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CTGCCCGGAACCGGACGACATTTGCGTCAAGCTGACAGAGCGACGCGGCGGTAAGCGGAATTCCTTTGTGCTCCAAACCCCATAAACAAATGAATCCCGCTTTCAGCCAGGGAAACCATCACTCGTGACTGCCTTAGCGCGCTAAGCTTCCGCAAA
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..................................................GTAAGCGGAATTCCTTTGTGC..................................................................................... 21 0 1 6540.00 6540 5097 982 175 251 0 15 20

..................................................GTAAGCGGAATTCCTTTGTG...................................................................................... 20 0 1 2157.00 2157 1287 484 208 159 0 7 12

..................................................GTAAGCGGAATTCCTTTGTGCT.................................................................................... 22 0 1 2101.00 2101 982 588 329 156 19 14 13

..................................................GTAAGCGGAATTCCTTTGTGCTCCA................................................................................. 25 0 1 859.00 859 285 218 148 12 193 2 1

..................................................GTAAGCGGAATTCCTTTGTGCTC................................................................................... 23 0 1 839.00 839 216 193 219 66 67 71 7

..................................................GTAAGCGGAATTCCTTTGTGCTCC.................................................................................. 24 0 1 391.00 391 76 95 207 10 0 3 0

..................................................GTAAGCGGAATTCCTTTGTGCTT................................................................................... 23 1 1 184.00 184 55 44 24 6 55 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCAAACC............................................................................. 29 0 1 177.00 177 0 15 142 0 15 5 0

....................................................................................AACAAATGAATCCCGCTTTCAG.................................................. 22 0 1 169.00 169 67 16 63 3 0 6 14

..................................................GTAAGCGGAATTCCTTTGTGCTCCAA................................................................................ 26 0 1 157.00 157 9 12 126 1 7 2 0

..................................................GTAAGCGGAATTCCTTTG........................................................................................ 18 0 1 131.00 131 113 7 7 4 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGT..................................................................................... 21 1 1 118.00 118 40 49 16 13 0 0 0

....................................................................................AACAAATGAATCCCGCTTTCA................................................... 21 0 1 101.00 101 57 13 23 1 0 2 5

..................................................GTAAGCGGAATTCCTTTGT....................................................................................... 19 0 1 101.00 101 39 35 14 12 0 1 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCAAAC.............................................................................. 28 0 1 94.00 94 7 10 59 1 15 2 0

.....................................................................................ACAAATGAATCCCGCTTTCAGT................................................. 22 1 1 84.00 84 29 14 28 5 0 7 1

.....................................................................................ACAAATGAATCCCGCTTTCAG.................................................. 21 0 1 55.00 55 28 1 21 2 0 3 0

..................................................GTAAGCGGAATTCCTTTGTT...................................................................................... 20 1 1 55.00 55 34 14 1 4 0 0 2

.....................................................................................ACAAATGAATCCCGCTTTCA................................................... 20 0 1 50.00 50 35 4 8 3 0 0 0

......................................................................................CAAATGAATCCCGCTTTCAGT................................................. 21 1 1 41.00 41 12 7 11 6 0 4 1

..................................................GTAAGCGGAATTCCTTTGTGCTCCAAA............................................................................... 27 0 1 39.00 39 1 4 32 1 1 0 0

..................................................GTAAGCGGAATTCCTTTGTGA..................................................................................... 21 1 1 37.00 37 28 7 1 1 0 0 0

.....................................................................................ACAAATGAATCCCGCTTTCAGA................................................. 22 1 1 27.00 27 7 0 18 0 0 1 1

..................................................GTAAGCGGAATTCCTTTGTGCTA................................................................................... 23 1 1 25.00 25 16 7 0 1 1 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCT.................................................................................. 24 1 1 22.00 22 9 4 8 1 0 0 0

......................................................................................CAAATGAATCCCGCTTTCAGA................................................. 21 1 1 22.00 22 4 0 14 1 0 3 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCT................................................................................. 25 1 1 21.00 21 3 8 8 2 0 0 0

...................................................TAAGCGGAATTCCTTTGTGC..................................................................................... 20 0 1 20.00 20 2 1 17 0 0 0 0

...................................................TAAGCGGAATTCCTTTGTGCT.................................................................................... 21 0 1 20.00 20 1 0 19 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTTT.................................................................................. 24 2 1 18.00 18 12 4 1 1 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCAAACCCCA.......................................................................... 32 0 1 17.00 17 0 0 0 0 17 0 0

...................................................TAAGCGGAATTCCTTTGTG...................................................................................... 19 0 1 17.00 17 2 0 15 0 0 0 0

..................................................GTAAGCGGAATTCCTTTT........................................................................................ 18 1 1 16.00 16 16 0 0 0 0 0 0

...................................................TAAGCGGAATTCCTTTGTGCTC................................................................................... 22 0 1 14.00 14 0 1 12 0 0 1 0

..................................................GTAAGCGGAATTCCTTTGTGCC.................................................................................... 22 1 1 13.00 13 2 2 0 1 0 8 0

...................................................TAAGCGGAATTCCTTTGTGCTCC.................................................................................. 23 0 1 12.00 12 0 0 12 0 0 0 0

...................................................TAAGCGGAATTCCTTTGTGCTCCAAACC............................................................................. 28 0 1 11.00 11 0 0 11 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCA.................................................................................... 22 1 1 10.00 10 4 2 2 2 0 0 0

......................................................................................CAAATGAATCCCGCTTTCAG.................................................. 20 0 1 10.00 10 4 1 4 0 0 1 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCAAACT............................................................................. 29 1 1 9.00 9 0 2 7 0 0 0 0

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

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

...................................................TAAGCGGAATTCCTTTGTGCTCCAAAC.............................................................................. 27 0 1 7.00 7 0 0 7 0 0 0 0

......................................................................................CAAATGAATCCCGCTTTCAGTT................................................ 22 2 1 7.00 7 4 1 2 0 0 0 0

...................................................TAAGCGGAATTCCTTTGTGCTCCAA................................................................................ 25 0 1 7.00 7 0 0 7 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGC....................................................................................... 19 1 1 6.00 6 3 2 1 0 0 0 0

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

.........................................................................CAAACCCCATAAACAAATGAATCCCGCT....................................................... 28 0 1 6.00 6 6 0 0 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCAAT............................................................................... 27 1 1 5.00 5 1 0 2 0 2 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCTT................................................................................ 26 2 1 5.00 5 0 0 5 0 0 0 0

....................................................AAGCGGAATTCCTTTGTGC..................................................................................... 19 0 1 5.00 5 4 0 1 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCTT................................................................................. 25 2 1 4.00 4 1 1 2 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCC................................................................................. 25 1 1 4.00 4 2 0 2 0 0 0 0

.........................................................................CAAACCCCATAAACAAATGAATCCCG......................................................... 26 0 1 4.00 4 2 0 2 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCA.................................................................................. 24 1 1 4.00 4 2 1 1 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTG................................................................................... 23 1 1 4.00 4 2 2 0 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCG................................................................................. 25 1 1 4.00 4 2 0 0 0 2 0 0

.....................................................................................ACAAATGAATCCCGCTTTCAGC................................................. 22 0 1 4.00 4 0 0 0 0 0 4 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCAT................................................................................ 26 1 1 3.00 3 0 0 3 0 0 0 0

..................................................................................TAAACAAATGAATCCCGCTTTCA................................................... 23 0 1 3.00 3 3 0 0 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCG.................................................................................... 22 1 1 3.00 3 1 2 0 0 0 0 0

.......................................................................................AAATGAATCCCGCTTTCAGA................................................. 20 1 1 3.00 3 1 0 2 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGAA.................................................................................... 22 2 1 3.00 3 2 1 0 0 0 0 0

...................................................................................AAACAAATGAATCCCGCTTTCAG.................................................. 23 0 1 3.00 3 0 0 3 0 0 0 0

......................................................................................CAAATGAATCCCGCTTTCA................................................... 19 0 1 3.00 3 3 0 0 0 0 0 0

.....................................................................................ACAAATGAATCCCGCTTTC.................................................... 19 0 1 3.00 3 3 0 0 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTC...................................................................................... 20 1 1 3.00 3 0 2 0 1 0 0 0

....................................................AAGCGGAATTCCTTTGTGCTC................................................................................... 21 0 1 3.00 3 0 1 1 0 0 1 0

...................................................TAAGCGGAATTCCTTTGTGCTCCA................................................................................. 24 0 1 3.00 3 0 0 3 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTA...................................................................................... 20 1 1 2.00 2 0 2 0 0 0 0 0

....................................................................................AACAAATGAATCCCGCTTT..................................................... 19 0 1 2.00 2 2 0 0 0 0 0 0

...................................................TAAGCGGAATTCCTTTGTGT..................................................................................... 20 1 1 2.00 2 0 0 2 0 0 0 0

.....................................................AGCGGAATTCCTTTGTGCT.................................................................................... 19 0 1 2.00 2 1 0 1 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCAAAA.............................................................................. 28 1 1 2.00 2 0 0 2 0 0 0 0

...................................................TAAGCGGAATTCCTTTGT....................................................................................... 18 0 1 2.00 2 0 0 2 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTTA.................................................................................. 24 2 1 2.00 2 1 1 0 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGG..................................................................................... 21 1 1 2.00 2 0 0 1 1 0 0 0

....................................................................................AACAAATGAATCCCGCTTTCAT.................................................. 22 1 1 2.00 2 1 0 0 1 0 0 0

.......................................................................................AAATGAATCCCGCTTTCAG.................................................. 19 0 1 2.00 2 0 0 2 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCAAAT.............................................................................. 28 1 1 2.00 2 0 1 0 0 1 0 0

...................................................TAAGCGGAATTCCTTTGTGCTCT.................................................................................. 23 1 1 2.00 2 0 0 2 0 0 0 0

....................................................AAGCGGAATTCCTTTGTGCT.................................................................................... 20 0 1 2.00 2 1 1 0 0 0 0 0

...................................................................................AAACAAATGAATCCCGCTTTCA................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGTG.................................................................................... 22 2 1 1.00 1 1 0 0 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTCCAG................................................................................ 26 1 1 1.00 1 1 0 0 0 0 0 0

..................................................GTAAGCGGAATTCCTTTGTGCTGT.................................................................................. 24 2 1 1.00 1 0 0 0 0 0 1 0

..................................................GTAAGCGGAATTCCTTTGTGCTCTTT................................................................................ 26 3 1 1.00 1 0 0 1 0 0 0 0

........................................................................CCAAACCCCATAAACAAATGAATCCC.......................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0

.....................................................AGCGGAATTCCTTTGTGCTC................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0

Anti-sense strand reads

GACGGGCCTTGGCCTGCTGTAAACGCAGTTCGACTGTCTCGCTGCGCCGCCATTCGCCTTAAGGAAACACGAGGTTTGGGGTATTTGTTTACTTAGGGCGAAAGTCGGTCCCTTTGGTAGTGAGCACTGACGGAATCGCGCGATTCGAAGGCGTTT
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................CTGTAAACGCAGTTCGACTG........................................................................................................................ 20 0 1 1.00 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4784:11686820-

11686976 -
der_21 CTGCCCGGAACCGGACGACATTTGCGTCAAGCTGACAGAGCGACGCGGCGGTAAGCGGAAT---------T-----CCTTT--GT-GCTCCAAACCCCATAA-ACAAAT---------------------GAA----T---C-CCGCTTTCAGCCAGGGAAACCATCACTCGTGACTGCCTTAGCGCGCTAAGCTTCCGCAAAG

droYak3 3L:11736855-11737011 - CTGCCCTGAACCGGACGACATATGCGTCAAGCTGACGGAGCGACGCGGCGGTAAGCGGAAA---------T-----CCGTT--GT-GATCCGAACCTCAAAA-TCAATT---------------------GAA----A---C-TCGCTTACAGCCAGGGAAACCATCACCCGTGACTGCCTTAGCGCGCTGAGCTTCCGCAAAG
droSec2 scaffold_0:3890154-3890310 - CTGCCCGGAACCGGACGACATTTGCGTCAAAGTGACGGAACGACGCGGCGGTAAGCGGAAA---------A-----CCTCT--GT-GATCCGAGCTCCATTA-ACAAAT---------------------GTT----A---C-TCGCTTTTAGCCAGGGAAACAATCACACGTGACTGCCTCAGCGCGCTGAGCTTCCGCAAAG
droSim2 3l:11411885-11412041 - CTGCCCGGAACCGGACGACATTTGCGTCAAGGTGACGGAACGACGCGGCGGTAAGCGGAAA---------A-----CCTTT--GT-GATCCGAGCTCCATAA-ACAAAT---------------------AAA----A---C-TCGCTTTCAGCCAGGGAAACAATCACACGTGACTGCCTTAGCGCGCTGAGCTTCCGCAAAG
dm3 chr3L:11704001-11704157 - CTGCCCGGAACCGGACGACATTTGCGTCAAGGTGACGGAGCGACGCGGCGGTAAGCGGAAA---------T-----CCTCT--GT-TATCCGAGCTTCATTA-ACAAAT---------------------GAA----A---C-TCGCTTTTAGCCAGGGAAACAATCACACGTGACTGCCTAAGCGCGCTGAGCTTCCGCAAAG
droEug1 scf7180000409711:3579861-

