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TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGACACATTTGGCTGAACAACAGGCTAATCGCTTCCATCTTGGAAAGCTATCATTTGCGACCACCGTGAAATGCCATTAGCTTGTTGTTCAGCTACTTCTACTAACTCCAATCCAACTACCAACCAGGACTTCAAACTGGAACAGCCTAG
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..................................................................................................................CATTAGCTTGTTGTTCAGCTA....................................................... 21 0 1 2571.00 2571 1268 62 66 77 190 348 431 6 60 35 5 0 18 5 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACT..................................................... 23 0 1 1619.00 1619 239 87 144 97 718 50 129 6 85 53 0 1 5 5 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACT..................................................... 21 0 1 1381.00 1381 259 72 465 351 71 9 19 14 56 52 7 3 1 2 0

....................................................................................................................TTAGCTTGTTGTTCAGCTA....................................................... 19 0 1 1268.00 1268 142 43 406 607 18 0 4 4 34 1 7 0 2 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTAC...................................................... 22 0 1 1157.00 1157 700 298 3 2 14 67 19 24 1 13 10 4 2 0 0

.......................................................................................................................GCTTGTTGTTCAGCTA....................................................... 16 0 1 1018.00 1018 1013 0 5 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GGCTGAACAACAGGCTAATCG....................................................................................................................... 21 0 1 598.00 598 526 5 0 0 6 4 1 7 0 45 2 2 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCT........................................................ 18 0 1 576.00 576 484 42 24 24 1 0 0 0 0 0 1 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCT........................................................ 20 0 1 553.00 553 248 112 59 31 22 23 32 1 10 6 6 0 2 1 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACTTC................................................... 23 0 1 547.00 547 0 489 0 0 0 0 0 1 1 0 55 1 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCTACT..................................................... 22 0 1 540.00 540 337 16 36 29 31 7 32 0 12 36 1 0 1 2 0

.......................................................................................................................GCTTGTTGTTCAGCTAC...................................................... 17 0 1 529.00 529 528 0 1 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAG.......................................................... 16 0 1 497.00 497 274 0 46 70 38 0 0 0 69 0 0 0 0 0 0

.......................................................................................................................GCTTGTTGTTCAGCTACT..................................................... 18 0 1 471.00 471 469 1 1 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACTT.................................................... 22 0 1 457.00 457 172 12 29 18 8 0 2 132 3 58 1 22 0 0 0

......................................................................................................................AGCTTGTTGTTCAGCTA....................................................... 17 0 1 401.00 401 401 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGC......................................................... 19 0 1 366.00 366 68 234 2 5 2 31 5 0 4 2 7 0 1 5 0

...................................................GCTGAACAACAGGCTAATCG....................................................................................................................... 20 0 1 334.00 334 137 0 2 0 24 31 6 97 3 19 0 10 2 3 0

....................................................................................................................TTAGCTTGTTGTTCAGCTAC...................................................... 20 0 1 316.00 316 99 167 12 11 2 1 0 3 3 4 12 1 1 0 0

..................................................................................................................CATTAGCTTGTTGTTCAG.......................................................... 18 0 1 274.00 274 11 210 2 3 7 10 2 0 4 1 17 0 5 2 0

...............................................................................................................TGCCATTAGCTTGTTGTTCAGT......................................................... 22 1 1 264.00 264 3 0 55 37 74 44 27 0 24 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGC......................................................... 17 0 1 252.00 252 224 0 11 11 2 0 0 0 4 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCA........................................................... 15 0 1 241.00 241 89 0 92 31 10 0 0 0 19 0 0 0 0 0 0

..................................................GGCTGAACAACAGGCTAATCGC...................................................................................................................... 22 0 1 213.00 213 15 103 13 1 23 6 0 4 1 19 23 2 0 3 0

...............................................................................................................TGCCATTAGCTTGTTGTTCAG.......................................................... 21 0 1 182.00 182 0 6 2 2 0 137 6 0 3 0 0 0 21 5 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTAA...................................................... 22 1 1 174.00 174 61 0 2 2 2 94 3 2 1 2 0 0 2 3 0

.....................................................TGAACAACAGGCTAATCG....................................................................................................................... 18 0 1 169.00 169 169 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCTA....................................................... 20 0 1 135.00 135 106 17 3 2 1 0 4 0 0 2 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCTAC...................................................... 21 0 1 123.00 123 95 14 0 0 2 0 0 4 1 3 3 1 0 0 0

......................................................................................................................AGCTTGTTGTTCAGCTAC...................................................... 18 0 1 123.00 123 120 3 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACTTC................................................... 22 0 1 121.00 121 18 99 0 1 0 0 1 0 0 0 2 0 0 0 0

......................................................GAACAACAGGCTAATCG....................................................................................................................... 17 0 1 110.00 110 110 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCT........................................................ 19 0 1 104.00 104 84 17 0 0 0 0 0 0 0 1 2 0 0 0 0

...................................................GCTGAACAACAGGCTAATCGC...................................................................................................................... 21 0 1 99.00 99 0 12 5 7 45 9 0 0 13 1 2 0 1 4 0

.......................................................................................................................GCTTGTTGTTCAGCTACTT.................................................... 19 0 1 96.00 96 95 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACT..................................................... 20 0 1 89.00 89 25 39 6 8 3 0 4 0 0 4 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACTTCTAAA............................................... 26 2 1 89.00 89 0 0 25 39 7 0 0 0 17 1 0 0 0 0 0

...............................................................................................................TGCCATTAGCTTGTTGTTCAGA......................................................... 22 1 1 76.00 76 2 0 7 15 30 7 4 0 11 0 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCT........................................................ 17 0 1 62.00 62 59 0 1 1 0 0 0 0 1 0 0 0 0 0 0

...............................................................................................................TGCCATTAGCTTGTTGTTCAGC......................................................... 22 0 1 62.00 62 0 8 8 7 18 12 4 0 5 0 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTAC...................................................... 19 0 1 61.00 61 23 37 0 0 0 0 0 0 0 0 1 0 0 0 0

...................................................GCTGAACAACAGGCTAATC........................................................................................................................ 19 0 1 58.00 58 7 7 1 1 14 12 0 0 11 1 1 0 2 1 0

.....................................................................................................................TAGCTTGTTGTTCAGCTA....................................................... 18 0 1 57.00 57 49 7 0 1 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GCTTGTTGTTCAGCTAA...................................................... 17 1 2 56.50 113 113 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAG.......................................................... 17 0 1 56.00 56 52 0 2 0 1 0 0 0 1 0 0 0 0 0 0

......................................................................................................................AGCTTGTTGTTCAGCTACT..................................................... 19 0 1 55.00 55 53 1 0 0 0 0 0 0 0 1 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGC......................................................... 18 0 1 53.00 53 20 31 0 0 0 1 0 0 0 1 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACA..................................................... 23 1 1 52.00 52 12 0 14 8 7 0 3 0 2 6 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACTT.................................................... 21 0 1 50.00 50 16 19 0 0 0 0 0 0 0 15 0 0 0 0 0

........................................................................................................................CTTGTTGTTCAGCTAC...................................................... 16 0 1 45.00 45 44 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTAT...................................................... 22 1 1 45.00 45 33 0 0 0 1 6 1 0 0 2 0 0 2 0 0

.................................................TGGCTGAACAACAGGCTAATCGC...................................................................................................................... 23 0 1 44.00 44 0 41 1 0 1 0 0 0 0 0 1 0 0 0 0

.....................................................TGAACAACAGGCTAATC........................................................................................................................ 17 0 1 43.00 43 36 0 4 3 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CTTGTTGTTCAGCTA....................................................... 15 0 1 41.00 41 38 0 2 0 1 0 0 0 0 0 0 0 0 0 0

......................................................................................................................AGCTTGTTGTTCAGCTAA...................................................... 18 1 2 41.00 82 82 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACTA.................................................... 24 1 1 38.00 38 10 0 1 0 17 0 1 0 2 7 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACTTCTA................................................. 24 0 1 37.00 37 0 0 16 15 3 0 0 0 3 0 0 0 0 0 0

..................................................GGCTGAACAACAGGCTAA.......................................................................................................................... 18 0 1 36.00 36 11 23 0 0 0 0 0 0 0 0 2 0 0 0 0

........................................................................................................................CTTGTTGTTCAGCTACT..................................................... 17 0 1 36.00 36 36 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGC......................................................... 16 0 1 34.00 34 29 0 0 2 2 0 0 0 1 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACTA.................................................... 22 1 1 34.00 34 13 0 0 0 0 0 1 12 0 6 0 2 0 0 0

.................................................TGGCTGAACAACAGGCTAATCG....................................................................................................................... 22 0 1 34.00 34 28 0 0 0 0 0 1 0 0 5 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACA..................................................... 21 1 1 32.00 32 10 0 8 10 1 0 2 0 0 1 0 0 0 0 0

......................................................................................................................AGCTTGTTGTTCAGCT........................................................ 16 0 1 31.00 31 31 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CTTGTTGTTCAGCTACTT.................................................... 18 0 1 30.00 30 30 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TTGTTGTTCAGCTACT..................................................... 16 0 1 29.00 29 29 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACAA.................................................... 24 2 1 27.00 27 7 0 2 1 13 0 1 0 2 1 0 0 0 0 0

.......................................................................................................................GCTTGTTGTTCAGCTACA..................................................... 18 1 1 26.00 26 26 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TTGTTGTTCAGCTACTT.................................................... 17 0 1 25.00 25 25 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGAACAACAGGCTAAT......................................................................................................................... 16 0 1 25.00 25 24 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACTTC................................................... 25 0 1 25.00 25 0 23 0 0 0 0 0 0 0 0 2 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTAAAA.................................................... 24 3 1 23.00 23 11 0 2 1 7 0 0 0 1 1 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAG.......................................................... 15 0 1 23.00 23 12 0 2 2 5 0 0 0 2 0 0 0 0 0 0

..................................................GGCTGAACAACAGGCTAATC........................................................................................................................ 20 0 1 23.00 23 7 11 2 0 1 0 0 0 0 1 1 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACTTCTAA................................................ 25 1 1 23.00 23 0 0 10 9 4 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GCTTGTTGTTCAGCT........................................................ 15 0 1 22.00 22 22 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TTGTTGTTCAGCTAC...................................................... 15 0 2 22.00 44 44 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TGCCATTAGCTTGTTGTTCAGTA........................................................ 23 2 1 21.00 21 0 0 4 7 4 3 0 0 3 0 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACTTCT.................................................. 23 0 1 21.00 21 0 2 10 6 1 0 0 0 2 0 0 0 0 0 0

.......................................................................................................................GCTTGTTGTTCAGCTACTA.................................................... 19 1 1 21.00 21 21 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TGCCATTAGCTTGTTGTTCA........................................................... 20 0 1 21.00 21 0 2 3 6 5 0 2 0 3 0 0 0 0 0 0

..................................................GGCTGAACAACAGGCTA........................................................................................................................... 17 0 1 19.00 19 19 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTC............................................................ 16 0 1 18.00 18 10 0 3 2 3 0 0 0 0 0 0 0 0 0 0

.................................................TGGCTGAACAACAGGCTAATC........................................................................................................................ 21 0 1 18.00 18 0 5 5 0 5 2 0 0 0 1 0 0 0 0 0

...................................................GCTGAACAACAGGCTAATCGT...................................................................................................................... 21 1 1 18.00 18 3 0 3 0 1 3 0 7 1 0 0 0 0 0 0

..........................................................................................................................TGTTGTTCAGCTACTT.................................................... 16 0 1 17.00 17 17 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTT....................................................... 21 1 1 17.00 17 11 0 0 0 0 0 5 1 0 0 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACTTCTACA............................................... 26 1 1 17.00 17 0 0 3 11 1 0 0 0 2 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTT............................................................. 15 0 2 16.50 33 2 0 17 3 9 0 0 0 2 0 0 0 0 0 0

....................................................CTGAACAACAGGCTAATCG....................................................................................................................... 19 0 1 16.00 16 15 0 0 0 0 1 0 0 0 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCTACTA.................................................... 23 1 1 16.00 16 12 0 0 1 1 0 0 0 0 2 0 0 0 0 0

.................................................TGGCTGAACAACAGGCTAA.......................................................................................................................... 19 0 1 16.00 16 7 9 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCA........................................................... 17 0 1 15.00 15 4 0 3 1 5 0 0 0 2 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCA........................................................... 16 0 1 15.00 15 12 0 2 0 1 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACAA.................................................... 22 2 1 13.00 13 12 0 0 0 0 0 0 0 0 1 0 0 0 0 0

..........................................................................................................................TGTTGTTCAGCTACT..................................................... 15 0 1 13.00 13 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TGCCATTAGCTTGTTGTTCAGCA........................................................ 23 1 1 13.00 13 0 0 2 9 2 0 0 0 0 0 0 0 0 0 0

.................................................................................................................CCATTAGCTTGTTGTTCAGCTA....................................................... 22 0 1 12.00 12 2 0 0 0 5 2 1 0 2 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCTACTT.................................................... 23 0 1 12.00 12 10 0 1 0 0 0 0 0 0 1 0 0 0 0 0

.....................................................TGAACAACAGGCTAATCGT...................................................................................................................... 19 1 1 12.00 12 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GGCTGAACAACAGGCT............................................................................................................................ 16 0 1 12.00 12 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GCTGAACAACAGGCTAAT......................................................................................................................... 18 0 1 11.00 11 8 2 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACAAA................................................... 25 3 1 11.00 11 3 0 1 3 3 0 0 0 1 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACG..................................................... 23 1 1 11.00 11 4 0 0 0 0 3 0 0 0 1 0 0 1 2 0

..................................................GGCTGAACAACAGGCTAATCGT...................................................................................................................... 22 1 1 11.00 11 2 0 3 0 0 2 0 1 0 2 0 0 1 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACTT.................................................... 24 0 1 11.00 11 5 3 0 0 0 0 0 0 0 3 0 0 0 0 0

.................................................................................................................CCATTAGCTTGTTGTTCAGCT........................................................ 21 0 1 10.00 10 2 2 3 2 1 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTAAA..................................................... 23 2 1 10.00 10 6 0 1 1 1 0 0 0 0 1 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACTTCA.................................................. 23 1 1 10.00 10 1 0 5 3 0 0 1 0 0 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAA.......................................................... 16 1 8 9.75 78 1 0 35 34 3 0 0 0 5 0 0 0 0 0 0

.......................................................................................................................GCTTGTTGTTCAGCTAT...................................................... 17 1 3 9.67 29 29 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACTAAA.................................................. 26 3 1 9.00 9 1 0 4 0 4 0 0 0 0 0 0 0 0 0 0

.......................................................AACAACAGGCTAATCG....................................................................................................................... 16 0 1 9.00 9 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GCTGAACAACAGGCTAATCGCT..................................................................................................................... 22 0 1 9.00 9 1 0 0 0 0 3 0 2 1 0 0 0 0 2 0

..............................................................................................................ATGCCATTAGCTTGTTGTTCAG.......................................................... 22 0 1 9.00 9 0 0 0 0 0 8 0 0 0 0 0 0 1 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACTTA................................................... 23 1 1 8.00 8 2 0 0 0 0 0 0 4 0 0 0 2 0 0 0

.................................................TGGCTGAACAACAGGCTAAT......................................................................................................................... 20 0 1 8.00 8 6 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCTACAA.................................................... 23 2 1 8.00 8 7 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTTT...................................................... 22 2 1 8.00 8 5 0 0 0 0 1 2 0 0 0 0 0 0 0 0

.................................................TGGCTGAACAACAGGCTA........................................................................................................................... 18 0 1 8.00 8 2 4 0 0 0 2 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTTA...................................................... 22 2 1 7.00 7 6 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.................................................TGGCTGAACAACAGG.............................................................................................................................. 15 0 1 7.00 7 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................AGCTTGTTGTTCAGCTAT...................................................... 18 1 1 7.00 7 7 0 0 0 0 0 0 0 0 0 0 0 0 0 0

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

...............................................................................................................TGCCATTAGCTTGTTGTTCAGAA........................................................ 23 2 1 6.00 6 0 0 1 2 3 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCC........................................................ 20 1 1 6.00 6 2 0 0 0 0 3 0 0 0 0 0 0 1 0 0

....................................................CTGAACAACAGGCTAATC........................................................................................................................ 18 0 1 6.00 6 4 0 1 0 0 0 0 0 1 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCA........................................................ 18 1 1 6.00 6 1 0 2 3 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTG....................................................... 21 1 1 6.00 6 2 0 0 0 1 0 0 0 0 1 0 0 2 0 0

....................................................CTGAACAACAGGCTAAT......................................................................................................................... 17 0 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACTTA................................................... 22 1 1 6.00 6 5 0 0 0 0 0 0 0 0 1 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTATA..................................................... 23 2 1 6.00 6 2 0 1 1 0 0 1 0 1 0 0 0 0 0 0

...............................................................................................................TGCCATTAGCTTGTTGTTCAGG......................................................... 22 1 1 5.00 5 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0

.......................................................................................................................GCTTGTTGTTCAGCTACTTC................................................... 20 0 1 5.00 5 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCTACTTC................................................... 24 0 1 5.00 5 0 1 0 0 0 0 0 0 0 0 4 0 0 0 0

..................................................GGCTGAACAACAGGCTAAT......................................................................................................................... 19 0 1 5.00 5 2 2 0 0 0 0 0 0 0 0 0 0 0 1 0

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

.................................................TGGCTGAACAACAGGCT............................................................................................................................ 17 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TGCCATTAGCTTGTTGTTCAC.......................................................... 21 1 1 5.00 5 0 0 1 1 0 2 0 0 0 0 0 0 1 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTAA...................................................... 19 1 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACTTCT.................................................. 24 0 1 4.00 4 0 1 0 0 1 0 0 0 2 0 0 0 0 0 0

.............................................................................................................AATGCCATTAGCTTGTTGTTCAG.......................................................... 23 0 1 4.00 4 0 0 0 0 0 3 0 0 0 0 0 0 1 0 0

..................................................GGCTGAACAACAGGCTAATCGCA..................................................................................................................... 23 1 1 4.00 4 0 0 2 0 2 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACC..................................................... 23 1 1 4.00 4 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0

......................................................................................................................AGCTTGTTGTTCAGC......................................................... 15 0 1 4.00 4 0 0 0 0 3 0 0 0 1 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCTACA..................................................... 22 1 1 4.00 4 2 0 1 0 0 0 0 0 0 1 0 0 0 0 0

...............................................................................................................TGCCATTAGCTTGTTGTTC............................................................ 19 0 1 4.00 4 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0

.........................ACCCATCCCCTGAGCGGA................................................................................................................................................... 18 0 2 4.00 8 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TGGCTGAACAACAGGCTAATCGA...................................................................................................................... 23 1 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GTTGTTCAGCTACTT.................................................... 15 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGAACAACAGGCTAATCA....................................................................................................................... 18 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACTTCTAAA............................................... 27 2 1 3.00 3 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0

....................................................CTGAACAACAGGCTAATCGT...................................................................................................................... 20 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TGCCATTAGCTTGTTGTTCAA.......................................................... 21 1 1 3.00 3 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TAGCTTGTTGTTCAGCTACTTAA.................................................. 23 2 1 3.00 3 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTC....................................................... 21 1 1 3.00 3 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0

..................................................GGCTGAACAACAGGCTAAC......................................................................................................................... 19 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................ATGCCATTAGCTTGTTGTTCAGT......................................................... 23 1 1 3.00 3 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACTG.................................................... 24 1 1 3.00 3 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0

...................................................GCTGAACAACAGGCTAATCGA...................................................................................................................... 21 1 1 3.00 3 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0

...................................................GCTGAACAACAGGCTAATCT....................................................................................................................... 20 1 1 3.00 3 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACTTAA.................................................. 24 2 1 3.00 3 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0

......................................................GAACAACAGGCTAAT......................................................................................................................... 15 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACTAA................................................... 25 2 1 3.00 3 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACTTCTA................................................. 25 0 1 3.00 3 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0

.........................................................................................................................TTGTTGTTCAGCTACTA.................................................... 17 1 2 3.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGA......................................................... 17 1 3 2.67 8 1 0 2 2 1 0 0 0 2 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACTTCTAA................................................ 26 1 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0

...................................................GCTGAACAACAGGCTAATCC....................................................................................................................... 20 1 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0

.......................................................AACAACAGGCTAATCGCTA.................................................................................................................... 19 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................GCTGAACAACAGGCT............................................................................................................................ 15 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TTAGCTTGTTGTTCAGCTACG..................................................... 21 1 1 2.00 2 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAGCTACTAG................................................... 25 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................AGCTTGTTGTTCAGCTACA..................................................... 19 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GCTTGTTGTTCAGCTACTC.................................................... 19 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGCG........................................................ 19 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GGCTGAACAACAGGCTAATCGA...................................................................................................................... 22 1 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

............................................................................................ATTTGCGACCACCGTGAAATG............................................................................. 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................ATTAGCTTGTTGTTCAGT......................................................... 18 1 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................................................................................CATTAGCTTGTTGTTCAA.......................................................... 18 1 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGAACAACAGGCTAA.......................................................................................................................... 15 0 2 2.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................CTTGTTGTTCAGCTACTA.................................................... 18 1 2 2.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACGAAGACCGACGGAAGAGTACCTATGGGTAGGGGACTCGCCTGTGTAAACCGACTTGTTGTCCGATTAGCGAAGGTAGAACCTTTCGATAGTAAACGCTGGTGGCACTTTACGGTAATCGAACAACAAGTCGATGAAGATGATTGAGGTTAGGTTGATGGTTGGTCCTGAAGTTTGACCTTGTCGGATC

****************************************.(((..........((((((((((((((((((((.((((.(((..(((...((........))..)))..))).)).)).))))))))))))))))))))..........)))..***********************************
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M025
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..................................................................................................................................TCGATGAAGATGATTGAGGTT....................................... 21 0 1 6.00 6 3 0 0 0 1 2 0 0 0 0 0 0 0 0

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

.........................................................................................................................................................................GAAGTTTGACCTTGTCGGATC 21 0 1 5.00 5 3 1 0 0 1 0 0 0 0 0 0 0 0 0

................................................................................................................................................TGAGGTTAGGTTGATGGTTGG......................... 21 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................GCTGGTGGCACTTTACGGTAA........................................................................ 21 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................TTGATGGTTGGTCCTGAAGTT............... 21 0 1 4.00 4 1 2 0 0 1 0 0 0 0 0 0 0 0 0

............................................................................................................................................................GATGGTTGGTCCTGAAGTTTG............. 21 0 1 4.00 4 2 1 1 0 0 0 0 0 0 0 0 0 0 0

...........................................................TGTCCGATTAGCGAAGGTAGAA............................................................................................................. 22 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................GAGGTTAGGTTGATGGTTGGT........................ 21 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................TGATGGTTGGTCCTGAAGTTT.............. 21 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CGACTTGTTGTCCGATT.......................................................................................................................... 17 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................GAAGATGATTGAGGTTAGGTT.................................. 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................GATGAAGATGATTGAGGTTAG..................................... 21 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................GTTGATGGTTGGTCCTGAAGT................ 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ACGCTGGTGGCACTTTACGGT.......................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TCGAACAACAAGTCGATGAAG................................................... 21 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................ATTGAGGTTAGGTTGATGGTT........................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................GGTTGATGGTTGGTCCTGAA.................. 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................GTCCGATTAGCGAAGGTAGA.............................................................................................................. 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................GGTTAGGTTGATGGTTGGTCC...................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................AAGTCGATGAAGATGATTGAG.......................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................TGATGGTTGGTCCTGA................... 16 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................GGTTAGGTTGATGGTTGGTC....................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTCGATAGTAAACGCTGGTG...................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0

.............................................................TCCGATTAGCGAAGGTAGAACC........................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................TAGGTTGATGGTTGGTCCTGA................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................AGGTTGGTCCTGAAGTTTGAC........... 21 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

..........................................................................................................................................GATGATTGAGGTTAGGTTGAT............................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................GTAAACGCTGGTGGCACTTTA.............................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

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

............................................................GTCCGATTAGCGAAGGTAGAA............................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GTGGCACTTTACGGTAATCGA.................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................AAGGTAGAACCTTTCGATAGT................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TCCGATTAGCGAAGGTAGAA............................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................AAAATGAAGATGATTGAGGTTAG..................................... 23 3 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................ATCGAACAACAAGTCGATG...................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0

.........................................................................................................................................AGATGATTGAGGTTAGGTTGA................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................TGAAGATGATTGAGGTTAGGTT.................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................ATGAAGATGATTGAGGT........................................ 17 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

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

........................................................................................................................................AAGATGATTGAGGTTAGGTTG................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATAGTAAACGCTGGTGGC.................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................GGTGGCACTTTACGGTAATCG..................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................AACGCTGGTGGCACTTT............................................................................... 17 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GGCACTTTACGGTAATCGAACA................................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................GAGGTTAGGTTGATGGTTGG......................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TGTCGATGAAGATGATTGAGGT........................................ 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................................................CTTTCGATAGTAAAC............................................................................................. 15 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TCGATGAAGATGATTGAGGT........................................ 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................GATGAAGATGATTGAG.......................................... 16 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATCGATGAAGATGATTGAGGTT....................................... 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................GTCGATGAAGATGATTGAGGT........................................ 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GAACAACAAGTCGATGAAGA.................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................ATGATTGAGGTTAGGTTGATGGTT........................... 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................GGTCCTGAAGTTTGACCTTGTC..... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TTCGATGAAGATGATTGAGGTT....................................... 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

............................................................................................................................................................GATGGTTGGTCCTGAAGTTT.............. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................AAAGGTTAGGTTGATGGTTGG......................... 21 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TCGATGAAGATGATTGAGG......................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................GTCCTGAAGTTTGACCTTGTC..... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................ATGGTTGGTCCTGAAGTTTGA............ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TTCGATAGTAAACGCTGGTGGC.................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................CGGTAATCGAACAACAAGTC.......................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

...................................................CGACTTGTTGTCCGATTAGCG...................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................GAACAACAAGTCGATGAAGATG................................................ 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................TTGATGGTTGGTCCTGAAGTTT.............. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................TGAAGTTTGACCTTGTCGGAT. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
droSim2 2l:864381-864570 + dsi_233 TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGA------CACATTTGGCTGAACAACAGGCTAATCGCTTCCATCTTGGAAAGCTATCATTTGCGACCACCGTGAAATGCCATTAGCTTGTTGTTCAGCTACTT----------------CTACTA-ACT--CCAATCCAACTACCAACCAGGACTTC-AAACTGGAACAGCCTAG-----
droSec2 scaffold_14:871952-872141

+
dse_211 TGCTTCTGGCTGCCTTCTCATGGATACCCATCCCCTGAGCGGA------CACGATTGGCTGAACAACAGGCTAATCGCTTCCATCTTGGAAAGCTATCTTTTGCGACCACCCTAAGAGGCCATTAGCTTGTTGTTCAGCCACCT----------------CTACTA-ACT--CCAATCCAACTACCAACCAGGACTTC-AAACTGGAACAGCCTAG-----

dm3 chrU:1862020-1862153 - TT-------------------GGAAGGCCGTCTTTTGC------------------------------------------------------------------GTCCGTTGTCAGAGGCAATCAGCCTGCTGTTCAGCCAATTTATTCGCCTGCCGCTAATGTAA--CTTACTAATGTAACTACCAACCTGGACTCCAAAACTGGAACAGCTTTTTCTAG
droEre2 scaffold_2484:9938-10069 + CCGT--------------AGCGGAAAGCCATCTTTTGC------------------------------------------------------------------GACAATTGTCAGAAGCAATCAGCCTGTTGTTTAGCCAATTCATCCGCCTGCTCCTACTACTG-CCT--CTAATGCAAGTACCAACATGGACTCC-AAACTGGAACAGTTTTT-----
droYak3 2L:887523-887599 - TGCTTCTGGCCATCGCCGCATGGAAACCCATCCCCGGAGCGGAGCAAGGCATACTTACCTGGCGTAGAGGTTAACCG------------------------------------------------------------------------------------------------------------------------------------------------
droEug1 scf7180000409554:1629849-

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

droBia1 scf7180000302261:2902287-
2902363 +

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

droTak1 scf7180000414027:23098-
23174 +

TGGTTCTGGCCGCTCCCTGGTGGAAACCCAACCCCTGAGCGGCGAAAAGCATACTTACCTGGCGTAGAGGTTAACCG------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490458:377285-
377361 +

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

droRho1 scf7180000769144:41564-
41640 +

TGATTCTAGCCGTTCCCGCGTGGAAGCCCAAACTCAGAGCAGAGGAAAGCATACTTACCTGGCGTAGAGGTTAAACG------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453904:1173878-
1173954 -

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

droKik1 scf7180000301647:4198-4262
+

GTGT------------------------------------------------------------------------------------------------------------------------------------AGCCGCCT----------------CCAACACATT--CCACCGCAAATGCCGCTCTGGAAGCC-AAACTAGAACAGCTTTT-----

droBip1 scf7180000392019:2624-2641
+

C------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAACTGGAACAGCTTTT-----
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CCAGGACGATGGAGTGTCCTGGCCAGACAGCCCGTCTCCAGGCGGAGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGCGGCGGAGTATCCTCGACAGCCAATCCATCCCGATCCTTCCTTTCGCGACTCTCGAATCGCGACTCTTCGCGT
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.....................................................................................CGGCGGAGTATCCTCGACAGCC................................................... 22 0 1 20.00 20 7 13 0 0 0 0 0

.....................................................................................CGGCGGAGTATCCTCGACAGC.................................................... 21 0 1 7.00 7 3 4 0 0 0 0 0

.....................................................................................CGGCGGAGTATCCTCGAC....................................................... 18 0 1 4.00 4 3 1 0 0 0 0 0

.....................................................................................CGGCGGAGTATCCTCGACAG..................................................... 20 0 1 2.00 2 2 0 0 0 0 0 0

............................................................................................................................CCTTTCGCGACTCTCGAA................ 18 0 1 2.00 2 2 0 0 0 0 0 0

.....................................................................................CGGCGGAGTATCCTCGACAGCCA.................................................. 23 0 1 2.00 2 0 1 0 1 0 0 0

.....................................................................................CGGCGGAGTATCCTCGACAGA.................................................... 21 1 1 2.00 2 2 0 0 0 0 0 0

.....................................................................................CGGCGGAGTATCCTCGACA...................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0

.....................................................................................CGGCGGAGTATCCTCGACAGT.................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0

..................................................AGTTGCGGTTTGCTATCGCG........................................................................................ 20 0 1 1.00 1 0 0 1 0 0 0 0

...............................................................................................................................TTCGCGACTCTCGAATCG............. 18 0 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................CGGCGGAGTATCCTCGACT...................................................... 19 1 1 1.00 1 1 0 0 0 0 0 0

Anti-sense strand reads

GGTCCTGCTACCTCACAGGACCGGTCTGTCGGGCAGAGGTCCGCCTCAAGTCAACGCCAAACGATAGCGCCGTGATGTGTTGCACGCCGCCTCATAGGAGCTGTCGGTTAGGTAGGGCTAGGAAGGAAAGCGCTGAGAGCTTAGCGCTGAGAAGCGCA
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droSim2 2r:3835547-3835704 + dsi_214 CCAGGAC------------GATGGAGTGTCCTGGCCAGACAGCCCGTCTCCA-------------------------------------------------------------------G-GCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTAT------CCT---------CGACAGCC---------------------------AA--------------------TCCATCCCGATCCTTCCTT---------------TCGCGACTCTCG---------A--ATCGCGACTCT-----TCGCGT
droSec2 scaffold_1:655265-655415 + dse_1850 CCAGAAC------------GATGGTGTGTCCTGGCCAGACAGCCCGTCTCCA-------------------------------------------------------------------G-GCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTAT------CCT---------CGACAGCC---------------------------AA--------------------TCCATCCCGATCCTTCCTT---------------TCGCGACTCGCG---------A---------CTCT-----TCGCGT
dm3 chr2R:2986013-2986170 + dme_430 CCAGGAC------------GATGGAGTGTCCTGCCCAGACAGCCCGTCTCCA-------------------------------------------------------------------G-GCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTAT------CCT---------CGACAGCC---------------------------AA--------------------TCCTTCCCGAACCTTCCTT---------------TCGCGACTCACG---------A--CTCTCAACTCT-----TCGCGT
droEre2 scaffold_4929:19580945-

19581077 -
CCAGGAC------------GACGGAGTGTCCTGGCCAGACAGCCCGTCTCCA-------------------------------------------------------------------T-GCGG-------CGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGCAGTAT------CCT---------CGACAA--------------------------------------------------------------GCTTCC----------------TGCGCGATTCCCG---------A----------G-C-----TCGCGT

droYak3 2L:15698324-15698456 + dya_1814 CCAGGAC------------GATGGAGTGTCCTGACCAGACAGCCCGTCTCCA-------------------------------------------------------------------T-GCGG-------AGTTCAGTTGCGGCTTGCTAACGCGGCACTACACAACGTGC-GGCGGAGTAT------CCT---------CGACAT--------------------------------------------------------------CCTTCC----------------TGCGCGATTTCCG---------A-----------CT-----TCGCGT
droEug1 scf7180000409672:5008822-

5008974 +
CCAAGACGGAAAAC----------AGAGTCCTGGCCAGACAGTCAGTCTCCA-------------------------------------------------------------------G-TCGG-------AGTTCAGTTGCGGTTTGCTAACGCGGCACAACACAACGTGC-GGCGGAGTAT------CCT---------CGATATCCTCGATAT-------------------------ATCCTTT--ACATCCTCGACATCCCGGTCCTTCC----------------TTCGC------------------------------------------

droBia1 scf7180000302292:3154014-
3154153 -

CCAGGTCCTGAGACAGAGTCGCGGACCATCCTGGCCAGACAGTCGGTCTCCA-------------------------------------------------------------------G-CCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTAT------CTT---------TGAGCTCCCAGAT---------------------------A-----------T---------------------------------------------TCTCG---------A----------A-T-----ATCCTC

droTak1 scf7180000415382:228079-
228239 +

CCAGAAGGGAAAACCGAGCCACGGAGTATCCTGGCCAGACAGTCAGTCTCCG-------------------------------------------------------------------G-CCGG-------AGTTCAGTTGCGGTTTGGTATCGCGGCACTACACAACGTGC-GCCGGAGTATCAGTATCCT---------CGAAAACC---------------------------TT---------G--ACATCCTCGACATCCCGATCCTTCC----------------ATCGCGTC---------------------------------------

droEle1 scf7180000491265:108274-
108483 +

CCAGGAGCGGAAGCAGCGCCACGGAGTGTCCTGCCCAGACAGCCAGTCTACG-------------------------------------------------------------------G-GCCG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC--GCGGAGTGT------CCT---------CGGTATCCTCAGTAT----CCTCGGTATCCTCGAC-----ATCCTCG--ACATCCTCGACAGCCCGATCCTTCT-----------GTTCCTTCGCGTTGTTCG---------ACTTTCTCGA-TTG-----TCGCGT

droRho1 scf7180000780072:163374-
163551 -

CCAGGACCGAAAACAGAGCCACGGAGTGTCCTGGCCAGACAGTCAGTCTCCG-------------------------------------------------------------------G-CCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACATAACGTGC--GCGGAGTAT------CCT---------CGAAATCCTCGAC---------------------------ATCCTCG--ATATCCTCGACATCCAGATCCTTTC----------------TTCGCGTTCCTCG---------A----------CTT-----TCGCGT

droFic1 scf7180000453955:273999-
274167 -

CCAAGACAGAAAGCAGAGCCACCAAGTATCCTGGCCAGACAGTCAGTCTCCG-------------------------------------------------------------------G-CCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTAT------CCT---------CGAAGTCC---------------------------TA---------G--ATATCCTCGACATCCCGATCCTTCC-----------------TCGCGTTCCTCG---------A----------GTT-----TCGCTT

droKik1 scf7180000302640:92221-
92370 +

CCAGGAC------------GCGCAAACATCCT-GCCAGACTGCCGGGCCCCAG----------------------------T-------------------------------------G-GCGG-------AGTTCAGTTGCTATTTGCCAGCGCGGCTCTACACAACGTGC-GGCGGACTTG--CTATCCTCT-------CGACAA--------------------------------------------------------------CG----TTCA-------GTTCCATCGAGCTCCCCGAAT--------------TA-CGT-----ACGCGT

droAna3 scaffold_13266:3223073-
3223233 +

dan_4049 GCAGAAT----------------CAGTGTCCTGGCTAGACAGCCCGGCTCCG-----------------------------T-------------------------------------G-ACAG-------CGTTCAGTTGCGGTTTGCTTACGCGGCAGAACACACCGTGC-GGCGGCCTAT------CCT---------CGCCATCC---------------------------TT--------------------TGCATCCTGA------------------GATCCTTCGTCCTTTTGGCATTTTATTT--TACGCGTTCCT-----TCGGCT

droBip1 scf7180000396427:1694036-
1694201 +

TCAGCAG-------------AAGCGTTGTCCTGGCTAGACAGACCGGCTCCG-----------------------------C-------------------------------------G-ACAG-------CGTTCAGTTGCGGTTTGCTAACGCGGCACAACACACCGTGC-AACGGCTAAT------CCT---------TGCCAATT---------------------------TT--------------------GGCATCCTGA------------------GATCCTTCGTCTATTTGGCATTT---TT--TACGCGTTCCTCCGGCTCGCTT

dp5 3:1271504-1271677 + CCACCA-----AGCAGCGT-GCAGCGTGTCCTTGCCAGACAGCCGGGCTCCG-------------------------------------------------------------------A-ACGGAGTCCGTAGTTCAGTTGCGGTTTACAAGCGCGCCACTACACAACGTGCAGGCGGAGTATAGCTATCTTTATCCCAGA---CA-----------------------------------------------T---------------CC----TTTGGCACGCGCTTCCCTCGTGTTCC--GTTT--------------GA-TCT-----ACGCGT
droPer2 scaffold_2:1446966-1447139

+
CCACCA-----AGCAGCGT-GCAGCGTGTCCTTGCCAGACAGCCGGGCTCCG-------------------------------------------------------------------A-ACGGAGTCCGTAGTTCAGTTGCGGTTTACAAGCGCGCCACTACACAACGTGCAGGCGGAGTATAGCTATCCTTATCCCAGA---CA-----------------------------------------------T---------------CC----TTTGGCACGCGCTTCCCTCGTGTTCC--GTTT--------------GA-TCT-----ACGCGT

droWil2 scf2_1100000004513:2577721-
2577936 +

CCGG-------------------TAGTGTCCTTGGTAGACAGCACGGCTCCAGCTCCAGCTCCGGCGCACAGTTCCAACTCCGACAAAAAACTTTGACTCCGGTTTGGTTTCAGTTTCAGAATGAGTTCA--GTTTCAGTTGCGGTTTGCTAGCGCGGCAAAACACAACGTGCAGGCGGAAAAT------CCA---------CTTCAATTTCTACT-TGGGCAACG-----------AATATATTCGCTACGCA---------------------------------------------TATTCG---------A---------------------CTT

droVir3 scaffold_10324:1142317-
1142425 +

CCAGGCA----------------TGTTGCCACTGGCAGACAGCGTGTCCTTGTCTCCGGCTTCTGGCA---------------------------------------------------G-CGGC-------AAATCAGTTGCGGTTTTCAGACGCGGCACAACACAACGTGC-AAGCGGATAT------C----------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6496:4898037-
4898141 -

