GCGGCAGCGGCAACTACTTCGA-AATTTATTTTCGAATAAATAGTAC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:25230849-25231031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:5441151-5441334


ID:

dse_1658

Coordinate:

scaffold_41:96106-96204 +

Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read
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Repeatable elements

Name Class Family Strand

S_DM DNA TcMar-Tc1 -

S_DM DNA TcMar-Tc1 +

mature

1. dse_1659  scaffold_0:10318584-10318604 +
2. dse_1658  scaffold_41:96166-96186 +

star

1. dse_1679  scaffold_0:8757836-8757857 +
2. dse_1659  scaffold_0:10318544-10318565 +
3. dse_1696  scaffold_5:3170897-3170918 +
4. scaffold_4:241970-241991 -
5. dse_1757  scaffold_7:176456-176477 -
6. dse_1658  scaffold_41:96126-96147 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAATTGACGGACGATCAGCAATGGTATCGTCAAGAGGAATATATATTATTAAATCATATACAGTATATCAAGAAACTGTTTACACACTGTGTAATAAGTTGAATATTTCACAGTGCGTAAACAGTTTCTTGACATATTGTATATTGTTGTCAGTGAAACGCCGAAACTGATTTTTTTGGTCTGCTCTCTAATAAGTACG

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head
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female
body

V114

embryo

V113

male
body

..............................................................................................................CAGTGCGTAAACAGTTTCTTG.................................................................... 21 0 2 154.50 309 159 53 37 60

..............................................................................................................CAGTGCGTAAACAGTTTCTTGA................................................................... 22 0 2 47.00 94 26 31 32 5

...........................................................................................................TCACAGTGCGTAAACAGTTTCT...................................................................... 22 0 2 29.00 58 14 15 25 4

.............................................................................................................ACAGTGCGTAAACAGTTTCTTG.................................................................... 22 0 2 28.00 56 6 9 34 7

...............................................................................................................AGTGCGTAAACAGTTTCTTG.................................................................... 20 0 2 16.00 32 22 8 0 2

......................................................................AGAAACTGTTTACACACTGTGT........................................................................................................... 22 0 6 14.50 87 21 24 25 17

.....................................................................AAGAAACTGTTTACACACTGTG............................................................................................................ 22 0 19 12.21 232 12 175 37 8

...........................................................................................................TCACAGTGCGTAAACAGTTTCTTG.................................................................... 24 0 2 9.50 19 10 2 4 3

.......................................................................................................TATTTCACAGTGCGTAAACAGT.......................................................................... 22 0 2 6.50 13 7 1 3 2

........................................................................................................ATTTCACAGTGCGTAAACAGTT......................................................................... 22 0 2 5.00 10 3 1 2 4

..............................................................................................................CAGTGCGTAAACAGTTTCTTGT................................................................... 22 1 2 5.00 10 5 0 1 4

...............................................................................................................AGTGCGTAAACAGTTTCTTGA................................................................... 21 0 2 3.50 7 1 5 0 1

.........................................................................................................TTTCACAGTGCGTAAACAGTT......................................................................... 21 0 2 3.00 6 3 1 0 2

...........................................................................................................TCACAGTGCGTAAACAGTTTC....................................................................... 21 0 2 3.00 6 0 2 3 1

.......................................................................................................TATTTCACAGTGCGTAAACAG........................................................................... 21 0 2 2.50 5 3 0 1 1

.....................................................................AAGAAACTGTTTACACACTGT............................................................................................................. 21 0 20 1.65 33 7 9 2 15

..............................................................................................................CAGTGCGTAAACAGTTTCTTGAC.................................................................. 23 0 2 1.50 3 2 0 0 1

.................................................................................................................TGCGTAAACAGTTTCTTGACA................................................................. 21 0 2 1.50 3 2 1 0 0

..............................................................................................................CAGTGCGTAAACAGTTTCTT..................................................................... 20 0 2 1.50 3 3 0 0 0

......................................................................AGAAACTGTTTACACACTGTG............................................................................................................ 21 0 19 1.26 24 0 24 0 0

....................................................................CAAGAAACTGTTTACACACTGT............................................................................................................. 22 0 20 1.20 24 3 7 5 9

.......................................................................................................................................................................TGATTTTTTTGGTCTGCTCTCT.......... 22 0 1 1.00 1 0 1 0 0

...............................................................................................................................................................................TTGGTCTGCTCTCTAATAAGT... 21 0 1 1.00 1 1 0 0 0

..........................................................................................................................................................................TTTTTTTGGTCTGCTCTCTT......... 20 1 1 1.00 1 1 0 0 0

..............................................................................................................................................ATTGTTGTCAGTGAAACGCCGT................................... 22 1 1 1.00 1 0 0 0 1

..ATTGACGGACGATCAGCAATG................................................................................................................................................................................ 21 0 1 1.00 1 0 1 0 0

...............CAGCAATGGTATCGTCAAGA.................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 1

..........................................................................................................TTCACAGTGCGTAAACAGTTTCT...................................................................... 23 0 2 1.00 2 0 0 2 0

.............................................................................................................ACAGTGCGTAAACAGTTTCT...................................................................... 20 0 2 1.00 2 1 0 1 0

...........................................................................................................TCACAGTGCGTAAACAGTTT........................................................................ 20 0 2 1.00 2 1 0 1 0

...................................................................................................TGAATATTTCACAGTGCGTAA............................................................................... 21 0 2 1.00 2 1 0 0 1

................................................................................................................GTGCGTAAACAGTTTCTTG.................................................................... 19 0 2 1.00 2 0 2 0 0

..........................................................................................................TTCACAGTGCGTAAACAGTTT........................................................................ 21 0 2 1.00 2 1 1 0 0

...........................................................................................................TCACAGTGCGTAAACAGTTTCTTGA................................................................... 25 0 2 1.00 2 0 2 0 0

........................................................................AAACTGTTTACACACTGTGT........................................................................................................... 20 0 7 0.71 5 1 1 0 3

...................................................................TCAAGAAACTGTTTACACACTG.............................................................................................................. 22 0 20 0.65 13 3 7 2 1

....................................................................CAAGAAACTGTTTACACACTG.............................................................................................................. 21 0 20 0.55 11 4 6 0 1

..............................................................................................................CAGTGCGTAAACAGTTTCTTA.................................................................... 21 1 2 0.50 1 0 1 0 0

.........................................................................................................TTTCACAGTGCGTAAACAGTTT........................................................................ 22 0 2 0.50 1 1 0 0 0

...............................................................................................................AGTGCGTAAACAGTTTCTTGT................................................................... 21 1 2 0.50 1 0 0 0 1

...............................................................................................................AGTGCGTAAACAGTTTCTTGAC.................................................................. 22 0 2 0.50 1 0 0 1 0

..........................................................................................................TTCACAGTGCGTAAACAGTTTC....................................................................... 22 0 2 0.50 1 0 0 1 0

..............................................................................................................CAGTGCGTAAACAGTTTCT...................................................................... 19 0 2 0.50 1 0 1 0 0

................................................................................................................GTGCGTAAACAGTTTCTTGA................................................................... 20 0 2 0.50 1 0 1 0 0

.........................................................................................................TTTCACAGTGCGTAAACAGT.......................................................................... 20 0 2 0.50 1 0 0 0 1

.............................................................................................................ACAGTGCGTAAACAGTTTCTTGT................................................................... 23 1 2 0.50 1 0 1 0 0

..............................................................................................................CAGTGCGTAAACAGTTTCTTGACA................................................................. 24 0 2 0.50 1 1 0 0 0

.............................................................................................ATAAGTTGAATATTTCACAGTGCGTAA............................................................................... 27 0 2 0.50 1 0 0 0 1

.......................................................................GAAACTGTTTACACACTGTGT........................................................................................................... 21 0 7 0.43 3 0 3 0 0

..............................................................................................................CAGTGCGTAAACAGTTTCTTGAA.................................................................. 23 1 3 0.33 1 0 0 0 1

......................................................................AGAAACTGTTTACACACTGTGTA.......................................................................................................... 23 0 6 0.33 2 0 2 0 0

.....................................................................AAGAAACTGTTTACACACTGTGT........................................................................................................... 23 0 6 0.33 2 0 1 1 0

.....................................................................AAGAAACTGTTTACACACTGTGTT.......................................................................................................... 24 1 6 0.17 1 0 0 1 0

......................................................................AGAAACTGTTTACACACTGTGTT.......................................................................................................... 23 1 6 0.17 1 0 1 0 0

......................................................................AGAAACTGTTTACACACTGT............................................................................................................. 20 0 20 0.15 3 0 2 0 1

.....................................................................AAGAAACTGTTTACACACTG.............................................................................................................. 20 0 20 0.15 3 2 1 0 0

.......................................................................GAAACTGTTTACACACTGTGTA.......................................................................................................... 22 0 7 0.14 1 0 1 0 0

........................................................................AAACTGTTTACACACTGTGTA.......................................................................................................... 21 0 7 0.14 1 0 0 1 0

.......................................................................GAAACTGTTTACACACTGTG............................................................................................................ 20 0 20 0.10 2 0 2 0 0

.....................................................................AAGAAACTGTTTACACACT............................................................................................................... 19 0 20 0.10 2 1 1 0 0

...................................................................TCAAGAAACTGTTTACACACTGT............................................................................................................. 23 0 19 0.05 1 0 1 0 0

....................................................................CAAGAAACTGTTTACACACTGTG............................................................................................................ 23 0 19 0.05 1 0 1 0 0

.....................................................................AAGAAACTGTTTACACACTTG............................................................................................................. 21 2 20 0.05 1 0 1 0 0

.........................................................................AACTGTTTACACACTGTG............................................................................................................ 18 0 20 0.05 1 0 0 1 0

....................................................................CAAGAAACTGTTTACACACT............................................................................................................... 20 0 20 0.05 1 0 1 0 0

...................................................................TCAAGAAACTGTTTACACACT............................................................................................................... 21 0 20 0.05 1 0 1 0 0

......................................................................AGAAACTGTTTACACACTG.............................................................................................................. 19 0 20 0.05 1 0 1 0 0

........................................................................AAACTGTTTACACACTGTG............................................................................................................ 19 0 20 0.05 1 0 1 0 0

Anti-sense strand reads

ATTAACTGCCTGCTAGTCGTTACCATAGCAGTTCTCCTTATATATAATAATTTAGTATATGTCATATAGTTCTTTGACAAATGTGTGACACATTATTCAACTTATAAAGTGTCACGCATTTGTCAAAGAACTGTATAACATATAACAACAGTCACTTTGCGGCTTTGACTAAAAAAACCAGACGAGAGATTATTCATGC

*****************************************************(((((((((((.((((((((((((((((.(((((((.((((.......)))).))))))).)))))))))))))))).)))))))))))..*******************************************************
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.........................TAGCAGTTCTCCTTATATATA......................................................................................................................................................... 21 0 1 1.00 1 0 0 1 0

.TTAACTGCCTGCTAGTCGTTAC................................................................................................................................................................................ 22 0 1 1.00 1 1 0 0 0

........CCTGCTAGTCGTTACCATAGC.......................................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0

......................CCATAGCAGTTCTCCTTATAT............................................................................................................................................................ 21 0 1 1.00 1 1 0 0 0

....................................................................GTTCTTTGACAAATGTGTGAC.............................................................................................................. 21 0 20 0.65 13 4 3 2 4

...........................................................................................................AGTGTCACGCATTTGTCAAAGA...................................................................... 22 0 2 0.50 1 1 0 0 0

............................................................................................................GTGTCACGCATTTGTCAAAGAA..................................................................... 22 0 2 0.50 1 1 0 0 0

.............................................................................................................TGTCACGCATTTGTCAAAGAAC.................................................................... 22 0 2 0.50 1 0 0 1 0

...................................................................AGTTCTTTGACAAATGTGTGAC.............................................................................................................. 22 0 20 0.45 9 1 3 1 4

....................................................................GTTCTTTGACAAATGTGTGACA............................................................................................................. 22 0 20 0.30 6 0 2 1 3

...........................................................................................................TGTGTCACGCATTTGTCAAAGA...................................................................... 22 1 8 0.25 2 0 1 0 1

...................................................................AGTTCTTTGACAAATGTGTGA............................................................................................................... 21 0 20 0.20 4 1 2 1 0

........................................................................TTTGACAAATGTGTGACACAT.......................................................................................................... 21 0 7 0.14 1 0 1 0 0

.......................................................................CTTTGACAAATGTGTGACACAT.......................................................................................................... 22 0 7 0.14 1 1 0 0 0

...................................................................................TGTGACACATTATTCAACTTA............................................................................................... 21 0 9 0.11 1 1 0 0 0

....................................................................GTTCTTTGACAAATGTGTGA............................................................................................................... 20 0 20 0.10 2 0 0 0 2

....................................................................GTTCTTTGACAAATGTGTGACAC............................................................................................................ 23 0 19 0.05 1 0 0 0 1

.......................................................................CTTTGACAAATGTGTGACAC............................................................................................................ 20 0 20 0.05 1 1 0 0 0

.....................................................................TTCTTTGACAAATGTGTGACA............................................................................................................. 21 0 20 0.05 1 1 0 0 0

...................................................................TGTTCTTTGACAAATGTGTGAC.............................................................................................................. 22 1 20 0.05 1 0 1 0 0
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droSec2 scaffold_41:96056-96254 + dse_1658 TAATTGACG-----------------------------GACGATCAGCAATGGT----------ATCGTCAAGAGGAATATATATTATTAAATCAT-------------------ATACAGTATATCAAGAAACTGTTT--ACACACTGTGTAATAAGTTGAATATT---------------------------TCACAGTGCGTAAACAGTTTCTTGACATATTGTATAT-----TGT---TGTCAGTGAAACGCCGAAACTGATTTTTTTGGTCTGCTCTCTAATAAGTACG-----------
droSim2 3l:22557050-22557251 + dsi_31800 TAATTGACG-----------------------------GACGATCAGCAATGGT----------ATCGTCAAGAGGAATATATATTATTAAATCAT-------------------ATACAGTATATCAAGAAACTGTTT--ACACACTGTGTAATAAGTTGAATATT---------------------------TCACAGTGCGTAAACAGTTTCTTGACATACTGTATAT-----TATGTTTGTCAGTGAAACGCCGATACTGATTTTGTTGGTCTGCTCTCTAATAAGTACG-----------
dm3 chrUextra:21131470-21131574

+
dme_452 ATTGA--CG-----------------------------G---ATCATTTATTTG----------ACTGACAAAATTAATAACTA--------------------CGTAAGTACATATACAGTTTGTCAAGAAACTGTTT--ACACACTGTAAAATAAGTTGACTTTT---------------------------TGAC-----------------------------------------------------------------------------------------------------------

droEre2 scaffold_4784:23865785-
23865906 +

ATATCAAAAAATTTCATTT-----------------------------CCGCTGGGTGTCGTTC---------------------------------------------------------------------------TTTTGCA-----GTGTGTACG-AA------------------------------------------------TGTATGTACGTAGGTAATAA-----TGT---TAATA--ATAACG----AACTGATTTTATTGGTCTGTTCGCTACGAAATACG-----------

droYak3 v2_chr2L_random_028:374515-
374637 +

ACAAA--C----TTTATTATGAGTTAGTTAATTCAGACGAAAATTGCAATGCTCCATGTCGTAA-----------------------------------------------------------------------------------------------------------------------------------------------------TCTTGTAATCTTGTTTAATGTACT------------GTAACA----AACTGATTTTGTTTATCTGCTCGCTACGGAATACG-----------

droBia1 scf7180000301621:26873-
26934 +

TCTCT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGCTACGTTACATG-----TT------------GTAACG----AACTGATTTTTACGTTCTGCTCGATACTAGATTCG-----------

droTak1 scf7180000415075:82494-
82640 +

AATA----------------------------------------------------------------------------TTCATCATAAAATAGT-------------------CTGCGG-ATATTAAGCATCCGTTCTGATGAATTATTTTGTAAACT-AGTGTTTCACCACATGTCG-AGATGAA---------------------AAACTCTGGCGATG------------CT------------GTAACG----AACTGATTATTTATGTCTGCTCGCTACGAGATTCG-----------

droRho1 scf7180000762140:1007-1081

-

CAATTACT----------------------------------------------------------------------------GT------------------------------------------------------------------------------------------------------------------------------------AAATAATGCATTT-----TAT--ATAACTGTGTAACG----AACTGTATTTTTAGGGTTGCTCGCTACGAAGTTCG-----------

droAna3 scaffold_13043:428089-
428142 +

CAATTGATC-----------------------------AACGACCAGCAATGGC----------AGCGTCAAGAGCAA-----------------------------------ATGT----------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTTACAATCA-----------

droPer2 scaffold_76:250044-250093 + CAGGCGGCG-----------------------------GCCAATTGCCAGGCGC----------AGCAGCAGCAGCAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAACAGCAACA-----------
droVir3 scaffold_12952:233004-

233162 -
dvi_24652 TTAGAAA--------------------------------------------------------------------AATTATAAATCAATATAAAATATAAAATACATAAAAACAATTAAAGAATGT--------------------------TGTTTA-A-AGTGCACCTTA--ATCTGGAAAATATGAATTTTTCGCTTTGTCAAAACAATTTGTTGACATACTGTA------------------------------------------------TGTTGCTCACGGAATGCGCTCAAACGGAT
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ATATTCTAAACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTCCAGTCCTCTGTTGCTTCTCAAGAGCTTCCAAGATTTTTGAGGACAACTGAGGACCGCAACAGACTCAGCTGACAATGACGATAAGATTTTGAGCATATTGATAAGGACA
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.......................................................................................TTGAGGACAACTGAGGACCGCA................................................... 22 0 1 38.00 38 20 12 3 3

......................................................................................TTTGAGGACAACTGAGGACCGC.................................................... 22 0 1 13.00 13 2 5 1 5

........................................................................................TGAGGACAACTGAGGACCGCA................................................... 21 0 1 12.00 12 5 6 0 1

.......................................................................................TTGAGGACAACTGAGGACCGC.................................................... 21 0 1 11.00 11 3 5 2 1

..................................................CCAGTCCTCTGTTGCTTCTCAAG....................................................................................... 23 0 1 9.00 9 2 0 7 0

.......................................................................................TTGAGGACAACTGAGGACCGCAA.................................................. 23 0 1 9.00 9 2 4 2 1

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

......................................................................................TTTGAGGACAACTGAGGACCGT.................................................... 22 1 1 7.00 7 1 6 0 0

.......................................................................................TTGAGGACAACTGAGGACCGTT................................................... 22 2 1 6.00 6 3 2 0 1

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

.......................................................................................TTGAGGACAACTGAGGACCGA.................................................... 21 1 1 5.00 5 1 0 3 1

.......................................................................................TTGAGGACAACTGAGGACCGT.................................................... 21 1 1 5.00 5 4 1 0 0

........................................................................................TGAGGACAACTGAGGACCGC.................................................... 20 0 1 4.00 4 0 2 2 0

......................................................................................TTTGAGGACAACTGAGGACCGTT................................................... 23 2 1 3.00 3 2 0 1 0

...............................................................................................................................GACGATAAGATTTTGAGC............... 18 0 1 3.00 3 0 0 1 2

..................................................CCAGTCCTCTGTTGCTTCTCA......................................................................................... 21 0 1 3.00 3 2 1 0 0

..................................................................................GATTTTTGAGGACAACTGAGG......................................................... 21 0 1 3.00 3 1 0 0 2

......................................................................................TTTGAGGACAACTGAGGACCG..................................................... 21 0 1 3.00 3 1 2 0 0

......................................................................................TTTGAGGACAACTGAGGACCGA.................................................... 22 1 1 2.00 2 0 0 0 2

...................................................................................ATTTTTGAGGACAACTGAGG......................................................... 20 0 1 2.00 2 0 0 0 2

......................................................................................TTTGAGGACAACTGAGGACCGCA................................................... 23 0 1 2.00 2 0 2 0 0

.......................................................................................TTGAGGACAACTGAGGACCGCC................................................... 22 1 1 2.00 2 2 0 0 0

......................................................................................TTTGAGGACAACTGAGGACCGCT................................................... 23 1 1 2.00 2 1 1 0 0

.......................................................................................TTGAGGACAACTGAGGACCGTTT.................................................. 23 3 1 1.00 1 0 0 1 0

...................................................CAGTCCTCTGTTGCTTCT........................................................................................... 18 0 1 1.00 1 0 1 0 0

...................................................CAGTCCTCTGTTGCTTCTCA......................................................................................... 20 0 1 1.00 1 0 0 1 0

...............................................................................................................................GACGATAAGATTTTGAGCA.............. 19 0 1 1.00 1 1 0 0 0

......................................................................................................GACCGCAACAGACTCAGCTGACAAT................................. 25 0 1 1.00 1 0 0 1 0

.......................................................................................TTGAGGACAACTGAGGACCGCT................................................... 22 1 1 1.00 1 1 0 0 0

..................................................................................GATTTTTGAGGACAACTGAGGA........................................................ 22 0 1 1.00 1 0 0 0 1

......................................................................................TTTGAGGACAACTGAGGACCC..................................................... 21 1 1 1.00 1 0 1 0 0

......................................................................................TTTGAGGACAACTGAGGACC...................................................... 20 0 1 1.00 1 0 0 1 0

........................................................................................TGAGGACAACTGAGGACCGCATT................................................. 23 2 1 1.00 1 1 0 0 0

...................................................................................................................................ATAAGATTTTGAGCATATT.......... 19 0 1 1.00 1 1 0 0 0

.........................................................................................GAGGACAACTGAGGACCGCAA.................................................. 21 0 1 1.00 1 0 0 1 0

.......................................................................................TTGAGGACAACTGAGGACCGCAT.................................................. 23 1 1 1.00 1 1 0 0 0

........................................................................................TGAGGACAACTGAGGACCGCAACA................................................ 24 0 1 1.00 1 0 1 0 0

.......................................................................................TTGAGGACAACTGAGGACC...................................................... 19 0 1 1.00 1 0 1 0 0

..................................................CCAGTCCTCTGTTGCTTCTCAAGT...................................................................................... 24 1 1 1.00 1 1 0 0 0

....................................................................................TTTTTGAGGACAACTGAGG......................................................... 19 0 1 1.00 1 0 0 0 1

........................................................................................TGAGGACAACTGAGGACCG..................................................... 19 0 1 1.00 1 0 1 0 0

....................................................................................TTTTTGAGGACAACTGAGGACCGCAAC................................................. 27 0 1 1.00 1 0 0 0 1

.........................................................................................................................GACAATGACGATAAGATTTTGAG................ 23 0 1 1.00 1 1 0 0 0

.......................................................................................................ACCGCAACAGACTCAGCTGACAATGACG............................. 28 0 1 1.00 1 0 0 1 0

......................................................................................TTTGAGGACAACTGAGGACCT..................................................... 21 1 1 1.00 1 1 0 0 0

.......................................................CCTCTGTTGCTTCTCAAGAGC.................................................................................... 21 0 1 1.00 1 1 0 0 0

.......................................................CCTCTGTTGCTTCTCAAGAGCT................................................................................... 22 0 1 1.00 1 0 0 0 1

..................................................CCAGTCCTCTGTTGCTTCT........................................................................................... 19 0 1 1.00 1 0 0 1 0

.......................................................................................TTGAGGACAACTGAGGACCCA.................................................... 21 2 1 1.00 1 1 0 0 0

....................................................................................TTTTTGAGGACAACTGAGGA........................................................ 20 0 1 1.00 1 1 0 0 0

.................................................TCCAGTCCTCTGTTGCTTCTCAA........................................................................................ 23 0 1 1.00 1 0 0 1 0

.....................................................GTCCTCTGTTGCTTCTCAA........................................................................................ 19 0 1 1.00 1 0 0 1 0

....................................................AGTCCTCTGTTGCTTCTCAAGAG..................................................................................... 23 0 1 1.00 1 0 0 0 1

.....................................................................................TTTTGAGGACAACTGAGGACCGT.................................................... 23 1 1 1.00 1 0 1 0 0

Anti-sense strand reads

TATAAGATTTGTACGGTTGGTAATGTTATTAGACGTAATAGACCAGACAAGGTCAGGAGACAACGAAGAGTTCTCGAAGGTTCTAAAAACTCCTGTTGACTCCTGGCGTTGTCTGAGTCGACTGTTACTGCTATTCTAAAACTCGTATAACTATTCCTGT
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droSec2 scaffold_0:12070560-12070719

+
dse_108 ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTCCAGTCCTCTGTTGCTTCTCAAGAGCTTCC-------AAGAT--------------------------TTTTGAGGACAACTGAGGACCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA--TTGATAAGGACA

droSim2 3r:11240076-11240236 + dsi_32446 ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTTTGTTCCAGTCCTCTGTTGCTTCTCAAGAGCTCCC-------AAGTTT-------------------------TTCTGAGGACAACTGAGGTCCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA--TTGATAAGGACA
dm3 chr3R:9945601-9945775 - dme_446 ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATCATCTGGTCTGTTCCAGTCCTCTGCTGCTTCTCAAGAGCTCCA------AAAAATTTCAATTCAG-TTATC--GGAGAG--TT-------AGACTGAGGACCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA--TTAATAAGGACA
droEre2 scaffold_4770:9494414-9494593

-
der_1532 ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTGTGTTCCAATCCTCCGCTGCTTCTCAAGAGCTCCC-------AAGATTTCAATTG-A-GTATC--GGGGAC--ATCTGAGGTCAACTGAGGACCGGAACAGACTCAGCTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACA

droYak3 3R:16483053-16483233 + dya_1812 ATAATCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTCCAGTCCTCCGTTGCTTCTCAAGAGCTTCA-------AAGATTTCGATAG-AGTTTTT--GGGGAC--TTCTGAGCTCAACTGGGGACCGGAACAGACTCAGCTGACAATGACGATAAT-ATTTTGAGCATA--TTGATAAGGACA
droEug1 scf7180000409584:571101-

571281 +
ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTAGTCTGTTACAGTCCTCCGCTGCTTCTCAAGAACTCCC-------GTGATTTGAATTA-AAGAATC--TAAGAT--TTCTAAGGACAACTGAGGACCGCAACAGGCTAAGTTGACAATGACGATAAA-ATTTTGAGCATA--TTGATAAGGACA

droBia1 scf7180000302402:2747989-
2748172 -

ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTCCAGTCCTCCGATGCTTCTCAAGAACGACC------CACGATTTCGTTTCTG-TGATC--AGGGGCTGTTATGAGGACAACTGAGGACCGCAACAGGCTCAGTTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACA

droTak1 scf7180000415380:857233-
857415 -

ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTCCAGTCCTCCGCTGCTTCTCAAGAACCTCT-------AAGATATCATTTCAA-TGATC--AGGGACGGTTGTGAGGACAACTGAGGACCGCAACAGGCTCAGCTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACA

droEle1 scf7180000491047:1202069-
1202248 +

ATATTCTTA--ACATGCCAACCATTACAATAATCTGCATTATCTGGCCTGTTGCAGCCCTCTGCTACTTCTCAAGAACTCCC-------AATTTTTCGCTTA-G-ATATC--GAGGGC--TTCTGAGGACAAGTGAGGGTCGCAACAGGCTCGGTTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACA

droRho1 scf7180000778033:13708-13887
-

ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGCCTGTTCTGGTCCTCTGCTGATCCCCGAGAACCCCC-------AAGATATCCCTTG-G-ACATC--GAGGCA--TTTTGAGGACAACTGAGAACCGAGACAGGCTCGGTTGACAATGACGATAAA-ATTTTGAGCATA--TTGATAAGGACA

droFic1 scf7180000453912:452011-
452190 -

ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTCCAGTCCTCTGCTGTTTCTCCAGAACCGCC-------AAGATTTCGTTTA-G-TTATC--GAGTTC--TTCTGGGGACAACTGAGGATCGCAACAGGCTCGGTTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACA

droKik1 scf7180000297719:32375-32492
+

ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCTGGACTTGTAGA----------------------------------------------G-G-----------------------GTCCTTGGAGGTTTGAAACAGGCTCGTTTGACAATGACGATAACAATTTTGAGCA--------TAAGGACA

droAna3 scaffold_13340:20519499-
20519662 +

dan_4045 ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCCAGTCTGTTTCGCTCCTCTGCTGTTCTTCTGA-GGTCCC------AAAAA--------------------AAGAA--TTCTATGGACAGCCGAGGACCGCAACAGGCTCGGCCGACAATGACGATAAA-ATTTTGAGCATA--TTGATAAGGACA

droBip1 scf7180000396413:1886090-
1886251 -

ATATTCTAA--ACATGCCAACCATTACAATAATCTGCATTATCCAGCCTGTTTCGCTCCTTTGCTGTCCTTCAAT-GCTCTG------AAA----------------------AAGGA--GTCTGAGGACAGCGGAGGACCGCAACAGGCTCGGCTGACAATGACGATAAC-ATTTTGAGCATA--TTGATAAGGACA

dp5 2:13441333-13441519 + dps_3842 -TATTCTAAAAACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTCCCGTCTTCAGGCGTT-CCCAAAAG-----AAAACTCGAGACTTTACTAA-A-CTCTTTTTTCGAT--TTCTTTTGGAAGCTAAAGACCGGCACAGACTCGTTTGACAATGACGATAACGATTTTGAGCATATTTTGATAAGGACA
droPer2 scaffold_0:7007853-7008037 - -TATTCTAAAAACATGCCAACCATTACAATAATCTGCATTATCTGGTCTGTTCCCGTCTTCAGCCGTT-CCCAAAAG-----AAAACTCGAGACTTTACTAA-A-CTCTT--TGCGAT--TTCTTTTGGAAGCTAAAGACCGGCACAGACTCGTTTGACAATGACGATAACGATTTTGAGCATATTTTGATAAGGACA
droWil2 scf2_1100000004902:10821088-

10821095 -
GTGTTCTA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13047:17985316-
17985383 -

GAATT-------------AACAATAATAATAATATGCATTAT------------------------------------------------------------------------------------------------------------------GACAAAGACGATAAC-GATTTCCGGATA--TTGATAATGATA

droMoj3 scaffold_6540:13726463-
13726530 +

GAATT-------------AACAATAACAATAATATGCATTAT------------------------------------------------------------------------------------------------------------------AACGCAAACGATAAG-AATTTGCGCATA--TTGATAATGATA

droGri2 scaffold_14846:23933-24007 - ATGGAATCA--AC-----AACAATAACAATAATATGCATTAT------------------------------------------------------------------------------------------------------------------GACAAAGACGATAAC-GATTTGCGCATAG-AAGTTAATGATA
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TATCCAACGCTTCTTCAGCAACGTTCCAAATGGCGAGCACAGAAGACAGAAGTTGAAATCGATGATGTCGTTTTTTCGTCTTTTACTACAACGACATCATCAATTTGAACGTCTGTCTTCTGTGCTGTCACCCTGCCACCCCTCAAATGGTCACTAGCTTAAT

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

#
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Norm Total

V114

embryo

V113

male
body

V115

head

M054

female
body

..................................................AGTTGAAATCGATGATGTCGTT........................................................................................... 22 0 3 43.67 131 77 40 14 0

.................................................AAGTTGAAATCGATGATGTCGT............................................................................................ 22 0 3 25.67 77 65 10 2 0

...................................................GTTGAAATCGATGATGTCGTT........................................................................................... 21 0 3 23.33 70 58 7 4 1

...........................................................................................CGACATCATCAATTTGAACGT................................................... 21 0 4 22.25 89 42 29 18 0

.................................................AAGTTGAAATCGATGATGTCGTT........................................................................................... 23 0 3 15.00 45 33 11 1 0

.................................................AAGTTGAAATCGATGATGTCG............................................................................................. 21 0 4 11.00 44 19 19 6 0

..................................................AGTTGAAATCGATGATGTCGTTT.......................................................................................... 23 0 3 8.00 24 3 19 2 0

..................................................AGTTGAAATCGATGATGTCGT............................................................................................ 21 0 3 4.00 12 7 5 0 0

................................................GAAGTTGAAATCGATGATGTCG............................................................................................. 22 0 4 3.50 14 13 1 0 0

...........................................................................................CGACATCATCAATTTGAACGTC.................................................. 22 0 4 2.50 10 9 1 0 0

.................................................AAGTTGAAATCGATGATGTC.............................................................................................. 20 0 4 2.50 10 4 5 1 0

...............................................AGAAGTTGAAATCGATGATGTC.............................................................................................. 22 0 4 2.50 10 8 1 1 0

...................................................GTTGAAATCGATGATGTCGTTT.......................................................................................... 22 0 3 2.00 6 4 2 0 0

..................................................AGTTGAAATCGATGATGTCGTTTT......................................................................................... 24 0 3 1.00 3 0 3 0 0

.................................................AAGTTGAAATCGATGATGT............................................................................................... 19 0 4 1.00 4 3 0 1 0

..................................................AGTTGAAATCGATGATGTCGTTTAA........................................................................................ 25 2 3 0.67 2 0 2 0 0

.................................................AAGTTGAAATCGATGATGTCGTTTT......................................................................................... 25 0 3 0.67 2 0 2 0 0

.................................................AAGTTGAAATCGATGATGTCGTTT.......................................................................................... 24 0 3 0.67 2 2 0 0 0

...........................................................................................CGACATCATCAATTTGAACG.................................................... 20 0 4 0.50 2 2 0 0 0

................................................GAAGTTGAAATCGATGATGTC.............................................................................................. 21 0 4 0.50 2 2 0 0 0

..................................................AGTTGAAATCGATGATGTCG............................................................................................. 20 0 4 0.50 2 1 0 1 0

............................................................................................GACATCATCAATTTGAACGT................................................... 20 0 4 0.50 2 0 2 0 0

.........................................................................................AACGACATCATCAATTTGAACGT................................................... 23 0 4 0.50 2 2 0 0 0

.................................................AAGTTGAAATCGATGATGTCGTAA.......................................................................................... 24 2 3 0.33 1 0 1 0 0

.................................................AAGTTGAAATCGATGATGTCGTA........................................................................................... 23 1 3 0.33 1 0 0 1 0

...................................................GTTGAAATCGATGATGTCGT............................................................................................ 20 0 3 0.33 1 1 0 0 0

....................................................TTGAAATCGATGATGTCGTTTT......................................................................................... 22 0 3 0.33 1 1 0 0 0

.........................................................................................AACGACATCATCAATTTGAACG.................................................... 22 0 4 0.25 1 1 0 0 0

............................................................................................GACATCATCAATTTGAACGTCT................................................. 22 0 4 0.25 1 0 1 0 0

..................................................AGTTGAAATCGATGATGTC.............................................................................................. 19 0 4 0.25 1 1 0 0 0

.................................................AAGTTGAAATCGATGATGTCTA............................................................................................ 22 2 4 0.25 1 1 0 0 0

...............................................AGAAGTTGAAATCGATGATGT............................................................................................... 21 0 4 0.25 1 0 0 1 0

..........................................................................................ACGACATCATCAATTTGAACG.................................................... 21 0 4 0.25 1 0 0 1 0

..........................................................................................ACGACATCATCAATTTGAACGT................................................... 22 0 4 0.25 1 1 0 0 0

...........................................................................................CGACATCATCAATTTGAACGTT.................................................. 22 1 4 0.25 1 1 0 0 0

.................................................AAGTTGAAATCGATGATGTT.............................................................................................. 20 1 4 0.25 1 0 1 0 0

..............................................................................................CATCATCAATTTGAACGTCTGT............................................... 22 0 4 0.25 1 1 0 0 0

............................................................................................GACATCATCAATTTGAACGTC.................................................. 21 0 4 0.25 1 1 0 0 0

.............TTCAGCAACGTTCCAAATGGCGAG.............................................................................................................................. 24 0 7 0.14 1 1 0 0 0

.................................................AAGTTGAAATCGATGATGTCGTTTTAG....................................................................................... 27 2 14 0.07 1 0 1 0 0

Anti-sense strand reads

ATAGGTTGCGAAGAAGTCGTTGCAAGGTTTACCGCTCGTGTCTTCTGTCTTCAACTTTAGCTACTACAGCAAAAAAGCAGAAAATGATGTTGCTGTAGTAGTTAAACTTGCAGACAGAAGACACGACAGTGGGACGGTGGGGAGTTTACCAGTGATCGAATTA

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

#
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body

M054
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body

V115

head

V114

embryo

.........................................................................................TTGCTGTAGTAGTTAAACTTGC.................................................... 22 0 4 0.75 3 1 0 1 1

.........................................................................................TTGCTGTAGTAGTTAAACTTG..................................................... 21 0 4 0.25 1 0 0 0 1

........................................................................................TTTGCTGTAGTAGTTAAACTTGC.................................................... 23 1 14 0.07 1 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_1093:3593-3755 + dse_63 TATCCAACGCTTCTTCAGCAACGTTCCAAATGGCGAGCACAGAAGACAGAA------------GTTGAAATCGATGATGTCGTTTTTTCGTCTTTTAC--TACAACGACATCATCAATTTGAACGTCTGTCTTCTGTGCTGTCACCCTGCCACCCCTCAAATGGTCACTAGCT-----T-AAT-------
droSim2 node_22996:867-991 - dsi_32475 TATCTAACACTTCTTCAGCAACGTTCCAAATGGCGAGCACAGAAGACAGAC------------GTTCATATCGATGATGTCGTTTT----------AGAAAAAGACA----------------------------------AAAACCTGCCACCTCTCAAATGGTCACTAGCT-CGAGT-AAT-------
dm3 chr2L:22238718-22238842 + dme_449 TATCTAACGCTTCTTCAGCAACGTTCCAAATGGCGAGCACAGAAGACAGAC------------GTTCAAATCGATAATGTCCTTTT----------AGTAAAAGACG----------------------------------AAAACCTGCCACCCCTCAAATGGCCACTAGCT-CGAGT-AAT-------
droEre2 scaffold_4537:45024-45149 + TACCTCTCTCTTCTTCAAGAGCGTGGCAAGTGGTGCAAGGCCGTTCGAAAT------------CTGGAGCCAAACAACATTGTCGT----------CATCAAAGAAG----------------------------------ACAACCTTCCTCCACTTCAATGGCGATTGGGA-AGAATTAAA-------
droYak3 v2_chr3h_random_002:598533-