3580015 -
CTGCCCAGAACCCGACGATATTTGCGTCAAGGTGACAGAGCGCCGAGGCGGTAAGCGGAAA---------T-----CCTTT--GA-ATTT------------AACATGTGCCCTAA-----------------ACGA--AAA-TCTTTTACAGCCAGGGAAACGATCACCCGCGATTGCCTCAGTGCACTAAACTTCCGTAAGG

droBia1 scf7180000302334:147875-
148029 -

CTGCCCAGAGCCAAACGACATCTGCGTCAAGGTGATCGAGCAACGCGGCGGTAAGCAGGAG---------T-----TCTAT--CT-GTTT------------GTCGCGTTTTTTAA-----------------ACCC--GTA-TCCGTTTCAGCCCAAGAAACCATTACTCGCGAGTGCCTCAGCGCCCTGAGCTTCCGCAAGG

droTak1 scf7180000414445:499052-
499206 +

CTGCCCGGAACCCGATGACATCTGCGTCAAGGTGACCGAGCGACGCGGCGGTAAGCAGAGA---------T-----CCTTT--AT-TATT------------TCCGCGTGACTTGA-----------------AACC--AAA-TCCCTTTTAGCCAGGGAAACCATCACTCGCGACTGCCTCAGCGCCCTGAGCTTCCGCAAGG

droEle1 scf7180000490993:2090492-
2090655 +

CTGCCCAGAACCCAACGACATTTGTGTCAAGGTGACTGAGAGACGCGGCGGTAAGTGGAAA---------T-----CCCTT--AT-A---------------AGCACGTGACATAGACTCAAGTCCTAA----TCCC---AA-TTCCTTTCAGCCATGGAAACAATCACCCGCGATTGCCTCAGCGCACTGAGCTTCCGCAAGG

droRho1 scf7180000767448:108021-
108184 +

CTGCCCGGAACCGGACGATATTTGCGTCAAGCTGACGGAGCGACGCGGCGGTAAGCAGGAA---------T-----CCCTT--CG-A---------------ACCACGTGACCTGGCCCAAAACCCTAATC-----C--AAA-TCCCTTCCAGGCAGTGAAACAATAACCCGCGATTGTCTCAGCGCCCTGAACTTCCGTAAAG

droFic1 scf7180000454113:2996197-
2996352 +

CTGCCCGGAGCCAAACGACATATGCGTTAAAGTGACCGAAAGACGCGGCTGTAAGTGAGAT---------T-----TG-----GT-CGCCCCA---------ATCACATGACCTAA-----------------ATTC--GAATCCCTTTTCAGCTAGGGAAACAATTACCCGCGATTGCCTTAGCGCCCTGAACTTCCGCAAAG

droKik1 scf7180000302391:1134212-
1134372 +

CTGCCCAGAACCAAACGACATCTGCGTGAAGGTGACAGAGCGACGCGGCGGTAAGTCCACGCCTCCTTATT-------------TACTCC------------AGCACGTGTCTTGA-----------------TTCCAAGAA-TCCCTTGCAGCCCAGGAGACCATTACACGCGATTGCCTTAGCGCCTTGAGCTTCCGCAAGG

droAna3 scaffold_13337:5968163-
5968330 -

GTGCCCTGAGCCGGATGACATCTGCGTCAAAGTTACTGAGCGAAGAGGAGGTAAGTGGATGGGGTGGGGGCTGTATTAGA-CA--GATCT------------TTCACGTGGCTTTG-----------------TCTC--AA--ACCCTTCCAGCTCGGGAGACCATCACGCGCGAATGCTTGAGCGCCCTCAACTTCCGCACCG

droBip1 scf7180000396518:31029-31196
-

GTGCCCCGAACCGGATGACATCTGCGTCAAAGTGACGGAGCGAAGAGGGGGTAAGTGGTTGGGGCTGGGGTTATATCAGA-TA--GACCT------------TTCACGTGGCTTTG-----------------TCTG---AA-AACCTTTCAGCTCGGGAGACCATCACCCGTGAGTGCCTGAGCGCCCTGAACTTCCGCCGCG

dp5 XR_group6:9988715-9988875 + GTGCCCGGAGCCCAACGATATCTGCGTTAAAGTGACGGAACGCCGCGGCTGTAAGTGGGTC---------T-----AAGGC--TC-GACAGGAGCTTCATAT-TTATGTGGCTTTT-----------------C-------T-TCGATTTCAGCAAAGGAAACGATAACACGTGACTGCCTAAGTGCCCTCAGCTTCCGAACAG
droPer2 scaffold_61:269142-269302 + GTGCCCGGAGCCCAACGATATCTGCGTTAAAGTGACGGAACGCCGCGGCTGTAAGTGGGTC---------T-----AAGGC--TC-GACAGGAGCTTCATAT-TTATGTGGCTTTT-----------------C-------T-TCGATTTCAGCAAAGGAAACGATAACACGTGACTGCCTAAGTGCCCTCAGCTTCCGAACAG
droWil2 scf2_1100000004762:2640734-

2640894 +
ATGCCCAGAGCCCAATGATATATGCGTGAAAGTCACAGAACGCCGAGGAGGTAAGACGAAA---------T-----ACAGC--AT-GTTGATAACACTCAAA-TTGATT---------------------TAAATTT--G-T-TAAATTGCAGCCCAAGAGACCATCACACGAGATTGTCTTAGTGCCTTGAGTTTCCGCACGG

droVir3 scaffold_13049:23921073-
23921173 -

ATGTCCTGAGAGCAACGACATTTGCGTAAAAGTGACCGAGCGACGCGG-------------------------------------------------------------------------------------------------------AGCCAAGGAGACCATAACCCGCGATTGTCTTAGTGCGCTCAGCTTTCGCACAG

droMoj3 scaffold_6680:18548545-
18548645 -

GTGCCCCGAGAGCAACGACATCTGCGTCAAGGTGACGGAGCGGCGTGG-------------------------------------------------------------------------------------------------------AGCCAAGGAGACAATAACAAGGGATTGCCTCAGCGCACTTAACTTCCGCACCG

droGri2 scaffold_15110:9761190-
9761290 +

GTGTCCCGAGACCAACGATATCTGCGTCAAGGTGACGGAGAGACGCGGC-------------------------------------------------------------------------------------------------------GCCAAGGAGACGATTACCCGCGATTGTCTCAGTGCACTCAACTTTCGCACTG
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CTGTTATTTTACTATATAACTTATTTATGAAGAAGCTTTAGGATTTAATTTTTCCGACAATGCGATCTAGGCGTTTCTATCGCTGAGGTAGTATTGTTTGAAAGATTAAGTTAAAGCGTAATCATCAAAATTTTAAAATGTGAATAAGTACATAAG
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...................................................................................TGAGGTAGTATTGTTTGAAAGA................................................... 22 0 1 5023.00 5023 4474 503 22 19 5 0

...................................................................................TGAGGTAGTATTGTTTGAAAG.................................................... 21 0 1 1087.00 1087 958 116 8 4 1 0

...................................................................................TGAGGTAGTATTGTTTGAAAGAA.................................................. 23 1 1 725.00 725 654 65 5 1 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGAT.................................................. 23 0 1 392.00 392 344 38 5 2 0 3

..................................................TTTCCGACAATGCGATCTAGG..................................................................................... 21 0 1 369.00 369 297 52 11 8 1 0

...................................................................................TGAGGTAGTATTGTTTGAAA..................................................... 20 0 1 203.00 203 171 26 2 3 1 0

...................................................................................TGAGGTAGTATTGTTTGAAAGAAA................................................. 24 2 1 145.00 145 127 16 1 1 0 0

....................................................................................GAGGTAGTATTGTTTGAAAGA................................................... 21 0 1 133.00 133 115 18 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAA.................................................... 21 1 1 55.00 55 47 7 0 0 1 0

..................................................TTTCCGACAATGCGATCTAGGC.................................................................................... 22 0 1 51.00 51 37 8 1 3 2 0

..................................................TTTCCGACAATGCGATCTAG...................................................................................... 20 0 1 40.00 40 33 2 4 1 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGT................................................... 22 1 1 39.00 39 33 5 0 0 1 0

...................................................................................TGAGGTAGTATTGTTTGAA...................................................... 19 0 1 36.00 36 30 6 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGAC.................................................. 23 1 1 22.00 22 19 3 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGATA................................................. 24 1 1 17.00 17 13 3 1 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGACA................................................. 24 2 1 12.00 12 10 2 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGC................................................... 22 1 1 11.00 11 11 0 0 0 0 0

....................................................................................GAGGTAGTATTGTTTGAAAGAA.................................................. 22 1 1 11.00 11 10 0 0 1 0 0

.................................................TTTTCCGACAATGCGATCTAGG..................................................................................... 22 0 1 11.00 11 7 2 2 0 0 0

....................................................................................GAGGTAGTATTGTTTGAAAG.................................................... 20 0 1 10.00 10 8 1 1 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGATT................................................. 24 0 1 9.00 9 9 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGAG.................................................. 23 1 1 8.00 8 8 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAGA.................................................... 21 2 1 7.00 7 6 0 0 1 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGATAT................................................ 25 2 1 5.00 5 4 1 0 0 0 0

..................................................TTTCCGACAATGCGATCTAGGCGT.................................................................................. 24 0 1 5.00 5 5 0 0 0 0 0

..................................................TTTCCGACAATGCGATCTAGGA.................................................................................... 22 1 1 5.00 5 4 0 0 1 0 0

..................................................TTTCCGACAATGCGATCTAGGT.................................................................................... 22 1 1 5.00 5 4 1 0 0 0 0

....................................................................................GAGGTAGTATTGTTTGAAAGAAA................................................. 23 2 1 4.00 4 4 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGCA.................................................. 23 2 1 4.00 4 3 1 0 0 0 0

....................................................................................GAGGTAGTATTGTTTGAAAGAT.................................................. 22 0 1 4.00 4 2 1 1 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGTA.................................................. 23 2 1 3.00 3 3 0 0 0 0 0

..................................................TTTCCGACAATGCGATCTAGGCA................................................................................... 23 1 1 3.00 3 1 2 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGTAA................................................. 24 3 1 3.00 3 3 0 0 0 0 0

..................................................TTTCCGACAATGCGATCTAGGCT................................................................................... 23 1 1 2.00 2 2 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGA....................................................... 18 0 1 2.00 2 2 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAT..................................................... 20 1 1 2.00 2 2 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGG................................................... 22 1 1 2.00 2 2 0 0 0 0 0

....................................................................................GAGGTAGTATTGTTTGAAA..................................................... 19 0 1 2.00 2 1 1 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAT.................................................... 21 1 1 2.00 2 1 1 0 0 0 0

..................................................................................CTGAGGTAGTATTGTTTGAAAGA................................................... 23 0 1 2.00 2 1 1 0 0 0 0

...................................................TTCCGACAATGCGATCTAGG..................................................................................... 20 0 1 2.00 2 0 2 0 0 0 0

..................................................TTTCCGACAATGCGATCTAGGCG................................................................................... 23 0 1 2.00 2 1 1 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGAAGT................................................ 25 3 1 1.00 1 1 0 0 0 0 0

..................................................TTTCCGACAATGCGATCTAGGCAAA................................................................................. 25 3 1 1.00 1 1 0 0 0 0 0

....................................................................................GAGGTAGTATTGTTTGAAAT.................................................... 20 1 1 1.00 1 0 0 1 0 0 0

..................................................................................CTGAGGTAGTATTGTTTGAAAGAT.................................................. 24 0 1 1.00 1 1 0 0 0 0 0

..................................................TTTCCGACAATGCGATCTAGGCGTT................................................................................. 25 0 1 1.00 1 1 0 0 0 0 0

..................................................TTTCCGACAATGCGATCTAGGAT................................................................................... 23 2 1 1.00 1 1 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAC.................................................... 21 1 1 1.00 1 1 0 0 0 0 0

....................................................................................GAGGTAGTATTGTTTGAAAGT................................................... 21 1 1 1.00 1 1 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAAT................................................... 22 2 1 1.00 1 1 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGAAAT................................................ 25 3 1 1.00 1 1 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGAGA................................................. 24 2 1 1.00 1 0 1 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAT...................................................... 19 1 1 1.00 1 1 0 0 0 0 0

..................................................TTTCCGACAATGCGATCTAT...................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0

...................................................................................TGAGGTAGTATTGTTTGAAAGCC.................................................. 23 2 1 1.00 1 1 0 0 0 0 0

..................................................................................CTGAGGTAGTATTGTTTGAAAGAA.................................................. 24 1 1 1.00 1 0 1 0 0 0 0

.......................................................................................GTAGTATTGTTTGAAAGA................................................... 18 0 1 1.00 1 1 0 0 0 0 0

........................................................................................TAGTATTGTTTGAAAGAA.................................................. 18 1 2 1.00 2 2 0 0 0 0 0

Anti-sense strand reads

GACAATAAAATGATATATTGAATAAATACTTCTTCGAAATCCTAAATTAAAAAGGCTGTTACGCTAGATCCGCAAAGATAGCGACTCCATCATAACAAACTTTCTAATTCAATTTCGCATTAGTAGTTTTAAAATTTTACACTTATTCATGTATTC

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4845:10618678-

10618833 -
der_25 CT--GTT------------ATTTTACT--------------------A--------------TATAACTTATTTA-------------------------------------------------TG----AAGAAG-----------------------------------------------------------------------------------------CTTTAGGATTTAATTTTTCCGACAATGCGATCTAGGCGTTTCTATCGCTGAGGTAGTATTGTTTGAAAGATT------------AAGTTAAAGCGT----------AATCATC---AAAATTTT-----AAAATG-------------------TGAATAAGTACATAAG

droYak3 2R:12724091-12724238 + dya_34 CT--C--------TTTGTTATTCTGCA--------------------A--------------TG-GATTTATTTG------------------------------------------------------------------------------------------------------------------------------------------------------CTTTAGGATTTATTTTTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACT------------AAGTTAACGAGC----------ATTCATC---TCATTTTT-----GAAAT----------------------TTTGTGTTCATGAG
droSec2 scaffold_1:14026261-