CCGGGCA----------------TGTTGCCACTGGCAGACAGCGTGTCCTTGTTTCTGGCTTTTGGCCA--------------------------------------------------T--GGC-------AAATCAGTTGCGGTTTGGTAACGCGGCACAACACAACGTGCAAGCGGA---------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15245:9224393-
9224497 +

CCAGGCA----------------TGTTGCCACTGGCAGACAGCGTGTCCTTGTCTCCGGCTTCTGGCT---------------------------------------------------G-TGTC-------AAATCAGTTGCGGTTTGCAAACGCGGCACAACACAACGTGCAAGCGGA---------------------------------------------------------------------------------------------------------------------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:2986013-2986170
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http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1814.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:5008822-5008974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:3154014-3154153
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http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4049.html
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:2577721-2577936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_10324:1142317-1142425
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:4898037-4898141
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:9224393-9224497
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utr3 [utr3_minus_6709]

Repeatable elements

Name Class Family Strand

Gypsy8-I_Dpse-int LTR Gypsy -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGCGGATGCACCCGTACGCGGCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCTGCCGGCCAGACCTCGTTTGTGCCGTTCAGTTCGGCGGCCACGGCGGTGGCGGCCACGCCCACATTCCAGCACCTGCCGCAGATCTCCTGCTACAACGTGTGATGCAGCACCAG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR902009

testis

SRR553487

NRT_0-2
hours
eggs

SRR902008

ovaries

GSM343915

embryo

M023

head

M024

male
body

SRR618934

dsim w501
ovaries

M025

embryo

SRR1275487

Male
larvae

SRR553488

RT_0-2
hours
eggs

O001

Testis

SRR1275483

Male
prepupae

............................................................................................................................TCAGTTCGGCGGCCACGGCGGT.................................................................. 22 0 1 63.00 63 35 19 4 1 2 1 0 0 1 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGCGG................................................................... 21 0 1 23.00 23 7 9 2 1 3 1 0 0 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGCG.................................................................... 20 0 1 17.00 17 3 5 0 6 0 0 0 0 0 0 2 1 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGCGGTT................................................................. 23 1 1 7.00 7 0 0 6 0 1 0 0 0 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGCGGTTTT............................................................... 25 3 1 5.00 5 0 0 5 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGCGGG.................................................................. 22 1 1 3.00 3 0 0 0 1 0 1 1 0 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGCGGTTT................................................................ 24 2 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGCGGTA................................................................. 23 1 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGG...................................................................... 18 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0

............................ACTTGCGGTCTCAGCGGAT..................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0

.....................................................................................................CGGCCAGACCTCGTTTGTGC........................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGCGT................................................................... 21 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................AGTTCGGCGGCCACGGCGG................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................AGTTCGGCGGCCACGGCGGT.................................................................. 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................AGTTCGGCGGCCACGGCGGTGGTTT............................................................. 25 3 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGCTT................................................................... 21 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

....................................................................CTCGCTCAACTTGGCAGC.............................................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.............................CTTGCGGTCTCAGCGGATGCA.................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0

....................................................................CTCGCTCAACTTGGCAGCC............................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGCGGTTTA............................................................... 25 3 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................CCTGCTACAACGTGTGAT.......... 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................AGTTCGGCGGCCACGGCGGTGGA............................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0

...........................................................................................................................................................GCCCACATTCCAGCACCTGCCGCAGA............................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................GCCACGGCGGTGGCGGCCAC......................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

........................................................................................................................CCGTTCAGTTCGGCGGCC.......................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0

....................................TCTCAGCGGATGCACCCGT............................................................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGTT.................................................................... 20 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGTA.................................................................... 20 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TCAGTTCGGCGGCCACGGTAT................................................................... 21 3 4 0.25 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................CCGCCGCTGCTGCCG............................................................................................................. 15 0 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0

Anti-sense strand reads

CTGTTCGACTCGCCTTTCATGGCGGTCATGAACGCCAGAGTCGCCTACGTGGGCATGCGCCGCCGGCGGAGCGAGTTGAACCGTCGGCGGCGGCGACGACGGCCGGTCTGGAGCAAACACGGCAAGTCAAGCCGCCGGTGCCGCCACCGCCGGTGCGGGTGTAAGGTCGTGGACGGCGTCTAGAGGACGATGTTGCACACTACGTCGTGGTC

***************************************************((....((.((((((((((((.............(((((((..((((.(((((((((...))))).))))..)))).)))))))...))))).)))))))...)).))*****************************************************
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:817581-817792 - dsi_32437 GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGC------------GGATGCACCCGTACGCGG------------CGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCTGCCG---------GCCAGAC---------------CTCGTTTGTGCCGTTCAGTTCGGCGGCC------ACGGCGGT---------GGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGCAG----------------------------------CACCA-----G---
droSec2 scaffold_6:1033596-1033807 - dse_1834 GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGC------------GGATGCACCCGTACGCGG------------CGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GCCAGAC---------------CTCGTTTGTGCCGTTCAGTTCGGCGGCC------ACGGCGGT---------GGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGCAG----------------------------------CACCA-----G---
dm3 chr3R:910087-910295 - dme_377 GACAAGTTGAGCGGAAAGTACCGCCAGTACTTGCGGTCCCAGC------------GGATGCACCCGTACGCGG------------CGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GCCAGAC---------------CTCGTTTGTGCCGTTCAGTTCGGCGGCC------ACGGCGGT---------GGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGCAG----------------------------------CAC-----------
droEre2 scaffold_4770:1183270-

1183481 -
der_59 GACAAGTTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGC------------GGATGCACCCGTACGCGG------------CGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GACAGAC---------------CTCGTTTGTGCCGTTCAGTTCGGCGGCC------ACGGCGGT---------GGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGCAG----------------------------------CACCA-----G---

droYak3 3R:1255626-1255837 - dya_1786 GACAAGTTGAGCGGAAAGTACCGCCAGTACTTACGGTCTCAGC------------GGATGCACCCGTACGCGG------------CGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GACAGAC---------------CTCGTTTGTGCCGTTCAACTCGGCGGCC------ACGGCGGT---------GGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAATGTGTGATGCAG----------------------------------CACCA-----G---
droEug1 scf7180000409759:861170-

861381 -
GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGCGTTCGCAGC------------GGATGCACCCGTATGCGG------------CGGCCGCGTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GTCAGAC---------------TTCTTTCGTGCCGTTCAGCTCGGCGGCC------ACGGCGGT---------GGCGGCCACGCCAACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGCCG----------------------------------CAGCA-----G---

droBia1 scf7180000302411:644876-
645074 -

GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCCCAGC------------GGATGCATCCCTATGCGG------------CGGCCGCCTCGCTCAACCTGGCAGCCGC---CGCTGCCGCCG---------GACAGAC---------------CTCATTCGTGCCGTTCAGCTCGGCGGCC------ACTGCGGT---------GGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGAT----------------------------------------------------

droTak1 scf7180000415789:614398-
614602 -

GACAAGTTGAGCGGAAAGTACCGCCAGTATCTGCGGTCCCAGC------------GGATGCATCCCTATGCTG------------CGGCCGCTTCGCTCAACATGGCTG---CCGCCGCTGCCGCTG---------GACAAAC---------------CTCTTTTGTGCCGTTCAGTTCGGCGGCC------ACGGCGGT---------CTCGGCCACGCCCACATTCCAGCACCTGCCC---CAGATCTCCTGCTACAACGTGTGATGCGG----------------------------------CA------------

droEle1 scf7180000491104:2702000-
2702196 -

GACAAGCTGAGCGGCAAGTACCGGCAGTACTTGCGGTCCCAGC------------GGATGCACCCGTATGCGG------------CGGCCGCCTCGCTCAACTTGGCCGCCGCCGCAGCAGCCGCTG---------GACAGAC---------------GTCCTTTGTGCCGTTCAGTTCGGCG------------------------------GCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTATAATGTGTGATGCAG----------------------------------CAGCA-----A---

droRho1 scf7180000779558:37753-37949
-

GACAAACTGAGCGGCAAGTACCGGCAGTACTTGCGGTCCCAGC------------GGATGCATCCGTACGCGG------------CGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCTG---------GACAGAC---------------GTCGTTCGTGCCGTTCAGCTCGGCG------------------------------GCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGCAG----------------------------------CAGCA-----A---

droFic1 scf7180000453850:254219-
254430 -

GACAAGCTGAGCGGAAAGTACCGCCAGTACTTGAGGTCGCAGA------------GGATGCACCCGTACGCGG------------CGGCCGCCTCGCTGAACTTGGCCGCCGCCGCCGCTGCCGCTG---------GACAGAC---------------GTCGTTCGTGCCGTTCAGCTCGGCGGCT------ACGGCGGT---------CTCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGCAG----------------------------------CAGCA-----G---

droKik1 scf7180000302634:592883-
593085 -

GACAAGCTGAGCGGCAAGTACCGGCAGTACCTGCGGTCCCAGA------------GAATGCATCCGTATGCGG------------CGGCCGCCTCGCTCAACCTGGCAGCCGCTGCTGCTGCCGCCG---------GTCAGAC---------------GTCCTTTGTCCCGTTTAGCTCGGCGGCC------ACAGCGGT---------GGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATG---------------------------------------------------

droAna3 scaffold_13340:23109601-
23109831 -

dan_4055 GACAAGCTGAGCGGCAAGTACAGGCAGTACTTGCGGTCGCAGC------------GGATGCATCCATATG---------------------CTTCGCTTAATCTGGCAGCCGCCGCCGCTGCCGCCGGCAACTTGGGGCAAAC---------------ATCGTTTGTGCCCTTCAGCTCGGCGGCC------ACGGCGGT---------GGCGGCCACGCCCACATTCCAGCATCTGCCG---CAGATCTCCTGCTACAATGTGTGATCATC---------------CGCAGGACAAAGGCAACAGCAACA-----T---

droBip1 scf7180000396395:117221-
117469 -

GACAAGCTGAGCGGCAAGTACCGGCAGTACTTGCGGTCGCAGC------------GGATGCATCCATATG---------------------CTTCGCTCAATCTGGCAGCCGCCGCCGCTGCCGCCGGCAACTTGGGTCAGAC---------------ATCGTTTGTGCCCTTCAGTTCGGCGGCC------ACGGCGGT---------GGCGGCCACGCCCACATTCCAGCATCTGCCG---CAGATCTCCTGCTACAACGTGTGATCATCAGGACAGGAGAGATCCGCAGGACAAAGGCAACAGCAACA-----TAAG

dp5 2:21905602-21905814 + dps_3837 GACAAGCTGAGCGGCAAGTACCGGCAGTACCTGCGCTCGCAGC------------GGATGCACCCCTATGCGG------------CGGCGGCCTCCCTCAACCTGGCCGCAGCCGCCGTGGCCGCCGGGAGCCTGGGGCAGAC---------------CTCGTTTGTGCCATTCGGTGCGGCCGC------------------------GGCGGCGACGCCCACATTCCAGCATCTGCAGCAGCAGATATCCTGCTACAATGTGTGATCCCC----------------------------------CTCC----------
droPer2 scaffold_3:4687032-4687244 + GACAAGCTGAGCGGCAAGTACCGGCAGTACCTGCGCTCGCAGC------------GGATGCACCCCTATGCGG------------CGGCGGCCTCCCTCAACCTGGCCGCTGCCGCCGTGGCCGCCGGGAGCCTGGGGCAGAC---------------CTCGTTTGTGCCATTCGGTGCGGCCGC------------------------GGCGGCGACGCCCACATTCCAGCATCTGCAGCAGCAGATATCCTGCTACAATGTGTGATCCCC----------------------------------CTCC----------
droWil2 scf2_1100000004943:13032064-

13032292 +
dwi_5421 GATAAATTGAGTGGCAAATATCGTCAATATTTGCGTTCACAGC------------GAATGCATCCATATT---------------------CCTCACTCAATTTGGCCG------------------GCAATTTGGGTCATACGGCAACAACAACTGGAGCATTTGGTCCATTCGGCTCAGCGGCT---GCGGCTGCTGCAGCGGCAGCGGCGGTAACGCCAACATTCCAACATCTGCAG---CAAATTTCCTGCTATAATGTGTGATCAAC---------------C------CA----------AAGTAAACCCA---

droVir3 scaffold_12855:7979081-
7979304 +

dvi_24659 GACAAGCTGAGCGGCAAATATCGCCAATATCTGCGCACGCAGC---------ATCGCATGCATCCCTACGCAGCAG---CGGCAGCGGCCGCCTCCCTCGCAGCGGCAGCGGCCGGCGCCAATTTGG---------GGCCAGC---------------TTCGTTTGTGCCCTTTGGCACGGCGGCG------ACGTCGGC---------GACGGCAGCGCCAACATTCCAGCAACTGCAG---CAAATCTCCTGCTACAACGTGTGATCCAA----------------------------------CAACA-----A---

droMoj3 scaffold_6540:23216821-
23217053 +

dmo_3161 GACAAGCTGAGTGGCAAATACCGCCAATATCTGCGCACGCAGC---------ATCGCATGCATCCCTACGCAGCAGCAGCGGCGGCGGCCGCCTCCCTCGCAGCAGCAGCGGCCGGCGCCAACTTGG---------GTCCGGC---------------TTCGTTTGTGCCCTTCGGAACGGCGGCG------ACGTCGGCGACG---GCAGCGGCAGCGCCAACATTCCAGCAACTGCAG---CAAATCTCCTGCTACAACGTGTGATCCTC----------------------------------CTCCA-----A---

droGri2 scaffold_15074:4570497-
4570744 +

GACAAGTTGAGCGGCAAATATCGGCAATATTTGCGAACGCAGCAGCAGCAGCAGCGCATGCATCCCTATGCAGCAGCAGCAGCAGCGGCCGCAGCAGCAGCAGCAGCATCCCTCGCTGCGAATTTAA---------CGCCAGC---------AGCGGCGGCTTTTGTTCCTTATGGAGCGACGGCGGCTGCGACGTCGGTGACGGGGGCAGCGGCAGCGCCAACATTCCAGC------------AAATTTCCTGCTACAATGTGTGATCCAA----------------------------------CAACA-----A---
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http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_377.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:1183270-1183481
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_59.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:1255626-1255837
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1786.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:861170-861381
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:644876-645074
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415789:614398-614602
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:2702000-2702196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779558:37753-37949
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453850:254219-254430
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:592883-593085
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:23109601-23109831
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4055.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396395:117221-117469
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21905602-21905814
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3837.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4687032-4687244
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:13032064-13032292
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:7979081-7979304
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24659.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:23216821-23217053
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3161.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:4570497-4570744
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intron [3l_1629619_1629796_-]; CDS [3l_1628579_1629618_-]; CDS [3l_1629797_1630043_-]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CACCACGTGTCCGGCGAATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGGACGGGGAGGCGTCTTTGGCGGCACAAGCTTCTGGCCGAGGATTAGGATTAAAATGAATCGTAGAATGCAATCAATATTTTTCGTGGCTGTGATCTAAGGCCGTTGCATCCTACGTTTCATTTTGCTCCTGCTCCAACGCAAAACCCATACTAATACTCCGCTCCAACTAGATGCGATATGCGATGTCCGGACGGAAAGCATGGCGCCCAGTGCCAGCAGG
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SRR553486

Makindu_3
day-old
ovaries

M023

head

SRR553485

Chicharo_3
day-old
ovaries

SRR902009

testis

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

M024

male
body

M025

embryo

O002

Head

O001

Testis

SRR902008

ovaries

SRR553487

NRT_0-2
hours
eggs

M053

female
body

........................................................................................................ATTAAAATGAATCGTAGAATGC........................................................................................................................................................ 22 0 1 69.00 69 26 5 17 3 7 5 3 1 0 0 2 0 0

...........................................................................................................AAAATGAATCGTAGAATGCAAT..................................................................................................................................................... 22 0 1 10.00 10 9 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................ATTAAAATGAATCGTAGAATG......................................................................................................................................................... 21 0 1 7.00 7 4 1 0 0 0 1 0 0 0 0 0 1 0

.........................................................................................................TTAAAATGAATCGTAGAATGCA....................................................................................................................................................... 22 0 1 7.00 7 3 2 0 2 0 0 0 0 0 0 0 0 0

...............................................................................................................TGAATCGTAGAATGCAATCAAT................................................................................................................................................. 22 0 1 6.00 6 0 3 0 1 0 0 0 1 0 1 0 0 0

........................................................................................................ATTAAAATGAATCGTAGAATGCA....................................................................................................................................................... 23 0 1 6.00 6 3 1 0 1 1 0 0 0 0 0 0 0 0

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

...............................................................................................................TGAATCGTAGAATGCAATCAA.................................................................................................................................................. 21 0 1 4.00 4 0 1 0 2 0 0 0 0 0 1 0 0 0

...........................................................................................................AAAATGAATCGTAGAATGCAA...................................................................................................................................................... 21 0 1 3.00 3 1 1 0 1 0 0 0 0 0 0 0 0 0

........................................................................................................ATTAAAATGAATCGTAGAA........................................................................................................................................................... 19 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................................................TATGCGATGTCCGGACGGAAAGCATG.................. 26 0 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0

........................................................................................................ATTAAAATGAATCGTAGAAT.......................................................................................................................................................... 20 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0

...............................................................................................................TGAATCGTAGAATGCAATC.................................................................................................................................................... 19 0 1 2.00 2 0 1 0 0 0 0 1 0 0 0 0 0 0

...............................................................................................AGGATTAGGATTAAAATGAAT.................................................................................................................................................................. 21 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AAAATGAATCGTAGAATGCA....................................................................................................................................................... 20 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0

...............................................................................................AGGATTAGGATTAAAATGAATCG................................................................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

...........................................................................................................AAAATGAATCGTAGAATG......................................................................................................................................................... 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................TGCATCCTACGTTTCATTTTGC............................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

..............................................................................................................................AATCAATATTTTTCGTGGCTGG.................................................................................................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

..........................................................................................................TAAAATGAATCGTAGAATGC........................................................................................................................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................TGAATCGTAGAATGCAAT..................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

...................................................................................................................................................................CATCCTACGTTTCATTTT................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

...........................................................................................................AAAATGAATCGTAGAATGC........................................................................................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTAAAATGAATCGTAGAATG......................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GATTAAAATGAATCGTAGAATG......................................................................................................................................................... 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................................................TGTCCGGACGGAAAGCATGGCGCCCAG.......... 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

...............................................................................................................TGAATCGTAGAATGCAATCAAA................................................................................................................................................. 22 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................CGATGTCCGGACGGAAAGCATGGC................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1

Anti-sense strand reads

GTGGTGCACAGGCCGCTTACGGTCACACGCGGGCCAAAGTGCCCAGGGGACATTCACCTGCCCCTCCGCAGAAACCGCCGTGTTCGAAGACCGGCTCCTAATCCTAATTTTACTTAGCATCTTACGTTAGTTATAAAAAGCACCGACACTAGATTCCGGCAACGTAGGATGCAAAGTAAAACGAGGACGAGGTTGCGTTTTGGGTATGATTATGAGGCGAGGTTGATCTACGCTATACGCTACAGGCCTGCCTTTCGTACCGCGGGTCACGGTCGTCC

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

Species Coordinate ID Alignment
droSim2 3l:1629569-1629846 - dsi_4243 CACCACGTGTCC---------------GGCGA-ATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGGACG--G-------GGAG-G---------CGTC--TTT-----GGCGGCACAAGCTTCTGGCC--GAGGATTA-GGAT----TAAAATGAATCGTAGAATGCAATC-------------AA-------------------------T-ATTTTTCGTGGCTGTGA-------TCTAAGGCCGTTGCATCCTACGTTTCATTTT-GCTCCTGCT---------------------------CCAACGCAAAACCC--ATACTAA------TACTCCGCTCCA-ACTAGATGCGATATGCGATGTCCGGACGGAAAGCATGGCGCCCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAGG
droSec2 scaffold_2:1746138-1746415

-
dse_994 CACCACGTGTCC---------------GGCGA-ATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGAACG--G-------AGGG-G---------CGTC--TTT-----GGCGGCACAAGCTTCTGGCC--GAGGATTG-GGAT----TAAAATGAATCGTAGAATGCAATC-------------AA-------------------------T-ATTTTTCGTGGCTGTGA-------TCTAAGGCCGTTGCATCCTACGTTTCATTTT-GCTCCTGCT---------------------------CCAACGCAAAACCC--ATACTAA------TACTCCGCTCCA-ACTAGATGCGATATGCGATGTCCGGACGGAAAGCATGGCGCCCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAGG

dm3 chr3L:1719696-1719972 - dme_418 CACCACGTGTCC---------------GGCGA-ATGCCAGTGTGCTCCCGGTTTCACGGGTCCCCTGTAAGTGGACG--A-------AGGG-G---------CCTC--TTT-----GGCGGCACAAACTTCTGGCC--GAGGATCA-GG------CAAAATGAAAGGCAGAATGCAATC-------------AA-------------------------TTATTTTTCGTGGCTGGGA-------TTTTAGGCCGTTGCATTCTACGTTTCATTTT-GCTCCTGCT---------------------------CCAACGCAAAACCC--ATACTAA------TACTCCGCTCCA-ACTAGATGTGATATGCGCTGTCCGGATGGAAAGCATGGCGCCCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAGG
droEre2 scaffold_4784:1702664-

1702939 -
der_1510 CACCACGTGTCC---------------GGCGA-ATGCCAGTGTGCGCCTGGCTTCACGGGTCCCCTGTAAGTGGACG--A-------AGGA-G---------CCTC--TTT-----GGCGGCGTTAACTTCTGGCG--GAGGACCG-GG------CAAAATGAAACGTAGAATGCAATG-------------CA-------------------------T-ATTTTCTGTAGCTGCAA-------TTTGAAGCCGTTGCATCCTGCGACTCATTTT-ACTCCTGCT---------------------------CCAACGCAAAACCC--ATACTAA------TCCTCCGCTTCA-ACTAGATGCGATATGCGCTGTCCGGACGGGAAACACGGCGCCCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAGG

droYak3 3L:1671764-1672002 - dya_668 CACCACGTGTCC---------------GGCGA-ATGCCAGTGTGCGCCTGGTTTCACGGGTCCCCTGTAAGTGGA-----------------------------------------------------------------GGATCA-GG------CAAAATGAAACGTAGAATGCAACG-------------CA-------------------------T-ACTTATCGTGGCTGTGA-------TTTCAAGCCGTTGCATCCTGCGGTTCATTTT-ACTCCTGCT---------------------------CCAACGCAAAACCC--ATACTAA------TCCTCCGCTCCA-ACTAGATGCGATATGCGCTGTCCGGACGGGAAGCATGGCGCCCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAACAGG
droEug1 scf7180000407756:39346-

39641 -
CACCACGTGTCC---------------GGTGA-ATGCCAGTGTGCGCCTGGTTTCACAGGTCCCTTGTAAGTGGACG--AAATGTGAG-GA-G---------CCTC--TTG-----GGCGGCATAACCCTATCGCT--GAC-ATCATAC------GAAAACTAAACGTAGAATGCC-----------TTGGGAG-------------------------T-GTAAT-A------ATGATTCTTATTCTTAAACCAATGCATCCTACGATTAGTTTT-TCTCCTGCG------AGTTAGGTTATG---------CCACCCTCAAAACA--ATACTAA------TCCTCCGCTTCA-ACTAGATGCGATATGCACTGCCCGGACGGGAAACATGGCGCCCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAGG

droBia1 scf7180000302428:8410899-
8411052 -

AA------------------------------------------------------------------------------------------------------------------------------------------------------------AATGATTTGTAAAAGGGC-----------TAAAAAA-------------------------T-ACTCT-C------GCGA-------TT------CTTGGCATTCTACGGGTAATTTT-GCTCCT-----------------------------------CCCAAGACCCTCTACTAA------TCCTCCGCTCCA-ACTAGATGCGACATGCGCTGTCCGGACGGGAAACATGGCGCCCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAGG

droTak1 scf7180000415095:39430-
39563 +

CATCATGTGTCC---------------GGCGA-GTGCCAGTGTGCACCCGGTTTCACGGGTCCCCTGTAAGTGGAAG--GAATGGGAG-GA-GGAGAAGTGACCT-----------------------TTTCGGCC--GAGGATCA-GG------CTAAATTAAACGTAGAATGTGATG-------------GT-------------------------T-ACTT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491249:3840643-
3840868 +

CACCACATCAGC---------------GGAAA-GTGCGAGTGTCCGCCGGGATACTTGGGAGAGCGCTGCTTCGA----------------------------------------------------------------------------------------------------------------------C-------------------------G-AGTGTCCGC---------------------------------------------------------TGAACACG--------------------------------TACGGATTC----------------------AATTGC---------------------------------------AGCATGACCTGCGACTGCGAGAACGATGCCACCTGCGATCGCGCCAATGGATCCTGCATCTGCAATCCCGGCTGGCGGGGGGCCAAGTGTGAGGAGAGGATTTGCGAGGCGGACAAGTATGGGTTGGAC------TGC------A

droRho1 scf7180000776850:217126-
217435 +

CACCACGTGTCC---------------GGCGA-ATGCCAGTGTGCACCTGGTTTCACGGGTCCTCTGTAAGTGGACG--GAATGAGAG-GA-G---------TGTC--TTT----CGGTGACATCATCGAATGGCA--CAGGATCACGG------CAAAATTAAACGCAGATTGCATTG-------------AATCAAGCAAG------TTAATTA--AG----------------GTTTTTTATA-CTAAATTACTGCATCCTACGATTGATTTT-GCTGCTTTCCTTGAGCTCTCCGATATGT---------CACCCCAAAAACC--CTACTAA------TCCTCCGCTCCA-ACTAGATGCGACATGCGCTGTCCGGATGGCAAACATGGCGCCCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAGG

droFic1 scf7180000454113:356473-
356728 +

CACCACGTGTCC---------------GGCGA-GTGCCAGTGTGCGCCCGGTTTTACGGGTCCTCTGTAAGTGGACG--GAATGCGAG-GA-GG--------CGCC--TTT----------------------------AGGAGTT-GGGC----TGAAGTTAAGCGTAGGATGCAACCTGAAACTGTTG--AA-------------------------G-----------------G-------TTTTTGGCCACTGCATCCTACGCTTAACTTT-GACCC-----------------------------------CACAGAACCC--CT-CTAACTTAACTCTAACGCCCCA-ACTAGATGCGACATGCGCTGTCCGGACGGCAAGCACGGCGCCCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAGG

droKik1 scf7180000302577:200384-
200696 -

CACCATGTCTCC---------------GGCGA-GTGCCAGTGTGCGCCCGGCTTTACGGGTCCCCTGTAAGTGGGAA-GA-------G-GA-G---------CTGCCTCTTGCCTCGGAGACATATCATTTCGCCT-TGAGGTTTACGA------CAAAATGAATCGTAGATTTCT-----------TA-----CTATGCATGCCACATTTTATTA--AT-------------------------TTTTTTACCCCTGCAATCTACGATTCACTTT-GTT-TG-CCCCGTGGCGCTTTGCCAAGTCTCCTTCCCACCCACCGAATCC--CTACTAA------TCCTACGCTCCA-AATAGATGCGACATGCGCTGTCCGGACGGCAAGCACGGCGCCCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAGG

droAna3 scaffold_13337:1119407-
1119716 +

CACCACGTGTCC---------------GGCGA-GTGCACCTGTGCGCCGGGCTTCACGGGTCCGCTGTAAGTGCGGGAGA-------G-GATG---------ATTC--TTT-----CACGCAAAAGGGTCATGGCATAGAGGCCAG-GGGTCATGGAGAGTTGCCCGTAGATGCCC-----------TT-----CCATT----TTTCATTT--TTACACAC-----------------CTTT--------TAGT-TTGC-GACTACGGTGAACTTTTCTA-TGACCCCGGGGCTGTATGCTTGATTTCCCTCA-AAGCCCCAATCTC--CGACTAA------TCCTTCGCTTCAAACTAGATGCGACATGCACTGCCCGGACGGGAAGCACGGGGCTCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAAG

droBip1 scf7180000396371:1451505-
1451819 +

CACCACGTGTCC---------------GGCGA-GTGCACCTGTGCACCGGGCTTCACGGGTCCGCTGTAAGTGCGGGAGA-------G-GATG---------ATTCGTTTT-----GACGCAAAAGGAACATGGCATAGAGTCCAG-GGTTTATAGAGAGTTATCCGTAGATATCC-----------TT-----CCATT----TTTCATTTGATTACAAAA-----------------GTTT--------TAGT-TTAA-AAGTACGGAGACATTTTCTA-TGACCCCGGGGCTGTATGCTTTGTTTACCCCAAAAGCCCCAATCTC--CGACTAA------TCCTCCGCTTCAAACTAGATGCGACATGCGCTGCCCGGACGGAAAGCACGGGGCGCAGTGC------------------------------------------------------------------------------------------------------------------------------------------CAGCAAG

dp5 XR_group6:13160145-
13160361 +

TCCCCCGTCAAC---------------GGGAC-GTGCCAGTGCGCTGCCGGCTTTCAGGGACCAACCTGCGAGGA----------------------------------------------------------------------------------------------------------------------G-------------------------A-GCTGCCCCC---------------------------------------------------------CAGGGACC--------------------------------TTCGGCCAG----------------------GACTGT---------------------------------------GCCCTGCGCTGCGACTGCCAGAACGGGGCCAAGTGCATGCCGGAGACGGGTCAGTGCCTCTGCACCGCCGGCTGGAAGAACATTAAGTGCGAC---AGGCCCTGCGACC------------TGAACCAC------TTCGGGCAGG

droPer2 scaffold_88:198917-199133
+

TCCCCCGTCAAC---------------GGGAC-GTGCCAGTGCGCTGCCGGCTTTCAGGGACCAACCTGCGAGGT----------------------------------------------------------------------------------------------------------------------G-------------------------A-GCTGCCCCC---------------------------------------------------------CAGGGACC--------------------------------TTCGGCCAG----------------------GACTGC---------------------------------------GCCCTGCGCTGCGACTGCCAGAACGGGGCCAAGTGCATGCCGGAGACGGGTCAGTGCCTCTGCACCGCCGGCTGGAAGAACATTAAATGCGAC---AGGCCCTGCGACC------------TGAACCAC------TTCGGGCAGG

droWil2 scf2_1100000004511:937379-
937447 -

ACT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCACTTCACCA-TTCAGATGCGATATGAGTTGTCCGGACGGAAAGCATGGGGCTCAGTGT------------------------------------------------------------------------------------------------------------------------------------------CAGCAGG

droVir3 scaffold_13049:2351454-
2351703 -

CACAC-GGATCTGTGCCATCCGGAGACGGGTCGCTGCCACTGCAGCATTGGCTGGA---------------------------------------------------------------------------------------------------------GCAGCGTTGACTGCAAGC-------------GA-------------------------C-CCTGCCCGT---------------------------------------------------------TCCTCAAA--------------------------------TACGGCCCC----------------------AACTGT---------------------------------------GATCTGAACTGCGATTGCCGCAACGGTGCCAAGTGCTCGCCCATCAATGGCACCTGCCTCTGTGCGCCCGGCTTTACGGGCGACAAGTGCGAGCTGAG---CTGCCCGGCGGGCACCTACGGCCAGGGCTGCGCCTTCCAGTGCG

droMoj3 scaffold_6654:1516824-
1517117 +

GATCACGTGTCC---------------GGCAA-GTGCTCCTGCGCGCCCGGCTTCACGGGTCCCCTGTAAGTGGGCT--A-------G-----------------------------------------------------CCCAG-TGCTAACTGAGACTAAT---------------------------------------------------------------CGAGAC----------------------TAATGT-------------------------------------------------------------------------GA------CGCTTCGATC-C-ATCAGATGCGACATGCGCTGCCCGGACGGCAAGCATGGCGCCCAGTGCGAGGAGGACTGCCGCTGCCAGAACGACGGCAAGTGCGATCCACAGACCGGGGCCTGCGAGTGCACCGCCGGCTGGACGGGCGACGTGTGCGCCAACAA---GTGCCCGACGGGCAGCCACGGGCTCAAC------TGCGAGCTCT

droGri2 scaffold_15110:3382751-
3382922 -

GATCACATCTCC---------------GGCAA-GTGCTCCTGTGCACCCGGCTACACGGGTCCTTTGTAAGTGGACA--A-------GTGA-A-------------------------------------------------------------------------------TATCAAT-------------AA-------------------------C-AATTCTCGAGTC----------------------TAACATCCTCCGAA------------------------------------------CCCAC-------------CAACCAA----------------AA-ATTAGATGTGACATGCGCTGCCCGGATGGCAAGCATGGCGCCCAATGC------------------------------------------------------------------------------------------------------------------------------------------GAGGAGG
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GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG
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............................................................................TAAGAATAGTAAAACGAAGGGCA............................................................................................................ 23 0 1 32.00 32 29 2 0 1 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGC............................................................................................................. 22 0 1 5.00 5 1 1 2 0 1 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAA........................................................................................................... 24 0 1 2.00 2 1 0 0 0 0 1 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAC........................................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCATT.......................................................................................................... 25 2 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAT........................................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0

...............................................................................................................TATTCTTTTTGCTATTCTATAGG......................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0

............................................................................................AAGGGCAAAAAAAAA.................................................................................................... 15 0 17 0.06 1 0 1 0 0 0 0 0 0

Anti-sense strand reads

CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC
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SRR902008

ovaries

......................................................................................................TTTTTTTAAATAAGA.......................................................................................... 15 0 5 0.20 1 1 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:17041481-17041687 - dsi_32435 GCAGAAAACTAACCACAAAG--TGCACA-----------------------GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATT-TATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAATGAGC----------ATTCCTTAAAATACATAT-----------------------------GTGTTTAAAAAAAATGTATGTCT----------CGCGAATTCCTCCGTTTTCCGCG-----
droSec2 scaffold_1:14026217-

14026433 -
dse_339 GCAGAAAACTAACCACGAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCAATAACCTAAGAATAGTAAAACGAAGGACAAAAAAAAAAATTGTATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAACGAGC----------ATTCCTTAAAATACATAT-------GTA--CAT------------AAGTGTTT-AAAAAAATGTATATCT----------CGCGAATTCCTTCGATTTCCGCG-----

dm3 chr2R:16472011-16472235 - dme-mir-
2498

TCAGAAAACTTACACCAAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAAAATGTGATATTTCATCAC-----TCATCAACTCAAAATAGTAAATCGAAGGGCAAAAAA-ATA-TGGTATTCTGTTTG---CTATTATA------------------------------------------------------------------------------------------AAAGTTCACGAGCTAAGCTAACGATTCATTAAAATA--------T---GTA--CATA----CATATTTAAGTGTTAAAAAAAAATGTGTATCT----------CGCGAATTCCTTCGATTTCCTCG-----

droEre2 scaffold_4845:10617179-
10617473 -

der_95 TTAGAAAACAAACACCTTAGT-TGTAAA-----------------------GAAT----AAACTAATT--GT-AAAAATTGTGATATTTTATCAAATCTGCCATAACCTCCAAATACTTAACCGATGATCTAAAAA-CGG----TGTTTTCTGTGAATTTACTATATAACTTATTTATGAAAAAGCTTTAGGATTTAATTTTTCGGACAATGCGATCTAGGCGTTTCTATTGCTGATGTAGTATAGTTTGAAAGATTAAGTTAAAGCGT----------AATCAACAAAATTTTAAAATGT-----A-------------------------CAAAAATATGTGTATCT----------TGTGAATTCCTTCGATA-TCCCG-----

droYak3 2R:12723977-12724282 + dya_34 TTAGAAACTTAGCACCTTTTG-TGTAAA-----------------------GAA----AAAACTAAAT--GTTAAAAATTATTATATTTTATCAAATGTACCATAACCTCAAAATACTAAACTGATGAGCTAAAAAGCTA----TTTTCTCTTTG---TTATTCTGCAATGGATTTATT----TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACTAAGTTAACGAGC----------ATTCATCTCATTTTTGAAATTTTGTGTT--CAT------------GAGTGTGTTAAAAATATGTGTATCT----------TGTAAATTCCTTTGATT-CTCCG-----
droEug1 scf7180000409474:1489613-

1489692 +
GT-------------------------------------------------------------------------------------------------------------------------------------------------------------TATTTTA------------------------------------------------------------------------------------------AGAATTAATGTGT----------AAGTCGCAATAAGTGAAAATGT-----GT-------------------------TA---------CAAAT----------TGTGAATTCGTCAGATA-TTTTTTGTTT
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droSim2 2r:17041481-17041687 - dsi_32435 GCAGAAAACTAACCACAAAG--TGCACA-----------------------GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATT-TATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAATGAGC----------ATTCCTTAAAATACATAT-----------------------------GTGTTTAAAAAAAATGTATGTCT----------CGCGAATTCCTCCGTTTTCCGCG-----
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dse_339 GCAGAAAACTAACCACGAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCAATAACCTAAGAATAGTAAAACGAAGGACAAAAAAAAAAATTGTATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAACGAGC----------ATTCCTTAAAATACATAT-------GTA--CAT------------AAGTGTTT-AAAAAAATGTATATCT----------CGCGAATTCCTTCGATTTCCGCG-----

dm3 chr2R:16472011-16472235 - dme-mir-
2498

TCAGAAAACTTACACCAAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAAAATGTGATATTTCATCAC-----TCATCAACTCAAAATAGTAAATCGAAGGGCAAAAAA-ATA-TGGTATTCTGTTTG---CTATTATA------------------------------------------------------------------------------------------AAAGTTCACGAGCTAAGCTAACGATTCATTAAAATA--------T---GTA--CATA----CATATTTAAGTGTTAAAAAAAAATGTGTATCT----------CGCGAATTCCTTCGATTTCCTCG-----

droEre2 scaffold_4845:10617179-
10617473 -

der_95 TTAGAAAACAAACACCTTAGT-TGTAAA-----------------------GAAT----AAACTAATT--GT-AAAAATTGTGATATTTTATCAAATCTGCCATAACCTCCAAATACTTAACCGATGATCTAAAAA-CGG----TGTTTTCTGTGAATTTACTATATAACTTATTTATGAAAAAGCTTTAGGATTTAATTTTTCGGACAATGCGATCTAGGCGTTTCTATTGCTGATGTAGTATAGTTTGAAAGATTAAGTTAAAGCGT----------AATCAACAAAATTTTAAAATGT-----A-------------------------CAAAAATATGTGTATCT----------TGTGAATTCCTTCGATA-TCCCG-----

droYak3 2R:12723977-12724282 + dya_34 TTAGAAACTTAGCACCTTTTG-TGTAAA-----------------------GAA----AAAACTAAAT--GTTAAAAATTATTATATTTTATCAAATGTACCATAACCTCAAAATACTAAACTGATGAGCTAAAAAGCTA----TTTTCTCTTTG---TTATTCTGCAATGGATTTATT----TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACTAAGTTAACGAGC----------ATTCATCTCATTTTTGAAATTTTGTGTT--CAT------------GAGTGTGTTAAAAATATGTGTATCT----------TGTAAATTCCTTTGATT-CTCCG-----
droEug1 scf7180000409474:1489613-