598657 +
TATCTAAAGCTTCTTCAGCAGCGTTCCAAATGGCGAGCACAGAAGACAGAC------------GTTCAAATCGATAATGTCGTTTT----------AGTAAAAGACG----------------------------------AACACCTGCTACCCCTCAAATGCCCACAAGCT-CAAAT-AAT-------

droBia1 scf7180000302127:99043-99173
+

TACTTAACATTACTGCAGCAGCGCTCCAAGTGGCGCACTCCAAAACCTGGC------------CTAGTTATCGATGACTTTGTTCT----------GCTCAATGACG----------------------------------AAAATTTGCCTCCTATGAAGTGGCCCCC-GCC-AGAGT-GATCGAGCTT

droTak1 scf7180000415971:26617-26742
+

TATCTGACCCTTTTGCAGCAACGGTCAAAGTGGCGTATCTCCAAACCTGTT------------GTACAAGTCAACGATGTCGTCCT----------AGTTAAAAACG----------------------------------AGATCTTGCCTCCTCTTAAATGGCCTTTAGCC-AGGGTCAAG-------

droEle1 scf7180000490276:19660-19784
+

TATTTAACCCTGCTGCAGCAACGGTCATAGAGGCGCATCTTCAAACCTGCG------------CTACAAGACAACGATGTCGTCTT----------AGTTCAAAACG----------------------------------AGAACTTACCTCCTCTTAAATGGCCATTAGCC-AGGGT-CAT-------

droRho1 scf7180000764625:1999-2123 + TATCTTACCCTTCTGCAACAACGCACCAAATGGCGGTCTCCTGAACGAATG------------CTGAAGGTCAACGACGTAGTTTT----------GATAAAGGATG----------------------------------AAAATCTACCTCCCATGCGGTGGCCCTTAGCT-AGGGT-GAC-------
droFic1 scf7180000449599:4878-4999 - TACCTATCGCTACTCCAGGAACGTGGGAAATGGCGATCAGAAAAGGCAAAC------------TTGTCGCCCGGCAATATAGTCAT----------CATTAAGGACG----------------------------------ACAATCTTCCTTCACTCCAATGGCGGATGGGC-AGAGT-----------
droKik1 scf7180000299790:10533-10657

+
TATCTGACGCTTCTTTAACAGCGCTCCAAGTGGCGCACACAGAAGACTGAT------------GTTCAACTCGGTGATGTCGTTCT----------AGTGAAGGACG----------------------------------AAAACCTGCCCTCTCTCAAGTGGCCACTAGCT-CGAGT-GGT-------

droAna3 scaffold_13417:6479614-
6479751 +

TATTTAAGCCTTCTTCAGCAGCGCTCCAAATGGCGTGGGTCCGGCCCTGCCTTTGGCTTACGATTACGAATTAACGATGCGGTGCT----------AGTCAAAGACG----------------------------------AGAACCTGCCCCCTATGAAGTGGCTGTTGGTCGAGAAT-TAT-------

droBip1 scf7180000391576:3917-4041 + TTCCTAAGCCTTCTCCAGCAGCGCTCCAAATGGCGCGCCTCAAGTCCTGCC------------TTGGCCTCGAACGATGTGGTGCT----------AGTAAAGGACG----------------------------------AGAATCTACCTCCGATGAAATTGCCGCTTACG-AGAAT-AAT-------
dp5 Unknown_group_85:15843-15967

+
TACCTGACTCTGCTTCAACAACGTGCCAAATGGCGCACAACACAACCCTCG------------ATCCAGGTCTACGATGTCGTTTG----------CATCAAGGATG----------------------------------AAAACTTGCCACCGTTGAAGTGGCCCTTAGCG-CGGGT-GAT-------

droPer2 scaffold_118:87516-87640 + TATTTAACCAGTCTTCAAGAAAGAACGAAGTGGCGCACCCGGAATCCTGAG------------CTTCACGTCAATGATGTCGTTCT----------TGTTAAGGACG----------------------------------AGAACTTCCCTCCTCTGAAGTGGCCACTAGCG-AGAAT-CCT-------
droVir3 scaffold_13050:619261-619381

+
dvi_24656 TATTTAACGCTTCTTCAATAGCGCTCCAAATGGCGCACTCCTCAGCCGGGA------------CTCTCCATCAACGATGTCGTCAT----------TGTAAAAGATG----------------------------------ATAACCTACCGCCGCTGAAGTGGTCATTAGCT-GAAG------------

droMoj3 scaffold_2221:178-302 + TACCTCACAATTCTGCAACAGCGAGTAAAATGGCGGACCCCACGGCCTTCT------------ATCAAGGTCAACGATGTCGTCTG----------TGTAAAAGACG----------------------------------AAAACCTGCCACCTTTGAAGTGGCCATTAGCC-CGGGT-CGT-------
droGri2 scaffold_14948:3629-3758 + TATCTCACACTCTTCCAACAGCGTACCAAATGGAACTCTGCAACTTGTCCT------------ATTCAAGTGGATGACGTAGTCCT----------CGTTAACGACG----------------------------------AGAATCTTCCTCCCATGAGCTGACCACTCGCC-AGAAT-GCTTG--CCT

Generated: 09/08/2015 at 07:43 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1093:3593-3755
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_63.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1093:3643-3664
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_65.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1344:5912-5933
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_64.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_40:23083-23104
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_63.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1093:3684-3704
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_33.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1344:892-912
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_65.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1344:5953-5973
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_64.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_40:23124-23144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1093:3593-3755
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_63.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_22996:867-991
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32475.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:22238718-22238842
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_449.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4537:45024-45149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3h_random_002:598533-598657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302127:99043-99173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415971:26617-26742
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490276:19660-19784
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764625:1999-2123
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000449599:4878-4999
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000299790:10533-10657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:6479614-6479751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000391576:3917-4041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_85:15843-15967
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_118:87516-87640
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13050:619261-619381
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24656.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_2221:178-302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14948:3629-3758


ID:

dse_132

Coordinate:

scaffold_24:514872-514924 -

Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intergenic

Repeatable elements

Name Class Family Strand

AT_rich Low_complexity Low_complexity +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACCATTTTCATCAACTTTTTTTTGAATATGCTATTTATGATATTATTTTAAATGAAAATCTTAAGAAAACAATGTTTAATGTTTTCTTAAGCTTTTCATTTAAAATAATATCATAACTAACTAATATTTATTATATACATTTTAATCGTACTA

***********************************(((((((((((((((((((((((.((((((((((((........)))))))))))).)))))))))))))))))))))))..************************************
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.................................................................................TTTTCTTAAGCTTTTCATTTA................................................... 21 0 1 35.00 35 10 14 11

...............................................................................TGTTTTCTTAAGCTTTTCATTT.................................................... 22 0 1 19.00 19 17 2 0

...............................................................................TGTTTTCTTAAGCTTTTCATT..................................................... 21 0 1 17.00 17 9 5 3

.................................................................................TTTTCTTAAGCTTTTCATTT.................................................... 20 0 1 7.00 7 4 3 0

..................................................AATGAAAATCTTAAGAAAACA.................................................................................. 21 0 1 4.00 4 1 2 1

...............................................................................TGTTTTCTTAAGCTTTTCAT...................................................... 20 0 1 3.00 3 1 2 0

.............................................TTTTAAATGAAAATCTTAAGA....................................................................................... 21 0 1 3.00 3 2 1 0

................................................................................GTTTTCTTAAGCTTTTCATTT.................................................... 21 0 1 3.00 3 3 0 0

..................................................................................TTTCTTAAGCTTTTCATTTA................................................... 20 0 1 3.00 3 1 2 0

..................................................................................TTTCTTAAGCTTTTCATTTAA.................................................. 21 0 1 3.00 3 3 0 0

..................................................................................TTTCTTAAGCTTTTCATTTAAA................................................. 22 0 1 2.00 2 2 0 0

..................................................................................TTTCTTAAGCTTTTCATTT.................................................... 19 0 1 2.00 2 0 2 0

.................................................................................TTTTCTTAAGCTTTTCATTTAA.................................................. 22 0 1 2.00 2 1 1 0

..............................................TTTAAATGAAAATCTTAAGA....................................................................................... 20 0 1 2.00 2 1 0 1

...................................................ATGAAAATCTTAAGAAAACAATGTTT............................................................................ 26 0 1 1.00 1 1 0 0

...................................................ATGAAAATCTTAAGAAAACAATGT.............................................................................. 24 0 1 1.00 1 0 1 0

...........................ATGCTATTTATGATATTATT.......................................................................................................... 20 0 1 1.00 1 0 1 0

.................................................................................TTTTCTTAAGCTTTTCATTTT................................................... 21 1 1 1.00 1 1 0 0

............................................ATTTTAAATGAAAATCTTAAGA....................................................................................... 22 0 1 1.00 1 1 0 0

......................................................................................TTAAGCTTTTCATTTAAAATAA............................................. 22 0 1 1.00 1 1 0 0

..............................................TTTAAATGAAAATCTTAAGAA...................................................................................... 21 0 1 1.00 1 1 0 0

......................................................................................TTAAGCTTTTCATTTAAAATA.............................................. 21 0 1 1.00 1 1 0 0

.................................TTTATGATATTATTTTAAATGT.................................................................................................. 22 1 1 1.00 1 0 1 0

.............................................TTTTAAATGAAAATCTTAAGAA...................................................................................... 22 0 1 1.00 1 1 0 0

......................................................................................TTAAGCTTTTCATTTAAAAT............................................... 20 0 1 1.00 1 0 1 0

................................................................................GTTTTCTTAAGCTTTTCATT..................................................... 20 0 1 1.00 1 1 0 0

..............................................................................ATGTTTTCTTAAGCTTTTCATT..................................................... 22 0 1 1.00 1 1 0 0

.....................................................................................CTTAAGCTTTTCATTTAAAA................................................ 20 0 1 1.00 1 0 1 0

.................................................................................TTTTCTTAAGCTTTTCATTTTC.................................................. 22 2 3 0.33 1 1 0 0

Anti-sense strand reads

TGGTAAAAGTAGTTGAAAAAAAACTTATACGATAAATACTATAATAAAATTTACTTTTAGAATTCTTTTGTTACAAATTACAAAAGAATTCGAAAAGTAAATTTTATTATAGTATTGATTGATTATAAATAATATATGTAAAATTAGCATGAT

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

#
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Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_24:514822-514974

-
dse_132 ACCATT------------------------TTCATCAAC--TTTTTT-------------T--------------------------------------TG--AATATGCTATTTATG------ATATTATTTTAA--ATGAAAATC--------------------------TTAAGAAAACAATGTTTAAT--GTTTTCT--------------------T---AA-------------------------GCTTTTCATTTAAAATAATATCATAACTAACTA----ATATTTATT--ATATACATTTTAATCGTA---CTA

droSim2 x:6885299-6885409 - ACCATT------------------------TTCATCTAC--TTTTTT------T------T--------------------------------------TG--AATATGCTATTTATG------ATATTA---------TGAAAAGC--------------------------TTAAGAAAACAT-------------------------------------T---AA-------------------------------A--------------CATG-TCAACTA----ATATTTATT--ATATACATTTTAATCGAT---CTA
dm3 chrX:7305344-7305478 - dme_441 ATTTAAAATTATTATAATTTAAAAAATATTTTTATCATTTTTTTT---------------T--------------------------------------TT--AA--TGCTATTTATG------ATATTATTTGAT--ATGAAAATA--------------------------TTAAGAAAAAA------------------------------------------AA-------------------------------A--------------CATG-TCAGTTA----ATATTTATT----ATACTTTTAAATCGTA---GTG
droEre2 scaffold_4690:16217524-

16217637 -
ACTATT------------------------TTAATCATTACTTTTTT------------------------------------------------------TTACCAAAATATTTATA------ATATTAATT----------------------------------------TTAAGAAAAG-------------------------------------CTTTTAAA-------------------------------A--------------CACG-TCAACTA----ATATTTATTTACTACATATTTTAATCGTAGTAAGA

droYak3 X:14041194-14041289 + ATTCAAAAACTATACTTCTTTAAATACTTTTTTTTTATTATTTTTT-----------------------------------------------------TT--TT--TACTATTTATG------ATGATAATTTAAAAAT-AAAAGC--------------------------TTTTAAAAACAT-------------------------------------------------------------------------------------------------------------------------------------------T
droEug1 scf7180000409223:61562-

61639 -
GTCAGT------------------------ATAATTAATAGATTTT-----------------------------------------------------TTTTGACAAAGTATTTATT------AAATTGATA------------------------------TATAAATATT--T-------------------------------------------------------------------------ATAAATATAAT--------------------------------------------------CAAAT---------C

droBia1 scf7180000301715:424647-
424785 +

AATGTGAA--------TAATTCATTACTATTACTATACTATACTAT-TTTTTTA------ATGA-----------AAGTGTAGATTTGTTT------------------------AAAAAATTAAACATACTTTAAAAGT-GAAACATC------------------------TTAAAAAAACAC-----------------------------------------------TG-------ACTTATTGA------------------------------------------------------TATAAATAAATAATG---CAA

droTak1 scf7180000415381:482786-
482866 -

AACGAA------------------------ATAACCAATGGAATTT--------AATTGC-ATA-----------TAATGTGAATTTGTAT----------------------------------AGTTAAAA------------------------------TATTTTTTTT--T----------------TTAAA--TA--------------------------------------------------------------------------------------------------------------------TATAATAA

droEle1 scf7180000491044:1250893-
1251054 +

ACCAAT------------------------TATCTCAATTAAAATG--------TTACAT-ATATAGAAGTTGCATACTTCAAATTAATAATATATTTTTCTTAGCACTGCAATTTTT------AA------------------------------------------------------------------TTTAA--TTTTTATACCATAGCTATCAGCTTATAAGACACTAAAAAATTACGTAATCTTAATTAAAGTG--------------------------------------------------------AAATAAAA

droRho1 scf7180000779588:748347-
748524 -

ACCAAT------------------------TATCTCAATTGAAATG--------TTAATT-ACATTGAAATGGAATATTTCGAATTAACAAT----------------------------------------------------------------------------------------------ATTTAAA--TTCTTTTTT----------TTTAAGCTTGTAAAGCACTCAACAA---CTTATTCGTAAGTATAGTAAAATAAAAGATAGCAGAGCAAATTGTATATTAATGTGT--AGATTGGCTTGAACCAAA---TTA

droFic1 scf7180000454045:754829-
754933 -

ATTCTT------------------------AAAACCGATCAAAATG--------TTAGAA-ACA-----------CATTCGAATCTGACAAA-----------------------------------------------------TACTTTATTTAGGCACTAGATCTTCTTT--A----------------GTAAA--TATTCATAAAT----------------------------------------------------------------------------------------------------TAAATATCA---ATT

droKik1 scf7180000302414:418988-
419148 -

TAAATA------------------------TTTGTATTT--TTTTTT-------------T--------------------------------------AG--TAAATTAAATTTATA------AAAATAATA------------------------------TATACATGTATTAAGAAATTATATT--AATATAT--TTTATATATTATAAATAAAATTTAAAAAAATAATA-------TGGTATGAA--------------------------TA-CCCAATA----A-AATTATT--AAATATATGT-CATTTTT---GTA
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ID:
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure
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Flybase annnotation

intron [Dsec\GM15347-in]; CDS [Dsec\GM15347-cds]; CDS [Dsec\GM15347-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAAAGACTCACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGGTAAGTCCATCCTTGGCAGCATTGCGAGTATAGCAAATGACCAATAATGGACTTTTTATTTTTAATCAGGTGCTTGGCAAAGCGGTACCCAGCAGTACCGGCCACAAT

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

#
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V115

head

V114

embryo

V113

male
body

..................................................GTAAGTCCATCCTTGGCAGCATTG.................................................................................... 24 0 1 39.00 39 19 10 7 3

..................................................GTAAGTCCATCCTTGGCAGCAT...................................................................................... 22 0 1 21.00 21 15 3 0 3

..................................................GTAAGTCCATCCTTGGCAGCATTGC................................................................................... 25 0 1 19.00 19 16 1 2 0

..................................................GTAAGTCCATCCTTGGCAGCATT..................................................................................... 23 0 1 13.00 13 9 1 2 1

.....................................................................................AATGACCAATAATGGACTTTTT................................................... 22 0 1 5.00 5 5 0 0 0

...................................................TAAGTCCATCCTTGGCAGCATTG.................................................................................... 23 0 1 5.00 5 4 0 0 1

..................................................GTAAGTCCATCCTTGGCAGCA....................................................................................... 21 0 1 4.00 4 3 0 1 0

....................................................................................AAATGACCAATAATGGACTTTT.................................................... 22 0 1 4.00 4 4 0 0 0

...................................................TAAGTCCATCCTTGGCAGCAT...................................................................................... 21 0 1 4.00 4 3 1 0 0

....................................................................................AAATGACCAATAATGGACTTTTT................................................... 23 0 1 4.00 4 4 0 0 0

....................................................................................AAATGACCAATAATGGACTTT..................................................... 21 0 1 2.00 2 2 0 0 0

......................................................................................ATGACCAATAATGGACTTTTT................................................... 21 0 1 2.00 2 2 0 0 0

..................................................GTAAGTCCATCCTTGGCAGCATTGT................................................................................... 25 1 1 1.00 1 0 0 1 0

...................................................TAAGTCCATCCTTGGCAGCATTGCG.................................................................................. 25 0 1 1.00 1 1 0 0 0

....................................................................................AAATGACCAATAATGGACTTTTTT.................................................. 24 1 1 1.00 1 1 0 0 0

...................................................TAAGTCCATCCTTGGCAGCATT..................................................................................... 22 0 1 1.00 1 1 0 0 0

......................................................................................ATGACCAATAATGGACTTTTTA.................................................. 22 0 1 1.00 1 1 0 0 0

...................................................TAAGTCCATCCTTGGCAGC........................................................................................ 19 0 1 1.00 1 1 0 0 0

.....................................................................................AATGACCAATAATGGACTTTT.................................................... 21 0 1 1.00 1 1 0 0 0

.....................................................................................AATGACCAATAATGGACTTTTTAAAA............................................... 26 3 1 1.00 1 1 0 0 0

.......................................................................................TGACCAATAATGGACTTTTT................................................... 20 0 1 1.00 1 1 0 0 0

..................................................GTAAGTCCATCCTTGGCAGCATTGCTT................................................................................. 27 2 1 1.00 1 1 0 0 0

..................................................GTAAGTCCATCCTTGGCAGCATTGA................................................................................... 25 1 1 1.00 1 1 0 0 0

Anti-sense strand reads

GTTTCTGAGTGTCGGGATAGGTCCGATGTTACGATCCGGAGTTTAAATACCATTCAGGTAGGAACCGTCGTAACGCTCATATCGTTTACTGGTTATTACCTGAAAAATAAAAATTAGTCCACGAACCGTTTCGCCATGGGTCGTCATGGCCGGTGTTA

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

Species Coordinate ID Alignment
droSec2 scaffold_12:643303-643460

+
dse_288 CAAAGACTC---ACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGGTAAGTC-CATC-C--------------------TTG----GCAGCATTGC-------------------------GAGTATAGCAAA---TGACCAATAATGGAC---T-----TTTTA----TTTTT-AATCAGGTGCTTGGCAAAGCGGTACCCAGCAGTACCGGCCACAAT

droSim2 3r:7748803-7748956 + dsi_8904 CAAAGACTC---ACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGGTAAGTC-CTTC-G----------------------------CAGCATTGC-------------------------GAGTATAGCAAA---TGAGCAATAATTGAC---C-----TTTTA----TTTTT-AATCAGGTGCTTGGCAAAGCGGTACCCAGCAGTACCGGCCACAAT
dm3 chr3R:13519139-13519295 - CAAAGACTC---ACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGGTAAGTC-CTTT-G-------------------------CTGCAGCATTGC-------------------------GAGCATAGCAAA---TGACCAATAATTGAC---T-----TTTAA----TTTTT-GATCAGGTGCTTGGCAAAGCGGTACCCAGCAGTACCGGCCACAAT
droEre2 scaffold_4770:8111786-

8111938 +
CAAAGACTC---ACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGGTAAGTCACTAA-A----------------------------CAGAATTGT-------------------------TAGTACAGCA-A---TGACCAATAATTAT----C-----TTCC-T---CTTTT-AACCAGGTGCTTGGCAAGGTGGGACCCAGCAGTACCGGCCACAAT

droYak3 3R:2092034-2092182 - CAAAGACTC---ACAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATTTATGGTAAGTC-CTAA-A----------------------------CAGCACTGT-------------------------GAGTGTAGCA-A---TGACCAATAATTGT----T-----T--T-----CTGTT-AAGCAGGTGCTTGGCAAGGTGGTACCCAGCAGTACCGGCCACAAT
droEug1 scf7180000409562:39540-

39685 -
TAAAGACTC---ACAGCCCTATCCTGGCTATAATGCTCGGCCCCAGATTTATGGTAAGTC-ATAG-------------------------------AGCACTGA-------------------------GCGTACAGCAAATGGTTACTAATAATGT---------------------ATCT-AACCAGGTGCTTGGCAAGGCGGTACCCAGCAGTATCGGCCACAAT

droBia1 scf7180000302113:3899982-
3900136 +

CAAAGACTC---GCAGCCCTATCCAGGCTACAATGCTAGGCCTCAAATCTATGGTAAGTT-CTAC-A-------------------------AA--AGATCTTC--------------GT---------TTCTATGTCGGA---TCACTAATGATTT----CCC-------TAT---TTTCA-AATCAGGTGCCTGGCAAGGCGGCACTCAGCAGTATCGGCCACAAT

droTak1 scf7180000413103:24997-
25146 +

CAAAGACTC---GCAGCCCTATCCAGGCTACAATGCTAGGCCTCAACTTTATGGTGAGTT-ATTATA-AAAT--A---------------------ACCATTGT-------------------------GCGTTTATTAGA---AGGTTAATC------------------TCT---TTTTA-AACCAGGTGCTTGGCAAGGCGGTACCCAGCAATATCGGCCACAAT

droEle1 scf7180000491080:2759908-
2760071 +

CAAAGACTC---ACAGCCCTATCCAGGATACAATGCTAGGCCTCAAATTTATGGTAAGTT-CTGC-C-------------------------TTAGAACTCTTT-------------------------GCCTA-AACAGT---TGGGTAATAATTATCTTCTTTATTTT---TTT-TTTGC-AACCAGGTGCTTGGCAAGGCGGTACCCAGCAGTATCGGCCTCAAT

droRho1 scf7180000778039:42905-
43058 +

CAAGGACTC---ACAGCCCTATCCAGGTTACAATGCTAGGCCTCAAATTTATGGTAAGTC-CTAC-G-------------------------TTATAAAACTGT-------------------------GCGTA-AACAGT---TGGCCAATAATTTT----C-----T--TCT---ACTCC-AACCAGGTGCTTGGCAAGGCGGTCCCCAGCAGTATCGGCCACAAT

droFic1 scf7180000453912:1957498-
1957655 +

CAAAGACTC---ACAACCGTATCCAGGCTACAATGCAAGACCTCAGATTTATGGTAATAA-CTAC-T---A---------------------CCGAAAGTCTTC--------------------------AGTTAAATAGT---TGGCTAATTTCTCTC---T-----TCTTA--C-CTACA-AACCAGGTGCTTGGCAAGGCGGTAGCCAGCAGTATCGGCCACAAT

droKik1 scf7180000302247:514912-
515062 +

CAAAGACTCGCCACAGCCGTATCCAGGCTACAATACTAGGCCTCAGATTTATGGTAAGAC-CTAT---TGAAACAAACAGC--------GGA-------------------ACAG--C---------------------------T-TCAAACCTTGT----T-------CTC----TCCTC-CATCAGGTGCTTGGCAAGGCGGTAACCAGCAGTATCGGCCCCAAT

droAna3 scaffold_12911:2127051-
2127205 +

TAAAGACTC---GCAGCCCTATCCAGGCTACAATGCCAGACCTCAGATATATGGTAAGTG-CCCT-G-------------------------CT---ACTATATGCTGTCA------------------GACTA-TAAAGT---GGACTAAA-TTCA-T---T-----TT-------GAACT-AAACAGGTGGTTGGCCAGGCGGTAATCAGCAGTTTAGGCCGCAGT

droBip1 scf7180000396714:952284-
952438 -

TAAAGACTC---ACAGCCCTATCCGGGTTACAATGCTAGACCTCAGATATATGGTAAGTG-CTCA-G-------------------------CT---ACTATCTACTCACC-------GATTATATGTTGAACTAAATATA---TGGGT-----------------------------AATT-AAACAGGTGGTTGGCCAGGCGGTAATCAGCAGTTTAGGCCGCAGT

dp5 2:25888554-25888714 - CAAGGATCC---ACAGCCGTATCCAGGCTACAATGCAAGACCACAGATTTACGGTATGTT-CCGG-ACAGAGACAAATGGTCCCTCCTGGGA-------------------AGTGTCC------------------------------TACTAACGC----CAC----TC---TTC-TCCGT-CCGCAGGTGCATGGCAAGGCGGTGCGCAGCAGTATCGACCCCAGT
droPer2 scaffold_6:1222908-1223068

-
CAAGGATCC---ACAGCCGTATCCAGGCTACAATGCAAGACCACAGATTTACGGTATGTT-CCGG-ACAGAGACAAATGGTCCCTCCTGGGA-------------------AGTGTCC------------------------------TACTAACGC----CAC----TC---TTC-TCCGT-CCGCAGGTGCATGGCAAGGCGGTGCGCAGCAGTATCGACCCCAGT

droWil2 scf2_1100000013775:471-632
+

CAAAGACTCCCCTCAGCCCTATCCAGGGTATAATGCAAGGCCTCAAATTTACGGTAAGTG-GTGG-A---GG---CGCCA----TTC-----CA---G-----T--AGTCCAATTTCT------------------------------TTCTAATTT----CTAATA-TC---TTTTCAATT-CATTAGGTTCATGGCAAGGCGGTGCTCAACAGTATCGTCCCCAAT

droVir3 scaffold_12855:10040886-
10041037 -

AAAAGACTC---GCAGCCTTACCCAGGCTATGCTGCGCGGCCTCAAATTTATGGTAAGTG-TTTT-A-------------------------CT---GTTTTTTTTT----------------------TTATTT-----A---TTACTTTTTATTT----ATTTAT-T--C-----GTTTT-TTATAGGTGGTTGGCAAGGCAACAACCCACAATATCGTCCCCAGT

droMoj3 scaffold_6540:3996038-
3996196 -

TAAAGACTC---TCAGCCTTACCCTGGCTATGCTACGCGGCCTCAAATCTATGGTAAGCA-TTTG-GTGTGG---AGCAATCCATTCAATTA-------------------ACACTCC------------------------------ATTTAACTA----TAA----TT---TAT-TTAACATTCAAGGTGGCTGGCAAGGCAACAATCCGCAGTATCGTCCTCAAT

droGri2 scaffold_14830:1228748-
1228904 -

AAAGGATCC---ACAGTCTTATCCCGGATATGCTGCGCGGCCTCAAATTTATGGTAAGCT-TTGC-A----------------------------TAATACTTT---GTCC------------------AAGTGTATTTAA---ATATTGATAAACA-T---T-----TTGTG----TTTTT-TATTAGGTGGTTGGCAAGGCGGCAACCAGCAGTATCGTCCTCAAT
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Legend: mature star mismatch in alignment mismatch in read
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTAAGTAATGTATTTATATGCTGTTTAAGAATGTCTGATAAATGGCTACAAGTGTTGCCTCTCGAGTTCTGCAAGTCTTATCGTCGTAATCAGAAACGATTAGCAATGCTTGTAACTGGTTTATAATTCGAATCCCAAAGTCATCGAAAGTGAAACCAAAAAT

***********************************..((((((...((((((((((((...(((..(((((...................))))).)))...))))))))))))....))))))...************************************
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..........................................................................................CAGAAACGATTAGCAATGCTTG................................................... 22 0 1 47.00 47 22 16 2 7

...........................................................................................AGAAACGATTAGCAATGCTTGT.................................................. 22 0 1 23.00 23 14 4 2 3

..........................................................................................CAGAAACGATTAGCAATGCTT.................................................... 21 0 1 19.00 19 5 9 3 2

..................................................AGTGTTGCCTCTCGAGTTCTGC........................................................................................... 22 0 1 7.00 7 2 4 1 0

.................................................AAGTGTTGCCTCTCGAGTTCTGC........................................................................................... 23 0 1 6.00 6 3 2 0 1

...........................................................................................AGAAACGATTAGCAATGCTTG................................................... 21 0 1 4.00 4 2 0 1 1

..................................................AGTGTTGCCTCTCGAGTTCTGCA.......................................................................................... 23 0 1 3.00 3 2 0 1 0

....................................................TGTTGCCTCTCGAGTTCTGCAAG........................................................................................ 23 0 1 2.00 2 2 0 0 0

............................................................................................GAAACGATTAGCAATGCTTG................................................... 20 0 1 1.00 1 1 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCTG............................................................................................ 21 0 1 1.00 1 1 0 0 0

.............................................................................................AAACGATTAGCAATGCTTG................................................... 19 0 1 1.00 1 0 0 1 0

....................................................................CTGCAAGTCTTATCGTCGTAATC........................................................................ 23 0 1 1.00 1 1 0 0 0

..................................................AGTGTTGCCTCTCGAGTT............................................................................................... 18 0 1 1.00 1 0 0 1 0

..............................................................................................AACGATTAGCAATGCTTGT.................................................. 19 0 1 1.00 1 1 0 0 0

..........................................................................................CAGAAACGATTAGCAATGCT..................................................... 20 0 1 1.00 1 0 1 0 0

...................................................................................TCGTAATCAGAAACGATTAGC........................................................... 21 0 1 1.00 1 1 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCT............................................................................................. 20 0 1 1.00 1 0 1 0 0

.....................................................................................................AGCAATGCTTGTAACTGGTTT......................................... 21 0 1 1.00 1 1 0 0 0

..........................................................................................CAGAAACGATTAGCAATGCTTGT.................................................. 23 0 1 1.00 1 0 0 1 0

.............................................................................................AAACGATTAGCAATGCTTGAT................................................. 21 2 1 1.00 1 0 0 1 0

.............................................................................................AAACGATTAGCAATGCTTGT.................................................. 20 0 1 1.00 1 0 1 0 0

...................................................GTGTTGCCTCTCGAGTTCTGC........................................................................................... 21 0 1 1.00 1 0 0 1 0

..........................................................................................CAGAAACGATTAGCAATGC...................................................... 19 0 1 1.00 1 1 0 0 0

..................................................AGTGTTGCCTCTCGAGTTCTGA........................................................................................... 22 1 1 1.00 1 0 1 0 0

Anti-sense strand reads

CATTCATTACATAAATATACGACAAATTCTTACAGACTATTTACCGATGTTCACAACGGAGAGCTCAAGACGTTCAGAATAGCAGCATTAGTCTTTGCTAATCGTTACGAACATTGACCAAATATTAAGCTTAGGGTTTCAGTAGCTTTCACTTTGGTTTTTA

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

Species Coordinate ID Alignment
droSec2 scaffold_1:2140384-2140546 + dse_112 GTAAGTAATGTATTTATATGCTGTTTAAGAATGTCTGATAAATGGCTA-----CAAGT--GTT-GCCTCTCGAGT--TCTGCAAGT-------CTTATCGTCGTAATCAGAAACGATTAGC-------------AATGCTTGTAACTGGTTTATAATTCG--AATCCCAAAGTCATCGAAAGTGAAACCAAAAAT
droSim2 2r:5309673-5309835 + dsi_32 GTAAGTAATGTATTTATATGCTCTTTAAGAATGTCTGATAAATGGCTA-----CAAGT--GTT-GCCTCTCGAGT--TCTGTAAGT-------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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CCGCAAGCTGCTCGACCAGCATGGTTTCGAACGCAGTCTGCTCTCGAATTGTGAGTGGGGGAAACCTAAGTACTTATATTGAAATGATCTATACCTTAGGATTAGTAGACTAAATGGGTTGTGACTTTCGATTTCGCCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATTACC
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.............................................................................................................................TTTCGATTTCGCCCATTCAAGT................................................. 22 1 1 92.00 92 41 27 20 4

.............................................................................................................................TTTCGATTTCGCCCATTCAAG.................................................. 21 0 1 62.00 62 29 27 6 0

..................................................GTGAGTGGGGGAAACCTAAGT............................................................................................................................. 21 0 1 11.00 11 3 5 3 0

.............................................................................................................................TTTCGATTTCGCCCATTCAAGA................................................. 22 1 1 9.00 9 4 3 1 1

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

..................................................GTGAGTGGGGGAAACCTAAG.............................................................................................................................. 20 0 1 4.00 4 0 3 1 0

.............................................................................................................................TTTCGATTTCGCCCATTCA.................................................... 19 0 1 3.00 3 2 0 1 0

.............................................................................................................................TTTCGATTTCGCCCATTCAAGC................................................. 22 1 1 3.00 3 1 2 0 0

................................................................................................................AATGGGTTGTGACTTTCGATT............................................................... 21 0 1 2.00 2 1 0 1 0

..................................................GTGAGTGGGGGAAACCTAAGTA............................................................................................................................ 22 0 1 2.00 2 0 1 1 0

...........................................TCGAATTGTGAGTGGGGGAAACCT................................................................................................................................. 24 0 1 1.00 1 1 0 0 0

.............................................................................................................................................................CTAGAGCACGAGAGCGATCTG.................. 21 0 1 1.00 1 1 0 0 0

..............................................................................................................................................CAAGGGATTTGTTTGCTAGAG................................. 21 0 1 1.00 1 1 0 0 0

.........................................................................................................................TGACTTTCGATTTCGCCCATT...................................................... 21 0 1 1.00 1 0 0 1 0

............................................................................................................................................TTCAAGGGATTTGTTTGCTAG................................... 21 0 1 1.00 1 0 0 1 0

..........................................................................................................AGACTAAATGGGTTGTGACTT..................................................................... 21 0 1 1.00 1 0 1 0 0

....................................................................................................................................................ATTTGTTTGCTAGAGCACGAG........................... 21 0 1 1.00 1 0 1 0 0

...........................................................................................................................................................TGCTAGAGCACGAGAGCGATC.................... 21 0 1 1.00 1 0 1 0 0

.........................................................................................................TAGACTAAATGGGTTGTGACT...................................................................... 21 0 1 1.00 1 1 0 0 0

.....................TGGTTTCGAACGCAGTCTGCTT......................................................................................................................................................... 22 1 1 1.00 1 0 1 0 0

.............................................................................................................................TTTCGATTTCGCCCATTCAAGTT................................................ 23 2 1 1.00 1 0 1 0 0

................................................................................GAAATGATCTATACCTTAGGA............................................................................................... 21 0 1 1.00 1 1 0 0 0

......................................................................................................................................................TTGTTTGCTAGAGCACGAGAG......................... 21 0 1 1.00 1 1 0 0 0

.................................................................................................................................GATTTCGCCCATTCAAGGG................................................ 19 0 1 1.00 1 0 0 0 1

..................................................GTGAGTGGGGGAAACCTAAGA............................................................................................................................. 21 1 1 1.00 1 1 0 0 0

...............................................................................................................................TCGATTTCGCCCATTCAAGT................................................. 20 1 1 1.00 1 1 0 0 0

...................................................................................................................................................................CACGAGAGCGATCTGGATACG............ 21 1 1 1.00 1 0 1 0 0

....................................................................................................ATTAGTAGACTAAATGGGTTG........................................................................... 21 0 1 1.00 1 1 0 0 0

.................................................................................................................................GATTTCGCCCATTCAAGGGAT.............................................. 21 0 1 1.00 1 0 1 0 0

......................................................................................................................................................................GAGAGCGATCTGGATACCGGC......... 21 0 1 1.00 1 0 0 1 0

........................TTTCGAACGCAGTCTGCTCTC....................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0

.........................................................................................................................................................TTTGCTAGAGCACGAGAGCGA...................... 21 0 1 1.00 1 1 0 0 0

.............................................................................................................................................................................ATCTGGATACCGGCAGGATTA.. 21 0 1 1.00 1 1 0 0 0

................................................................................................TAGGATTAGTAGACTAAATGG............................................................................... 21 0 1 1.00 1 0 1 0 0

..................................................GTGAGTGGGGGAAACCTTT............................................................................................................................... 19 2 6 0.17 1 0 0 1 0

Anti-sense strand reads

GGCGTTCGACGAGCTGGTCGTACCAAAGCTTGCGTCAGACGAGAGCTTAACACTCACCCCCTTTGGATTCATGAATATAACTTTACTAGATATGGAATCCTAATCATCTGATTTACCCAACACTGAAAGCTAAAGCGGGTAAGTTCCCTAAACAAACGATCTCGTGCTCTCGCTAGACCTATGGCCGTCCTAATGG
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......CGACGAGCTGGTCGTACCAAA......................................................................................................................................................................... 21 0 1 1.00 1 1 0 0

..................................TCAGACGAGAGCTTAACACTC............................................................................................................................................. 21 0 1 1.00 1 0 0 1

....................TACCAAAGCTTGCGTCAGACGA.......................................................................................................................................................... 22 0 1 1.00 1 0 0 1