14026315 -
CT--T--------TTTGCTATTCTAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCTAACGAGC----------ATTC---CTT------------------------------AAAAT----ACATATGTACATAAG

droSim2 2r:17041526-17041582 - AAAATTTATTCTTTTTGCTATTCTAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCTAATGAGC----------ATTC---CTT------------------------------AA------------AATACATATG
dm3 chr2R:16472056-16472124 - CT--G--------TTTGCTATTATAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGTTCACGAGCTAAGCTAACGATTC---ATT------------------------------AAAATATGTACATACATATTTAAG
droEug1 scf7180000409474:1489501-

1489655 +
AT--ATT--------G--------------------AAAGTATGATTA--------TTAAAATAATATTTATTTA-------------------------------------------------CATTTAAAGCACTTT-----------------------------------------------------------------------------------------------CGAATTTTTAAGATAACTCAAT--GGGTGT--ACATTTTTAAATAATTATTGTTCGA-GCGTTGAGTTATTTTAAGAATTAATGTGT----------AAGT---CGC------------------------------A----------ATAAGTGAAAATG

droTak1 scf7180000415401:100655-

100895 -

CG--TTTATTACTCTTGAT-------AATTCTGTAAAAGAAATTAAAA--------------CATCTTTTATTGA-------------------------------------------TTTATACAGAGAAATAAGTTTAAGTGAAT----------------------TCGCCAAAAATGGTTAAAGCTAAAAAAGTGCGTGTTTAAGTTCCTATCGGAATCAGTACTTTTATTTGCTTTTCTGGATTATTTAACAAAGGTATTTTGGAAGCCTAAGTTAAGTTTTCCAGAAAAGT------------AATATAAAGTTA----------ATTCATC---AA-----------------------------------------AAATAATTATT

droEle1 scf7180000491201:736802-
736956 -

TT--GTT--------A--------------------AAAAATTCATTA--------------CAAGCGTTATGTA-------------------------------------------------TAATAAAAAAAATTTAAGAACATGAATTTTGCAAGCAAATTATGTGTGCCAATAAC--------------------------------------------------------------------------------------------------------GGTTAAA-AAAATGAAGCATTTCAAGAATT--------------------TAAT---TTTTTTATAACTTGTGCTA-------------------TAAAGAAACACGTAGA

droRho1 scf7180000780104:82895-
83097 -

CT------------TAGTCATTGTACAAGCTTGTGAAAGGGACA-TAACCTCAAAAT-----TG-AAGTAATAAGATATATTATTTATTTGTTAGTATATTTTATTTACAGCGTCCCTTTTATCCAGATAAAAAA---TAATTTGGT----------------------TTGTCAAAGGGTAATAAACTTCAAGAAC---------------------------------------------------------------------------------------CGTTC----------------------------------------------------AAAAATAT-----AAAATCTGAAGAAATTTAA-AT---TGAAAGTTATTATAAG
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ID:

der_34
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scaffold_4690:9672360-9672417 +

Confidence:
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Class:

Testes-restricted

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to intron [Dere\GG18050-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATCCGGCAAAGTGAATACCAGTACTATACTGTATCTATACTTTTTAAAACATTCTTATTCGGTCCGCTTCTGCAAAGTTTTTATTGCAGCGTGTCAAATGAGAAAGTTTTAGAAAGCGATTACAATCAACAACCCAAAATATCATATGTTTAAACTTT

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

.....................................................................................GCAGCGTGTCAAATGAGAAAGT................................................... 22 0 1 1041.00 1041 969 67 3 2

..................................................ATTCTTATTCGGTCCGCTTCTG...................................................................................... 22 0 1 534.00 534 460 66 7 1

......................................................................................CAGCGTGTCAAATGAGAAAGTT.................................................. 22 0 1 459.00 459 396 56 3 4

.....................................................................................GCAGCGTGTCAAATGAGAAAG.................................................... 21 0 1 427.00 427 395 27 3 2

......................................................................................CAGCGTGTCAAATGAGAAAGT................................................... 21 0 1 377.00 377 307 68 1 1

..................................................ATTCTTATTCGGTCCGCTTCT....................................................................................... 21 0 1 288.00 288 253 33 2 0

..................................................ATTCTTATTCGGTCCGCTTCTGCA.................................................................................... 24 0 1 123.00 123 115 8 0 0

......................................................................................CAGCGTGTCAAATGAGAAAG.................................................... 20 0 1 95.00 95 76 17 0 2

..................................................ATTCTTATTCGGTCCGCTTCTGC..................................................................................... 23 0 1 60.00 60 57 1 1 1

.....................................................................................GCAGCGTGTCAAATGAGAAA..................................................... 20 0 1 50.00 50 45 5 0 0

..................................................ATTCTTATTCGGTCCGCTTCTGCAA................................................................................... 25 0 1 43.00 43 40 3 0 0

..................................................ATTCTTATTCGGTCCGCTTC........................................................................................ 20 0 1 37.00 37 35 2 0 0

..................................................ATTCTTATTCGGTCCGCTTCTGT..................................................................................... 23 1 1 26.00 26 24 2 0 0

.................................................CATTCTTATTCGGTCCGCTTCTG...................................................................................... 23 0 1 20.00 20 20 0 0 0

......................................................................................CAGCGTGTCAAATGAGAAAGTTT................................................. 23 0 1 13.00 13 10 1 2 0

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

......................................................................................CAGCGTGTCAAATGAGAAA..................................................... 19 0 1 12.00 12 8 3 1 0

.................................................CATTCTTATTCGGTCCGCTTCTGCA.................................................................................... 25 0 1 11.00 11 11 0 0 0

.....................................................................................GCAGCGTGTCAAATGAGAAAGTT.................................................. 23 0 1 10.00 10 10 0 0 0

.......................................................................................AGCGTGTCAAATGAGAAAGT................................................... 20 0 1 9.00 9 7 1 0 1

....................................................................................TGCAGCGTGTCAAATGAGAAAG.................................................... 22 0 1 9.00 9 7 2 0 0

.......................................................................................AGCGTGTCAAATGAGAAAGTT.................................................. 21 0 1 8.00 8 8 0 0 0

....................................................................................TGCAGCGTGTCAAATGAGAAA..................................................... 21 0 1 7.00 7 7 0 0 0

..................................................ATTCTTATTCGGTCCGCTTCTT...................................................................................... 22 1 1 6.00 6 6 0 0 0

.................................................CATTCTTATTCGGTCCGCTTC........................................................................................ 21 0 1 4.00 4 2 2 0 0

....................................................................................TGCAGCGTGTCAAATGAGAA...................................................... 20 0 1 4.00 4 4 0 0 0

.................................................CATTCTTATTCGGTCCGCTTCT....................................................................................... 22 0 1 4.00 4 3 1 0 0

..................................................ATTCTTATTCGGTCCGCTT......................................................................................... 19 0 1 4.00 4 3 1 0 0

.....................................................................................GCAGCGTGTCAAATGAGAAAGC................................................... 22 1 1 3.00 3 3 0 0 0

.......................................................................................AGCGTGTCAAATGAGAAAGTTTT................................................ 23 0 1 3.00 3 3 0 0 0

..................................................ATTCTTATTCGGTCCGCTTCTGTT.................................................................................... 24 2 1 3.00 3 2 1 0 0

...................................................TTCTTATTCGGTCCGCTTCTG...................................................................................... 21 0 1 2.00 2 2 0 0 0

...................................................TTCTTATTCGGTCCGCTTCTGC..................................................................................... 22 0 1 2.00 2 0 2 0 0

.....................................................................................GCAGCGTGTCAAATGAGAAAGG................................................... 22 1 1 2.00 2 2 0 0 0

..............................................AAACATTCTTATTCGGTCCGCT.......................................................................................... 22 0 1 2.00 2 2 0 0 0

.....................................................................................GCAGCGTGTCAAATGAGAAGT.................................................... 21 2 1 2.00 2 2 0 0 0

..................................................ATTCTTATTCGGTCCGCTTCACT..................................................................................... 23 3 1 1.00 1 1 0 0 0

....................................................TCTTATTCGGTCCGCTTCT....................................................................................... 19 0 1 1.00 1 1 0 0 0

..................................................ATTCTTATTCGGTCCGCTTG........................................................................................ 20 1 1 1.00 1 1 0 0 0

......................................................................................CAGCGTGTCAAATGAGAAGT.................................................... 20 2 1 1.00 1 1 0 0 0

....................................................................................TGCAGCGTGTCAAATGAGAAAT.................................................... 22 1 1 1.00 1 0 1 0 0

..........................................................................................GTGTCAAATGAGAAAGTTTTAGT............................................. 23 1 1 1.00 1 1 0 0 0

..................................................ATTCTTATTCGGTCCGCTTCTGCAAA.................................................................................. 26 0 1 1.00 1 1 0 0 0

..................................................ATTCTTATTCGGTCCGCTTCTGCAAT.................................................................................. 26 1 1 1.00 1 1 0 0 0

...............................................AACATTCTTATTCGGTCCGCTTCTG...................................................................................... 25 0 1 1.00 1 1 0 0 0

........................................................................................GCGTGTCAAATGAGAAAG.................................................... 18 0 1 1.00 1 1 0 0 0

..........................................................................................GTGTCAAATGAGAAAGTT.................................................. 18 0 1 1.00 1 1 0 0 0

..................................................ATTCTTATTCGGTCCGCTTCTC...................................................................................... 22 1 1 1.00 1 0 1 0 0

...................................................TTCTTATTCGGTCCGCTTCT....................................................................................... 20 0 1 1.00 1 1 0 0 0

.....................................................................................GCAGCGTGTCAAATGAGAAAGA................................................... 22 1 1 1.00 1 0 1 0 0

.................................................CATTCTTATTCGGTCCGCT.......................................................................................... 19 0 1 1.00 1 1 0 0 0

..................................................ATTCTTATTCGGTCCGCTTCTGG..................................................................................... 23 1 1 1.00 1 0 1 0 0

..................................................ATTCTTATTCGGTCCGCT.......................................................................................... 18 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TAGGCCGTTTCACTTATGGTCATGATATGACATAGATATGAAAAATTTTGTAAGAATAAGCCAGGCGAAGACGTTTCAAAAATAACGTCGCACAGTTTACTCTTTCAAAATCTTTCGCTAATGTTAGTTGTTGGGTTTTATAGTATACAAATTTGAAA
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4690:9672310-

9672467 +
der_34 ATC--------------------CGGCAAAGTGAATACCAGT-ACTATACTGTAT-------CTATACTTTTTAAAACATTCTTATTCGGTCCGCTTCTGCAAAG-----------------------------TTTTTATTGCAGCGTGTCAAATGAGAAAGTTTTAGAAAGCGATTACAATCAACAACCCAAAATATCA-------TATGTTTAAACTTT-

droYak3 X:11901500-11901684 - dya_37 ATGCTATGCCAAAATGAATTAAAACACAAAGTGCATACATATTCA-----------AACATAATGCACTTTTTAAAACGTTCTTATTCGGTCCGCTTCTGCAAAACATT-------------------------TTTTTATTGCAGCGTGTCAAATGAGAAAGTTTTAGAAAGCGATCACAATCAACAGCACAAAATATCT--ACATTTATGTTTAAACTTTC
droSec2 scaffold_8:1717185-

1717322 +
ATC--------------------AGACGAAGCTTATACATATTTG-----------CACTAAATACACTATTTGAGACGTTCTTATTCGGTACGCTTCTGCAAA--------------------------------------------------ATGAGAAAGCTTTAAAAAGCGATCACAATCAACAACCCAA-ATATCT--TTATTTATGTTTCGACTGA-

droSim2 x:18324514-18324662 + ATC--------------------AGACAAAGCTTATACATATTTATTTACTATATTTACTAAATGCACTATTTGAGACGTTCTTATTCGGTACGCTTCTGCAAA--------------------------------------------------ATAAGAAAGCTTTAAAAGGCAATCACAATCAACAAGCCAA-ATATCT--AAATTTATGTTTCAACTGA-
dm3 chrX:19435279-19435297

+
TAC--------------------ATACATAATTAATTCC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415526:14268-
14426 +

T---------------------------------------------------------------AGACTTTCTAATATTTTCTCATTCGGCCCGCCCTAGCAAACTATTCCAGCCTTTTTCCCTTCACAGGCATTTTCTATTGCAGCGTGCCGAATGAGAAAATATTAGAAAGTCTAAGGCCCCAACAGCTCAAAATTTCGAAATGTTCACTTTTTCACTTT-
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ID:
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure
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Antisense to intron [Dere\GG18704-in]; utr3 [utr3_minus_9916]
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATTATTAAGTTATTGTTAACATTCAACTCGTTGGCGTGTGAGAAATTGCTCATGATATGCGATTCGGAACCATTCACTGCTGTTTTTCAATTTTCAGTGAATGATATCGAATGGCTCATTATTTGTATGATACGAACATCTCAATTTAATAACCGAAAATATGTGATAATAGAT
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head
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.........................................................TGCGATTCGGAACCATTCACTG............................................................................................... 22 0 1 2215.00 2215 1995 115 82 19 2 2

.........................................................TGCGATTCGGAACCATTCACT................................................................................................ 21 0 1 622.00 622 538 56 22 4 2 0

.........................................................TGCGATTCGGAACCATTCAC................................................................................................. 20 0 1 73.00 73 67 2 3 1 0 0

.........................................................TGCGATTCGGAACCATTCACTGT.............................................................................................. 23 1 1 47.00 47 43 1 3 0 0 0

.........................................................TGCGATTCGGAACCATTCA.................................................................................................. 19 0 1 31.00 31 28 3 0 0 0 0

.........................................................TGCGATTCGGAACCATTCACTA............................................................................................... 22 1 1 22.00 22 21 0 0 1 0 0

.........................................................TGCGATTCGGAACCATTCACTGA.............................................................................................. 23 1 1 15.00 15 14 1 0 0 0 0

.........................................................TGCGATTCGGAACCATTCACTT............................................................................................... 22 1 1 11.00 11 9 1 1 0 0 0

................................................................................................GTGAATGATATCGAATGGCTCA........................................................ 22 0 1 6.00 6 6 0 0 0 0 0