1489692 +
GT-------------------------------------------------------------------------------------------------------------------------------------------------------------TATTTTA------------------------------------------------------------------------------------------AGAATTAATGTGT----------AAGTCGCAATAAGTGAAAATGT-----GT-------------------------TA---------CAAAT----------TGTGAATTCGTCAGATA-TTTTTTGTTT

droBia1 scf7180000302291:2815853-
2815854 +

CG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491201:736708-
736920 -

AAAAAAATTTAAGAACATGAATTTTGCAAGCAAATTATGTGTGCCAATAACGGTTAAAAAAATGAAGCATTT-CAAGAATTTAATTTTTT-----------TATAACTTG---------------------------------------------------TGCTA------------------------------------------------------------------------------------------TAAAGAAACACGT----------AGATAACAATTAAAGAAAAAAT-----GTTTTTATATTCAAATCCGGACTTTTTAATGGTGTAGTAATCCCGCATCCTTATGCG-GTTTTTTCATTTTTCTCG-----
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droEle1 scf7180000491201:736708-
736920 -

AAAAAAATTTAAGAACATGAATTTTGCAAGCAAATTATGTGTGCCAATAACGGTTAAAAAAATGAAGCATTT-CAAGAATTTAATTTTTT-----------TATAACTTG---------------------------------------------------TGCTA------------------------------------------------------------------------------------------TAAAGAAACACGT----------AGATAACAATTAAAGAAAAAAT-----GTTTTTATATTCAAATCCGGACTTTTTAATGGTGTAGTAATCCCGCATCCTTATGCG-GTTTTTTCATTTTTCTCG-----
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ID:

dsi_32447

Coordinate:

3r:11657861-11657989 +

Confidence:

candidate-rescued

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

three_prime_UTR [3r_11657808_11658087_+]; Antisense to three_prime_UTR [3r_11657582_11658105_-]; utr3 [utr3_minus_7616]; Antisense to utr3 [utr3_plus_5889]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGCAATTCACACCGTTTTCTGAGAAACACTTCACTAGCAATATGTTTATTTTGAGGAATAGCGTAATGGAAATTGATAGATCCGCTTGATCATGCCCACAAACAATCAATATATGCGTTGGCTGTTTGTGGACATGGACGAGAGGAGGCGTTACAAGTACAACATACGACACACACCGTGCATCAAACAACCGAACTAGTCTGCATGCCACATTACCTAATGCACGTTG

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

#
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SRR902009

testis

M023

head

M025

embryo

SRR553485

Chicharo_3
day-old
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M024

male
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SRR553486
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SRR553487

NRT_0-2
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eggs

SRR618934

dsim w501
ovaries

O001

Testis

O002

Head

M053

female
body

SRR553488

RT_0-2
hours
eggs

SRR902008

ovaries

.........................................................................................................................CTGTTTGTGGACATGGACGAGA...................................................................................... 22 0 1 39.00 39 0 13 11 0 6 4 2 0 0 0 1 1 1

.........................................................................................................................CTGTTTGTGGACATGGACGAGG...................................................................................... 22 1 1 7.00 7 0 2 3 0 2 0 0 0 0 0 0 0 0

...............................................................................................................................GTGGACATGGACGAGAGGAGG................................................................................. 21 0 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................CTGTTTGTGGACATGGACGAG....................................................................................... 21 0 1 5.00 5 0 0 0 0 0 4 0 1 0 0 0 0 0

..............................................................................................................................TGTGGACATGGACGAGAGGAG.................................................................................. 21 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TAGCGTAATGGAAATTGATAGATC................................................................................................................................................... 24 0 1 3.00 3 0 0 0 2 0 1 0 0 0 0 0 0 0

.....................................................................................TTGATCATGCCCACAAACAATC.......................................................................................................................... 22 0 1 3.00 3 0 0 0 0 0 0 0 0 0 3 0 0 0

................................................TTTTGAGGAATAGCGTAATGG................................................................................................................................................................ 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TGTGGACATGGACGAGAGGA................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTGGCTGTTTGTGGACATGGAC.......................................................................................... 22 0 1 2.00 2 0 0 0 0 1 1 0 0 0 0 0 0 0

........................................................................................................................GCTGTTTGTGGACATGGACGA........................................................................................ 21 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0

........................................................................................................................GCTGTTTGTGGACATGGACGAG....................................................................................... 22 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................CGAACTAGTCTGCATGCCACA................. 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TTTGTGGACATGGACGAGAGGA................................................................................... 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................GACATGGACGAGAGGAGGCG............................................................................... 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................CTGTTTGTGGACATGGACGAGAT..................................................................................... 23 1 1 2.00 2 0 0 1 0 1 0 0 0 0 0 0 0 0

...............................................................................................................................GTGGACATGGACGAGAGGAA.................................................................................. 20 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

...AATTCACACCGTTTTCTGAGAAA........................................................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

....ATTCACACCGTTTTCTGAGAA............................................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0

............................................................................................................................................................................................AACCGAACTAGTCTGCATGCC.................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TTTGTGGACATGGACGAGAGGAA.................................................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................TACGACACACACCGTGCATCA............................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

..............................................................................................................................TGTGGACATGGACGAGAGGAA.................................................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TGGACATGGACGAGAGGAGGAT............................................................................... 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................ATGGAAATTGATAGATC................................................................................................................................................... 17 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

................................................................................................................................TGGACATGGACGAGAGGAA.................................................................................. 19 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TGGACATGGACGAGAGGAGGTA............................................................................... 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................TGTTTGTGGACATGGACGAGAGGAGG................................................................................. 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.........................................................................................................................CTGTTTGTGGACATGGACGAGAAA.................................................................................... 24 2 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

....................................................................................................................GTTGGCTGTTTGTGGACATG............................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

.......................................................................................................................................................................................CAAACAACCGAACTAGTC............................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

.........................................................................................................................CTGTTTGTGGACATGGACGAGAA..................................................................................... 23 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TGGACATGGACGAGAGGAGG................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................TGGACATGGACGAGAGGAGTTT............................................................................... 22 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GTTTGTGGACATGGACGAGAG..................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

..........................................................TAGCGTAATGGAAATTGATAGATCCGCT............................................................................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

....................................................................GAAATTGATAGATCCGCTTGACA.......................................................................................................................................... 23 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................TGTGGACATGGACGAGAGGAGT................................................................................. 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TTTGTGGACATGGACGAGAGT.................................................................................... 21 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

...............................................................................................................................GTGGACATGGACGAGAGGAGGT................................................................................ 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................CATCAAACAACCGAACTAGT............................. 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................CATGGACGAGAGGAGGCGTA............................................................................. 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TTGTGGACATGGACGAGAGGA................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................GACATGGACGAGAGGAGGTT............................................................................... 20 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGAGGAATAGCGTAATGGAAATTGAT........................................................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

...............................................................................................................................................................................................CGAACTAGTCTGCATGCCACATTACC............ 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

........................................................................................................ATCAATATATGCGTTGGC........................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

.....................................................................................................................TTGGCTGTTTGTGGACATGG............................................................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................AACCGAACTAGTCTGCATGCCACAA................ 25 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1

..................................................................................................................................GACATGGACGAGAGGAGGCGA.............................................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................AACAATCAATATATGCGTTGGCTGT........................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

....................................................................................................................................CATGGACGAGAGGAGGCGTTT............................................................................ 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................GTACAACATACGACACACACCGTGCA............................................... 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................TTGGCTGTTTGTGGACATGGA........................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

Anti-sense strand reads

TCGTTAAGTGTGGCAAAAGACTCTTTGTGAAGTGATCGTTATACAAATAAAACTCCTTATCGCATTACCTTTAACTATCTAGGCGAACTAGTACGGGTGTTTGTTAGTTATATACGCAACCGACAAACACCTGTACCTGCTCTCCTCCGCAATGTTCATGTTGTATGCTGTGTGTGGCACGTAGTTTGTTGGCTTGATCAGACGTACGGTGTAATGGATTACGTGCAAC

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

#
Mismatch

Hit
Count

Total
Norm Total
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.................................................................................................................................................TCCGCAATGTTCATGTTGTAT............................................................... 21 0 1 35.00 35 0 32 3 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................CCGCAATGTTCATGTTGTATG.............................................................. 21 0 1 9.00 9 0 9 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................CCCGCAATGTTCATGTTGTAT............................................................... 21 1 1 6.00 6 0 6 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................GGCTTGATCAGACGTACGGTG.................. 21 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................GCTAGTACGGGTGTTTGTTA........................................................................................................................... 20 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................GCTTGATCAGACGTACGGTGT................. 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................CACGTAGTTTGTTGGCTTGAT............................... 21 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................GCCGCAATGTTCATGTTGTAT............................................................... 21 1 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0

.......................................................................TAACTATCTAGGCGAACTA........................................................................................................................................... 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................GTAGTTTGTTGGCTTGATCAGACG......................... 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

........................................................................................................................................................................GGTGTGTGGCACGTAGTTTGT........................................ 21 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CTAGTACGGGTGTTTGTTAGT......................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................TCCGCAATGTTCATGTTGTATG.............................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CCGACAAACACCTGTACCTGCT........................................................................................ 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

..........................GTGAAGTGATCGTTATACAA....................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

......................................................CCTTATCGCATTACCTTTA............................................................................................................................................................ 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

.................................................................................GGCGAACTAGTACGGG.................................................................................................................................... 16 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

....................................................................................................................................GTACCTGCTCTCCTCCGCAA............................................................................. 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

.....................................................................................TGCTAGTACGGGTGTTTGTT............................................................................................................................ 20 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................TCATGTTGTATGCTGTGTG....................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................TACGGTGTAATGGATTAC....... 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

................................................................................................................................................................TTGTATGCTGTGTGTGGCACG................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................TTGGCTTGATCAGACGTACGGTG.................. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TAGGCGAACTAGTACGGGTGT................................................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................ATGTTCATGTTGTAT............................................................... 15 0 2 0.50 1 0 0 0 0 0 0 0 0 0 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:11657811-11658039 + dsi_32447 A---GC-----------------------------------------------------------------AATTCACA------CCG--TT-TT------------------CTGAGAA--ACACTTC----------------ACTAGCA------------------------------ATATGTTTA--TTTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCTTGATCATGCCCACAAA------CAATCAAT--ATA-TG--------C-GTTGGCTGTTTGTGGACATGGACGAG-------------------------AGGAGGCG--TTAC----A--------AGTACAACATACGA--CACACACCG-------------------TGC-----------A-----------------TCAAACAACCGAACTAGTCTGCATGCCACAT-------------------TACCTAATG-CAC--------------GTTG
droSec2 scaffold_0:12486055-12486283

+
dse_135 A---GC-----------------------------------------------------------------AATTCACA------TCG--TT-TT------------------CTGAGAA--ACACTTC----------------ACTAGCA------------------------------ATATGTTTA--TTTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCTCGATCATGCCCACAAA------CAATCAGT--CTA-TG--------C-GTTGGCTGTTTGTGGACATGGACGAG-------------------------AGGAGGCG--TTAC----A--------AGTACAACATACGA--CACACACCG-------------------TGC-----------A-----------------TCAACCAACCGAACTAGTCTGCATGCCACAT-------------------TACCTAATG-CAC--------------GTTG

dm3 chr3R:9521027-9521255 - dme_395 A---GC-----------------------------------------------------------------AATTCACA------CCG--TT-TT------------------TTGAGAA--ACACTTC----------------ACTAGCA------------------------------ATATGTTTA--TTTTGAGGAATAGCGTAATG-GAAATT-G--ATAGATCCGCTCGACCATGCCCACAAA------CAATCAAT--CTA-TG--------G-ATTGGCTGTTTGTGGACATGGATGAG-------------------------GGGTGGCG--TTAC----A--------AGTACAACATACGA--CACACACCG-------------------TGC-----------A-----------------TCAACCAACCAAACTAGTCTGCATGCCACAA-------------------TACCTAATG-CAC--------------GTTG
droEre2 scaffold_4770:12114063-

12114293 +
der_1533 A---GC-----------------------------------------------------------------AATTCACA------ACG--TT--T------------------TTGCGAA--ACACTTC----------------ACTAGCA------------------------------ATATTTTTA--TTTTGATGAATAGCGTAATG-GAAATT-A--ATAGATCCCCTCGACCATGCCCACAAA------CAATCAAT--CCA-TA--------G-GTTGGCTGTTTGTGGACATAGACGAG-------------------------AGGAGGCG--GTAC----GAGTACCA-AGTACAACATAAAA------CACTG-------------------TGC-----------A-----------------TCCACCAACCGAACTAGTCTGCATGCCACAA-------------------TACCTAGTA-CAC--------------GTTG

droYak3 3R:13829421-13829648 - A---GC-----------------------------------------------------------------AATTCACA------ACG--TT--T------------------TTGAGAA--ACACTTC----------------ACTAGCA------------------------------ATATGTTTA--TTTTGAGGAATAGAGTAATG-GAAATT-A--ATAGATTCCCTCGACCATGCCCACAAG------CAATCAAC--CTA-TG--------G-GTTGGATGTTTGTAGACATGGACGAG-------------------------AGGAGCCG--GTAC----A--------AGTACAACATACGA--CACACCCTG-------------------TGC-----------A-----------------TCCACCAACCGAACTAGTCTGCATGCCACAA-------------------TACCTAGTG-CAC--------------GTTG
droEug1 scf7180000409802:453254-

453469 +
A---GC-----------------------------------------------------------------AATCTACA------CAG--TT--T------------------TTTAGAA--ACACTTC----------------ACTAGCA------------------------------ATATGTTTA--TTTTGACAAAAAGCTTAATG-GAAATT-A--ATAGATACACTCGACCATGCCCACACA------CAACCCAC--TA-TCG--TTTCTGG-GTTGGTTGTGTGTGGACAAGGACGAG-------------------------TAGTGACC--AGAC----A--------AGTACAACATAAGG-TC----------------------------AC-----------A-----------------TCCACCAACTGAACTAGTC--------GCAA-------------------TACCTAA---CAC--------------ATTG

droBia1 scf7180000302402:2257604-
2257833 -

A---GC-----------------------------------------------------------------AACCAACA------CCGCGTT--T------------------GTGCGAA--ACACTTC----------------ACTAGCA------------------------------ATATGTTTA--TTTTGAGGAAAAGCTTAATG-GAAATT-AGTATAGATTCCCCTGACCATGTCCGCACA------CAATCCAC--CTA-CT--AGTCTGC-----GTTGTATGTGGACATGGACAGG-------------------------AGGAGACG--AGAC----A--------AGTACAA----GTA--CACACCCTG-------------------TGC-----------A-----------------TCCACCAAACGAACTAGTCTGCATGTCGCAA-------------------TACCTTACG-CAC--------------GTTG

droTak1 scf7180000415380:348665-
348893 -

A---GC-----------------------------------------------------------------AATCAAC---------------------------------------GCA--ACACTTC----------------ACTAGCA------------------------------ATATGTTTA--TTTTGACGAAAAGCTTAATG-GAAATT-A--TTAGATCCCCTCGACCATGCCCACACA------CAATCCCCCGTT-TCG--AATCTGG-GTTGGATGTGTGTGGACATGGACGAG-------------------------TGGAGATG--AGAGAC--A--------AGTACAACATAAGACACACACCCTG-------------------TGC-----------A-----------------ACCACCAACTGAACTAGTCTGCATGTCGCAA-------------------TACCTTTTG-CAC--------------GTTG

droEle1 scf7180000491047:1670813-
1671053 +

A---GC-----------------------------------------------------------------AATCTACA------CCG--TT--C------------------TTGAGCA--ACACTTC----------------ACAAGCA------------------------------TTATATTTA--TTTTTACGAAAAGCGTAACCCAAAATT-G--ATAGTTCCGCCCGACCATGCCCACACA------CATTCCTCAGCT-TCG--TGGCTGG-GTTGGCTGTGTGTGGACATGAGCGAG-------------------------CGGAGATG--GGACACATA--------AGTACAACATAAGA--CACACCCTG-------------------TGC-----------A-----------------TCCACCAACTGAACTAGTCTGCATGTCGCAA-------------------TACCTTTTG-CAC--------------CTTG

droRho1 scf7180000769095:41449-41690
+

A---GC-----------------------------------------------------------------AATCAACA------CCG--TT--T------------------TTGAGAA--ACACTTA----------------ACTAGCA------------------------------AGTTGTTTA--TTTTGACGAAAAGCGTAATA-GAAATT-A--ATAGTTCCACTCGACTATGCCCACACA------CATCCCCCACCA-TAA--AATCTGG-GTCGGATGTGTGTGGACATGGGCGAG-------------------------TGGATACACGGGACACATA--------AGTACAACATAAGA--CACACCCTG-------------------TGC-----------A-----------------TCTATCAACTGAACTAGTCTGCATGTCGCAA-------------------TACCTAATG-CAC--------------CTTG

droFic1 scf7180000453912:20352-20583
-

A---GT-----------------------------------------------------------------AATCTGCA------CAG--TT--T------------------TTGAGAA--ACACTTC----------------ACTAGCA------------------------------ATATGTTTA--TTTTTACGAAAAGCGTAACC-GAAATT-G--ATCATTTTACCCGGCCATGTCCATGCA------CAACCCAC--TCCTCG--AATC-----TGGAATGTGTGCGGACATGGGCGAG-------------------------TGAAAACG--GAGC----A--------AGTAAAACATAACA--CACACCTTG-------------------TGC-----------A-----------------TCCACCAACTGAACTAGTCTGCATGTCGCAA-------------------TACCTAATGTCAC--------------CTTG

droKik1 scf7180000302706:531059-
531332 -

A---CCAGCAGC---------------------CAAAGCA-------------------------AATTACATTTTACA------CCT--TTTTT------------------TTAAGCAACACATTTC----------------ACTAGCA-----------------------GCAAT--ATTTGTTTA--TTTTGTCGGAAAGCCTTACC-GAAATCTATTGTAGTTTCGCTCGACCATGCCCACACT------TGGCCCAC--CTC-TG--AATAAGGCTTCGGCTAGGTGTGGACATGGGCGAG-------------------------TGAAAACA--ACGC----GCATGTTATATTTGAACGTAAGA--CACACCCTG-------------------TAC--------CTTA-----------------TCCAGCAACTGAACTAGTCAGCGA--CACA--------------------------------C--C-CTTTATATATATAT

droAna3 scaffold_13340:10521910-
10522159 +

dan_4053 AAAAGG-----------------------------------------------------------ACTCACAATTGACACACAAACTAC-GT--T------------------TTAAGCA--ACACTTT----------------ACTAGCA------------------------------ATCTGTTTA--ATTTGACGAAAGTTTATACC-GAAATT-T--GCAGTTCTGTTCGATCCCGTCCACACA------CAGCCAAT--CTT-TGGGTTCAAGG-TTTGAGTCTGTGTGGGCGCAATCGCT-------------------------TGGATACT--TTAG--------------ATAC----TAAGA--GACACTCCG-------------------TGT-----------G-----------------ACCATCAACTGAACTAGTCAGCGCGAGGCAA-------------------TACACGACG-CTGGCTA----------CACG

droBip1 scf7180000396708:5537277-
5537519 +

A---GG-----------------------------------------------------------ACTCACAATTGAAGCACAAATCAT-TT--T------------------TTAAGCA--ATACTTT----------------ACTAGCA------------------------------ATCTGTTTA--ATTTAAAGAACCTCTATACC-GAAATT-T--GTAGCTCCGCTTGATTACGTCCACACA------CAGCCAAT--CTT-TGGGTTCAAGG-TTTGAATCTGTGTGGACGTGATCGGT-------------------------CGGATACT--TTGG--------------ATACA----AAGA--GACACTTCG-------------------TGT-----------T-----------------ACCACCAACTGAACTAGTCAGCGCGAGGCAA-------------------AGCACGACG-CAC--------------CCTG

dp5 2:10072280-10072550 - dps_3847 AAGA-------------------------------------------------------------TATCGCAATCTACA------CCT--TT-T--------TATTTGAGTTTTTCAGCC--AATTTTC----------------ACTGGTA------------------------------TAATGTTTTTTTTTTTGGGACAAACATAACC-GATACT-T---TACCAATGCTCCACCACGCCCACACA------CATCCATA--CT-TAA--CCTATAG-TCTGCCTGTGTGTGGACGATGCGGAG-------------------------ATCGCGCA--AGGA----A--------GGTACCTTA----------------TAACATAGAAAGCATCCCGCATTTA-CCATCTAC-----------------TCTACCAACTGAACTAGTCAGCGTTTGGAAA-------------------CACACGGCG-CAC--CAC---------CCTG
droPer2 scaffold_0:10408958-10409228

+
dpe_2525 AAGA-------------------------------------------------------------TATCGCAATCTACA------CCT--TT-T--------GATTTGAGTTTTTCAGCC--AATTTTC----------------ACTGGTA------------------------------TAGCGTTTTTTTTTTTTGGACAAACATAACC-GATACT-T---TACCAATACTCCACCACGCCCACACA------CATCCATA--CTT-AA--CTATAAG-TCTGCCTGTGTGTGGACGAGGCGGAG-------------------------ATCGCGCA--AGGA----A--------GGTACCTTA----------------TAACATAGAAAGCATCCCGCATTTA-CCATCTAC-----------------TCTACCAACTGAACTAGTCAGCGTTTGGCAA-------------------CACACGGCG-CAC--CAC---------CCTG

droWil2 scf2_1100000004943:10969650-
10969867 -

ACGA-C---AAA---------------------ATG--------------------------------TTTAGTTTACA------TTG--AT-TT------------------CTTTT---------------------------ACAATTTCTACATTCTCTGCACAATTTTCAGACATATTTGGATTTA----------------------------------------------------------------------------TTT-TG--------T-GTTTATTATCTTTAAATTCTTATAGTAGCACTCATTTCAAACAATGTTGAGTTG-------CGCC----C--------AGTACCTTA---------TACATAA-------------------TAC-----------A-----------------CTCTCCCAAACTACTAGTCAGCACGATGCAT-------------------TCAAACTTA-CTA--------ATAAGTGTAA

droVir3 scaffold_12822:1483323-
1483325 -

A---GC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:11623444-
11623809 +

GAG--C-ACAGTAACAACAACAATAACAGCAACAGCAGCAACAACACCAACAAACAAACAACAACAACCACAATACGCA------TCT--AT-TATTGAATTAATTTAAATTGTTTAGCA--CATGTGCTAAGCGGAGATTTATTACTATTG------------------------------TTGTGTTGA--TACCGAGACAAAAGCTAAAC-TAAATT-A--A------AG-----CAGCGCCCACACACACACACATACACGC-ACA-TT--------A-GTTGTGTGTGTGCGTGTGTGTGTGTG-------------------------TGTGGACG--TCAG----A--------AGCGCGTAGT---------ACCTTGTAGC----------------ATTTAACCACGAACACCCTGTAACACACACATA-CACAAGTGAACTAGTCAGCGTTTGGGTAACACATACACACACACACACACACGACG-CAC--------------TCGG

droGri2 scaffold_14624:2529238-
2529248 -

A---AT-----------------------------------------------------------------ATTTCATA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:12114063-12114293
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1533.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:13829421-13829648
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409802:453254-453469
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:2257604-2257833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:348665-348893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:1670813-1671053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769095:41449-41690
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:20352-20583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302706:531059-531332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:10521910-10522159
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4053.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:5537277-5537519
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:10072280-10072550
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3847.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:10408958-10409228
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2525.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:10969650-10969867
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:1483323-1483325
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:11623444-11623809
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:2529238-2529248


ID:

dsi_5234

Coordinate:

2r:8934112-8934169 -

Confidence:

candidate-rescued

Class:

Mirtron

Genomic Locale:

antisense_to_3pUTR
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to utr3 [utr3_plus_2240]; intron [2r_8934112_8934169_-]; CDS [2r_8934170_8934352_-]; CDS [2r_8933892_8934111_-]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTCTTTTGGAGTCGGCCACATCGTTGGCACGGAAAATCCGCAACCAGGAGGTGAGTGTGTGCAATAGTTTCTTCTACAAAACACCTAACTTACTCTCACTTTGAGCAGCTAAGCAGTGTCCAGGTCCTGGAGTCTTTTATCCGGCGCATCAAGGAGGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

O002

Head

SRR618934

dsim w501
ovaries

M053

female
body

O001

Testis

M024

male
body

M025

embryo

GSM343915

embryo

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR902009

testis

...................................................................................CCTAACTTACTCTCACTTTGAGCAG.................................................. 25 0 1 14.00 14 10 0 2 1 0 0 1 0 0 0 0

....................................................................................CTAACTTACTCTCACTTTGAGCAG.................................................. 24 0 1 12.00 12 11 0 0 0 0 1 0 0 0 0 0

...................................................................................CCTAACTTACTCTCACTTTGAGCAGC................................................. 26 0 1 3.00 3 0 2 0 0 1 0 0 0 0 0 0

...................................................................................CCTAACTTACTCTCACTTTGA...................................................... 21 0 1 3.00 3 0 2 0 0 1 0 0 0 0 0 0

....................................................................................CTAACTTACTCTCACTTTGAGCAGC................................................. 25 0 1 2.00 2 0 1 0 0 1 0 0 0 0 0 0

.............................................................................................................TAAGCAGTGTCCAGGTCCTGGAGTC........................ 25 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0

...................................................................................CCTAACTTACTCTCACTTT........................................................ 19 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0

....................................................................................CTAACTTACTCTCACTTTGAGCA................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

........GAGTCGGCCACATCGTTGGCACGG.............................................................................................................................. 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

..................................................................................ACCTAACTTACTCTCACTTTGAGCAG.................................................. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

.....................................................................................................................GTCCAGGTCCTGGAGTCTTTTATCCGGCG............ 29 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

...................................................................................CCTAACTTACTCTCACTTTGAGCA................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

.....TTGGAGTCGGCCACATCGTTG.................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

...................................................................................CCTAACTTACTCTCACTTTGAGC.................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

...........................................................................................ACTCTCACTTTGAGCAG.................................................. 17 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

.......GGAGTCGGCCACATCGTTGGCACGGAAA........................................................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

..................................................................................ACCTAACTTACTCTCACTTT........................................................ 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

....................................................................................CTAACTTACTCTCACTTTG....................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

...........................................................................................................GCTAAGCAGTGTCCAGGTCCTGGAGT......................... 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0

.......GGAGTCGGCCACATCGTTGGCA................................................................................................................................. 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

..................................................................................ACCTAACTTACTCTCACTTTG....................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0

.....................................................................................TAACTTACTCTCACTTTG....................................................... 18 0 2 1.00 2 0 2 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAGAAAACCTCAGCCGGTGTAGCAACCGTGCCTTTTAGGCGTTGGTCCTCCACTCACACACGTTATCAAAGAAGATGTTTTGTGGATTGAATGAGAGTGAAACTCGTCGATTCGTCACAGGTCCAGGACCTCAGAAAATAGGCCGCGTAGTTCCTCCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M024

male
body

SRR553485

Chicharo_3
day-old
ovaries

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

...............................................................................................................TCGTCACAGGTCCAGGACCTCA......................... 22 0 1 1.00 1 1 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:8934062-8934219 - dsi_5234 TTCTTTTGGAGTCGGCCACATCGTTGGCACGGAAAATCCGCAACCAGGAGGTGAGTGTGTGCAA--------TAG----TTTCT--TCTAC----------------AAAA-CACCTA----AC---------TTACTCTCAC---TTTGAGCAGCTAAGCAGTGTCCAGGTCCTGGAGTCTTTTATCCGGCGCATCAAGGAGGT
droSec2 scaffold_1:5774676-5774833

-
dse_657 TTCTTTTGGAGTCGGCCACATCGTTGGCACGGAAAATCCGCAACCAGGAGGTGAGTGTGTGCAA--------TAG----TTTCT--TCTAC----------------AAAA-CACCTA----AC---------TTACTCTCAT---TTTGAGCAGCTAAGCAGTGTCCAGGTCCTGGAGTCTTTTATCCGACGCATCAAGGAGGT

dm3 chr2R:8228885-8229042 - dme_375 TTCTCTTGGAGTCCGCCACATCGTTGGCACGGAAAATCCGCAAACAGGAGGTGAGTGTGTGCAA--------TCG----TTTCA--TCTAC----------------AAAA-CACCTA----AC---------TTTCACTCAT---CTTGAGCAGCTGAGCAGCGTCCAGGTCTTGGAATCATTTATCCGGCGCATCAAAGAGGT
droEre2 scaffold_4845:17563219-

17563380 +
TTCTGTTGGAGTCAGCCACATCGTTGGCGAGGAAAATCCGCAGCCAGGAGGTGAGTGCATGCAG--------TAGAACATACGT--TCTAT----------------AAAA-CACCTA----AC---------ACACTCTCAT---TTTGAGTAGCTAAGCAGCGTTCAGGTCCTGGAGTCTTTTATCCGACGCATCAAGGAGGT

droYak3 2R:8721073-8721230 + TTCTGCTGGAGCCGGCCACATCGTTGGCGAGGAAAATCCGCAGCCAGGAGGTGAGTGCATGTAG--------TAG----TTGGT--TCTAT----------------AAAA-CACCTA----AC---------ACAATCTCAT---TGTGAGCAGCTAAGCAGCGTTCAGGTCCTGGAGTCCTTCATTCGACGCATCAAGGAGGT
droEug1 scf7180000409462:1887205-

1887360 +
TTCTGTTGGAATCGGCCACATCGTTGGCCAGAAAGATCCGCAACCAGGAGGTGAGTGTGTGATG--------TAA----ATCCG--TAGTT----------------ATTA-TAACTA----AT---------TGTTAT-C-C---TTTTTTCAGTTGAGCAGCGTTCAGGTTTTGGAATCCTTCATACGCCGCATCAAGGAGGT

droBia1 scf7180000301754:1686756-
1686912 +

TTCTACTGGAGTCAGCTACATCGCTGGCCAGGAAGATCCGCAACCAGGAGGTGAGTGCATCAAG--------TAC----TTATT--TTAAT----------------AAAA-TATCTA----AA---------AATCTTGA-A---TTCTTTCAGCTGAGTAGTGTCCAGGTTCTGGAGTCCTTCATTCGACGCATCAAAGAGGT

droTak1 scf7180000415398:78730-
78886 -

TTCTCCTTGAGTCAGCCACATCGCTGGCCAGGAAGATTCGCAACCAGGAGGTGAGTTTACAAAG--------TAA----TTCTA--TCTAA----------------AGTA-AAGCTA----AT---------ATATTTAC-T---CTCTTCCAGCTAAGCAGCGTCCAGGTTTTGGAATCCTTCATTCGTCGCATCAAGGAGGT

droEle1 scf7180000491027:123459-
123614 -

TACTCTTGCAGTCGGCCACATCGCTGGCCAGGAAGATCCGCAACCAGGAGGTGAGTGCATAGAG--------TAT----TCGCT--CTTAT----------------AGTG-TACCTA----AA---------GTATTCCCG-----TATTTCAGCTAAGCAGCGTCCAGGTCCTGGAATCCTTCATCCGACGCATCAAGGAGGT

droRho1 scf7180000779469:134491-
134646 -

TTCTGTTGGAGTCGGCCACATCGCTGGCCAGGAAGATCCGCAATCAAGAGGTGAGTGAATTAAG--------TAA----TTATA--TACAA----------------AATA-TACCTA----AA---------TAATTC-C-A---TTATTTCAGCTAAGCAGTGTCCAGGTTCTGGAATCCTTTATCCGGCGCATTAAGGAGGT

droFic1 scf7180000453778:303990-
304146 +

TTCTGCTGGAGTCAGCCACGTCGCTTGCTAGGAAGATCCGCAACCAGGAGGTACGTTTATTAGC--------TAC----ATCTC-ATTCAA----------------GCCA-GAAATA----AT---------GGATTT-C-G---TTTTTCCAGCTAAGCAGCGTTCAGGTCCTAGAATCCTTCATAAGGCGTATCAAGGAGGT

droKik1 scf7180000302682:2161706-
2161863 +

TTCTGCTGGAGTCTGCCTCTTCGCTGGCCAGAAAGATTCGCAGCCAGGAGGTGAGTTGAGGTAG--------TTA----TTTTT--GTTAT----------------ATTT-TATTAC----AT---------TTTTCCATTT---CCTTTCTAGTTGAGCAGCGTCCAGGTGCTGGAATCTTTCATAAGACGCGTCAAGGATGT

droAna3 scaffold_13266:5520914-
5521074 -

TTCTGCTAGAATCTGCATCGTCTTTGGCCAAGAAGATCCGCAACCAGGAGGTGGGTAGTTGAAAA-AA----CTG-----TTGT--GCTTC----------------ATAA-TTACTG----AG----ATGATTTA-TTTAA------TTTTCAGTTAAGCAGTGTTCAAGTGCTGGAATCCTTTATTCGACGGGTCAAGGAGGT

droBip1 scf7180000395404:57206-
57363 +

TCCTGCTAGAATCAGCAACATCACTGGCCAAAAAGATCCGCAACCAGGAGGTGCGTTCACGAAA--------CTA----TTTTG-ATTCAT----------------A--A-ATACTAATTAAT---------TTGCTTCAA------TTCCCAGTTAAGCAGTGTCCAAGTGCTGGAATCCTTCATTCGAAGGGTCAAGGAGGT

dp5 3:2793338-2793505 + TTCTGCTCGAATCGGCATCGTCGCTTGCAAGAAAGATACGCAACCAGGAAGTGAGTAGATCTTGA-TATATGTAG-ATAC-------------ACTAGCCATCAGTA-TAAT-------AAC--------------CTCTCATGTCATCGAATAGCTTAGCAGCGTTCAGGTAATGGAGTCGTTCATACGCCGCATCAAGGAGGT
droPer2 scaffold_2:2983317-2983480

+
TTCTGCTCGAATCGGCATCGTCGCTTGCAAGAAAGATACGCAACCAGGAAGTGAGTAGATCTTGA-TA----TAG-ATAC-------------ACTAGCCATCAGTA-TAAT-------AAC--------------CTCTCATGTCATCGAATAGCTTAGCAGCGTTCAGGTAATGGAGTCGTTCATACGCCGCATCAAGGAGGT

droWil2 scf2_1100000004558:467069-
467236 -

TTCTGTTAGAATCGGCATCATCGTTGGCTAAAAAAATACGAGAGCAAAAGGTGAGCAAAATACAGAG-----TTGAACAT--------TAA-----AGTCGTCTGG-CTAA-AAGCTA----AT---------TAA-TCTTAA---TCCCATTAGCTAAGCAGTGTCGAAGTGTTGGAGTCCTTTATTCGTCGTATCCAAGAAGT

droVir3 scaffold_12875:6603637-
6603795 +

TACTCCTCGAATCGGCCACATCGCTGGCAACCAAAATTCGCAACCAAGAGGTGGACACTTACTT--------TCC----TCTTC--CTTGC--ACTGGCCA--------------TTA----AT---------GCGCTCGTTC---TTTTCTCAGCTAAGCAGCGTTCAGGTTCTGGAATCGTTTATACGTCGCGTTAAGGAAGT

droMoj3 scaffold_6496:23406104-
23406269 -

TACTCCTCGAATCGGCCACATCGCTGGCCAGAAAAATACGTAACCAAGAGGTATAGGCAACTAA--------TCT----TCCAGATGTCAAAGTCTAG---------AAA-----TTA----ATTTAT-----TCA-TCTTAC---TCTTTATAGCTAAGCAGTGTTCAGGTTCTGGAATCGTTTATACGCCGCATCAAGGAAGT

droGri2 scaffold_15112:1486644-
1486803 +

TTCTGCTTGAATCTGCTACAGCATTGGCAGCCAAAATTCGCAATCAACAAGTAAGTGAAAAAAA--------AAA---AC-------------TTTATTTCCTACTC-TAAT-------TTC-T------------TTCTTATTTTATTTTACAGCTCAGCAGCGTTCAGGTTTTGGAGTCGTTTATCCGGCGTGTCAAGGAAGT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:8228885-8229042
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415398:78730-78886
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395404:57206-57363
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ID:

dsi_32439

Coordinate:

3r:18036626-18036727 +

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to CDS [3r_18036510_18037367_-]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATGCACCTGGTAGCGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTATTCAGCTGGATGTCGTGAGCGGTGCAGAATTCCTGCAGTTCTGGTGGCACCACGCAGCACGTTGACAGGTTGACCTGGGCAATTGTGGGCGCCACCTGTGCGCTG

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

#
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Head
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SRR553486
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day-old
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.........................TCGATTGTGTAGCCAGGGACC............................................................................................................................................................ 21 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0

................................................................................................................TGAGCGGTGCAGAATTCCTGCA.................................................................... 22 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................GTTGACAGGTTGACCTGGGC......................... 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0

.................................................................................................TTCAGCTGGATGTCGTGAGC..................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0

...........AGCGCAGTGTCCAGTCGATTG.......................................................................................................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0

............................................................CTCCACGGGCAGCAGGAGCT.......................................................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0

..................................................................................................................................TGCAGTTCTGGTGGCACCACG................................................... 21 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0

.......................................................................GCAGGAGCTCGGGATCGCTGT.............................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

................................................................................................................TGAGCGGTGCAGAATTCCTGCT.................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.......................AGTCGATTGTGTAGCCAGG................................................................................................................................................................ 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0

...............................................................................................................GTGAGCGGTGCAGAATTCCTGC..................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0

...............................................................................................................GTGAGCGGTGCAGAATTCCT....................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

.......................................................................................................TGGATGTCGTGAGCGGTGCA............................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

..................................................................................................................................................CCACGCAGCACGTTGACAGG.................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

....................................................................................................AGCTGGATGTCGTGAGCGGTG................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

..........................................GACCAGTCCGTCGAACTGCT............................................................................................................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

....................TCCAGTCGATTGTGTAGCC................................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

........................................GGGACCAGTCCGTCGAACTGC............................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

................................................................................................................TGAGCGGTGCAGAATTCCTGCAG................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.......................................................................................................TGGATGTCGTGAGCGGTGCAG.............................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

................................................................................................................TGAGCGGTGCAGAATTCCTGT..................................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0

.............................................................................................................TCGTGAGCGGTGCAGAATTC......................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

..................TGTCCAGTCGATTGTGTAGCC................................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

......................CAGTCGATTGTGTAGCCAGGG............................................................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0