................................................................................................................................................................CTCGTGCTCTCGCTAGACCTAT.............. 22 0 1 1.00 1 1 0 0
GGCGTTCGACGAGCTGGTC................................................................................................................................................................................. 19 0 1 1.00 1 1 0 0
..............TGGTCGTACCAAAGCTTGCGT................................................................................................................................................................. 21 0 1 1.00 1 0 1 0
...............................................................................................................................................................TCTCGTGCTCTCGCTAGACCT................ 21 0 1 1.00 1 0 1 0
.................................................................................TTTACTAGATATGGAATCCTA.............................................................................................. 21 0 1 1.00 1 0 0 1
....................................................................................................................................................................TGCTCTCGCTAGACCTATGGC........... 21 0 1 1.00 1 0 0 1
...............................................................................ACTTTACTAGATATGGAATC................................................................................................. 20 0 1 1.00 1 1 0 0
...................................................................................................................................................................GTGCTCTCGCTAGACCTATGGC........... 22 0 1 1.00 1 0 1 0
.............................TTGCGTCAGACGAGAGCTTAA.................................................................................................................................................. 21 0 1 1.00 1 0 1 0
...................GTACCAAAGCTTGCGTCAGAC............................................................................................................................................................ 21 0 1 1.00 1 0 1 0
.................................................................................................................................................................TCGTGCTCTCGCTAGACCTATG............. 22 0 1 1.00 1 1 0 0
..........................................................................................................................CTGAAAGCTAAAGCGGGTAA...................................................... 20 0 1 1.00 1 0 1 0
.............................................................................................................................................................GATCTCGTGCTCTCGCTAGA................... 20 0 1 1.00 1 0 0 1
....................TACCAAAGCTTGCGTCAGACG........................................................................................................................................................... 21 0 1 1.00 1 1 0 0
........................................................................................................................................................................CTCGCTAGACCTATGGCCGTC....... 21 0 1 1.00 1 1 0 0
..................................................................................................................................................................CGTGCTCTCGCTAGACCTATG............. 21 0 1 1.00 1 1 0 0
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Species Coordinate ID Alignment
droSec2 scaffold_4:1434090-1434285

-
dse_1279 CCGCAAGCTGCTCGACCAGC---ATGGTTTCGAACGCAGTCTGCTCTCGAATTGTGAGTG-----------GGGGAAACC-T--AAGTACTTATATTGA-AATGATCTATACCT---------------------------------T------------AGGATTAGTAGACT-----AAATGGG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGTGACTTTCGAT------------TT----CG-CCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATTACC

droSim2 x:4966690-4966892 + dsi_22201 CCGCAAGCTGCTCGACCAGC---ATGGCTTCGAACGCAGTCTGCTCTCGAATTGTGAGTG-----------GGGGAAACC-C--ATGTACATATATTGA-AATGCTCTATACCT---------------------------------TA-----TAACTTGGGATTAGTAGACT-----AAATGGG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGTGACTTTCGAT------------TT----CG-CCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATAACC
dm3 chrX:5321674-5321888 + CCGCAAGTTGCTCGATCAGC---ATGGTTTCGAACGCAGTCTGCTCTCGAATTGTGAGTG-----------GGAA--ACC-CAGATGTACATATATTAAAAATGCTCTATACTG---------------------------------TATGCTCTATCTTAAGATTAGCAAACTATTATAAATGGG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGTGACTTTTGAT------------TT----TGCCCCATTTAAGGGATTTGTTTGCTAGAGCACGAAAGCGATCTGGATACCGGCAGGATTACA
droEre2 scaffold_4690:2675379-

2675621 +
ACGCAAGCTGCTCGACCAGC---ATGGTTTCGAACGCAGTCTGCTCTCCAATTGTGAGTG-----------GGAA--ACC-T--ATGTA----TATTGA-AATGCACTATTCCGCACACATAGATGATGATGCTCGCAGATGTTCGTT------------CAGATCAATAGACT-----GAATGTCAGTAAGTTGTCA---------GT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATCTTCTGTTACTTATGAT------------TT----CG-CCCATTTAAGGGATTTGTTTGCTCGAGCACGAGAGCGATCTGGATACGGGCAGGATCACC

droYak3 X:3148469-3148657 - ACGCAAGCTGCTCGACCAGC---ATGGCTTCGAACGCAGTCTGCTCTCCAATTGTGAGTG-----------GGTGTAACC-A--ATGTAGATATATC---AATGATC------------------------------------------------------------------T-----AAATGGGGG----TGGCCA---------GT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GATCTTCTGTGACTTATGAT------------TT----CG-CCCATTTAAGGGATTTGTTTGCTGGAGCACGAAAGTGATTTGGATACCGGCAGGATCGCC
droEug1 scf7180000409095:341556-

341751 +
CCGCAAGCTGCTCAATCAGC---ATGGTTTCGAACGAAGTCTGCTCTCGAACTGTGAGTG-----------GGAA--TCTACAGATG-------------------------------------------------------------------------------------------------AGA------------------------------------------------------------CAGAAGATATATTCTTTGGATGC--TGTT---------------------------------GAC-----------A-----------TTCT--------------------------------------------------------ATTCTATCTTCTACGATATCCCAT------------GT-----C-TCAATTTAAGGGATCTGCTTGCTGGAACACGAGAGCGAGCTGGACACCAGCAGGGTCACC

droBia1 scf7180000302069:498445-
498682 -

CCGCAAGCTGCTCGAGCAGC---ATGGCTTCGAACGAAGTCTGCTTTCCAATTGTGAGTG-----------AGCAA--TA---------------------------------------------------------------------------------------------T-----GAT---------------------------------------------------------------------------------TTGAAAA-------------------------------------------------GATGATAGTACCTTAGTACGAGAACGATTACATATTTTACCGAACAGTAATTGAGTGATTAATACCAAATCAATAACTGTCATCTTCTGCGACCTCTTGT------------TT-----T-CCCATCTAAGGGATCTGCTTGCTGGAGCACGAGAGCGAACTGGAGACCAGCAGAACCACC

droTak1 scf7180000415077:69060-
69120 +

CCGCAAACTGCTCAACCAGC---ATGGCTTCGAACGAAGTCTACTTTCAAATTGTGAGTG-----------AGAG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491240:546428-
546585 +

ACATGTGCTGGTGGATAAAT---ACAACTTCGACAAGTCTTTCATCTCCAACTGTAAGCG-----------AATTT--CA-G--ATCTAGATATA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TG---------TACTT------TA--TTAAA---CTAATCGA-TTTTTGGTAGGGATCTGTCTGGTGGAGCACGAGAGTGAACTGAATACCAGCAAAATAACA

droRho1 scf7180000779506:1445006-
1445280 +

GCGAAAACTGCTCGATCAGC---ACGGTTTCGAACGAAGTCTGCTCTCCAATTGTGAGTG-----------GGAAA--TC---------------------------------------------------------------------------------------------T-----AATTGAATG----TGGACTTCTAAGC--------------------------TCTAAGCACTTCTAAGCTCAAGTTACTTTCTTTTGAAAT-------------------------------------------------TGTTTTGGAGCTATCATACCATTATTATTAACTATTATACACAAA------------GTCAATACCAAATCTAAATA---GATCTTATTATAATT--TA----CTT------TT----TC-CCCATTTTAGGGATATGTTTGCTGGAGCACGAGAGCGACCTAGAGTCCAGCAGGATCACC

droFic1 scf7180000454072:2782210-
2782463 -

CCGCAAACTCCTCGATCAGC---ATGGCTTCGAACGGAGTCTGCTCTCCAATTGTGAGTG-----------AGGTG--TT---------------------------------------------------------------------------------------------C-----ATTAGAAAA-------------------------------------------TCAATGTTCTTCGTCGTTCCTGTTCTATCCTAGTTTAAAAA-----------------------------------------------TTTACATGAGCAGTATTATGGT----------TTCAGCTCAAACG------------TATTATACTATGTATATCCG---GGTATTGCTATTAAT--TC----AAA------GT----TC-CTTGAACTAGGGATCTGCCTACTGGAGCACGAGAGCGATCTGGACACCACTAGGATCTCA

droKik1 scf7180000302469:874115-
874277 -

CAAGAAGCTGCTCGATCCGCCTTACAGGTTCGATCGATCGCTGCTCTCCAATTGTGAGTTTATATT-----------C---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTTTTACATCATA------------------------------------------------------------------TAAAA-------------T-ACTCATAAT--------T-T-CC----TG-ACCCTTTCAGGGATCTGCCTGCTGGAGCACGAAAGCGACCTGGACACCAGCAGGATCACC

droAna3 scaffold_13117:983888-
984041 -

CCGTAAGCTGCTCGAACAAC---ACGGGTTCGAGCGCAGTTTGCTTTCCAATTGTGAGTTTAGCGA----------AATC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAAATAGG---------TAGCC------TC--TAGAATA---ATTTGG---TTCCCCAGGGATTTGTCTTCTGGAGCACGAAAGCGAACTGGATACCAGCCGAACCACC

droBip1 scf7180000396425:1134310-
1134461 +

CCGTAAGCTGCTCGAACAAC---ATGGTTTCGAGCGTACTTTGCTTTCCAATTGTGAGTCTACCGA----------AATC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAAA--TG---------TAGTC------TC--GCAACTA---ATTTGG---TTCCCCAGGGATTTGTCTCCTGGAGCATGAAAGCGAACTGGACACCAGCCGAACCACC

dp5 XL_group1a:8692829-8693015
-

CCGCAAGCTGCTCGACCGGC---ACGGCTTTGAGCGCAGCCTTCTGTCCAACTGTAAGTA-----------GAATG--T--------------------------------------------------------------------------------------------------------GGGAGTGATTGTC---------TCTAGAGCCAATGGAATTTTGAATAT-----------------------------------------TCTT---------------------------------GGCTTTTAAAACACA---------------------------------------------------------------------------------------------------------TCCC----CA-CCGGCCGCAGGGATCTGTCTTCTGGAGCACGAGAGCGAACTGGAGACGACCCGAACCACT

droPer2 scaffold_15:1088431-1088617
-

CCGTAAGCTGCTCGACCGGC---ACGGCTTTGAGCGCAGCCTTCTGTCCAACTGTAAGTA-----------GAATG--C--------------------------------------------------------------------------------------------------------GGGAGTGATTGGC---------TCTAGAGCCAATGGAATGGTGGATAT-----------------------------------------TCTT---------------------------------GGCTTTTAAAACACA---------------------------------------------------------------------------------------------------------TCCC----CA-CCGGCCACAGGGATCTGTCTTCTGGAGCACGAGAGCGAACTGGAGACGACCCGGACCACT

droWil2 scf2_1100000004521:6474714-
6474874 +

CCGTAAGCTGCTGAATCAGC---ATGGCTTTGAACGCAGTTTGCTATCCAATTGTGGGTATATAAA-----------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCTTTTAAAGATCA------------------------------------------------------------------------------------TAATC------TTAGTGAAT---TTCAACCA-TAATTTACAGGGATTTGTCTGCTAGAACATGAAAGTGAATTGAACACTGCAAAAGTGACT

droVir3 scaffold_12970:10652235-
10652401 -

dvi_13922 ACGGAAGCTGCTGGAACAGC---ACGGCTTTGAGCGCAGCCTGCTTTCCAGTTGTGAGTA-----------GCGGG--GC-------------------------------------------------------------------------------------------------------GGGGGAGAGTTGCGA---------GT----GAACGGACTC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------TTAAC--AG---------TGGGC------TC--TTA---------------TATACACAGGGATATGCCTGCTGGAGCATGAGAGCGATCTGGACACCGCCAAGGTGACA

droMoj3 scaffold_6473:10759063-
10759240 +

CAGGAAGCTGCTGGAGCAGC---ACAGCTTCGAGCGCAGCCTGCTCAGCAATTGTGAGTG-----------ACAGAAAGA-G--AGACAGAGAGAGAGA--------------------------------------------------------------------------------------GAGA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGAGAGAGA---GAGGGGGAGAGACTT--AAC------------TT----CC-GCACTTTCAGGGATATGTCTGCTGGAGCATGAGAGCGACTTGGACACAGCCAAGCTGACA

droGri2 scaffold_3057:3403-3625 + CCGCAAGCTGCTCGAACAGC---ACAGCTTTGAGCGCAGCCTGCTCTCCAATTGTGAGTACACAGAGAGAGAGAGACAGA-G--AGATAGAGAGAGAGA--------------------------------------------------------------------------------------GAGAGAGA-----------------------------------------------------------G-----------------------ATAGAGAGAGAGAGAGAGAGAGAGAGAGATAGGGGGTCTTAAA--------------------------------------------------------------------------TA--TA---------TAGTC------TT--TG----T-CT--C-C--ACCTCACCAGGGATATGCTTGCTGGAGCATGAGAGCGAGTTGGATACCGCGAAGATGACA

Generated: 09/08/2015 at 11:45 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
1
1
1
1
1
1
0
0
0
2
0

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:1434090-1434285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:1434090-1434285
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1279.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4966690-4966892
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_22201.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:5321674-5321888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:2675379-2675621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:3148469-3148657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409095:341556-341751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:498445-498682
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415077:69060-69120
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:546428-546585
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779506:1445006-1445280
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:2782210-2782463
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302469:874115-874277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:983888-984041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396425:1134310-1134461
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:8692829-8693015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_15:1088431-1088617
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:6474714-6474874
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:10652235-10652401
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_3057:3403-3625


ID:

dse_1844

Coordinate:

scaffold_0:17217415-17217504 +

Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

3pUTR
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

utr3 [utr3_minus_7095]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTGAGAAAAAAGAAAGAAAACCCCACAAACCAAACAACAACAACAAAACAATAGAAAAAAAACAAATAAACAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAATTCTGAAATTTGTGTTTTTATTTGCGTTATCACGTACAGTTTTTCATTGGCAATTTTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V114

embryo

M054

female
body

V113

male
body

.....................................................................................................TTAAAGCTTTGTATGATTAACC................................................................... 22 0 1 20.00 20 6 4 6 4

......................................................................................................TAAAGCTTTGTATGATTAACCA.................................................................. 22 0 1 9.00 9 0 8 1 0

....................................................................................................ATTAAAGCTTTGTATGATTAAC.................................................................... 22 0 1 7.00 7 1 4 0 2

......................................................................................................TAAAGCTTTGTATGATTAACC................................................................... 21 0 1 6.00 6 2 1 0 3

.....................................................................................................TTAAAGCTTTGTATGATTAAC.................................................................... 21 0 1 6.00 6 2 0 2 2

.....................................................................ACAATTGTACATGGCTTTCGT.................................................................................................... 21 0 1 3.00 3 1 0 1 1

.....................................................................................................TTAAAGCTTTGTATGATTAACCA.................................................................. 23 0 1 3.00 3 0 3 0 0

...................................................................................................TATTAAAGCTTTGTATGATT....................................................................... 20 0 1 3.00 3 0 0 2 1

....................................................................................................ATTAAAGCTTTGTATGATT....................................................................... 19 0 1 3.00 3 0 1 1 1

............................................................................TACATGGCTTTCGTAAAGAAAT............................................................................................ 22 0 1 2.00 2 2 0 0 0

............................................................................TACATGGCTTTCGTAAAGAAATTTAT........................................................................................ 26 0 1 2.00 2 1 0 1 0

.....................................................................................................TTAAAGCTTTGTATGATTAACT................................................................... 22 1 1 2.00 2 1 0 1 0

.....................................................................................................TTAAAGCTTTGTATGATTAATT................................................................... 22 2 1 2.00 2 2 0 0 0

....................................................................AACAATTGTACATGGCTTTCGT.................................................................................................... 22 0 1 2.00 2 1 0 0 1

.....................................................................................................TTAAAGCTTTGTATGATTAAT.................................................................... 21 1 1 2.00 2 1 1 0 0

....................................................................................................ATTAAAGCTTTGTATGAT........................................................................ 18 0 1 2.00 2 0 2 0 0

...................................................................................................TATTAAAGCTTTGTATGATTAA..................................................................... 22 0 1 2.00 2 0 0 1 1

....................................................................................................ATTAAAGCTTTGTATGATTA...................................................................... 20 0 1 1.00 1 0 0 0 1

....................................................................................................ATTAAAGCTTTGTATGATTAACCA.................................................................. 24 0 1 1.00 1 0 0 1 0

.....................................................................................................TTAAAGCTTTGTATGATTAAAA................................................................... 22 2 1 1.00 1 1 0 0 0

.........................................................................TTGTACATGGCTTTCGTAAAGAAA............................................................................................. 24 0 1 1.00 1 1 0 0 0

...................................................................AAACAATTGTACATGGCTT........................................................................................................ 19 0 1 1.00 1 0 0 1 0

.....................................................................................................TTAAAGCTTTGTATGATTAAG.................................................................... 21 1 1 1.00 1 0 0 1 0

......................................................................................................TAAAGCTTTGTATGATTAAC.................................................................... 20 0 1 1.00 1 1 0 0 0

...................................................................................................TATTAAAGCTTTGTATGATTACT.................................................................... 23 2 1 1.00 1 0 0 0 1

..................................................................................................TTATTAAAGCTTTGTATGATT....................................................................... 21 0 1 1.00 1 0 0 1 0

.................................................AATAGAAAAAAAACAAATAAACAATT................................................................................................................... 26 0 1 1.00 1 1 0 0 0

............................................................................TACATGGCTTTCGTAAAGAAATT........................................................................................... 23 0 1 1.00 1 1 0 0 0

....................................................................................................ATTAAAGCTTTGTATGATTAAA.................................................................... 22 1 1 1.00 1 1 0 0 0

........................................................................ATTGTACATGGCTTTCGTAAAGAA.............................................................................................. 24 0 1 1.00 1 0 0 0 1

..............................................................................................AAATTTATTAAAGCTTTGTATGA......................................................................... 23 0 1 1.00 1 0 1 0 0

...........................................................................................AAGAAATTTATTAAAGCTTTG.............................................................................. 21 0 1 1.00 1 0 0 0 1

...................................................................................................TATTAAAGCTTTGTATGATTAC..................................................................... 22 1 1 1.00 1 0 0 1 0

...................................................................................................TATTAAAGCTTTGTATGATTA...................................................................... 21 0 1 1.00 1 0 0 1 0

...........................................................................GTACATGGCTTTCGTAAAGA............................................................................................... 20 0 1 1.00 1 0 0 1 0

.......AAAAGAAAGAAAACCCCACA................................................................................................................................................................... 20 0 1 1.00 1 0 0 1 0

......................................................................CAATTGTACATGGCTTTCGT.................................................................................................... 20 0 1 1.00 1 0 0 0 1

...............................................................................................AATTTATTAAAGCTTTGTATGATTAACC................................................................... 28 0 1 1.00 1 1 0 0 0

.......................................................................AATTGTACATGGCTTTCGT.................................................................................................... 19 0 1 1.00 1 0 0 0 1

......................................................................................................TAAAGCTTTGTATGATTAACA................................................................... 21 1 1 1.00 1 0 0 0 1

........................................................................ATTGTACATGGCTTTCGT.................................................................................................... 18 0 1 1.00 1 0 1 0 0

................................................................AATAAACAATTGTACATGGCTTTCGT.................................................................................................... 26 0 1 1.00 1 0 0 0 1

.....................................................................................................TTAAAGCTTTGTATGATT....................................................................... 18 0 1 1.00 1 1 0 0 0

.......................................................................................................AAAGCTTTGTATGATTAACT................................................................... 20 1 1 1.00 1 1 0 0 0

...................................................................AAACAATTGTACATGGCTTTCGT.................................................................................................... 23 0 1 1.00 1 0 1 0 0

....................................................................AACAATTGTACATGGCTTTCGTA................................................................................................... 23 0 1 1.00 1 0 0 0 1

...................................................................................................TATTAAAGCTTTGTATGATTTT..................................................................... 22 2 1 1.00 1 0 0 0 1

........................................................................ATTGTACATGGCTTTCGTAAAGAAAT............................................................................................ 26 0 1 1.00 1 0 0 0 1

...................................................................................................TATTAAAGCTTTGTATGATTT...................................................................... 21 1 1 1.00 1 1 0 0 0

...........................................................................................AAGAAATTTATTAAAGCTTTGTATGAT........................................................................ 27 0 1 1.00 1 0 0 1 0

............................................................................TACATGGCTTTCGTAAAG................................................................................................ 18 0 1 1.00 1 1 0 0 0

......................................................................................................TAAAGCTTTGTATGATTAACCAAAAAA............................................................. 27 0 1 1.00 1 0 1 0 0
TTGAGAAAAAAGAAAGAAAACCCC...................................................................................................................................................................... 24 0 1 1.00 1 0 0 1 0
............................................................................TACATGGCTTTCGTAAAGAAATTT.......................................................................................... 24 0 1 1.00 1 1 0 0 0
......................................................................................................TAAAGCTTTGTATGATTAATGG.................................................................. 22 3 2 0.50 1 1 0 0 0
...................................................................................................TATTAAAGCTTTGTATGAAA....................................................................... 20 2 4 0.25 1 0 0 0 1
......................................................................................................TAAAGCTTTGTATGATTAAAGT.................................................................. 22 3 6 0.17 1 1 0 0 0

Anti-sense strand reads

AACTCTTTTTTCTTTCTTTTGGGGTGTTTGGTTTGTTGTTGTTGTTTTGTTATCTTTTTTTTGTTTATTTGTTAACATGTACCGAAAGCATTTCTTTAAATAATTTCGAAACATACTAATTGGTTTTTTTTAAGACTTTAAACACAAAAATAAACGCAATAGTGCATGTCAAAAAGTAACCGTTAAAATT

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_0:17217365-

17217554 +
dse_1844 TTGAGAAAAAA---G-----------AAAGAA--------AA-------------------------CCCC-A------CAAA-CCAA------------ACAA---CAAC-AACAAAACAATAGAAAA-----------AAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA---TTCT-GAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCATT-----GGCAATTTTAA

droSim2 3r:16351717-16351910 + dsi_75 TTGAGAAAAAA---G-----------AAAGAA--------AA-------------------------CCCC-A------CAAA-CCAA------------ACAACAACAAC-AACAAAACAATAGAAAA----------AAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA---TCCT-GAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTT-----GGCAATTTTAA
dm3 chr3R:4640223-4640411 - dme_421 TTGAGAAAAAA---G-----------AAAGAA--------AA-------------------------CCCC-A------CAAA-CCAA------------ACAA---CAAC-AACAAAACAATAGAAAA-------------AAGAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATGAAGGCTTTGTATGATTAACCAAAAAAAA--ATCCA-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTT-----GGCACTTTTAA
droEre2 scaffold_4770:16945887-

16946072 +
der_1521 TTGAGAAAAAA---G-----------A-AGAA--------AAAA-----------------------CCCC-A------CAAA-CC----------------AAA--CAAC-AACAAAACAATAGAAAA------------AAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAA----TCCT-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTT-----GGCAATTTCAA

droYak3 3R:8702157-8702347 - dya_1796 TTGAGAAAAAA---G-----------AAAGAA--------AAA------------------------CCCG-T------CAAA-CC----------------AAA--CAAC-AACAAAACAATAGAAGAA---------AAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAA--ATCCT-CAAA-TTTGTGTTTTCATTTGCGTTAT---CACGTACAGT-TTTTCGTT-----GGCAATTTTAA
droEug1 scf7180000409490:80932-

81131 +
TTGAATGAA-----GAAG---------ATGAAAAAACGAAAT-------------------------CCCC-A------CAAAACCAA------------CCAAC--CAAC-AACAAAACAATAGAAAA----------AAAATCAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA----ACCT-CAAA-TTTGTGTTTTCATTTGCGTTAT---CACGTACAGT-TTTTCGTT-----GGCAATTTTAT

droBia1 scf7180000302402:7353486-
7353673 -

TTGAAAAAAAATC-G-----------AAAGAA--------AA-------------------------CCCC-A------CAAAACC----------------AAC--CAAC-AAGAAATCCATAGAAAA-------------AA-CAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAAA--CAACC-AAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACCGT-TTTTCGTT-----GGCAATTTTAT

droTak1 scf7180000414009:179061-
179251 +

TTGAGAAAAAAAACG-----------AAAGAA--------AA-------------------------CCCT-A------TAAAACCAA------------CCAAC--CAAC-AAGAAAACAATAGAAAA-------------AACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAA-A----AACCT-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAAT-TTTTCGTT-----GGCCATTTTAT

droEle1 scf7180000491212:1154156-
1154344 +

TTGAGAAAAAATA-G-----------AAAGAA--------AA-------------------------ACCC-A------CAAAAGCAT--CCA---CC----AAC--C-----AGC-AACAATAAAAA-------------AAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAGA---ACCC-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTAAAAT-TTTTCGTT-----GGC-ATTTTAT

droRho1 scf7180000778307:14041-
14232 +

TTGAGAAAAAATA-G-----------AAAGAAA-------AA-------------------------ACCC-A------CAAAACCAA------------CCAAC--CAAC-ATCAAAACAATAGAAAA------------AAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGCAATTTATTGAAGCTTTGTATAATTAACAAAAAAAA----ACCT-CAAA-TTTGTGTTTTTATTTGCGTCAT---CACGTACAAT-TTTTTGTT-----GGC-ATTTTAT

droFic1 scf7180000454106:2527556-
2527747 +

TTGAGAAAAAG-C-G-----------AATGAA--------AA-------------------------CCCC-A------CAAAGCCAA--CCA---CC----AAC--CAAC-CACAAAACAATAGAAAA--------------ACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA----ACCT-CCAA-ATTGTGTTTTTATTTGCCTTAT---CACGTACCAT-TTTTCGTT-----TGTAATTTTAT

droKik1 scf7180000302247:250329-
250526 +

TTGAGAAAAACAA-C----------TAAAGA---------AA-------------------------CCCC-A------CAAAACCAA------------CCAAC--CATC-AACAAAACAATAGAAGAA-A------AAAAACAAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAGAAC---AACC-AAAA-TTTGTGTTTTTATTTGCCTTAT---CACGTACACT-TTTTCGTT-----GGCGATTTTAT

droAna3 scaffold_13340:11049275-
11049452 -

dan_90 TTGAAAGAA-----GAAAA-------AAAAAC--------AAA------------------------TATTTGAAAAAG-------AAATCAACCCTC----AAC--CAAC-CACAAAGCAATAGAAAA-----------------AATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAAGAAAAA--------CAA-CAAA-TTTGTGTTTTTATTT-----------------------TCCATTAGAATCGCAATCTAAT

droBip1 scf7180000396374:34241-
34401 +

TTGAAAGAAAA---GAAAAAAAAACAAAAGA--------------------------------------------------------AATC-CC--TC----AAC--CAAC-CACAAAGCAATAGAAAA-----------------AATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAACAAAAACAA---------CAAA-TTTGTGTTTTTATTT------------------------TCCAT-----AAGAATCTGAA

dp5 2:27294837-27295046 - dps_3827 TTGAGAAAAAC---A-----------AAAGAA--------AAA------------------------CCCTTA------CAAA-CCAAATC------C----ATT--CAACAGAAAAAACAATAGAAGAA-CAAAAA-AAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAA--AAAC-CAAA-TTTGTGTTTTTATTTGCATTTTTTACCCGTTTACTTTTTTAGTT-----GGCGATTTATT
droPer2 scaffold_6:2585036-2585247

-
dpe_2481 TTGAGAAAAAC---A-----------AAAGAA--------AAA------------------------CCCTTA------CAAA-CCAAATC------C----ATT--CAACAGAAAAAACAATAGAAGAA-CAAAAA-AAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACCC-CAAA-TTTGTGTTTTTATTTGCATTTTGTAACCGTTTACTTTTTTAGTT-----GGCGATTCATT

droWil2 scf2_1100000004902:4649892-
4650075 +

dwi_5415 TTGAGAAAAAATACA-----------AAAAAA--------AAACCAAAAC-AAAAGAAAAGAA--AAG-TTTAAAAAATCAAA-ACAA--C------C----AAC--CAACCAACAAAACAATAGAAA------------------AATAAA-CAATTGTACACGGCTTTTATAAAGTAATTTATTAAAGCTTTGTATAATTACCCAAAAAAAAAAACCCA-AAAA-TTTTTGTTTTTATTTG--------------------------------------------

droVir3 scaffold_13047:1834998-
1835158 +

dvi_24634 G--AAACGAAA------------------------------T--------------GA--GCAAAA-----------AG-------AGAACAACC--C----AAC--CAAC-A--AAAACAATAGAAAAA-AAAACATAAAAAAAAAATAAATAAATTGTACACGGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAACAAAAAAAAA--AACCTTGAAC-TTTGTGTTTTTATTT---------------------------------------------

droMoj3 scaffold_6540:3761879-
3762078 +

dmo_3126 AAAA-----AA---A-----------AAAAAA--------AA--CGAAAC-AAAATGAAAGAAAGA-----------AG-------AGATGAACC--CAACCAACAACAAA-AAAAAACCAATAGAAAAAACTAAAA-AAAAAAAAAATAAA-CAATTGTACACTGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAAAAAAAAAAA----AACT-GAACTTTTGTGTTTTTATTTGATTTATT--TACATACA---------------------------

droGri2 scaffold_14906:8668117-
8668297 +

dgr_462 TTGAGAAAAGAGCGA-----------AAAGAAAATACGAAAA------ACTAAAAAAAAAAAA--A-----------AG-------TGAACAACC--C----AAC--C----AACAAAACAATAGAAAA----------------AAATAAA-CAATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACAACCT-GATC-TTTGTGTTATTATTTGCTTTAT--------------------------------------
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http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5415.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:1834998-1835158
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24634.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3761879-3762078
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:8668117-8668297
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_462.html
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intron [Dsec\GM12894-in]; CDS [Dsec\GM12894-cds]; CDS [Dsec\GM12894-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GATCTTCCAGGTTCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCCTTAGTTAGTATTTATATTCCTAAGTAACCCTCAACGTTGCAGGTTCCGATCTAGTGCCCGGCATCCTGGCCTTCATCACCTGTTTGGTACTG

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V114

embryo

V115

head

M054

female
body

..................................................GTGAGTTGAGACTTCCTTAGT....................................................................................... 21 0 1 66.00 66 29 19 13 5

......................................................................................TAAGTAACCCTCAACGTTGCAGT................................................. 23 1 1 21.00 21 6 8 5 2

......................................................................................TAAGTAACCCTCAACGTTGCAG.................................................. 22 0 1 6.00 6 0 1 2 3

..................................................GTGAGTTGAGACTTCCTTAG........................................................................................ 20 0 1 3.00 3 0 0 0 3

.......................................................................................AAGTAACCCTCAACGTTGCAGT................................................. 22 1 1 2.00 2 0 0 0 2

..................................................GTGAGTTGAGACTTCCTTAGC....................................................................................... 21 1 1 2.00 2 2 0 0 0

..................................................GTGAGTTGAGACTTCCTTAGTT...................................................................................... 22 0 1 2.00 2 1 1 0 0

......................................................................................TAAGTAACCCTCAACGTTGC.................................................... 20 0 1 2.00 2 0 0 2 0

Anti-sense strand reads

CTAGAAGGTCCAAGTCATGGTCCAGCATTGCGGGTACACCGCGTCGTTTGCACTCAACTCTGAAGGAATCAATCATAAATATAAGGATTCATTGGGAGTTGCAACGTCCAAGGCTAGATCACGGGCCGTAGGACCGGAAGTAGTGGACAAACCATGAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

M054

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_4:5233939-5234098

+
dse_121 GATCTTCCAGGTTCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCCTTAGT-----------------------------------------TAGT-------------------------ATTTAT---ATTCCTAAGTAA---CC----------------------CT-CAA--CGTTGCAGGTTCCGATCTAGTGCCCGGCATCCTGGCCTTCATCACCTGTTTGGTACTGCC

droSim2 3r:25726995-25727154 + GATCTTCCAGGTTCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTTAAGACTTCCTTAGT-----------------------------------------TAGT-------------------------ATTTAT---ATTCCTATGTAA---CC----------------------CT-CAA--CGTTGCAGGTTCCGATCTAGTGCCCGGCATCCTGGCCTTCGTCACCTGTTTGGTACTGCC
dm3 chr3R:26407102-26407261 + GATCTTCCAGGTTCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCCTTGAT-----------------------------------------TAGT-------------------------ATTTAT---ATTCCTAAGTTA---CC----------------------TT-CAA--CGTTGCAGGTTCCGATCTAGTGCCTGGCATCCTGGCCTTCGTCACCTGTTTGGTACTGCC
droEre2 scaffold_4820:1597773-

1597929 -
GATCTTCCAGGTTCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTTGCGACTTCCTTAGC-----------------------------------------TGTT-------------------------GTATGC---ATTCCCAAGTAA---CC----------------------C----T--CTTTGCAGGTTCCGATCTAGTGCCCGGAATCCTGGCCTTCGTCACCTGTTTGGTACTGCC

droYak3 3R:27326844-27327003 + dya_1168 GATCTTCCAGGTGCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCCTTAGC-----------------------------------------TATT-------------------------GTATAG---GTTCCTAAGTAA---CC----------------------CT-CAA--CGCTGCAGGTTCCGATCTAGTGCCCGGAATCCTGGCCTTCGTCACCTGTTTGGTGCTGCC
droEug1 scf7180000409555:913014-

913175 +
GATCTTCCAGGTCCAGTACCAGGTCGTAACGCCCATGTGGCGAAGCAAACGTGAGTTAGGACTGGCTCAGT------------------------------------C----TAAT-------------------------TGATAT---ATTCCTCAGTAA---TC---------------------TCT-CAT--CCTTTCAGGTTCCGATCTAGTGCCGGGAATTCTGGCCTTTGTTACCTGTCTGGTGCTGCC

droBia1 scf7180000302113:954539-
954695 -

GATCTTCCAGGTCCAGTACCAGGTGGTGACGCCCATGTGGCGCAGCAAACGTGAGCTCCGAACTAGTTAGT------------------------------------------A---------------------------GTATGT---ATTCCAAAGTAA---TC----------------------CC-TAA--TCTTCCAGGCTCCGATCTAGTGCCCGGCATCCTGGCCTTCGTCACCTGCTTGGTGCTGCC

droTak1 scf7180000415367:388018-
388198 +

GATCTTCATGGTCCAGTACCGAGTGATCAAGCCCATGTGGCATAGTAAAAGTGAGTTAAAAATAGATGGGT---TA-------------CATGAAAAAGCGAAGTTGGTTACTA--ATATGT----------------------------------GTGTGATTTTT----------------------CTCTTT--GCCCACAGAAACCGATCTCATACCCGGTTTGGGTGCCTTTTTCGCCTGTCTGGTTCTGCC

droEle1 scf7180000491280:2733647-
2733798 +

GATCTTCCAGGTCCAATACCAGGTGATAACACCCATGTGGCGCAGTAAACGTAAGTGTT-ACCCTCCTAGC-----------------------------------------CA--A----------------------------------TCCCCATCTGA---CT----------------------CTTATT--CTCCATAGGTTCCGATCTAGTTCCTGGAATCCTGGCCTTTGTCACCTGTTTGGTGCTGCC

droRho1 scf7180000778339:27031-
27191 -

GATCTTCCAGGTCCAATACCAGGTGGTAACCCCCATGTGGCGCAGCAAACGTGAGCGTAATCCTATTTAGTG-GTGTTCA--------------------------------TA--ATCTTC----------------------------------AGCTGA---CT----------------------TTTATT--TTTCAAAGGTTCCGATTTAGTCCCTGGAATCCTGGCCTTTGTAACCTGTTTGGTGTTGCC

droFic1 scf7180000454106:65016-
65172 -

CATCTTCCAGGTGCAGTTCCAAGTCGTGACGCCCATGTGGCGCAGCAAACGTGAGTTCACTGCTCCCT---------TTCCAAC----------------------------CA--ATCTGC----------------------------------GACTGA---CT----------------------CCCAAT--CCCCACAGGCTCCGATTTAGTGCCCGGCATCCTGGCCTTCGTCACCTGCTTGGTGCTGCC

droKik1 scf7180000302390:371877-
372041 +

GATCTTCCAGGTTCAATACCAAGTCGTCACACCCATGTGGCGCAGCAAACGTGAGTAGAGAACATCTTATT-----------------------------------------TATT-------------------------AAAAATAAATTTTCCAAATAA---GC----------------------AG-AAATATTTTACAGGCTCTGATTTAGTCCCTGGCATCTTGGCCTTTATCACCTGCTTGGTGCTGCC

droAna3 scaffold_12911:4575916-
4576078 -

TATCTTCCAGGTCCAGTACCAGGTCGTCACGCCCATGTGGCGCAGCAAACGTAAGTCCAGGCGTCCATCGGGAGGGTCTCTAATCA---------------------------------TGA----------------------------------AACTGA---CT----------------------ATACAT--CCTTTTAGGTTCCGATTTAGTACCTGGTATCCTGGCCTTTGTCACCTGTCTGGTTCTACC

droBip1 scf7180000396640:1418465-
1418627 -

CATCTTCCAGGTTCAGTACCAGGTCGTCACGCCCATGTGGCGCAGCAAACGTAAGTCCAGACATCCATCGGGAGAGTATCTAACCA---------------------------------TAC----------------------------------AAGTGA---CT----------------------ATACAT--CCTTTTAGGTTCCGATTTAGTGCCTGGTATCCTGGCCTTTGTCACTTGTCTGGTTCTACC

dp5 2:1123741-1123900 - AATTTTCCAGGTCCAGTACCAGGTCGTCACGCCCATGTGGCGCAGCAAGCGTGAGTTTTGC-------------------------GAGTCC----------TGCT-C----CATT-------------CCCCTGTC----AT---------------ATGA---TT-----CC--------------TCT-CAA--CCTTCCAGGCTCCGATCTAGTGCCTGGGATCCTGGCCTTCGTCACCTGCCTGGTGCTGCC
droPer2 scaffold_7:3610179-3610351