..........................................................GCGATTCGGAACCATTCACTG............................................................................................... 21 0 1 5.00 5 1 0 4 0 0 0

.........................................................TGCGATTCGGAACCATTCAA................................................................................................. 20 1 1 5.00 5 4 1 0 0 0 0

.........................................................TGCGATTCGGAACCATTCACA................................................................................................ 21 1 1 5.00 5 4 1 0 0 0 0

...........................................................CGATTCGGAACCATTCACTG............................................................................................... 20 0 1 2.00 2 1 0 1 0 0 0

............................................................GATTCGGAACCATTCACTG............................................................................................... 19 0 1 2.00 2 1 0 1 0 0 0

.........................................................TGCGATTCGGAACCATTCACTAA.............................................................................................. 23 2 1 2.00 2 2 0 0 0 0 0

.........................................................TGCGATTCGGAACCATTCACTGCT............................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0

.........................................................TGCGATTCGGAACCATTCAAA................................................................................................ 21 2 1 1.00 1 1 0 0 0 0 0

...........................................................CGATTCGGAACCATTCACT................................................................................................ 19 0 1 1.00 1 0 1 0 0 0 0

............................................................GATTCGGAACCATTCACT................................................................................................ 18 0 1 1.00 1 1 0 0 0 0 0

.........................................................TGCGATTCGGAACCATTCACTGTAA............................................................................................ 25 3 1 1.00 1 1 0 0 0 0 0

.........................................................TGCGATTCGGAACCATTCT.................................................................................................. 19 1 1 1.00 1 1 0 0 0 0 0

.........................................................TGCGATTCGGAACCATTCACTGTAT............................................................................................ 25 3 1 1.00 1 1 0 0 0 0 0

...........................................................CGATTCGGAACCATTCACTA............................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0

.........................................................TGCGATTCGGAACCATTCACTAT.............................................................................................. 23 2 1 1.00 1 1 0 0 0 0 0

.........................................................TGCGATTCGGAACCATTCACTTT.............................................................................................. 23 2 1 1.00 1 1 0 0 0 0 0

.........................................................TGCGATTCGGAACCATTCACTGC.............................................................................................. 23 0 1 1.00 1 1 0 0 0 0 0

.........................................................TGCGATTCGGAACCATTCACC................................................................................................ 21 1 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

TAATAATTCAATAACAATTGTAAGTTGAGCAACCGCACACTCTTTAACGAGTACTATACGCTAAGCCTTGGTAAGTGACGACAAAAAGTTAAAAGTCACTTACTATAGCTTACCGAGTAATAAACATACTATGCTTGTAGAGTTAAATTATTGGCTTTTATACACTATTATCTA
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4690:1632976-

1633149 -
der_169 ATTATTAAGTTATTGTTAACATTCAACTCGTTGGCGTGTGAG---------------------------AAATTGCTCATGATATGCGATTCGGAACCATTCA-CTGCTGTTTTTCAATTTTCAGTGAATGATATCGAATGGCTCAT-TATTTGTATGA-TACGAACAT----CTCAATTTAA------------------------------------------------------------------------------------------------TAACCGAAAAT--A------------TGTGATA----------ATAGAT

droYak3 X:4175810-4175845 + T------------------------------------------------------------------------------------------------------------------------------------------------AATCATTTGAATCA-TATGC-------------------------------------------------------------------------------------------------------------------------TAATGGT------------TATGGCT----------A----T
droSec2 scaffold_4:2462291-

2462435 +
ATTATCTAGTTATTGTAAACATTCAACTCGCTGGCGGATGAG---------------------------GAATTACTTGTGATGTACGATTCGAGCGTATTTATCTGT----------------------------GAATGGCGCATTCATTTGTATCA-TATGAACAC----CTC-----------------------------------------------------------------------------------------------------AATAATCGACAATAGA------------TGTGATC----------AAAAAC

droSim2 x:3957076-3957220 - dsi-
mir-983

ATTATCTAGTTATTGTAAACATTCAACTCGCTGGCGGATGAG---------------------------GAATTACTTGTGATGTACGATTCGAGCGTATTTATCTGT----------------------------GAATGGCGCATTCATTTGTATCA-TATGAACAC----CTC-----------------------------------------------------------------------------------------------------AATAATCGACAATAGA------------TGTGATC----------AAAAAC

dm3 chrX:4262194-4262364 - dme-
mir-
983-1

ATTATCTAGTTGTTGTAAACATTCAACTCGCTGGCGTATGAG---------------------------AAATTACTTATGATGTACCATTCGAACGTATTTATCTGTACTTTTTAAATATTCAG--ATAGACATTGAATGGCGCATTCATTTGTATCA-TATGAACAT----CTC-----------------------------------------------------------------------------------------------------AATAACCGACAATAGA------------TGTGATC----------AAAAAC

droBia1 scf7180000301703:495594-
495767 +

ATTTTCAAATTATTGCTTACAATCAACATGCTCGAGAGCATTGAGATCTTTAAAACAAAGTGTTGTGCCTAAGTACCAGTGATTTTATAGCAGGAACCGTTCT-TATGTG--------GTTTCAA--TAATTCATAAAATGGCTCGTACTATTAAATTAATGGGAACAT-----TCGATTTTT------------------------------------------------------------------------------------------------GAGCCG------------------------------------------C

droTak1 scf7180000415394:1160860-
1161004 +

ATTATTCAATTATTGTTAACAAACATCGA----------GAG---ATCTT-------------------GTACTTAAAACGATATAAAATCCAA----------------------------------------TCAAGAGATCCTT-TTCTAGCTTGA-ACCGGACATGAAGCTTGTTTTTA------------------------------------------------------------------------------------------------AAAACGCACAT--GTTCGATTCAGGCTACAA-A----------ACGATT

droEle1 scf7180000491011:2113085-
2113187 +

TTCACTGTAGTTTTG----------------------------------------------------------------------------------------------------AAATATTCAATGAAAAGCTT-CCTTTGCCCAATGATTTGTGACA-TGTT----------------------------------------------TTCTACGTAACAGTGGGTG-----------------------------------------------------CCGT--AAGGT------------TGTGCAC----------ACAGCC

droFic1 scf7180000453901:210103-
210292 +

GTTATAACATCAATGTAACAATTGACTACA-----AATT----------------------------------------------------------------------------------------------------------AACAAATCAATTTA-TATGT----GGAT----------ATTCACAGCCACTATTTGTCATATAATTGTTACCAGGATAAGGGTTCCGTTTGGTACAACTGTGTGCTTTCCCAGTTGTACTTTATGCAACCCTAATCTACGCTAACCGC------------TATAACAATAATACTTAGTAAAT

droKik1 scf7180000302610:1789741-
1789745 +

TAAAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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Repeatable elements

Name Class Family Strand

(TATG)n Simple_repeat Simple_repeat +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AAAAAAATAATTAAAAGGGAGAGAAGCACCCCGCTTGCGTGCATGTATGTATGTATGTATGTGCGACGTGCCAATTTGCATGGCACGTCGTACATACAAACATACATAACTGCATGTGGACGACCATTTTTTTGTACACTTCTTGTGTTTTTTTTT

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

GSM1528801

follicle
cells

V040

embryo

..................................................ATGTATGTATGTGCGACGTGC..................................................................................... 21 0 1 567.00 567 216 226 112 12 0 1

..................................................ATGTATGTATGTGCGACGTGCC.................................................................................... 22 0 1 344.00 344 142 117 75 9 0 1

..................................................ATGTATGTATGTGCGACGTG...................................................................................... 20 0 1 260.00 260 155 70 32 3 0 0

...................................................TGTATGTATGTGCGACGTGC..................................................................................... 20 0 1 122.00 122 34 58 27 2 0 1

...................................................TGTATGTATGTGCGACGTGCC.................................................................................... 21 0 1 85.00 85 23 22 36 4 0 0

...................................................TGTATGTATGTGCGACGTGCCA................................................................................... 22 0 1 67.00 67 26 16 23 2 0 0

..................................................ATGTATGTATGTGCGACGT....................................................................................... 19 0 1 62.00 62 36 5 10 0 11 0

..................................................ATGTATGTATGTGCGACG........................................................................................ 18 0 1 42.00 42 8 14 19 1 0 0

..................................................ATGTATGTATGTGCGACGTGT..................................................................................... 21 1 1 38.00 38 34 4 0 0 0 0

..................................................ATGTATGTATGTGCGACGTGCCT................................................................................... 23 1 1 34.00 34 14 14 5 1 0 0

...................................................TGTATGTATGTGCGACGTG...................................................................................... 19 0 1 19.00 19 13 2 4 0 0 0

...................................................................................CACGTCGTACATACAAACATAC................................................... 22 0 1 14.00 14 5 2 7 0 0 0

..................................................ATGTATGTATGTGCGACGTT...................................................................................... 20 1 1 13.00 13 8 1 3 1 0 0

..................................................ATGTATGTATGTGCGACGTGCCA................................................................................... 23 0 1 7.00 7 2 4 1 0 0 0

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

..................................................ATGTATGTATGTGCGACGTGCT.................................................................................... 22 1 1 5.00 5 3 1 1 0 0 0

..................................................ATGTATGTATGTGCGACGTGA..................................................................................... 21 1 1 5.00 5 3 1 1 0 0 0

..................................................ATGTATGTATGTGCGACGTGTT.................................................................................... 22 2 1 5.00 5 5 0 0 0 0 0

...................................................TGTATGTATGTGCGACGTGT..................................................................................... 20 1 1 4.00 4 2 0 2 0 0 0

...................................................................................CACGTCGTACATACAAACATACA.................................................. 23 0 1 4.00 4 2 2 0 0 0 0

....................................................GTATGTATGTGCGACGTGC..................................................................................... 19 0 1 3.00 3 1 0 2 0 0 0

...................................................TGTATGTATGTGCGACGTGCCT................................................................................... 22 1 1 3.00 3 1 1 1 0 0 0

..................................................ATGTATGTATGTGCGACGTA...................................................................................... 20 1 1 3.00 3 2 0 1 0 0 0

......................................................ATGTATGTGCGACGTGCC.................................................................................... 18 0 1 2.00 2 0 2 0 0 0 0

...................................................TGTATGTATGTGCGACGTGA..................................................................................... 20 1 1 2.00 2 2 0 0 0 0 0

....................................................GTATGTATGTGCGACGTGCC.................................................................................... 20 0 1 2.00 2 0 0 2 0 0 0

..................................................ATGTATGTATGTGCGACGTGCCC................................................................................... 23 1 1 2.00 2 1 1 0 0 0 0

...................................................................................CACGTCGTACATACAAACATA.................................................... 21 0 1 2.00 2 2 0 0 0 0 0

..................................................ATGTATGTATGTGCGACGTGCCTT.................................................................................. 24 2 1 2.00 2 2 0 0 0 0 0

..................................................ATGTATGTATGTGCGACGTTT..................................................................................... 21 2 3 1.67 5 3 2 0 0 0 0

...................................................................................CACGTCGTACATACAAACATACC.................................................. 23 1 1 1.00 1 0 0 1 0 0 0

...................................................TGTATGTATGTGCGACGTGCCTT.................................................................................. 23 2 1 1.00 1 0 1 0 0 0 0

.................................................TATGTATGTATGTGCGACGTGTT.................................................................................... 23 2 1 1.00 1 1 0 0 0 0 0

...................................................TGTATGTATGTGCGACGTGCCC................................................................................... 22 1 1 1.00 1 0 1 0 0 0 0

................................................GTATGTATGTATGTGCGACGTG...................................................................................... 22 0 1 1.00 1 0 0 0 1 0 0

...................................................TGTATGTATGTGCGACGTGCT.................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

...................................................TGTATGTATGTGCGACGTGCCAA.................................................................................. 23 0 1 1.00 1 0 1 0 0 0 0

....................................................GTATGTATGTGCGACGTGCCA................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0

.................................................TATGTATGTATGTGCGACGTG...................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

...................................................TGTATGTATGTGCGACGA....................................................................................... 18 1 1 1.00 1 0 0 1 0 0 0

....................................................................................ACGTCGTACATACAAACATAC................................................... 21 0 1 1.00 1 1 0 0 0 0 0

.................................................TATGTATGTATGTGCGACGTGC..................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

..................................................................................GCACGTCGTACATACAAA........................................................ 18 0 1 1.00 1 0 1 0 0 0 0

...................................................TGTATGTATGTGCGACGTT...................................................................................... 19 1 1 1.00 1 1 0 0 0 0 0

..................................................ATGTATGTATGTGCGACGTGCTT................................................................................... 23 2 1 1.00 1 0 0 1 0 0 0

.................................................TATGTATGTATGTGCGACGTGCC.................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0

...................................................................................CACGTCGTACATACAAACAT..................................................... 20 0 1 1.00 1 0 0 1 0 0 0

...................................................TGTATGTATGTGCGACGT....................................................................................... 18 0 1 1.00 1 0 0 1 0 0 0

..................................................ATGTATGTATGTGCGACGTGTA.................................................................................... 22 2 2 0.50 1 0 1 0 0 0 0

...................................................TGTATGTATGTGCGACGTGTA.................................................................................... 21 2 2 0.50 1 1 0 0 0 0 0

..................................................ATGTATGTATGTGCGACGTTTT.................................................................................... 22 3 4 0.50 2 0 1 1 0 0 0

..................................................ATGTATGTATGTGCGACA........................................................................................ 18 1 4 0.25 1 0 1 0 0 0 0

..................................................ATGTATGTATGTGCGACT........................................................................................ 18 1 4 0.25 1 0 1 0 0 0 0

...................................................TGTATGTATGTGCGACGTGTTT................................................................................... 22 3 4 0.25 1 1 0 0 0 0 0

...................................................TGTATGTATGTGCGACGTTT..................................................................................... 20 2 5 0.20 1 1 0 0 0 0 0