.........................................GGACCAGTCCGTCGAACTGCC............................................................................................................................................ 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TACGTGGACCATCGCGTCACAGGTCAGCTAACACATCGGTCCCTGGTCAGGCAGCTTGACGAGGTGCCCGTCGTCCTCGAGCCCTAGCGACACGCATAAGTCGACCTACAGCACTCGCCACGTCTTAAGGACGTCAAGACCACCGTGGTGCGTCGTGCAACTGTCCAACTGGACCCGTTAACACCCGCGGTGGACACGCGAC

*****************************************************.............(((((((.((((.(((((((.((...((((((..((((((((....))))).))).))))))...)).))))))).))))))).))))...*********************************************
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................TCACAGGTCAGCTAACACATC..................................................................................................................................................................... 21 0 1 6.00 6 3 0 0 0 2 0 0 1 0 0 0 0 0

..........................................CTGGTCAGGCAGCTTGACGAG........................................................................................................................................... 21 0 1 6.00 6 4 1 0 0 0 1 0 0 0 0 0 0 0

.................................CATCGGTCCCTGGTCAGGCAG.................................................................................................................................................... 21 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................CCACGTCTTAAGGACGTCAAGACCAC........................................................... 26 0 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0

..........................................................................................CACGCATAAGTCGACCTACAGCAC........................................................................................ 24 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................CTTAAGGACGTCAAGACCACC.......................................................... 21 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0

....................................CGGTCCCTGGTCAGGCAGCTTG................................................................................................................................................ 22 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 1 0

.....................................GGTCCCTGGTCAGGCAGCTTG................................................................................................................................................ 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0

.......................................TCCCTGGTCAGGCAGCTTGA............................................................................................................................................... 20 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0

.........................................TCTGGTCAGGCAGCTTGACGA............................................................................................................................................ 21 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

...............................CACATCGGTCCCTGGTCAGGCAGCTTG................................................................................................................................................ 27 0 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0

...............GTCACAGGTCAGCTAACACAT...................................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................ACGTCAAGACCACCGTGGTGCGTCGT.............................................. 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

......................GTCAGCTAACACATCGGTC................................................................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...................................TCGGTCCCTGGTCAGGCA..................................................................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................TGTCCCTGGTCAGGCAGCTTGA............................................................................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
TACGTGGACCATCGCGTCACAGGTCAGC.............................................................................................................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
..............GGTCACAGGTCAGCTAACAC........................................................................................................................................................................ 20 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.......................................TCCCTGGTCAGGCAG.................................................................................................................................................... 15 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.........................................................................................................................GTCTTAAGGACGTCAAGACCAC........................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................................................................GGACGTCAAGACCACCGTGGTGCGTCGTGCA........................................... 31 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.........................................................................................................................GTCTTAAGGACGTCAAGA............................................................... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
...GTGGACCATCGCGTCACAGGT.................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
............CGCGTCACAGGTCAGCTAA........................................................................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
...............GTCACAGGTCAGCTAACAC........................................................................................................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..............................................ATAGGCAGCTTGACGAGGTGCCCGTCGT................................................................................................................................ 28 2 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
...........................................................................................................ACAGCACTCGCCACGTCTTAAGGAC...................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
.......................................................................CGTCCTCGAGCCCTAGCGACACGCAT......................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0
..............................................................................................................GCACTCGCCACGTCTTAAGGA....................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..........ATCGCGTCACAGGTCAGCTAA........................................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................TCCTGGTCAGGCAGCTTGAC.............................................................................................................................................. 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TCGCCACGTCTTAAGGACGTCAAGAC.............................................................. 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................GGTGCGTCGTGCAACTGTCCA................................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
.........................................................................................................................GTCTTAAGGACGTCAAGACCA............................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................CCCTGGTCAGGCAGCTTGA............................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
...............GTCACAGGTCAGCTAACACATCG.................................................................................................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................CCCTGGTCAGGCAGCTTGACGA............................................................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
...............................CACATCGGTCCCTGGTCAGGCAGCT.................................................................................................................................................. 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
..................................................................................................................TCGCCACGTCTTAAGGACGTCAAGA............................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
.....................................................................................................................CCACGTCTTAAGGACGTCAAGA............................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................TCGTGCAACTGTCCAACT................................ 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
........................................................................................................................CGTCTTAAGGACGTCAAGAC.............................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
......................GTCAGCTAACACATCGGTCC................................................................................................................................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..............CGTCACAGGTCAGCTAACACAT...................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
..........................................CTGGTCAGGCAGCTTGACGA............................................................................................................................................ 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.........................AGCTAACACATCGGTCCCTGG............................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
droSim2 3r:18036576-18036777 + dsi_32439 ATGCACCTGGTAGCGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTATTCAGCTGGATGTCGTGAGCGGTGCAGAATTCCTGCAGTTCTGGTGGCACCACGCAGCACGTTGACAGGTTGACCTGGGCAATTGTGGGCGCCACCTGTGCGCTG
droSec2 scaffold_0:18869103-18869304

+
ATGCACCTGGTAGCGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTATTCAGCTGGATGTAGTGAGCGGTGCAGAATTCCTGCAGTTCTGGTGGCACCACGCAACACGTAGACAGGTTGACCTGGGCAATTGTGGGCGCCACCTGTGCGCTG

dm3 chr3R:18511281-18511482 + dme_378 ATGCACCTGGTAACGCAGTGTCCAGTCGATTGTGTAGCCAGGGACCAGTCCGTCGAACTGCTCCACGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGTTGGATGTCGTGAGCGGTGCAGAACTCCTGCAGTTCTGGTGGCACCACGCAGCACGTAGACAGGTTGACCTGGGCAATTGTGGGCACAACCTGTGCGCTG
droEre2 scaffold_4820:9564879-

9565080 -
der_151 ATGCACCTGATAGCGCAGCGACCAGTCAATTGTGTAGCCAGGGGCCAGTCCGTCGAACTGCTCCGCGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGAGCGGTGCAGAACTCCTGCAGCTCTGCTGGCACCACGCAGCACGTGGACAGGTTGACCTGGGCAATTGTGGGCGCCACCTGGGCGCTC

droYak3 3R:19361773-19361974 + ATGCACCTGATAGCGCAGCGACCAGTCGATTGTGTAGCCTGGGGCCAGTCCGTCGAACTGCTCTGCCGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCATGAGCGGTGCAGAACTCCTGCAGTTCCGGTGGCACCACGCAGCAAGTGGACAGGTTGACCTGGGCAATGGTGGGCGCCACTTGGGCGCTC
droEug1 scf7180000409768:648664-

648865 +
ATGCACCTGATAGCGCAGTGTCCAGTCGATTGTATAGCCCGGCGCCAGTCCGGCGAATTGCTCCTCGGACAGCAGAAGCTCAGGATCGCTGTGCGTGTTCAGTTGAATATCGTGGGCGGTGCAGAACTCCTGCAGTTCCGGTGGCACCACGCAGCAGGTTGATAGATTGACCTGTGCAATTGTCGGTGCCACTTCAGCGCTT

droBia1 scf7180000302402:5202345-
5202546 -

GTGCACCTGGTAGCGCAGTGACCAGTCGATTGTGTAGCCGGGCGCCAGGGCGGAGAACTGCTCTTCGGGCAGCAGGAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGGGCGGTGCAGAACTCTTGCAGTTCCGGTGGCACAACGCAGCAGGTGGACAGGTTGACCTGGGCAATGGTGGGCGCCACCTGGGCGCTC

droTak1 scf7180000415711:493734-
493935 -

GTGCACCTGGTAGCGCAGCGACCAGTCGATTGTGTAGCCCGGCGCCAAACCGGCGAACTGCTCCTCGGGCAGCAGGAGCTCCGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGGGCGGTGCAGAACTCCTGCAGTTCCGGCGGCACCACGCAGCAGGTGGACAGGTTGACCTGGGCAATGGTGGGCGCCACCTGGGCGCTC

droEle1 scf7180000491017:201708-
201909 +

GTGCACCTGGTAGCGCAGTGACCAGTCGATGGAGTAGTCCGGCGCCAGTGCGGCGAACTGCTCCTCGGGCAGCAGGAGCTCGGGATCGCTGTGTGTGTTCAGCTGGATGTCGTGGGCGGTACAGAACTCCTGCAGATCCGCGGGCACCACGCAGCAGGTGGACAGATTGACCTGGGCAATGGTGGGCGCCACCTGGGCGCCC

droRho1 scf7180000777285:111030-
111231 -

ATGCACTTGGTAGCGCAGTGACCAGTCGATTGAGTAGCCCGGCGCAAGTGCTTCGAACTGCTCCTCGGGCAGCAGAAGCTCGGGATCGCTGTGCGTATTCAGTTGGATGTCGTGGGTGGTGCAGAACTCCTGCAGTTCAGGTGGCACAACGCAGCAGGTAGACAGATTGACCTGGGCAATGGTGGGTGCCACCTGGGCGCTT

droFic1 scf7180000454055:315096-
315297 -

GTGCACTTGGTACCGCAGCGACCAGTCGATTGTGTAGCCCGGTGCTAGTTCGGCGAACTGTTCTTCGGGCAGCAGCAGCTCGGGATCGCTGTGCGTGTTCAGCTGGATGTCGTGGGCGGCGCAGAACTCCTGCAGTTCCGGTGGCACCACGCAGCAGGTGGACAGGTTGACCTGGGCGATTGTGGGCGCCACCTGGGCGCTT

droKik1 scf7180000302697:1062010-
1062211 +

GTGCACCTGGTAGCGAAGTGACCAGTCGATTGTGTAGCCGGGCGCCAGTCCGGCGAACTGTTCCTCGGGCAGCAGCAGCTCCGGGTCGCTGTGCGTATTCAGCTGGATGTCGTGGGCGGCGCAAAACTCCTGCAGCTCCGGCGGCACCACGCAGCAGGTGGACAGATTCACCTGGGCAATCGTTGGGGCCACTTGGGCGGTT

droAna3 scaffold_13340:8113571-
8113772 -

ATGCACTTGGTAGCGCAGTGACCAGTCGATAGTGTAGCCAGGTGCCAGTCCAGAGAACTGCTCGTCCTGCAATAGCTGCTCCGGATCGCTGTGCGTGTTCAACTGGATGTCGTGGGCAGCGCAGAACTCCTGAAGCTCCGGCGGCACGACGCAGCAGGTGGACAAATTGACCTGTGCAATGGTAGGAGCAACCTGGGCGGAT

droBip1 scf7180000396708:734155-
734356 +

GTGCACTTGGTAGCGCAGAGACCAGTCGATAGAGTAGCCGGGTGCCAGTCCAGAGAACTGCTCGTCCTGCAATAGCTGCTCCGGATCGCTGTGCGTGTTCAACTGGATGTCGTGGGCAGCGCAGAACTCCTGAAGCTCCGGCGGCACCACACAGCAGGTGGACAGATTGACCTGGGCAATGGTAGGAGCAACCTGGGCAGAT

dp5 2:12583658-12583859 + ATGAACTTGGTAGCGCAACGACCAATCGATTGTGTAGCCGGGCGCCAGGCCAGAAAACTGTTCCTCCGGCAGCAGCAGCTCGGGATCGCCGTGTGTGTTCAGCTGGATGTCGTGGGCGGCACAGAACTCTTGCAGCTCCGTGGGCACACGGCAGCAGGTGGACAGATTAACCTGCGCAATGGTGGGGGCAACTGCGGCTGAC
droPer2 scaffold_0:7883570-7883771 - ATGAACTTGGTAGCGCAACGACCAATCAATTGTGTAGCCAGGCGCGAGGCCAGAAAACTGTTCCTCCGGCAGCAGCAGCTCGGGATCGCCGTGTGTGTTTAGCTGGATGTCGTGGGCGGCACAGAACTCTTGCAGCTCCGTGGGCACACGGCAGCAGGTAGACAGATTAACCTGCGCAATGGTGGGGGCGACTGCGGCTGAC
droWil2 scf2_1100000004902:6180351-

6180552 -
ATGAACCTGATAGCGCAACGACCAATCGATTGTGTAGCCGGGAACCAGCCCAGCGAATTGCTCCTCCTGCAATATGAGCTCCGGATCTCCGTGAGTATTCAACTGTATGTCGTGGGCGGTACAGAACTCCTGTAATTCGGCGGGCACGACGCAGCAGGTGGCCAAATTGACCTGTGCAATGGTAGGGGCCACACTGGCAGTT

droVir3 scaffold_12855:2361441-
2361642 -

ATGCACCTGGTAGCGCAGAGACCAATCAATCGAGTAGCCGGGTGCTAGGCCAGCGAACTGTTCCTCGGGCAGCAGCAGCTCGGGATCACTGTGTGTGTTGAGCACCAGCTCATGCTCGCGACAGAATTCCTGGAGTACAGCGGGCACCACGCAGCAAGCGGCCAGATTCACCTGTGCTATGGTGGGCGCAACCTTGGCCGAT

droMoj3 scaffold_6540:34091863-
34092064 +

ATGCACTTGGTAACGCAGACACCAATCGATTGTATAGCCGGGGGCCAAGCATGCAAATTGCTCTTCAGCTAAAAGAAGCTCCGGATCGCTGTGTGTATTAAGTACCAACTCATGATCGCGACAGAATTCATGCAGTTCGGCTGGTACTACGCAGCAGGTGGCCAGATTTACCTGCGCTATGGTGGGCACCACCTCAGCCGAT

droGri2 scaffold_15074:2369152-
2369353 -

ATAGACCTGGTAGCGCAGTGACCAATCGATTGTATAGCCGGGCGCCAGGAAGGAGAACCGTTCCTCGGGCAGCAACAGTTCGGGATCACTGTGTGTGTTGAGGACCAGCTCATGATCACGACAGAATTCCTGCAATTCCACGGGGACCACACAGCAGGCGGCCAGATTCACTTGTGCGATGGATGGCGCCACCTCCGATGTT
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TTGCCGCGCGAGCTGACCACAGTGGGACCCTATGGAACCAATCACAGCACGTAGGAACTGGGAATATCTTGTAGATGTACCACTTGTTTATACACCTTTTCCTATTCCGCAGTGCTTTCAGCACCACGGGCACCTCCGTGCTGGGCATTCGCTACGACTCAG
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............................................................................................CACCTTTTCCTATTCCGCAGA................................................. 21 1 1 17.00 17 8 6 3 0 0 0 0 0 0 0 0

.TGCCGCGCGAGCTGACCACAGTGGGA....................................................................................................................................... 26 0 1 3.00 3 0 1 0 2 0 0 0 0 0 0 0

............................................................................................CACCTTTTCCTATTCCGCAGT................................................. 21 0 1 3.00 3 2 1 0 0 0 0 0 0 0 0 0

...............................ATGGAACCAATCACAGCA................................................................................................................. 18 0 1 2.00 2 0 0 0 0 0 0 0 0 1 1 0

............................................................................................CACCTTTTCCTATTCCGCAGTAA............................................... 23 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

..................................................GTAGGAACTGGGAATATCTTGTAGA....................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0

......................................................................................................................CAGCACCACGGGCACCTCCGTGCTGGGC................ 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

.............TGACCACAGTGGGACCCTATGGAACCAATC....................................................................................................................... 30 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

.TGCCGCGCGAGCTGACCACAGTGGGACC..................................................................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

............................................................................................CACCTTTTCCTATTCCGCAGTA................................................ 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

....................................ACCAATCACAGCACGTAGGAACTG...................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

..........................................................................................TACACCTTTTCCTATTCCGCAG.................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

......................................................................................................................................TCCGTGCTGGGCATTCGCT......... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1

............................................................................................................................CACGGGCACCTCCGTGCTGGGCATT............. 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

Anti-sense strand reads

AACGGCGCGCTCGACTGGTGTCACCCTGGGATACCTTGGTTAGTGTCGTGCATCCTTGACCCTTATAGAACATCTACATGGTGAACAAATATGTGGAAAAGGATAAGGCGTCACGAAAGTCGTGGTGCCCGTGGAGGCACGACCCGTAAGCGATGCTGAGTC
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:1084731-1084892 - dsi_2442 TTGCCGCGCGAGCTGACCACAGTGGGACCCTATGGAACCAATCACAGCACGTAGGAACTGGGAATATC-TTG------------------------T--AGATGTA--CCA----CTTGTTTATACACCTTTT-CC---TATTCCGCAGTGCTTTCAGCACCACGGGCACCTCCGTGCTGGGCATTCGCTACGACTCAG
droSec2 scaffold_6:1302647-1302808 - CTGCCGCGCGAGCTGACCACAGTGGGACCCTATGGAACCAAGCACAGCACGTAGGAACTGGAAATATC-TTG------------------------T--AGATGTA--CCA----CTTGTTTATACACCTTTT-CC---TATTCCGCAGTGCTTCCAGCACCACGGGCACCTCCGTGCTGGGCATTCGCTACGATTCAG
dm3 chr3R:1183529-1183695 - dme_432 CTACCGCGGGAGCTGACCACAATGGGACCCTATGGAACCAAGCACAGCACGTAGGAACTGCGGATATG-TTT------------------ATATG-C--AGATGTA--CCA----CTTGTTTACACTCCTTTT-AC---TATTCCGCAGTGCTTCCAGCACCACGGGCACTTCCGTGCTTGGCATTCGCTATGATTCAG
droEre2 scaffold_4770:1453057-1453218

-
CTGCCGCGGGAACTGACCACAGTGGGACCCTATGGAACCCAGCACAGCACGTAGGAACTGAGGATATG-TTC------------------------C--AGTTGTG--CCA----CTTGCTTATACACCATTT-TC---TATTCCGCAGTGCTGCCATCACCACGGGCTCCTCCGTTTTGGGCATTCGCTACGATGCAG

droYak3 3R:1572312-1572473 - CTGCCGCGGGAACTGACCACAGTGGGACCCTATGGAACCAAGCACAGCACGTAGGGACTGAGGATAAG-TTC------------------------T--AGTGGTA--CCA----CTTGTTTATACCCCTTTA-CT---TATTCCGCAGTGCTGCCATCACCACGGGTTCCTCTGTTTTGGGCATTCGCTACGATGAAG
droEug1 scf7180000409766:101906-

102068 -
CTTCCCCGTGAATTGACCGCGGCGGGTCCCTATGGAACCAAGCACAGCACGTAGGGATTGTTGATGCA-ATC------------------------CT-TTTCTCT--CTT----ACTAAATATACTCCGTTA-AC---TTTCCCACAGAGCTGCCATCACCACAGGCTCCTCTGTGCTGGGAATTCGCTACGACGGCG

droBia1 scf7180000302411:936014-
936174 -

CTGCCCCGTGAGCTGACCACAGCGGGACCCTATGGAACCAAGCACAGCACGTAGGAATTGGGAATAGA-ATC------------------------C--TGATTTT--GCC---TC-AGTTTTA--ACCCTTACCT---TTATCCGCAGAGCTGCCATCACCACGGGCTCTTCCGTTTTGGGCATTCGCTTCGACGGCG

droTak1 scf7180000415789:193742-
193902 +

CTGCCCCGTGAACTGACCACAGCGGGTCCCTATGGAACCAAGCACAGCACGTAGGAACTGGGGATAGA-ATC------------------------C--TGCCTAG--GCC---TCACA-TTATA-ACCCCTA-CC---TTATCCGCAGAGCTGCCATCACCACGGGCTCCTCCGTTTTGGGCATTCGCTACGACGGCG

droEle1 scf7180000491021:293121-
293282 +

TTGCCCCGCGAACTGACCACAGCGGGTCCTTATGGAACCAAGCACAACACGTAGGAACAGAATATATT-AAC------------------------T--TGCTTAA--CCC----CTTTTGTAAACCCTGTTA-AA---TTATCCGTAGATCTTCCATTACCACGGGCTCCTCCGTTTTGGGCATTCGCTACGACGAGG

droRho1 scf7180000779349:27220-27379
+

CTACCCCGTGAACTGACCACAGCGGGACCCTATGGAACCAAGCACAGCACGTATGAATAGGGAATATA-ATC------------------------C--TGTTTTA--CTA----CTCTTGTTA--ACCTTTA-CC---AAATCCGCAGAGCTGCCATTACCACGGGCTCCTCCGTTTTGGGCATTCGCTACGACGGTG

droFic1 scf7180000453850:565802-
565962 -

CTGCCCCGCGAACTGACCACGGCAGGTCCCTATGGAACCAAGCGCAGCACGTAGGAATTGTGGATTTT-A-C------------------------C--AGTCTAA--CCC----ATA--TCATTTACCTTGA-CC-CATTTTTCGCAGATCATCAATCACCACGGGCTCCTCCGTGCTGGGCATTCGTTACGACGGCG

droKik1 scf7180000302461:605280-
605441 -

TTGCCCCGTGAGCTGACCACCGCCGGACCCTATGGAACCAAGCGCAGCACGTACGAATAAAGGCTATA-ACT------------------------TTTTGCTTAA--CC-----TTTTATAATACCCCCTT--AA---TCTTCAACAGAGCTGCCATCACCACGGGCTCCTCCGTGCTGGGCATTCGCTACGACGGCG

droAna3 scaffold_13088:494955-495113
-

CTGCCCCGCGAATTGACCACCGCCGGCCCGTATGGAACGCAGCGCAACACGTAAAATATTCCAA---------------------A-TATATCA--G--GG----AA-TTG----TTAAATAAATTTGAAT-T-TT---TCCCTTGCAGTGCCAGAATCACCACAGGCTCTTCAGTTTTGGGCATTCGCTTTGATGGCG

droBip1 scf7180000396413:549986-
550144 -

CTGCCTCGCGAACTGACCCCCGCCGGTCCGTATGGAACGCAGCGCAACACGTAAAGTATTCCAAA----------------------TATATCA--G--CGATTTT--CTA----ATTAAA-------TTTTA-ATTTATCCATTGCAGTGCCAGAATCACCACAGGATCCTCAGTTTTGGGCATTCGCTTTGATGGCG

dp5 2:21597914-21598072 + TTGCCAAAAGAGCTGACCGCGGCAGGCCCTTTCGGAACAAAGCGCAGCACGTAGGGTGCC---ATT------------------GACT--ATATTGA--------AT-CCA----CTTCATAATTCATACTAC-TT---CCTTCCTCAGCTCTTCCATTACCACAGGCTCCTCCGTTTTGGGAATACGATACGATGGCG
droPer2 scaffold_3:4382940-4383098 + TTGCCAAAAGAGCTGACCGCGGCAGGCCCTTTCGGAACAAAGCGCAGCACGTAGGGTGCC---ATT------------------GACT--ATATTGA--------AT-CCA----CTTCATAATTCATACTAC-TT---CCTTCCTCAGCTCTTCCATTACCACAGGCTCCTCCGTTTTGGGTATACGATACGATGGCG
droWil2 scf2_1100000004943:12737508-

12737672 +
TTGCCCAGTGAACTGGTCACAGAGGGTCCGTACGGAACCAAGCGGAATACGTAGGAATATA---TATA-GGCAGCT--------------------T--TGAAGAATCACC----CTTAACTCTTCTTATTCG-CT---TTTCTTGCAGATCTTCAATTACCACTGGTTCATCGGTGTTGGGCATTCGCTTTGATGAAG

droVir3 scaffold_12855:9940772-
9940925 -

-TGCCGCGAGAATTAACAACTGCAGGTCCTTTCGGTACCAAGCACAGCACGTAAGTTAAGGCAGTT------------------------------------TGCA--CCGCCTGAAAGCTCTA--GCACTTT-TT---ACATTATTAGCGCTGCAATTACTACGGGCTCCTCAGTGGTGGGCATCAAATTCGATGGTG

droMoj3 scaffold_6540:22947659-
22947818 +

TTGCCTCGTGAATTAACAACCGCAGGTCCCTATGGCACCAAGCACAGCACGTAAGTAAATGCAATTGGACTC------------------------T--AGATTAA--ATT-----GTA-TTCTAAATTCTG--GT---ACATTTGTAGCGCTGCTATAACTACCGGTTCCTCAGTGTTGGGCATTAGATTCGATGGCG

droGri2 scaffold_15074:4271608-
4271768 +

CTGCCGCGCGAATTAACCACGGCCGGCCCTTTTGGCACCAAGCACAGCACGTAAGTAAAAA---TCAA-ATTAAAATTGCAGCGGAAT--ATATTGA--AAATGT--------------------------AT-TT---ATATTTGTAGGGCTGCCATTACCACTGGCTCCTCGGTGGTGGGTATTAGATACGCTGGCG
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ACCACGCTGCGTCGACTGCTGAAGGAGCAGAAGATGGCGCTGGATGCCGGCGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

M024

male
body

SRR553485

Chicharo_3
day-old
ovaries

SRR618934

dsim w501
ovaries

M053

female
body

SRR553487

NRT_0-2
hours
eggs

SRR902009

testis

GSM343915

embryo

SRR553486

Makindu_3
day-old
ovaries

..................................................CGCGCTGGAGAACCTGCTGC............................................................................................. 20 0 1 4.00 4 4 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAACCTGCTGCT............................................................................................ 21 0 1 3.00 3 1 1 1 0 0 0 0 0 0

..................................................CGCGCTGGAGAACCTGCTGG............................................................................................. 20 1 1 2.00 2 2 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAACCTGCTG.............................................................................................. 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAACCTGCTGA............................................................................................. 20 1 1 2.00 2 2 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAACCTGCTGCG............................................................................................ 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0

........................................................................................................GCAGCGCCAGCGCCAGGAGCAGTTG.................................. 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0

..................................................CGCGCTGGAGAACCTGCTGT............................................................................................. 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAACCTGCC............................................................................................... 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0

.............................GAAGATGGCGCTGGATGCCGG................................................................................................................. 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0

.........................................GGATGCCGGCGCGCTGGAGAACCTGCG............................................................................................... 27 1 1 1.00 1 0 1 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAACCTGCTGCTA........................................................................................... 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0

..................................................CGCGCTGGAGAACCTGCT............................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAACCTGCTGAC............................................................................................ 21 2 2 0.50 1 1 0 0 0 0 0 0 0 0

..................................................CGCGCTGGAGAACCTGCTGTAA........................................................................................... 22 3 6 0.17 1 0 1 0 0 0 0 0 0 0

Anti-sense strand reads

TGGTGCGACGCAGCTGACGACTTCCTCGTCTTCTACCGCGACCTACGGCCGCGCGACCTCTTGGACGACGACGTTGTCGTCGTCTGACTCGTCGTCCGCGACGTCGTCGCGGTCGCGGTCCTCGTCAACGCAGACGTCGTCAAGGTCCTCCGCGTCGCGGTCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

SRR1275483

Male
prepupae

M025

embryo

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

...............................................................................................................................ACGCAGACGTCGTCAAGGTCC............... 21 0 1 1.00 1 0 1 0 0 0 0 0

.................................................CGCGCGACCTCTTGGACGAC.............................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0

..........................................................................................GTCGTCCGCGACGTCGTC....................................................... 18 0 2 0.50 1 0 0 1 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:5947935-5948097 - dsi_105 ACCACGCTGCGTCGACTGCTGAAGGA---GCAGAA------GATGGCGCTGGATGCCGGCGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG
droSec2 scaffold_1:2777274-2777436 - dse_1852 ACCACGCTGCGTCGACTGCTGAAGGA---GCAGAA------GATGGCGCTGGATGCCGGCGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG
dm3 chr2R:5145349-5145511 - dme_255 ACCACGCTGCGTCGCCTGCTGAAGGA---GCAGAA------GATGGCGCTGGATGCCGGCGCGCTGGAGAATCTGCTGCTGCAGCAGCAACAGACTGAGCAGCAGGCACTGCAGCAGCGCCAGCGCCAGGAGCAGCTGCGTCTGCAGCAGTTTCAGGAGGCGCAGCGCCAGG
droEre2 scaffold_4929:17512646-

17512808 +
ACTACGCTGCGCCGACTGCTAAAGGA---GCAGAA------CATGTCGCTGGATGCCGGGGCGCTGGAGAACCTGCTGCTACAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG

droYak3 2L:17799690-17799852 - ACTACGCTGCGTAGACTGCTGAAGGA---GCAGAA------CATGTCGCTGGATGCCGGGGCGCTGGAGAACCTGCTGCTACAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGG
droEug1 scf7180000409183:787310-

787472 -
TCAACGCTACGTCGCCTTCTAAAGGA---GCAGAA------CATGTCACTGAGTCCAAGTGCGCTGGAGAACCTGCTGTTGCTACAGCAACAGACCGAGCAGCAGGCGCTGCAGAAGCGTCAGCGCGAGGAGCAGCTGCGTCTGCAGCAGTTCCAAGAGGCGCAGCGTCAAG

droBia1 scf7180000301506:1579466-
1579628 +

ACCACGCTGCGTCGCCTGCTGAAGGA---GCAGAA------CATGTCGCTGGATCCTGGTGCGCTGGAGACTCTGCTCCTGCAGCAACAGCAGACCGAACAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGGCAGG

droTak1 scf7180000415274:102774-
102936 -

ACCACGCTGCGTCGCCTGCTAAAGGA---GCAGAA------CATGGCGCTGGATCCAGGTGCGCTGGAGAGCCTGCTCCTGCAGCAGCAGCAGACCGAGCTGCAGGCACTGCAGCAGCGCCAGCGCCAGGAGCAGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGTCAGG

droEle1 scf7180000491201:969933-
970095 -

ACCACGCTGCGTCGCCTACTGAAGGA---GCAGCA------CATGTCGCTGGATCCGGTTGCGCTGGAGAATCTGCTGCTGCAACAGCAGCAAACCGAGCAGCTGGCGCTGCAGCAGCGCCAGCGTCAGGAGCAGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGTCAGG

droRho1 scf7180000777222:48788-48950
+

ACCACGCTGCGTCGCCTGCTGAAGGA---GCAGCA------CATGTCGCTGGATCCGGGTGCGCTGGAGAATCTGCTGCTGCAACAGCAGCAAACCGAGCAGCAGGCACTGCAGCAGCGCCAGCGCCAGGAGCAGCTGCGACTGCAGCAGTTCCAGGAGGCGCAGCGTCAGG

droFic1 scf7180000453851:1129651-
1129813 +

ACCACGCTGCGTCGCCTGCTGAAGGA---GCAGCA------CATGTCGCTCGATCCGAGTGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGTCCGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGTCAGG

droKik1 scf7180000302476:538751-
538913 -

ACCACCCTGCGCCGTCTACTAAAAGA---GCAGAA------CATGTCCCTGGATCCAGAGGCGTTAGAGAATCTGCTACTGCAGCAGCAGCTGACCGAGCAGCAGGCGCTGCAGGAGCGCCAGCGGCAAGAGCAGCAGCGTTTGCAGCAGTTTCAAGAGGCCCAGCGCCAGG

droAna3 scaffold_13266:8423757-
8423922 +

GCCACGTTGCGTCGCCTGCTGAAGGATCAGCAGCC------CATGACGCTGGATCCGGAGGCGCTGGAGAGCCTCCTGCTGCAACAGCAACTGAACGAACAGCAGGCCCTGCAGGAACGCCAGCGCCAGGAGCAGTTGCGCCTGCAGCAGTTCCAGGAGGCCCAGCGCCAGG

droBip1 scf7180000396759:388818-
388983 -

GCCACATTGCGTCGCCTGCTGAAGGATCAGCAGCC------CATGACGCTGGATCCAGAGGCGTTGGAGAGCCTACTGTTGCAGCAACAGCTATCGGAGCAACAGGCCCTGCAGGAGCGCCAGCGGCAGGAGCAGCTGCGCCTGCAGCAGTTCCAGGAGGCCCAGCGCCAGG

dp5 XL_group1a:6888124-6888277 + GCA-----GCAGCGGCAGCAGCAGCA---GCAGCAGCG---GCACTGCCAGCAGC------AGGAGCAGCCGCCGCTGCAGCAGGAGCGACAGCAGCAGCAGGAGCGACAGCAGCAGCAGGAGCGACAGCAGCAGCAGGAGCGACAGCAGCAGCAGGAGCGACAGCAGCAG-
droPer2 scaffold_17:667434-667587 - GCCGC--AGGA---GCAGCAGCAGGA---GCAGCAGCAGGAGCAGCCGCAGGAG------CAGCAGCAGGAGCAGCCGCAGGAGCAGCAGCAGGAGCAGCAGCAGGAGCAGCCGCAGGAGCAGCAGCAGGAGCAGCA---GCAGGAGCAGCCGCAGGAGCAGCAGCAGCAG-
droWil2 scf2_1100000004822:1799325-

1799487 +
dwi_5420 AGTACCTTGAAGAGATTGGAGCAAAT---GCAATT------GCCACTGCTCGATCAGGAGGTGCTCGAAAGTCTTTTGCTACGTGAACAGATGAACGAGAAGCAGGCATTGCAGCAAAGACAACTGGAGGAGCAACAAAGGCTCCAGCAGCTTCAAGAGGCCAAAAGGAAAG

droVir3 scaffold_13561:126528-126671
+

CAACAGCAG------------CAGCA---GCAGCA------GCAGCCGCAGCAGCA------GCAGCCGCAGCAGCAGCCGCAGCAGCAGCAGCAGCAACAGCAGCCGCAGCAGCAGCAGCAGCAACAGCAGCCGCAGCAGCAGCAGCAGCAACAGCAGCAGCAGCAGCAG-

droMoj3 scaffold_6500:5126320-
5126474 +

ACCA-GCAGCAGCAGCAGCAGCAGCA---GCAGCA------GCAGCAGCAGCAGC------AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAG-

droGri2 scaffold_25:4121-4274 - GCAGC-----GTCAACATCAGCAGCA---GCAGCAGCAGCAGC---AGCAGCAGC------AGCAGCAGCAGCAGCAGCAGCAGCAGCGGCAGCAGCAGCAGCAGCGGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCGGCAGCAGCAGCGGCAGCAGCAGCAGCGGCAG-
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Flybase annnotation

intron [3r_18029098_18029163_+]; CDS [3r_18029164_18029388_+]; CDS [3r_18028960_18029097_+]

No Repeatable elements found
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CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGCTCGTCGAGTCAATTGGAGAGTGCACTTAATCAGAATCTAAACTCGTCGTTCCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAGAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

M023

head

M024

male
body

SRR553487

NRT_0-2
hours
eggs

M053

female
body

GSM343915

embryo

SRR553488

RT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

SRR618934

dsim w501
ovaries

...............................................................................................TAAACTCGTCGTTCCCTGCAG.................................................. 21 0 1 15.00 15 8 4 0 2 0 1 0 0 0

...............................................................................................TAAACTCGTCGTTCCCTGCAGT................................................. 22 1 1 10.00 10 8 0 0 1 0 0 0 1 0

.........................CCCTCCATCTCGAGCATC........................................................................................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0

......................CGTCCCTCCATCTCGAGCATCATAATT..................................................................................................................... 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0

.............................................................................................................................GTGCATCGGTAACTGGCTGCA.................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0

........................................ATCATAATTGGTGAGTGCT........................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0

................................................................................................AAACTCGTCGTTCCCTGCAGT................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................................................................ACTCGTCGTTCCCTGCAGGCA............................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0

...............................................................................................TAAACTCGTCGTTCCCTGCAGG................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0

Anti-sense strand reads

GACAGGCGGCCACAAACGTAGCGCAGGGAGGTAGAGCTCGTAGTATTAACCACTCACGAGCAGCTCAGTTAACCTCTCACGTGAATTAGTCTTAGATTTGAGCAGCAAGGGACGTCCGTTAAGGTCACGTAGCCATTGACCGACGTGCCCGTCGCTCCACCTCTTT

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

M053

female
body

M024

male
body

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:18029048-18029213 + dsi_15166 CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGCT---CG---TC---GAG--------TCAAT---TGGA-GAGTGCACTTAATCAGAATCTAAA-CT---------CGT--------------CGTT-CCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAGAAA
droSec2 scaffold_0:18861716-18861881

+
CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGCT---CA---TC---GAG--------TCAAT---TGGA-GAGTGCACTTAATCAGAATCTAAA-CT---------CGT--------------CGTT-CCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAGAAA

dm3 chr3R:18503710-18503875 + dme_415 CTGTCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGT---CG---TC---GAG--------TCAAT---TGGA-GAGTGCACTTAATCAGAATCTAAA-CT---------CGT--------------CGTT-CCCTGCAGGCAATTCCAGTGCATCGGTAACTGGCTGCACGGGCAGCGAGGTGGAAAAA
droEre2 scaffold_4820:9572482-

9572643 -
CTGTCCACCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGT---CG---TC---GAG--------TCAAT----TGA-GAGTGCACTTAATCAGAATCTTAA-CT--------------------------CGTT-CCCTGCAGGCAATTCAAGCGCATCGGTAACTGGCTGCACGGGTAGCGAGGTGGAGAAA

droYak3 3R:19354186-19354348 + CTGCCCGCCGGTGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGT---CG---TC---GAG--------TCAAT---TGAA-GAGTGCACTTAATCAGAATCTAAA-CT--------------------------CGTT-CCCTGCAGGCAATTCAAGCGCATCGGTAACTGGCTGCACGGGTAGCGAGGTGGAGAAA
droEug1 scf7180000409768:640888-