+
CGTCTTCATGGTGCAGTATCGAGTGATCAAGCCGATGTGGCACAGCAAAAGTGAGTTGCTCTTGCATATTT-------TGG-----AAACCT----------------------------TAAAATGTTTATTCA----------------------TGTTATCCCC-----CC--------------CTT-CCT--CCCATTAGAAACCGATCTCATTCCCGGCCTGGGCGCCTTCTTTGCCTGTTTGGTCCTGCC

droWil2 scf2_1100000004943:9913601-
9913763 +

CATTTTCCAAGTTCAGTATCAGATCGTCACGCCCATGTGGCGTAGTAAACGTAAGTTCCGTACTCCAAAGAAATGATTTTGAGTGA---------------------------------TT--------------------------------------TGA---CCTTTG------------------ACCTTT--ATTTATAGGATCCGATTTAGTGCCTGGCATATTTGCTTTCATCTGCTGTCTTGTAATGCC

droVir3 scaffold_12963:6507676-
6507839 +

CATCTTTCAGGTGCAGTACCAGATCGTAATACCCATGTGGCACAGCAAACGTGAGTCGCTGGCAAAGCAGC---TAAAT----------------------------C----TAAT-------------CCTTTAGCTGACAAGTGC---GCTT----------------------------------------C--TCTTGCAGGCTCCGATCTGGTGCCTGGTGTCTTGGCATTTGTCACGTGCCTGGTGCTGCC

droMoj3 scaffold_6500:25660586-
25660749 +

CATTTTCCAAGTGCAATACCAGATCGTAATACCCATGTGGCGCAGTAAACGTAAGCGAGAGCAATC---------AT----------------------------------------------------------------TGATT-------------TCC---TCTTCTCTCCCTACTCCAGCACT-TT-CCT--CGTTCTAGGCTCTGATCTGTTGCCCGGTATTTTCGCCTTTATCACCTGCCTGGTGCTGCC

droGri2 scaffold_14830:4057713-
4057874 -

AGTTTTTCAACTTCAGTATCAGATCGTGTTGCCCTTGTGGCGCAGCAAGCGTGAGTTGAAGTCATCTATTC-----------------------------------------CAAT-------------ACTGCAGTTCTTATTTA-------------CAA---TT----------------------CT-TCA--ATTTTCAGGCTCCGATCTTGTGCCTGGCGTGCTGGCCTTTTTCGCCTGTCTGGTACTTCC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:5233939-5234098
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_121.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:25726995-25727154
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:26407102-26407261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:1597773-1597929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:27326844-27327003
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1168.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409555:913014-913175
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:25660586-25660749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:4057713-4057874
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Antisense to intron [Dsec\GM22737-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TACAAATGGAATGGATGAGATTGGAAAAGATTGTGTAGAGGTGTTACATAAATTTCTTCAAGCCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTAAGAGCCTGAATCTTTCGAGCCAATCAGTTGAGAGTCGAA

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

#
Mismatch
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Count
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Norm Total

V113

male
body

V114

embryo

M054

female
body

V115

head

........................................................................................AATTCTGTGCGAAGAAATTTT................................................... 21 0 1 59.00 59 48 7 1 3

..................................................AATTTCTTCAAGCCGAAGGTCT........................................................................................ 22 0 1 31.00 31 26 4 1 0

.......................................................................................GAATTCTGTGCGAAGAAATTTT................................................... 22 0 1 7.00 7 5 1 0 1

..................................................AATTTCTTCAAGCCGAAGGTC......................................................................................... 21 0 1 1.00 1 1 0 0 0

...................................................ATTTCTTCAAGCCGAAGGTCT........................................................................................ 21 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

ATGTTTACCTTACCTACTCTAACCTTTTCTAACACATCTCCACAATGTATTTAAAGAAGTTCGGCTTCCAGAAACAATTAAACTAATCTTAAGACACGCTTCTTTAAAAATATCGTAGAATTCTCGGACTTAGAAAGCTCGGTTAGTCAACTCTCAGCTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_8:1718423-

1718582 +
dse_116 TACAAA---TGGAATGGATGAGATTGGAAAAGATTGTG-----TAGAGGTGTTACATAAATTTCTTCAAGCCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTA---AGAGCCTGAATCTTTCGAGCCAATCAGTT---GAGAGTCGAA

droSim2 x:18325710-18325871 + dsi_203 TTCCAT-CTTGGAATGGATGAGATTGGAAAAGATTGTG-----TAGAGGTGTTACATAAATTTCTTCAAACCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTA---AGAGCCTGAATCTTTCGAGCCAATCAGTT---AAAAGTCGAA
dm3 chrX:19436177-19436344

+
TACAAA---TGGAATGGATAAGATTGGATAAGATTGTGTAAGATAGGGTTGTTATATAAATTTCTTCAAACCGAAAGTCTTTGTTAGTTTGATTAGAATTCTATGCGATGAAATTTGTATAGCATCCTT---TGAGTCTGAATCTTTCGAGTCAATCAGATGATGAAAGTCGAA

droEre2 scaffold_4690:9673148-
9673307 +

der_57 TACACA---GAGTATGGATGAGGTTGGATGAGATTTTA-----CAGGGCTGTTACATAAATCTCTTCAAGCCGAAGGTCTATGTAAGTTTGGTTGGAATTCTGTGAGAAGAGATTTCTATAGCATCCTGAATACAGTCGGAATCTTCCAAGCTAATCAGTT---GAATGTC---

droYak3 X:11900761-11900926 - dya_55 AATAAAGACAAAGATGGATGAGGTTGGATGAGATTGTA-----CAGGGGTGTTACATAAATTTCTTCAAGCCGAAAGTCTATGTAAATTTGGTTGGAATTCGGTGAGAAGAGATTTCTATAGCACTCTGAATAGAGCCTGAATCTTCCAAGCTAATCAGTT---GAAAGTCGAA
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http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_55.html
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCTAAGTAATAATTGAGTTGGAGCTCGACTTTTTGTAGTGAAGTATTCCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCATTCAAGACCTGTGCGGAGTTATTTACACGTCGTCCATCAAAGTGTTTTGTTTTGCTGGTTTGAAAGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

M054

female
body

V114

embryo

V115

head

..................................................TCAAGGTCTAGAAAGTAGAGCT.............................................................................................. 22 0 1 66.00 66 36 23 6 1

..................................................TCAAGGTCTAGAAAGTAGAGC............................................................................................... 21 0 1 20.00 20 13 3 1 3

..................................................TCAAGGTCTAGAAAGTAGAG................................................................................................ 20 0 1 4.00 4 2 0 2 0

............................................................................................CAATGCATTCAAGACCTGTGCGT................................................... 23 1 1 2.00 2 1 0 0 1

............................................................................................CAATGCATTCAAGACCTGTGCG.................................................... 22 0 1 1.00 1 0 1 0 0

...................................................CAAGGTCTAGAAAGTAGAGCT.............................................................................................. 21 0 1 1.00 1 0 1 0 0

...................................................CAAGGTCTAGAAAGTAGAGC............................................................................................... 20 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

CGATTCATTATTAACTCAACCTCGAGCTGAAAAACATCACTTCATAAGGGAGTTCCAGATCTTTCATCTCGAGTCATTAAAATGTTTAAACCGTTACGTAAGTTCTGGACACGCCTCAATAAATGTGCAGCAGGTAGTTTCACAAAACAAAACGACCAAACTTTCG

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

Species Coordinate ID Alignment
droSec2 scaffold_8:3725795-3725960

-
dse_127 GCTAAGTAA--TAA----------------------------------------TTGAGTTGGAGCTCGACTTTTTGTAGTGAAGTATTCCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCATTCAAGACCTGT-GCGGAGTTATTTACACGTCGTCCATCAAAGT---GTTTT-GTTTTG-CTGGTTT-GAAAGC-------

droSim2 x:20141506-20141671 - dsi_6 GCTAAGTAA--TAA----------------------------------------TTGAGTTGGAGCTCGACTTTTTGTAGTGAAGTATTCCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCATTCAAGACCTGT-GCGGAGTTATTTACACGTCGTCCATCAAAGT---GTTTT-GTTTTG-CTGGTTT-AAAAGC-------
dm3 chrX:21443073-21443242 - dme_444 GCTAAGTGA--TAA-------TTGAATCTGGAAATAATAGAATGGAAGAAAAATGGAAATG------------------------------ATAATAATCTGGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCCTTCAAGACCTGT-GCGGAGTTTTTTACACGTCTTCCATTAAAGT---GTTTT-GGTTTG-TTTGTTTGATAAGT-------
droEre2 scaffold_4690:17924522-

17924676 -
der_47 GCTGAG-AA--TTA----------------------------------------TTGCCTGGAACCTCGAGA--TTGTTGTGAA--ATTCCCTTAAGGTCAGGAAAGTATAGCTCAGTGATTT-GCGAATTTAGCAATACATTCTAGACCTTT-GCGGAGTTTTTCAAAGGTCTTCCGTGAAAGT---GTTCT------G-CTTGTTT-TTGTGA-------

droYak3 X:20580765-20580915 - dya_40 GCTAAGAAA--C-----------------------------------------------------CAGGACG--TCTTTGTGAATTATTCCCTTAAGGTCAGAAATGTATAGCTTAGTGGCTTTACAAATTTGGCAATACATTTAAGACCTTA-GCGGAGTTTCTCACATGCCTTCCATAAAAGT---GTCTA-GTCTAG-ACAATTT-AAAAAC-------
droEug1 scf7180000408193:45617-

45726 +
GCAAAGTAA--A--------------------------TCAT------------TTAACTTACACTTTCATTTCAAATTGTGA-GTATTTTCTTAAGGTCTGAACAGTATAGCTCAGTAACTTAAGAAATTCTGCAATACATTCAAGACTT-----------------------------------------------------------------------

droTak1 scf7180000415769:353338-
353498 -

GGTGCGTAA--GAA----------------------------------------TTAAAT--------AATT--TTCTTGTGAACTTTTTCCTTAAGGTCTGGGAAGTATAGCTAAGTGATTTTAAATATTCTGCAATGCATTCAAGACCTTTTGCAAAG-GGTTCACACGTGTTTCTTTATTGAATTGTTTATGAAGTGTCTGTTTT-GAAAGA-------

droEle1 scf7180000491087:1001998-
1002140 +

AAGAAGTTT--T--------------------------TAAT------------TTGTGTT-----AAAACA--TTTTTGTGAAATATTTTCTTAAGGTCTTGAAGATATACCTTAGTAATTTTAAAAAGTCGGTAATATATTCAAGATCTTCTGTAAAGTGTTTTTTTCATGTTTCT--------------------------------TGTTACTCCCTT

droRho1 scf7180000774347:132-274 + GGTATTTGTGTGAACAAATTAA--------------------------------TTTCTTTGGGCTTTAACT--TTTTTGTGAAATATTTTCTTAAGGTCTGGAAAGTATATCAATGTATATTAAAAAATTCTGCTATATTTTAAAGACCTTTTGCAAAGTGCTTTACTCGTGATTC---------------------------------------------
droFic1 scf7180000453926:397642-

397789 -
AGTGTTTGTGGGAG----GGAATTCCTCCGA-AGTGACTAAG------------CCG---------CAGAAG--TGTCTGTGATATATTTTCTTAAGGTCTGGAAAGTATAGCAACGGCATTTTA-AACTCCTGCGATACATTCAAGACCTTT-TGTAAATTTCCTACTCGTGGTTCA--------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:3725795-3725960
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TGGTGCTCTCGCCGGCGGCTGAGGAAAAGGTCAAGCGCCTGACGGATGCGGTAAGTCGAGCACATTTTTTTTCGACAAACTGAAAATATTTATAAAAATGCATTGTTCGATTTGCAGGGCTTCGGCAATCTTCCTATCTGCATGTCCAAGGTCTCCGGCTCTTTTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

V115

head

M054

female
body

V113

male
body

.............................................................................................AAAAATGCATTGTTCGATTTGCA................................................... 23 0 1 43.00 43 12 18 5 8

.............................................................................................AAAAATGCATTGTTCGATTTGC.................................................... 22 0 1 35.00 35 7 8 16 4

.............................................................................................AAAAATGCATTGTTCGATTTGCAGT................................................. 25 1 1 33.00 33 13 7 3 10

.............................................................................................AAAAATGCATTGTTCGATTTGCAG.................................................. 24 0 1 7.00 7 4 1 2 0

.............................................................................................AAAAATGCATTGTTCGATTTG..................................................... 21 0 1 3.00 3 0 1 1 1

.............................................................................................AAAAATGCATTGTTCGATTTT..................................................... 21 1 1 1.00 1 0 0 1 0

.............................................................................................AAAAATGCATTGTTCGATT....................................................... 19 0 1 1.00 1 0 0 1 0

.............................................................................................AAAAATGCATTGTTCGATTTGA.................................................... 22 1 1 1.00 1 0 1 0 0

.............................................................................................AAAAATGCATTGTTCGATTTGCAGTT................................................ 26 2 1 1.00 1 0 0 0 1

..........................................................................................................................................TGCATGTCCAAGGTCTCCGGCT....... 22 0 1 1.00 1 0 1 0 0

.....CTCTCGCCGGCGGCTGAGGAAAAGGT........................................................................................................................................ 26 0 1 1.00 1 1 0 0 0

..................................................................................................TGCATTGTTCGATTTGCAGT................................................. 20 1 1 1.00 1 0 1 0 0

..................................................GTAAGTCGAGCACATTTTTTT................................................................................................ 21 0 1 1.00 1 0 1 0 0

..............................................................................................AAAATGCATTGTTCGATTTG..................................................... 20 0 1 1.00 1 0 0 1 0

....................................................................................................................................CCTATCTGCATGTCCAAGGTCTCC........... 24 0 1 1.00 1 0 0 0 1

Anti-sense strand reads

ACCACGAGAGCGGCCGCCGACTCCTTTTCCAGTTCGCGGACTGCCTACGCCATTCAGCTCGTGTAAAAAAAAGCTGTTTGACTTTTATAAATATTTTTACGTAACAAGCTAAACGTCCCGAAGCCGTTAGAAGGATAGACGTACAGGTTCCAGAGGCCGAGAAAATG

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

#
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body
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Species Coordinate ID Alignment
droSec2 scaffold_0:15413108-15413274

-
dse_117 TGGTGCTCTCGCCGGCGGCTGAGGAAAAGGTCAAGCGCCTGACGGATGCGGTAAGTCGAGC-AC----------------ATTTTTTTT--CG------ACAAACTGAAAATATTTAT------------------------AAAAATGC----A----T-----T-----------------GT----TCGA----TTTGCAGGGCTTCGGCAATCTTCCTATCTGCATGTCCAAGGTCTCCGGCTCTTTTAC

droSim2 3r:14546743-14546908 - TGGTGCTCTCGCCGGCGGCTGAGGAGAAGGTCAAGCGCCTGACGGATGCGGTAAGTCGAGC-AC----------------ATTTCC-TT--CG------ACAAACTGAAAATATTTAT------------------------AAAAATGC----A----T-----T-----------------TT----TCGA----TTTGCAGGGCTTCGGCAATCTTCCTATCTGCATGTCCAAGGTCTCCGGCTCTTTCAC
dm3 chr3R:6528512-6528677 + TGGTGCTCTCGCCGGCGGCTGAGGAGAAGGTCAAACGCCTGACGGATGCGGTAAGTCGAGA-AC----------------ATTTTC-TT--CG------AGAAACTGAAAGTATTTAT------------------------AGAAATGC----A----T-----T-----------------GT----TCAA----TTCGCAGGGTTTTGGCAATCTACCTATCTGCATGTCCAAAGTCTCCGGCTCCTTCAC
droEre2 scaffold_4770:15078089-

15078254 -
TGGTGCTCTCGCCGGCGGCTGAGGAGAAGGTCAAGCGCCTGACGGATGCGGTAAGTGTAGC-AC----------------ATTTGC-TT--CA------ATAAACGTACATTTTTAAT------------------------ATAAATCC----A----T-----T-----------------GT----TCGA----ATTGCAGGGCTTTGGCAATCTTCCTATCTGCATGTCCAAGGTCTCCGGCTCTTTCAC

droYak3 3R:10566188-10566350 + TGGTGCTCTCGCCGGCGGCTGAGGAGAAGATCAAGCGCCTGACGGATGCGGTAAGTGGAGC-AC----------------ATTTTC-T-AT-G------ATAAACTGAAA---TTAAT------------------------AAAAGTGC----A----T-----T-----------------GT----TTGA----ATTGCAGGGCTTTGGCAATCTTCCCATCTGCATGTCCAAGGTCTCCGGCTCCTTCAC
droEug1 scf7180000409797:130392-

130550 +
TGGTGCTCTCGCCTGCAGCCGAGGAGAAAGTCAAGCGGCTGACGGAAGCTGTAAGTTAATA-TT----------------GTTTTT-T-AT-TATA----TAAACT---------A-------TTTTATAAC----------------------A----T-----T--T--------------TT----GGGC----GTATTAGGGCTTTGGCAACCTTCCTATCTGCATGTCCAAGGTTTCCGGCTCGTTCAC

droBia1 scf7180000302402:8652898-
8653059 +

TGGTGCTCTCGCCAGCGGCCGAGGAGAAAGTCAAGCGGCTGACGAAGGCGGTAAGACCAGC-TA----------------TCTTTT-C-AT-A------ATAA-CT-----T------TTTTA---------------TTATATAGTTAT----T----------T-----------------TC----TCCG----GTTCAAGGGCTTTGGCAACCTTCCCGTCTGCATGTCGAAGGTCTCCGGATCTTTCAC

droTak1 scf7180000415653:487466-
487622 -

TGGTGCTCTCGCCGGCGGCCGAGGAGAAAGTCAAGCGGCTGACGGAGGCGGTAAGATAA----------------------CTTCT-A-AT-A------ATAA-AT-----A------ATCCT---------------CACTAATGGC------A----TA----T-----------------TT----TTGC----ATTCCAGGGCTTTGGCAACCTCCCTATCTGCATGTCAAAGGTCTCGGGCTCATTCAC

droEle1 scf7180000486474:775942-
776116 +

TGCAACTCTCGCCGGCGGCCGAGGAGAAAGTTAAGCGACTGACGGAGGCGGTAAGTCATGT-TTTGATATCTATAACTTATTTTAT-C-AT-TACA----TAATTT---------T-C----ATTTTATTTC------------------------------A--C-----------------TT----TGGT----TCACCAGGGCTTTGGCAACCTACCCATTTGCATGTCCAAGGTATCGGGCTCCTTCAC

droRho1 scf7180000780140:64452-64621
+

TGGTGCTCTCGCCGGCGGCCGAGGAGAAGGTCAAGCGGCTAACCGAGGCGGTAAATATAAT-TT----------------GTCTTA-C------------GAAATGGTTTTTATTTAT------------------------TAAAAATA----A----T-----T-----------------ATTATTTCTGTAAATTACCAGGGCTTTGGCAACCTACCTATCTGCATGTCCAAGGTCTCGGGCTCATTCAC

droFic1 scf7180000454104:175484-
175646 +

TGGCACTCGCTCCAGCGGCTGAGGAGAAACTCAAGCGACTGGAAGAGGCGGTAAGTCGGGA-TT----------------ACTTTA-T-AA-A------TGAA-GT-----A------GATTT---------------TTCTAA-CTTGA----A----TT----T-----------------CC----TTTA----TTATTAGGGCTTTGGCAACCTTCCCATCTGCATGTCCAAGGTGTCCGGTTCTTTCAC

droKik1 scf7180000302475:1766267-
1766434 +

TGGTCCTCACACCGGCGGCTGAGGAGAAGGTCAAGCGTCTGACCGAGGCGGTAAGTCGAGC-GT----------------ATTTCC-T--------------------------------------GGAAACATTCTG----GTGACTAATT-------TGTATTTCCTTCTGA---------------CTCC----TGTCCAGGGCTTTGGCAATCTGCCCATCTGCATGTCAAAGGTTTCGGGTTCCTTGAC

droAna3 scaffold_13340:1176523-
1176681 +

TGAAGCTGTCGTCGTCGGCCGAGGAAAAGGTCAAACGGCTGACGGAGGCGGTAAGTTGGCC-TA----------------AATTTA-T-AT-T-TTGAAGTCCACT------------------------------------AATAATGT----T----T-----T-----------------TC----CATT----TTTAAAGGGATTCGGAAACTTGCCCATCTGTATGTCGAAGGTATCGGGATCTTTCAC

droBip1 scf7180000396395:640296-
640454 -

TCAAGCTGTCACCGTCGGCCGAGGAAAAGGTCAAGCGGTTGACGGAGGCGGTAAGTGGTTC-TG----------------GACATA-A--T-TATG----------------------------TTTAGAAGGT------------------TATCTAATAT---T-----------------TA----TCCA----TTTTTAGGGATTCGGAAACTTGCCCATCTGTATGTCGAAGGTATCAGGCTCCTTTAC

dp5 2:29429691-29429859 - TGGTGCTCTCGGCAAACGCCCAAGAGAAGGTCAAGCGATTGACAGAGGCGGTAAGTGCAAC-A------------------------------------ATCCACTGAAGATGCTC-------CTTCAAAACAC---------------------------------CTTCTGAGATACCTTTTT----TTCC----CCTCCAGGGCTTTGGCAATCTTCCCATCTGCATGTCCAAGACGTCGGGCTCCTTGAG
droPer2 scaffold_6:4800249-4800417 - TGGTGCTCTCGGCAAACGCCCAAGAGAAGGTCAAGCGATTGACAGAGGCGGTAAGTGCAAC-A------------------------------------ATCCACTGAAGATGCTC-------CTTCAAAACAC---------------------------------CTTCTGAGATACCTTTTT----TTCC----CCTCCAGGGCTTTGGCAATCTTCCCATCTGCATGTCCAAGACGTCGGGCTCCTTGAG
droWil2 scf2_1100000004902:4434297-

4434463 +
TACAGCTCACACAAAAGGCTCTGGAGAAGGTCAAACTTTTGACTAATGCGGTAATTAAGAAAAC----------------ATTTTC---AA-----------------------TC-------CCCAAAAACATTTTT----GTAATTGATT-------TTAA--A-----------------TT----TCTT----TTCACAGGGTTTTGGAAGTCTACCCATTTGCATGTCGAAAACTTCGGGATCCGTTAC

droVir3 scaffold_13047:7189860-
7190018 -

TGGAACTCACCCCGGAAGCCATCGACCAGGTCAAACGCCTCACCGATGCAGTAAGTTGAGC-GG----------------GTTTCT-G--TTA-TT----------------GCGC------------------------------TTGGCTTAAATGTTAT---T-----------------TT----TGAC----TTTACAGGGATTTGGTAAACTGCCTGTCTGCATGTCCAAGACCTCCGGCTCCGTCAC

droMoj3 scaffold_6540:3104780-
3104937 -

dmo_1788 TGGAACTTAGCCAGGAAGCCAAGGATCAGATCAAGCGCCTGACCGACGCAGTAAGTCATTC-AT----------------ATTCAT-G--TCCCTG---------TGGAG------------------------------------TTGGCTTAAA---TGT---T-----------------TT----TGCT----TTTGCAGGGCTTTGGTTCCCTTCCAATCTGCATGTCGAAGACCTCCGGCTCCGTTAC

droGri2 scaffold_14830:3052500-
3052585 -

AAAT-----------------------------------------------------------------------------------------------------------TATTTAT----------------------ATAA-ACTAC----T----T-----T-----------------AA----TTTG----TTTGCAGGGCTTTGGCAAATTGCCTGTGTGCATGTCGAAGACGTCCGGCTCTCTCAC
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No Repeatable elements found
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AAGAATTTCATATTGTCCTGCGAGCGGGGTGACTTGCCAGGTGTCAAGAAGTGAGGCCTCCTCATAATAGCTTCGAGTAACTCGGCTAATATGATTTCGTCCTTGAAGGATCCTCGAGGAGTACCAGAGCACGGACAAATTCAACATTAACTGCACGG

**************************************************..((((.....(((((.((((..((((...)))))))).)))))......))))....**************************************************
Read
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#
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V115

head

M054
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body

V113

male
body

.....................................................................................CTAATATGATTTCGTCCTTGAAG.................................................. 23 0 1 19.00 19 19 0 0

.....................................................................................CTAATATGATTTCGTCCTTGAA................................................... 22 0 1 9.00 9 9 0 0

.....................................................................................CTAATATGATTTCGTCCTTGA.................................................... 21 0 1 7.00 7 7 0 0

..................................................GTGAGGCCTCCTCATAATAGCT...................................................................................... 22 0 1 5.00 5 4 1 0

......................................................................................TAATATGATTTCGTCCTTGAAG.................................................. 22 0 1 3.00 3 3 0 0

.....................................................................................CTAATATGATTTCGTCCTTG..................................................... 20 0 1 2.00 2 2 0 0

......................................................................................TAATATGATTTCGTCCTTGA.................................................... 20 0 1 2.00 2 2 0 0

......................................................................................TAATATGATTTCGTCCTTGAAGT................................................. 23 1 1 1.00 1 1 0 0

.......................................GGTGTCAAGAAGTGAGGCCTCCT................................................................................................ 23 0 1 1.00 1 1 0 0

Anti-sense strand reads

TTCTTAAAGTATAACAGGACGCTCGCCCCACTGAACGGTCCACAGTTCTTCACTCCGGAGGAGTATTATCGAAGCTCATTGAGCCGATTATACTAAAGCAGGAACTTCCTAGGAGCTCCTCATGGTCTCGTGCCTGTTTAAGTTGTAATTGACGTGCC

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

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

Species Coordinate ID Alignment
droSec2 scaffold_4:4587265-4587422 - dse_1299 AAGAATTTCATATTGTCCTGCGAGCGGGGTGACTTGCCAGGTGTCAAGAAGTGAGGCCTCCT-CATAAT---------A------GC---------------TTCGAGTAACTCG--------------GCTAATA-----------TGATTTCGTCCTTGAAGGATCCTCGAGGAGTACCAGAGCA------CGGACAAATTCAACATTAACTGCACGG
droSim2 3r:25091648-25091805 - AAGAATTTCATATTGTCCTGCGAGCGGGGTGACTTGCCAGGTGTCAAGAAGTGAGGCCTCCT-CCCAAT---------G------GC---------------TTCGAGTAACTCG--------------GCTAATA-----------TGATTTCGTCCTTGAAGGATCCTCGAGGAGTACCAGGGCA------CGGACAAGTTCAACATTAACTGCACGG
dm3 chr3R:25745529-25745686 - AAGAATTTCATATTGTCCTGCGAGCGGGGTGACTTGCCAGGTGTCAAGAAGTGAGGCTTCCT-CCCTAT---------G------GC---------------TTCGAGTAACTCG--------------GCTAATA-----------TGATTTCGTCCTTGAAGGATCCTCGAGGAGTACCAGGGCA------CGGACAAGTTCAACATTAACTGCACGG
droEre2 scaffold_4820:2263154-

2263315 +
AAGAATTTCATATTGTCCTGCGAGCGGGGTGACCTGCCAGGTGTCAAGAAGTGAGGACGCAC-CCG-----GCCCGTTG------GA---------------TTCGTGTAACATG--------------GCTAATA-----------TGCTTTCGTCCTTGAAGGATCCTCGAGGAGTACCAGGGAA------CGGACAAGTTCAACATTAACTGCACGG

droYak3 3R:20727498-20727655 + AAGAATTTCATATTGTCCTGCGAGCGGGGTGACCTGCCAGGTGTCAAGAAGTGAGGACACCC-TTCTCC---------G------A---------------ATACGAGTAACTTG--------------GCTAATA-----------TGCTTTCGTCCTTGAAGGATCCTCGAGGAGTACCAGGGAA------CGGACAAGTTCAACATTAACTGCACCG
droEug1 scf7180000409555:216289-

216448 -
AAGAATTTCATATTGTCCTGCGAGCGGGGTGATATTCCGGGTGTCAAGAAGTGAGCGTGTT--TGGCCTC-GTCCTTT--------------GGC-TTCGGTTTTCAGTA-----------------------------------A-TGCTTTCGTCCTTGAAGGATTCTCGAGGAATACCAGGGAA------CCGACAAGTTCAACATAAACTGCACGG

droBia1 scf7180000302113:1662676-
1662833 +

AAGAATTTCATATTGGCCTGCGAGCGTGGTGATCTGCCGGGTGTTAAGAAGTGAGGGTTTCG-GTTTTT---------G------C-------T--------AATTGGTTCCTGA--------------GTTATGA-----------ACGGATTATCCTTGAAGGATTCTCGAGGAGTACCAGGGCA------CGGACAAGTTCAACATCAACTGCACGG

droTak1 scf7180000415765:122036-
122200 -

AAGAATTTCATATTATCCTGCGAGCGTGGTGATCTGCCGGGTGTGAAAAAGTGAGGGTTACT-TGGGAT---------G------GTTTCTTGG-----GATGTTGAGTA--------------------CTAA--AGG------ATCCTCCTTATACCCGAAGGATCCTCGAGGAATATTTGGGCA------CGGACAAGTTCAACATCAACTGCACGG

droEle1 scf7180000491280:2011236-
2011399 -

AAGAATTTTATATTGGCCTGCGAGCGGGGCGACCTACCGGGTGTCAAGAAGTGAGAGTGAA--G-------GTCCTTT--------------CGA-TCTGATTTCGAGTAATTTC--------------CGTG------------ATTTCCTTGGTCCTTGAAGGCTTCTCGAGGAATATATGGGCA------CGGACAAGTTCAACATCAACTGTACGG

droRho1 scf7180000779336:242820-
242976 +

AAGAACTTCATATTGGCCTGCGAGCGGGGTGACCTTCCTGGTGTCAAGAAGTGAGGGTGTA--CAG-----GTCCTTC--------------GCG-TCTAACTCTGAGTA-----------------------------------ATTGCTTTCGTCCTTGAAGGCTCCTCGAGGAATATATGGGCA------CCGACAAGTTCAACATTAACTGCACGG

droFic1 scf7180000453826:857211-
857371 +

AAGAATTTCATATTGGCCTGCGAGCGTGGTGACCTTCCGGGTGTCAAAAAGTGAGCGTTAA--TGGTCTC-GTCCTTT--------------CGA-CTCGTTTCCGAGTA-----------------------------------ATTGCTTTCGTCCTTAAAGGATTCTCGATGAGTATCTGGGCA------CCGACAAATTCAACATTAACTGCACGG

droKik1 scf7180000302475:1793114-
1793199 -

TAGCTTCCCTTT---------------------------------------------------------------------------------------------------------------------GCTAAAA-----------CAGTTTCGTCCTTAAAGTATCCTTGAGGAGTACCTCGGCT------CGGATAAGTTCAACATTAACTGCACGG

droAna3 scaffold_13340:20741125-
20741285 -

AAGAATTTTATATTGGCCTGCGAGCGTGGTGATATTCCGGGTGTTAAAAAGTAAGAGCTAA--TGCTCCT-CCTGTTT--------------TTC-TTTGTTTGTGAGTA-----------------------------------ATTATTAATGTCCTTGAAGGATAATCGAGGAATATTTGGGCT------CCGATAAGTTTAACATTAACTGCACGG

droBip1 scf7180000396413:1658033-
1658191 +

AAGAATTTTATTTTGGCCTGCGAGCGTGGTGATATTCCGGGTGTTAAAAAGTAAGGGCCAG--TGCTCCA-GTTTAT-----------------CTTTTTTTTGTCAGTA-----------------------------------ATCCTTAATGTCCTTGAAGGATACTCGAGGAATATATCGGCA------CTGATAAGTTCAACATTAACTGCACGG

dp5 2:844529-844695 - AAGAATTTTATTCTGTCCTGCGAGCGTGGTGACCTTCCGGGCGTTAAGAAGTAAGAGCTATT-C--CACAG--------ACGTAAGC---------------GATGG--------TTGGTGGTGGTTGC-------ATA------ATTGCCTTTATCCTTGAAGAATTCTGGAGGAGTTTGAGGGCA------CCGATAAGTTCAACATAAACTGCACGG
droPer2 scaffold_7:3626978-3627144 - AAGAATTTTATTCTGTCCTGCGAGCGTGGTGACCTTCCGGGCGTTAAGAAGTAAGAGCTATT-C--CACAG--------ACGTAAGC---------------GATGG--------TTGGTGGTGGTTGC-------ATA------ATTGCCTTTATCCTTGAAGAATTCTGGAGGAGTTTGAGGGCA------CCGATAAGTTCAACATAAACTGCACGG
droWil2 scf2_1100000004943:9034581-

9034738 +
AAAAATTTCATTTTATCCTGCGAGCGTGGTGATCTACAAGGTGTTAAGAAGTAAGAGCTTA--TGCTTTA-A-------TCAGAAGC---------------TTCGATTAATCTA--------------ATTGA-------------TGAT-------TCCAAGGATTCTTGAGGAATAC---GGAACTGAGTCGGATAAATTCAATATCAATTGCACCG

droVir3 scaffold_12855:1685172-
1685333 +

dvi_3434 AAGAACTTCATTCTGGCCTGCGAGCGTGGTGATTTACCAGGTGTCAAAAAGTTAGTATTTCT-CTGTGT---------T------G---------------------------------TCCTGGCAGC-------CTAATAGCAA-C-ACATGTGCTTCGTAGAATTCTTGAGGAATATGCCCAAACACCATCCGATAAGTTTAACATCAACTGCACGG

droMoj3 scaffold_6540:27405239-
27405406 +

AAGAACTTCATTCTGGCCTGCGAGCGCGGTGATTTGCCAGGTGTCAAAAAGTTAGTATTTACATAGGAT------------AGAAAC---------------TCTGA----CTAG--------------GCTAATC-CA------ATGCTGTGCGTCTTACTAGAATCTTAGAGGAATACGCGGCGACACCGTCTGACAAGTTCAACATCAACTGTACGG

droGri2 scaffold_14624:4220901-
4221060 +

AAGAACTTTATCTTAGCCTGCGAGCGTGGTGATTTGGCCGGTGTCAAGAAGTCAGTATTTGTATTGGAT--GTCCTTG--------------CAA-TC---------------------------------------TAATG---A-CAGCTCTATGCTTGCAGACTTCTGGATGATTATGCGGACGCACCATCCGAAAAGTTCAATATCAACTGCACGG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:9034581-9034738
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:1685172-1685333
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_3434.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:27405239-27405406
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dsec\GM13643-in]; utr3 [utr3_plus_6270]; utr5 [utr5_plus_11278]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CATATATAATGTTACAAACTATGTTTGTCGTTTCAGTTCTGCCCACCCCGGCAGCCATTTTGTGATGCTCCAAAATGCTCACCAAAAAGTGTAGCATACATATTGGGGCATCACAAAATGGCTGCCACGGCGAATAGCATTTGTCAGCTAATTGTATGTGCTTGAACCCACCTATT

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

V115

head

.......................................................................................................TGGGGCATCACAAAATGGCTGC................................................... 22 0 1 29.00 29 20 9

...................................................CAGCCATTTTGTGATGCTCCA........................................................................................................ 21 0 1 1.00 1 0 1

....................................................AGCCATTTTGTGATGCTCCA........................................................................................................ 20 0 1 1.00 1 1 0

.................................................................................CCAAAAAGTGTAGCATACATATTGG...................................................................... 25 0 1 1.00 1 1 0

..................................................GCAGCCATTTTGTGATGCTCCA........................................................................................................ 22 0 1 1.00 1 1 0

....................................................AGCCATTTTGTGATGCTCCAAA...................................................................................................... 22 0 1 1.00 1 1 0

.......................................................................................................TGGGGCATCACAAAATGGCTGCT.................................................. 23 1 1 1.00 1 1 0

....................................................................................................TATTGGGGCATCACAAAATGGC...................................................... 22 0 1 1.00 1 1 0

Anti-sense strand reads

GTATATATTACAATGTTTGATACAAACAGCAAAGTCAAGACGGGTGGGGCCGTCGGTAAAACACTACGAGGTTTTACGAGTGGTTTTTCACATCGTATGTATAACCCCGTAGTGTTTTACCGACGGTGCCGCTTATCGTAAACAGTCGATTAACATACACGAACTTGGGTGGATAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

V113

male
body

M054

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_166:24902-25077 - dse_137 CA-TATAT-AAT-----GTTACAAACTATGT-TTGTCGTTTCAGTTCT-GC-C------CAC---CC------------------CGGCAGCCATTTTGTGATGCTC---CAA-AA-------------------------------------------------------------TGCTCACC-AAAAAG----TGTAGCATACA-TATTG-GGGCATC--AC-AAAATGGCTGCC----------------------------------------------ACGGC-GAATAGCATTTGTCAGCTAATTGTATGTGCTTGAA-CCCA---CCTATT
droSim2 3r:6460767-6460999 - CA-TCTAT-AAT-----GTTACAAACTATGT-TTGTCGTTTCAGTTCT-GC-C------CAC---CC------------------CGGCAGCCATTTTGTGATGCCC---TCA-AATCCACGTCTTACTAACATCAGCTGTGAATCATAGCACCGCCGATGGTAGTCGTATG----CGGCTCGAC-GAAAAG----TGTAGCCTACT-TATTG-GGGCATC--AC-AAAATGGCTGCC----------------------------------------------ACGGC-GAATAGCATTTGTCAGCTAATTGTATGTGCTTGAA-CCCA---CCTATT
dm3 chr3R:14796586-14796768 + CA-TCTAT-AAT-----GTTACAAACTATGT-TTATCGTTTCAGTTCT-GC-C------CAC---CC------------------TGGCAGCCATTTTGTGATGCTC---TTC-GGA------------------------------------------------------GCATCATGCTCACC-GAAAAG----TGTAGCCTACT-TATTA-GGGCATC--AC-AAAATGGCTGCC----------------------------------------------ACGGC-AAATAGCATTTGTCAGCTAATTGTATGTGCTTGAA-CCCA---CCTATT
droEre2 scaffold_4770:6834508-