Anti-sense strand reads

TTTTTTTATTAATTTTCCCTCTCTTCGTGGGGCGAACGCACGTACATACATACATACATACACGCTGCACGGTTAAACGTACCGTGCAGCATGTATGTTTGTATGTATTGACGTACACCTGCTGGTAAAAAAACATGTGAAGAACACAAAAAAAAA

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

Species Coordinate ID Alignment
droEre2 scaffold_4929:644212-

644367 +
der_50 AAA-AAAATA------ATTAAAAGGGAGAGAAGCACCCCG--CTTGCGTGCATGTATGTATGTATGTATGTGCGACGTGCCAATTTGCATGGCACGTCGTACATACAAACATACATAACTG------------CATGTGGACG----ACCATTTT--TTTGTAC----ACTTCTT-------------------GTGTTTTTTTTT

droYak3 2L:576928-577083 + AAGAAAAATG------GTTTAAAGGGTGAAAAGCAACCCG--CTTGCAT----GTATGTATGTATGTAAGGGCGACTTGCCAATTTGCGTGGCACGTCGTACATACAAACATACATACATATTT--------GCATTT-GACG----GCCATTTTTGTTTTTGC----AC--CTTATT----------------GTGT---TTTTT
droSec2 scaffold_14:571074-571218

+
AT-----ATG------ATTAAAAGGGGAAAAAACAACCCG--CCTATTT----GTATGTATGTATGTGTGAGTGACGCGCCAACTTGCATGGCATTTCGTACATACAAACATACAT--------------------------G----GCCATTCTATTTCTTAC----CCTTCTTATTGGAAAT----------GTGTTTATTTTT

droSim2 2l:562354-562525 + GAG-ATAATATTACTGATTAAAAGGGAAAAAAACAACCCG--CCTATTT----GTATGTATGTATGTGTGAGTGACGCGCCAACTTGCATGGCAGTTCGTACATACAAACATACATAAATACAT--------AAATATAAATG----GCCATTCTATTTCTTAC----CCTTCTTATTGGAAAT----------GTGTTT-TTTTT
dm3 chr2L:588475-588629 + AT-----ATG------ATTAAAAGGAAAAAAAGCAACCCG--CTTGTTT----GTATGCATGCATGTGTGTGTGACGTGCCAATTTGCATGGCGTTTCGTGCATACAAACATACATAAATATGTATGTAAGTGCATATAAACG----GAC--------------------TTCTTATTGGAAAA----------GTGTTTATTTTT
droTak1 scf7180000415856:190547-

190669 +

AGT-AAAATG------GTT---------------------------------------------TGTATGTGGGCGCTGCCACTTTGCAGT----TACATTCATACATACATAC----ATA------------TAAAT----GGTCAACCGTT----TTTGTACA---GTTTCTTATTGCAAATGTCAAATAAAGTGTTATTTTTA

droEle1 scf7180000491026:218418-
218562 -

ATA-ATGACGCTTTTCAA-CAAAGAAAAAAAAACAAGCAA--TGTGTAT----ATATGTATGCATGTGTGTGTGAGCTTTCTGCCTGTCAAGCA-TTCATGCATACATACATACATGCATACCT--------GC-----AGCG----GACATTTT-----------------TTTATT-----------------TGT-TGTTTTT

droRho1 scf7180000779917:48399-
48543 -

ACA-AATATG------CCCTTAACGGTAAAAAACAAAAAATGCTCACAA-AATATGTACACATACATGTGTACGCCCTGCCACCTTTCACG-CAATGCACACATGCACACATAC----ATG------------TATAT-CGCG----GCCATGTT---TTGTTCTTGAA----------------------------ATTTCTTAT
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGTGGCTGAGAATTATTGCCTGGAACCTCGAGATTGTTGTGAAATTCCCTTAAGGTCAGGAAAGTATAGCTCAGTGATTTGCGAATTTAGCAATACATTCTAGACCTTTGCGGAGTTTTTCAAAGGTCTTCCGTGAAAGTGTTCTGCTTGTTTTTGTGAATCT
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..................................................TAAGGTCAGGAAAGTATAGCT............................................................................................ 21 0 1 718.00 718 589 77 48 3 0 1 0

..................................................TAAGGTCAGGAAAGTATAGCTC........................................................................................... 22 0 1 430.00 430 363 23 38 3 2 1 0

..................................................TAAGGTCAGGAAAGTATAGCTCA.......................................................................................... 23 0 1 405.00 405 355 17 32 0 0 1 0

.................................................TTAAGGTCAGGAAAGTATAGCT............................................................................................ 22 0 1 76.00 76 33 32 10 0 1 0 0

...................................................AAGGTCAGGAAAGTATAGCTCA.......................................................................................... 22 0 1 47.00 47 43 4 0 0 0 0 0

..................................................TAAGGTCAGGAAAGTATAGC............................................................................................. 20 0 1 32.00 32 29 1 2 0 0 0 0

...................................................AAGGTCAGGAAAGTATAGCTC........................................................................................... 21 0 1 27.00 27 25 2 0 0 0 0 0

..................................................TAAGGTCAGGAAAGTATAGCTT........................................................................................... 22 1 1 22.00 22 20 2 0 0 0 0 0

..................................................TAAGGTCAGGAAAGTATAGCTCT.......................................................................................... 23 1 1 12.00 12 12 0 0 0 0 0 0

........................................................................................AGCAATACATTCTAGACCTTTG..................................................... 22 0 1 8.00 8 0 6 2 0 0 0 0

.................................................TTAAGGTCAGGAAAGTATAGC............................................................................................. 21 0 1 8.00 8 7 1 0 0 0 0 0

..........................................................................................CAATACATTCTAGACCTTTGC.................................................... 21 0 1 7.00 7 0 7 0 0 0 0 0

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

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

..........................................................................................CAATACATTCTAGACCTTTG..................................................... 20 0 1 4.00 4 0 4 0 0 0 0 0

...................................................AAGGTCAGGAAAGTATAGCT............................................................................................ 20 0 1 3.00 3 1 2 0 0 0 0 0

..................................................TAAGGTCAGGAAAGTATAGCTCAT......................................................................................... 24 1 1 3.00 3 2 0 1 0 0 0 0

..................................................TAAGGTCAGGAAAGTATAGCTCAA......................................................................................... 24 1 1 2.00 2 2 0 0 0 0 0 0

........................................................................................AGCAATACATTCTAGACCTTTGC.................................................... 23 0 1 2.00 2 0 2 0 0 0 0 0

.................................................TTAAGGTCAGGAAAGTATAGCTT........................................................................................... 23 1 1 1.00 1 0 1 0 0 0 0 0

.................................................TTAAGGTCAGGAAAGTATAG.............................................................................................. 20 0 1 1.00 1 0 1 0 0 0 0 0

..................................................TAAGGTCAGGAAAGTATAGCTCC.......................................................................................... 23 1 1 1.00 1 0 0 1 0 0 0 0

..................................................TAAGGTCAGGAAAGTATAGCTTT.......................................................................................... 23 2 1 1.00 1 1 0 0 0 0 0 0

..........................................................................................CAATACATTCTAGACCTTTGCGT.................................................. 23 1 1 1.00 1 0 1 0 0 0 0 0

..........................................................................................CAATACATTCTAGACCTTTGA.................................................... 21 1 1 1.00 1 0 1 0 0 0 0 0

.........................................................................................GCAATACATTCTAGACCTTTG..................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0

...........................................................................................AATACATTCTAGACCTTTGC.................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0

....................................................AGGTCAGGAAAGTATAGCTC........................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

....................................................AGGTCAGGAAAGTATAGCTCA.......................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0

..................................................TAAGGTCAGGAAAGTATAT.............................................................................................. 19 1 1 1.00 1 0 0 1 0 0 0 0

.................................................TTAAGGTCAGGAAAGTATA............................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0

...................................................AAGGTCAGGAAAGTATAGCTCAT......................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0

..................................................TAAGGTCAGGAAAGTATAGCC............................................................................................ 21 1 1 1.00 1 0 0 0 0 1 0 0

.................................................TTAAGGTCAGGAAAGTATAGCTG........................................................................................... 23 1 1 1.00 1 0 1 0 0 0 0 0

........................................................................................AGCAATACATTCTAGACCTG....................................................... 20 1 1 1.00 1 0 1 0 0 0 0 0

..................................................TAAGGTCAGGAAAGTATAGCTA........................................................................................... 22 1 1 1.00 1 0 0 1 0 0 0 0

Anti-sense strand reads

GCACCGACTCTTAATAACGGACCTTGGAGCTCTAACAACACTTTAAGGGAATTCCAGTCCTTTCATATCGAGTCACTAAACGCTTAAATCGTTATGTAAGATCTGGAAACGCCTCAAAAAGTTTCCAGAAGGCACTTTCACAAGACGAACAAAAACACTTAGA
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droEre2 scaffold_4690:17924518-

17924680 -
der_47 CGTGGCTGAG-AATTA-TTGCCTGGAACCTC-----------------GAG--AT--TGTTGTGAA--ATTCCCTTAAGGTCAGGAAAGTATAGCTCAGTGATT-TGCGAATTTAGCAATACATTCTAGACCTTT-GCGGAGTTTTTCAAAGGTCTTCCGTGAAAGTGTTCTG-----CTTGTTTTTGTGA------ATCT

droYak3 X:20580787-20580919 - dya_40 CGGGGCTAAGAAACCA--------------G-----------------GAC--GT--CTTTGTGAATTATTCCCTTAAGGTCAGAAATGTATAGCTTAGTGGCTTTACAAATTTGGCAATACATTTAAGACCTTA-GCGGAGTTTCTCACATGCCTTCCATAAAAGTGT--------------------------------
droSec2 scaffold_8:3725789-3725964

-
dse_127 CAGAGCTAAGTAATAA-TTGAGTTGGAGCTC-----------------GAC--TTTTTGTAGTGAAGTATTCCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCATTCAAGACCTGT-GCGGAGTTATTTACACGTCGTCCATCAAAGTGTTTTGTTTTGCTGGTTT----GAAAGCATTAGT

droSim2 x:20141512-20141675 - dsi_6 CAGAGCTAAGTAATAA-TTGAGTTGGAGCTC-----------------GAC--TTTTTGTAGTGAAGTATTCCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCATTCAAGACCTGT-GCGGAGTTATTTACACGTCGTCCATCAAAGTGTTTTGTTTTGCTGGTTT----------------
dm3 chrX:21443073-21443238 - dme_444 AGTGATAATTGAATCT--------------GGAAATAATAGAATGGAAGAAAAAT--GGAAATGA---------TAATAATCTGGAAAGTAGAGCTCAGTAATTTTACAAATTTGGCAATGCCTTCAAGACCTGT-GCGGAGTTTTTTACACGTCTTCCATTAAAGTGTTTTGGTTTGTTTGTTT----GA-----TAAGT
droEug1 scf7180000408193:45614-

45752 +
CCTGCAAAGTAAATCATTTAACTTACACTTT-----------------CAT--TTCAAATTGTGA-GTATTTTCTTAAGGTCTGAACAGTATAGCTCAGTAACTTAAGAAATTCTGCAATACATTCAAGACTTTTTGGAAAGCTTTGCACTTGTGTTCC------------------------------------------

droTak1 scf7180000415769:353398-
353498 -

GGTGCGTAAGAATTAA-ATAA-----------------------------T--TT--TCTTGTGAACTTTTTCCTTAAGGTCTGGGAAGTATAGCTAAGTGATTTTAAATATTCTGCAATGCATTCAAGACCTTT------------------------------------------------------------------

droEle1 scf7180000491087:1001992-
1002115 +

TTTTGAAAG-AAGTTT-TTAATTTGTGTTAA-----------------AAC--AT--TTTTGTGAAATATTTTCTTAAGGTCTTGAAGATATACCTTAGTAATTTTAAAAAGTCGGTAATATATTCAAGATCTTCTGT------------------------AAAGTGTTT------------------------------

droRho1 scf7180000774347:138-264 + TGTGTGAACAAATTAA-TTTCTTTGGGCTTT-----------------AAC--TT--TTTTGTGAAATATTTTCTTAAGGTCTGGAAAGTATATCAATGTATATTAAAAAATTCTGCTATATTTTAAAGACCTTTTGCAAAGTGCTTTA----------------------------------------------------
droFic1 scf7180000453926:397666-

397783 -
TGTGGGAGGGAATTCC--TCCGAAGTGACTA----------AGCCGCAGAA--GT--GTCTGTGATATATTTTCTTAAGGTCTGGAAAGTATAGCAACGGCATTTTA-AACTCCTGCGATACATTCAAGACCTTT------------------------------------------------------------------
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Legend: mature star mismatch in alignment mismatch in read
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Repeatable elements

Name Class Family Strand

IDEFIX_I-int LTR Gypsy +

mature star

1. der_210  scaffold_1361:4400-4420 -
2. scaffold_2704:9047-9067 +
3. scaffold_3067:5076-5096 -
4. scaffold_3146:3529-3549 +
5. scaffold_3264:3989-4009 -
6. scaffold_4709:16154-16174 +
7. scaffold_4784:24402328-24402348 -
8. scaffold_4784:25307269-25307289 -
9. scaffold_4845:379626-379646 -

10. scaffold_4913:3741-3761 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGTAGGTTTACTTCAATATTTACTTCATTGGACATTGGTGACATATGGTCATACTTCCCATATTACTTATCTGTATGAGATAAGTAATTTGGGAAGTATGTGACATCGCTTAACTCTCTTGGTCTGGTCTGGAATTATTGTATTTACTTTTAAT

***********************************.(((((....((..(((((((((((.(((((((((((.....))))))))))).)))))))))))...)))))))........************************************
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GSM1528801
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.................................................................................AAGTAATTTGGGAAGTATGTGA................................................... 22 0 1 711.00 711 476 114 103 8 8 2 0