641050 +
ATGCCCGCCCATGTTTGCATCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGT---CA---TC---GAG--------TCAAT---TTAA-GGGTGCACTTAATCACCATTTCAC-TC--------------------------TATT-CCCTGCAGGAAATTCAAGCGCCTCGGTGACCGGCTGCACGGGCAGCGAGGTGGAGAAG

droBia1 scf7180000302402:5210189-
5210351 -

GTGCCCGCCCATGTTTGCATCGCGTCCCTCCATCTCAAGCATCATAATTGGTGAGTGGTGGCCA---TC---GAG--------TCAATT--TAAA-GGGAGCACTTAATCAGAATCTAAA-------------------------------TT-CCCTGCAGGCAACTCAAGCGCCTCGGTGACTGGCTGCACGGGCAGCGAAGTGGAGAAG

droTak1 scf7180000415711:501405-
501574 -

GTGCCCGCCCATGTTCGCCTCGCGTCCCTCCATCTCGAGCATCATAATTGGTGAGTGGCTGCTCGAGTC---GAG--------TCAAT---TGGACGGGTGCACTTAATCACAATCTCAA-TC--------------------------TCAA-TCCGGCAGGCAATTCAAGCGCCTCGGTGACCGGCTGCACGGGCAGCGAGGTGGAAAAA

droEle1 scf7180000491017:194110-
194272 +

GTGCCCGCCCATGTTCGCATCGCGTCCCTCCATCTCCAGCATCATAATTGGTAAGTGGT---CA---TC---CAG--------TCACA---TGGA-GAGTGCACTTAATCAGCATTTCAA-TC--------------------------TGTT-CCCCGCAGGCAATTCGAGCGCCTCGGTGACCGGATGCACGGGCAGCGAGGTGGAGAAA

droRho1 scf7180000777285:118398-
118560 -

GTGCGCGCCCATGTTCGCTTCGCGTCCATCCATCTCAAGCATCATAATTGGTGAGTGGT---CA---TC---CAG--------CCACA---TTGA-GAGCGCACTTAATCAGCATTTTAA-TA--------------------------TATT-CTACGCAGGAAATTCAAGCGCCTCGGTGACCGGCTGCACGGGCAGCGAGGTAGAGAAA

droFic1 scf7180000454055:322725-
322887 -

GTGCCCACCCATCTTTGCATCGCGTCCCTCCATCTCGAGTATTATTATTGGTGAGTGGT---CA---TC---GAG--------TCGCA---TTGA-GGACGCACTTAATCAGCATTTGAA-TC--------------------------TATT-CCCTGCAGGCAATTCAAGCGCCTCGGTTACCGGATGCACGGGCAGCGAAGTTGAGAAA

droKik1 scf7180000302697:1054383-
1054551 +

GTGCCCACCAATGTTTGCCTCACGTCCCTCTATCTCGAGCATCATAATTGGTGAGTGGCCGGCA---TC---GAG--------CCATCGGATTGA-GTGGGCTCTTAATCAGCGATTGTT-CC--------------------------CGTT-CTCTGCAGGCAACTCAAGCGCCTCGGTGACCGGCTGCACGGGCAGTGAGGTGGAGAAG

droAna3 scaffold_13340:8121188-
8121350 -

CTGCCCCCCCATCTTTGCCTCGCGTCCCTCCATCTCGAGCATCATAATTGGTAAGTGGC---CA---TCGT--GG--------TTGAT---TTAG-GGGAGCACTTAATTAGATACTCTACTT----------------------------TA-CTCTGCAGGCAACTCGAGCGCCTCGGTCACCGGGTGCACGGGCAGCGAGGTGGAGAAG

droBip1 scf7180000396708:726607-
726769 +

GTGCCCCCCCATCTTTGCATCGCGCCCCTCCATCTCGAGCATCATAATTGGTGAGTGGC---CA---TCGT--GG--------CCAAT---TTAG-AGGAGCACTTAATTGGTAACTCTACTT----------------------------TA-CTCTGCAGGCAACTCGAGTGCCTCGGTCACCGGGTGCACGGGCAGCGAGGTGGAGAAA

dp5 2:12576127-12576293 + CTGTCCACCCATTTTCGCCTCGCGACCCTCCATCTCGAGCATCATAATTGGTGAGTGGCCCACAC--------AGCCATCAACCCTCA---TGGA-TGGGGCTCTTAATCAGCGTGTC--------------------------------TCT-TTCCCCAGGAAACTCGAGTGCCTCCGTGACAGGCTGTACGGGCAGCGAGGTGGAGAAG
droPer2 scaffold_0:7891199-7891365 - CTGTCCACCCATTTTCGCCTCGCGACCCTCCATCTCGAGCATCATAATTGGTGAGTGGCCCACAC--------AGCCATCAACCCTCA---TGGA-TGGGGCTCTTAATCAGCGTGTC--------------------------------TCT-TTCCCCAGGAAACTCGAGTGCCTCCGTGACAGGCTGTACGGGCAGCGAGGTGGAGAAA
droWil2 scf2_1100000004902:6189105-

6189277 -
TTGCCCTCCCATGTTTGCCTCAAGACCGTCCATTTCGAGTATCATAATTGGTAAGAA----------------AG--------ACATT---AACA-AAGAAGATTCTATTAAACTCTAAT-TC---------TGTTTCCCCTTTTTATCTGTC-TCTTCTAGGTAACACGGGTTCTTCAGTCACGGGATGCACTGGCAGTGAGGTGGAGAAA

droVir3 scaffold_12855:2370421-
2370583 -

dvi_3540 GTGTGCGCCCGTCTTTACATCGCGACCCTCCATATCCAGCATTATAATTGGTGAGTGAG---CT---CCGCAATA--------CCAATTA-AAGA-C-GCATTCCTTATAAG--TTTCCA-TT----------------------------TG-GATTCCAGGCAATACGGGCTCCTCGGTCACCGGCTGCACGGGCAACGAGGTGGACAAA

droMoj3 scaffold_6540:34083082-
34083246 +

TTGTACACCCGGTTTTAGCTCGCGCCCTTCCATATCTAGCATTATAATTGGTAATTAT----------A---GCC--------TACTT---TCGA-CGCCAGCCTTAATTAT---TTTAC-TTTAATTT---TGG--------------CTTT-GACTTCAGGCAATACGGGCTCCTCAGTCACCGGATGTACGGGCAACGAGGTGGATAAA

droGri2 scaffold_15074:2378911-
2379069 -

ATGTGCGCCCGTCTTCACATCGCGGCCCTCCATATCCAGCATCATAATTGGTTTGTAGC---CA---CT---CAC--------T--------------------TTAGTCATAATTGGGA-CA-AATTCTTAAGT--------------GGTTCCGTTGCAGGCAATACGGGCTCATCGGTGACTGGTTGCACGGGCAACGAGGTGGACAAG
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TAACAAATAAGAAACCATAAGCGGGAACTTGGTCTGAAAGACCCCAAATAAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTCAAGCATCGCTCGACTTCAGAGCCTCAACATTACGCCTAGAGAACGACATCAGGTTTAGATCATTGCGACCCCGCTTAGAAACAGAAAATTGA
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...............................................................ATGGGACTCGTCTAGAACGA...................................................................................................... 20 0 1 7.00 7 6 0 0 0 0 1 0 0 0 0 0

................................................................TGGGACTCGTCTAGAACGAGTGGA................................................................................................. 24 0 1 5.00 5 0 0 3 1 0 0 0 1 0 0 0

..............................................................GATGGGACTCGTCTAGAACG....................................................................................................... 20 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................TTAGATCATTGCGACCCCG................... 19 0 1 4.00 4 0 4 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAACGA...................................................................................................... 21 0 1 4.00 4 0 4 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAACGAG..................................................................................................... 22 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAACGAGTGGAA................................................................................................ 27 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0

................................................................TGGGACTCGTCTAGAACGAGTGGAA................................................................................................ 25 0 1 2.00 2 0 0 1 0 1 0 0 0 0 0 0

.........................................................................................ATTCAAGCATCGCTCGACTTCAGAGCC..................................................................... 27 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

...............................................................ATGGGACTCGTCTAGAACGAGTGG.................................................................................................. 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

..................................................................................................................................................TTTAGATCATTGCGACCCCGC.................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

................................................................................CGAGTGGAAATTCAAGCA....................................................................................... 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAACGAGTGG.................................................................................................. 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

............................................................................................CAAGCATCGCTCGACTTCAGA........................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

.........................................................................TCTAGAACGAGTGGAAATTCAAGCAT...................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0

...............................................................ATGGGACTCGTCTAGAACGAGT.................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

....................................AAAGACCCCAAATAAGAGGTGGT.............................................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0

...............................................................ATGGGACTCGTCTAGAACGG...................................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAACGAGT.................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CGACTTCAGAGCCTCAACAT.............................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

..............................................................GATGGGACTCGTCTAGAACGG...................................................................................................... 21 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATTGTTTATTCTTTGGTATTCGCCCTTGAACCAGACTTTCTGGGGTTTATTCTCCACCATCACTACCCTGAGCAGATCTTGCTCACCTTTAAGTTCGTAGCGAGCTGAAGTCTCGGAGTTGTAATGCGGATCTCTTGCTGTAGTCCAAATCTAGTAACGCTGGGGCGAATCTTTGTCTTTTAACT
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:12890274-12890458 + dsi_32459 TAAC-AAATAAG--AAAC---CATA-AGC--GGGAACTTGGTCTGAAAGACCCCA--A---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-ATCAGGT--TTAGATCATTGCGACCCCGCTTAGAA-----ACA----GA--AAAT--------------T---GA
droSec2 scaffold_20:193496-193680

+
dse_1847 TAAC-AAATAAG--AAAC---CATA-AGC--GGGAACTTGGTCTGAAAGACCCCA--A---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-ATCAGGG--TTAGATCATTGCGACCCCGCTTAGGA-----AAC----GA--GAAC--------------T---GA

dm3 chrX:13553556-13553740 + dme_424 TAAC-A-ATAAG--AAAC---CATA-AGC--GGGAACTTGGTCTGAAAGACCCCA--A---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAATGAGTGGAAATTCA-AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-ATCAGGT--TTAGATCATTGCGATCCCGCTTAGGA-----AAC----GA--GAAC--------------T---GA
droEre2 scaffold_4690:13329650-

13329839 -
der_1524 TAAA-C-TTTAG--GAAC---TATG-AGC--GGGAACTTGTTCTGAAAGACCCAA--A---CTTAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAGCT--TTAGATCAATGCGACCCCGCTTAGGA-----ATC----GG--GAAATA-GAAC-------T---GG

droYak3 X:7836395-7836583 + dya_1799 TAAC-A-ATTAGAAATAACAATGTA-AGC--GGGAACTTGTTCTGAAAGACCCAA--A---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAGCT--TTAGATCAATGCGACCCCGCTTAGGA-----ATC----GA--GAAT--------------T---GG
droEug1 scf7180000408958:35913-

36111 -
-----------G--GAAT---TTTA-AGC--GGGAACTTGTTCTGAAAGACCGAA--AAATAAAAGAAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAGCT--TTAGATCAATGCGACCCCGCTTAGGAGAATAATC----GAGT-TAAGGACCTGAGGCAGCA---GA

droBia1 scf7180000302041:563671-
563853 +

AG-C-AAATTAG--GCAC---TGTA-AGC--GGGAACTTGTTCTGAAAGACCCCA--G---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC---AGCCGCGCTCG-ACTTCAGAGCCTCAGCATTACGCC-TAGAGAAC-GAC-ATCAGCT--TTAGATCAATGCGACCCCGCTTAGGC-----ATC----AG--GCAC--------------C---GA

droTak1 scf7180000414393:30808-
31003 -

CTA------TAG--GAAC---TGTA-AGC--GGGAACTTGTTCTGAAAGACCAAA--C---TTAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCGTCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAGCT--TTAGATCAATGCGACCCCGCTTAGGA-----ATC----GAATATATTGCCCACTGGGAACT---GA

droEle1 scf7180000491044:215067-
215264 +

TAA---AATTAG--AAAA---TATA-AGC--GGGAACTTGTTCTGAAAGACCCTA--A---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGCGAAC-GACAACTAGCT--TTAGATCAATGCGACCCCGCTTAGGA-----ATC----GA--GAATTGCAGACTGGGATCA---TA

droRho1 scf7180000779510:38391-
38586 +

TGA----ATTAG--GAAC---TGTA-AGC--GGGAACTTGTTCTGAAAGACCCTA--A---ATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGCATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAGCT--TTAGATCAATGCGACCCCGCTTAGGA-----ACC----GA--GTATTGCGAACTGGGATCT---TT

droFic1 scf7180000454073:1442990-
1443193 +

TATTCAAATTAG--AAAC---TTCA-AGC--GGGAACTTGTTCTGAAAGAACCAA--AA--TTAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAACCGAC-AACAGCT--TTAGATCAATGCGACCCCGCTTAGGA-----ATC----GA--GTACTACGAACTGGGATCTGA-GA

droKik1 scf7180000302698:307798-
307979 -

ATAC------------------ATA-AGC--GGGAACTTGTTCTGAAAGACCCAATACAAAATAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GAC-AACAATT--TTAGATCAATGCGACCCCGCTTAGGA-----GTTGTAGGA--GAAT--------------T---GA

droAna3 scaffold_13334:472144-
472320 +

dan_4039 ------------------------A-AGC--GGGAACTTGTTCTGAAAGATCAAA--CAATTTAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTT-GAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCTTAGAGAAAAGAC-AACAGCT--TTAGATCAATGCCAACCCGCTTAGGA-----AGT--GCGA--GC-C--------------TGATAA

droBip1 scf7180000396431:1081233-
1081414 -

AAACTAGATATA--GAAA---TATATAGC--GGGAACTTGTTCTGAAAGATCCAA--CAG-TGAAG-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTG-AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGACCAGAC-AACAGCTTTTTAGATCAATGACCACCCGCTTGGGG-----A----------------------------------

dp5 XL_group3b:100225-100382 + dps_110 CCAC-AGATGAG--GTGA---CAAA-AGCGTGGGTACTTGTTTTGAAAGAACATA--T---CGAAG-GGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCA-AGCAGCT--TTCGACCAT---------------------------------------------------------
droPer2 scaffold_56:124031-124187

+
dpe_157 CCAC-AGATGAG--GTGA---CAAA-AGCGTGGGTACTTGTT-TGAAAGAACATA--T---CGAAG-GGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCA-AGCAGCT--TTCGACCAT---------------------------------------------------------

droVir3 scaffold_12970:5369119-
5369203 -

dvi_24642 AA-------------------------------------------------------------------GAGGTAGTGATGGGACTCACCTAGAACGAGTGGAATATT--AAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGAA---------------------------------------------------------------------------------

droMoj3 scaffold_6473:4951753-
4951833 -

dmo_3154 -----------------------------------------------------------------------GGTAGTGATGGGACTCACCTAGAACGAGTGGATTATT--TAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGAA---------------------------------------------------------------------------------

droGri2 scaffold_15203:9467764-
9467849 +

dgr_467 AA-------------------------------------------------------------------GAAGTAGTGATGGGACTCAACTAGAACGAGTGGAATTTTAAAAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGA----------------------------------------------------------------------------------
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ID:

dsi_25795

Coordinate:

x:1162559-1162708 +

Confidence:

candidate-rescued

Class:

5p_tailed_mirtron

Genomic Locale:

5pUTR
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

utr5 [utr5_plus_13574]; utr5 [utr5_plus_13575]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGGATCGGATCGATTGCTAGGGGTGTGTGTGCAATCAGGAGGTGGGGCGATGGTCGCTGGTCACTGTGTCGGGTGGAGCACAGATGGTGGCCAGAGTAGAGCTTATAGAGCTCGACCTCCCTCTTGCTGCCGATAGAAGGGATAGAAGGCACATGCAAAGCGCCAGAGAATAACACAGTTTGCATTACTTTCTTCCCCAGCTTCACGACGTCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

M023

head

SRR618934

dsim w501
ovaries

M024

male
body

M053

female
body

GSM343915

embryo

SRR553488

RT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

........................................................................................................................................AAGGGATAGAAGGCACATGCAA............................................................................................ 22 0 1 7.00 7 5 0 2 0 0 0 0 0 0

....................................................................................................................................................................................TGCATTACTTTCTTCCCCAGT................................................. 21 1 1 2.00 2 0 0 0 0 1 1 0 0 0

........................................................................................................................................AAGGGATAGAAGGCACATGCAAA........................................................................................... 23 0 1 2.00 2 1 0 0 1 0 0 0 0 0

........................................................................................................................................AAGGGATAGAAGGCACATGCA............................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0

...................................................................................................................................................................................TTGCATTACTTTCTTCCCCAGT................................................. 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0

Anti-sense strand reads

CCCTAGCCTAGCTAACGATCCCCACACACACGTTAGTCCTCCACCCCGCTACCAGCGACCAGTGACACAGCCCACCTCGTGTCTACCACCGGTCTCATCTCGAATATCTCGAGCTGGAGGGAGAACGACGGCTATCTTCCCTATCTTCCGTGTACGTTTCGCGGTCTCTTATTGTGTCAAACGTAATGAAAGAAGGGGTCGAAGTGCTGCAGAACGTTTGCCGACTTTTACCTCTTCTGAGGGGCCATGT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

M023

head

M024

male
body

SRR553488

RT_0-2
hours
eggs

SRR553487

NRT_0-2
hours
eggs

SRR902009

testis

M053

female
body

..................................................................................................................................................................GGTCTCTTATTGTGTCAAAC.................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 x:1162509-1162758 + dsi_25795 GGGATCGGATCGATTGC-TAGGGGTGTGTGTGCAATCAGGAGGTGG--GGC--GATGGTCGCTGGTCACTGTGTC----------GGGTGGAGCACAGATGGTGGCCAGAGTAGAGCTT-----------ATAGAGCTCGACCT----CCCTCTT-GCTGCCGATAGAAGGGATAGAAGGCACATGCAAAGCGCCAGAGAA------TAACACAGTTTGCATTA--C-T--T-TCTT------CCCCAGCTTCACGACG------TCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA
droSec2 scaffold_10:1106839-

1107089 +
dse_744 GGGATCGGATCGATTGC-TTGCGGTGTGTGTGCAATCAGGAGGTGG--GGC--GATGGTCGCTGGTCACCGTGTC----------GGGTGGAGCACAGATGGTGGCCAGAGTAGAGCTT-----------ACAGAGCTCGACCT----CCCTCTTTGCTGCCGATAGAAGGGATAGAAGGCACATGCAAAGCGCCAGAGAA------TAACACAGCTTGCATTA--C-T--T-TCTT------CCCCAGCTTCACGACG------TCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA

dm3 chrX:1283442-1283683 + dme_471 GGGATCGGATCGATTGC-TAGGGGTGTGTGTTCAATCAGGAGGTGG--GGC--GATGGTCGCTGGTCAGTGTGTCGCTGGTCACTGTGTGGAGCACAGATGGTGGCCA----------------------------------CTTCGGCCCTCTTCGCTGCCGATAGAAGGGATAGAAGGCCCATGCAAAGCTCCAGAGAA------TAACACAGTGTGCATTA--C-T--T-TCTC------CCCCAGCTTCACGACG------TCTTGCAAACGGTTGAAAATGGAGAAGACTCCCCGGTACA
droEre2 scaffold_4644:1267479-

1267681 +
GGGATCGGATCGATTGC-GAGGGATGGCTGGGCAATCAGGAGGTGG--GAC-------------------------------------------ACAG--------CAGAGTGGAGCTTTTCGTTCCCCCATAGA--TTAACCC----CCC-----------------------------CACATGCAAAGCGCCAAAAAACAGAGTTAACTCAGTTTGCATTTTGCATGCT-TTTT------CCCCAGCTTCACGACG------TCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA

droYak3 X:1189688-1189692 + GGTAT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droEug1 scf7180000408973:84572-

84636 -
T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A--A-T--T-GCTC------TTCCAGCTTCACGACG------TCTTGCAAACGGCTGAAAATGGAAAAGACTCCCCGGTATA

droBia1 scf7180000301760:3855980-
3856075 +

GGGATCGGGTCGCTTGCAGGGGGGTGGCTGTGTAATCAGGAGACGGCAGGGGCAGCAGATGGGGCGGACGGGATC---------TGCGCGGTGCACAGCTGGTGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415289:468056-
468127 +

TC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAATTG--C-C--TTGTCC------TTGCAGCTTCACGACG------TCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA

droEle1 scf7180000490996:107735-
107787 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGCTTCACGACG------TCTTGCAAACGGCTGAAAATGGAGAAGACTCCACGGTACA

droRho1 scf7180000778087:97831-
97897 +

C---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTA--C-C--T-TCG-------TTACAGCTTCACGACG------TCTTGCAAACGGCTGAAAATGGAGAAGACTCCACGGTACA

droFic1 scf7180000454072:1830145-
1830208 -

TC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-C--T--TTC------TTACAGCTTCACGACG------TCTTGCAAACGGATAAAAATGGAGAAGACTCCCCGGTACA

droKik1 scf7180000302621:226650-
226720 +

T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A--T-T--C-CCTT------CTGCAGCTTCACGACGTCGTCGTCTTGCAAACGGCTGAAAATGGAGAAGACTCCCCGGTACA

droAna3 scaffold_13117:1833438-
1833500 -

C-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T--T-CTGT------TTCCAGCTTCAAGACG------TCTAGCAAACGGCTAAAAATGGAGAAGACTCCCCGGTACA

droBip1 scf7180000396425:225077-
225138 +

T--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-CTGT------TTCCAGCTTCAAGACG------TCTTGCAAACGGCTAAAAATGGAGAAGACTCCCCGGTACA

dp5 XL_group1a:4763667-4763742
-

TA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTTA--C-C--C-TCTTCCCCTCATGCAGCTTCAAGACG------TCTTGCAAACGGCTGAAAATGGAAAAGACTCCCCGGTACA

droPer2 scaffold_11:1350342-
1350420 -

GT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATACCTTA--C-C--C-TCTTCCCCTCATGCAGCTTCAAGACG------TCTTGCAAACGGCTGAAAATGGAAAAGACTCCCCGGTACA

droWil2 scf2_1100000004963:371377-
371438 -

TT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TATT------TTCCAGCTTCAAGACG------TCTTGCAAACGAATTAAAATGGAAAAGACTCCCCGTTATA

droVir3 scaffold_12970:4180745-
4180809 +

T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A--T-T--C-TTTT------GATCAGCTTCAAGACG------TCTTGCAAACGGCTGAAAATGGAAAAGACTCCCCGGTATA

droMoj3 scaffold_6473:8754823-
8754903 +

AT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATTCAATTTTTTTCA--C-T--T-TCGC------CCTCAGCTTCAAGACG------TCTAGCAAACGGTTGAAAATGGAAAAGACTCCCCGGTATA

droGri2 scaffold_14853:8470158-
8470209 +

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGCTTCAAGACG------TCTTGCAAACGGCTGAAAATGGAAAAGACTCCCCGGTATA
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[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [2l_5807503_5807552_-]; CDS [2l_5807553_5807678_-]; CDS [2l_5807350_5807502_-]; utr5 [utr5_minus_715]; utr5 [utr5_minus_716]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATAATCAGCAGTTCCCAATTGAGACTGTATGTTATGTTAACCAGGAAACCTACAGGAGTTCAGCACCGTGGACGACGTGGTGGACATCACGGAC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

M023

head

M025

embryo

M024

male
body

SRR902009

testis

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

.............................................................................AGACTGTATGTTATGTTAACCA................................................... 22 0 1 15.00 15 8 5 2 0 0 0 0 0 0

.............................................................................AGACTGTATGTTATGTTAACC.................................................... 21 0 1 2.00 2 1 0 0 0 1 0 0 0 0

..........................................................................TTGAGACTGTATGTTATGTTAACC.................................................... 24 0 1 2.00 2 1 1 0 0 0 0 0 0 0

.................GGCTGGACCTTCTGGAGCTGCAGC............................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0

...........................................................................TGAGACTGTATGTTATGTTAACCAGA................................................. 26 1 1 1.00 1 0 0 0 1 0 0 0 0 0

.............................................................................AGACTGTATGTTATGTTAACCAG.................................................. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0

........................................................................AATTGAGACTGTATGTTATGTTAACCAG.................................................. 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0

Anti-sense strand reads

CTACTCGTATTCGCTCACCGACCTGGAAGACCTCGACGTCGTCATGCTTCCAAACGTATTAGTCGTCAAGGGTTAACTCTGACATACAATACAATTGGTCCTTTGGATGTCCTCAAGTCGTGGCACCTGCTGCACCACCTGTAGTGCCTG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

...............................CTCGACGTCGTCATG........................................................................................................ 15 0 1 1.00 1 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2l:5807453-5807602 - dsi_11275 GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATAATCAGCA--GT------TCCC---------A---------ATTGAGACTGT-------------------ATGT--T-----------------ATGTTAACCAGGAAACCTACAGGAGTTCAGCACCGTGGACGACGTGGTGGACATCACGGAC
droSec2 scaffold_5:4082859-4083008 - GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATGATCAGCA--GT------TCCC---------A---------ATTGAGACTGT-------------------ATGT--T-----------------ATGTTAAATAGGAAACCTACAGGAGTTCAGCACCGTGGACGACGTGGTGGACATCACGGAC
dm3 chr2L:6011886-6012035 - dme_428 GATGAGCATAAGCGAGTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATGATCAGCA--GT------TCCC---------A---------ATTGAGACTGT-------------------ATGT--T-----------------ATGTTAACCAGGAAACCTACAGGAGTTCAGCACCGTGGACGATGTGGTGGACATCACGGAC
droEre2 scaffold_4929:6102345-

6102494 -
GATGAGCATAAGCGAGTGGCTGGATCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCATGATCAGCA--GT------TTCC---------A---------ATCGCTACTGT-------------------ATTT--T-----------------ATGCTTACCAGGAAACCTGCAGGAGTTCAGCATCGTGGACGACGTGGTGGACATCACCGAC

droYak3 2L:13181976-13182132 + GATGAGTATCAGCGATTGGCTGGACCTTCTGGAGCTGCAGCAGTACGAAGGTTTGCCTGATCAGCA--GT------TCCC----CCCACA---------ATCGAGACTGT-------------------ATATAAT-----------------ATGCTTACCAGGTAACCTACAGGAGTTCAGCATCGTGGACGACGTGGTGGACATCACGGAC
droEug1 scf7180000409676:568434-

568583 +
GATGAGCATAGTCGAATGGTTGGAGCTGTTAGAACTGCAGCAGTACGAAGGTTTGGCTAATAAGCC--CA------CCAC---------G---------ATTGAGACTAA-------------------ACAT--C-----------------ATACCCACCAGGAAACCTTCAAGAGTTCAACGTTGTTGACGACGTAGTGGACATAACAGAC

droTak1 scf7180000414617:4147-4296 - GATTAGCATAGTCGAATGGCTAGATCTCTTGGACCTCCATCAATACGAAGGTTTGGGCAATCAACA--GA------CCCC---------G---------ATTGAGACTTA-------------------TTAT--C-----------------ATGCTTATCAGGAAACCTTCAAGAATTCAGCATCGTGGACGACGTGGTGGACATAACTGAA
droEle1 scf7180000490399:45228-45377

-
GATGAGCATTACTGAATGGCTGGATCTCCTAGAGCTGCAGCAGTACGAAGGTTTGACTAGTGAGCA--GA------TTCC---------A---------ACTGAGATCTA-------------------ATAT--C-----------------GTGCTTGCCAGGAAACCTTCAGGAGTTCAGCTTCGTGGACGACGTGGTGGACATAACAGAT

droFic1 scf7180000453813:25950-26099
+

GATGAGCATAGCCGACTGGTTGGATCTTTTAGAACTGCAACAGTACGAAGGTTTGGCTGATAATCA--CG------CCCC---------C---------GCCCAAACTAA-------------------AGGA--T-----------------TTGTTTACCAGGAAACCTTCAGGAGTTCAGCATCGTGGATGACGTGGTGGATATTACTGAA

droKik1 scf7180000302468:72198-72352
-

AATGAGCATAGTCGAGTGGCTGGATCTCCTGAATCTGCAGCAATATGAAGGTTTGAATCATCAGTTAGAG------CTCC---------G---------ACCTTAACTAA-------------------AAAC--CCTGCT------------CGAC--CGTAGGCAACCTTCAGGAGTTCAGCATCGTAGACGATGTGGTGGAAATAACGGAT

droAna3 scaffold_12916:11426234-
11426395 -

GATGAGCATTACCGACTGGCTGGATCTTCTAGAACTGCAGCAGTACGAAGGTTTGAAAGTCTAGTC----TACCCATTCT----GCCCCA---------GATTCCACTAT-------------------A--T--CCTCCT------------CTTTTGACCAGGCAACCTGCAGGAGTTCAGCAACGTGGACGATGTAGTAGACATCACCGAC

droBip1 scf7180000396572:1096054-
1096217 -

GATGAGCATTACGGACTGGTTGGACCTTCTAGAACTCCAGCAGTATGAAGGTTAGGAAGTCTAGTC----TATATTCTCT----GCTCTT---------GATTCTACTAA-------------------AGAT--CCTTCA------------CAATTAACCAGGAAACTTACAGGAGTTCAGCAATGTGGACGATGTAGTAGACATCACGGAC

dp5 4_group1:261131-261286 + GATGAGCATAGTCGAGTGGTTGGATCTCTTGGAGCTGCAGCAGTACGAAGGTTTGGCTGTCTC-----------TG----ACCTG-------------------CC-------------------CCAAACAC--CAT---TTTCATTGATCCTTGCTCTTCAGGTAACTTGCAGGCCTACAGCACTGTGGAAGATGTCGTGGACATCACGGAT
droPer2 scaffold_1:257520-257675 + GATGAGCATAGTCGAGTGGTTGGATCTCTTGGAGCTGCAGCAGTACGAAGGTTTGGCTGTCTC-----------TG----ACCTG-------------------CC-------------------CCAAACAC--CAT---TTTCATTGATCCTTGCTCTTCAGGTAACTTGCAGGCCTACAGCACTGTGGAAGATGTCGTGGACATCACGGAT
droWil2 scf2_1100000004521:7945716-

7945815 +
ACTTACCATATCCGAGTGGTTGGATCTTCTAGAATTGCAGCAATATGAAGTT------------------------------------------------------------------------------------------------------------------AATCTACAAGCTTACAGTACCGTAGACGATGTAGTCGATATCAGTGAC

droVir3 scaffold_12963:3309685-
3309850 -

GCTGAGCATTGGCGAGTGGCTAAATCTGCTGGAGCTGCAGCAATATGAAGGTCAGTTTGTTCAGCA--GT------TTTT----TGTCTTCTGC-------TTCAA------TAACTCACGTGTC----ACAT--C-----------------CGCTCAAGCAGGCAATCTGAAAATGTATGCCACAGTCGATGATGTCGGAGACATAACCGAT

droMoj3 scaffold_6500:13675617-
13675790 -

GTTGAGCATTAGCGAATGGCTCAATCTGCTCGAGCTGCAGCAATATGAAGGTCAGTTTAGTCAGCA--CT------TTTT----GTTGTTCTGCGGCAAAAGTGC-----ATTAACTCACGTGTC----ACAT--C-----------------CGCTCAAGCAGAAAACCTGAATATGTATGCCACTGTGAATGATGTTGGCGATCTAACCGAT

droGri2 scaffold_15252:2889300-
2889461 -

GCTGAGCATTGACGAATGGCTAAATCTGCTGGATCTGCAGCAATATGAAGGTCAGTTTGGTCAGCA--AT------TTT-------------------------GACAGTATTTACTCATATGTCACACACAT--C-----------------CGCTCAATTAGACAACCTGAAAGCATATGCCACGGTCGATGACGTTGGAGACATTAACGAT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:257520-257675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:7945716-7945815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:3309685-3309850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:13675617-13675790
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:2889300-2889461


ID:

dsi_8966

Coordinate:

3l:5674254-5674320 -

Confidence:

candidate-rescued

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [3l_5674254_5674320_-]; CDS [3l_5673256_5674253_-]; CDS [3l_5674321_5674879_-]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CACCTGCAAGCGCTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGACGGGCATGAATTGGCAAAATAAAAAGCTTATCTTAACGGCCATTCTTATCGCTGTCTGCAGGAAAGACGCTACCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902008

ovaries

SRR902009

testis

M025

embryo

GSM343915

embryo

M023

head

M024

male
body

O002

Head

SRR553485

Chicharo_3
day-old
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553488

RT_0-2
hours
eggs

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

..................................................GTAAGACGGGCATGAATTGGCAAAA............................................................................................ 25 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0 0

..................................................GTAAGACGGGCATGAATTGGCAA.............................................................................................. 23 0 1 3.00 3 2 1 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGACGGGCATGAATTGG................................................................................................. 20 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0

..................................................GTAAGACGGGCATGAATTGGCAAAAA........................................................................................... 26 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................CTACCGGACTTGATTTTGCCC..................... 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0

...................................................TAAGACGGGCATGAATTGGCAAAAT........................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................TTTGCCCGTGGAAGAGCGCAT....... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................TGGAAGAGCGCATCGCCCG. 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0

..................................................................................................TTCTTATCGCTGTCTGCAG.................................................. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

..................................................GTAAGACGGGCATGAATTGGCAAAATA.......................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0

.....................................................................................................TTATCGCTGTCTGCAGGA................................................ 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0

..................................................GTAAGACGGGCATGAATTGGCAAAAT........................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0

Anti-sense strand reads

GTGGACGTTCGCGAACCAACACCCGCATTGGTGGAGGCGGTACTGCTTCCCATTCTGCCCGTACTTAACCGTTTTATTTTTCGAATAGAATTGCCGGTAAGAATAGCGACAGACGTCCTTTCTGCGATGGCCTGAACTAAAACGGGCACCTTCTCGCGTAGCGGGCC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

SRR618934

dsim w501
ovaries

M023

head

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

.......TTCGCGAACCAACACCCGCAT........................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0

...................................................................................................AGAATAGCGACAGACGTCCTT............................................... 21 0 1 1.00 1 1 0 0 0 0

.......................................GTACTGCTTCCCATTCTG.............................................................................................................. 18 0 1 1.00 1 0 0 0 0 1

..................................AGGCGGTACTGCTTCCCATTC................................................................................................................ 21 0 1 1.00 1 0 0 1 0 0

...............................TGGAGGCGGTACTGCTTCCCAT.................................................................................................................. 22 0 1 1.00 1 0 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:5674204-5674370 - dsi_8966 CACCTGCAAGCGCTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA----CGGGC--------------------------------------------ATGAATTGGCAAAA-TAA---AA------AGCTTATCTTAACGGCC--------ATTCT---------TATCGC---TGTCTGCAGGAAAGACGCTACCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG
droSec2 scaffold_2:5698039-5698205 - CACCTGCAAGCGTTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA----GGAGC--------------------------------------------ATGAATTGGCAAAA-TAA---AA------AGCTTATCTTAACGGCC--------ATTCT---------TATCGC---TGTCTGCAGGAAAGACGCTGCCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG
dm3 chr3L:5761184-5761350 - dme_433 CACCTGCAAGCGTTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA----CGGGC--------------------------------------------ATGAATTGGCAAAA-TAA---AA------CGCTTATCTTAACGACC--------ATTCT---------TATCGC---TGTCTGCAGGAAAGACGCTGCCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG
droEre2 scaffold_4784:8451797-

8451962 -
CACCTGTAAGCGTTTGGTGGTGGGCGTAACAACCTCCGCCATGACGAAGGGTAAGA----CGGGC--------------------------------------------ATGAATTGGCAAAA--AA---AA------TGCTTATCTTAGCGGCC--------TTTCT---------TATCAC---TGTCTGCAGGAAAGACGCTGCCGGACTTAATTTTGCCCGTGGAGGAGCGTATCGCCCGG

droYak3 3L:6330677-6330843 - dya_721 CACCTGCAAGCGTTTGGTTGTGGGCGTGACCACCTCCGCCATGACGAAGGGTAAGA----CGAGC--------------------------------------------ATGAATTGGCAAAA-TTA---AG------TGCTTATCTTAACGGCC--------TTTCT---------TATCGC---TGTCTGCAGGAAAAACGCTGCCGGACTTGATTTTGCCGGTGGAGGAGCGTATCGCCCGG
droEug1 scf7180000409466:3531118-

3531284 -
AAGCAGCAAACGCCTTGTAGTAGGCGTAACAACCTCCGCCATGACGAAGGGTAAGC----ACTGA------------------------------------------TGGTGATATGGCAAAA---A---GA------TTCTTATCTTAATGGCC--------TTTGA---------TATCGC---TGTATGTAGGAAAGACGCTGCCGGACTTGATTTTGCCCGTGGAAGAGCGTATATCCCGG

droBia1 scf7180000302193:3263790-
3263955 -

CGCCTGCAAACGTCTGGTTGTAGGCGTAACGACCGCCGCCATGACGAAGGGTAAGC----ACTGG--------------------------------------------ATGATTCGGCAGAA--AA---GA------GTCTTATCTTAATGGCC--------TTTGC---------TATCAC---TGTATGCAGGAAAGACACTACCGGACTTGATTCTGCCCGTGGAAGAGCGTATTGCCCGG

droTak1 scf7180000415868:464165-
464320 -

CACCTGCCAGCGCCTCGTTGTGGGCGTGACCACCGCCGCCATGACGAAGGGTAAGC----TTTGC------------------------------------------AGATGATTTGGCAAAAATTC---GA------GTCTTATCTTA----------------TC---------------T---TATCTGCAGGAAAGACGCTGCCGGACTTGATTCTGCCCGTGGAGGAGCGTATTGCGCGG

droEle1 scf7180000491268:1253522-
1253680 -

CACCTGCAAACGTCTGGTTGTGGGCGTGACGACCTCAGCCATGACGAAGGGTAAGA----AACGG--------------------------------------------ATGATTCGGCAAAA---A---GA------TTCTTATCTAAATGGCC--------TTT---------------GC---TATCTGCAGGCAAGACTTTGCCGGATTTGATACTGCCCGTGGAGGAGCGTATTGCCCGG

droRho1 scf7180000768851:39540-39698
-

TACATGCAAACGTCTGGTGGTGGGCGTGACGACCTCCACCATGACGAAGGGTAAGC----ACTGC--------------------------------------------ATGATTTGGCAAAA---A---GA------TTCTTATCTAAATGGGC--------TTT---------------GC---TATCTGCAGGCAAGACTTTGCCGGACTTGATTCTGCCCGTGGAGGAGCGTATTGCCCGC

droFic1 scf7180000453929:1855358-
1855516 +

CACTTGCAAACGCCTCGTAGTGGGCGTAACGACCTCCGTCATGACGAAGGGTAAGC----GCTGG--------------------------------------------ATGATTTGGCAAAA---T---GA------TTCTTATCTAAATGGTA--------TTT---------------GC---TATCTGCAGGAAAGACTTTGCCAGACTTGATTTTGCCAGTGGAGGAGCGTATTGCCCGG

droKik1 scf7180000302686:58828-58997
-

CGCCTGCAAGCGACTGGTGGTGGGCGTGACGACCGCTGCCATGACGAAGGGTAAGC----ACTGG-----------------------------------------ATGATGAGTCGGCAAAA-------GA------TTCTTATCTTAATGGCC--------TTTGC---------TATCGCTGCTGTCTGCAGGCAAGACGCTGCCGGACTTGATTTTGCCCGTGGAGGAGCGTATTGCTCGG

droAna3 scaffold_13337:12780135-
12780299 +

TAGTCGTAAACGTTTAGTAGTGGGAGTGACGACGGCCGCCATGACAAAGGGTAAGC----ACTGG--------------------------------------------GTGACTTGACAAAA-------GA------TTCTTATCTGAGATACT-------ATTTAC---------TATCAC---CGTCTGCAGGAAAAACGCTGCCGGACCTGATATTACCCGTGGAGGAACGCATCAACCGC

droBip1 scf7180000396589:1243096-
1243259 -

TAGTCGTAAACGTTTAGTAGTGGGCGTGACGACTGCCGCCATGACTAAGGGTAAGC----ACTGG--------------------------------------------GTGACTTGACAAA--------GA------TTCTTATCTCAACTACT-------ACTTAC---------TATCGC---CGTCTGCAGGAAAAACGCTGCCGGACCTGATATTACCCGTCGAGGAACGCATCGAACGC

dp5 XR_group6:9792525-9792675 + CACTTGCAAGCGTCTGGTGGTAGGCGTAACGACAGCCGCCATGACAAAGTGTAAGT----TTTGA--------------------------------------------ATGAGTCGGCAATA-------GT------TTCTTATCTA-----TT--------------------------AC--TCACCTTCAGCGAAGACTCTGCCCGATCTGATATTACCCGTGGAGGAGCGTATCGCTTTT
droPer2 scaffold_61:68100-68250 + CACTTGCAAGCGTCTGGTGGTAGGCGTAACGACAGCCGCCATGACAAAGTGTAAGT----TTTGA--------------------------------------------ATGAGTCGGCAATA-------GT------TTCTTATCTA-----TT--------------------------AC--TCACCTTCAGCGAAGACTCTGCCCGATCTGATATTACCCGTGGAGGAGCGTATCGCCCTT
droWil2 scf2_1100000004511:3789301-