6834682 -
der_148 TA-TCTAT-AAT-----G-TACACACCATGT-TTGTTGTTTCAGTTCT-GC-C------CAT---TC------------------GGGCAACCATTTTGTGGTGCTC---TTA-AA-------------------------------------------------------------TGCTTACC-GAAAAG----TGTTGCCTACT-TATTA-GGGCATC--GC-ACAATGGTTGCC----------------------------------------------ACGGC-GAATTGCATTCGTCAGCTAATTGTATGTGCTTGAA-CCAA---CCTATT

droYak3 3R:3477218-3477392 + TA-TCTAT-AAT-----G-TAAACACTATGT-TTGTTGTTTCAGTTCT-GC-C------CAT---TC------------------CGGCAACTATTTTGTGGTGCTC---CAA-AA-------------------------------------------------------------TGCTTACT-GAAAAG----TGTGGCCTACT-TATTG-GGGCATC--AC-AAAGTGGTTGCA----------------------------------------------ACGGC-GAATAGCATTCGTCAGCTAATTGTATGTGCTTGAA-CCAA---CCTATT
droEug1 scf7180000409804:1035960-

1036142 +
CA-ACCTT-AAT-----A-TACACAAATTGT-TTGTCGTTTCAGTTTTTGC-CTTTTT------CC---CCA-----------ACATGCACTCATTTTGCGGTGCCC---TCA-AAT------------------------------------------------------------GGTTCAC--TTAAAG----TGTTGCCTACT-TATTA-GGGCGCC--GC-AATATGTTTGCC----------------------------------------------ATATC-GAATAACATTTATCAGCTAATTGTATGTGCTTGTA-CCAA---ACTATT

droBia1 scf7180000302402:546607-
546792 +

CT-ACCTT-AAC-----TACACACAATCCGT-TTGTCGTTTCAGTTCT-GC-C------TAT---CCCATAA-----------GCGGGCAATCACTTTGTGGCGCCC---TCA-AGG------------------------------------------------------G----GGGTTCTCC-AAAAGG----CGTGGCCTACT-TATTG-GGGCGCC--AC-AAAATGGTTGCC----------------------------------------------CTGGC-GAATAGCATTTATCGGCTAATTGTATGTGCTTGAA-CCAA---CCTATT

droTak1 scf7180000415256:289344-
289525 +

TA-TCCAT-ACT-----A-TACACAATCTGT-TTGTCGTTTCAGTTAT-GC-CTTTGTCTAT---CC------------------CGGCAATCATTTTGTGGTGCTT---TCA-AAG------------------------------------------------------------GGCTTACA-AAATAA----TGTGGCCTACT-TATAA-GGGCGCC--AC-AAAATGGTTGCC----------------------------------------------ATAGC-GAATAGCATTTATCAGCTAATTGTATGTGCTTGAT-CCAA---CCTATT

droEle1 scf7180000490994:547706-
547882 +

CA-TTCTC-ACT-----A-TACACAATATGT-TTGTCGTTTCAGTTCT-GC-C------TTTTACT-------------------GCGCAATCATTTTGTGGTGCTC---TAA-AGT------------------------------------------------------------GGTTCAC--AAAAAG----TGTGGCCTACT-TATTA-GGGCGCC--CC-AAAATGGTTGCC----------------------------------------------ATAGC-GAATAGCATTTATCAGCTAATTGTATGTGCTTGAA-CCAA---CCTATT

droRho1 scf7180000779900:443438-
443611 +

CA-TCCTT-ACT-----A-TACACAATATGT-TTGTCGTTTCAGTTCT-GC-C------TAT---CC------------------CGGCAATCATTTTGTGGTGCTC---TAA-AG-------------------------------------------------------------GGTACAC--AAAAAT----TGTGGCCTACT-TATTA-GGGCGCC--CC-AAAATGGTTGCC----------------------------------------------ATAGC-GAATAGCATTTATCAGCTAATTGTATGTGCTTGAA-CCAA---CCTATT

droFic1 scf7180000453812:245394-
245571 -

CA-ACTTT-ATT-----G-TAAACAATTTGT-ATGTCGTTTCAGTTAT-GC-C------AATCCCC-------------------CCGCAAACATTTTGTGGTGCGC---TAA-AAA------------------------------------------------------------GGTTCTCTGTAAAAA----TGTTGCCTACT-TATTG-TGGCGCC--AC-AAAATGTTTGCC----------------------------------------------AAAGC-GAATAGCATTTATCAGCTAATTGTATGTGCTTGAA-CCAA---CCT-TT

droKik1 scf7180000302256:208646-
208790 -

GT-TACTC-AAT-----A----ACAA-TTGT-TTGTCGTTTCAGTTCT-GC-C------AA----------------------------------TTTGTTGAGTTT---T------------------------------------------------------------G----GGGTTC-CC-GAAAGGTTCTTATGTCCTACT-T--TC-GGGGACC--CCAAAAATGG------------------------------------------------------------TAGCATTTATGTGCTAATTGTATGTGCTTGAA-CCCA---CCTATT

droAna3 scaffold_12911:3159706-
3159894 +

TG-TTGTC---------TACAAATA-TTCGT-TTGTCGTTTCAGTTGTTGA-CTATGTT-----A----CAT-------TTGCAAAAGCAAGCATTTTGTGGCACCTCCAACC--------------------------GTGAA---------------------------G----AGGTTTGCC--AAAAA----TATTGCCTACC-T--TT-GAGCGCC--AC-AAAATGGTTGTC----------------------------------------------CTTGC-GAATAGCATTTAAAAGCTAATTGTATGTGCTTGAA-CCAA---CCCATC

droBip1 scf7180000396640:34481-
34667 +

TG-TTGTC---------TACAAATG-TTCGT-TTGTCGTTTCAGTTGTTGA-AAT-GTT-----A----CAA-------ACGCATCAACAACCATTTTGTGGCCCATCCATTCAAAA------------------------------------------------------A----ATGTTGGC--CAAAAG----CATTGCCTACC-T--TT-GAGCGCC--AC-AAAATGGTTGTC----------------------------------------------CTTGC-GAATAGCATTTGAAAGCTAATTGTATGTGCTTGAA-CCAA---CCCATC

dp5 2:14915946-14916139 + TA-TCCAC-CATCTAACTGCAATTGTTTTAT-CAATCATTTCAGTTGT-GCGCTCTCTG-----A----CCCCCGTCCCCTCCCACGGCAACCATTTTGCGCGG-TC---C------------------------------------------------------------------GGT---C--CGAAAG----TGTAGCATACC-TTTTT-GGGCGCCACAC-AAAATGGTTGCC----------------------------------------------ACAGC-GTAAAGCATTTAACAGCTATTTGTATGTGCTTGGTACCAA---CCTTTC
droWil2 scf2_1100000004921:3063655-

3063830 +
CA-GCA-TAATC-----CATAAATG-TGTTTTTCCTGTTTTCAGTTAT--------------------------------------------CATTGAGTGGC---------------------------------------------------------------------------------------------------ATGAA-TGTC----AAGCC--AC-AAAATGATTGCCCCCCCCCCCCCCATCCCATTCGCCCCATCTTGCTATATACACTGACACAGATTTAACACATTTAACAGCTATTTGTATGTGTTTGAA-CCAT---TATGGT

droVir3 scaffold_13047:15297713-
15297851 +

CGATGAAC---------CATATAATCTACAT-TTCA-TTTTCAGTT---GC-CATTGC------CC---AAA-----------AACTGCGGCCATTTTGTTGCAT--------------------------------------------------------------------------------------------------------------TGCTCA--AC-AAAATGGCCGCC----------------------------------------------ACG----CA-CACATTTAACGGCTTCGTGTATGTGTTTGAT-GCACGTTTCCACT

droMoj3 scaffold_6540:18774943-
18775087 +

CA-ATTA----------------ATCTCTAA-TTAT-ATTTCAGTTCA-GC-CATTTT------CC---CAG-----------AACGACGGCCATTTTGTAGTGCTG---CTA-A------------------------------------------------------------------------------------------CTGTGTTGGCAACGCC--AC-AAAATGGCCGCC----------------------------------------------GTG-----CTCGCATTTGACGGCTCAGTGTATGTGTCTGAA-ACA----CATTTT

droGri2 scaffold_14830:4690221-
4690376 -

CA-TAAAC-CA--------AATAATATACAT-TTATT-TTTCAGTTTATGC-AAC------TTAACCC-AAA-----------AACTATGGCCATTTTGTGGCGCTC---TCA-A-----------------------------------------------------------------------------------------ACT-TTTGG-TAACGCC--AC-AAAATGGCCGCC----------------------------------------------A--AC-AACACACATTTAACGGCTCAGTGTATGTGTCTGAA-ACA----CCCACT
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dsec\GM17562-in]; CDS [Dsec\GM17562-cds]; CDS [Dsec\GM17562-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGCTGCAGTTGCTCGACCTGAGCTTCTGTGACAACATCATGGATCGGGATGTGAGTAGATTTTCGATGGAATTAGTCCTTCTATTCCTAGCTAATTCCTATTCCTATTTCTTACTCAGTTCGATTTGCTGGCGGAATGGTCGCGACAATTTAACGTGGACATCAAGAG

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V114

embryo

M054

female
body

V113

male
body

..................................................GTGAGTAGATTTTCGATGGAATT............................................................................................... 23 0 1 26.00 26 15 9 0 2

..................................................GTGAGTAGATTTTCGATGGAAT................................................................................................ 22 0 1 19.00 19 12 5 0 2

..................................................GTGAGTAGATTTTCGATGGAA................................................................................................. 21 0 1 12.00 12 11 1 0 0

..................................................GTGAGTAGATTTTCGATGGA.................................................................................................. 20 0 1 6.00 6 6 0 0 0

..............................................................................................TTCCTATTCCTATTTCTTACTCAGT................................................. 25 0 1 6.00 6 1 4 1 0

...................................................TGAGTAGATTTTCGATGGAATT............................................................................................... 22 0 1 2.00 2 0 1 1 0

..................................................GTGAGTAGATTTTCGATGGAAA................................................................................................ 22 1 1 1.00 1 0 1 0 0

.............................................................................................ATTCCTATTCCTATTTCTTACTCAGT................................................. 26 0 1 1.00 1 0 0 1 0

..................................................GTGAGTAGATTTTCGATGGAATTA.............................................................................................. 24 0 1 1.00 1 1 0 0 0

...............................................................................................TCCTATTCCTATTTCTTACTCAGA................................................. 24 1 1 1.00 1 0 1 0 0

.............................GACAACATCATGGATCGG......................................................................................................................... 18 0 1 1.00 1 0 0 1 0

............TCGACCTGAGCTTCTGTGACA....................................................................................................................................... 21 0 1 1.00 1 0 1 0 0

...............................................................................................TCCTATTCCTATTTCTTACTCAGT................................................. 24 0 1 1.00 1 0 1 0 0

..............................................................................................TTCCTATTCCTATTTCTTAC...................................................... 20 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TCGACGTCAACGAGCTGGACTCGAAGACACTGTTGTAGTACCTAGCCCTACACTCATCTAAAAGCTACCTTAATCAGGAAGATAAGGATCGATTAAGGATAAGGATAAAGAATGAGTCAAGCTAAACGACCGCCTTACCAGCGCTGTTAAATTGCACCTGTAGTTCTC

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

V115

head

V113

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_20:732338-732507 - dse_122 AGCTGCAGTTGCTCGACCTGAGCTTCTGTGACAACATCATGGATCGGGATGTGAGTAGA-T-TTTCGA---TGGAA---------------TTAG-----TCCTTCTATTCC-TA---------GCTAATTC-----CTATTC-CT-ATTTC---TTACTCAGTTCGATTTGCTGGCGGAATGGTCGCGACAATTTAACGTGGACATCAAGAGCA
droSim2 x:13339550-13339713 - dsi_32469 AGCTGCAGTTGCTCGACCTGAGCTTCTGTGACAACATCATGGATCGGGATGTGAGTAGA-T-CTTCGA---TGGAA---------------TTAC-----TCCTTCTATTCC-TA----------------------GCTAATTCCTATTTG---TTACTCAGTTCGATTTGCTGGCGGAATGGTCGCGACAATTTAACGTGGACATCAAGAGCA
dm3 chrX:14128744-14128907 - dme_397 AGCTGCAGTTGCTGGACTTGAGTTTCTGTGACAACATCATGGATCGGGATGTGAGTAGA-T-GTTCGA---TGGAA---------------TTGC-----ACCTTCTATTCCTTA----------------------GCTAATTCC-ATTTG---TTACTCAGTTCGATTTGCTGGCGGAATGGTCGCGACAATTTAAAGTGGACATCAAGAGCA
droEre2 scaffold_4690:12801881-

12802043 +
AGCTCCAATTGCTGGACCTGAGTTTCTGCGACAACATCATGGATCGGGATGTGAGTAGA-T-CCTCGA---TAGAG---------------TTAT-----GCTTTTCATTCG-TA----------------------GCTAATGCC-TCTCA---TTACCCAGTTCGATGTGCTGGCGGATTGGTCGCGACAATTCAACGTGGACATGAAGAGCA

droYak3 X:8382293-8382456 - AGCTGCAATTGCTGGACCTGAGTTTCTGCGACAACATCATGGATCGGGATGTGAGTAGA-T-CTGCGA---TAGGG---------------TTAT-----CCTTTCCATTCG-TA----------------------GCTCATGCCGTTTTA---TTACACAGTTCCAATTGCTGGCGGATTGGTCGCGACAATTTAACGTGGATATAAAGAGCA
droEug1 scf7180000409008:539716-

539875 -
AGCTTCAACTGCTTGACCTGAGTTTTTGCGATAACATCGTGGATCGGGATGTAAGTAAA-C-CA---AGAAAGATGT-----------------------AGCATACAT-----------------------ATAAACCTAATACT-TTTTA---TCCTTCAGTACGATCTGTTGTCGGAATGGTCACGTTTATTTATCGTGGACATCAAGATTA

droBia1 scf7180000302041:1182629-
1182779 -

AGCTAGAATTGCTCGACGTGAATTTCTGCGACAACCTCATGGATGTGG------GTGAA-C-CC---AGACTATCCT-----------------------ACTTTCCCC-----------------------ATA---ATAACTCC-TGCCC---CTTTTCAGTACGCATTGCTGGCGAAATGGTCGCGTCGGTTCAACGTGGACATCAAGATGA

droTak1 scf7180000415866:86201-86367
-

AGCTTCAATTGCTCGACCTGAGCTTCTGCGATAACATAATGGATCGGGATGTGAGTGAA-C-GT---AAAAAGATATAC-----CA---T---AT-----AATTTCCATTA-----------------------AAAGCTAATACT-TTTCG---ACTTTTAGTACGATTTGCTGGCGGATTGGTCGCGTCAGTTCAGCGTGGACATCAAGAGCA

droEle1 scf7180000491272:1641845-
1642007 -

AACTTCAATTGCTCGACCTGAGTTTCTGCGATAATATTATGGATCGGGATGTGAGTTAG-A-GT---TAACTGAT--------------------CAC------CCCATTTG-CAT----------------CTAAAGCTAACAAA-TTTCT---ATCTTCAGTTCGATTTGCTGGCGGAATGGTCGCGTCAGTTCAACGTGGATATAAAGAGCA

droRho1 scf7180000770130:9936-10095 + AGCTGCAATTGCTCGACCTGAGTTTCTGCGATAATATAATGGATCGGGATGTGAGTGAA-C-GT---AAACTGATCT-----------------------AATTTTCAA-----------------------ATAAAGCTAAAACT-TTTCT---TCCCTCAGTTCGATTTGCTAGCGGAATGGTCGCATCAGTTCACCGTGGATATCAAGACCA
droFic1 scf7180000454073:865488-

865650 +
AGCTTCAATTGCTCGACCTGAGTTTCTGCGATAATATCATGGATCGTGATGTAAGTTAG-C-AT---TAACTTATTT--------------------T------CGAATTTG------------CTT-----ATATAGTTAACACC-TTATG---TCCTCCAGTTTGATTTGTTGTCAGATTGGTCGCGTCAATTTAACGTGGACATCAAGAGCA

droKik1 scf7180000301542:323346-
323502 -

AGCTTCAGTTGCTCGATCTAAGCTTCTGCGACAACATCATGGATCGGGATGTGAGTAGA-C-GT---AGCCTTT-------AAGCT---A-----------CCTTTCTC---------TA------------------ACAGT-TC-TTTCG---TCTTGCAGTTCGATGTGCTGGCTGATTGGTCGCGTCACTTCAACGTTGACATCAAAAGCA

droAna3 scaffold_12903:457380-457539
+

AGCTGCAACTACTGGACCTGAGCTTCTGCGATAATGTCGTAGACGGTGAAGGC-GTAAG-T-CC---ACAAGATACTAC-----TG---AT----AAC----TT------GC-CAA---------------------CTAAACGAC-A-TTT---GCTTTCAGTTTGACGACCTGGCGGAGTGGGCGCGACGTTTCAATGTCGACATCAAGAGCA

droBip1 scf7180000395328:14369-14533
+

AGCTGCAATTACTCGACCTGAGCTTCTGCGATAATGTCGTGGACGGTGAAGGA-GTAAG-T-CC---ATAAAACCTAAC-----TA---AC----TAC----ATT------C-CAACTAAACGAC----------------GTA-A-ATTTT---CTTTTTAGTTCGATGAACTGGCGGAATGGGCTCGCCGTTTTAACGTTGACATCAAGAGCA

dp5 XL_group1e:8478808-8478979 - AGCTGCAGCTGTTGGATCTGAGTTTTTGCGAAAACATTATGGAGCGTGAGGTAGGGAG--CTTAATA----CCT-----GAAC--TTCCA----------TCCTTCCC----------AAACTATTTAATTA-----ATTAAT-TT-CTTTG---TTTCGCAGTTCGATGTACTGGCGGAATGGTCGAGACAGTTTAAGGTAGATATCAAGAGCA
droPer2 scaffold_13:94518-94689 + AGCTTCAGCTGTTGGATCTGAGTTTTTGCGAAAACATTATGGAGCGTGAGGTAG-TGAG-CTTAATA----CCT-----GAAC--TTCCA----------TCCTTCCC----------AAACTAGTTAATTA-----ATTAAT-TA-ATTTT---TTTCGCAGTTCGATGTACTGGCTGAATGGTCGAGACAGTTTAAGGTAGATATCAAGAGCA
droWil2 scf2_1100000004909:10597334-

10597501 -
AACTTCAATTGCTGGATTTAAGTTTTTGCGAGAACATTATGGATCGAGATGTGGGTGAT-A-TTTCTA---TC-------------CCCATATATAC-ACATCTTTTAATGT-TA----------------------ATCTATATC-T-TTT---GTTTACAGTTTGATATTCTGGCGGATTGGTCCCGTTTGTTTAAGGTCAATATCAAGAGCA

droVir3 scaffold_12970:1081380-
1081537 +

AGCTGAAATTGTTGGATCTATGCTTTTGCGACAACATCATGGACCGTGATGTAGGGTAGAT-TTTCA----TATAA-----AA------------------CCTTTTTCTAC-TT----------------------ATTATT-CG-AC-TT---GTTTGCAGCTCGATGTAATTGCTGATTGGTCGCGACTCTTTAATGTGGATATCAAGAGAA

droMoj3 scaffold_6473:16069588-
16069746 +

AGCTAAAACTGCTGGATTTGTGCTTTTGTGACAACTTAATGGATAGTGATGTAGGTCAG-C-ATTTGA---TACTT-----AATTG---AT----CTC-----T------TC-TA----------------------ATCATT-TG-GGCTC---TATTGCAGTTGGATGTAATTGCGGATTGGTCACGACTCTTTAATGTGGATATTAAAAGTA

droGri2 scaffold_15203:11956771-
11956941 -

AGTTGAAATTATTGGACCTAAGCTTTTGCGACAACATTATGGATCGTGAGGTAGATCACAT-GTTAAA---CGA-------AA-------ATTACGA-ATTACTAGTAATTG-------------------------TTTTCTTCTTTTTTTTTTTACAGCATTTCAATTTAATCATCGATTGGTCGCGACTCTTTAAAGTGAAAATCCAATTCA
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Sense Strand Reads
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CCTGCCCCCGCTCGCGGTACAGACGATATATGTAGTCGACGAGTTGGTAGTCCGCAGTGTGACCGCTTATCGAAAGATATCGCAGTCCGATATGCGATATCACTGGGGCTACCTGTCGCCGAACGGTCCCACTGAGTGCGATAGATGCCGGACATTGCATT

***********************************(((.(((...((((((((.(((((....(((.(((((...(((......)))))))).)))....)))))))))))))..))).)))....***********************************
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#
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head
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female
body

V114

embryo
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male
body

..................................................TCCGCAGTGTGACCGCTTATCG......................................................................................... 22 0 1 51.00 51 39 8 3 1

.........................................................................................ATATGCGATATCACTGGGGCTA.................................................. 22 0 1 3.00 3 2 0 0 1

.........................................................................................ATATGCGATATCACTGGGGCT................................................... 21 0 1 3.00 3 3 0 0 0

..................................................TCCGCAGTGTGACCGCTTATCGA........................................................................................ 23 0 1 3.00 3 0 2 1 0

..................................................TCCGCAGTGTGACCGCTTATC.......................................................................................... 21 0 1 2.00 2 1 1 0 0

.........................................................................................ATATGCGATATCACTGGGGCTAC................................................. 23 0 1 2.00 2 2 0 0 0

..........................................................................................TATGCGATATCACTGGGGCTAC................................................. 22 0 1 2.00 2 1 0 0 1

...................................................CCGCAGTGTGACCGCTTATCG......................................................................................... 21 0 1 1.00 1 1 0 0 0

.........................................................................................ATATGCGATATCACTGGGGC.................................................... 20 0 1 1.00 1 1 0 0 0

................................................................................................ATATCACTGGGGCTACCTGTCGC.......................................... 23 0 1 1.00 1 1 0 0 0

....................................................CGCAGTGTGACCGCTTATCG......................................................................................... 20 0 1 1.00 1 1 0 0 0

...................................................CCGCAGTGTGACCGCTTATCGA........................................................................................ 22 0 1 1.00 1 0 1 0 0

..........................................................................................TATGCGATATCACTGGGGCTA.................................................. 21 0 1 1.00 1 1 0 0 0

..........................................GTTGGTAGTCCGCAGTGTGAC.................................................................................................. 21 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

GGACGGGGGCGAGCGCCATGTCTGCTATATACATCAGCTGCTCAACCATCAGGCGTCACACTGGCGAATAGCTTTCTATAGCGTCAGGCTATACGCTATAGTGACCCCGATGGACAGCGGCTTGCCAGGGTGACTCACGCTATCTACGGCCTGTAACGTAA

***********************************(((.(((...((((((((.(((((....(((.(((((...(((......)))))))).)))....)))))))))))))..))).)))....***********************************
Read
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#
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Total
Norm Total
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body

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_8:1857040-1857200

+
dse_129 CCTGCCCCCGCT--CGCGGTACAGACGATATATGTAGTCGA-CGAGTT---------------GGTAGTCCGCAGTGTGACCG-----CTTATCGAAAGATATCGCAGTCCGATATGCGATAT--CACTG-GGGCTACCTG---------TCGCCG---AACGGTCCCACTGA--GTGCGATAGATGCC---GGACATTGCATT

droSim2 x:18470412-18470572 + dsi_72 CCTGCCCCCGCT--CGCGTTACAGACGATATATGTAGTCGA-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

Generated: 09/08/2015 at 07:40 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
1
1
1
1
0
1
0
0
0
2
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1857040-1857200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1857040-1857200
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_129.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18470412-18470572
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_72.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19577485-19577645
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9804382-9804538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11762999-11763155
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


ID:

dse_126

Coordinate:

scaffold_1:1702001-1702059 +

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 [Dsec\GM21015-cds]; utr5 [utr5_plus_3417]

Repeatable elements

Name Class Family Strand

Gypsy8-I_Dpse-int LTR Gypsy +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGCGAGGAGAGAGGCCAGCGGCATAATGCCGGCGACAGCGAATTCATGGGTCTTGTTGCTGATGTTGTTGGTCGCCGTGGAAAGATGCAGCAGCAACAGCAGCGGGCGCATCAATTTTCGCAGCAGCAGCAGCAGCTACAGGAAGGTCCAGTGGCAGGA

***********************************..(((((...(((.((((.(((((((.(((((((((((..........))).)))))))).))))))))))).))).....)))))..************************************
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.....................................................................................TGCAGCAGCAACAGCAGCGGGCG................................................... 23 0 1 24.00 24 12 11 1 0

.....................................................................................TGCAGCAGCAACAGCAGCGGG..................................................... 21 0 1 8.00 8 5 1 1 1

..................................................TCTTGTTGCTGATGTTGTTGGT....................................................................................... 22 0 1 6.00 6 3 0 2 1

..................................................TCTTGTTGCTGATGTTGTTGG........................................................................................ 21 0 1 4.00 4 2 1 1 0

..................................................TCTTGTTGCTGATGTTGTTGGTT...................................................................................... 23 1 1 4.00 4 2 0 2 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGC.................................................... 22 0 1 4.00 4 2 1 0 1

..................................................TCTTGTTGCTGATGTTGTTGGTC...................................................................................... 23 0 1 3.00 3 1 2 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGT.................................................... 22 1 1 2.00 2 1 0 0 1

..................................................TCTTGTTGCTGATGTTGTTG......................................................................................... 20 0 1 1.00 1 1 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGCT................................................... 23 1 1 1.00 1 1 0 0 0

.........................................................................................................................................ACAGGAAGGTCCAGTGGCA... 19 0 1 1.00 1 0 1 0 0

..................................................................................AGATGCAGCAGCAACAGCAGCGGGC.................................................... 25 0 1 1.00 1 0 1 0 0

....................................................................................................AGCGGGCGCATCAATTTTCGCAG.................................... 23 0 1 1.00 1 0 1 0 0

...................................................CTTGTTGCTGATGTTGTTGGTCGCC................................................................................... 25 0 1 1.00 1 0 1 0 0

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

.....................................................................................TGCAGCAGCAACAGCAGCGG...................................................... 20 0 3 0.67 2 0 1 0 1

......................................................................................GCAGCAGCAACAGCAGCGGG..................................................... 20 0 2 0.50 1 1 0 0 0

..................................................TCTTGTTGCTGATGTTGA........................................................................................... 18 1 3 0.33 1 1 0 0 0

.....................................................................................TGCAGCAGCAACAGCAGCGGGTA................................................... 23 2 5 0.20 1 0 0 0 1

.....................................................................................TGCAGCAGCAACAGCAGCGGA..................................................... 21 1 7 0.14 1 0 0 1 0

Anti-sense strand reads

ACGCTCCTCTCTCCGGTCGCCGTATTACGGCCGCTGTCGCTTAAGTACCCAGAACAACGACTACAACAACCAGCGGCACCTTTCTACGTCGTCGTTGTCGTCGCCCGCGTAGTTAAAAGCGTCGTCGTCGTCGTCGATGTCCTTCCAGGTCACCGTCCT

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

Species Coordinate ID Alignment
droSec2 scaffold_1:1701951-1702109

+
dse_126 TGCGAGGAGAGAGGC--CAGCGGCATAATGCCGGCGACAGCGAATTCA------TGGGTCTTGTTGCTGA---------------------TGTTGTTG------------GTCGCCGT------------GGAAA--GATGCAGCAGC---AACAGCAGCGGGC---GCATCAATTTT---CGCA------GCAGCAGCAGCAGCTACAGGAAGGTCCA------------------GTGGCAGGA

droSim2 2r:4879074-4879232 + dsi_14 TGCGAGGAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATTCA------TGGGTCTTGTTGCTGT---------------------TGTTGTTG------------GTCGCCGT------------GGAAA--GATGCAGCAGC---AACAGCAGCGGGC---GCATAAATTTT---CGCA------GCAGCAGCAGCGGCTACAGGAAGGTCCA------------------GTGGCAGGA
dm3 chr2R:4062137-4062295 + dme_405 TGTGAGGAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATTCA------TGGATCTTGTTGCTGT---------------------TGTTGTTG------------GTCGCCGT------------GGAAA--GATGCAGCAGC---AACAGCAGCGGGC---GCATCAATAGT---CGCA------GCAGCAGCAGCGGCTACAGGAAGGTCCA------------------GTGGCAGGA
droEre2 scaffold_4929:18572407-

18572565 -
der_1516 TGTGAGAAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATTCA------TGGGTGTTGTTGCTGT---------------------TGTTGTTG------------GTCGCCGT------------GGAAA--GATGCAGCAGC---AACAGCAGCGGGC---GCATCAATAGT---CGCA------GCAGCAGCAGCGGCTACAGGAAGTTTCA------------------CTGGCAGGA

droYak3 2L:16712475-16712633 + dya_1790 TGTGAGGAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATTCA------TGGGTGTTGTTGCTGT---------------------TGTTGTTG------------GTCGCCGT------------GGAAA--GATGCAGCAGC---AACAGCAGCGGGC---GCATCAATAGT---CGCA------GCAGCAGCAGCGGCAACAGGAAGTTCCA------------------GTGGCAGGA
droEug1 scf7180000409474:2883197-

2883367 +
TCAGAGGAGAGCGGC--CAGCGGCAAAATGCCGGCGACAGCGAATTCGAATTCGTGGGTGTTGTTGCTGT---------------------TGTTGTTG------------GTCGCCGT------------GGAAA--GATGCAGCAGC---AACAACAGCGGACCTCGCGCCAGC------GGCAACGGCAGCCGCGGCATTGGATACGGGAAAATCCA------------------TCGGCAGGA

droBia1 scf7180000302291:1913615-
1913776 +

TGCGAGGAGAGCGGC--CAGCGGCAAAATGCCGGCGACAGCGAATTCG------TGGGTGTTGTTGCTGT---------------------TGTTGTTG------------GTCGCGGT------------GGAAA--GATGCAGCAGCGATAACAGCAGCGGGC---GCATCAATAGT---CGCA------GCAGCAGCAGCGGCCATCGGAAAATGCA------------------GTGGCAGGA

droTak1 scf7180000415088:43555-
43721 -

-ACAACAACAGCGGC--CAGCGGCAAAATGCCGGCGACAGTGAATTCG------TGGGTGTTGTTGCTGT---------------------TGTTGTTG------------GTCGCGGT------------GGAAA--GATGCAGCAGCAACAACAGCAGCGGTC---GCATCAATAGT---CGCAGCAGCAGCAGCAGCAGCGGCTATAGGAAAATCCA------------------GTGGCAGGA

droEle1 scf7180000491240:859170-
859325 +

TGCGAGGAGAGCGGC--CAGCGGCAAAATGCCGGCGACAGCGAATTCG------TGGGTGTTTTTGCTGT---------------------TGTTGTTG------------GTCGCCGT------------GGAAA--GATGCAGCAGC---AACAGCAGTGGGC---GCATCAATAGT---CGCA---------GTAGCAACGGCTACAGGAAAATTCA------------------GTGGCAGGA

droRho1 scf7180000770177:147425-
147580 +

TGTGAGAAGAGCGGC--CAGCGGCAAAATGCCGGTGACAGCGAATTCG------TGGGTGTTGTTGCTGT---------------------TGTTATTG------------GTCGCTGT------------GGAGA--GATGCAGCAGC---AACAGCAGTGGGC---GCATCAATA------GAA------GCAGGAGCAGCGGCTATAGGAAAACCCA------------------ATGGCAGGA

droFic1 scf7180000453215:147147-
147296 -

TTCGTAAAGAGCGGC--CAGCGGCAAAATGCCGGCGACAGCGAATTCG------TGGGTGTTTTTGCTGT---------------------TGTTGTTG------------GTCGCCGT------------GGAAA--GATGCAGCAGC---AACAGCCGCGGGC---GCATCAATAGT---CGCA------GCAGCAT---------CAGGAAAAGCCA------------------CTGGCAGGA

droKik1 scf7180000302411:115803-
115943 -

TGTGAAGAGAGCGGC--CAGCGGCAAAATGCCGGCGACAGCGAATTCG------TGGGTGTTGTTGCTGT---------------------TGTTCGTC------------GTCGCCGT------------GGAAA--GATGCAGCAGC---AGCAGCAGC------------------------------------------------AGCAAAGAGCAGTGGCAGGAGCCGCAGTTGCAGTTGCA

droAna3 scaffold_13266:1925319-
1925461 -

dan_4048 -GCGAGAAGAGCGGC--TTGCGGCAAGATGCCGGCGACAGCGAATTCG------TGGGTGTTGTTGCTGT---------------------TGTTCGGC------GTCGTCGTCGCCGT------------AGAAA--GCAGCAGCATC---ATCAGCA--------------AAAAGG---GCCA------GCAGCAGCAGCAGCAACAGGAG--TCCT------------------T--------

droBip1 scf7180000396730:2911821-
2911954 -

-GCGAGAAGAGCGGC--TTGCGGCAAGATGCCGGCGACAGCGAATTCG------TGGGTGTTGTTGCTGT---------------------TGTTCGGC------GTCGTCGTCGCCGT------------GGAAA--GCAGCAGCAGC---ATCAGCAGC---------------------------------AGCAGCATCACCAGCAAAAAGGGCCA---------------------------

dp5 3:2044903-2045007 + -GCGTGAAGAGCAGT----GCGGCAAGATGCCGGCGACAGCTAATGTG------CGGGTGTTGTTGTTGT---------------------TGTGCTGC------GCC---GTCGTTGT------------GGATA--GC---------------------------------------------------------------------AGTAAATTGCA------------------GGAGCAGCA
droPer2 scaffold_2:2217508-2217612

+
dpe_2519 -GCGTGAAGAGCAGT----GCGGCAAGATGCCGGCGACAGCGAATGTG------CGGGTGTTGTTGTTGT---------------------TGTGCTGC------GCC---GTCGTTGT------------GGATA--GC---------------------------------------------------------------------AGTAAATTGCA------------------GGAGCAGCA

droWil2 scf2_1100000004729:2691966-
2692109 -

TATTAAAAA---------------------------------------------TAATTATAATTGCTCCCACGATTTTCTGTTCCAAGAATATTGCTG------------GTGACCAC------------AGGAGCAGCAGCAGCAGC---AGCAGCAGCAGCA---GCAGCAGCAGC---AGCA------GCAGCAACAACAGCAACAGCAGC-ATCG------------------GCAGCAGCA

droVir3 scaffold_12875:9059120-
9059250 +

-GCAGCCAGAGCAGC---AGCGGCAAAATGCCGGCGACAGCGAATTTG------TGCCTGTTGTTGTTGC---------------------TGCTCTTC------GTAGTCGCCGTCGT------------CGCTA--GCAG------C---A-----------------------AATCGATGC------------------AGCAACAGGAG--TCCG-------------GCTCCACAGCAGGA

droMoj3 scaffold_6496:18113608-
18113745 -

------------------AGCGGCAAAATGCCGGCGACAGCGAATTTG------TCGTCGTTGTTGTTGT---------------------TGCTGTTT---TGCGTC---GTCGTCGTCGTCGCCGCCGTTGCTG--GCAG------C---A-----------------------AAT---CGAA------GCAGCAGGAACAGCAACAGGAG--TCCG-------------GCTCCACAGCAGCA

droGri2 scaffold_15245:2390645-
2390785 +

-GCAGGCAGCGCGGCAGCACCGGCAAAATGCCGGCGACAGCGAGTTTG------TCCATGTTGTTGTTGT---------------------TGTTGCTGGCTTCTATC---GCAATCGC------------CGCTA--GC------------AGCA--------------------AAT---CGAA------GCAGCTGCAGCAGCAACAGGA--GTCCG------------------TCGGCTCCA
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ID:

dse_144
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Legend: mature star mismatch in alignment mismatch in read
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intergenic

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AATAGTAATGAACGAAAAAAATGAAAACACAACAGCCAAATAGTAAATAATGCAAACAACACGCGCTGCTTGTTTATATAAAAGTTGTGCAACAAGCGACCCGCGCTGTCTGCGCTATTTGCGTTCAACTGTCATGATAACAAAAATAAAACTATTAACTTTCAACG

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V115

head

V114

embryo

V113

male
body

..................................................TGCAAACAACACGCGCTGCTTG............................................................................................... 22 0 1 31.00 31 19 9 2 1

..................................................TGCAAACAACACGCGCTGCTT................................................................................................ 21 0 1 10.00 10 6 3 1 0

..............................................................................................AGCGACCCGCGCTGTCTGCGCT................................................... 22 0 1 7.00 7 1 2 4 0

.................................................ATGCAAACAACACGCGCTGCTT................................................................................................ 22 0 1 3.00 3 2 0 1 0

.............................................................................................AAGCGACCCGCGCTGTCTGCGC.................................................... 22 0 1 2.00 2 0 0 2 0

....................................................CAAACAACACGCGCTGCTTG............................................................................................... 20 0 1 1.00 1 0 1 0 0

..................................................TGCAAACAACACGCGCTGCTTT............................................................................................... 22 1 1 1.00 1 0 0 0 1

..............................................................................................AGCGACCCGCGCTGTCTGCGCTA.................................................. 23 0 1 1.00 1 1 0 0 0

..................................................TGCAAACAACACGCGCTGCTTGT.............................................................................................. 23 0 1 1.00 1 0 1 0 0

.........................................................................TTATATAAAAGTTGTGCAACAAGCG..................................................................... 25 0 1 1.00 1 0 0 1 0

..............................................................................................AGCGACCCGCGCTGTCTGCGC.................................................... 21 0 1 1.00 1 1 0 0 0

..................................................TGCAAACAACACGCGCTGCTTGA.............................................................................................. 23 1 1 1.00 1 1 0 0 0