.................................................................................AAGTAATTTGGGAAGTATGTG.................................................... 21 0 1 261.00 261 134 78 40 5 4 0 0

................................................................................TAAGTAATTTGGGAAGTATGTGA................................................... 23 0 1 159.00 159 116 24 17 1 1 0 0

................................................................................TAAGTAATTTGGGAAGTATGTG.................................................... 22 0 1 159.00 159 103 37 15 3 0 1 0

...............................................................................ATAAGTAATTTGGGAAGTATG...................................................... 21 0 1 76.00 76 49 20 5 2 0 0 0

................................................................................TAAGTAATTTGGGAAGTATG...................................................... 20 0 1 54.00 54 42 5 5 1 0 1 0

...............................................................................ATAAGTAATTTGGGAAGTATGT..................................................... 22 0 1 44.00 44 27 9 3 3 1 1 0

................................................................................TAAGTAATTTGGGAAGTATGT..................................................... 21 0 1 41.00 41 26 7 5 1 1 1 0

..................................................................................AGTAATTTGGGAAGTATGTGA................................................... 21 0 1 37.00 37 13 6 17 1 0 0 0

.................................................................................AAGTAATTTGGGAAGTATGT..................................................... 20 0 1 30.00 30 17 6 7 0 0 0 0

.................................................................................AAGTAATTTGGGAAGTATGTGAA.................................................. 23 1 1 27.00 27 11 0 13 2 0 1 0

.................................................................................AAGTAATTTGGGAAGTATGTGAC.................................................. 23 0 1 26.00 26 13 5 7 0 0 1 0

.................................................................................AAGTAATTTGGGAAGTATGTGT................................................... 22 1 1 20.00 20 15 5 0 0 0 0 0

..................................................................................AGTAATTTGGGAAGTATGTGAC.................................................. 22 0 1 18.00 18 10 4 3 0 0 1 0

.................................................................................AAGTAATTTGGGAAGTATG...................................................... 19 0 1 16.00 16 12 3 1 0 0 0 0

................................................................................TAAGTAATTTGGGAAGTATGTT.................................................... 22 1 1 12.00 12 8 0 4 0 0 0 0

...............................................................................ATAAGTAATTTGGGAAGTAT....................................................... 20 0 1 11.00 11 10 0 1 0 0 0 0

...............................................................................ATAAGTAATTTGGGAAGTATGTG.................................................... 23 0 1 10.00 10 5 4 1 0 0 0 0

................................................................................TAAGTAATTTGGGAAGTATGTGAC.................................................. 24 0 1 10.00 10 7 1 0 0 0 2 0

................................................................................TAAGTAATTTGGGAAGTATGTGT................................................... 23 1 1 9.00 9 6 2 1 0 0 0 0

..................................................................................AGTAATTTGGGAAGTATGTG.................................................... 20 0 1 8.00 8 4 0 4 0 0 0 0

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

................................................................................TAAGTAATTTGGGAAGTAT....................................................... 19 0 1 6.00 6 5 0 1 0 0 0 0

..................................................................................AGTAATTTGGGAAGTATGTGAA.................................................. 22 1 1 5.00 5 2 1 2 0 0 0 0

..................................................................................AGTAATTTGGGAAGTATGTGACA................................................. 23 0 1 5.00 5 3 1 0 1 0 0 0

.................................................................................AAGTAATTTGGGAAGTAT....................................................... 18 0 1 2.00 2 1 0 1 0 0 0 0

...................................................................................GTAATTTGGGAAGTATGTGA................................................... 20 0 1 2.00 2 1 0 1 0 0 0 0

....................................................................................TAATTTGGGAAGTATGTG.................................................... 18 0 1 2.00 2 1 1 0 0 0 0 0

...............................................................................ATAAGTAATTTGGGAAGTATGTGA................................................... 24 0 1 2.00 2 1 1 0 0 0 0 0

.........................................................................................................TCGCTTAACTCTCTTGGTCTGGT.......................... 23 0 1 1.00 1 0 0 1 0 0 0 0

....................................................................................TAATTTGGGAAGTATGTGA................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0

................................................................................TAAGTAATTTGGGAAGTATGTGC................................................... 23 1 1 1.00 1 0 0 1 0 0 0 0

.................................................................................AAGTAATTTGGGAAGTATGTT.................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0

................................................................................TAAGTAATTTGGGAAGTATGTGACT................................................. 25 1 1 1.00 1 0 0 1 0 0 0 0

...............................................................................ATAAGTAATTTGGGAAGTATGTT.................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0

..................................................................................................TGTGACATCGCTTAACTCTCTTGG................................ 24 0 1 1.00 1 0 0 1 0 0 0 0

.....................................................................................AATTTGGGAAGTATGTGA................................................... 18 0 1 1.00 1 0 0 1 0 0 0 0

...................................................................................GTAATTTGGGAAGTATGTG.................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0

.....................................................................................................GACATCGCTTAACTCTCTTGGTCTGG........................... 26 0 1 1.00 1 0 0 1 0 0 0 0

.................................................................................AAGTAATTTGGGAAGTATGTGACT................................................. 24 1 1 1.00 1 0 1 0 0 0 0 0

...................................................................................GTAATTTGGGAAGTATGTGACA................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0

...................................................................................GTAATTTGGGAAGTATGTGAT.................................................. 21 1 1 1.00 1 0 0 1 0 0 0 0

.................................................................................AAGTAATTTGGGAAGTATGTGAT.................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0

.................................................................................AAGTAATTTGGGAAGTATGTGATT................................................. 24 2 1 1.00 1 1 0 0 0 0 0 0

..............................................................................GATAAGTAATTTGGGAAGTATG...................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0

................................................................................TAAGTAATTTGGGAAGTATGTGAT.................................................. 24 1 1 1.00 1 0 1 0 0 0 0 0

....................................................................................................TGACATCGCTTAACTCTCTTGGTC.............................. 24 0 1 1.00 1 0 0 1 0 0 0 0

..................................................................................AGTAATTTGGGAAGTATGT..................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0

..................................................................................AGTAATTTGGGAAGTATGTGAT.................................................. 22 1 1 1.00 1 1 0 0 0 0 0 0

.................................................................................AAGTAATTTGGGAAGTATGTA.................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0

.................................................................................AAGTAATTTGGGAAGTATGTGC................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0

..................................................................................AGTAATTTGGGAAGTATGTGACT................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0

...................TTACTTCATTGGACATTGGTGACA............................................................................................................... 24 0 2 1.00 2 0 0 2 0 0 0 0

......................................................................CTGTATGAGATAAGTAATTTGGGAA........................................................... 25 0 2 0.50 1 0 0 1 0 0 0 0

..........................................................................................GGGAAGTATGTGACATCGCT............................................ 20 0 2 0.50 1 0 0 1 0 0 0 0

................................................................................TAAGTAATTTGGGAAGTATGG..................................................... 21 1 2 0.50 1 0 0 1 0 0 0 0

................................................TCATACTTCCCATATTACTTAT.................................................................................... 22 0 2 0.50 1 0 0 0 0 0 1 0

.........................................................................TATGAGATAAGTAATTTGGGA............................................................ 21 0 2 0.50 1 1 0 0 0 0 0 0

...................................................TACTTCCCATATTACTTATCTGTATGAGA.......................................................................... 29 0 2 0.50 1 0 0 0 0 0 0 1

....................TACTTCATTGGACATTGGTGACATA............................................................................................................. 25 0 2 0.50 1 0 0 1 0 0 0 0

..................................................ATACTTCCCATATTACTTATC................................................................................... 21 0 10 0.30 3 0 0 1 0 0 2 0

..................................................ATACTTCCCATATTACTTAT.................................................................................... 20 0 20 0.20 4 0 0 4 0 0 0 0

.................................................................................AAGTAATTTGGGAAGTATTGA.................................................... 21 3 7 0.14 1 0 0 1 0 0 0 0

..................................................ATACTTCCCATATTACTTATCT.................................................................................. 22 0 10 0.10 1 0 0 1 0 0 0 0

......................................................TTCCCATATTACTTATCTGTATG............................................................................. 23 0 10 0.10 1 0 0 1 0 0 0 0

.................................................................................AAGTAATTTGGGAAGTATGTGG................................................... 22 1 11 0.09 1 1 0 0 0 0 0 0

Anti-sense strand reads

TCATCCAAATGAAGTTATAAATGAAGTAACCTGTAACCACTGTATACCAGTATGAAGGGTATAATGAATAGACATACTCTATTCATTAAACCCTTCATACACTGTAGCGAATTGAGAGAACCAGACCAGACCTTAATAACATAAATGAAAATTA

************************************.(((((....((..(((((((((((.(((((((((((.....))))))))))).)))))))))))...)))))))........***********************************
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....CCAAATGAAGTTATAAATGAAGTAA............................................................................................................................. 25 0 1 1.00 1 1 0 0

.............................................................................................................AATTGAGAGAACCAGACCAGACCT..................... 24 0 1 1.00 1 1 0 0

...........................AACCTGTAACCACTGTATACCAGTAT..................................................................................................... 26 0 2 0.50 1 1 0 0

..........................................ATTACCAGTATGAAGGGTATAATGA....................................................................................... 25 2 2 0.50 1 0 1 0

................................................AGTATGAAGGGTATAATGAAT..................................................................................... 21 0 2 0.50 1 1 0 0

..................................AACCACTGTATACCAGTATGAAGGG............................................................................................... 25 0 2 0.50 1 1 0 0

..............................................CCAGTATGAAGGGTATAATGAAT..................................................................................... 23 0 2 0.50 1 0 0 1

.....................................................GAAGGGTATAATGAATAGACATACT............................................................................ 25 0 10 0.10 1 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_1361:4317-4470 - der_210 A---------GTAGGTTTACTTCAATATTTACTTCATTGGACATTGGTG----------------------------ACATATGGTCATACTTC----CCATATTACTTATCTGTAT---------GA-GAT--AAGTAA-TTTG------GGAAGTATGTGACATCGCTT-A---ACTCTCTTGGTCTGGTC--TGG------AATT---ATTGTATTTACTTTTAAT---
droYak3 v2_chrUn_5527:8492-8623 - A---------TTGGGTTTACTTCGATGTTGCTTCA-TTTGAACATGGTG----------------------------ATAAGTGGTAACATGCA----ACTA---------------------------------AGCAT-TATT------AGAAATATATTGCGTACTTT-G---CGCTTCACTGGCTGGTC--TGG------AATT---ATCGTATTTACTCTTATT---
droSec2 scaffold_1084:9787-9918 + A---------TTGGGTTTACTTCGATATTGCTGCA-TTTAACCATGGTG----------------------------ATAAATGATAAGATGCA----ACTA---------------------------------AGCAT-TACT------AGGAATGTGCTGTGTGTTTT-C---TTCTTCATTGGTCGTTC--TGG------AATT---ATCGTATTTACTTTTATT---
droSim2 node_15741:508-639 - A---------TTGGGTTTACTTCAATATTGCTGCA-TTTAACCATGGTG----------------------------ATAAATGATAACATGCA----ACTA---------------------------------AGCAT-TATT------AGGAATGTTATGTGTATCTT-G---CTCTTCATTGGTTGGTC--TGG------AATT---ATCGTATTTACTCTTATT---
dm3 chrU:1506065-1506193 + A---------T------TACTTCGATATTGCTGCA-TTTGACCATGGTG----------------------------ATAAGTGGTAACATTGA----ACTA----------------------------AT--AAGCCA-TATT------AGAAATATGTAACGTACTTT-A---CGCTTCTTTGGCCGGTC--TGG------AATT---ATTGTATTTGCTCTTATT---
droEug1 scf7180000407429:5128-5256 - A---------TCGGGTTTATCTCCATACTTTGTCC--------------GTTAGTT------ATTGCTGC---------------TAACT---GGATTA----------------CTAAG---------------ATGA-TTACG------TGTAGTAGGTTGGTCTTCTT-C---TTCTTCTTCAGATCTTC--TGG------AATT---ATCGTATTTGCTTTTATT---
droBia1 scf7180000302222:2691-2825 + A---------TAGGGTTTATCTCAATACTTTGTCC--------------GATTGTC------AATTGAATTACAG------------------TTGCTA----------------ATACAATAGAGAAACTT---ATTGGTTTC----------------ATTGGTCCGTT-C---GTTTCCTTCCTTTGGCC--TGG------GATTATTATCATATTTGCTCTTATT---
droTak1 scf7180000415049:9611-9761 - AA--------TAGGGTTTATTTCAATGCTCTGCCC--------------GATTGTT------AGTTGAATTATAG------------------TTGTTA----------------GTATTATGAAGAA-GGT-C-ATTG-TTTTCATTAAGTTGTTGTTGTTGGGTCCGTT-C---ATTTTCTTCTGCTTGCC--TGG------AATTATCATCGTATTTACTTTTATT---
droEle1 scf7180000489511:311-449 + A---------TCGGATTTATCTCAATGTTTTGTCC--------------CATTGCC------ATTTTAGTTATAG------------------TCAATA----------------AAATTATC---GA-CAGAG-ATAA-TTTTA------AACAGATTGTTGTGCTCTTT-G---GTTTCCTTCTGCTTCCC--TGG------AATT---ATCGTATTTACTTTTATT---
droRho1 scf7180000773232:398-539 + -----------TGGGTTGATCTCAATATTTTGTCC--------------CATTGTA------ATTTGAATTAAAG------------------TTGATA----------------TTATTAAAAATAA-AGT-G-ATGA-TCATATTTGTGTTG---TCTTTGTAGTTTTT-G---GTTTCCTTAGGTTGGTC--TGG------AATT---ATTATATTTACTTCTATT---
droFic1 scf7180000453068:3975-4118 + A---------TTGGATTTATTTCGATACTTTGTCT--------------TTTCGCC------ATTTGAATCGAAG------------------TGGCTA----------------AAATGATCATAAA-CAT--ACAAA-TTTTA------TAGAGGTTGTTTCATCCATT-C---AGTTTCTTCCGTTTGTC--TGG------AATT---ATTATATTTACTGTCATTAAT
droKik1 scf7180000298521:632-760 + A---------TCGGGTTTATTTCGATGTTACTCCC--------------TTGGACC------ATATGAATCATGG---------GAATCATACA----TATC---------------------------------TGCAA-GATT------GGAAGTATTAGC---CGTTT-A---CATTTCTTCGTCGGGTC--TGG------AAGT---ATCGTATTTGCTTTTGTT---
droAna3 scaffold_691:831-963 + AA--------TTGGATTGATATCTATGTTCTGACA--------------CATGGCG------TGATATATAAGAC------------------ATAATA----------------AAGTTATTATATA-AAA-G-ATAA-TTTTA------TTAAGCT---------GGGTTA----TCTTCCGGTGGAAATC--TGG------AATT---ATTATATTTGCTGGTATT---
droBip1 scf7180000395855:8913-9053 + A---------TCGGATTTATTTCGATGTTTTGTCC--------------ATTCGTC------ATTTGGATTGAAG------------------TAGTTA----------------ATATAATCATAAA-CAT--AATAA-TTTTA------TAGAGGTTGTTGAATCCATT-A---GGTTTCTTTTGTTTGTC--TGG------AATT---GTTATATTTACTTTTATT---
dp5 Unknown_singleton_1458:11146-