3789457 -
CTCCCACAAACGTCTTGTTGTGGGCGTGACTACAGCAGCGATGACCAAATGTAAGG----AGTGTTCA---------------------------------------CCATAATTAAGCGA--------------------TT--------AAGC--------TTTAA---------TATTTCTCATATTTGCAGCCAAAATCTTGCCCGATTTGATTTTGCCCGTTGAGGAGCGCATTGAACAA

droVir3 scaffold_13049:2212421-
2212586 +

GGCCTGCAAACGTCTGGTAGTGGGCGTCACCACGGCCGCAATGACTAAGGGTAAAC----T-AAC--------------------------------------------ATGAAAAGGCAAC---------T------TTCTTATCTACCTTATC-------ACTTAT---CACT--TGCGTC---TATTTTTAGGCAAAATATTGCCGGAACTAATATTGCCCGTGGAGCAGCGTATTGCCGAA

droMoj3 scaffold_6654:1651110-
1651283 -

CGCCTGTAAACGGCTGGTCGTGGGCGTCACGACGGCTGCAATGACTAAAGGTAAAC----T-AAA--------------------------------------------ATGATTCAGCACTT-------AG------ATGTTATCTA-----TCATTCGAC-TCACTAATCAATTTTTAAAT---TATTTACAGGGAAAATATTGCCAGAGCTCATACTGCCTGTGGAACAGCGGATTGCCGAA

droGri2 scaffold_15110:3253137-
3253342 +

CACCTGTAAGCGTCTCGTTGTCGGAGTGACGACGGCCGCAATGACAAAGGGTAGGAAAGCAGTCTTCAACCAGTCTGACATACGAATAATCTACATATTACAAGCAAAGATGAAAA-GCA------AAAGGCTTATCATTTTTATCTA-----TC---------AA---------------TC---TACTTCTAGGTAAAGTGTTGCCGGAACTGATATTGCCCGTTGAGGAGCGTATTGCTCAG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:5674204-5674370
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2212421-2212586
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [3l_8786366_8786426_-]; CDS [3l_8786138_8786365_-]; CDS [3l_8786427_8786924_-]; utr3 [utr3_minus_5231]

Repeatable elements

Name Class Family Strand

AT_rich Low_complexity Low_complexity +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGGCCTATTTTGACAAGGATTCGGACAAGAAGGATCTGGAGCCAGCGAAAGTATGTATAATGTTTAAATTAAATTGAAATTAAATTATTTCCTTTAAACGTTATCTTTCAGACCATCACGCCTCCTCCGAAAAGTGAGAAATCCGCGGAGAAGGTGTATGT

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM343915

embryo

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

M025

embryo

SRR553488

RT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

SRR553485

Chicharo_3
day-old
ovaries

SRR902009

testis

.........................................................................................TCCTTTAAACGTTATCTTTCAG.................................................. 22 0 1 9.00 9 3 2 1 1 2 0 0 0

..........................................................................................CCTTTAAACGTTATCTTTCAGT................................................. 22 1 1 3.00 3 1 0 0 1 0 0 1 0

...CCTATTTTGACAAGGATTCGGACAAG.................................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 1

..........................................................................................CCTTTAAACGTTATCTTTCAG.................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0

...........GACAAGGATTCGGACAAGAAGGATCT............................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 1 0 0

.........................................................................................TCCTTTAAACGTTATCTTCAG................................................... 21 3 6 0.17 1 0 0 1 0 0 0 0 0

...................................................................................................................................AAGTGAGAAATCCGGT.............. 16 2 20 0.05 1 0 0 0 0 0 1 0 0

Anti-sense strand reads

TCCGGATAAAACTGTTCCTAAGCCTGTTCTTCCTAGACCTCGGTCGCTTTCATACATATTACAAATTTAATTTAACTTTAATTTAATAAAGGAAATTTGCAATAGAAAGTCTGGTAGTGCGGAGGAGGCTTTTCACTCTTTAGGCGCCTCTTCCACATACA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

M025

embryo

GSM343915

embryo

SRR553488

RT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

SRR902009

testis

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:8786316-8786476 - dsi_25041 AGGCCTATTTTGACAAGGATTCG---------------------------------------------------------------GACAAGAAGGATCT----GGA------GCCAGCGAAAGTATGTATAA---------------------------------TGTT-------------------------------------TAAATTAAATTGAA------------A-----------------------------TTAAATTATTTCCTTTAAAC------------------------------------------------------------------------G----------------TTATCTTTCAGACCATCACGCCTCCTCCGAAAAGTGAGAAATCCGCGGAGAA---GGTGTATGT
droSec2 scaffold_0:1272767-1272927

-
dse_392 AGGCCTATTTTGCCAAGGATTTT---------------------------------------------------------------GACAAGAAGGATCT----GGA------GCCAGCGAAAGTATGTATAA---------------------------------TGTT-------------------------------------TAAATTAAATTTAA------------A-----------------------------TTAAATTATTTTCTTTAAAC------------------------------------------------------------------------G----------------TTATCTTTCAGACCATCACGCCTCCTCCGAAAAGTGACAAATCCGTGGAGAA---GGTGTATGT

dm3 chr3L:9002029-9002181 - AGGCCTATTTTGACCAGGATTCT---------------------------------------------------------------GACAAGAAGGATCC----GGA------GCCAGCAAAAGTATGTTTAA---------------------------------AGTT-------------------------------------TAA-----------------------A-----------------------------TTAAATTATTTTCTTTAAAC------------------------------------------------------------------------G----------------ATATCTTTCAGACCATCACGCCTGCTCCGAAAAGTGACAAACCCGTGGAGAAGGTGGTGTATGT
droEre2 scaffold_4784:5038061-

5038243 +
AGGCCTATTTCGACAAGGATTCA---------------TCTAAGATCGCAAG-------------TGATGCTAACTTGGAAG--CTGCCACGAAGGACGT----CGA------GTCGACAAAAGTAGGTTTAG---------------------------------TTTT-------------------------------------TTT-----------------------C-----------------------------TTACATTATTTTCTTTAATC------------------------------------------------------------------------G----------------CTATCTTTCAGACCATCATAACTCCTCCGCAAACAGACAAATCCGTGGAGAA---GGAGTATGT

droYak3 3L:2910086-2910272 + AGGCCTATTTTGATACGGATACT---------------TCTAATAACACAAG-------------TGATGCTAACTTGGAAG--CTGACAAGATGGAACC----CGA------GCCGGCAAAAGTATGTTTAA---------------------------------TGTT-------------------------------------TT-------TTTAC------------T-----------------------------TAAAATTGTTTTCTTTAATC------------------------------------------------------------------------G----------------TTATCTTTCAGACGAGCATGCCTCCTCCGAAAAGTGAGAAGTCCGCGGAGAA---GAAGTATGT
droEug1 scf7180000409467:213116-

213285 -
AGGCCTATTTTAATAATGACTTT---------------TCTAAAAAAAAGAG-------------TGATACTAGCTTGGAGG--AAATTGAAAAGGATTT----GGAGGTAGAT-----ATAACCATTTGTTA---------------------------------GTTT-------------------------------------TAA------------------------------------------------------------ATCTTTTATAAAT------------------------------------------------------------------------A----------------AAATATTTTAGACTTCAGCAGCTCCCTCAAAAATGTACAGGACC------GA---AGAATATGT

droBia1 scf7180000300910:2201068-
2201263 +

AGGCCTATTTTGACAAGGATTCT---------------TCCAAAAAG---AG-------------TGGCTTTAATTCGGAGC--CCGTTCAGAAGGACTT----GGA------GCCATCAAAAGTAGGTTTAA---------------------------------AGAAAGAGGCATTG-------------------------AAAGATGCAAATAGGA------------A-----------------------------CACAAACCTTCAC-------------------------------------------------------------------------------T----------------TTACATTTCAGATCCTTAAGGCTCCTCCGAAGAGTGTCAAGTCCGTGGAGGA---GGAGTATGT

droTak1 scf7180000415356:189680-
189759 +

TTGAATATTTATCC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTACCTTCAA--------------------------------------------------------------------------T----------------TTATTTTTCAGACCGTTGTGGCTCCTCCGAAAAGTGTGAA------GGAGGA---GAAGTATGT

droEle1 scf7180000491193:3241621-
3241707 -

AGGCCTACTTTGACACGGAATCG---------------TCTAAAAAGGAGGC-------------TGATGATACCTTTGTTG--CTGGC---------GA----AGA------GCCAACTAAAGTATGTACAC---------------------------------TAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000779318:225364-
225487 +

AGGCCTATTTCGACAAGGATTCT---------------CCTAAACATATGGA-------------TGATAGTAACTTGAAGT--CTGAGCAGAAGGAGCC----AGA------A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGACCACTGAGGCTTCTCTGAAAGATAACAACTCTGTG---AA---GGAGTATGT

droFic1 scf7180000451564:97417-
97700 +

AGGCCTATTTTGAAAGGGATTTG---------------GCTAGAAAGCAAGC-------------GGATATTTATTTGGAGC--AGGACAAGAAGGAGAAAGACA-ATGTGGATACAGCAACGGTAGGTTCCCCTTTAGGTTTTGGTCTTTATTGGTTCACTTGTTTATT-------------------------------------TAAACTGACTTGAAGATAAGCCAAGACCACACCTAGCTGTCTTTATAAGTCGCATTTTCAATTATTTAGGTTAAAT------------------------------------------------------------------------ATTAAATGTTCATGCATTTCTCTTTCAGATCGCTGTGGCACCTCCGAT---CGAGAAAACC------GA---GGAATACGT

droKik1 scf7180000302319:41894-
42032 +

ATGCCTACTTCAACTAAGATTTGGACGAAATTATGACACCTAAAAAGCACGA-------------CGATCCTGTTGTCCAGC--CTGTG---ATGAAACCAGCTAAA------ACCATTAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAAGACTCCTGTCGCAAGTGTGAAGCCCGCT---GA---GGAGTATGT

droAna3 scaffold_13337:7649166-
7649185 +

AGGACTATTTCAATAAGGAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000395543:315242-
315259 +

AAGACTATTTTAATGAGG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 2:9062794-9062816 + AAGCCTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGAGGA---GGAATATGT
droPer2 scaffold_0:2875935-2875957

+
AAGCCTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGAGGA---GGAATATGT

droWil2 scf2_1100000004921:2673717-
2673765 +

TCCCTCAC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACGATGACGCGCC------AAGACGACGAGCCTACA---GA---GCCATATGT

droVir3 scaffold_13049:16511068-
16511281 +

ATGACTACTTCCATACGAAAAAC---------------AACGAACAAGTTGA-------------ATGTATTTCGCTAGAGGAG-----------------------C-----------------------AG---------------------------------CAGAAAGGCAAACTTTACAAGCAGCTCTTTGTGGCCCCAAACAAGGTAAATCCAC------------T-----------------------------TAAAATCATTTCCTTAAA-----------TATGCCATAATCCCTA--TTTCTACAGTCGAGTAGCGGCCAAACAGCTAGCTTCCAAACAACA----------------------------------------------------------CCCGAAATCAA---GCCGTACGT

droMoj3 scaffold_6680:20219734-
20219953 -

ATAATTATTTCCATAAGGACAAA---------------------AA----AGTCAATAAACTTGAAAGTTTGACGGACGAGGAG-------------TTT----GATC-----------------------GA---------------------------------AAAAAGGGCCACTTGAACACACAACTTTTTATAAAGCCCAGCAAAGTATATAAAC------------T-----------------------------CTATTCCTTTTCGTATAG--TATCTAAGAATTA--------------TATTTTCAGTTAACTACCCCTACATCGGCTAGCTTTCAAACTGTT----------------------------------------------------------TCCGAAAGCAC---CCCGTACGT

droGri2 scaffold_15110:12199232-
12199445 -

ATGATTATTTCAAAGATGATAAC---------------ATCGAACAATTCGA-------------GAATCTGTCGCTGCAGGAG-----------------------C-----------------------AG---------------------------------CACAAGGGAAACGCTAATAGGCAGCTATTTGTGGCGACAACCAATGTAAAATCAT------------A-----------------------------CAGTAT--------ACAA--TGCCCAAAACTTGTATTAATCATTTACTCTTTACAGTCAGGAGCC---GACTCAGCTAATTTCCAGACCGTT----------------------------------------------------------CCCGAATCGGA---GCCGTATGT
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[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [3r_24224121_24224183_-]; CDS [3r_24223410_24224120_-]; CDS [3r_24224184_24224367_-]; utr5 [utr5_minus_10559]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGCTGCTGCAGAAGGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCAAGTGTAAGGAATTGAAAATGGAAATTTCTTGGAAAAATTACTAAATTCATTTCCTTTATTTTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTACAGGT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

O002

Head

SRR553486

Makindu_3
day-old
ovaries

M024

male
body

SRR553485

Chicharo_3
day-old
ovaries

M025

embryo

SRR553487

NRT_0-2
hours
eggs

..................................................GTAAGGAATTGAAAATGGAAAT........................................................................................... 22 0 1 4.00 4 3 1 0 0 0 0 0 0

..................................................GTAAGGAATTGAAAATGGAAA............................................................................................ 21 0 1 4.00 4 0 3 0 1 0 0 0 0

.....................................................................................TACTAAATTCATTTCCTTTATT........................................................ 22 0 1 2.00 2 1 0 1 0 0 0 0 0

.......................................................................................................................................AATATGGTGGCGAAGAGCATCTACAGG. 27 0 1 1.00 1 0 0 0 0 1 0 0 0

.....................................................................................TACTAAATTCATTTCCTTTATTT....................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0

..................................................................................AATTACTAAATTCATTTC............................................................... 18 0 1 1.00 1 0 0 1 0 0 0 0 0

..................................................GTAAGGAATTGAAAATGGAAATT.......................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0

.....CTGCAGAAGGAGTACGAG............................................................................................................................................ 18 0 2 1.00 2 0 0 2 0 0 0 0 0

....................GAGCAGAAGAAGGAC................................................................................................................................ 15 1 20 0.10 2 0 0 0 0 0 0 0 2

Anti-sense strand reads

TCGACGACGTCTTCCTCATGCTCGTCTTCTTCCTTGTCAAATTCAGTTCACATTCCTTAACTTTTACCTTTAAAGAACCTTTTTAATGATTTAAGTAAAGGAAATAAAAGGTCTGGTTTTGTGTGTAACACCTCTTTATACCACCGCTTCTCGTAGATGTCCA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553487

NRT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR553486

Makindu_3
day-old
ovaries

O002

Head

............................................................................................AAGTAAAGGAAATAA........................................................ 15 0 3 0.33 1 0 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3r:24224071-24224233 - dsi_14257 AGCTGCTGCAGAAGGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCAAGTGTAAGGA--ATTGAA--A-AT--------------GGAAA---T-TTCTTGGAA-A---AATT----------A--------CTAA--AT----T--CAT----TTCC-TTTATTTTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTACAGGT
droSec2 scaffold_4:3725175-3725338

-
AGTTGCTTCAGAAGGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCAAGTGTAAGGA--ATTAAA--A-AT--------------GGAAA---T-TTCTTGGAA-A---AATT----------A--------CTAC--AT----C--CAT----TTCCATTATTTTTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTTCAGGT

dm3 chr3R:24863466-24863629 - dme_431 AGCTGCTTCAGAAGGAGTACGAGCAGAAGAAGGAACAGTTCAAGTCAAGTGTAAGTA--ATTGAA--A-AT--------------GGAAA---T-TTCTTGGAA-A---CATT----------A--------CTAT--AT----C--CAT----TTCCTTTATTTTTCCAGACCAAAACACACATTGTGGAGAAATATGGTGGCGAAGAGCATCTACAGGT
droEre2 scaffold_4820:3170147-

3170312 +
AGCTGCTTCAGAAAGAGTACGAACAGAAGAAGGAGCAGTTCAAGTCAAGTGTAAGTA--ATTTGT--A----------GGGC--TGGCAT---T-T-CTTTGAAAC---AATT----------T--------TTAT--AG----C--CAT----TTTT-TTCCTTTTCCAGACCAAAACGCACATTGTGGAGAAATACGGAGGCGAAGAACATCTGCAGGT

droYak3 3R:21635293-21635459 + AGCTGCTTCAGAAAGAGTACGAGCAGAAGAAGGAACAGTTCAAGTCAAGTGTAAGTA--ATTTAT--A----------GGCC--TGTAAT---A-TTCTTTGACAA---AACT----------A--------CTAC--AA----C--CAT----TTTC-TTCTTTGTCCAGACCAAAACGCACATTGTGGAGAAATACGGAGGCGAAGAGCATCTGCAGGT
droEug1 scf7180000409787:711802-

711966 +
AATTGCTTCAGAAAGAGTACGAACAGAAAAAGGAACAGTTCAAGTCGAGTGTGAGTT--TTTCTC--T----------TAAA--TAAATT-------ACCTAAA-GCGAGACTTCCTAA--------------T--AATA----T--A----------ATTGCCATTTTAGACGAAAACGCACATTGTCGAGAAATACGGAGGTGAAGAGCACCTACAGGT

droBia1 scf7180000302113:3356433-
3356595 -

AGCTGCTGCAAAAAGAATACGAGCAGAAAAAAGAACAGTTCAAGTCGAGTGTAAGTA--TTTCTT--T----------GATCAGAT-----------GACAATC-GCATAGTTTCCTAT-------------------------ACAT-T----TA--TTTTCGATTACAGACTAAAACGCATATTGTGGAGAAGTATGGAGGCGAGGAGCACCTGCAGGT

droTak1 scf7180000410579:179595-
179759 +

AGCTGCTCCAGAAGGAATACGAGCAGAAGAAGGAACAGTTCAAGTCGAGTGTAAGTT--TATATT--A----------GGCA--TGAAAT-------CTTTAAA-G---GACT----------T--------CCTT--AA----ACAT-T----TTTAATTGCAATTCCAGACCAAAACACACATTGTTGAGAAGTACGGAGGCGAGGAGCACTTGCAAGT

droEle1 scf7180000491261:1442505-
1442669 -

AGCTGCTCCAGAAAGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCGAGTGTTAGTA--TTTACT--T-AT-------GACT--TGA-A-----AT-CCCAAAAGC---A-ATATT--T----A--------C-----A-----A--C-T----TTCTTTTGTAATTTCAGACCAAAACGCACATTGTGGAGAAGTACGGAGGCGAGGAGCACCTGCAGGT

droRho1 scf7180000780007:183725-
183889 +

AGCTGCTCCAGAAAGAGTACGAGCAGAAGAAGGAACAGTTCAAGTCGAGTGTAAGTA--TTTAAA--T-AT-------GATC--AGA-A-----AT-GTACAAAGT---A-ATAAT--T----A--------C-----A-----A--T-T----TTTCTTTATTACTCCAGACCAAAACGCACATTGTGGAGAAATACGGTGGCGAAGAGCATCTGCAGGT

droFic1 scf7180000454073:3480963-
3481122 +

AGCTGCTCCAAAAAGAGTACGAGCAGAAGAAGGAACAGTTTAAGTCGAGTGTAAGTG--TAC--A--A-A--------------TTAAAT---T-TT-TAAGGA-G-----TT-TT-------T--------AAAA--AA----A--CGT----TTTC-TTGCTCGTCTAGACCAAAACGCACATTGTGGAAAAGTACGGAGGCGAAGAGCATCTGCAGGT

droKik1 scf7180000302276:836508-
836665 -

AACTGCTCCAGAAAGAGTACGAGCAGAAAAAGGAGCAGTTCAAGTCGAGTGTAAGTC--TTTGGT--T--TATTTTGT----------T-----GT-TTCAAAAAT-----GC----------T--------AT--AAAA----A--AA----------TCCTCTTTACAGACCAAAACTCACATCGTGGAGAAATACGGGGGAGAGGAGCATTTGCAGGT

droAna3 scaffold_13340:19704237-
19704396 +

AGTTGCTCCAGAAAGAGTATGAGCAGAAGAAGGAACAATTCAAGTCTAGTGTAAGTA--GCC--ATT-A--C--------------AAATC--T-TT-TATGGCTA---AAAT----------A--------AAAC--AACCGAC--CAT-----------TTCTTTTTAGACAAAAACCCACATTGTGGAGAAATACGGCGGTGAGGAGCATCTGCAAGT

droBip1 scf7180000396413:2684845-
2684998 -

AGTTGCTCCAAAAAGAGTATGAGCAAAAGAAAGAGCAGTTCAAGTCAAGTGTAAGTA--AAA--A--G-A--------------TGAAAT---C-CT-TATGAAAG---AAAT----------A--------AACA--AG----A--CAT----T--------TTTTTCAGACAAAAACACACATTGTGGAGAAATACGGCGGTGAGGAGCATTTGCAGGT

dp5 2:13168818-13168992 + AGCTACTCCAAAAGGAATACGAACAGAAGAAAGAACAGTTCAAGTCAAGTGTAAGTCCTGCC--ATT-T--T--------------ATATGTC-----TA------------------TTTATATATCTTCATCAC--AGCAGAC--GGTTTGCTCCCTCTTTGCTTGCAGACAAAAACTCATATTGTGGAGAAATATGGTGGCGAAGAGCATCTGAAAGT
droPer2 scaffold_0:7283036-7283202

-
AGCTACTCCAAAAGGAATACGAACAGAAGAAAGAACAGTTCAAGTCAAGTGTAAGTCCTGCC--ATT-T--T--------------ATATGTT-----TA------------------TTTATA--------TCAC--AGCAGAC--GGTTTGCTCCCTCTTTACTTGCAGACAAAAACTCATATTGTGGAGAAATATGGTGGCGAAGAGCATCTGAAGGT

droWil2 scf2_1100000004921:464640-
464802 +

AACTGCTGCAGAAGGAGTATGAACAGAAGAAGGAACAATTCAAGTCAAGTGTAAGTT--TGCCAT--CT--T------AATG--TTA-A-----CT-CTGGA-A-T---TATTAATTG-----T--------C-----A-----A--C-T----TT-A-ATTTTATTGCAGACAAAAACCCACATTGTAGAGAAATATGGCGGGGAAGAGCATCTTCAGGC

droVir3 scaffold_13047:18310440-
18310595 -

AGCTGCTGCAGAAGGAATACGAACAGAAAAAGGAACAGTTCAAGTCAAGTGTAGGTT--ACAGAT--A---AACTTAT------------------TGTTCTAA-A---CAGC----------A--------CTAA--AA----T--AG----------TTTTTCTTGCAGACCAAAACAGACATTGTGGAAAAGTACGGAGGCGAGGATCACTTGCAGGT

droMoj3 scaffold_6540:13430162-
13430318 +

AGTTGCTGCAAAAGGAATACGAACAGAAAAAGGAACAGTTCAAGTCAAGTGTAGGTG--AAATGT--A-A--------------C-CAAA---CCT-CTTCGAATC---A-AT----------T--------CTAA--CA----C--TGT----TT------CCCTTGCAGACAAAAACGGACATTGTGGAGAAATACGGAGGCGAAGAGCATTTGCAGGC

droGri2 scaffold_15074:6398670-
6398825 +

AACTGCTGCAGAAAGAGTATGAACAGAAAAAGGAGCAGTTCAAGTCGAGTGTAAGTG--AAA-------AC--------------AAAAA---G-CTGCCCTCATC---T-AT----------A--------CTAAG-AA----C--CAC---------TCTTTCTTGCAGACCAAAACGGACATTGTGGAAAAGTATGGCGGCGATGAGCATTTGAAGGT
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure
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Flybase annnotation

intron [3l_10403845_10403906_+]; CDS [3l_10403907_10404034_+]; CDS [3l_10403767_10403844_+]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATACCCTCACGGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCGGTGTTTCCTTAAAAAACAACCAACGAACCTAAGTAAACTTCGATTTATGACAGATCACCTGCTCGGAGAAGTGCCTTCCAGACTATGCCAACAAGTTGAAAGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M023

head

SRR553486

Makindu_3
day-old
ovaries

O002

Head

O001

Testis

SRR902008

ovaries

SRR553488

RT_0-2
hours
eggs

M024

male
body

M025

embryo

M053

female
body

GSM343915

embryo

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

..................................................GCAAGATCGGTGTTTCCTTAAA.......................................................................................... 22 0 1 8.00 8 0 5 0 2 0 1 0 0 0 0 0 0 0

........................................................................................TAAGTAAACTTCGATTTATG...................................................... 20 0 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0

...............TGAGGGCAAAACGTGGCTACACCTA.......................................................................................................................... 25 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0

..................................................GCAAGATCGGTGTTTCCTTA............................................................................................ 20 0 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0

..................................................GCAAGATCGGTGTTTCCTTAA........................................................................................... 21 0 1 2.00 2 0 0 1 1 0 0 0 0 0 0 0 0 0

...............................CTACACCTACGATGATGAGAT.............................................................................................................. 21 2 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0

.......CACGGAACTGAGGGCAAAACGTGGCT................................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

.........CGGAACTGAGGGCAAAACG...................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

......TCACGGAACTGAGGGCAAAACGTGG................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0

.........................................................................................AAGTAAACTTCGATTTAT....................................................... 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

................................................................................................................ATCACCTGCTCGGAGAAGT............................... 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

....................................................AAGATCGGTGTTTCCTTAAAAAAC...................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

............................................................................................................................GAGAAGTGCCTTCCAGACTATGC............... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0

.......CACGGAACTGAGGGCAAAACGT..................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0

........ACGGAACTGAGGGCAAAAC....................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................CTGCTCGGAGAAGTGCCTTCCA....................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0

....................................................................................................................................CCTTCCAGACTATGCCAA............ 18 0 2 1.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TATGGGAGTGCCTTGACTCCCGTTTTGCACCGATGTGGATGCTACTACTCCGTTCTAGCCACAAAGGAATTTTTTGTTGGTTGCTTGGATTCATTTGAAGCTAAATACTGTCTAGTGGACGAGCCTCTTCACGGAAGGTCTGATACGGTTGTTCAACTTTCG

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

#
Mismatch

Hit
Count

Total
Norm Total

M025

embryo

SRR553486

Makindu_3
day-old
ovaries
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 3l:10403795-10403956 + dsi_30746 ATACCCTCACGGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCGGTG--TTTCCTTAAAA---A----ACA---------------------------ACCAACGAACCTAAGT--------------------------AA------------------ACTTC--GATTTATGAC-AGATCACCTGCTCGGAGAAGTGCCTTCCAGACTATGCCAACAAGTTGAAAGC
droSec2 scaffold_0:2877921-2878082 + ATACCCTCACGGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCGATG--TTTCCTCAAAA---A----ACA---------------------------TCTAACGAACCTAAGT--------------------------AA------------------ACTTC--GATTTATTAC-AGATCACCTGCTCGGAGAAGTGCCTTCCAGACTACGCCAACAAGTTGAAAGC
dm3 chr3L:10656778-10656939 + ATACCCTCACGGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCGATG--TTTTCTTGAAA---A----ACA---------------------------TCTACCGAACTTTGGT--------------------------AA------------------ACTTC--GAATTATTAC-AGATCACATGCTCGGAAAAGTGCCTTCCAGACTATGCCAACAAGTTGAAAGC
droEre2 scaffold_4784:10655138-

10655299 +
ATACCCTCACGGAACTAAGGGCGAAACGTGGCTACACCTACGATGATGAGGCAAGATCGATG--TGCCCCTATAT---A----ACA---------------------------TCTACGGAACTGAAGT--------------------------AA------------------ACTAC--GTTTTCTTAC-AGATCACTTGCTCGGAAAAGTGCCTTCCAGACTACGCCAACAAGCTGAAAGC

droYak3 3L:10655440-10655601 + ACACCCTCACCGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCGATG--TTTCCCTATAT---A----ACC---------------------------CATACAGAAATTTAGT--------------------------AA------------------GCTAA--GTTTTCTTAC-AGATCACCTGCTCCGAAAAGTGCCTTCCAGACTATGCCAACAAGTTGAAAGC
droEug1 scf7180000409711:2528336-

2528498 +
ATACTCTCACGGAACTGCGCGCGCAACGTGGTTATACCTATGATGATGAGGCAAGATCGATG--TTTTTACTCAA---A----ACA---------------------------ACTATAGATCCTGTAT--------------------------AA-----------------AACAAA--GATTTATTAC-AGATCACTTGCTCGGAAAAGTGCCTGCCTGACTATGCCAACAAGTTGAAGGC

droBia1 scf7180000302428:7070184-
7070342 -

ATACCCTCACCGAGCTGAGGGCACAACGTGGCTACACATACGATGATGAGGCAAGATCGGTG--ATC----AGTA---A----ACG---------------------------ACTATAAAACCTCTTT--------------------------AA-----------------AAACGA--GATTTATTAC-AGATCACCTGCTCGGAGAAGTGCCTCCCTGACTATGCCAACAAGTTGAAAGC

droTak1 scf7180000416006:70980-71139
+

GTACTCTCACTGAACTGAGGGCAAAACGTGGCTATACCTATGATGATGAGGCAAGAACGATG--TTCCTAGTAGA---A----ACA------------------------------ATAGAACCTATGT--------------------------AA-----------------AACCTC--GATTATTTAC-AGATTACTTGCTCGGAAAAGTGTCTCCCTGACTATGCCAACAAGCTGAAAGC

droEle1 scf7180000490564:1516903-
1517062 +

ACACTCTTACGGAACTAAGGGCACAACGTGGTTACACTTATGATGATGAGGCAAGATCGGCG--ATCCCATAATA---A----GAG------------------------------AGAGAATTTTTAT--------------------------AA-----------------ATTCGA--GATTTATTTC-AGATCACCTGCTCGGAAAAGTGTCTCCCAGATTATGCTAACAAGTTAAAGGC

droRho1 scf7180000780091:312677-
312838 +

ATACTCTCACGGAACTGAGGGCACAACGTGGCTACACTTATGATGATGAGGCAAGATCGGAG--ATTCCATAATA---A----AAT---------------------------TCAAATAATCCT-TAT--------------------------AT-----------------TTTCCC--GATTTATTAC-AGATCACCTGCTCGGAAAAGTGCCTCCCAGATTATGCCAACAAATTGAAGGC

droFic1 scf7180000453841:377811-
377970 -

ATACTCTCACCGAACTGAGGGCACAACGTGGTTACACGTACGATGATGAGGCAAGATTGGAA--ACAA---AATA---A----ACT---------------------------GTTGGGGAACCTTTGT--------------------------AC-----------------AAATAA--AATCTATTGC-AGATCACTTGCTCGGAAAAGTGTCTTCCTGACTACGCCAACAAGTTAAAAGC

droKik1 scf7180000302351:784267-
784431 -

AGGTTCTAACACAACTGAGGGCGAAACGGGGCTATACCTATGATGATGAGGCAAGATCGGTT--ATG-----ATA------------------------------------------GAGAACTTATG----------------------------ACCCCTATTCTAACTTCTAAACAC--GATGCCTTAT-AGATTACCTGCTCGGAAAAGTGTCTGCCCGACTATGCAAACAAGCTGAAGGC

droAna3 scaffold_13337:15564458-
15564609 +

AGATTCTTTCGGAGCTGCGGGCCAAACGGGGTTATACCTACGATGATGAGGCAAGATCGATGAATCCCAT--AAA---------GA---------------------------AA-----------TTT--------------------------CA-----------------ATCTAATATTTATTTTGC-AGATAACTTGCTCGGAAAAGTGCCTGCCGGACTATGCCAACAAGCTGAAGGC

droBip1 scf7180000395832:141660-
141814 +

AGATTCTTTCGGAGCTGCGGGCCAAACGGGGTTATACCTACGATGATGAGGCAAGATCCATGAATCCAAC--AAAGAAT----GTT---------------------------GA-----------TTG--------------------------TA-----------------ATGACA--TTTATTTTGC-AGATTACTTGCTCGGAAAAGTGCCTGCCGGACTATGCCAACAAGCTGAAGGC

dp5 XR_group6:9098438-9098590 + CGATTCTAGGGGAGCTGCGGGCCAAACGTGGCTATACCTACGATGATGAGGCAAGATCTGAG--TCCGTTTTAGA--GA----GCA---------------------------CC-----------TGT--------------------------TA-----------------ATCTCC--TCTTCGTTGC-AGATCACCTGCTCGGAGAAGTGCCTTCCGGACTACGCCAATAAGCTGAAGAA
droPer2 scaffold_3345:4208-4360 - CGATTCTAGGGGAGCTGCGGGCCAAACGTGGCTATACCTACGATGATGAGGCAAGATCTGAG--TCCATTTTAGA--GA----GCA---------------------------CC-----------TGT--------------------------TA-----------------ATCTCC--TCTTCGTTGC-AGATCACCTGCTCGGAGAAGTGCCTTCCGGACTACGCCAATAAGCTGAAGAA
droWil2 scf2_1100000004511:6212236-

6212411 +
CTCTGCTCAATGAGCTGCGTGCCAAGCGTGGCTATACCTATGAAGATCAGGTGTGC--A------TT-----CCAAAGGATAGATATCCATCAGTCATCCTCTCTTATATGTACC-----------TTT--------------------------TC-----------------CTTTCT--TCTGTTTTGCAAGATCACCTGCTCGGAAGAATGCCTGCCGGACTATGCCAACAAACTGAAAGC

droVir3 scaffold_13049:1678559-
1678714 +

AGCTGCTGAAAGAACTGCGCAGCAAGCGTGGCTACACCTACGAGGATCAGGTATGTTCAGCC--GCTGC---AAA--GCATTAATA---------------------------TG-----------TAC--------------------------TA-----------AT----TTGTTG--GTTTGGCCGC-AGATCACCTGCTCCGAGCAGTGCCTGCCGGATTATCTGAACAAGCTGAAGGC

droMoj3 scaffold_6654:2140864-
2141031 -

AAGTGCTAAAAGAGCTGCGCAGGAAGCGCGGCTATACTTACGAGGATCAGGTATAC--A------TT----AGCA---A----AAG-------------------------------------TGCGATGAAATTTCTCACACTACAGTTCTCATGG-----------------CATTTT--GA-TTATTGC-AGATCACTTGTTCCGAACAATGCCTGCCTGATTACCTAAACAAGCTAAAGGC

droGri2 scaffold_15110:2766431-
2766581 +

dgr_282 AGCAGCTGATTGAGCTGCGCAGCAAACGCGGCTACAGCTACGAGGATGAGGTTTGTGCAGTA--TAAGTAGTATA---A----ACA---------------------------ATTACTGA-------------------------------------------------------TTAT--ATTGCCATGC-AGATCACCTGTTCGGAGCAGTGCCTGCCGGATTATCTCAACAAGCTAAAGTC
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GCAAACAGATATCAAGCCATCTATATATATAGTCGAACCTGCACAAATCAAAAGATCACGTATACGCGGTTCTGCCATGTGTGCGATGTGCATTATCCTGGCTGATCCTGGCAAGGATTATACGCTGGAGCAGCCAAGATAGTGTCTGAAAAATCGTGAACATTCTCAAACGGAGATCACTGGGCCAATGCAAGGTTTTCCTATAGGAGAAACCAGAAAAAAGTTTATTAATAGC

**************************************************************************..((((..(((((..((((((((.((((((.(((.(((...........)))))).)))))).)))))))).......)))))..)))).***********************************************************************
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M053

female
body

SRR618934

dsim w501
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

M025

embryo

SRR553488

RT_0-2
hours
eggs

M024

male
body

SRR553485

Chicharo_3
day-old
ovaries

O002

Head

SRR902008

ovaries

GSM343915

embryo

.........................................................................................GCATTATCCTGGCTGATCCTGGC........................................................................................................................... 23 0 1 3.00 3 0 0 0 0 3 0 0 0 0 0 0

.............................................................................................................................TGGAGCAGCCAAGATAGTGTCTGA...................................................................................... 24 0 1 3.00 3 0 1 0 2 0 0 0 0 0 0 0

..............................................................................................................................GGAGCAGCCAAGATAGTGTCTG....................................................................................... 22 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0

........................................................................................TGCATTATCCTGGCTGATCCTGG............................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1

................................................................................................................................AGCAGCCAAGATAGTGTCTGAAA.................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

................................................................................................................................AGCAGCCAAGATAGTGTCTGAA..................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

.............................................................................................................................TGGAGCAGCCAAGATAGTGTCTG....................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

.............................................................................................................................TGGAGCAGCCAAGATAGTGT.......................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0

.............................................................................................................................TGGAGCAGCCAAGATAGTGTCT........................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

................................................................................................................................AGCAGCCAAGATAGTGTCTGA...................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGTTTGTCTATAGTTCGGTAGATATATATATCAGCTTGGACGTGTTTAGTTTTCTAGTGCATATGCGCCAAGACGGTACACACGCTACACGTAATAGGACCGACTAGGACCGTTCCTAATATGCGACCTCGTCGGTTCTATCACAGACTTTTTAGCACTTGTAAGAGTTTGCCTCTAGTGACCCGGTTACGTTCCAAAAGGATATCCTCTTTGGTCTTTTTTCAAATAATTATCG

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

Species Coordinate ID Alignment
droSim2 3l:2012794-2013028 - dsi_32442 GCAAAC--AGATATC----AAGCCATCTAT--------------A-------------------------------------------T------ATAT------------AG---TCGAA--CCTGCACAAATCAAA-----AGATC---------------------------------------ACGTATACG------CGGTT-----CTG-CCATGTGTGCG-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAGCCAAGA-----------TAGTGTCT-GAAA----------------------------------------------------------------AATCGTGAA-----CATTCTC---------------AAACGGAGATCACTGGGC----------------------------------------------------------------------------CAATGCA---AGGT-----------TTTCC-TATAGGAG-AAACCAGAA---------------AAA-AGTTTATTAATAGC-
droSec2 scaffold_2:2140470-2140704

-
dse_1837 GCAAAC--AGATATC----AAGCCATCTAT--------------A-------------------------------------------T------ATAT------------AG---TCGAA--CCTGCACAAATCAAA-----AGATC---------------------------------------ACGTATACG------CGGTT-----CTG-CCATGTGTGCG-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAGCCAAGA-----------TAGTGTCT-GAAA----------------------------------------------------------------AATCGTGAA-----CATTCTC---------------AAGCGGAGATCACTGGGC----------------------------------------------------------------------------CAATGCA---AGGT-----------TTTCC-TATAGGGG-AAACCAGAA---------------AAA-AGTTTATTAATAGC-

dm3 chr3L:2114883-2115119 - dme_114 GCAAAC--AGATATC----AAGCAATCTAT--------------A------TA-----------------------------------T------ATAT------------AG---TCGAA--CCTGCACAAATCAAA-----AGATC---------------------------------------ACGTATACG------CGGCT-----GTG-CCATGTGTGCG-ATATGCATTATCCTGGC------T--GATCCCGGCAAGGATTATACGCTGGAGCAGCCAAGA-----------TAGTGTCT-GAAA----------------------------------------------------------------AATTGTGAA-----CATTCTT---------------AAACGGAGATCACTGGGC----------------------------------------------------------------------------CAATGCA---AGGT-----------TTTCC-TATAGGAG-AAACCAGAA---------------AAA-TGTTTATTAATAGC-
droEre2 scaffold_4784:2108748-