Anti-sense strand reads

TTATCATTACTTGCTTTTTTTACTTTTGTGTTGTCGGTTTATCATTTATTACGTTTGTTGTGCGCGACGAACAAATATATTTTCAACACGTTGTTCGCTGGGCGCGACAGACGCGATAAACGCAAGTTGACAGTACTATTGTTTTTATTTTGATAATTGAAAGTTGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V115

head

M054

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_0:16198964-16199130

-
dse_144 AATAGTAATGAACGAAAAAAA---------TGAAA-------------------------ACACAACAGCCAAATAGTAAAT--------------AATGCAAACAACACGCGC----------TGCTTGTTTA----TATAAAAGTTGTGCAACAA--G-CGA---------------------------------------------------------------CCCGCGC-----TGT---------CTGCG---------CTATTTGCGTTCAACTGTCATGATA--------ACAAAAATAAAACT---ATTAACTTTC-AACG

droSim2 3r:15328537-15328703 - AATAGGAATGAACGAAAAAAA---------TGAAA-------------------------ACACAACAACCAAATAGTAAAT--------------AATGCAAACAACACGCGC----------TGCTTGTTCA----TATAAAAGTTGTGCAACAA--G-CGC---------------------------------------------------------------CCCGCGC-----TGT---------CTGCG---------CTATTTGCGTTCAACTGTCATGATA--------ACAAAAATAAAACT---ATTAACTTTC-AACG
dm3 chr3R:5718488-5718651 + AATAGGAATAAACAAAAGAAA------------AA-------------------------ACACAACAACCAAATAGTAAAT--------------AATGCAAACAACACGCGC----------AGCTTGTTCA----TATAAAAGTTGTGCAACAA--G-CGC---------------------------------------------------------------CCCGCGC-----TGT---------CTGCG---------CTATTTGCGTTCAACTGTCATGATA--------ACAAAAATAAAACT---ATCAACTTTC-AACG
droEre2 scaffold_4770:15886820-

15886999 -
AATAAGAAGG-------GGAA-----AA--T-------AGGAAAAACAGTAACAGCAAACACACTACTACCAAATAGTAAAT--------------AATGCAAACAACACGCGC----------AGCCTGTTCG----TATAAAAGTTGTGCAACAA--G-CGC---------------------------------------------------------------CCCGCGC-----TGT---------CTGCG---------CTATTTGCGTTCAACTGTCATGATA--------ACAAAAATAAAACT---ATTAACTTTC-AACG

droYak3 3R:9762623-9762802 + AATAGGAAGA-------AAAA---------AGCAAAAAAGAAAAGGCA-------CAAACACACTACTACCAAATAGTAAAT--------------AATGCAAACAACACGCGC----------AGCTTGTTCATA--TATAAAAGTTGTGCAACAA--G-CGC---------------------------------------------------------------CCCGCGC-----TGT---------CTGCG---------CTATTTGCGTTCAACTGTCATGATA--------ACAAAAATAAAACT---ATTAACTTTC-AACG
droEug1 scf7180000409470:35894-35989

+
AT----------------------------------------------------------------------------------------------A----AAGCCACACGCGC------GCTTCGGCTGTTCG----TATAAAAGTTGTGCAACAA--G-CG---------------------------------------------------------------------------------------------------------------CTGGCTTGTCATGATA--------ACAAAAGTAAAACT---ATTAACTTTC-AGCA

droBia1 scf7180000302402:3206848-
3206994 +

TG-------A-------GAAA---------TGCAA--------------------------------------------AAATGCTCGAGTGCAAGAGCGAAAACAACTCGCGC----------AGGCTGCTCGTGTGTGTAAAAGTTGTGCAACAA--G-CGT---------------------------------------------------------------T-----G-----TGT---------CTGCG---------CTATTTGCGCTCAACTGTCATGATA--------ACGAAAATAAAACT---ATTAACTTTC-AGCA

droTak1 scf7180000415653:779286-
779443 +

AATCAAAA---------AAAA-----AAGAGGAAA--------------------------------AGCCAA--AGAAAAA--------------AAGGCAAACAACACGCGC----------AGGTTGTTCA----TATAAAAGTTGTGCAACAA--G-CGC---------------------------------------------------------------CCCGCGCTGTCTTGT---------CTGCG---------CTATTTGCGTTCAACTGTCATGATA--------ACAAAAATAAAACT---ATTAACTTTC-AGCA

droEle1 scf7180000490967:1023542-
1023676 -

GA---------------AAAA---------TGAAA------------------------------------------------------------------AAACAACATCCGTCAGCTCGACCAGGTTGTTCA----TATAAAAGTTGTGCAACAA--G-CAA---------------------------------------------------------------GGTGCGC-----TGT---------CTGCG---------CTATTTGCGTTCAACTGTCATGATA--------ACAAAAATAAAACT---ATTAACTTTC-AACA

droRho1 scf7180000779916:114896-
115020 -

GA---------------AAAA---------TGAA-------------------------------------------------------------------AAACAACACGCGCCAACTCGCCCAGGTTGTTCA----TATAAAAGTTGTGCAACAA--G-------------------------------------------------------------------------C-----TGT---------CTGCG---------CTATTTGCGTTCAACTGTCATGATA--------ACAAAAATAAAACT---ATTAACTTTC-AACA

droFic1 scf7180000454104:1128531-
1128632 -

AAAC---------------------------------------------------------------------------------------------GCACAAACAACACGGGT----------GAGTTGTTCA----TATAAAAATTGTGCAAC----------------------------------------------------------------------------------------------------G---------CTATTTGCGTTCAACTGTCATGATA--------ACGAAAATAAAACT---ATTAACTTTT-AACA

droKik1 scf7180000302706:1951270-
1951375 +

AATTGAAATAATCAGGA--------------------------------------------------------------AAA--------------AGCTCAA-----------------------ATATTATA----TATAAATGTTGTGCAAC----------------------------------------------------------------------------------------------------G---------CTTTCTGCACTCACCTGTCATGATA--------ACAAAAATAAAACT---ATAAACTTTT-AACA

droAna3 scaffold_13340:6279513-
6279684 +

AAT-----------------------------------------------------------------------CATCGAAC--------------AACGCAAACAACACGCGCC---------AGGTTGCTCG----C-------------AACGCCAGTC-AATGGAAGCT-ACATGTGTACGTACTACGTACCTGTG-CC-----CTCACCTG---T-------C---CCC-----TGT---------CTG-GCTCTTGTTGTTGTTTGCGCCCCACTGTCATGATA--------ACAAAAATAAAACT---ATTAACTTTTGAACA

droBip1 scf7180000396708:2564238-
2564457 -

ACTACTCCCCAATCAATGCAGTTGTCCAGCTTTAC-----------------------------AGT--TGAATCACAAAAC--------------AACGCAAACAACACGCGCC---------GGGTGGCTCG--------CACGTTGTGCAACGCCAGTC-AATGGAGGCT-A-------------------CCTGTG-CCTGCGACTCACCTGTTTTCCCCTGTCTGGCCG-----TGTTGT------TGCTG---TTGTTTTTGTTTGCGCAC-ACTGTCATGATA--------ACAAAAATAAAACT---ATTAACTTTTGAACA

dp5 2:5256650-5256710 - -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C-----TGT---------CTG-T---------CTGTTTGCTTTCAACTGTCATGATA--------ACGAAAATAAAACT---ATTAACTTAT-AACAdroPer2 scaffold_19:966508-966665 - ----------------------------------------------------------------------------------------------------CGAACAACACGCGCC---------TGGTTG----------CACAGGTTGTGCAACAA--C-CAAGTGCAATCTCA-------------------TCTCTTCCCTGCCTCTC---TCTTTCTCTCTCTCTCTCTC-----TGT-CTGCCTGTCTG-T---------CTGTTTGCTTTCAACTGTCATGATA--------ACGAAAATAAAACT---ATTAACTTAT-AACA
droWil2 scf2_1100000004943:16363711-

16363771 -
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCGCATGCAACTGTCATGATAGGAAAAGCACAAAAAAAAAAATAAAATAAAACTTT-AATA
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGCAATATGTTTATTTTGAGGAATAGCGTAATGGAAATTGATAGATCCGCTCGATCATGCCCACAAACAATCAGTCTATGCGTTGGCTGTTTGTGGACATGGACGAGAGGAGGCGTTACAAGTACAACATACGACACACACCGTGCATCAACCAACCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V115

head

M054

female
body

V114

embryo

......................................................................................CTGTTTGTGGACATGGACGAGA................................................... 22 0 1 26.00 26 8 7 2 9

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

..................................................TCGATCATGCCCACAAACAATC....................................................................................... 22 0 1 4.00 4 1 0 3 0

......................................................................................CTGTTTGTGGACATGGACG...................................................... 19 0 1 3.00 3 3 0 0 0

......................................................................................CTGTTTGTGGACATGGACGA..................................................... 20 0 1 3.00 3 0 0 2 1

......................................................................................CTGTTTGTGGACATGGACGAGAT.................................................. 23 1 1 3.00 3 2 0 1 0

..................................................TCGATCATGCCCACAAACAATCAG..................................................................................... 24 0 1 1.00 1 0 1 0 0

.........................................................................................TTTGTGGACATGGACGAGAGGAGT.............................................. 24 1 1 1.00 1 0 1 0 0

..................................................................................TTGGCTGTTTGTGGACATGGAC....................................................... 22 0 1 1.00 1 1 0 0 0

......................................................................................CTGTTTGTGGACATGGACGAGAA.................................................. 23 1 1 1.00 1 0 0 1 0

..............TTTGAGGAATAGCGTAATGGAAATTG....................................................................................................................... 26 0 1 1.00 1 0 0 0 1

.............................................................................ATGCGTTGGCTGTTTGTGGACATGGAC....................................................... 27 0 1 1.00 1 1 0 0 0

.....................................................ATCATGCCCACAAACAATCAGTC................................................................................... 23 0 1 1.00 1 0 0 1 0

.........................................................................................................................................ACACCGTGCATCAACCAACCG. 21 0 1 1.00 1 0 1 0 0

............ATTTTGAGGAATAGCGTAATG.............................................................................................................................. 21 0 1 1.00 1 0 0 1 0

......................................................................................CTGTTTGTGGACATGGACGAGAAT................................................. 24 2 1 1.00 1 0 1 0 0

.....................................................................................GCTGTTTGTGGACATGGACGAG.................................................... 22 0 1 1.00 1 0 1 0 0

..................................................................................TTGGCTGTTTGTGGACATGGT........................................................ 21 1 1 1.00 1 1 0 0 0

......................................................TCATGCCCACAAACAATCAGTC................................................................................... 22 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

TCGTTATACAAATAAAACTCCTTATCGCATTACCTTTAACTATCTAGGCGAGCTAGTACGGGTGTTTGTTAGTCAGATACGCAACCGACAAACACCTGTACCTGCTCTCCTCCGCAATGTTCATGTTGTATGCTGTGTGTGGCACGTAGTTGGTTGGCT

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V115

head

..........................................................CGGGTGTTTGTTAGTCAGATA................................................................................ 21 0 1 1.00 1 1 0

............................................TAGGCGAGCTAGTACGGGTGT.............................................................................................. 21 0 1 1.00 1 0 1

..........................................................................................................................ATGTTGTATGCTGTGTGTGGCA............... 22 0 1 1.00 1 0 1

........................................................................................................................................GTGTGGCACGTAGTTGGTTG... 20 0 1 1.00 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_0:12486090-12486248

+
dse_135 AGCAAT-----ATGTTTAT--TTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCTCGATCATGCCCACAAACAATCAGTCT-AT-G--------C-GTTGG-----------CTGTTTGTGGACATGGAC-------------------------GAGAGGAGGCG--TTAC----AA-------GT------ACAACA------------TAC---GA--CACACACCGTGC-----------ATCAACCAACCGA

droSim2 3r:11657846-11658004 + dsi_32447 AGCAAT-----ATGTTTAT--TTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCTTGATCATGCCCACAAACAATCAATAT-AT-G--------C-GTTGG-----------CTGTTTGTGGACATGGAC-------------------------GAGAGGAGGCG--TTAC----AA-------GT------ACAACA------------TAC---GA--CACACACCGTGC-----------ATCAAACAACCGA
dm3 chr3R:9521062-9521220 - dme_395 AGCAAT-----ATGTTTAT--TTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCTCGACCATGCCCACAAACAATCAATCT-AT-G--------G-ATTGG-----------CTGTTTGTGGACATGGAT-------------------------GAGGGGTGGCG--TTAC----AA-------GT------ACAACA------------TAC---GA--CACACACCGTGC-----------ATCAACCAACCAA
droEre2 scaffold_4770:12114097-

12114258 +
der_1533 AGCAAT-----ATTTTTAT--TTTGATGAATAGCGTAATG-GAAATT-A--ATAGATCCCCTCGACCATGCCCACAAACAATCAATCC-AT-A--------G-GTTGG-----------CTGTTTGTGGACATAGAC-------------------------GAGAGGAGGCG--GTAC----GAGTACCAAGT------ACAACA------------TAA---AA------CACTGTGC-----------ATCCACCAACCGA

droYak3 3R:13829456-13829614 - AGCAAT-----ATGTTTAT--TTTGAGGAATAGAGTAATG-GAAATT-A--ATAGATTCCCTCGACCATGCCCACAAGCAATCAACCT-AT-G--------G-GTTGG-----------ATGTTTGTAGACATGGAC-------------------------GAGAGGAGCCG--GTAC----AA-------GT------ACAACA------------TAC---GA--CACACCCTGTGC-----------ATCCACCAACCGA
droEug1 scf7180000409802:453288-

453444 +
AGCAAT-----ATGTTTAT--TTTGACAAAAAGCTTAATG-GAAATT-A--ATAGATACACTCGACCATGCCCACACACAACCCACTA--TCG--TTTCTGG-GTTGG-----------TTGTGTGTGGACAAGGAC-------------------------GAGTAGTGACC--AGAC----AA-------GT------ACAACA------------TAA---GG--T--------CAC-----------ATCCACCAACTGA

droBia1 scf7180000302402:2257639-
2257797 -

AGCAAT-----ATGTTTAT--TTTGAGGAAAAGCTTAATG-GAAATT-AGTATAGATTCCCCTGACCATGTCCGCACACAATCCACCT-AC-T--AGTCTGC-----G-----------TTGTATGTGGACATGGAC-------------------------AGGAGGAGACG--AGAC----AA-------GT------ACAA----------------G---TA--CACACCCTGTGC-----------ATCCACCAAACGA

droTak1 scf7180000415380:348700-
348870 -

AGCAAT-----ATGTTTAT--TTTGACGAAAAGCTTAATG-GAAATT-A--TTAGATCCCCTCGACCATGCCCACACACAATCCCCCGTTTCG--AATCTGG-GTTGG-----------ATGTGTGTGGACATGGAC-------------------------GAGTGGAGATG--AGAGAC--AA-------GT------ACAACA------------TAA---GACACACACCCTGTGC-----------AACCACCAACTGA

droEle1 scf7180000491047:1670847-
1671018 +

AGCATT-----ATATTTAT--TTTTACGAAAAGCGTAACCCAAAATT-G--ATAGTTCCGCCCGACCATGCCCACACACATTCCTCAGCTTCG--TGGCTGG-GTTGG-----------CTGTGTGTGGACATGAGC-------------------------GAGCGGAGATG--GGACACATAA-------GT------ACAACA------------TAA---GA--CACACCCTGTGC-----------ATCCACCAACTGA

droRho1 scf7180000769095:41483-41655
+

AGCAAG-----TTGTTTAT--TTTGACGAAAAGCGTAATA-GAAATT-A--ATAGTTCCACTCGACTATGCCCACACACATCCCCCACCATAA--AATCTGG-GTCGG-----------ATGTGTGTGGACATGGGC-------------------------GAGTGGATACACGGGACACATAA-------GT------ACAACA------------TAA---GA--CACACCCTGTGC-----------ATCTATCAACTGA

droFic1 scf7180000453912:20388-20549
-

AGCAAT-----ATGTTTAT--TTTTACGAAAAGCGTAACC-GAAATT-G--ATCATTTTACCCGGCCATGTCCATGCACAACCCACTC-CTCG--AATC-----TGGA-----------ATGTGTGCGGACATGGGC-------------------------GAGTGAAAACG--GAGC----AA-------GT------AAAACA------------TAA---CA--CACACCTTGTGC-----------ATCCACCAACTGA

droKik1 scf7180000302706:531091-
531275 -

AGCAGCAATATTTGTTTAT--TTTGTCGGAAAGCCTTACC-GAAATCTATTGTAGTTTCGCTCGACCATGCCCACACTTGGCCCACCT-CT-G--AATAAGGCTTCGG-----------CTAGGTGTGGACATGGGC-------------------------GAGTGAAAACA--ACGC----GCAT-----GTTATATTTGAACG------------TAA---GA--CACACCCTGTAC-------CTT-ATCCAGCAACTGA

droAna3 scaffold_13340:10521960-
10522120 +

dan_4053 AGCAAT-----CTGTTTAA--TTTGACGAAAGTTTATACC-GAAATT-T--GCAGTTCTGTTCGATCCCGTCCACACACAGCCAATCT-TT-GGGTTCAAGG-TTTGA-----------GTCTGTGTGGGCGCAATC-------------------------GCTTGGATACT--TTAG-----------------------ATAC------------TAA---GA--GACACTCCGTGT-----------GACCATCAACTGA

droBip1 scf7180000396708:5537324-
5537484 +

AGCAAT-----CTGTTTAA--TTTAAAGAACCTCTATACC-GAAATT-T--GTAGCTCCGCTTGATTACGTCCACACACAGCCAATCT-TT-GGGTTCAAGG-TTTGA-----------ATCTGTGTGGACGTGATC-------------------------GGTCGGATACT--TTGG----A---------T------ACA----------------AA---GA--GACACTTCGTGT-----------TACCACCAACTGA

dp5 2:10072318-10072498 - dps_3847 GGTATA-----ATGTTTTTTTTTTTGGGACAAACATAACC-GATACT-T---TACCAATGCTCCACCACGCCCACACACATCCATACT--TAA--CCTATAG-TCTGC-----------CTGTGTGTGGACGATGCG-------------------------GAGATCGCGCA--AGGA----AG-------GT------ACCT-------TATAACATAG---AA--AGCATCCCGCATTTACCATCTA-CTCTACCAACTGA
droPer2 scaffold_0:10409010-10409190

+
dpe_2525 GGTATA-----GCGTTTTTTTTTTTTGGACAAACATAACC-GATACT-T---TACCAATACTCCACCACGCCCACACACATCCATACT--TAA--CTATAAG-TCTGC-----------CTGTGTGTGGACGAGGCG-------------------------GAGATCGCGCA--AGGA----AG-------GT------ACCT-------TATAACATAG---AA--AGCATCCCGCATTTACCATCTA-CTCTACCAACTGA

droWil2 scf2_1100000004943:10969691-
10969819 -

CTCTGC-----ACAA-----------------------------------------------------TTTTCAGACATATT-----------------TGG-ATTTATTTTGTGTTTATTATCTTTAAATTCTTATAGTAGCACTCATTTCAAACAATGTTGAGT-----TG--CGCC----CA-------GT------ACCTTA------------TAC---AT---------AATAC-----------ACTCTCCCAAACT

droMoj3 scaffold_6540:11623578-
11623755 +

ATTGTT-----GTGTTGAT--ACCGAGACAAAAGCTAAAC-TAAATT-A--A-AGCAGCGCCCACACACACACACATACACGC---AC-AT-T--------A-GTTGT-----------GTGTGTGCGTGTGTGTGT-------------------------GTGTGTGGACG--TCAG----AA-------GC------GCGTAGTACCTTGTAGCATTTAACCACGAACACCCTGTAA----CACACACATA-CACAAGTGA
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GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAACTCCGGAGGTAAGAAAGTTTTGTTACATCCCTTACAACTTCAAGTAAGCAAAAGTACAACTCTTCTTTCAGACGAAACTGCGTTGCCGATGCTCTCCATAGTGACTCCCACGCGGGGACGT

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

V113

male
body

V115

head

..................................................GTAAGAAAGTTTTGTTACATCCCT......................................................................................... 24 0 1 17.00 17 16 0 1 0

..........................................................................................CAAAAGTACAACTCTTCTTTCAG.................................................. 23 0 1 17.00 17 6 11 0 0

..........................................................................................CAAAAGTACAACTCTTCTTTCAGT................................................. 24 1 1 4.00 4 3 1 0 0

..........................................................................................CAAAAGTACAACTCTTCTTTCA................................................... 22 0 1 4.00 4 1 3 0 0

..........................................................................................CAAAAGTACAACTCTTCTTTC.................................................... 21 0 1 2.00 2 1 1 0 0

..........................................................................TACAACTTCAAGTAAGCAAAAGT.................................................................. 23 0 1 2.00 2 1 0 1 0

..................................................GTAAGAAAGTTTTGTTACATCCCTT........................................................................................ 25 0 1 2.00 2 2 0 0 0

............................AGCGCGCTGGACAACTCCGGA.................................................................................................................. 21 0 1 1.00 1 1 0 0 0

...........................................................................................AAAAGTACAACTCTTCTTTCA................................................... 21 0 1 1.00 1 0 1 0 0

............................................................................................AAAGTACAACTCTTCTTTCAGT................................................. 22 1 1 1.00 1 1 0 0 0

...................................................TAAGAAAGTTTTGTTACATCCCT......................................................................................... 23 0 1 1.00 1 0 1 0 0

...........................................................................................AAAAGTACAACTCTTCTTTCAGT................................................. 23 1 1 1.00 1 1 0 0 0

..................................................GTAAGAAAGTTTTGTTACATCCC.......................................................................................... 23 0 1 1.00 1 0 0 0 1

.............................................................................AACTTCAAGTAAGCAAAAGTACA............................................................... 23 0 1 1.00 1 0 0 0 1

Anti-sense strand reads

CCTGACAGTGCTGCTCCTGTTGATGTGGTCGCGCGACCTGTTGAGGCCTCCATTCTTTCAAAACAATGTAGGGAATGTTGAAGTTCATTCGTTTTCATGTTGAGAAGAAAGTCTGCTTTGACGCAACGGCTACGAGAGGTATCACTGAGGGTGCGCCCCTGCA

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

#
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Hit
Count

Total
Norm Total

M054

female
body

V114
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
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

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
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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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dsec\GM23880-in]; utr5 [utr5_plus_10181]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCATCCAATGGACGCCATATCTGGAGCAGCATGAGATCTCTGAAAAAGTGTGTTTGTTTGCTGGCTACATCTGTGTTGCAGGGACTCCAAATGGATTTCCTGCACAACATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGAGATACAAGATATAAGCTGCTAAATTGAACTACA

***********************************.............((((((.(((((((((..(((((((((.((((((((.(((....))).))))))))...........)))))))))))))).))))))))))...............************************************
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V115

head

V114

embryo

..................................................TGTTTGTTTGCTGGCTACATCTG...................................................................................................................... 23 0 1 9.00 9 4 1 3 1

......................................................................................................................AGATGTTCAGCAAGACAACACG................................................... 22 0 1 8.00 8 2 5 1 0

..................................................TGTTTGTTTGCTGGCTACATCTGT..................................................................................................................... 24 0 1 5.00 5 1 2 1 1

..................................................TGTTTGTTTGCTGGCTACATCT....................................................................................................................... 22 0 1 4.00 4 4 0 0 0

.......................................................................................................................GATGTTCAGCAAGACAACACGT.................................................. 22 0 1 3.00 3 0 0 2 1

.......................................................................................................................GATGTTCAGCAAGACAACACGA.................................................. 22 1 1 2.00 2 1 1 0 0

.......................................................................................................................GATGTTCAGCAAGACAACACG................................................... 21 0 1 2.00 2 1 0 1 0

...................................................GTTTGTTTGCTGGCTACATCT....................................................................................................................... 21 0 1 1.00 1 1 0 0 0

........................................................................GTGTTGCAGGGACTCCAAATGGATT.............................................................................................. 25 0 1 1.00 1 1 0 0 0

..................................................TGTTTGTTTGCTGGCTACAT......................................................................................................................... 20 0 1 1.00 1 1 0 0 0

..................................................TGTTTGTTTGCTGGCTACATCTGTG.................................................................................................................... 25 0 1 1.00 1 0 1 0 0

.......................................................................................................................GATGTTCAGCAAGACAACACT................................................... 21 1 1 1.00 1 0 0 1 0

.............................................AAGTGTGTTTGTTTGCTGGCTACG.......................................................................................................................... 24 1 1 1.00 1 0 0 0 1

..........................................................................................................................................CGTCAAAACAATCAACAGGAGA............................... 22 0 1 1.00 1 0 1 0 0

...............................................GTGTGTTTGTTTGCTGGCTAC........................................................................................................................... 21 0 1 1.00 1 0 0 0 1

..................................................TGTTTGTTTGCTGGCTACATC........................................................................................................................ 21 0 1 1.00 1 1 0 0 0

..........................................................................................................................GTTCAGCAAGACAACACG................................................... 18 0 1 1.00 1 0 0 0 1

....................................................................................................................................................ATCAACAGGAGATACAAG......................... 18 0 1 1.00 1 0 0 0 1

.....................................CTCTGAAAAAGTGTGTTTGTTTGCTG................................................................................................................................ 26 0 1 1.00 1 0 1 0 0

......................................................................................................................AGATGTTCAGCAAGACAACACGT.................................................. 23 0 1 1.00 1 0 0 0 1

.....................................................................................................................CAGATGTTCAGCAAGACAACACG................................................... 23 0 1 1.00 1 0 0 1 0

........................................................................................................................ATGTTCAGCAAGACAACACGT.................................................. 21 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

GGTAGGTTACCTGCGGTATAGACCTCGTCGTACTCTAGAGACTTTTTCACACAAACAAACGACCGATGTAGACACAACGTCCCTGAGGTTTACCTAAAGGACGTGTTGTACTTGAGTGTCTACAAGTCGTTCTGTTGTGCAGTTTTGTTAGTTGTCCTCTATGTTCTATATTCGACGATTTAACTTGATGT

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

Species Coordinate ID Alignment
droSec2 scaffold_0:15728105-

15728295 -
dse_143 C--CAT-------CCAATG-GA---CGC--C----------------------------------------------------------------ATATCTGGAGCAGCATGAGATCTCTGA-AAAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCAGGGAC----------------TCCAAAT-----------GGATTT-CCTG---------------------------------------------CACAAC--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGA-GATAC-AAGATA----------------------TAAGCTGCTAAATTGAACT------------ACA

droSim2 3r:14862061-14862251 - dsi_32453 C--CAT-------CCAATG-GA---CGC--C----------------------------------------------------------------ATATCTGGAGCAGCATGAGATCTCTGA-AAAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTAGGGAC----------------TCCAAAT-----------GGATTT-CCTG---------------------------------------------CACAAC--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATAC-AAGATA----------------------TAAGCTGCTAAATTGAACT------------ACA
dm3 chr3R:6217163-6217355 + dme_164 C--TAT-------CCAATG-GA---TGCTCC----------------------------------------------------------------ATATCTGGAGTAGCATGAGATCTCTGA-AAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGGAC----------------TTCAAAT-----------GGATTT-CCTG---------------------------------------------CACAAC--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATAC-AAGATA----------------------GAAGCTGCGAAATTAATCT------------ATT
droEre2 scaffold_4770:15403094-

15403287 -
der_1515 A--CAT------CCCATTG-GA---CGC--CA-T-------------------------------------------------------------GGATCTGGAGCCGCACGAGATCTCTGA-AAAAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCAGGGGT----------------TCCAAAT-----------GGATTT-CCTG---------------------------------------------CACAAC--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGGA-GATTC-AAGATT----------------------GGAGCTGCTAAAGCAATTT------------ATA

droYak3 3R:10242929-10243122 + dya_1789 CCCCAT------CCCAATG-GA---CGC--C----------------------------------------------------------------ATATCTGGACCAGCATGAGATCTCTGA-AAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGGAT----------------TCCAAAT-----------GGAATT-CCTG---------------------------------------------CACAAC--ATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATTC-AAGATT----------------------GGAGCTGCTGAAGTGATCT------------ACC
droEug1 scf7180000409692:688205-

688398 +
C--TATAAGGAAACCAATG-GA---AAG--T----------------------------------------------------------------CTATCTGGAGCAGCATGAGATCTATGA-AAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGAT----------------CCGGAAT-----------GGATTT-CCTG---------------------------------------------TAGATTT-GGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGA-AATGG-AAGAAA--C--------------CACTGCCAACTGCTA-----------------------A

droBia1 scf7180000302402:8304870-
8305041 +

C---------------ATG-GA---AAC--G-----------------------------------------------------C----------CTATCTGGAGCAGCAAGAGATCTCTGA-AAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACGGGCAA----------------CCCAAAG-----------GGCTTT-CTCG---------------------------------------------TAGAATT--GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGA-GATGCCAGGATTA------------------------G-------------CT------------CCG

droTak1 scf7180000415380:1425442-
1425621 -

C---------------ATG-GA---AAC--T----------------------------------------------------------------TTATCTGAAGCAGCATGAGATCTCTGA-AAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGAT----------------CCGAAAT-----------GGATTT-CCTG---------------------------------------------TAGACTT-GGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATGCAAGGATTAGCAGT-----------------------------GGAACT------------ACA

droEle1 scf7180000490995:524393-
524581 -

A--AGC-------CCAATG-GA---AAC--T----------------------------------------------------------------TCACCTGGAGCAGCATGAGATCTCTGA-AAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGAAT----------------CCGAAAT-----------GGATTT-CCTG---------------------------------------------TAGGCTA-CACAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGG-A---------TTGTCTACGGAATTGGTTCAA-A----------------AACA------------ACA

droRho1 scf7180000777158:35324-
35493 -

A--A-C-------CCAATG-GA---AAC--T----------------------------------------------------------------CTACCTG-----------GATCTCTGA-AAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGAAT----------------CCGAAAT-----------GGATTT-CCTG---------------------------------------------TAGGCTT-ACCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGG-A---------GGAT------------------------CTACGAAGATTATAT------------AGA

droFic1 scf7180000453800:2293598-
2293790 +

A--AAC-------GCAATG-GA---AAA--C-----------------------------------------------------T----------TTATCTGGAGCAGCATGAGATCTCTGA-AAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGAT----------------CCAAATT-----------GGATTT-CCTG---------------------------------------------TGGGCTT-AGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAATACAACAGGA-GATGCCAAGATAAGCTGC---------------GA--------AAATTGTTAA------------AAA

droKik1 scf7180000302475:1404915-
1405115 +

A--T---------TCAATG-GA---AAC--TCAAAATGATCA-----------------------------------------------------ACTACTGCACCGGCCTGAGAACTCTGA-GAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGAT----------------CCATAAA-----------GGACTC-CATG---------------------------------------------TAGGCTT-AGCAACTCACAGATGTTCAGCAAGACAACACGTCTAAATAATCAACAAGGATTTGC-AAGAGTAAC--------------CA-AGAAAAC--------TGCAGT------------GGA

droAna3 scaffold_13340:938942-
939119 +

dan_4036 G--GAT-------C---TG-GA---TC---------------------------------TGG----------------AAC--T----------GAATCTGGAGCAGCATGAGAACTCTGA-GAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGA-----------GGTCC-TCTTCGG-----------GGCTTC-CCTG---------------------------------------------TAGGCTT-AGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAGGA-CAAC-------------------------------------------TACTAC------------ATC

droBip1 scf7180000394085:58617-
58808 -

C--CAT-------CCA-TGAGAAGACAC--CC-------------A-------------------------------------------------GGACCTGGATCTGCATGAGAACTCTGAGAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACAAGGA-----------GGTCCTCCCAAGG-----------GGCCTT-CCTG---------------------------------------------TAGGCTT--GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAAGA-GGAC-------T-----------------------ACTCCCCCAAAGTGA---------------CTC

dp5 2:7251436-7251712 - dps_3824 C--C---------CCAGTG-AT---CGC--CC-TAGTGATCCCCCAGTGACCAAGTGATAAGTGTGCGTG------TGCGTG----TG----------T----C-TTACCAAAGAACTCTGA-TAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT------------GC---CCTTTATGGACTCCAAGTGTATCTGTCTATACATCCAAAAGG----------------------GCCCATCATGTAGGCTA-ATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGT-AAAT------GTAT--------------CTA-A-TAAACTGCCAGTATGATATATCTTTCTCCAAATA
droPer2 scaffold_0:1112036-

1112314 -
dpe_2478 C--C---------CCAGTG-AT---CGC--CC-TAGTGATCCCCCAGTGACCAAGTGATAAGTGTGCGTGTGCGTGTGCGTG----TG----------T----C-TTACCAAAGAACTCTGA-TAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT------------GC---CCTTTATGGATTCCAAGTGTATCTGTCTATACATCCAAAAGG----------------------GCCCATCATGTAGGCTA-ATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGT-AAAT------GTAT--------------CTA-A-TAAACTGCCAGTATGATATATCTTTCT----CCA

droWil2 scf2_1100000004902:91376-
91555 -

dwi_5413 C--GAT-------TAA-TTAAAGTGTG-------------------------------------------------TGCAAG------------------T-GAACTCTAAGAGAACTCTAA-GAAAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGATT-CAA------TGTTTT-CT-ATT-----------GG-----------------------------------------------CATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACAAGA---TAC-AAAAAA-----------------------------------------------------CAA

droVir3 scaffold_13047:936627-
936829 -

dvi_24633 C--G---------CGA-----T---TTG--T-------------------------GATATGTAAT-------------AAGTGCCTCTCGATAATA-C----C-GTGCGACAGAATTCTGA-GAAAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGC-GAAGTCTCGACGGCTG-CTGC-----------------------------------AG----------------------ACTCGTCATGTAGATTA-AG-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCAAAT-GATCG-AGGATG----------------------TGCGT----------------------------T

droMoj3 scaffold_6540:4939430-
4939617 -

dmo_3125 C--ATT-------TCAGTG-GC---TAT--C-----------------------------------------------------------GATGAGAGAC---TGCAACGAGACAAATCTAA-GAAAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGAT-GAAATCCTGTCAGCTG-TTGC-----------------------------------AA----------------------GTTCGTCATGTAGATTA-AGCAACGCACAAATGTTCAGCAAGACAACACGTCAAAGCTAGCCGCAAAT-AATC-------------------------------------------GAATTT------------ATA

droGri2 scaffold_14906:5355629-
5355835 +

dgr_460 C--C----------CAGTG-AT---AAG--T-------------------------GATATGTGAT-------------TGG--------------TGCCTCTCGCACGAAGAGAAGTCTGA-GAAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTC-GAACTAACGCCAGCAG-CTGC-----------------------------------TGCTGCTGCTCCTGCTGCGGGTGCGTTCGTCATGTAGGTTA-AGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCAATC-GAT-----------------------------------------------------------------
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CCCAGCAATCTCCTTCAGATTTGTCACATAAGTGTTGAAATCAGAATCAGAACGTGTCTATGAGTATGCAGCATAAATACTTTAAAATTGATGCATACTCTTAAACACAGCTTATAGTGATTTCTGTGGCACCCTCTATGAAAGTATTTGAAATGTTCGACAA
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..................................................AACGTGTCTATGAGTATGCAGCA.......................................................................................... 23 0 1 16.00 16 13 3 0 0

..................................................AACGTGTCTATGAGTATGCAG............................................................................................ 21 0 1 7.00 7 6 1 0 0

..................................................AACGTGTCTATGAGTATGCAGC........................................................................................... 22 0 1 7.00 7 3 3 0 1

..........................................................................................ATGCATACTCTTAAACACAGCT................................................... 22 0 1 5.00 5 1 2 2 0

..................................................AACGTGTCTATGAGTATGCA............................................................................................. 20 0 1 2.00 2 2 0 0 0

................................................AGAACGTGTCTATGAGTATGCAGCA.......................................................................................... 25 0 1 1.00 1 0 1 0 0

................................................AGAACGTGTCTATGAGTATGCA............................................................................................. 22 0 1 1.00 1 0 1 0 0

................................................AGAACGTGTCTATGAGTATGC.............................................................................................. 21 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

GGGTCGTTAGAGGAAGTCTAAACAGTGTATTCACAACTTTAGTCTTAGTCTTGCACAGATACTCATACGTCGTATTTATGAAATTTTAACTACGTATGAGAATTTGTGTCGAATATCACTAAAGACACCGTGGGAGATACTTTCATAAACTTTACAAGCTGTT

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

Species Coordinate ID Alignment
droSec2 scaffold_5:2402522-

2402684 +
dse_136 CCCA------GCAATCTCCTTCA-----------------------------GATTTGTCACATAAGTGTTGAAATCA----------GAATCAGAACGTGTCTATGAGTATGCAGCATAAATACTTTA-------------------------------------------------------------------------------------------AAATTGATGCATACTCTTAAACACAGCTTATAGTGATTTCTGTGGCACCCTCTATGAAAGTATTTGAAATGTTCGACAA

droSim2 2l:4151862-4152024 + CCCA------GCAATCTCCTTTA-----------------------------GATTTGTCACATAAGTGTTGAAATCA----------GAATCACAACGTGTCTATGAGTGTGCAGCATAAATACTTTA-------------------------------------------------------------------------------------------AAATTGATGTATACTCTTAAGCACAGCTTATAGTGATTTCTGTGGCACCCTCTATGAAAATATATGAAATGTTCGACAA
dm3 chr2L:4304931-4305079 + CGCA------GCAATCTCCTTTA-----------------------------AATTTGTCGTATAAGTGGTGAAATCA----------GAATCACAACGTGTCTATGAGTATGCAGCATAAATACTTTA---------------------------------------------------------------------------------------------------------TACTATGCATGGTTTATAGTGATTTATGCGGCACCATCTATGAAAATATTTGAAATATTCAACAA
droEre2 scaffold_4929:4381706-

4381857 +
CCCA------GCAATCTCCTTTGGAAGAGTCAACTTAGAGGAAGCTTATGCCAATTTGTCACACAAGTGCTTAACTCA----------GAA---CAATGTGTATTAAA-----------------------------------------------------------------GCAGA---------------------------------------------------------------AGAGACTTATAGTAATTTCTGTGTCTGCCTCAATGAAAATATTTAAAGTGTTTAATAA

droYak3 2L:4335787-4335921 + GAG------------CTCATGCC-----------------------------AATTAGTCTTATC------AAAATCA----------AAATCACAACGTTTCTAAAAGTATATAGTATAAGT------------------------------------------------------------------------------------------TAAATAGAAATTGATGCGTGCTCTTGAGCAAACATTATAGTGATTTCTGTGGCTTCCT-----------------GTGTTCAATAA
droEug1 scf7180000409554:1759815-