11285 -
CA--------TAGGATTTATTTCTATGTTTTGGCC--------------CTGTGCC------ATTACGATGGTAA------------------TTATGA----------------GGAAGATGAGGAT-TA----AAAA-TTGTT------TTGAAGTTCGCCGATTCCATTA----ACTTCCTCGGTTTCTC--TGG------AATT---ATTATATTTGCTTGTATT---

droPer2 scaffold_9123:271-411 + AA--------TAGAATTTAATTCTATGTTTTGGCC-C------------CTGTGCC------ATTTCCGAT--GG------------------TAATTA-----------TGA--GGAAGATG---AG-GAT--TTTAA-TTGTG------TTGAACTTCGCCGATTCCATTA----ACTTCCTCGGTTTCTC--TGG------AATT---ATTATATTTGCTTCTATT---
droWil2 scf2_1100000004932:56224-

56354 +
GGTGCTTTTACTGGGTTTATGTCAATGGATTGGCT--------------GCATGTT------GTTTTTAATGTTA------------------AAAGTA----------------GCATAATG---CA-CAA--AAAAG-TCATC------TTGAG----------------------------TTGTTGACCTTTAATTAATTAATT---GTCGTATTTGCTTTTATT---

droVir3 scaffold_4701:719-859 + A---------TAGGAATTATTTCAATACTTTGTGC--------------ATTTATA---------TGGTTTACAGTTATTGATAGTAATATATT----AATA---------------------------------ATTA----GTTT-A--AGCTGGTGCCTGTATGTTTT-GATCGCTGTCTGTTGTTGACC--TGT------AATT---GTTATATTTTCTTTGATT---
droMoj3 scaffold_1774:724-829 + A---------TTGGGTTGATTTCGATGCTTTGATT--------------GAGGGTG------GG---------------AGATGCCAATG---ATAAAA----------------CTGATAGTAGTAA-TAT-G-GTGA-TT-------------------------------------------------TC--TGA--AATTAATT---GTCGTATTTACTTTCGTT---
droGri2 scaffold_15124:75070-75201 - A---------CTTTGTTTATTTCTATATTTTGGGT--------------ATTACTCTGAGTTATTGTTAGT------------------GTTGG----TATT---------------------------------ATCAT-TATT------AGCAGATGGACCGGTAGATG-A---ATCTTCCGTAGTTGACC--TGA------AATTATTGTTATATTTGATTATGTT---
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395855:8913-9053
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9123:271-411
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004932:56224-56354
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_4701:719-859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_1774:724-829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15124:75070-75201
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Legend: mature star mismatch in alignment mismatch in read
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Antisense to intron [Dere\GG18050-in]

No Repeatable elements found
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ATACACAGAGTATGGATGAGGTTGGATGAGATTTTACAGGGCTGTTACATAAATCTCTTCAAGCCGAAGGTCTATGTAAGTTTGGTTGGAATTCTGTGAGAAGAGATTTCTATAGCATCCTGAATACAGTCGGAATCTTCCAAGCTAATCAGTTGAATGTC

***********************************.(((((.(((((...((((((((((..((.(((..((((............)))).))).))..))))))))))...))))))))))...************************************
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........................................................................................GAATTCTGTGAGAAGAGATTTC................................................... 22 0 1 506.00 506 480 20 5 1

.........................................................................................AATTCTGTGAGAAGAGATTTCT.................................................. 22 0 1 426.00 426 394 29 2 1

........................................................................................GAATTCTGTGAGAAGAGATTT.................................................... 21 0 1 65.00 65 62 3 0 0

.........................................................................................AATTCTGTGAGAAGAGATTTC................................................... 21 0 1 11.00 11 11 0 0 0

........................................................................................GAATTCTGTGAGAAGAGATTTCT.................................................. 23 0 1 6.00 6 6 0 0 0

..........................................................................................ATTCTGTGAGAAGAGATTTCT.................................................. 21 0 1 5.00 5 4 0 1 0

........................................................................................GAATTCTGTGAGAAGAGATT..................................................... 20 0 1 5.00 5 4 0 0 1

........................................................................................GAATTCTGTGAGAAGAGATTTT................................................... 22 1 1 4.00 4 4 0 0 0

..................................................AAATCTCTTCAAGCCGAAGGTC......................................................................................... 22 0 1 3.00 3 3 0 0 0

..................................................AAATCTCTTCAAGCCGAAGGTCT........................................................................................ 23 0 1 2.00 2 1 1 0 0

..................................................AAATCTCTTCAAGCCGAAGGT.......................................................................................... 21 0 1 2.00 2 1 1 0 0

........................................................................................GAATTCTGTGAGAAGAGATTTCC.................................................. 23 1 1 1.00 1 1 0 0 0

........................................................................................GAATTCTGTGAGAAGAGATTTA................................................... 22 1 1 1.00 1 1 0 0 0

.........................................................................ATGTAAGTTTGGTTGGAATTC................................................................... 21 0 1 1.00 1 1 0 0 0

...................................................AATCTCTTCAAGCCGAAGGTCTA....................................................................................... 23 0 1 1.00 1 1 0 0 0

..........................................................................................ATTCTGTGAGAAGAGATTT.................................................... 19 0 1 1.00 1 0 1 0 0

.............................GATTTTACAGGGCTGTTACAT............................................................................................................... 21 0 1 1.00 1 1 0 0 0

...................................................AATCTCTTCAAGCCGAAGGTC......................................................................................... 21 0 1 1.00 1 1 0 0 0

...................................................AATCTCTTCAAGCCGAAGGTCT........................................................................................ 22 0 1 1.00 1 0 1 0 0

........................................................................................GAATTCTGTGAGAAGAGATTTCA.................................................. 23 1 1 1.00 1 1 0 0 0

.........................................................................................AATTCTGTGAGAAGAGATTTCTT................................................. 23 1 1 1.00 1 1 0 0 0

.........................................................................................AATTCTGTGAGAAGAGATTT.................................................... 20 0 1 1.00 1 1 0 0 0

................................TTTACAGGGCTGTTACATA.............................................................................................................. 19 0 1 1.00 1 1 0 0 0

.......................................................................................GGAATTCTGTGAGAAGAGATTTC................................................... 23 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TATGTGTCTCATACCTACTCCAACCTACTCTAAAATGTCCCGACAATGTATTTAGAGAAGTTCGGCTTCCAGATACATTCAAACCAACCTTAAGACACTCTTCTCTAAAGATATCGTAGGACTTATGTCAGCCTTAGAAGGTTCGATTAGTCAACTTACAG
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Species Coordinate ID Alignment
droEre2 scaffold_4690:9673147-

9673307 +
der_57 ----ATACA----CAGAGTATGGATGAGGTTGGATGAGATTTTA-----CAGGGCTGTTACATAAATCTCTTCAAGCCGAAGGTCTATGTAAGTTTGGTTGGAATTCTGTGAGAAGAGATTTCTATAGCATCCTGAATACAGTCGGAATCTTCCAAGCTAATCAGTT---GAATGTC----

droYak3 X:11900764-11900927 - dya_55 TAATAAAGA--CAA---AGATGGATGAGGTTGGATGAGATTGTA-----CAGGGGTGTTACATAAATTTCTTCAAGCCGAAAGTCTATGTAAATTTGGTTGGAATTCGGTGAGAAGAGATTTCTATAGCACTCTGAATAGAGCCTGAATCTTCCAAGCTAATCAGTT---GAAAGTC----
droSec2 scaffold_8:1718422-

1718583 +

dse_116 ----ATACA----AATGGAATGGATGAGATTGGAAAAGATTGTG-----TAGAGGTGTTACATAAATTTCTTCAAGCCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTA---AGAGCCTGAATCTTTCGAGCCAATCAGTT---GAGAGTCGAAA

droSim2 x:18325709-18325872 + dsi_203 ----ATTCCAT--CTTGGAATGGATGAGATTGGAAAAGATTGTG-----TAGAGGTGTTACATAAATTTCTTCAAACCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTA---AGAGCCTGAATCTTTCGAGCCAATCAGTT---AAAAGTCGAAA

dm3 chrX:19436176-19436341
+

----ATACA----AATGGAATGGATAAGATTGGATAAGATTGTGTAAGATAGGGTTGTTATATAAATTTCTTCAAACCGAAAGTCTTTGTTAGTTTGATTAGAATTCTATGCGATGAAATTTGTATAGCATCCTT---TGAGTCTGAATCTTTCGAGTCAATCAGATGATGAAAGTC----
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CAGCGGATGCACCCGTACGCGGCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCGGACAGACCTCGTTTGTGCCGTTCAGTTCGGCGGCCACGGCGGTGGCGGCCACGCCCACATTCCAGCACCTGCCGCAGATCTCCTGCTACAACGT
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.....................................................................................TCAGTTCGGCGGCCACGGCGGT................................................... 22 0 1 236.00 236 145 30 24 20 7 4 6

.....................................................................................TCAGTTCGGCGGCCACGGCGG.................................................... 21 0 1 157.00 157 101 32 19 0 4 1 0

.....................................................................................TCAGTTCGGCGGCCACGGCG..................................................... 20 0 1 121.00 121 76 22 13 0 10 0 0

.....................................................................................TCAGTTCGGCGGCCACGG....................................................... 18 0 1 99.00 99 83 8 6 0 2 0 0

.......................................................................................AGTTCGGCGGCCACGGCGGTGG................................................. 22 0 1 87.00 87 24 2 16 44 0 1 0

.....................................................................................TCAGTTCGGCGGCCACGGC...................................................... 19 0 1 61.00 61 35 14 8 0 4 0 0

..................................................CGCCGCTGCCGCCGGACAGACC...................................................................................... 22 0 1 57.00 57 27 1 7 19 2 1 0

.....................................................................................TCAGTTCGGCGGCCACGGT...................................................... 19 1 1 50.00 50 29 14 2 0 5 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGGTT.................................................. 23 1 1 26.00 26 19 5 2 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGT.................................................... 21 1 1 25.00 25 15 5 3 0 2 0 0

.......................................................................................AGTTCGGCGGCCACGGCGGT................................................... 20 0 1 21.00 21 8 6 6 0 1 0 0

.....................................................................................TCAGTTCGGCGGCCACGGTT..................................................... 20 2 2 20.50 41 24 7 3 0 7 0 0

................................................GCCGCCGCTGCCGCCGGACAGA........................................................................................ 22 0 1 19.00 19 8 1 5 0 4 0 1

.......................................................................................AGTTCGGCGGCCACGGCGG.................................................... 19 0 1 15.00 15 10 1 3 0 1 0 0

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

................................................GCCGCCGCTGCCGCCGGACAG......................................................................................... 21 0 1 7.00 7 0 0 6 0 0 1 0

.......................................................................................AGTTCGGCGGCCACGGCGGTGGT................................................ 23 1 1 7.00 7 4 1 2 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGTT...................................................... 19 2 4 6.50 26 20 5 1 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGT....................................................... 18 1 1 6.00 6 5 1 0 0 0 0 0

..................................................CGCCGCTGCCGCCGGACAGA........................................................................................ 20 0 1 6.00 6 4 0 1 0 0 0 1

.....................................................................................TCAGTTCGGCGGCCACGGCGGG................................................... 22 1 1 6.00 6 1 1 0 0 2 0 2

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

.......................................................................................AGTTCGGCGGCCACGGCGT.................................................... 19 1 2 5.50 11 3 5 0 0 3 0 0

.....................................................................................TCAGTTCGGCGGCCACGGTTT.................................................... 21 3 4 5.50 22 15 3 2 0 2 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGA.................................................... 21 1 1 5.00 5 2 2 0 0 1 0 0

.......................................................................................AGTTCGGCGGCCACGGCGGTG.................................................. 21 0 1 5.00 5 3 1 0 0 0 1 0

.......................................................................................AGTTCGGCGGCCACGGCG..................................................... 18 0 1 4.00 4 3 0 0 0 1 0 0

.......................................................................................AGTTCGGCGGCCACGGCGGTGGTT............................................... 24 2 1 4.00 4 1 1 2 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCTT.................................................... 21 2 1 4.00 4 4 0 0 0 0 0 0

..................................................CGCCGCTGCCGCCGGACAG......................................................................................... 19 0 1 4.00 4 4 0 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGGC................................................... 22 1 1 3.00 3 0 1 0 0 0 2 0