2108982 -
der_94 GCAAAC--AGATATC----AAGCAATCTAT--------------A-------------------------------------------T------ATAT------------AG---TCGAA--CCTGCACAAATCAAA-----AGATC---------------------------------------AAGTATACG------CGGTC-----CTT-CCATGTGTGTC-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAGCCAAGA-----------TAGTGTCT-GAAA----------------------------------------------------------------ATTTGTGGA-----CACTCTC---------------AAACGGAGATCATTGGGC----------------------------------------------------------------------------CAATGCA---AGGT-----------TTTCC-TATAGGAG-AAACCAGAA---------------AAA-TGTTTATTAATAGC-

droYak3 3L:2067724-2067957 - dya_1787 GCAAAC--AGATATC----AAGCAATCTAT--------------A-------------------------------------------T------ATAT------------AG---TCGAA--CCTGCACAAATCAAA-----AGATC---------------------------------------ACGTATACG------CAGTC-----CTT-CCATGTGTGCC-ATATGCATTATCCTGGC------T--GATCCTGGCAAGGATTTTACGCTGGAGCAGCTAAGA-----------TAGTGTCT-AAAA----------------------------------------------------------------AATAGTGG------CATTCTC---------------AAACGGAGATTATTGGGC----------------------------------------------------------------------------CAATGCA---AGGT-----------TTTCC-TATAGGAG-AAACCAGAA---------------AAA-TGTTTATAAATAGC-
droEug1 scf7180000409091:158083-

158318 +
GCAAAC--AGATATC----AAGCGATCTAT--------------A-------------------------------------------T------ATAT------------AG---TCGAA--CCTGCACATATCAAA-----CGATC---------------------------------------TCGTATATA------CGCTC-----CTG-CCATGTGTATGAATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTACCCGCTGGAACAGCCAAGA-----------TAATTCCA-CAAA----------------------------------------------------------------AGTTGTGAA-----AATTCTT---------------TTACATAGATCATTGGGC----------------------------------------------------------------------------CAATGCA---AGGT-----------TTTCC-TATAGGAG-AAACCAGAA---------------AAA-TGTTTATTAATAGC-

droBia1 scf7180000302428:8837654-
8837891 -

GCAAAC--AGATATC----AAGCGATCTAT--------------A-------------------------------------------T------ATAT------------GG---TCGAA--CCTGCATATATCAAA-----AGATC---------------------------------------ACGCATATG------CGCTC-CCT-CTG-CCATGTGTGTGAGTGTGCACTATCCTGGC------T--GATCCTGGCCAGGATTACCCGCTGGAACGGCCAAGA-----------TAGTGCCA-GCAA----------------------------------------------------------------AAGTGTGAA-----AATTCTT---------------CGGCAAAGATCATTGGGC----------------------------------------------------------------------------CAATGCA---AGGT-----------TCTCC-TATAGGAG-AAACCAGAA---------------AAA--GTTTATTAATAGC-

droTak1 scf7180000414400:42653-
42899 -

GCAAAC--AGATATC----AAGCGATCTAT--------------A-------------------------------------------T------ATAT------------AG---TCGAA--CCTGCATATATCGAAAA---AGATCTC-------------------------ATAT--------ATGTATACG------C--CA-----GTG-CCATGTGTGTGAATGTGCATTATCCTGGC------T--GATCCTGGCAAGAATTACGCGCTGGAAAAGCCAAGA-----------AAATAGCA-GGAA----------------------------------------------------------------AATTGTGAAAAGAAAATTATT---------------CAACAAAGATCATTGGGC----------------------------------------------------------------------------CAATGCA---AGGT-----------TTTCC-TATAGGAG-AAACCAGAA---------------AAA-AGTTTATTAATAGC-

droEle1 scf7180000491249:3380268-
3380509 +

GCAAAC--AGATATC----AAGCGATCTAT--------------A-----------------------------ATATAATCTATATAT------ATAT------------AA---TCGAA--CCTGCATATAGCGAAAG---AGATC---------------------------------------ACG-----------------------TA-CCATGTGTGCGAATGTGCATTATCCTGGC------T--GATCCCGGCAAGGATTACCCGCTGGAACTGCCAAAA----------ATAGTGCCA-GGAA----------------------------------------------------------------TATTGTGAA-----AATTCTT---------------AAGAAAAGTTCATTGGGC----------------------------------------------------------------------------CAATGCA---AGGT-----------TTTCC-CATGGGAG-AAACCAGAAA--------------AAA-TAGTTATTAATAGC-

droRho1 scf7180000779211:43014-
43244 -

GCAAAC--AGATATC----AAGCGATCTAT--------------A------TA-----------------------------------TATATATATAT------------AA---TCGAA--CCTGCATATATCCGT-----AGACT---------------------------------------ACG-----------------------TG-CCATGTGTGCGAATGTGCATTAGCCTGGC------T--GATCCTGGCAAGGATTACCCACTGGAACAGCCAAAA-----------TAGTGCCG-GAAA-----------------------------------------------------------------AGTGTGAA-----ACTTCTT---------------TAGCAAAGATCATTGGGC----------------------------------------------------------------------------CAATGCA---AGGT-----------TTTCC-CATGGGAG-AAACCAGAA---------------AAA-TGGTTATTAATAGC-

droFic1 scf7180000453052:945687-
945920 +

GCAAAC--AGATATC----AAGCGCTCTAT--------------A-------------------------------------------T------ATAT------------AG---TCGAA--CCTGCACATATTAAA-----AGGAC---------------------------------------ATGGATATG------CGCTC-----CTG-CAATGTGTGTGAATGTGCACTATTCTGGC------T--GATCCTGGCAAGGATTACCGACTGGAACAGCCAAAA-----------TAGTGACT-GGAA----------------------------------------------------------------AA-TGTGAA-----AATTCTC---------------GAACAGAGATCATTGGGC----------------------------------------------------------------------------CAACGCA---AGGT-----------TTTCC-TATAGGAG-A-ACCAGAA---------------AAA-TGTTTATTAATAGC-

droKik1 scf7180000302441:1692317-
1692541 +

GCAAAC--AGATATCGATCGAGCAATCTAT--------------A------TA-----------------------------------T------ATATAGCGAGATATATAT---GCGAAAGCCTGCATATATCTA---------------------------------------------------------------------------------------GTGAATGTGCATTATCCTGGCTGCCGCT--GATCCTGGCAAGGATTACACGCTGAAAAAGCTCAAG-----------CAGTGACC-CGAA----------------------------------------------------------------AAGTGTGAA-----TATCGTT---------------GGG---------TTTGGC-------------------------------------------------------------------------------TGCAAGAGGGT-----------TTTCC-TATAGGAGAAAACCAGAAA-----------G--AAA-TGTTTATTAATAGC-

droAna3 scaffold_13337:715292-
715527 +

dan_4047 GCAAAC--AGATATC----AG----TTTAT--------------A------CT-----------------------------------T------ATAT------------AC---TAAAA--AAAG--CAAATCGAA-----AGTAC---------------------------CTACCACTATCT--------C-------AGT----GACTA-TAATCTGTG--CACCTGCATTGTCCTGAC------T--GATCCTCGCAAGGATCAGCCCCCAAAAGAGCCGTG------------CAGTGGCCGGCAG----------------------------------------------------------------TGCCGTGAA-----AATAGTT--------------GAGGCGGTGGCCGATGCACCAATCT--------------------------------------------------------------------------CAT---ACGG-----------TTTCC-CATTGGAA--AACCAGAA---------------AAA-TATTTATTAATAGA-

droBip1 scf7180000395155:42369-
42600 -

GCAAAC-CAGATATC----AA----TTTAT-----------------------------------------------------------------ATAT------------ACTAGAGAAA--GA--AGCATATTGAA-----AGCAC---------------------------CTAC--ATATAT-CTTACAAG------T--GA-----CTA-ACAAGTGTG--CACCTGCATTGTCCTGGA------ATATATCCTTGCAAGGACGGACCCCCCAAATAGCCGTG------------CAGT--------------------------------------------------------------------------GCTGTGAA-----AATATTT--------------GAGGCGGTGGCCAATGCATCAATCT--------------------------------------------------------------------------CAT---ACGG-----------TTTCC-CATTGGAA--AACCAGAAA--------------AAA-TATTTATTAATAGA-

dp5 XR_group6:12020010-12020252
-

GCAAGCACAGATATC----A-----TCTAT--------------A------TA-----------------------------------TAT----ATAT------------GC---T---------ATAAATATAGGAACAAAACAT----------------------------ATAC--ATATAT--------C-----------AGGGAGTGTACATA--TGCATGCGGACATTATCCTGGC------T--GATCCTGGCAAGGATTACAGGCCACTCGAGCTGGGA-----------TAATGCCT---------------------------------------------------------------------------------------------------------------------------CTCCCTCCCTCTCTCTCTGTGGGAAAAAGGAGTTCAAACCAATTTT-TTTAT-----------------------------------TGTTTTTTGTTTT-TTTTT-TATAAG----------AAA--------------AAA-CGTTTATTAATAGCA

droPer2 scaffold_33:40894-41155 - GCAAGCACAGATATC----AAGAGATATATGCATACATATATATA------TA-----------------------------------TGT----ATAT------------GC---T---------ATAAATATAGGAACAAAACAT----------------------------ATAC--ATATAT--------C-----------AGGGAGTGTACATA--TGCATGCGGACATTATCCTGGC------T--GATCCTGGCAAGGATTACAGGCCGCTCGAGCTGGGA-----------TAATGCCT---------------------------------------------------------------------------------------------------------------------------CTCCCTC--TCCCTCTCTGTGGGAAAAAGGAGTTCAAACCAATTTTTTTTAT-----------------------------------TGTTTTTTGTTTTTTTTTT-TATAAG----------AAA--------------AAA-CGTTTATTAATAGCA
droWil2 scf2_1100000004729:1284530-

1284754 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACATTATTCTAGT------T--GATCCTGACGACGATTACACACTGGGATTTCCTAGG----------ATAATGTGC-AAAACAATTCAACATGTATTTATATTTATATATATATATATATATATATGTATATATTTACATAAAAATATCGTGA------TATATAC---ATACAAATACA-ATCTGAACTGTTTTGGGG----------------------------------------------------------------------------GAAAAGA---GAGT-----------TGCGCTTGGTGAAA-ATACCAGAGA-----------G--ATA-TATTTATAAATAGA-

droVir3 scaffold_13049:11999061-
11999336 +

GCATAC--ACACAAA----GAGTGATGTGC--------------ATATAGATATGAATATGCGATCCAATTTAAAGATATCCAATATAC------ACAT------------G-----------------TATAT-----------------------------------------------------TTAAATATATCCATCTTGTTATGC-ATG-ACAAATGTGCTTAAGTGCATTATCCTGGC------T--TATCCTGCCCAGGATTACAGGCTACGATAGCTGTGATAATGTACAG---AACTGT-GAAA----------------------------------------------------------------AATAACG---------CTCTTGAT-----------AAAATAAATA-GAAGCGAG----------------------------------------------------------------------------CACTGCA---GAGT-----------TTTCG-CATTGGAA-ATACCAAAAG--------------AAAATG-TTATAAATAGC-

droMoj3 scaffold_6680:8821328-
8821649 -

ATACAC--ACAAACC----AAGATGTGCAT--------------A--TAGATATGAATATGCGATCCGCTACAAAGATATCTTAAATAT------ATAT------------GC---ACGCA--TATATATG--TCA---G---ATATC--AAAAAATATATATACATACATATAT------------T----TATATCTATTT----------TA-TAATATATACTTGAGTGCATTATCCTAGC------T--CATCCTGCCCAGGATTACAGGCAAAGAGAGCTGCGA-----------TAATGCAC-GAA------------------------------------------------------------------CTAGTGAA-----AACC----------------------------------------------------------------------------AATACCGAATATACTGTGTAATCATGAAAATCAAAACTGTGCA---GAGTT----------TTTCG-CATTGGAA-AAACCAGGAAAAAAAGAAAGAG--AAA-TG-TTAAAAATAGC-

droGri2 scaffold_15110:11439147-
11439416 +

GCATAT--AGATATG----AA------------------------------------TAAGCGGTCTGATTGAAAGATATCTTACATAC------ATAT------------AT---ACGCA--CATACATATATAATA-----ATAT----------------------------------------ATGGATACGTCTAGATTGTT-----ATA--CAAATGTGATCAAGTGCATTATCCTGGC------T--TATCCTGCCCAGGATTACAGGCAAAGATAGCTGCGA-----------TAATGTAC---AG----------------------------------------------------------------AATTGTGAA-----TAACTAT---------------ATACTGTGT-------------------------------GTAGA---------------------------------ATCATCAGT----GAGCAGTTCA---GAGT-----------TTTCG-CATTGGAA-ATACCAGCAA-----------GAAAAA-TG-TTAAAAATAGC-
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395155:42369-42600
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:12020010-12020252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_33:40894-41155
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004729:1284530-1284754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:11999061-11999336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:8821328-8821649
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:11439147-11439416
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CATATAGCGACCCAAGTGAAGGGAATCGCCAGCAGCAGTAGCAAACAACAGAAGCAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCAGCACCCGCCCACTCCAACGTATCCACCTCCGTTTCCTCCAGCACAATAGAAGCCTCTGTTTTGCCGC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

SRR553486

Makindu_3
day-old
ovaries

M024

male
body

M025

embryo

GSM343915

embryo

M053

female
body

SRR553485

Chicharo_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

SRR553488

RT_0-2
hours
eggs

M023

head

O001

Testis

SRR902009

testis

.............................................................................TGTGCCGCTGTCGCCCTTGCCG............................................................................................................. 22 0 1 4.00 4 0 1 0 2 0 1 0 0 0 0 0 0

.........ACCCAAGTGAAGGGAATCGCCAGC............................................................................................................................................................................... 24 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TGTGCCGCTGTCGCCCTTGCC.............................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 1 0 1 0 0

................................................................................................................AAACGGCAGAGGCAACGGCAGC.......................................................................... 22 0 1 2.00 2 0 1 0 1 0 0 0 0 0 0 0 0

................................................................................................................AAACGGCAGAGGCAACGGCA............................................................................ 20 0 1 2.00 2 0 0 0 0 1 0 0 1 0 0 0 0

................................................................................................................AAACGGCAGAGGCAACGGCAG........................................................................... 21 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0

.........................................................................TGCCTGTGCCGCTGTCG...................................................................................................................... 17 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................TCCTCCAGCACAATAGAAGCCTCTGTTT...... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AACAACAGCAAACGGCAGAGGC................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0

.............................................................................TGTGCCGCTGTCGCCCTTGCCGC............................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0

............................................................................................................CAGCAAACGGCAGAGGCAACGGCAGC.......................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

..................................................................................................................ACGGCAGAGGCAACGGCA............................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0

..............................................AACAGAAGCAACTGGCCAGTGCGCAGCT...................................................................................................................................... 28 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0

......................................................................................................CAACAACAGCAAACGGCAGA...................................................................................... 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0

......................................................................AGCTGCCTGTGCCGCTGTCGCCCTTGC............................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0

..........................................................................................................................................................................................ATAGAAGCCTCTGTTTTGCC.. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

................................................................................................................AAACGGCAGAGGCAACGGCAGG.......................................................................... 22 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0

.................................................................................................................AACGGCAGAGGCAACGG.............................................................................. 17 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0

..................................................GAAGCAACTGGCCAGTGCGCAGC....................................................................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................AATAGAAGCCTCTGTTTTGCC.. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

................TGAAGGGAATCGCCAGCAGCAGTAG....................................................................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TGCCTGTGCCGCTGTCGCCCTT................................................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

....................................................AGCAACTGGCCAGTGCGCAGCTG..................................................................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................CCTCCGTTTCCTCCA........................... 15 0 2 1.00 2 0 0 0 0 0 0 0 0 2 0 0 0

................................................................................................................AAACGGCAGAGGCAACGGTT............................................................................ 20 2 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 1

......................................................................................................CAACAACAGCAAACGGCA........................................................................................ 18 0 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................AGAGGCAACGGCAGCA......................................................................... 16 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................GGCAACGGCAGCAGCA...................................................................... 16 0 6 0.33 2 2 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GCAACGGCAGCAGCA...................................................................... 15 0 20 0.20 4 4 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................ACGGCAGCAGCAGCA................................................................... 15 0 20 0.05 1 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTATATCGCTGGGTTCACTTCCCTTAGCGGTCGTCGTCATCGTTTGTTGTCTTCGTTGACCGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGTTGTTGTTGTCGTTTGCCGTCTCCGTTGCCGTCGTCGTCGTCGTGGGCGGGTGAGGTTGCATAGGTGGAGGCAAAGGAGGTCGTGTTATCTTCGGAGACAAAACGGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553487

NRT_0-2
hours
eggs

SRR553485

Chicharo_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

M053

female
body

O002

Head

SRR902008

ovaries

SRR902009

testis

M025

embryo

M023

head

SRR618934

dsim w501
ovaries

.....................................CATCGTTTGTTGTCTTCGT........................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0

............................................................................................................................................................................AAAGGAGGTCGTGTTATCT................. 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:17766310-17766517 + dsi_32456 CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGC------------AGTAGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------TGCCGC
droSec2 scaffold_9:543248-543455 + dse_1843 CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGC------------AGTAGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAACCTCTGTTT------------TGCCGC
dm3 chr2R:17211888-17212089 + dme_419 CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGCAGC------------AGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCGTTT------CCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------TGCCGC
droEre2 scaffold_4845:11355676-

11355880 +
der_1520 CATA---TAGCGACCCAAGTCAAGGGAATCGCCAGCAGTAGC---------------A--------------------------AG---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCC-------------------------------GGTTCCCTTAGCACAATAGAAGGCTCTGCTT------------CGCCGC

droYak3 2R:11976229-11976433 - dya_1795 CATA---TAGCGACCCAAGTCAAAGGAATCGCCAGCAGCAAC---------------A--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCAACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------CGCCGC
droEug1 scf7180000409474:730362-

730572 -
CACC---TTGCGACCCAAGCTAAGGGAATCGCCAGCAGCAGC---------AGTAGCA--------------------------------AA-CAGAAG---CAACTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AAC---AAG---CGCCCAC-------------T------GTAATCCATCCACCG------GACCT----------------------AGTACGACCAGCACCATAGAAGCCTCCGTTT------------CGCCGC

droBia1 scf7180000302143:1194589-
1194823 -

CATA---TTGCGACCCAAGCGAAGGGAATCGCCACCAGCAGC------AGCAGTAGCA--------------------------------AG-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AGTAGCACTAGCAGTAGC---ACC---CGCCCAC-------------T------CCAACCCATCCGCCTCCGCCGCGTCT----------------------AGCACCATCAGCACCATAGAAGCCTCCGTTT------------TACCGC

droTak1 scf7180000415722:103138-
103312 +

CATA---TTGCGACCCAAGCCAAGGGAATCGCCAGCAGTAGC---------------A------------------------------------AGAAA---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AG---------CAGTAGC---ACC---CGC--------------------------------------------------------------------------------CAGCACCATAGAATCCTCCGTTT------------CACCGC

droEle1 scf7180000491232:161869-
162076 -

CATCACCTTGCGACCCAAGCAAAAGGAATCGCAAGCAGCAGC---------------A--------------------------------AA-CAGAAG---CATCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ATC---CGCCCAC-------------A------CCAACCCATCCGCCT------CCTCC----------------------AGCACCACGAGCACCATAGAAGCCTCTGTTT------------CGCCGC

droRho1 scf7180000780265:156473-
156683 -

CATC---TAGCGAACCAAGCAAAAGGAATCGCTAGCAGTAGC---------------A--------------------------------AA-CAGAAG---CAGCTACCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AG---------CAGCAGC---AAC---CGCCCAC-------------A------CCAACCCATCCGCCT------CCACC----------------------AGCACCACGAGCACCATAGAATCCTCCGTTT------------CGCCCC

droFic1 scf7180000453811:56703-
56922 -

CATCACCTTGCCAGCCAAGCAAAAGGAATCGCCAGCAGTAGC---------------A--------------------------------AA-CAGAAA---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC----------TCAGCTTACTCCAATCCATCCGCCT------CATCT----------------------AATACCACCGCCACGATAGAAGCCTCTGTTT------------CGCCGC

droKik1 scf7180000302411:441422-
441668 +

CACC---ATCCGCCCCAAGGAAAGGGAGTCGCCAGCAGTAGC---------------A--------AGCATCAG---CACCAGCACCAGCAG-CAGAAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CAGCAGCACTGCC---CGCCCAC-------------T------TCCACT---CCACTT----------CTACAAGTTTAAATTCTGCCTCCACCACCACCAACATCATAGAATCCTCCGTAT------------CGCCGC

droAna3 scaffold_13266:5014085-
5014313 +

dan_91 CACC---AGCCGACGCAGGGAAAAGGAATCGCCGGCA-----------------------------AACAGCA---GGCCAACCAACAGCAG-CAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCAAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CGGCAGAGACACC---CGCCCAAGC-----------A------TCAACT--TCCACCT------CCACC----------------------AGTAGCACCAGCATCATAGAATCCTCAGTTT------------CGCCGC

droBip1 scf7180000395751:823775-
824000 +

CACC---ATCCGACGCAGGGAAAAGGAATCGCCAGCA-----------------------------AACAACAGCAGGCCAACCAA---CAG-CAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCTAC------ATCAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CGGCAGAGACTCC---CGCCCAA-------------A------CACCCA---CCACCT------CCTCC----------------------AGTAGCACGAGCACCATAGAATCCTCCGTTT------------CGCCGC

dp5 3:9802137-9802349 - dps_3826 CA----------ACACAACCGAAAGGAGTCCGCAGTATC------------AGTAGAC-----------AA------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------TAGCAGC---ACCACCTACAACCACAAC-------------------CACACTCGTCT------CATCC----------------------GCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGC
droPer2 scaffold_4:5118111-5118332

-
dpe_2480 CAGC----------ACAACCGAAAGGAGTCCGTAGTATC------------AGTAGAC-----------AA------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------TAGCAGC---ACCACCTACAACCACAAACACACTCGT----------CTCATCCGCCC------ACTCC----------------------GCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGC

droWil2 scf2_1100000004510:1465966-
1466124 +

dwi_5424 AG-------------------GAGGGAAGTGGTAGTGGTAGC---------GGTAGCA------------------GTT---------------------------CGTCCAATAACA------------AGCTGTTGCCCCTGCCACAACAAAAACAACAGCAACACACAGAGGCAACAACTTCTGGAAC---------------------TGC---CGT---CACCGCA----------TCATC-----CCAA-------------------TC----------------------------------CACTAAAGAAGCTTAT---T------CCACTTCACCAC

droVir3 scaffold_12875:18068715-
18068893 -

dvi_24649 CAGA---AAC----C-----------------CAGC---------------------A--------AACAACAA---------CCA---CAACCAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCAGCA---ACGCCAG---------CAGCAGC---TTC---CACATAC-------------T------CCAATACAGCAACAGCAGAAACCT-------------------------------CC------------GCCTCCGTCTCAGATTCCACAGCGCCAC

droMoj3 scaffold_6496:11689326-
11689523 -

dmo_3164 CATC---A--------------------------ACAGTAGCAACAAC-GCAGCAGAAACCCAGCAAACAACAA---------CAA---CAA-CAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCCGCA---ACGCCAG---------CAGCAGC---TTC---CACATAC-------------T------C------------CTCCAA----TTC-------------------------AGCAAAAG-----CAGATACCTCCGTTTCAGAGTCAATAGCGCCGC

droGri2 scaffold_15245:4197227-
4197430 -

dgr_473 CAAC---AACA-------------------GCCAACA--CGCAACAGCAGCAGCAGAAAACCAACAA---A------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCGGCAGCAACGCCAG---------CAGCTGC---TTC---CACCACA----------TCAT----------C--ATCATCATCCAA----TCC----------------------ATCAATAAAAG-----CAGAAG---CTGGGT------CCACGAGGCCGC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:730362-730572
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395751:823775-824000
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http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_473.html
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Predicted structure

Show Alternate Folds

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTAAGTATAGTCTGGGTGGGGGGTCATATCGTACCTAGAATGGATCTATACCATGTGGCCTTTCGCTTCCAGAACTGTGGAAGCCAAGCGCGCTCTGCCCCGTCCCGAACGCGAATCGCGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553487

NRT_0-2
hours
eggs

O001

Testis

O002

Head

SRR553488

RT_0-2
hours
eggs

M023

head

M053

female
body

GSM343915

embryo

SRR618934

dsim w501
ovaries

M024

male
body

SRR553486

Makindu_3
day-old
ovaries

....................................................................................................CCATGTGGCCTTTCGCTTCCA................................................... 21 0 1 4.00 4 0 2 1 0 1 0 0 0 0 0

....................................................................................................CCATGTGGCCTTTCGCTTCCAG.................................................. 22 0 1 4.00 4 0 2 2 0 0 0 0 0 0 0

................................................................................................TATACCATGTGGCCTTTCGCT....................................................... 21 0 1 2.00 2 0 0 0 1 0 0 1 0 0 0

......................................................................................................ATGTGGCCTTTCGCTTCCAG.................................................. 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0

....................................................................................................CCATGTGGCCTTTCGCTTCCAGT................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0

............................................................TCTGGGTGGGGGGTCATATCGTA......................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0

............................................................TCTGGGTGGGGGGTCATATC............................................................................................ 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

...........CAGGGCCCAGGAGATA................................................................................................................................................. 16 2 20 0.05 1 0 0 0 0 0 0 0 1 0 0

Anti-sense strand reads

GAGTACCAGCTGTCCCGGGTCCTCTTGGCAGGCGTGTAGTAGCTGCCGTTCATTCATATCAGACCCACCCCCCAGTATAGCATGGATCTTACCTAGATATGGTACACCGGAAAGCGAAGGTCTTGACACCTTCGGTTCGCGCGAGACGGGGCAGGGCTTGCGCTTAGCGCGC

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM343915

embryo

M023

head

SRR553488

RT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

SRR553487

NRT_0-2
hours
eggs

.............................................................GACCCACCCCCCAGTATA............................................................................................. 18 0 1 1.00 1 1 0 0 0 0
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Species Coordinate ID Alignment
droSim2 3r:22161135-22161306 - dsi_11594 CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTAAGTATA--GTCT-G---------------------GGTGGGGGGTCATATCGTACCTAGAATG------G------ATCTATACC------ATG-----------------TGGCCTTT--------C-GCTTCCAGAACTGTGGAAGCCAAGCGCGCTCTGCCCCGTCCCGAACGCGAATCGCGCG
droSec2 scaffold_13:1474137-1474308

-
CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTAAGTATA--GTCT-G---------------------GGTGGGGGGTCATATCGTACCTAGAATA------G------ATCTATACC------ATG-----------------AGGCCTTT--------C-GCTTCCAGAACTGTGGAAGCCAAGCGTGCTCTGCCCCGTCCCGAACGCGAATCGCGCG

dm3 chr3R:22700774-22700945 - dme_416 CTCATGGTCGACAGGGCCCAGGAGAACCGTCCGCACATCATCGACGGCAAGTGAGTATA--GACT-T---------------------GGTGGGGGATCATATCGTACCAAGAATA------G------ATCTATACC------ATG-----------------AGGCCTTT--------C-GCTTCCAGAACTGTGGAAGCCAAGCGTGCTCTGCCCCGTCCCGAACGCGAATCGCGCG
droEre2 scaffold_4820:5339872-

5340040 +
CTCATGGTGGACAAGGCCCAGGAGAACCGTCCCCACATCATCGACGGCAAGTGAGTATATAGCCT-------------------------TGGGGGGTAATACCGTTCCAAGAATA------G------ATCTATACC------AT-------------------TACCTTT--------C-GCTTTCAGAACTGTGGAAGCCAAACGGGCTCTGCCCCGCCCTGAACGAGAGTCGCGCG

droYak3 3R:23787921-23788091 + CTTATGGTGGACAAGGCCCAGGAGAACCGTCCGCACATCATTGACGGCAAGTGAGTATT--GCTT-----------------------TGTGGGGGGTAATTCCGTTTCAAGAATA------G------ATCTATACC------AAT-----------------AAGCCTGT--------C-GCTTCCAGAACTGTGGAAGCCAAGCGGGCACTGCCCCGTCCTGAACGCGAATCGCGCG
droEug1 scf7180000409770:152720-

152889 -
GTTATGGTGGACAGGGCCCAGGAGAACCGTCCACACATCATCGACGGAAAGTAAGTATA--GCCCATGAT------------------C------TTCA-----GTACCGT-G------------GTTAAT------------------TGGAAACTCCTATCATTACTTTT-------AC-TTTTTAAGAACTGTTGAGGCTAAGCGGGCTCTGCCACGCCCTGAACGCGAATCGCGGG

droBia1 scf7180000302113:2963800-
2963963 -

ATCATGGTGGACAGGGCCCAGGAGAACCGGCCGCACGTCATCGACGGCAAGTGAGTGCA--ACCT-GCGCA-----------------------TGA-------TCAACTGAAATGCTCACTG------ATCCAAAC-----------T--GAAAC----------C-------------C-CTTTCCAGAACGGTGGAGGCCAAGCGGGCTCTGCCCCGCCCCGAACGCGAAACCCGGG

droTak1 scf7180000415215:146159-
146313 +

ATCATGGTGGACAGGGCCCAGGAGAACCGGCCGCATGTCATCGACGGCAAGTGAGTAGG--A--------------------------------GGATCGTCTGGCATCCTAAACG------A------ATCTA------------------------------ATATTTGC--------C-CCTCCTAGAACTGTGGAGGCCAAGAGAGCTCTGCCGCGGCCTGAACGCGAAACCCGCG

droEle1 scf7180000491280:740628-
740792 -

GTCATGGTGGACAGGGCCCAGGAGAACAGACCGCATATCATCGACGGAAAGTGAGTATA--GAGC-CTA----------------------------AGGCTCTGTCTTGTGTATG------G------GTTATTAAC----------T--GTATC-----------CC--------CATC-TTTTCCAGAAACGTGGAAGCCAAGCGAGCTCTGCCGCGTCCTGAGCGCGAATCGCGTG

droRho1 scf7180000780070:146605-
146768 +

GTCATGGTGGACAGGGCCCAGGAGAACAGACCGCATATCATCGACGGCAAGTGAGTATA--GCTT-A------------------------------TGGTTTCATATGTTGAATG------G------ATCTTAAAC------CTT-----------------ATACCTGT-------CC-TCCTCCAGAACTGTGGAAGCCAAACGGGCTCTACCTCGTCCCGAGCGCGAATCGCGGG

droFic1 scf7180000454055:2597852-
2598012 -

GTCATGGTGGACAGGGCCCAAGAGAACCGGCCGCACATTATCGACGGCAAGTAAGTTTT--TCCA-TGGA------------------C------AATA-----TTACCTT-GTTG------GA-----TTTCGAAG-----------T--AAAA-------------C--------CCTT-TTTTTCAGAACTGTGGAAGCTAAGAGGGCACTGCCGCGCCCTGAACGCGAATCGCGGG

droKik1 scf7180000297719:40860-
41020 +

ATCTGTGTGGACAAGGCCCAGGAGAACCGTCCGCATGTCATCGATGGCAAGTGAGTACA--AACG-AGAG------------------T------AG--TTGCCGC--CTT--AAA------G------GTTTAGAAT----------C--ATAT-------------C--------ATTC-CTCTGCAGAACTGTGGAGGCCAAGCGCGCTTTGCCCCGCCCAGAACGCGAGTCGCGGG

droAna3 scaffold_13340:16631689-
16631856 +

TTAATGGTAGACAAGGCGCAGGAGAACCGCCCGCATGTCATCGACGGCAAGTAAGTTTT--TTCC-CCCAAAAT------------------------------GCCTTCAATATG------GTTCCTAATTACATA-----------T--GTATT-----------CC--------CCAT-TCTCATAGAACTGTGGAAGCAAAGCGGGCTTTGCCCCGCCCCGAACGTGAATCACGCG

droBip1 scf7180000396424:148554-
148713 +

CTCATGGTAGACAAGGCACAGGAGAACCGCCCCCATGTCATCGACGGCAAGTAAGTGTT--TTCG-CCGAAAAA------------------------------GTGTTCCATGTG------G------TTCCTAAT-----------T--GCATC---------------------TAAT-TGTCATAGAACTGTGGAGGCAAAGCGGGCTTTGCCCCGCCCAGAACGTGAGTCACGCG

dp5 2:4765630-4765798 + GCGATGGTGGACAAGGCACAGGAGAACAGGCCCCATATCATCGACGGCAAGTATGTTGT--GCTA---------TTTATACATTTTTG----------------TTACTTTGAATG------G------ATACAAAAG------ATA-----------------TTGTTTAT--------T-GCTTGCAGAACGGTGGAGGCCAAGCGGGCGCTGCCACGCCCGGAGCGTGAGACCCGCG
droPer2 scaffold_19:462805-462973 + GCGATGGTGGACAAAGCACAGGAGAACAGGCCCCATATCATCGACGGCAAGTATGTTGT--GCTA---------TTTATACATTTTTG----------------TTACTTTGAATG------G------ATACAAAAG------ATA-----------------TTGTTTAT--------T-GCTTGCAGAACGGTGGAGGCCAAGCGGGCGCTGCCACGCCCGGAGCGTGAGACCCGCG
droWil2 scf2_1100000004943:2612384-

2612547 +
ACTATGGTCGACAAGGCGCAAGAGAATCGCCCACACGTCATCGACGGCAAGTGAGTGAT--GGTA---------GCATTTCATTTTAT----------------TTGCCATCTCTG------T------TTA--------------------------------CTGTTT----TATCTTT-GCACTTAGAACGGTGGAGGCAAAACGAGCTCTGCCCCGGCCCGAACGCGAATCACGCG

droVir3 scaffold_13047:18320029-
18320198 -

dvi_17470 GCCATGGTAGATACTGCGCAAGAGAACCGACCGCATATCATTGACGGCAAGTATGTATC--CA------------------------------------ATGTTGTATTTGCATTG------A------CTCAATCTC------ATAGT--TA-----------TTATCTGTTTTTCGGTG-TCTTCTAGAACTGTGGAGGCAAAACGCGCACTGCCGCGTCCGGAGCGTGAGACACGTG

droMoj3 scaffold_6540:13419408-
13419590 +

GCCATGGTAGATACGGCGCAAGAGAATCGTCCGCATATCATAGACGGCAAGTATGTGTC--AATG-A-------------------------------AAT-CTGTCTTAT-T----GCATGG---A--CTTAATCTCATTATT-----TGTTATCTACTATT-ATCTCTGA------ATCTTGTTCTAGAACCGTGGAAGCAAAACGAGCTTTGCCCCGTCCAGAGCGCGAAACACGCG

droGri2 scaffold_15074:6387985-
6388158 +

GCGATGGTTGATACTGCGCAAGAGAACCGGCCCCATATCATCGACGGCAAGTATGTGGA--ATGG-G---------------------CTTAAAGCCCTTTATAGT--CTTATATG------C------ATTAATTAC------ATG-----------------CAAATA----AACACTT-TTATCTAGAACTGTGGAGGCGAAACGCGCTTTGCCACGTCCGGAGCGCGAGACGCGTG
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CGGCAAAACTTGAGATAATACTGAAAAGTAATGAAAACAAAACCAAGCAACAAAAACAGTAATCGTAATGAACAAACAAATGCGGTCGAGCATCAGTAAGTCGAACTAGATCTACGAATATAGTTCGCCTTGCGGAGGTTCGTCTGTGTGCTTAAAGTAATGTTAAACATGTATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGTTGTTGCAAGCACTCACCTGACT
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.....................................................................................TCGAGCATCAGTAAGTCGAACT............................................................................................................................ 22 0 1 4.00 4 0 2 0 2 0 0 0 0 0 0 0 0

.....................................................................................TCGAGCATCAGTAAGTCGAAC............................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 1 0 1 0 0

................................................................................TGCGGTCGAGCATCAGTAAGTCGAAC............................................................................................................................. 26 0 1 2.00 2 0 0 0 0 0 1 0 0 1 0 0 0

...........................................................................................................................TTCGCCTTGCGGAGGTTCGTCT...................................................................................... 22 0 1 2.00 2 0 0 1 0 0 0 0 1 0 0 0 0

...............................................................................ATGCGGTCGAGCATCAGTAAGTCGA............................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................GTATGCAACAAGTTTAGTGAGCCT..................................... 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0

....................................................................................................................................................................................................TGTTTAGTTTAGTTGTTGCA............... 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0

...........................................................................................................................................................................................TGAGCCTTGTGTTTAGTTTAGTTGT................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0

...........................................................................................................................TTCGCCTTGCGGAGGTTCGTCA...................................................................................... 22 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0

.........................................................................................GCATCAGTAAGTCGAACTAG.......................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

........CTTGAGATAATACTGAAAAGT.......................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0

......................................................................................CGAGCATCAGTAAGTCGAACTAGATC....................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................GCCTTGTGTTTAGTTTAGT...................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0

...........................................................................................ATCAGTAAGTCGAACTAGATC....................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0

..............................................................................................................................GCCTTGCGGAGGTTCGTCTGTGTGC................................................................................ 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0

....................................................................TGAACAAACAAATGCGGTCGAGCATCAGT...................................................................................................................................... 29 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

......................................................AACAGTAATCGTAATGAACAAACAAA....................................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................TCTACGAATATAGTTCGCCTTGCG................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0

....................................................................................GTCGAGCATCAGTAAGTCGAAC............................................................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

...........................................................................................ATCAGTAAGTCGAACTAGATCT...................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0

...........................................................................................................................................................................................................TTTAGTTGTTGCAAGCACTCA....... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0

.....................................................................................TCGAGCATCAGTAAGTCGAACC............................................................................................................................ 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

.........................................................................................................................AGTTCGCCTTGCGGAGGTTCGTC....................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

......................................................................................CGAGCATCAGTAAGTCGAACT............................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0

.............................................................................................................................CGCCTTGCGGAGGTTCGTCTGTGT.................................................................................. 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCCGTTTTGAACTCTATTATGACTTTTCATTACTTTTGTTTTGGTTCGTTGTTTTTGTCATTAGCATTACTTGTTTGTTTACGCCAGCTCGTAGTCATTCAGCTTGATCTAGATGCTTATATCAAGCGGAACGCCTCCAAGCAGACACACGAATTTCATTACAATTTGTACATACGTTGTTCAAATCACTCGGAACACAAATCAAATCAACAACGTTCGTGAGTGGACTGA
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........................................................................................................................................CCAAGCAGACACACGAATT............................................................................ 19 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................AACGCCTCCAAGCAGACACAC................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0

............................................................TTAGCATTACTTGTTTGTTTA...................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