1759847 -
CTCT------T--------TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAGAACCATCAGAGAAA-----------GCTCTAAGT

droBia1 scf7180000302261:2763347-
2763462 +

AACAAGCTCAGTGT--------------------------------------------------------CTCCAGTTTTTGAATTTTTTAC--TTTAGTGCCCAGAAGTATGCAGTGAGAAAGGAAAG----------------------------------------------------------------------------------------TATATTTTGTTGCATATTTTCGGACACCT-------------------------------------GTGTAATAGTTTTTTA

droTak1 scf7180000414050:77719-
77970 -

ACA--------CAGAATCCTACA-----------------------------AAATAGGCATAGAAATGTTTAGGGCTTTAAACTATTTTAT--TTAGGTGTCTAAAAGTAGGCAATGAAAAAATAAAATATTTTGTTGCATAGTTTAAGACACCTAAATAAAATAGTTTAAAGCACTAACAATTTCTGAGCCTAAAAGTATACAATGAAAATATAAAATATTTTATTGCATACTTTTAGACATCTGTTTGGGAGATTTCAAAGCC-CTTGTGATTAGAGTTT-------TAACTAAAA

droEle1 scf7180000490458:225435-
225521 +

CACA------ACAAA-------A-----------------------------AATTAAACATATT------AGAGTCT----------GGAGTGTAGTA------------------------------------------------------------------------------------------------------------------------TATTTTTTGTTGAATTTTAAAGTAGCC-----------------------GCCCG-----------AAAATCATCAGCGA

droRho1 scf7180000780062:22262-
22263 -

AA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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No Repeatable elements found

Sense Strand Reads
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CACCACGTGTCCGGCGAATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGAACGGAGGGGCGTCTTTGGCGGCACAAGCTTCTGGCCGAGGATTGGGATTAAAATGAATCGTAGAATGCAATCAATATTTTTCGTGGCTGTGATCTAAGGCCGTTGCATCCTACGTTTCATTTTGCTCCTGCTCCAACGCAAAACCCATACTAATACTCCGCTCCAACTAGATGCGATATGCGATGTCCGGACGGAAAGCATGGCGCCCAGTGCCAGCAGG

*****************************************************************************************.......(((.(((((.(((((((((.(((((.(((((((.............((((.........))))))))))).))))).))))))))).))))).)))..************************************************************************************
Read
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V115

head

........................................................................................................ATTAAAATGAATCGTAGAATGC........................................................................................................................................................ 22 0 1 21.00 21 9 3 6 3

.........................................................................................................TTAAAATGAATCGTAGAATGCA....................................................................................................................................................... 22 0 1 8.00 8 1 3 4 0

........................................................................................................ATTAAAATGAATCGTAGAATGCA....................................................................................................................................................... 23 0 1 3.00 3 1 2 0 0

.........................................................................................................TTAAAATGAATCGTAGAATGC........................................................................................................................................................ 21 0 1 2.00 2 0 0 0 2

.............................................................................................................................................................CCGTTGCATCCTACGTTTCATT................................................................................................... 22 0 1 2.00 2 0 2 0 0

.......................................................................................................GATTAAAATGAATCGTAGAATG......................................................................................................................................................... 22 0 1 1.00 1 0 1 0 0

.............................................................................................................................................................CCGTTGCATCCTACGTTTCAT.................................................................................................... 21 0 1 1.00 1 0 0 1 0

...............................................................................................................TGAATCGTAGAATGCAATCAAT................................................................................................................................................. 22 0 1 1.00 1 0 1 0 0

.............................................................................................................................................................................................................................................GCGATGTCCGGACGGAAAGCATGGCG............... 26 0 1 1.00 1 0 0 1 0

...CACGTGTCCGGCGAATGC................................................................................................................................................................................................................................................................. 18 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

GTGGTGCACAGGCCGCTTACGGTCACACGCGGGCCAAAGTGCCCAGGGGACATTCACTTGCCTCCCCGCAGAAACCGCCGTGTTCGAAGACCGGCTCCTAACCCTAATTTTACTTAGCATCTTACGTTAGTTATAAAAAGCACCGACACTAGATTCCGGCAACGTAGGATGCAAAGTAAAACGAGGACGAGGTTGCGTTTTGGGTATGATTATGAGGCGAGGTTGATCTACGCTATACGCTACAGGCCTGCCTTTCGTACCGCGGGTCACGGTCGTCC

************************************************************************************.......(((.(((((.(((((((((.(((((.(((((((.............((((.........))))))))))).))))).))))))))).))))).)))..*****************************************************************************************
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..............................................................................................................................................................................................TATTGCGTTTTGGGTATGA..................................................................... 19 2 2 0.50 1 0 1 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_2:1746138-1746415

-
dse_994 CACCACGT---------------------------------------------------------------------------------------------------------------------------------GTCCGGCGAATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGAAC-------------GG-------AGG-GGCGTC--TTT-----GGCGGCACAAGCTTCTGGCC--GAGGATTG-GGATT----AAAATGAATCGTAGAATGCAATC-------------AA-------------------------T-ATTTTTCGTGGCTGTGA-------TCTAAGGCCGTTGCATCCTACGTTTCATTTT-GCTCCTGCT-------------------------------CCAACGCAAA-ACCCATACT-A-ATACTCCGCTC---------C-----------AACTAGATGCGATATGCGATGTCCGGACGGAAAGCATGGCGCCCAGTGCCA-----------------------------------------GCAGG

droSim2 3l:1629569-1629846 - dsi_4243 CACCACGT---------------------------------------------------------------------------------------------------------------------------------GTCCGGCGAATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGGAC-------------GG-------GGA-GGCGTC--TTT-----GGCGGCACAAGCTTCTGGCC--GAGGATTA-GGATT----AAAATGAATCGTAGAATGCAATC-------------AA-------------------------T-ATTTTTCGTGGCTGTGA-------TCTAAGGCCGTTGCATCCTACGTTTCATTTT-GCTCCTGCT-------------------------------CCAACGCAAA-ACCCATACT-A-ATACTCCGCTC---------C-----------AACTAGATGCGATATGCGATGTCCGGACGGAAAGCATGGCGCCCAGTGCCA-----------------------------------------GCAGG
dm3 chr3L:1719696-1719972 - dme_418 CACCACGT---------------------------------------------------------------------------------------------------------------------------------GTCCGGCGAATGCCAGTGTGCTCCCGGTTTCACGGGTCCCCTGTAAGTGGAC-------------GA-------AGG-GGCCTC--TTT-----GGCGGCACAAACTTCTGGCC--GAGGATCA-GG--C----AAAATGAAAGGCAGAATGCAATC-------------AA-------------------------TTATTTTTCGTGGCTGGGA-------TTTTAGGCCGTTGCATTCTACGTTTCATTTT-GCTCCTGCT-------------------------------CCAACGCAAA-ACCCATACT-A-ATACTCCGCTC---------C-----------AACTAGATGTGATATGCGCTGTCCGGATGGAAAGCATGGCGCCCAGTGCCA-----------------------------------------GCAGG
droEre2 scaffold_4784:1702664-

1702939 -
der_1510 CACCACGT---------------------------------------------------------------------------------------------------------------------------------GTCCGGCGAATGCCAGTGTGCGCCTGGCTTCACGGGTCCCCTGTAAGTGGAC-------------GA-------AGG-AGCCTC--TTT-----GGCGGCGTTAACTTCTGGCG--GAGGACCG-GG--C----AAAATGAAACGTAGAATGCAATG-------------CA-------------------------T-ATTTTCTGTAGCTGCAA-------TTTGAAGCCGTTGCATCCTGCGACTCATTTT-ACTCCTGCT-------------------------------CCAACGCAAA-ACCCATACT-A-ATCCTCCGCTT---------C-----------AACTAGATGCGATATGCGCTGTCCGGACGGGAAACACGGCGCCCAGTGCCA-----------------------------------------GCAGG

droYak3 3L:1671764-1672002 - dya_668 CACCACGT---------------------------------------------------------------------------------------------------------------------------------GTCCGGCGAATGCCAGTGTGCGCCTGGTTTCACGGGTCCCCTGTAAGTGGA-------------------------------------------------------------------GGATCA-GG--C----AAAATGAAACGTAGAATGCAACG-------------CA-------------------------T-ACTTATCGTGGCTGTGA-------TTTCAAGCCGTTGCATCCTGCGGTTCATTTT-ACTCCTGCT-------------------------------CCAACGCAAA-ACCCATACT-A-ATCCTCCGCTC---------C-----------AACTAGATGCGATATGCGCTGTCCGGACGGGAAGCATGGCGCCCAGTGCCA-----------------------------------------ACAGG
droEug1 scf7180000407756:39346-

39641 -
CACCACGT---------------------------------------------------------------------------------------------------------------------------------GTCCGGTGAATGCCAGTGTGCGCCTGGTTTCACAGGTCCCTTGTAAGTGGAC-------------GAAATGTGA-GG-AGCCTC--TTG-----GGCGGCATAACCCTATCGCT--GAC-ATCATAC--G----AAAACTAAACGTAGAATGCC-----------TTGGGAG-------------------------T-GTAATA-------ATGATTCTTATTCTTAAACCAATGCATCCTACGATTAGTTTT-TCTCCTGCG------AGTTAGGTTATG-------------CCACCCTCAA-AACAATACT-A-ATCCTCCGCTT---------C-----------AACTAGATGCGATATGCACTGCCCGGACGGGAAACATGGCGCCCAGTGCCA-----------------------------------------GCAGG

droBia1 scf7180000302428:8410899-
8411052 -

AA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATGATTTGTAAAAGGGC-----------TAAAAAA-------------------------T-ACTCTC-------GCGA-------TT------CTTGGCATTCTACGGGTAATTTT-GCTCCTC--------------------------C------------CAAGACCCTCTACT-A-ATCCTCCGCTC---------C-----------AACTAGATGCGACATGCGCTGTCCGGACGGGAAACATGGCGCCCAGTGCCA-----------------------------------------GCAGG

droTak1 scf7180000415095:40028-
40153 +

AAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCATTACATTCTACGTTTAATTTT-GCCCCCGA-----------------------------GATCCCCTG-ATA-CCCCGTACT-A-ATGCTCCGCTC---------C-----------AACTAGATGCGACATGCGCTGTCCGGACGGGAAGCATGGCGCCCAGTGCCA-----------------------------------------GCAGG

droEle1 scf7180000491249:3840643-
3840868 +

CACCACATCAGCGGAAAGTGCGAGTGTCCGCCGGGATACTTGGGAGAGCGCTGCTTCGACGAGTGTCCGCTGAACACGTACGGATTCAATTGCAGCATGACCTGCGACTGCGAGAACGATGCCACCTGCGATCGCGCC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATGGATCCTGCATCTGCAATCCC---GGCTGGCGGGGGGCCAAGTGTGAGGAGAGGATTTGCGAGGCGGACAAGTATGGGTTGGACTGCA-----

droRho1 scf7180000776850:217126-
217435 +

CACCACGT---------------------------------------------------------------------------------------------------------------------------------GTCCGGCGAATGCCAGTGTGCACCTGGTTTCACGGGTCCTCTGTAAGTGGAC-------------GGAATGAGA-GG-AGTGTC--TTT----CGGTGACATCATCGAATGGCA--CAGGATCACGG--C----AAAATTAAACGCAGATTGCATTG-------------AATCAAGCAAG------TTAATTA--AG----------------GTTTTTTATA-CTAAATTACTGCATCCTACGATTGATTTT-GCTGCTTTCCTTGAGCTCTCCGATATGT-------------CACCCCAAA-AACCCTACT-A-ATCCTCCGCTC---------C-----------AACTAGATGCGACATGCGCTGTCCGGATGGCAAACATGGCGCCCAGTGCCA-----------------------------------------GCAGG

droFic1 scf7180000454113:356473-
356728 +

CACCACGT---------------------------------------------------------------------------------------------------------------------------------GTCCGGCGAGTGCCAGTGTGCGCCCGGTTTTACGGGTCCTCTGTAAGTGGAC-------------GGAATGCGA-GGAGGCGCC--TTT----------------------------AGGAGTT-GGGCT----GAAGTTAAGCGTAGGATGCAACCTGAAACTGTTG--AA-------------------------G-----------------G-------TTTTTGGCCACTGCATCCTACGCTTAACTTT-GACCCCA--------------------------C-A-GAACCC---------CTCTAACTTAACTCTAACGCCC---------C-----------AACTAGATGCGACATGCGCTGTCCGGACGGCAAGCACGGCGCCCAGTGCCA-----------------------------------------GCAGG

droKik1 scf7180000302577:200384-
200696 -

CACCATGT---------------------------------------------------------------------------------------------------------------------------------CTCCGGCGAGTGCCAGTGTGCGCCCGGCTTTACGGGTCCCCTGTAAGTGGG--------------AA-----GA-GG-AGCTGCCTCTTGCCTCGGAGACATATCATT-TCGCCTTGAGGTTTACGA--C----AAAATGAATCGTAGATTTCT-----------TA-----CTATGCATGCCACATTTTATTA--AT-------------------------TTTTTTACCCCTGCAATCTACGATTCACTTT-GTT-TG-CCCCGTGGCGCTTTGCCAAGTCTCCTTCC----CACCCACCGA-ATCCCTACT-A-ATCCTACGCTC---------C-----------AAATAGATGCGACATGCGCTGTCCGGACGGCAAGCACGGCGCCCAGTGCCA-----------------------------------------GCAGG

droAna3 scaffold_13337:1119407-
1119716 +

CACCACGT---------------------------------------------------------------------------------------------------------------------------------GTCCGGCGAGTGCACCTGTGCGCCGGGCTTCACGGGTCCGCTGTAAGTGCGG-------------GA-----GA-GGATGATTC--TTT-----CACGCAAAAGGGTCATGGCATAGAGGCCAG-GGGTCATGGAGAGTTGCCCGTAGATGCCC-----------TT-----CCATT----TTTCATTT--TTACACAC-----------------CTTT--------TAGT-TTGC-GACTACGGTGAACTTTTCTA-TGACCCCGGGGCTGTATGCTTGATTTCCCTCA-A----AGCCCCAA-TCTCCGACT-A-ATCCTTCGCTT---------CA----------AACTAGATGCGACATGCACTGCCCGGACGGGAAGCACGGGGCTCAGTGCCA-----------------------------------------GCAAG

droBip1 scf7180000396371:1451505-
1451819 +

CACCACGT---------------------------------------------------------------------------------------------------------------------------------GTCCGGCGAGTGCACCTGTGCACCGGGCTTCACGGGTCCGCTGTAAGTGCGG-------------GA-----GA-GGATGATTCGTTTT-----GACGCAAAAGGAACATGGCATAGAGTCCAG-GGTTTATAGAGAGTTATCCGTAGATATCC-----------TT-----CCATT----TTTCATTTGATTACAAAA-----------------GTTT--------TAGT-TTAA-AAGTACGGAGACATTTTCTA-TGACCCCGGGGCTGTATGCTTTGTTTACCCCAAA----AGCCCCAA-TCTCCGACT-A-ATCCTCCGCTT---------CA----------AACTAGATGCGACATGCGCTGCCCGGACGGAAAGCACGGGGCGCAGTGCCA-----------------------------------------GCAAG

dp5 XR_group6:13159287-
13159590 +

GAGCCCTTCAGCGGGGAGTGCGAGTGCGCCAAGGGCTATACGGGCGCCAGGTGCGCCGATGTCTGTCCGGAGGGGCGCTTTGGCGCCAGCTGCTTGGAGGAGTGCCGCTGTGAGAACGGTGGCAAGTGCCATCACGTCTCGGGCGAGTGCTCCTGTGCGCCCGGGTTCACGGGTCCCCTGTAAGTGACCGCCAGATCGTGGCA---------------------------------------------------------------------AGA-GAAA-----------------------------------------------------------------------------------------------------------------------------------------------------------CCGAGAG-CCCCATACT-A-ATCTCCCCTTCGCCCCCTCCC-----------AATCAGATGCGATATGCGCTGTCCGGACGGAAAGCACGGGGCACAGTGCCA-----------------------------------------GCAGG

droPer2 scaffold_88:198142-198362
+

CGCCA-----------------------------------------------------------------------------------GCTGCTTGGAGGAGTGCCGCTGTGAGAACGGTGGCAAGTGCCATCACGTCTCGGGCGAGTGCTCCTGTGCGCCCGGGTTCACGGGTCCGCTGTAAGTGACCGCCAGATCGTGGCA---------------------------------------------------------------------AGA-GAAA-----------------------------------------------------------------------------------------------------------------------------------------------------------CCGAGAG-CCCCATACT-A-ATCTCCCCTTCGCCCCCTCCC-----------AATCAGATGCGATATGCGCTGTCCGGACGGAAAGCACGGGGCACAGTGCCA-----------------------------------------GCAGG

droWil2 scf2_1100000004511:937379-
937447 -

A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTCACTTCAC---------C-----------ATTCAGATGCGATATGAGTTGTCCGGACGGAAAGCATGGGGCTCAGTGTCA-----------------------------------------GCAGG

droVir3 scaffold_13049:2351725-
2351952 -

CATCATATAACCGGACGCTGCGAATGCCCGCCCGGCTATATGGGCGAGGTGTGCATGGACGAGTGTCCGCTGAATACGTACGGACGCAACTGCACGGAGAAATGCAATTGCCTGAATGATGCCGCCTGCAGTCC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CACGGGCA-AGTGCGAGT-G-T--------------------------------------------------GCGCCC---GGCTGGCAGGGTGAGCGCTGCGAGCAGCGCATCTGTCCGGCCAATAAATACGGCGCCGACTGCAGCAAG

droMoj3 scaffold_6654:1516695-
1516988 +

GAGCCGTACTCGGGCCAGTGCGAGTGCGCGAAGGGCTACACGGGCGAGAGGTGCGCGGAGACGTGTCCGCCCCAGCGCTACGGCGAGAAGTGTGCGGAGCTGTGCCGCTGCGAGAACGGCGGCAGCTGCGATCACGTGTCCGGCAAGTGCTCCTGCGCGCCCGGCTTCACGGGTCCCCTGTAAGTGGGC-------------TA-------G--------------------------------------------CCCAG-TGCTAACTGAGACT---------------------------------------------------------------------------------------------------------------------------------------------------------------------A-ATCGAGACT-A-ATGTGACGCTT---------CG---ATC----CATCAGATGCGACATGCGCTGCCCGGACGGCAAGCATGGCGCCCAGTGCGA-----------------------------------------GGAGG

droGri2 scaffold_15110:3382751-
3382922 -

GATCACAT---------------------------------------------------------------------------------------------------------------------------------CTCCGGCAAGTGCTCCTGTGCACCCGGCTACACGGGTCCTTTGTAAGTGGAC-------------AA-------GTG-A----------------------------------------------------------------------ATATCAAT-------------AA-------------------------C-AATTCTCGAGTCT----------------------AACATCCTCCG---------------------------------------------------------------------------------AAC---------CCACCAACCAAAAATTAGATGTGACATGCGCTGCCCGGATGGCAAGCATGGCGCCCAATGCGA-----------------------------------------GGAGG
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Flybase annnotation

Antisense to intron [Dsec\GM20885-in]; Antisense to CDS [Dsec\GM20885-cds]; Antisense to utr5 [utr5_plus_3160]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GACTGACTTGCCCCGCCCCCTGCGACCCGCGCCCGCACAGAATTAATCAATTGGCTGGGGCTGGTTGGGGCACGGACCGAAGACGGCTGACAGAAAGCCCGTAGCCAAAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

V115

head

V113

male
body

.................................................................................................CCCGTAGCCAAAACCAGCCGAAT................................................... 23 0 1 11.00 11 7 1 3 0

.................................................................................................CCCGTAGCCAAAACCAGCCGA..................................................... 21 0 1 4.00 4 2 1 0 1

.................................................................................................CCCGTAGCCAAAACCAGCCGAA.................................................... 22 0 1 4.00 4 3 0 0 1

..................................................TTGGCTGGGGCTGGTTGGGGCA................................................................................................... 22 0 1 2.00 2 0 1 0 1

..................................................TTGGCTGGGGCTGGTTGGGGC.................................................................................................... 21 0 1 2.00 2 1 0 1 0

....................................................................GGCACGGACCGAAGACGGCTGAC................................................................................ 23 0 1 1.00 1 1 0 0 0

.................................................ATTGGCTGGGGCTGGTTGGGG..................................................................................................... 21 0 1 1.00 1 1 0 0 0

...............................................................................AAGACGGCTGACAGAAAG.......................................................................... 18 0 1 1.00 1 0 1 0 0

..............................................................................................................................................CGTTTCGGCGATTTGTTTCCA........ 21 0 1 1.00 1 0 0 0 1

....................................................................................................................................GCACACCGAGCGTTTCGGC.................... 19 0 1 1.00 1 1 0 0 0

.................................................................................................CCCGTAGCCAAAACCAGCCGAT.................................................... 22 1 1 1.00 1 1 0 0 0

............................................................................................................................CTTACCAGGCACACCGAGCGT.......................... 21 0 1 1.00 1 1 0 0 0

...............................................................................AAGACGGCTGACAGAAAGCCCGT..................................................................... 23 0 1 1.00 1 1 0 0 0

..................................................TTGGCTGGGGCTGGTTGGGT..................................................................................................... 20 1 1 1.00 1 0 0 1 0

.......................................................TGGGGCTGGTTGGGGCACG................................................................................................. 19 0 1 1.00 1 1 0 0 0

..................................................TTGGCTGGGGCTGGTTGGG...................................................................................................... 19 0 1 1.00 1 0 0 0 1

.................................................................................................CCCGTAGCCAAAACCAGCCG...................................................... 20 0 1 1.00 1 0 0 1 0

................................................................................................................................CCAGGCACACCGAGCGTTTCGG..................... 22 0 1 1.00 1 1 0 0 0

..................................................TTGGCTGGGGCTGGTTGGGGCAAA................................................................................................. 24 2 1 1.00 1 0 1 0 0

.........................................................GGGCTGGTTGGGGCACGGTA.............................................................................................. 20 2 2 0.50 1 0 1 0 0

Anti-sense strand reads

CTGACTGAACGGGGCGGGGGACGCTGGGCGCGGGCGTGTCTTAATTAGTTAACCGACCCCGACCAACCCCGTGCCTGGCTTCTGCCGACTGTCTTTCGGGCATCGGTTTTGGTCGGCTTAAAGTGAATGGTCCGTGTGGCTCGCAAAGCCGCTAAACAAAGGTCCAGACCC

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

M054

female
body

V114

embryo

...............................................................................................................................TGGTCCGTGTGGCTCGCAAA........................ 20 0 1 1.00 1 1 0 0

.........CGGGGCGGGGGACGCTGG................................................................................................................................................ 18 0 1 1.00 1 1 0 0

...............................................................................................................................AAGTCCGTGTGGCTCGCAA......................... 19 2 2 0.50 1 0 0 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_1:216614-216784 - dse_145 GACTGACTTGCCCC-------------------------------------------GCCC-------CCTGCGA---------------CC--------------CGC--GCCC--------------GCACAGAAT-TAATCAATTGGCT-GGGGCTGGTTGGGGCACGGACCG-------------------------------------------------------------------------------AAGACGGCTGACA--------------------------------------------------------------------------------------------------------GA-------AAGCCCGTAGC----------------------------------CAAAACCAGCCG-----AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG
droSim2 2r:3414600-3414777 - dsi_32445 GACTGACTTGCCCC-------------------------------------------GCCC-------CCTGCGA---------------CC--------------CGC--GCCC--------------GCGCAGAAT-TAATCAATTGGCT-GGGGCTGGTTGGGGCACGGAGCG-------------------------------------------------------------------------------AAGACGGCTGACA--------------------------------------------------------------------------------------------------------GAAAGCAGAAAACCCGTAGC----------------------------------CAAAACCAGCCG-----AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG
dm3 chr2R:2550221-2550397 - dme_391 GACTGACTTGTCCC-------------------------------------------GCCC-------C-TTCGA---------------CC--------------TGC--GCCC--------------GCACAGAAT-TAATCAATTGGCT-GGGGCTGGTTGGGGCACGGACCG-------------------------------------------------------------------------------AAGACGGCTGACA--------------------------------------------------------------------------------------------------------GAAAGCAGAAAACCCGTAGC----------------------------------CAAAACCAGCCG-----AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG
droEre2 scaffold_4929:19995113-

19995284 +
der_1535 GACTGACTTGTCCC-------------------------------------------GCTC-------CCTGCGA---------------CC--------------CGC--GCCC--------------GTACAGAAT-TAATCAATTGGCT-------GGTTGGGGCACGGACCG-------------------------------------------------------------------------------AAGACGGCAGACA--------------------------------------------------------------------------------------------------------GAAAGCAGAAAACCCGTAGC----------------------------------CAAAACCAGCCG-----AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG

droYak3 2L:15295151-15295322 - dya_1816 GACTGACTTATCCC-------------------------------------------GCTC-------CCTGCAA---------------CC--------------CGC--TGCC--------------GTACAGAAT-TAATCAATTGGCT-------GGTTGGGGCACGGACCG-------------------------------------------------------------------------------AAGACGGCAGACA--------------------------------------------------------------------------------------------------------GAAAGCAGAAAACCCGTAGC----------------------------------CAAAACCAGCCG-----AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGAG
droEug1 scf7180000409462:3423831-

3424004 -
GACTCGTCCGTCCC-------------------------------------------GTCCCTCACACT----------------------C--------------TGCT-CCCC--------------TTACAGAAT-TAATCAATTGGCT-------GGTTGGGGCACGGACTG-------------------------------------------------------------------------------GCGACTGAAGACA--------------------------------------------------------------------------------------------------------GAAAGCTGGAAACCCGTAGC--------------------------C-----AA--AAACCAACCG-----AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG

droBia1 scf7180000302292:3601010-
3601196 +

A-CTGACTTGTCTC-------------------------------------------GCCT-------C-TCTTCTCTGCCCGTCCCCGGCCCGCTCC-G-----------GCCC--------------TCGGAGAAT-TAATCAATTGGCT-------GGCTGGGGCACGGACTG-------------------------------------------------------------------------------GAG-------ACA--------------------------------------------------------------------------------------------------------GAAAGCAGAAAACCCGTAGC--------------------------GAAGC---CAAAACCAGCCG-----AATTTCACTTACCAGGCACACCGAGAGTTTCGGCGATTTGTTTCCAGGTCTGGG

droTak1 scf7180000413887:52797-
52999 +

A-CCGACTCGTCCC-------------------------------------------TCTG-------CC-CCGT---------------CC--------------CGC--CCTC--------------GGACAGAAT-TAATCAATTG-----------GTTGGGGCACGGACTG-------------------------------------------------------------------------------AAGACTG--------------------------------------------------------------------------GAGAGACTACAGGCTGAAGACGGCAGACAGCAGACAGAAAGCAGAAAACCCGTAGC-----------------------A--AAAGCCAA--AAACCAGCTG-----AATTTCACTTACCAGGCACACCGAGAGTTTCGGCAATTTGTTTCCAGGTCTGGG

droEle1 scf7180000491217:467809-
467958 +

TTTCGTCTTT---C-------------------------------------------G-------CTCCCT----------------------------G--------TC-CCCC--------------TTAGAGAAT-TAATCAATTGACT-------GGTTGGGGCACGGA---------------------------------------------------------------------------------------------CA--------------------------------------------------------------------------------------------------------GAAAGCTGAAAACCCGTAGC--------------------------C-----AA--AAACCAGCCG-----AATTTCACTTACCAGGCACACCGAGAGTTTCGGCGATTTGTTTCCAGGTCTGGG

droRho1 scf7180000766409:436060-
436214 -

GACGGACTTGTCTT-------------------------------------------TC-----ACTCCCT----------------------------G--------TC-CCCC--------------TAACAGAAT-TAATCAATTGGCT-------GGTTGGGGCACGGA---------------------------------------------------------------------------------------------CA--------------------------------------------------------------------------------------------------------GAAAGCTAAAAACCCGTAGC--------------------------C-----AA--AAACCAGCCG-----AATTTCACTTACCAGGCACACCGAGAGTTTCGGCGATTTGTTTCCAGGTCTGGG

droFic1 scf7180000453955:756388-
756544 +

A-CTGACTCGTCCC-------------------------------------------TCCC-------GCT--------------------C--------------AGC--CCCC--------------TTACAGAAT-TAATCAATTGGCT-------TGTTGGGGCACGGA---------------------------------------------------------------------------------------------CAGAAAGCT------------GAA---------------------------------------------------------------------------------------CAGAAAACTCGTAGC----------------------------------CAAAACCAGCCG-----AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG

droKik1 scf7180000302470:115522-
115685 -

GCCACG-----------------GCCTCAGTCTCGGCCACTGCCGTCG-------------TCGACTCTCT----------------------------G--------GCCCCCT--------------TTACAGAAT-TAATCAATTGGCT-G----TTGTTGGGGCACGGAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGCCCGTAGC----------------------------------CAAAACCAGACG-----AATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGG

droAna3 scaffold_13266:18464282-
18464350 +

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGC----------------------------------CAGAGATAGCCG-----AATTTCACTTACCTGGTACTCCGAGCGTTTCGGCAATCTGCTTCCAGGTCTGGG

droBip1 scf7180000394114:19879-
20019 +

GGCACTCTCCGATG-------------------------------------------GCTC-------CACTCTA---------------CT-------G------TGG--CCCC--------------TTTTACAAG-CAATCAATTGC-TTG-------TTGTTGG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACTCGCG------------------------------AGC---CAGAGTCAGCCG-----AATTTCACTTACCAGGTACACCGAGCGTTTCGGCAATCTGCTTCCAGGTCTGTG

dp5 3:813154-813375 - dps_3846 GGCTAGCTC-------------------------------------------------------ACCCTCT----------------------------G------TCGCCCCTC--------------CTGCAGAAT-TAATCAATTTGGTTG----TTGTTGGGGCACCAGTCGCGACGTCTCTGCCACATACTATATCTACTGAGATATACCCCAGAGCAGACCGACCTGGACCCGGACTGCGCTGGGAGTCGA-------GTCG--------------------------------------------------------------------------------------------------------GA-----------------C----------------------------------CAAGTCGGAACG-----AATTTCACTTACCAGGCACTCCGAGTGTTTCGGCGATTTGTTTCCATGTCTGGG
droPer2 scaffold_2:988990-989211 - dpe_2523 GGCTAGCTC-------------------------------------------------------ACCCTCT----------------------------G------TCGCCCCTC--------------CTGCAGAAT-TAATCAATTTGGTTG----TTGTTGGGGCACCAGTCGCGACGTCTCTGCCACATACTATATCTACTGAGATATACCCCAGAGCAGACCGACCTGGACCCGGACTGCGCTGGGAGTCGA-------GTCG--------------------------------------------------------------------------------------------------------GA-----------------C----------------------------------CAAGTCGGAACG-----AATTTCACTTACCAGGCACTCCGAGTGTTTCGGCGATTTGTTTCCATGTCTGGG
droWil2 scf2_1100000004954:2045959-

2046050 +
-----------------------------------------------------------------------------------------------------------------------------------ACAAAAT-TAATCAATTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGC--------------------------C-----AA--TAACCAGACAGAGACCATTTAACTTACCAGGCACACCAAGTGTTTCGGCTATTTGCTTCCATGTCTGGG

droVir3 scaffold_12875:15432432-
15432601 -

dvi_24655 AGCTGCCTCGGCTG-------------------------------------------ATAC-------C----------------------------------------------------------------------CAACCAATTT------------------------------------------------------------------------------------------------------------------------------------------------------------------CACTTGCCACACAGCTTATGGGCTGGTTGCACCCTTCGCTTCGGACCCGTTTCGACAAGATGATTACAAACAAACAGTTCC----------------------------------A------TCAAA-----AATTTCACTTACCGCTAACGCCGAGTGTTTCGGCAATTTGCTTCCAGGTCTGCG

droMoj3 scaffold_6496:8364707-
8364975 +

dmo_3163 GAT-GT--C--------------------------------------GTCGTATGTCGCCT--------CTGTTGCCAGCCCATTCTGCACCCGTTCCACCCTCTCTGC--CTCTTCTCTTGTGTACGAACACAGAATTTAATCAATTTGCT-G----------CGACGA--------------------------------------------------------------------------------------CGACGGC-GCCAGCTGCCTTAGTTGCCTCCGCGGCCAATAC-------TCAATTTCACTTGCCACACAGCTTATGGGCTGGTTGCACCCT-------------------------------TCGGACACCCGTTTC--------------------------A-------CAAC---ACTAA-----AATTTCACTTACCGCTAACTCCAAGTGTTTCAGCGATTTGCTTCCAAGTCTGCG

droGri2 scaffold_15245:12234344-
12234599 -

TGCAGCCTTCCACCGCTGCTACTACTGCTGCCGCGACGAACGATGTCG-------------CCGTCTCACTGTTGCTAGCCTGCTCT------------GCCCC--TCT--GCCT--------------ACTTAGAAT-TAATCAATTTGCT-G-------------CAGCGACAG-------------------------------------------------------------------------------CAGACCCTCGTCT-------------------CGACTGATACCCACTAACCAATTTCACTTGCTGC----------------------------------------------------------------------TGCAACATTGAGTGAATTTTTCTGAATTTGGC---C-------AACA-----AATTTCACTTACCACTGACGCCGAGGGTTTCGGCGATTTGCTTCCAGGTTTGTG
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GCTGTGGGTGTGGTAGTGAGCAGTGCAGCGGGCGGAGGTGTTGGTGTTGGTGGCGGAGGAGTTGGGGGTGGTTCCCTTCCCGGTGGCACCACCTCCTCGTCCTCCGCCTCCGCCACCGGTGGCGTTGCAGCGGGCGGCGGCGGCAATTCGGCAGCGGCACTC

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V114

embryo

V113

male
body

M054

female
body

..................................................TGGCGGAGGAGTTGGGGGTGGT.......................................................................................... 22 0 1 18.00 18 5 9 3 1

..................................................TGGCGGAGGAGTTGGGGGTGGTT......................................................................................... 23 0 1 3.00 3 2 0 0 1

..................................................TGGCGGAGGAGTTGGGGGTG............................................................................................ 20 0 1 3.00 3 2 1 0 0

..................................................TGGCGGAGGAGTTGGGGGTGG........................................................................................... 21 0 1 2.00 2 2 0 0 0

...........................GCGGGCGGAGGTGTTGGTGT................................................................................................................... 20 0 1 1.00 1 0 0 1 0

......................GTGCAGCGGGCGGAGGTGT......................................................................................................................... 19 0 1 1.00 1 0 0 1 0

.....GGGTGTGGTAGTGAGCAGTGC........................................................................................................................................ 21 0 1 1.00 1 0 0 1 0

..................................................TGGCGGAGGAGTTGGGGGTGTA.......................................................................................... 22 2 1 1.00 1 1 0 0 0

..................................................TGGCGGAGGAGTTGGGGGT............................................................................................. 19 0 1 1.00 1 1 0 0 0

.........................................................................................CACCTCCTCGTCCTCCGCCTC.................................................... 21 0 1 1.00 1 1 0 0 0

..........................AGCGGGCGGAGGTGTTGG...................................................................................................................... 18 0 1 1.00 1 1 0 0 0

...............................................TGGTGGCGGAGGAGTTGGGGGT............................................................................................. 22 0 1 1.00 1 0 1 0 0

........................................................................................CCACCTCCTCGTCCTCCGCCTCC................................................... 23 0 1 1.00 1 0 1 0 0

........................................................................................CCACCTCCTCGTCCTCCGCCTC.................................................... 22 0 1 1.00 1 0 0 0 1

..................................................TGGCGGAGGAGTTGGGGGA............................................................................................. 19 1 3 0.33 1 0 0 0 1

......................................................................................CACCACCTCCTCGTCCTCCCA....................................................... 21 2 4 0.25 1 0 0 0 1

Anti-sense strand reads

CGACACCCACACCATCACTCGTCACGTCGCCCGCCTCCACAACCACAACCACCGCCTCCTCAACCCCCACCAAGGGAAGGGCCACCGTGGTGGAGGAGCAGGAGGCGGAGGCGGTGGCCACCGCAACGTCGCCCGCCGCCGCCGTTAAGCCGTCGCCGTGAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V115

head

V113

male
body

V114

embryo

.................................................................................................TCAGGAGGCGGAGGCGGT............................................... 18 1 1 1.00 1 0 0 0 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_0:8105384-8105545

-
dse_141 GCTGTGGGTGTGGTAGTGAGCAG---------TGCAGCGGGC---GGAGGTGT---TGGTG-------------------------------------TTGG-----------------------------------TGGCGGAGGAGTTGGGGGTGGTTCCCTTCCCGGTGGCACCACCTCCTCGTCCTCCGCCTCCGCCAC-CGGTGGCGTTGCA----------------------------------------------------------GCGGGCG-----GCGG----------------CGGCAATTCGGCAGCGGCACTC

droSim2 3l:15623170-15623364 - dsi_32448 GCTGTGGGTGTGGTAGTGAGCAG---------TGCAGCGGGC---GGAGGTGT----------------------------------------------TGG-----------------------------------CGGCGGAGGAGGTGGGGGTGGCTCCCTTCCCGGTGGCACCGCCTCCTCATCCTCCGCCTCCGCCCA-CT---CTGCGATAAAGGCTCGGATCTCTACATTGATTCATATATCCAGAACCACGCGTCCGGATTGTTAGA-A------------G------------------------GCAAGACGTGACCTC
dm3 chr3L:16004452-16004613 - dme_398 GCTGTGGGTGTGGTAGTGAGCAG---------TGCAGCAGGC---ACAGGTGT---TGGTG-------------------------------------TTGG-----------------------------------TGGGGGAGGAGGTGGGGGTGGTTCCCTTCCCGGTGGCACCACCTCCTCGTCCTCCGCCTCAGCCGC-CGGTGGCGTTGCA----------------------------------------------------------GCGGGCG-----GCGG----------------CGGCAATTCGGCAGCGGCCCTC
droEre2 scaffold_4784:18248820-