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

Species Coordinate ID Alignment
droSim2 3r:7258315-7258545 + dsi_32443 CGGCAAAACTTGAGA--TAATACTGAAAAGTAAT---GAAA------ACAAAA---------------------------CCAAGCAA-CA-----A----AAACAGTA-ATCGTAATGAACAAACAAATGCGGTCGAGCATCAGTAAGTCGAACTAGATCTA-----CGAAT-------------------------------------ATAGTTCGCCTTGCGGA-GGTTCGTCTGTGTGCTTAAA--GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT-------------TGTTGCAA----------GCACTCACCTG-----ACT
droSec2 scaffold_12:131783-132004

+
dse_1848 CGGCAAAACTTGAGA--TAATACTGCAAAGTAAT---GAAA------ACAAAA---------------------------CCAAGCAA-CA-----A----AAACAGTA-ATCGTAATGAACAAACAAATGCGGTCGAACATCAGTAAGTCGAACTAGATCTA-----CGAAT-------------------------------------ATAGTTCGCCTTGCGGA-GGTTCGTCTGTGTGCTTAAA--GTAAT---------G----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT-------------TGTTGCAA----------GCACTCACCTG-----ACT

dm3 chr3R:14020053-14020288 - dme_386 CGGCAAAACTTGAGA--TAATACTGAAATGTAAT---GAAA------ACAAAA---------------------------CCAAGCAA-CA-----A----AAACTGTA-ATCGTAATGAACAAACAAATGCGGTCGAATATTCGTAAGTCGGACTAGATCTATGTAACGA-------------------------------------ATATAGTTCGCCTTGCGGA-CATTCGACTGTTTGCTTAAA--GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT-------------TGTTGCAA----------GCACTCACCTC-----ACT
droEre2 scaffold_4770:7615250-

7615478 +
der_1525 CGGAAAAACTTGAGA--TAATACTGAAAAGTAAA---GAAA------ACAAAA---------------------------CCAAGCAA-CA-----A----AAACAGTA-AACGTAATGAACAAACAAATGCGGTCGAGCTTCCGTAAGTCGGACCACAACTA-----GAAAC---------------------------------------AGTTCGCGGTATGGA-CGTTCGACTGTATGCTTAAA--GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT-------------TGTTGCAA----------GCACTCACCTC-----ACT

droYak3 3R:2621970-2622198 - dya_132 CGGCAAAACTTGAGA--TAATACTGAAAAGTGAA---GTAA------ACAAAA---------------------------CCAAGCAA-CA-----A----AAACAGTA-ATCGTAATGAACAAACAAATGCGGCCGAGCTTCTGTAAGTCGGACTAGAACTA-----GAAT---------------------------------------TAGTTCGTCTTATGGA-CGTTCGACTGTATGCTTAAA--GTAATGTTAAACATG----------TATGCAACAAGATTAGTGAGCCTTGTGTTTAGTTTAGT-------------TGTTGCAA----------GCACTCACCTC-----ACT
droEug1 scf7180000409246:369718-

369986 -
GGGCTAAATTCGAGA--TAATACTAAAAAGTAAA---AAAA------GGAAAA---------------------------CTAAGCAA-GA-----A----AAGCAGTA-ATCGTAATGAACAAACAAATGCAGTTGAACTTCTGTAAAACGAACTACAATTA-----GAAGTAAAAGTAAAATTTATAAATGAACTTGAAGTTCTGCTTGTGGTTCGAATTAGAGA-CGTTCGACTGTGTACTTAAA-TGTAATGTTAAACATG----------TATGCAACAAGTTCAGTGAGCCTTGTGATTAGTTTCGT-------------TGTTGCAA----------ACACTCACCTC-----ACA

droBia1 scf7180000299102:1950352-
1950622 +

CAGCAGAACTCGAGA--TACTACCGAAAAGTAAA---GAAA------ACAAAA---------------------------CCAAGCAGGCA-----A----AAATAGTA-ATTGTAATGAACAAACGAGCACAGTCGAACTTCTGTATGTCAAACTAGAACTA-----GAAATACGAGCAAAATCTGTAAAGAAACTTGAAGTTCTCTTTTTGATTCGACTCACAGA-TATTCGACTGCA---CTAAA--GTAATATAAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT-------------TGTTGCGA----------ACAATCACCTCACCCCACA

droTak1 scf7180000414450:147904-
148109 -

AAGCAAAACTCGAGA--TAA-------------------------------------------------------------------A-CA-----A----AAACAGTA-ATCGTAAAAAACA--------CAGTTTAATTTCTTTACGTCCAACTAGAACTA-----GAAATACAAGTAAAATCTTTGAAAGAACTTGGAGTTCTATTTGTAGTTCGATTTACAG--------------------------AATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT-------------TGTTGCAA----------ACAATCACCTC-----ACA

droEle1 scf7180000491008:2241852-
2242116 +

CAGCATTACTCAAAA--TAATACTTAAAAGTAAAAAGAAAA------AGAAA--------------------------ATCCAAGCACGCA-----A----AAACAGTA-ATGTCAATAAACAAGCAAAAACAGTCGATCTTCTACAAGTCGAACTAGAACTA-----GAATCACAAGTTAAAT---------AACTTGAAGTTCTGTTTATGGACCGAAGATGTAACATTTCGACTGTATACTAAAA--TAAATGTAAAAAATG----------TATGCAACAAGTTAGGTGAGCCTTGCGTTTAGTTTAGT-------------TGTTGCAA----------ACAATCACCTC-----ACA

droRho1 scf7180000778633:31118-
31388 -

CAGCAAAACTCGAGA--TAATACTGAAAAGTAAA---GAAA------ACAAAA--------------------------ACCAAGCAAGCA---AAA----AAACAGTA-ATCCCAATGAACAAGCAAACACAGTCGGTCTTCTATAAGTCGAACTATAACTG-----GAAATACAAGTACAATTACAAAGCTAAATAGAAGTGATGTTTATGGTTCGAGTTATAGT-AGTTCGACAGTATACTTAAA--GTGATGTTAAACATG----------TATGCAACAAGTTAAGTAAGCCCTGTGT-TAGTTTAGT-------------TGTTGCAA----------ACACTCACCTC-----ACA

droFic1 scf7180000453800:497438-
497703 -

CAGCAAAA-TTGAGA--TAATACTGAAAAGTAAT---GAAA------ACAAAA---------------------------CCAAGCAA-AC-----A----AAGCAGTA-ATCGTAAAGAACAAGCAAAAACAGTCGAACTTCTATAAGTCGAGCTAGAAAAA-----GAAAAGCAAGTAATATCTCGAAA-CAACTTAAAGTTCTCATTTTAGTTCGAGTTGTAGA-TGGTCGTGTGTTTACTTAAA--GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGT-------------TGTTGCAA----------ACACTAACCTC-----ACA

droKik1 scf7180000302809:267092-
267261 +

AA----ATCTGGA-----AACACCTAAAGAGAAG---GTTG------ACAAAAA--------CAAGCAGCAA------AG----GCAA-CAGCAACA----CAGCAGTA-ATCTAAATGAGCAAGCAAATA-----------------------------------------------------------------------------------------------------------TATACTTAAA--GTAATGTTAAACATG----------TACGCAACTAGTTAAGTGAGTCCT-CGTTTAGTTTAGT-------------CGTTACAA----------CCGATCACT--------AA

droAna3 scaffold_13340:15787913-
15788085 -

AAACAAAAA-CAAGA--AACTACTGAATAGTACT---GATA------TGAGAA--------------------------AGCATGCAA-------------CAGCAGTA-ACCTTAATGAACAAGCAAAT-------------------------------------------------------------------------------------------------------------ATACTTAAA--GTAATGTTTAACATCTA------CATATGCAACAAGTTAAGTGAGTCTTTTGTTTAGTTTAGT-------------TGTTGCAACGAGGCAA--AAGCTCACCTT-----AC-

droBip1 scf7180000396708:4248365-
4248538 +

--------------------TACTGAAAAGTACT---GAAATGAATTGAAAAA---------------------------CCATGCAA-CA-----G----CAGCTGCAAACCTTAATGAACAAGCAAAT-------------------------------------------------------------------------------------------------------------ATACTTAAA--GTAATGTTTAACATCTATGCAAACATATGCAACAAGTTAAGTGAGTCTTTTGTTTAGTTTAGT-------------TGTTGCAACGACGCAAAAGCGCTCACAAA-----ACA

dp5 2:29111713-29111927 - TGGCAACGCTGTCGGAGCAG--CAGAGCAGGGAA---GCAA------GC-----CCCCTCCCCACCCAGAAAGGGAACGAACAGGCACACAGAAACCCAGCCGGGAGTA-ATCATAAAAAGAG---------------------------------------A-----GAAACAAAAGCAAAA--------------------------------------------------------ATACTTAAA--GTAATGTTAAA---A----------TATGCAACAAGTCTAGCAAGTCTTCTGTTTAGTTCACACTCTACTCTCTACCCCTCGAA----------ACAGCCG-CTC-----AAA
droPer2 scaffold_6:4436007-

4436221 -
TGGCAACGCTGTCAGAGCAG--CAGAGCAGGGAA---GCAA------GC-----CCCCTCCCCACCCAGAAAGGGAACGAACAGGCACAGAGAAACCCAGCCGGGAGTA-ATCATAAAAAGAG---------------------------------------A-----GAAACAAAAGCAAAA--------------------------------------------------------ATACTTAAA--GTAATGTTAAA---A----------TATGCAACAAGTCTAGCAAGTCTTCTGTTTAGTTCACACTCTACTCTCTACCCCTCGAA----------ACAGCCG-CTC-----AAA

droVir3 scaffold_12822:3886547-
3886611 -

AA----AGCAAGACA--AAATACAAAAAAAAAAA---AAAA------ACAAAA---------------------------CAAAACAA-AG-----A----ACGAAAAA-ACTGCAAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:2479607-
2479683 +

T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATACTTAAATTGTAATGTTAAATCCA-A------GAACTACAATGTATTTAGCAAGTCTTCTGATTAGTTTAGT-------------TGCAACAA----------G------------------

droGri2 scaffold_14853:6508943-
6509018 -

AATAACA-------G--TAATATCAAAAAAC-----------------------------------------------------------A-----A----AAACAAAA-ACAAAACAAAACAAACAAACAAACAACAACAACAACAAGTCA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AA
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACAATTTATTCAATTTAAGCATGCTCCAACTACTTGAATTGTTCACCCACAGAATGATGAAGATCTACCGCAAGATTCACAAGCTAAGCAATGTCCTCAAGT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR553487

NRT_0-2
hours
eggs

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

M024

male
body

M023

head

M025

embryo

SRR618934

dsim w501
ovaries

SRR553485

Chicharo_3
day-old
ovaries

O001

Testis

O002

Head

GSM343915

embryo

.......................................................................................CTACTTGAATTGTTCACCCACA................................................... 22 0 1 9.00 9 1 8 0 0 0 0 0 0 0 0 0

..........................................................................................CTTGAATTGTTCACCCACAGA................................................. 21 0 1 6.00 6 0 6 0 0 0 0 0 0 0 0 0

..........................................................................................CTTGAATTGTTCACCCACAGAA................................................ 22 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0

..........................................................................................CTTGAATTGTTCACCCACAG.................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0

..........................................................................................CTTGAATTGTTCACCCACAGCT................................................ 22 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0

...........................................................................................TTGAATTGTTCACCCACT................................................... 18 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0

........................................................................................TACTTGAATTGTTCACCCACAG.................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0

Anti-sense strand reads

GGGCGGGACCAGTACCTGCGGTAGTACCACTATTAACCGTTCTTCGGGTCCACCCAAATGTTAAATAAGTTAAATTCGTACGAGGTTGATGAACTTAACAAGTGGGTGTCTTACTACTTCTAGATGGCGTTCTAAGTGTTCGATTCGTTACAGGAGTTCA

**************************************************((((((..((((((((..........................))))))))..))))))..**************************************************
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
droSim2 3r:24180234-24180393 - dsi_12849 CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACAAT-TT--A----------------------------TTCAATTTAAGCATGCTCCAACTACTTGAA----------------------------------TTGTTCACCCACAGAATGATGAAGATCTACCGCAAGATTCACAAGCTAAGCAATGTCCTCAAGT
droSec2 scaffold_4:3681592-3681751

-
dse_1293 CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACAAT-TT--A----------------------------TTTAATTTAAGCATGCTCCAACTACTTGAA----------------------------------TTGTTCACCCACAGAATGATGAAGATCTACCGCAAGATACACAAGCTAAGCAATGTCCTCAAGT

dm3 chr3R:24819362-24819521 - dme_160 CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAACCCAGGTAGGTTTACAAT-AT--A----------------------------TTTAATTTAAGCGTGCTACAACTACTTGAA----------------------------------TTGTTCACCTACAGAATGATGAAGATCTATCGCAAGATCCACAAGCTAAGCAATGTCCTCAAGT
droEre2 scaffold_4820:3217364-

3217523 +
CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACAAT-TC--A----------------------------ATTCATTTAAGCATGTTTCAACTACTTGAT----------------------------------TGACTCACCCGCAGAATGATGAAGATCTACCGCAAGATCCACAAGCTGAGCAACGTCCTCAAGT

droYak3 3R:21679775-21679934 + CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGCGTTTACAAT-TT--A----------------------------TTTCATTTAAACATACTGCAACTACTTGAA----------------------------------TGGCTCACCCACAGAATGATGAAGATCTATCGCAAAATCCACAAGCTCAGCAATGTCCTCAAGT
droEug1 scf7180000409787:759740-

759896 +
CCCGCCCTGGTCATGGATGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTAGGTTTTTTAT--T--A----------------------------TTTATTTTAATTGCAAAATAA---------TA--ATTT-------------------------CTGATTTTTCCACAGAATGATGAAGATCTACCGCAAGATCCACAAACTGAGCAATGTCCTCAAGT

droBia1 scf7180000302075:1925603-
1925764 +

CCCGCCCTGGTTATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTTCTTT-ATTGA----------------------------TTATACTGGAGAGAATCTCTA---------AAGTATTT-------------------------TTGCTTCTTCCTCAGAATGATGAAGATCTACCGCAAGATCCACAAACTGAGCAATGTCCTCAAGT

droTak1 scf7180000415700:395450-
395530 -

CCCGCCCTGGTTATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTTTACTAT-T-------------------------TTACATATTTTATTTAA----------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491261:1395263-
1395423 -

CCCGCCCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCGAGGTGGGCCTCTAGT-TC--A----------------------------TTTAATCTATGGGCACCTTTA---------TAACATTT------------------------TTTAAATCACCCCCAGAATGATGAAGATCTATCGCAAGATCCACAAACTAAGCAATGTCCTCAAGT

droRho1 scf7180000780007:235822-
235981 +

CCCGCCCTGGTCATGGACACCATAATGGTGATAATTGGCAAGAAGCCAAGGTAGGTTTATAAT-CG--A----------------------------TTTAATGTATTGGAACCATTC---------TAACGTTG-------------------------ATAAATGCCCCACAGAATGATGAAGATATACCGCAAGATCCACAAACTGAGCAACGTCCTCAAGT

droFic1 scf7180000454073:3527124-
3527283 +

CCCGCTCTGGTCATGGACGCCATCATGGTGATAATTGGCAAGAAGCCCAGGTGGGTCTGCATA-AG--A----------------------------TTTGGTTTAAGGAAACCCTTG---------TAAACTCC-------------------------TTGGTGTTCCCACAGAATGATGAAGATCTACCGCAAGATCCACAAGCTCAGCAACGTCCTCAAGT

droKik1 scf7180000302276:789340-
789502 -

CCCGCCCTGGTCATGGACGCCATCATGGTGATCATCGGCAAGAAGCCAAGGTGGGTTTGGATT----------TAG-GGGATTTTCTGGTTTCCA----------------------ATGA-----------------------------AACTCAGTATGTTTTTTATTTTTAGGATGATGAAGATATACCGAAAGATCCACAAGCTGAGCAACGTCCTAAAGT

droAna3 scaffold_13340:19749745-
19749907 +

CCCGCCCTGGTCATGGATACCATTATGGTTCTTATAGGCAAAAAGCCAAGGTAGGTTTTCTTG-ATTTT----------------------------CTTTGTGAAAGTGTGTTTTAA---------ATTTATTT------------------------TTTATTTTATCATTAGAATGATGAAAATCTACCGGAAGATTCACAAGCTGAGCAACGTCCTTAAAT

droBip1 scf7180000396413:2642063-
2642223 -

CCCGCCCTGGTCATGGATGCCATTATGGTTCTCATAGGCAAGAAGCCAAGGTGGGTGTACTTT-AGTGTA----------------------------CTAAGGAATAAATTTTTTAA---------TATTATT--------------------------ATTTTTTGTCCTTAGAATGATGAAAATCTACCGCAAAATTCATAAACTCAGCAACGTCCTTAAAT

dp5 2:13217451-13217609 + CCCGCGCTGATCATGGACTTCATTATGGTGATCATTGGCAAGAAACCAAGGTAAGTGCCTACG-AGGATTCTTTAG-AGGGTCTCTTGACTTACGCT----------------------------------------------------------------CTGTCTTCCCTTAGAATGATGAAGATCTATCGCAAGATCCACAAGCTGAGCAATGTCCTCAAGT
droPer2 scaffold_0:7235646-7235804

-
CCCGCCCTGATCATGGACTTCATTATGGTGATCATTGGCAAGAAACCAAGGTAAGTGCCTAAG-AGGATTCTTTAG-AGGGTCTCTTGACTTACGCT----------------------------------------------------------------CTGTCTTCCCTTAGAATGATGAAGATCTATCGCAAGATCCACAAGCTGAGCAATGTCCTCAAGT

droWil2 scf2_1100000000048:5347-
5510 +

CCCGCCCTGTTTATGGATGCCATTATGATTGTAATTGGCAAGAAACCGAGGTATATTAAA--CTAT--C----------------------------TATATCTTTGCTGTTCTGTAACTA-----------------------------AATCTAAATCTCTTTTGAATTGCAGAATGATGAAGATCTATAGAAAAATACATAAATTGAGCAATGTCCTTAAGT

droVir3 scaffold_13047:18244391-
18244551 -

CCCGCCATGTTCATGGACTTGATAATGGTTCTCATGGGCAAGAAACCCAGGTATTTATTAGAC-ATTCTTCTTTTGCAATGGCATTTGCCTAACATA-----------------------------------T----------------------------TTTCTTTTCTGCAGAATGATGAAAATCTATCGCAAAATACACAAGTTCAGCAATGTTCTAAAAT

droMoj3 scaffold_6540:13479886-
13480052 +

CCCGCCATGCTCATGGACTTAATTATGGTTCTGATGGGCAAGAAGCCAAGGTAGCTGTGTGATTAG--C-------------TTTTTGCCTTGCATT--TCG-----------CATAT---------TG--AAGT------------------CTTATT-ATTCCATCCATTCAGAATGATGAAAATCTATCGCAAGATACACAAGTTCAGCAACGTTTTAAAGT

droGri2 scaffold_15074:6443580-
6443756 +

CCCGCCATGTTCATGGACTTGATTATGGTTCTCATGGGCAAGAAACCGAGGTATGTTTCA-----------------------------------------ATTTAATTGCACTCGCAACACTTGCAACATATTTACTCAAACTGAACGAAA-------CTTTCTTCATTTGCAGAATGTTGAAAATCTATCGCAAGATACACAAGTTCAGCAACGTTCTGAAGT
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crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
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0
0
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0
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1
1
1
0
1
1
1
0
0
3
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

SRR553486

Makindu_3
day-old
ovaries

M025

embryo

SRR553487

NRT_0-2
hours
eggs

GSM343915

embryo

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR902008

ovaries

............................................................................TAAGAATAGTAAAACGAAGGGCA............................................................................................................ 23 0 1 32.00 32 29 2 0 1 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGC............................................................................................................. 22 0 1 5.00 5 1 1 2 0 1 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAA........................................................................................................... 24 0 1 2.00 2 1 0 0 0 0 1 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAC........................................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCATT.......................................................................................................... 25 2 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAT........................................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0

...............................................................................................................TATTCTTTTTGCTATTCTATAGG......................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0

............................................................................................AAGGGCAAAAAAAAA.................................................................................................... 15 0 17 0.06 1 0 1 0 0 0 0 0 0

Anti-sense strand reads

CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR618934

dsim w501
ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR902008

ovaries

......................................................................................................TTTTTTTAAATAAGA.......................................................................................... 15 0 5 0.20 1 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSim2 2r:17041481-17041687 - dsi_32435 GCAGAAAACTAACCACAAAG--TGCACA-----------------------GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATT-TATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAATGAGC----------ATTCCTTAAAATACATAT-----------------------------GTGTTTAAAAAAAATGTATGTCT----------CGCGAATTCCTCCGTTTTCCGCG-----
droSec2 scaffold_1:14026217-

14026433 -
dse_339 GCAGAAAACTAACCACGAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCAATAACCTAAGAATAGTAAAACGAAGGACAAAAAAAAAAATTGTATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAACGAGC----------ATTCCTTAAAATACATAT-------GTA--CAT------------AAGTGTTT-AAAAAAATGTATATCT----------CGCGAATTCCTTCGATTTCCGCG-----

dm3 chr2R:16472011-16472235 - dme-mir-
2498

TCAGAAAACTTACACCAAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAAAATGTGATATTTCATCAC-----TCATCAACTCAAAATAGTAAATCGAAGGGCAAAAAA-ATA-TGGTATTCTGTTTG---CTATTATA------------------------------------------------------------------------------------------AAAGTTCACGAGCTAAGCTAACGATTCATTAAAATA--------T---GTA--CATA----CATATTTAAGTGTTAAAAAAAAATGTGTATCT----------CGCGAATTCCTTCGATTTCCTCG-----

droEre2 scaffold_4845:10617179-
10617473 -

der_95 TTAGAAAACAAACACCTTAGT-TGTAAA-----------------------GAAT----AAACTAATT--GT-AAAAATTGTGATATTTTATCAAATCTGCCATAACCTCCAAATACTTAACCGATGATCTAAAAA-CGG----TGTTTTCTGTGAATTTACTATATAACTTATTTATGAAAAAGCTTTAGGATTTAATTTTTCGGACAATGCGATCTAGGCGTTTCTATTGCTGATGTAGTATAGTTTGAAAGATTAAGTTAAAGCGT----------AATCAACAAAATTTTAAAATGT-----A-------------------------CAAAAATATGTGTATCT----------TGTGAATTCCTTCGATA-TCCCG-----

droYak3 2R:12723977-12724282 + dya_34 TTAGAAACTTAGCACCTTTTG-TGTAAA-----------------------GAA----AAAACTAAAT--GTTAAAAATTATTATATTTTATCAAATGTACCATAACCTCAAAATACTAAACTGATGAGCTAAAAAGCTA----TTTTCTCTTTG---TTATTCTGCAATGGATTTATT----TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACTAAGTTAACGAGC----------ATTCATCTCATTTTTGAAATTTTGTGTT--CAT------------GAGTGTGTTAAAAATATGTGTATCT----------TGTAAATTCCTTTGATT-CTCCG-----
droEug1 scf7180000409474:1489613-

1489692 +
GT-------------------------------------------------------------------------------------------------------------------------------------------------------------TATTTTA------------------------------------------------------------------------------------------AGAATTAATGTGT----------AAGTCGCAATAAGTGAAAATGT-----GT-------------------------TA---------CAAAT----------TGTGAATTCGTCAGATA-TTTTTTGTTT

droBia1 scf7180000302291:2815853-
2815854 +

CG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491201:736708-
736920 -

AAAAAAATTTAAGAACATGAATTTTGCAAGCAAATTATGTGTGCCAATAACGGTTAAAAAAATGAAGCATTT-CAAGAATTTAATTTTTT-----------TATAACTTG---------------------------------------------------TGCTA------------------------------------------------------------------------------------------TAAAGAAACACGT----------AGATAACAATTAAAGAAAAAAT-----GTTTTTATATTCAAATCCGGACTTTTTAATGGTGTAGTAATCCCGCATCCTTATGCG-GTTTTTTCATTTTTCTCG-----
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR902009

testis

SRR553486

Makindu_3
day-old
ovaries

M025

embryo

SRR553487

NRT_0-2
hours
eggs

GSM343915

embryo

SRR553488

RT_0-2
hours
eggs

SRR618934

dsim w501
ovaries

SRR902008

ovaries

............................................................................TAAGAATAGTAAAACGAAGGGCA............................................................................................................ 23 0 1 32.00 32 29 2 0 1 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGC............................................................................................................. 22 0 1 5.00 5 1 1 2 0 1 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAA........................................................................................................... 24 0 1 2.00 2 1 0 0 0 0 1 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAC........................................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCATT.......................................................................................................... 25 2 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAT........................................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0

...............................................................................................................TATTCTTTTTGCTATTCTATAGG......................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0

............................................................................................AAGGGCAAAAAAAAA.................................................................................................... 15 0 17 0.06 1 0 1 0 0 0 0 0 0

Anti-sense strand reads

CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC
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ovaries

SRR553486

Makindu_3
day-old
ovaries

SRR553488

RT_0-2
hours
eggs

SRR902008

ovaries

......................................................................................................TTTTTTTAAATAAGA.......................................................................................... 15 0 5 0.20 1 1 0 0 0
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Species Coordinate ID Alignment
droSim2 2r:17041481-17041687 - dsi_32435 GCAGAAAACTAACCACAAAG--TGCACA-----------------------GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATT-TATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAATGAGC----------ATTCCTTAAAATACATAT-----------------------------GTGTTTAAAAAAAATGTATGTCT----------CGCGAATTCCTCCGTTTTCCGCG-----
droSec2 scaffold_1:14026217-

14026433 -
dse_339 GCAGAAAACTAACCACGAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCAATAACCTAAGAATAGTAAAACGAAGGACAAAAAAAAAAATTGTATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAACGAGC----------ATTCCTTAAAATACATAT-------GTA--CAT------------AAGTGTTT-AAAAAAATGTATATCT----------CGCGAATTCCTTCGATTTCCGCG-----

dm3 chr2R:16472011-16472235 - dme-mir-
2498

TCAGAAAACTTACACCAAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAAAATGTGATATTTCATCAC-----TCATCAACTCAAAATAGTAAATCGAAGGGCAAAAAA-ATA-TGGTATTCTGTTTG---CTATTATA------------------------------------------------------------------------------------------AAAGTTCACGAGCTAAGCTAACGATTCATTAAAATA--------T---GTA--CATA----CATATTTAAGTGTTAAAAAAAAATGTGTATCT----------CGCGAATTCCTTCGATTTCCTCG-----

droEre2 scaffold_4845:10617179-
10617473 -

der_95 TTAGAAAACAAACACCTTAGT-TGTAAA-----------------------GAAT----AAACTAATT--GT-AAAAATTGTGATATTTTATCAAATCTGCCATAACCTCCAAATACTTAACCGATGATCTAAAAA-CGG----TGTTTTCTGTGAATTTACTATATAACTTATTTATGAAAAAGCTTTAGGATTTAATTTTTCGGACAATGCGATCTAGGCGTTTCTATTGCTGATGTAGTATAGTTTGAAAGATTAAGTTAAAGCGT----------AATCAACAAAATTTTAAAATGT-----A-------------------------CAAAAATATGTGTATCT----------TGTGAATTCCTTCGATA-TCCCG-----

droYak3 2R:12723977-12724282 + dya_34 TTAGAAACTTAGCACCTTTTG-TGTAAA-----------------------GAA----AAAACTAAAT--GTTAAAAATTATTATATTTTATCAAATGTACCATAACCTCAAAATACTAAACTGATGAGCTAAAAAGCTA----TTTTCTCTTTG---TTATTCTGCAATGGATTTATT----TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACTAAGTTAACGAGC----------ATTCATCTCATTTTTGAAATTTTGTGTT--CAT------------GAGTGTGTTAAAAATATGTGTATCT----------TGTAAATTCCTTTGATT-CTCCG-----
droEug1 scf7180000409474:1489613-

1489692 +
GT-------------------------------------------------------------------------------------------------------------------------------------------------------------TATTTTA------------------------------------------------------------------------------------------AGAATTAATGTGT----------AAGTCGCAATAAGTGAAAATGT-----GT-------------------------TA---------CAAAT----------TGTGAATTCGTCAGATA-TTTTTTGTTT

droBia1 scf7180000302291:2815853-
2815854 +

CG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491201:736708-
736920 -

AAAAAAATTTAAGAACATGAATTTTGCAAGCAAATTATGTGTGCCAATAACGGTTAAAAAAATGAAGCATTT-CAAGAATTTAATTTTTT-----------TATAACTTG---------------------------------------------------TGCTA------------------------------------------------------------------------------------------TAAAGAAACACGT----------AGATAACAATTAAAGAAAAAAT-----GTTTTTATATTCAAATCCGGACTTTTTAATGGTGTAGTAATCCCGCATCCTTATGCG-GTTTTTTCATTTTTCTCG-----
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GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG
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dsim w501
ovaries

SRR902008

ovaries

............................................................................TAAGAATAGTAAAACGAAGGGCA............................................................................................................ 23 0 1 32.00 32 29 2 0 1 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGC............................................................................................................. 22 0 1 5.00 5 1 1 2 0 1 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAA........................................................................................................... 24 0 1 2.00 2 1 0 0 0 0 1 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAC........................................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCATT.......................................................................................................... 25 2 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAT........................................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0

...............................................................................................................TATTCTTTTTGCTATTCTATAGG......................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0

............................................................................................AAGGGCAAAAAAAAA.................................................................................................... 15 0 17 0.06 1 0 1 0 0 0 0 0 0

Anti-sense strand reads

CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC
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ovaries
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ovaries

......................................................................................................TTTTTTTAAATAAGA.......................................................................................... 15 0 5 0.20 1 1 0 0 0
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Species Coordinate ID Alignment
droSim2 2r:17041481-17041687 - dsi_32435 GCAGAAAACTAACCACAAAG--TGCACA-----------------------GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATT-TATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAATGAGC----------ATTCCTTAAAATACATAT-----------------------------GTGTTTAAAAAAAATGTATGTCT----------CGCGAATTCCTCCGTTTTCCGCG-----
droSec2 scaffold_1:14026217-

14026433 -
dse_339 GCAGAAAACTAACCACGAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCAATAACCTAAGAATAGTAAAACGAAGGACAAAAAAAAAAATTGTATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAACGAGC----------ATTCCTTAAAATACATAT-------GTA--CAT------------AAGTGTTT-AAAAAAATGTATATCT----------CGCGAATTCCTTCGATTTCCGCG-----

dm3 chr2R:16472011-16472235 - dme-mir-
2498

TCAGAAAACTTACACCAAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAAAATGTGATATTTCATCAC-----TCATCAACTCAAAATAGTAAATCGAAGGGCAAAAAA-ATA-TGGTATTCTGTTTG---CTATTATA------------------------------------------------------------------------------------------AAAGTTCACGAGCTAAGCTAACGATTCATTAAAATA--------T---GTA--CATA----CATATTTAAGTGTTAAAAAAAAATGTGTATCT----------CGCGAATTCCTTCGATTTCCTCG-----

droEre2 scaffold_4845:10617179-
10617473 -

der_95 TTAGAAAACAAACACCTTAGT-TGTAAA-----------------------GAAT----AAACTAATT--GT-AAAAATTGTGATATTTTATCAAATCTGCCATAACCTCCAAATACTTAACCGATGATCTAAAAA-CGG----TGTTTTCTGTGAATTTACTATATAACTTATTTATGAAAAAGCTTTAGGATTTAATTTTTCGGACAATGCGATCTAGGCGTTTCTATTGCTGATGTAGTATAGTTTGAAAGATTAAGTTAAAGCGT----------AATCAACAAAATTTTAAAATGT-----A-------------------------CAAAAATATGTGTATCT----------TGTGAATTCCTTCGATA-TCCCG-----

droYak3 2R:12723977-12724282 + dya_34 TTAGAAACTTAGCACCTTTTG-TGTAAA-----------------------GAA----AAAACTAAAT--GTTAAAAATTATTATATTTTATCAAATGTACCATAACCTCAAAATACTAAACTGATGAGCTAAAAAGCTA----TTTTCTCTTTG---TTATTCTGCAATGGATTTATT----TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACTAAGTTAACGAGC----------ATTCATCTCATTTTTGAAATTTTGTGTT--CAT------------GAGTGTGTTAAAAATATGTGTATCT----------TGTAAATTCCTTTGATT-CTCCG-----
droEug1 scf7180000409474:1489613-

1489692 +
GT-------------------------------------------------------------------------------------------------------------------------------------------------------------TATTTTA------------------------------------------------------------------------------------------AGAATTAATGTGT----------AAGTCGCAATAAGTGAAAATGT-----GT-------------------------TA---------CAAAT----------TGTGAATTCGTCAGATA-TTTTTTGTTT

droBia1 scf7180000302291:2815853-
2815854 +

CG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491201:736708-
736920 -

AAAAAAATTTAAGAACATGAATTTTGCAAGCAAATTATGTGTGCCAATAACGGTTAAAAAAATGAAGCATTT-CAAGAATTTAATTTTTT-----------TATAACTTG---------------------------------------------------TGCTA------------------------------------------------------------------------------------------TAAAGAAACACGT----------AGATAACAATTAAAGAAAAAAT-----GTTTTTATATTCAAATCCGGACTTTTTAATGGTGTAGTAATCCCGCATCCTTATGCG-GTTTTTTCATTTTTCTCG-----
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GCAGAAAACTAACCACAAAGTGCACAGATTGAAAAAAAACACAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATTTATTCTTTTTGCTATTCTATAGGCTAATGAGCATTCCTTAAAATACATATGTGTTTAAAAAAAATGTATGTCTCGCGAATTCCTCCGTTTTCCGCG
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............................................................................TAAGAATAGTAAAACGAAGGGCA............................................................................................................ 23 0 1 32.00 32 29 2 0 1 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGC............................................................................................................. 22 0 1 5.00 5 1 1 2 0 1 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAA........................................................................................................... 24 0 1 2.00 2 1 0 0 0 0 1 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAC........................................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCATT.......................................................................................................... 25 2 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................TAAGAATAGTAAAACGAAGGGCAT........................................................................................................... 24 1 1 1.00 1 1 0 0 0 0 0 0 0

...............................................................................................................TATTCTTTTTGCTATTCTATAGG......................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0

............................................................................................AAGGGCAAAAAAAAA.................................................................................................... 15 0 17 0.06 1 0 1 0 0 0 0 0 0

Anti-sense strand reads

CGTCTTTTGATTGGTGTTTCACGTGTCTAACTTTTTTTTGTGTTCTTACACTATAAAGTAGTTTAAACGGTATTGGATTCTTATCATTTTGCTTCCCGTTTTTTTTTTTAAATAAGAAAAACGATAAGATATCCGATTACTCGTAAGGAATTTTATGTATACACAAATTTTTTTTACATACAGAGCGCTTAAGGAGGCAAAAGGCGC
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......................................................................................................TTTTTTTAAATAAGA.......................................................................................... 15 0 5 0.20 1 1 0 0 0
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droSim2 2r:17041481-17041687 - dsi_32435 GCAGAAAACTAACCACAAAG--TGCACA-----------------------GATTG-AAAA--AAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCCATAACCTAAGAATAGTAAAACGAAGGGCAAAAAAAAAAATT-TATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAATGAGC----------ATTCCTTAAAATACATAT-----------------------------GTGTTTAAAAAAAATGTATGTCT----------CGCGAATTCCTCCGTTTTCCGCG-----
droSec2 scaffold_1:14026217-

14026433 -
dse_339 GCAGAAAACTAACCACGAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAGAATGTGATATTTCATCAAATTTGCAATAACCTAAGAATAGTAAAACGAAGGACAAAAAAAAAAATTGTATTCTTTTTG---CTATTCTA------------------------------------------------------------------------------------------TAGGCTAACGAGC----------ATTCCTTAAAATACATAT-------GTA--CAT------------AAGTGTTT-AAAAAAATGTATATCT----------CGCGAATTCCTTCGATTTCCGCG-----

dm3 chr2R:16472011-16472235 - dme-mir-
2498

TCAGAAAACTTACACCAAAG--TGCACA-----------------------GATTG-AAAAAAAAAAC---A-CAAAAATGTGATATTTCATCAC-----TCATCAACTCAAAATAGTAAATCGAAGGGCAAAAAA-ATA-TGGTATTCTGTTTG---CTATTATA------------------------------------------------------------------------------------------AAAGTTCACGAGCTAAGCTAACGATTCATTAAAATA--------T---GTA--CATA----CATATTTAAGTGTTAAAAAAAAATGTGTATCT----------CGCGAATTCCTTCGATTTCCTCG-----

droEre2 scaffold_4845:10617179-
10617473 -

der_95 TTAGAAAACAAACACCTTAGT-TGTAAA-----------------------GAAT----AAACTAATT--GT-AAAAATTGTGATATTTTATCAAATCTGCCATAACCTCCAAATACTTAACCGATGATCTAAAAA-CGG----TGTTTTCTGTGAATTTACTATATAACTTATTTATGAAAAAGCTTTAGGATTTAATTTTTCGGACAATGCGATCTAGGCGTTTCTATTGCTGATGTAGTATAGTTTGAAAGATTAAGTTAAAGCGT----------AATCAACAAAATTTTAAAATGT-----A-------------------------CAAAAATATGTGTATCT----------TGTGAATTCCTTCGATA-TCCCG-----

droYak3 2R:12723977-12724282 + dya_34 TTAGAAACTTAGCACCTTTTG-TGTAAA-----------------------GAA----AAAACTAAAT--GTTAAAAATTATTATATTTTATCAAATGTACCATAACCTCAAAATACTAAACTGATGAGCTAAAAAGCTA----TTTTCTCTTTG---TTATTCTGCAATGGATTTATT----TGCTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACTAAGTTAACGAGC----------ATTCATCTCATTTTTGAAATTTTGTGTT--CAT------------GAGTGTGTTAAAAATATGTGTATCT----------TGTAAATTCCTTTGATT-CTCCG-----
droEug1 scf7180000409474:1489613-

1489692 +
GT-------------------------------------------------------------------------------------------------------------------------------------------------------------TATTTTA------------------------------------------------------------------------------------------AGAATTAATGTGT----------AAGTCGCAATAAGTGAAAATGT-----GT-------------------------TA---------CAAAT----------TGTGAATTCGTCAGATA-TTTTTTGTTT

droBia1 scf7180000302291:2815853-
2815854 +

CG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491201:736708-
736920 -

AAAAAAATTTAAGAACATGAATTTTGCAAGCAAATTATGTGTGCCAATAACGGTTAAAAAAATGAAGCATTT-CAAGAATTTAATTTTTT-----------TATAACTTG---------------------------------------------------TGCTA------------------------------------------------------------------------------------------TAAAGAAACACGT----------AGATAACAATTAAAGAAAAAAT-----GTTTTTATATTCAAATCCGGACTTTTTAATGGTGTAGTAATCCCGCATCCTTATGCG-GTTTTTTCATTTTTCTCG-----
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