18248984 -
GCTGTAGGTGTGGTAGTGAGCAG---------TGCAGCGGGC---GG-------------------CGGT---------------GCAGGTGGTG---TTGG-----------------------------------CGGGGGAGGGGGTGGTGCTGGTTCCCTTCCCGGAGGCACCACCTCCTCGTCCTCCGCCTCCGCCAA-CGGAGGCGTTGCA----------------------------------------------------------ACTGGGG-----GCGG----------------CGGCAATTCGGCAGCGGCCCTC

droYak3 v2_chr3L_random_063:45348-
45515 +

GCTGTGGGTGTGGTAGTGAGCAG---------TGCAGCGGGC---GG-------------------CGGT---------------GCAGGTGGTGTAGTAGG-----------------------------------CGGAGGAGGGGGTGGGGCTGGTTCCCTTCCCGGAGGCACCACTTCCTCGTCCTCCGCCTCCGCCAA-CGGTGGCGTAGCA----------------------------------------------------------ACGGGAG-----GCGG----------------CGGCAATTCGGCAGCGGCCCTC

droEug1 scf7180000409824:59413-
59553 -

GCTGTGGGTGTGGTAGTGAGCAG---------TGCAACGGGT---GG-------------------TGGG-----------------------------------------------------------------------------GGTGGTGGTGCTCCTATTCCCGGTGGCAACACCTCATCTGCCAATACCTCCGCCTC-AGGGGGCACGGCA----------------------------------------------------------ACGGGAG-----GTGG----------------AGGCAATTCAGCAGCAGCCCTC

droBia1 scf7180000302334:363869-
364003 +

GCTGTGGGTGTGGTAGTGAGCAGCAG------TGCAACGGGC---GG-------------------A-----------------------------------------------------------------------------GGGGGTGGGGGCGGCTCCCTTTCGGGCAACACCACCGCATCCTC---CTCCGCCG----CAGGGGGCGTGGCG----------------------------------------------------------GCGGGGG--------G----------------CGCCAACTCGGCGGCCGCCCTC

droTak1 scf7180000415815:285953-
286084 -

GCTGTGGGTGTGGTAGTGAGCAGCAG------TGCAACGGGT---GG-------------------CGGG-----------------------------------------------------------------------------------GGTGGCCCTATTCCGAATGGCACCACCTCGTCATCCTCCACCGCCC----CAGGGGGCGTGGCA----------------------------------------------------------GCGGGGG--------G----------------CGCTAACTCGGCGGCCGCCCAC

droEle1 scf7180000491193:5187691-
5187837 +

GCTGTGGGTGTAGTTGTGAGCAG---------TGCAACGGGG---GG-------------------CGGGGGTGGGTCGTCAATTGCAGGTGTTGG---------------AGGTCCGGGTGGCACCACCACCACCT--------------------------------------CCTCCTCCTCCTC---GACGGGGG----CAGGGGGCGTGGCA----------------------------------------------------------ACG---------------------------------AGCTCAGCGGCCGCCGTC

droRho1 scf7180000767651:14807-
14941 +

GCTGTGGGTGTAGTAGTGAGCAG---------TGCAACGGGG---GG-------------------CGGGGGTGGGTCATCAATTGCAGGTGGCGG---------------A--------------------------------------------------GGTCCGGGTGGCACCACCTCCTCCTC---AACAGGGG----CAGGGGGCGTGGCA----------------------------------------------------------ACG---------------------------------AGCTCAGCGGCCGCCGTC

droFic1 scf7180000454065:1302349-
1302488 +

GCTGTGGGTGTGGTAGTGAGCAG---------TGCAACAGGG---GG-------------------CGGGG----------------------TGG---------------A--------------------------------------------------GGTCCGGGTGGCACCACCTCGTCGGCTTCCTCATCAGC----GGGGGGCGCGACA----------------------------------------------------------ACGGGGG-----GCG-GTGGAGCAGGAAT---TCCCAGCTCAGCGGCCGCCGTT

droKik1 scf7180000301706:18120-
18284 +

GCTGTGGGTGTGGTAGTGAGCAG---------TGCAACGGGG---GGCGGGGGCGGCAGCAGCAGC-------------------GGTGGCGTTGCGGCAGGAGGAGGAGGA--------------------------------------------------GTTGCAAGTGGGAACACCACCTCCTCCACGACAGCAG----C------------A----------------------------------------------------------ACGACAG-----GCG-GCGGAGCTGGAGC---AGCTAACTCGGCGGCAGCAGTC

droAna3 scaffold_13248:1481063-
1481209 +

GT---GGGGGCGGTACTG----------------GTACCGGTGGCGGCGGTGG---CAGCA-------------------------------------CCAG-----------------------------------CGGCGGCGGCGGTGGTGGCTCCTCCTCCTCCGGTGGCGGTGGCTCCTCTTCCTCCTCCTCTGCGGG-CGGCGGCG---------------------------------------------------------------GCGG-CG-----GCGG----------------AG--TCACCGGTAGCAGCATCA

droBip1 scf7180000396569:234493-
234618 -

GCTGTGGGTGTGGTAGTGAGCGG---------TGCATCGGGA---GG-------------------CGGG--------------------------------------------------------------------------GGCGGTGGCGGTGCCTCGGTTGCAGGCAGCACAACTTCATCGTCCACGGCAACGGCCA-------------------------------------------------------------------------------------ACG-GCGG------------GGCAGGTGCGGCGGCGGCCGTC

dp5 XR_group8:8226782-8226907 + GCTGTGGGTGTGGTAGTGAGCAGTGG------------------TGG------------TG---CT---------------------------------------------------------------------------------GGTAACGTTGCAGCGGTTGCAGGTGGCACGACGGC---GTCCACAGCAGCAG----C----------------------------------------------------------------------------TG-----GCG-GTGGTGCAAGCGCCGGTGCCAGCTCAGCGGCTGCCGTC
droPer2 scaffold_40:417523-417648 + GCTGTGGGTGTGGTAGTGAGCAGTGG------------------TGG------------TG---CT---------------------------------------------------------------------------------GGTAACGTTGCAGCGGTTGCAGGTGGCACGACGGC---GTCCACAGCAGCAG----C----------------------------------------------------------------------------TG-----GCG-GTGGTGCAAGCGCCGGTGCCAGCTCAGCGGCTGCCGTC
droWil2 scf2_1100000004837:1626566-

1626652 -
AGTGTGGGTGTGGTAGTTACTGGTGG------------------CGG------------------------------------------------------------------------------------------------------------------------------TACGACTGG---CAGCACAACTGCAG----C----------------------------------------------------------------------------TGGAA--GTG-GT------------GGTGGAGGATCCGCCTCTGCTGTG

droVir3 scaffold_13049:18573184-
18573288 +

TCCGTGGGTGTGGTAGTCAGCGGAGGTAGCACTGT---CGCC---GCAGGTGT---TGGCA-------------------------------------ACGG-----------------------------------TGGCAGCG----------------------------------------------------------------------------------------------------------------------------------------------GCG-GCGGGGCAGGTGCTGCTGCGGGCTCAGCTGCGGCGGTC

droMoj3 scaffold_6680:12673962-
12674069 -

TCTGTGGGTGTGGTAGTCAGCGGAGGCAGCACTGTAACTGCA---GG---TGT---GGGTA-------------------------------------ACGG-----------------------------------TG-----------------------------------------------------------G----CAGTGGTAGTGGCA----------------------------------------------------------GCGGTGG---CAGTGG----------------CGCTGGCTCAGCTGCGGCAGTC

droGri2 scaffold_15110:19050124-
19050237 +

TCAGTGGGTGTGGTAGTCAGCGGAGGTAACACTGTGACTGCT---GG-------------------------------------------TGGTGG---------------A--------------------------------------------------------------A--ACGGG---GGCAACGGCAACA--------GCGGGG-------------------------------------------------------------------------------GTGGGGCAAACGCTGCTGCTAACTCGGCTGCGGCAGTC
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CGCATCCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGTGATGAGCCACGGCTGTTGTCCCACATGCGCTGAGCATTCACTCCCCAGGCTGTACAACGATGTGGGCATCTTCTTGGACGCCAAGTTTCGGGCCGCCT

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V114

embryo

V115

head

V113

male
body

.................................................................................TGCGCTGAGCATTCACTCCCCA................................................... 22 0 1 12.00 12 6 2 2 2

.................................................................................TGCGCTGAGCATTCACTCCCCAG.................................................. 23 0 1 7.00 7 2 4 1 0

.................................................................................TGCGCTGAGCATTCACTCCCC.................................................... 21 0 1 5.00 5 1 0 2 2

.................................................................................TGCGCTGAGCATTCACTCCC..................................................... 20 0 1 5.00 5 0 0 5 0

.................................................................................TGCGCTGAGCATTCACTCCCCAGT................................................. 24 1 1 2.00 2 1 0 1 0

..........................................................TGAGCCACGGCTGTTGTCC............................................................................. 19 0 1 1.00 1 0 1 0 0
CGCATCCAGGACTACTCCTGGGAG.................................................................................................................................. 24 0 1 1.00 1 0 1 0 0
..................................................GTGAGTGATGAGCCACGGCTG................................................................................... 21 0 1 1.00 1 0 1 0 0
.................................................................................................................CGATGTGGGCATCTTCTTGGA.................... 21 0 1 1.00 1 0 1 0 0
..................................................................................................................GATGTGGGCATCTTCTTGGAC................... 21 0 1 1.00 1 0 1 0 0
.....................GAGGATCACGGCTACTCGC.................................................................................................................. 19 0 1 1.00 1 0 1 0 0
..................................................GTGAGTGATGAGCCACGGCT.................................................................................... 20 0 1 1.00 1 0 1 0 0
..........................................................TGAGCCACGGCTGTTGTCCC............................................................................ 20 0 1 1.00 1 0 0 1 0
..................................................GTGAGTGATGAGCCACGGC..................................................................................... 19 0 1 1.00 1 0 1 0 0
..............CTCCTGGGAGGATCACGGCT........................................................................................................................ 20 0 1 1.00 1 1 0 0 0
................................................................................................................ACGATGTGGGCATCTTCT........................ 18 0 1 1.00 1 0 1 0 0
................CCTGGGAGGATCACGGCTACTCGC.................................................................................................................. 24 0 1 1.00 1 0 1 0 0
.........GACTACTCCTGGGAGGAT............................................................................................................................... 18 0 1 1.00 1 0 1 0 0
.........................................................ATGAGCCACGGCTGTTGTCCC............................................................................ 21 0 1 1.00 1 0 1 0 0
.........................................................ATGAGCCACGGCTGTTGTCCCAC.......................................................................... 23 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

GCGTAGGTCCTGATGAGGACCCTCCTAGTGCCGATGAGCGACCACCTGCCCACTCACTACTCGGTGCCGACAACAGGGTGTACGCGACTCGTAAGTGAGGGGTCCGACATGTTGCTACACCCGTAGAAGAACCTGCGGTTCAAAGCCCGGCGGA

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

#
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Hit
Count
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Norm Total
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body
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head

V114

embryo
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Species Coordinate ID Alignment
droSec2 scaffold_9:2899842-2899995

+
dse_1647 CGCATCCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGTGAT-G-AG------------------------------------------------------------------------------------CCACGGCTGTTGTC------CCACATGCGCTGA------------GC---------------------A-TT----CACTCC------------CCAGGCTGTACAACGATGTGGGCATCTTCTTGGACGCCAAGTTTCGGGCCGCCT

droSim2 2r:20128384-20128548 + CGCATCCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGTGAT-G-AG------------------------------------------------------------------------------------CCACGGCTGTTGTC------CCACATGAGCTCA------------GTCTT-----GG----AT-TCCCAT-T----CAATCC------------CCAGGCTGTACAACGATGTGGGCATCTTCTTGGACGCCAAGTTTCGGGCCGCCT
dm3 chr2R:19619445-19619609 + dme_438 CGCATCCAGGACTACTCTTGGGAGGATCACGGCTACTCGCTAGTGGACGGGTGAGTGAT-G-AG------------------------------------------------------------------------------------CAGCGGCTATTGTC------CCATTTGCGCTGA------------GCGTA-----GG----AT-TTCCAT-T----CACTCT------------CCAGATTGTACAACGATGTGGGCATCTTCTTGGACGCCAAGTTTCGGGCGGCCT
droEre2 scaffold_4845:20982315-

20982479 +
CGCATCCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGTGAT-G-TG------------------------------------------------------------------------------------CCACAGCTGTTGTC------CCACTGGCGCTGA------------GCATT-----GCC--CAT-TCCCA-TT----CA--CC------------CCAGGCTGTACAACGACGTGGGCACCTTCTTGGACGCCAAGTTTCGGGCCGCCT

droYak3 2R:19597538-19597708 + CGCATCCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGTGAT-G-TG------------------------------------------------------------------------------------CCACACCTGTTGTC------TCACTTGGGCTGA------------GCGTTATCCATTT-CCAT-TTCCA-TT----CA--CG------------TCAGGCTGTACAACGATGTGGGCACCTTCTTGGACGCCAAGTTTCGGGCTGCCT
droEug1 scf7180000409474:23761-

23924 -
CGCATTCAGGACTACTCCTGGGAGGATCATGGCTACTCGCTGGTGGATGGGTAAGTGAA-A-AG----------CCAA---CTGCTGAGG---------GTGATTT------GCTCTGAGGA-------------A-------------------------------------------------------------T-----GG----TT-GTCCAATT----TA--CA------------CCAGGCTGTACAACGATGTGGGCACCTTTTTGGACGCCAAATTTCGAGCCGCCT

droBia1 scf7180000302143:1776883-
1777046 -

CGCATTCAGGACTACTCCTGGGAGGATCACGGCTATTCACTGGTGGATGGGTGAGTGAT-G-T-----------CCTATTG--CCCGGAA---------GTGAGTT------GCTCTGAAGA-------------A-------------------------------------------------------------A-----GG----AT-TTTCGTTT----TA--CG------------CCAGGCTGTACAACGATGTGGGAACCTTTTTGGATGCCAAGTTTCGGGCCGCCT

droTak1 scf7180000415400:554549-
554712 +

CGCATTCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGATGGGTGAGTGAT-G-G-----------CACGCTG--TACGCCA---------GTGAAGT------GCTCTGAAAA-------------A-------------------------------------------------------------C-----GG----AT-TTTCATTT----CA--AA------------TCAGGCTGTACAACGATGTGGGAACCTTTTTGGACGCCAAGTTTCGGGCAGCCT

droEle1 scf7180000491201:1150198-
1150360 -

CGCATACAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGACGGGTGAGTGAT-A-G-----------CTCT---TTGATTATG---------TCAATTT------TCGCTAAAGA-------------G-------------------------------------------------------------A-----GG----AT-GTTCATTT----CA--TG------------CCAGGCTGTACAACGATGTGGGCACCTTTTTGGATGCCAAGTTTCGGGCCGCCT

droRho1 scf7180000778122:28604-
28765 -

CGCATACAGGATTACTCCTGGGAGGATCATGGCTACTCTCTGGTGGATAGGTAAGTACA-A-G-----------CTT----TTCTTGATG---------GTAATTT------CTTCTATAGA-------------A-------------------------------------------------------------A-----GA----AT-TTTCATTT----TA--CA------------CCAGGCTGTACAACGATGTGGGCACTTTTTTGGATGCCAAGTTTCGGGCCGCCT

droFic1 scf7180000453809:588918-
589095 -

CGCATTCAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGATAGGTAAGTACA-T-G-----------CTTAT---TGCCGGAG---------GGGATTTCCATAA----GAAAGAATGGAATTTA--------------------------------------------ATTGA------------AT---G----TAC--T------TATTT----TT--CA------------TCAGGCTGTACAACGATGTGGGCACTTTCCTGGATGCCAAGTTTCGAGCAGCCT

droKik1 scf7180000302470:2105403-
2105587 -

CGCATACAGGACTACTCGTGGGAGGATCACGGCTACTCGCTGGTAGATGGGTAAGGAGGAGGAGGAGGGGCAGTCCCT---TTGTTCATATATTTTTCGGGGAAT-------------------------------------------------------TC------CCTTTGACACTGA------------GG---G----TTC--T------C--TC----TT--TT------------CCAGGCTTTACAACGATGTGGGCACCTATTTGGATGAGAAATTTCGGGCTGCCT

droAna3 scaffold_13266:8258302-
8258485 +

CGCATCCAGGATTATTCCTGGGAGGATCACGGCTTCTCACTGGTGGATGGGTGAGTATT-T-TC-----------CTGCTG--TT---------------------------------------------------------------------CTGCTGTC------TGACAAGAGCCCCTTCATTGGGCTAT--TT----ATCT--GGTATT-TAATT----TT--TGAAAAA-------CCAGGCTGTACAACGATGTGGGCACCTTTCTGGATGAAAAGTTTCGGGCCGCCT

droBip1 scf7180000396759:558695-
558855 -

CGCATCCAGGACTATTCCTGGGAGGATCACGGCTTTTCGCTGGTGGATGGGTGAGTACT-T-T----------------------------------------------------------------------------------GTGCCCCTGC---TGGC------TGAAAAGAGCCCC------------CTCTCA----TAT--GGT-----A-TC----CA--TG------------ACAGACTGTACAACGATGTGGGCACCTTTCTGGATGAAAAGTTTCGGGCCGCCT

dp5 3:9378856-9379015 - dps_3840 CGCATACAGGACTACTCCTGGGAGGATCACGGCTACTCACTGGTGGATGGGTATGTGGTCG-AG------------------------------------------------------------------------------------CTAACGT------CACTCAT---TCAGAGCTGA------------CTTTCG----TCC--TC--------TC----TACTCC------------ATAGGTTGTACAACGACGTGGGCACTTATTTGGATGAGAAGTTCCGCTCGGCCT
droPer2 scaffold_4:4702055-4702214

-
CGCATACAGGACTACTCCTGGGAGGATCACGGCTACTCGCTGGTGGATGGGTATGTGGTCG-AG------------------------------------------------------------------------------------CTAACGT------CACTCAT---TCAGAGCTGA------------CTTTCG----TCC--TC--------TC----TACTCA------------ATAGGTTGTACAACGACGTGGGCACTTATTTGGATGAGAAGTTCCGCTCGGCCT

droWil2 scf2_1100000004954:2405570-
2405731 -

CGCATACAGGACTATTCCTGGGAGGATCATGGCTACTCATTGGTAGATGGGTAAGTGGG-C-GA------------------------------------------------------------------------------------TTACAATT---CTC------CTAC-TAAACTAA------------TAAACG----ATC--TC-----TTT-TCGTCGC--TT------------GCAGCTTGTACAATGAGGTCGGCACTTTCCTAGATGAGAAATTTCGAGCTGCCT

droVir3 scaffold_12823:521174-
521349 -

dvi_2862 CGCATTCAGGACTATTCTTGGGAGGATCATGGCTATTCTCTAGTGGATGGGTGGGTGAC-A-G-----------CA------------------------------------------AAGA--------------------------------A------CAAGTTT---TTA-AACTCT------------GTTTTA----TTCTTCCT-TTTCATTC----TT--TGCATGACCTGTGAGCAGCTTGTACAACGATGTGGGCACTTTTTTGGACGAAAAGTTTCGCGCTGCCT

droMoj3 scaffold_6496:321427-321593
-

CGCATACAGGACTATTCCTGGGAGGATCACGGCTACTCCCTAGTGGAGGGGTAAGTAAT-G-G-----------CAGAT-G--AC--------------------A------GCTCTAAAGAAT------------------------------------TC------CTATATA------------ATACAAG---TG---AT---------TTCCTAT----TC--GA------------TCAGCTTGTATCATGATGTGGGCACCTTTCTGGACGACAAGTTCCGGGCTGCCT

droGri2 scaffold_15245:6155642-
6155814 +

CGCATACAGGACTATTCATGGGAGGATCATGGCTATTCTCTGGTGGATGGGTAAGCCAT-C-G-----------CCT----CACATC-----------------------------AAAACAATGCCAATCAAAATCACAATTTTGT----------------------------------------------GT---G----T---CGC---TTCTCCT----TG--TT------------GCAGCTTGTACAACGATGTGGGCACCTTTTTGGATGAAAAGTTTCGGGCCGCGT
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TGGAAAATTTTGGTTTTGCATTTGAAATCCGCCACTCAACTTGGTTCTAAAATTATTGAGGTATGCTAGGTCCTTTTTGTGTGTTTTACAAAATCGGTGTAACATGCCTAATATATTTTTAGAAAACTCACACCGAAGTGTACAGATTAAAACAAAAGACATAATTGT

*****************************************...((((((((.(((..(((((((.((.(((..(((((((.....)))))))..))).)).)))))))...))).)))))))).....***************************************
Read
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embryo
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head
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........................................................TGAGGTATGCTAGGTCCTTTTT.......................................................................................... 22 0 1 16.00 16 4 8 3 1

........................................................TGAGGTATGCTAGGTCCTTT............................................................................................ 20 0 1 2.00 2 2 0 0 0

...........................................................................................AATCGGTGTAACATGCCTAATAT...................................................... 23 0 1 2.00 2 0 1 0 1

...........................................................................................AATCGGTGTAACATGCCTAAT........................................................ 21 0 1 2.00 2 2 0 0 0

........................................................TGAGGTATGCTAGGTCCTTTT........................................................................................... 21 0 1 2.00 2 2 0 0 0

...........................................................................................AATCGGTGTAACATGCCTAATA....................................................... 22 0 1 2.00 2 2 0 0 0

........................................................TGAGGTATGCTAGGTCCTTTTTTA........................................................................................ 24 2 1 2.00 2 2 0 0 0

........................................................TGAGGTATGCTAGGTCCTTTTTG......................................................................................... 23 0 1 1.00 1 0 1 0 0

............................................................................................ATCGGTGTAACATGCCTAATAT...................................................... 22 0 1 1.00 1 0 1 0 0

........................................................TGAGGTATGCTAGGTCCTTTTAT......................................................................................... 23 2 1 1.00 1 1 0 0 0

.......................................................TTGAGGTATGCTAGGTCCT.............................................................................................. 19 0 1 1.00 1 0 0 1 0

........................................................TGAGGTATGCTAGGTCCTTTTTGT........................................................................................ 24 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

ACCTTTTAAAACCAAAACGTAAACTTTAGGCGGTGAGTTGAACCAAGATTTTAATAACTCCATACGATCCAGGAAAAACACACAAAATGTTTTAGCCACATTGTACGGATTATATAAAAATCTTTTGAGTGTGGCTTCACATGTCTAATTTTGTTTTCTGTATTAACA

***************************************...((((((((.(((..(((((((.((.(((..(((((((.....)))))))..))).)).)))))))...))).)))))))).....*****************************************
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#
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Norm Total
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_1:14027278-

14027445 -
dse_233 TGGAAAATTTTGGTTTTGCATTTGAAATCCGCCACTCAAC--------TTG----GTTCTAAAATTATTGAGGTATGCTAGGT-CCTTTTTGTGTGTTTTACAAAATCGGTGTAACATGCCTAATA-----TATTTTTAGAAAACTCACACCGAA---GTGTACAGATT---AAAACAAAAGACAT----------AATTGT

droSim2 2r:17042431-17042598 - dsi-
mir-991

TGGAAAATTTTGGTTTTGCATTTGAAATCCGCCACTCAAC--------TT----TCTTCTAAAAATATTGAGGTATGCTA-GCCCCATTTTGTGTGTTTTACAAAATCGGTGTAACATGCCTAATA-----TATTTTTAGAAAACTCACACCGAA---GTGTACAGATT---AAAACAAACGACAT----------AATTGT

dm3 chr2R:16472553-16472726 - dme-
mir-991

TGGAAAGTTTTGGTTTTGCATTAGAAATC-GCCACTCAAC--------TTGGTTTTTTCTAAAATTATTTAGGTCCGTTTTGCATATTTT-AGGTGTTTTACAAAATCTGTGTAACATACTTAATA-----TATTTTTAGAAAACTAACACCTAA---GTGTACGGAATCAAAAAAAAAAAGACAA----------ATATGT

droEre2 scaffold_4845:10617423-
10617595 -

der_82 TGGAAAGTTTTGATTCTGCTTCTTAAATC-GCCACCCAAC--------TTATAGTATTCCAAAAATATTTAAGTCTGTTATGCATACTTTTGTGAGTTTGACAAAATGTGCACAACCGGCTTACTG-----TATTTTTAGAAAACAAACACCTTAGT--TGTAAAGAAT---AAACTAATTGTAAA----------AATTGT

droYak3 2R:12723855-12724031 + dya_121 TGGAAAGTTTTGATTCTGCATTAGAAATC-GCCACCCAAC--------TTTGATTTTTCTAGAAATATTTAAGTCTGTTCTGCTTAGATTTGTGAATTTGACAAAATCTGCACAGCCGGCTTAATG-----TATTTTTAGAAACTTAGCACCTTTT--GTGTAAAGAAA---AAACTAAATGTTAA------AAATTATTAT
droEug1 scf7180000409474:1489222-

1489249 +
CGGAAAATCTTGACTCTGCACTCGTAGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302291:2815059-
2815087 +

GAGAAAATTTTGATTCTGCATCTTACATC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491201:737010-
737161 -

TGGAAAATTTTGATTCTGCATTTGATACC-GAAGTCAGTA--------TTGGTTTTTTTTTTAACTGCTTAAGATGATTCCGCTTAGATTTGTTAATTTTACAAAATCTGCGAAACCAACTTAA-A-----TATTTATAAAAACTTAACGCCAAG----------------------AAAAGACGT----------A---AT

droRho1 scf7180000780104:83155-
83306 -

TGAAAGAATTTGTTTCTGCATTTGTTTTC-GAAATAAAAA--------CTACAAAATTTCCTAAATATTTAAGTTGATTCCGCTTAGATTTGTCAATTTTACAAAATCTGCGAAATCAGCTTAAAA-----TATTTATAGAAAATGTACGTCAGGGA--------------------------CAT----------ATCAAA

droFic1 scf7180000454039:1777091-
1777287 -

TGGAAAATTTCGGATCTGAATTTAAAATC-CAAGTAAAAAAAATATATCATAAATGTTTTAGTAGTATATAAGTCGGCTGCGACAGTAATTGTTAATTTTAAGCAATCTGCGTAACGGACTTAA-ATATTATAAATATTAAAAACAAACTCTTAGATCGTGTAAAAATA---ATATAAAATAATCGAGTTCAAAAAAACTAC
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ACGTCACGGAGTACCTGCTGGGTCCCTGGCGGAATATCACGGAGCAGCAGGTGAGTGGCATCCCACCATGTATCCATTTCAAGGAATATCACATGTGTTGTCATTCCAGCTAACGCACGATGTTTACCCAGTGGGCACCTATTCCTACCTGGTGCAGTT

**************************************************..((((((((...(((.((((.(((.......))).....))))))).))))))))...**************************************************
Read
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head
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........................................................................................TCACATGTGTTGTCATTCCAGT................................................. 22 1 1 56.00 56 18 17 9 12

........................................................................................TCACATGTGTTGTCATTCCAG.................................................. 21 0 1 19.00 19 8 3 5 3

........................................................................................TCACATGTGTTGTCATTCCAGA................................................. 22 1 1 11.00 11 2 3 5 1

.......................................................................................ATCACATGTGTTGTCATTCCAG.................................................. 22 0 1 5.00 5 0 5 0 0

........................................................................................TCACATGTGTTGTCATTCCAGC................................................. 22 0 1 3.00 3 0 2 0 1

........................................................................................TCACATGTGTTGTCATTCCA................................................... 20 0 1 3.00 3 0 0 1 2

........................................................................................TCACATGTGTTGTCATTCCATT................................................. 22 2 1 2.00 2 1 0 0 1

....................................................................................AATATCACATGTGTTGTCATTCCAG.................................................. 25 0 1 1.00 1 1 0 0 0

..................................................GTGAGTGGCATCCCACCATGTATCC.................................................................................... 25 0 1 1.00 1 1 0 0 0

.......................................................................................ATCACATGTGTTGTCATT...................................................... 18 0 1 1.00 1 0 1 0 0

.........................................................................................CACATGTGTTGTCATTCCAGT................................................. 21 1 1 1.00 1 1 0 0 0

........................................................................................TCACATGTGTTGTCATTCC.................................................... 19 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

TGCAGTGCCTCATGGACGACCCAGGGACCGCCTTATAGTGCCTCGTCGTCCACTCACCGTAGGGTGGTACATAGGTAAAGTTCCTTATAGTGTACACAACAGTAAGGTCGATTGCGTGCTACAAATGGGTCACCCGTGGATAAGGATGGACCACGTCAA

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

Species Coordinate ID Alignment
droSec2 scaffold_0:15262506-15262664

+
dse_535 ACGTCACGGAGTACCTGCTGGGTCCCTGGCGGAATATCACGGAGCAGCAGGTGAGTGGCAT-C--------------------CC-----ACC---ATGTATCCATT-----------------TCAAG---------------GAATATC----ACATGTGTTG-TCATTCCAGCTAACGCACGATGTTTACCCAGTGGGCACCTATTCCTACCTGGTGCAGTT

droSim2 3r:14394898-14395056 + ACGTCACGGAGTACCTGCTGGGTCCCTGGCGGAATATCACGGAGCAGCAGGTGAGTGGCAT-C--------------------CC-----ACC---ATGTATCCATT-----------------CCGTG---------------GAATATC----AAATTTTTTC-TCATTCCAGCTAACGCACGATGTTTACCCAGTGGGCACCTATTCCTACCTGGTGCAGTT
dm3 chr3R:6688099-6688259 - ACGTCACGGAGTACCTGCTGGGTCCCTGGCGGAATATCACGGAGCAGCAGGTGAGTGGCAT-CT------------------CCC-----ACC---ATCTATCCATT-----------------CCATA---------------GAATATC----AAATTTCTTC-CCATTCCAGCTAACGCACGATGTTTACCCAGTGGGAACCTATTCCTACCTGGTGCAGTT
droEre2 scaffold_4770:14922382-

14922546 +
ACGTCACGGAGTACCTGTTGGGTCCCTGGCGGAATATCACGGAGCAGCAGGTGAGTGCCAG-C--------------------CC-----ACC---AAGTACTCATTCAATACGAG-----------TA---------------TAACATC----ACATTTCCTG-TCATTCCAGCTAACGCACGATGTTTACCCAGTGGGCACCTATTCCTATCTGGTGCAGTT

droYak3 3R:10722686-10722847 - ACGTCACGGAGTACCTGTTGGGTCCTTGGCGGAATATCACGGAGCAGCAGGTGAGTGCCAG-G--------------------CC-----ACC---ATGTATTCATTTTATACGAG-----------------------------TATATC----ACATTTTCTG-TCATTCCAGCTAACGCACGATGTTTACCCAGTGGGCACCTATTCCTACCTGGTGCAGTT
droEug1 scf7180000409797:297069-

297226 -
ACGTCACGGAGTATCTGCTGGGTCCATGGCGAAATATTACGTATGAGCAGGTTAGTGAAGG-T--------------------CT-----ACT---AATTATCCGTT-----------------CTATA---------------TAATATG----A-CTTTGTTT-TTATTCCAGCTAACGCAAGAGGTTTATCCAGTTGGAACATATTCCTATCTGGTGCAGTT

droBia1 scf7180000302075:4089763-
4089919 +

ACGTCACGGAGTACCTGCTGGGGCCCTGGCGGAACATCTCGGAGACGCAGGTGAGCGCACT-G--------------------CT-----AGCTCGATCAATCCCTT-----------------CTCGA---------------TAATATC----A-----GTTT-TAATTCCAGCTAACACACGATGTCTATCCAGTGGGCACCTACTCCTACCTGGTGCAGTT

droTak1 scf7180000414561:57156-57313
+

ACGTCACGGAGTATCTGCTGGGTCCCTGGCGGAATATCACAGAAACTCAGGTGAGCACAAT-AT------------------GAA-----ATT---CTTTAGTATTA-----TTTA------------T------------AATT-----C----A-ATTTGCTT-CGATTCCAGCTAACCCACGATGTCTATCCAGTGGGCACCTATTCCTACCTGGTGCAGTT

droEle1 scf7180000491080:3405928-
3406088 -

ACGTCACGGAATATCTGCTCGGTCCCTGGCGGAATATCACAGAGGACCAGGTGTGAAGTATAGT------------------GTT-----GCT---AATTAGCCAGT-----------------CACAA---------------CAATAAT----A-GTTTGTTT-TGGTTCCAGCTAACGCATGATGTCTACCCAGTGGGCACCTATTCCTACTTGGTGCAGCT

droRho1 scf7180000779572:164720-
164880 -

ATGTCACGGAGTACCTCCTGGGTCCCTGGCGGAATATCACGGAGGAACAGGTGTGCAGTAAAGT------------------ATT-----ACT---GATTAACCATT-----------------TGTAA---------------TAATGAT----A-GTTTGTTT-TTCTTCCAGCTAACCCATGATGTCTATCCAGTGGGCACCTATTCTTACCTCGTTCAGCT

droFic1 scf7180000453912:2593790-
2593949 -

ACGTCACGGAATTTCTGCTGGGTCCATGGCGAAATATAACAAATGAACAGGTGAGAAAAAA-GT------------------ACT-----ACC---ATTTGACTATT-----------------CAAAA---------------CGATCAT----A-GTTTGTTT-TTGTTCCAGCTAACGCAAGATGTATATCCAGTTGGCACATATTCTCACCTGGTGCAGTT

droKik1 scf7180000302650:65335-65497
-

ACGTCACGGAGTACCTGCTGGGTCCCTGGCGTAACATCACAAGTGACCAGGTGAGTGCGAT-C--------------------GA-----GTT---CATTAGCAAGG-----------GACATTCAAAG---------------TTATACT------CTTTTTGC-TAACTGCAGCTCACGCAAGATGTCTACCCGGTGGGCACCTATTCGCACATGGTGCAGTT

droAna3 scaffold_13340:21295920-
21296081 -

ATGTCACGGAGTACCTTCTTGGACCATGGCGGAATATTACAGAGAATCAGGTTAGGCGAAA-TA------------------TAT------TC---AATTAATTAAT--------A------TATA-TA----------TTAT-----TTC----AATTAATTTA-TTTTAACAGCTCACCCACGATGTGTATCCTGTGGGAACCTATTCGTATCTGGTGCAGCT

droBip1 scf7180000396413:1161405-
1161563 +

ACGTCACGGAGTACCTTCTTGGACCATGGCGGAATATTACAGAGAACCAGGTTACTTAAAG-TT-------------------TT-----ACT---TA----------------------------AAGCCTTGAATTTCTTT-T----TAAATTA-ATT---TG-TTTCTTCAGCTCACCCACGATGTCTATCCGGTGGGAACATATTCGTATCTGGTGCAGCT

dp5 2:28087224-28087382 - ATGTCACCGAATATCTATTGGGTCCCTGGCGTAATATCACGGAGACTCAGGTGAATGGATG-GC------------------AAA-----ACA---ATCTATAAATA-----CCAA------------T------------AAAT-----A----ATATTAATTC-TGTTTACAGCTCACACATGATGTCTATCCCGTGGGTACATATGCGTACCTGGTGCAATT
droPer2 scaffold_6:3413894-3414052 - ATGTCACCGAATATCTATTGGGTCCCTGGCGTAATATCACGGAGACTCAGGTGAATGGATG-GC------------------AAA-----ACA---ATCTATAAATA-----CCAA------------T------------AAAT-----A----ATATTAATTC-TGTTTACAGCTCACACATGATGTCTATCCCGTGGGTACATATGCGTACCTGGTGCAATT
droWil2 scf2_1100000004943:7412670-

7412839 -
ATGTTACGGAATACCTGTTGGGTCCGTGGCGTAATATTACCGAAACTCAGGTGAGTCAAAG-A--------------------CT-----TGA----------------------ATAAACATTCACAGTGTTTTACTATAAT-T----TAAATTA-ATTTGTCA-TCTTTAAAGCTTACTCAAGATGTCTATCCAGTGGGTACATATTCGCATCTGGTGCAATT

droVir3 scaffold_13047:7800564-
7800726 +

ATGTCACCGAATATCTTCTAGGCCCATGGCGCAACATAACGGAACAACAGGTGAGTTTGCG-TATTG--------------GCAA-----GTT---TTTTAAAATTA-----TC-C------------T------------ACAT-----T----GAATCGCTTCTTTATTAAAGCTAACACAAGACGTTTATCCAGTGGGAACATATTCGCATCTGGTTCAATT

droMoj3 scaffold_6540:15522258-
15522419 +

ACGTAACGGAATATCTTCTCGGTCCGTGGCGCAACATAACGGAGCAACAGGTGGGCTTTTC-GC------------------TTA-----ATC---AATTTCGAATT------GATTATACAG---------------------C-----A----ATAATGTTCCTAATTCACAGCTTATTCAAGATGTTTATCCGGTGGGCACATATTCGCATCTGGTTCAATT

droGri2 scaffold_14906:923973-924147
-

ACGTCACGGAATTTATTTTGGGTCCATGGCGCAATATTACAGAGCAACAGGTGATTTTATA-TTTTGTCTCTTTTCATTAAGCAAGTTCTTAA---CTGTGACTTTT-----------------CGCAT---------------C----------C-AAT--TG-TAAATAAAAGCTTGTACAAGATGTGTATCCAGTGGGCACCTACTCAAACCTGGTTCAATT
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