..................................................CGCCGCTGCCGCCGGACAGAC....................................................................................... 21 0 1 3.00 3 3 0 0 0 0 0 0

......................................................................................CAGTTCGGCGGCCACGGCG..................................................... 19 0 1 3.00 3 0 0 2 0 1 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGTA................................................... 22 2 1 3.00 3 1 2 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGGTC.................................................. 23 1 1 3.00 3 2 0 0 0 0 0 1

.....................................................................................TCAGTTCGGCGGCCACGGTA..................................................... 20 2 1 2.00 2 1 1 0 0 0 0 0

........................................................................................GTTCGGCGGCCACGGCGGTGGT................................................ 22 1 1 2.00 2 0 0 2 0 0 0 0

.......................................................................................AGTTCGGCGGCCACGGCGGA................................................... 20 1 1 2.00 2 2 0 0 0 0 0 0

................................................GCCGCCGCTGCCGCCGGACA.......................................................................................... 20 0 1 2.00 2 0 0 2 0 0 0 0

.................................................CCGCCGCTGCCGCCGGACAGA........................................................................................ 21 0 1 2.00 2 0 0 1 0 1 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGGA................................................... 22 1 1 2.00 2 1 1 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGTAA.................................................. 23 3 1 2.00 2 0 2 0 0 0 0 0

.......................................................................................AGTTCGGCGGCCACGGCGGTTT................................................. 22 2 1 2.00 2 1 1 0 0 0 0 0

......................................................................................CAGTTCGGCGGCCACGGCGGT................................................... 21 0 1 2.00 2 1 0 1 0 0 0 0

.......................................................................................AGTTCGGCGGCCACGGCGGTT.................................................. 21 1 1 2.00 2 1 0 1 0 0 0 0

.......................................................................................AGTTCGGCGGCCACGGCGGTA.................................................. 21 1 1 2.00 2 1 0 1 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGA....................................................... 18 1 1 2.00 2 2 0 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCTA.................................................... 21 2 1 2.00 2 2 0 0 0 0 0 0

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

.......................................................................................AGTTCGGCGGCCACGGCGGTGT................................................. 22 1 1 2.00 2 1 0 1 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGA...................................................... 19 1 2 1.50 3 2 0 1 0 0 0 0

.......................................................................................AGTTCGGCGGCCACGGCGGC................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0

......................................................................................CAGTTCGGCGGCCACGGCGGTT.................................................. 22 1 1 1.00 1 1 0 0 0 0 0 0

......................................................................................CAGTTCGGCGGCCACGGCGG.................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCTTG................................................... 22 3 1 1.00 1 1 0 0 0 0 0 0

....................................................................................TTCAGTTCGGCGGCCACGGCGG.................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0

.AGCGGATGCACCCGTACGCGGCGGC.................................................................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0

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

........................................................................................GTTCGGCGGCCACGGCGGTGG................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0

......................................................................................CAGTTCGGCGGCCACGGCT..................................................... 19 1 1 1.00 1 0 0 1 0 0 0 0

........................................TGGCAGCCGCCGCCGCTGCCGCCGGAC........................................................................................... 27 0 1 1.00 1 0 0 1 0 0 0 0

....................................................................................TTCAGTTCGGCGGCCACGGCGGC................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0

...................................................................................GTTCAGTTCGGCGGCCACGGCGGTG.................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0

........................................................................................GTTCGGCGGCCACGGCGGTG.................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0

..........................CGCCTCGCTCAACTTGGCAGCC.............................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 1 0

.................................................CCGCCGCTGCCGCCGGACAG......................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0

..................................................CGCCGCTGCCGCCGGACAGT........................................................................................ 20 1 1 1.00 1 0 0 1 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGGTCTT................................................ 25 3 1 1.00 1 1 0 0 0 0 0 0

.......................................................................................AGTTCGGCGGCCACGGCC..................................................... 18 1 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCA..................................................... 20 1 1 1.00 1 0 0 1 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGC.................................................... 21 1 1 1.00 1 0 0 1 0 0 0 0

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

................................................GCCGCCGCTGCCGCCGGACAGAG....................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGGTAA................................................. 24 2 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCGGAA.................................................. 23 2 1 1.00 1 0 1 0 0 0 0 0

.......................................................................................AGTTCGGCGGCCACGGCGA.................................................... 19 1 2 1.00 2 1 1 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGTA...................................................... 19 2 5 0.80 4 2 1 0 0 1 0 0

.......................................................................................AGTTCGGCGGCCACGGCGTA................................................... 20 2 4 0.75 3 2 0 1 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGTTA.................................................... 21 3 3 0.67 2 2 0 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGAA..................................................... 20 2 2 0.50 1 1 0 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCTTA................................................... 22 3 2 0.50 1 0 1 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGTAA.................................................... 21 3 2 0.50 1 0 1 0 0 0 0 0

..................................................CGCCGCTGCCGCCGGACAGTT....................................................................................... 21 2 2 0.50 1 0 0 0 0 1 0 0

......................................................................................CAGTTCGGCGGCCACGGT...................................................... 18 1 2 0.50 1 0 0 1 0 0 0 0

.......................................................................................AGTTCGGCGGCCACGGCGTG................................................... 20 2 3 0.33 1 1 0 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGTAT.................................................... 21 3 3 0.33 1 0 1 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGTTA..................................................... 20 3 6 0.33 2 2 0 0 0 0 0 0

.....................................................................................TCAGTTCGGCGGCCACGGCTAA................................................... 22 3 4 0.25 1 1 0 0 0 0 0 0

Anti-sense strand reads

GTCGCCTACGTGGGCATGCGCCGCCGGCGGAGCGAGTTGAACCGTCGGCGGCGGCGACGGCGGCCTGTCTGGAGCAAACACGGCAAGTCAAGCCGCCGGTGCCGCCACCGCCGGTGCGGGTGTAAGGTCGTGGACGGCGTCTAGAGGACGATGTTGCA
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Species Coordinate ID Alignment
droEre2 scaffold_4770:1183285-1183442

-
der_59 CAGC---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GAC-------------AGACC--TCGTTTGTGCCGTTCAGTTCGGCGGCCACGGC------------GGTGGCGG---------CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT

droYak3 3R:1255641-1255798 - dya_1786 CAGC---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GAC-------------AGACC--TCGTTTGTGCCGTTCAACTCGGCGGCCACGGC------------GGTGGCGG---------CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAATGT
droSec2 scaffold_6:1033611-1033768 - dse_1834 CAGC---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GCC-------------AGACC--TCGTTTGTGCCGTTCAGTTCGGCGGCCACGGC------------GGTGGCGG---------CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT
droSim2 3r:817596-817753 - dsi_32437 CAGC---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCTGCCG---------GCC-------------AGACC--TCGTTTGTGCCGTTCAGTTCGGCGGCCACGGC------------GGTGGCGG---------CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT
dm3 chr3R:910099-910256 - dme_377 CAGC---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GCC-------------AGACC--TCGTTTGTGCCGTTCAGTTCGGCGGCCACGGC------------GGTGGCGG---------CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT
droEug1 scf7180000409759:861185-

861342 -
CAGC---GGATGCACCCGTATGCG------------GCGGCCGCGTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GTC-------------AGACT--TCTTTCGTGCCGTTCAGCTCGGCGGCCACGGC------------GGTGGCGG---------CCACGCCAACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT

droBia1 scf7180000302411:644881-
645035 -

CAGC---GGATGCATCCCTATGCG------------GCGGCCGCCTCGCTCAACCTGGCAGCCG---CCGCTGCCGCCG---------GAC-------------AGACC--TCATTCGTGCCGTTCAGCTCGGCGGCCACTGC------------GGTGGCGG---------CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT

droTak1 scf7180000415789:614409-
614563 -

CAGC---GGATGCATCCCTATGCT------------GCGGCCGCTTCGCTCAACATGGCTGCCG---CCGCTGCCGCTG---------GAC-------------AAACC--TCTTTTGTGCCGTTCAGTTCGGCGGCCACGGC------------GGTCTCGG---------CCACGCCCACATTCCAGCACC-TGCC---CCAGATCTCCTGCTACAACGT

droEle1 scf7180000491104:2702015-
2702157 -

CAGC---GGATGCACCCGTATGCG------------GCGGCCGCCTCGCTCAACTTGGCCGCCGCCGCAGCAGCCGCTG---------GAC-------------AGACG--TCCTTTGTGCCGTTCAGTTCGGCG---------------------------G---------CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTATAATGT

droRho1 scf7180000779558:37768-37910
-

CAGC---GGATGCATCCGTACGCG------------GCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCTG---------GAC-------------AGACG--TCGTTCGTGCCGTTCAGCTCGGCG---------------------------G---------CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT

droFic1 scf7180000453850:254234-
254391 -

CAGA---GGATGCACCCGTACGCG------------GCGGCCGCCTCGCTGAACTTGGCCGCCGCCGCCGCTGCCGCTG---------GAC-------------AGACG--TCGTTCGTGCCGTTCAGCTCGGCGGCTACGGC------------GGTCTCGG---------CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT

droKik1 scf7180000302634:592889-
593046 -

CAGA---GAATGCATCCGTATGCG------------GCGGCCGCCTCGCTCAACCTGGCAGCCGCTGCTGCTGCCGCCG---------GTC-------------AGACG--TCCTTTGTCCCGTTTAGCTCGGCGGCCACAGC------------GGTGGCGG---------CCACGCCCACATTCCAGCACC-TGCC---GCAGATCTCCTGCTACAACGT

droAna3 scaffold_13340:23109635-
23109792 -

dan_4055 CAGC---GGATGCATCCATATG---------------------CTTCGCTTAATCTGGCAGCCGCCGCCGCTGCCGCCGGCAACTTGGGGC-------------AAACA--TCGTTTGTGCCCTTCAGCTCGGCGGCCACGGC------------GGTGGCGG---------CCACGCCCACATTCCAGCATC-TGCC---GCAGATCTCCTGCTACAATGT

droBip1 scf7180000396395:117273-
117430 -

CAGC---GGATGCATCCATATG---------------------CTTCGCTCAATCTGGCAGCCGCCGCCGCTGCCGCCGGCAACTTGGGTC-------------AGACA--TCGTTTGTGCCCTTCAGTTCGGCGGCCACGGC------------GGTGGCGG---------CCACGCCCACATTCCAGCATC-TGCC---GCAGATCTCCTGCTACAACGT

dp5 2:21905641-21905801 + dps_3837 CAGC---GGATGCACCCCTATGCG------------GCGGCGGCCTCCCTCAACCTGGCCGCAGCCGCCGTGGCCGCCGGGAGCCTGGGGC-------------AGACC--TCGTTTGTGCCATTCGGTGCGGCCG---------------------CGGCGG---------CGACGCCCACATTCCAGCATC-TGCAGCAGCAGATATCCTGCTACAATGT
droPer2 scaffold_3:4687071-4687231 + CAGC---GGATGCACCCCTATGCG------------GCGGCGGCCTCCCTCAACCTGGCCGCTGCCGCCGTGGCCGCCGGGAGCCTGGGGC-------------AGACC--TCGTTTGTGCCATTCGGTGCGGCCG---------------------CGGCGG---------CGACGCCCACATTCCAGCATC-TGCAGCAGCAGATATCCTGCTACAATGT
droWil2 scf2_1100000004943:13032103-

13032269 +
dwi_5421 CAGC---GAATGCATCCATATT---------------------CCTCACTCAATTTGGCCG------------------GCAATTTGGGTCATACGGCAACAACAACTGGAGCATTTGGTCCATTCGGCTCAGCGGCTGCGGCTGCTGCAGCGGCAGCGGCGG---------TAACGCCAACATTCCAACATC-TGCA---GCAAATTTCCTGCTATAATGT

droVir3 scaffold_12855:7979120-
7979289 +

dvi_24659 CAGCATCGCATGCATCCCTACGCAG---CAGCGGCAGCGGCCGCCTCCCTCGCAGCGGCAGCGGCCGGCGCCAATTTGG---------GGC-------------CAGCT--TCGTTTGTGCCCTTTGGCACGGCGGCGACGTC------------GGCGACGG---------CAGCGCCAACATTCCAGCAAC-TGCA---GCAAATCTCCTGCTACAACGT

droMoj3 scaffold_6540:23216860-
23217038 +

dmo_3161 CAGCATCGCATGCATCCCTACGCAGCAGCAGCGGCGGCGGCCGCCTCCCTCGCAGCAGCAGCGGCCGGCGCCAACTTGG---------GTC-------------CGGCT--TCGTTTGTGCCCTTCGGAACGGCGGCGACGTC------------GGCGACGG---CAGCGGCAGCGCCAACATTCCAGCAAC-TGCA---GCAAATCTCCTGCTACAACGT

droGri2 scaffold_15245:7396537-
7396680 -

CCAT---GGGCGCC---------G------------GCGGC--ACTGGCTCCAC-TGGCGG-TGCGGGTGGTGCTGCTG---------GCA------------TGGTTG--GCGTTGGTGCTGG-CAG--TGGAGGTGGCGGT------------GGTGGCGGCAGC--------AGCAACAGCTCCAGCAGCAAGTC---GAACAAATCGCGCAAG-GAGA
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http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32437.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:910099-910256
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_377.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:861185-861342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:644881-645035
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415789:614409-614563
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:2702015-2702157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779558:37768-37910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453850:254234-254391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:592889-593046
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:23109635-23109792
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4055.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396395:117273-117430
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21905641-21905801
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3837.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4687071-4687231
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:13032103-13032269
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ID:

der_70

Coordinate:

scaffold_4929:10902676-10902733 -

Confidence:

confident

Class:

3p_tailed_mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to utr5 [utr5_plus_1467]; intron [Dere\GG23954-in]; CDS [Dere\GG23954-cds]; CDS [Dere\GG23954-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATAGGAAAGGCAAGATAGATCTTAGAAATTCGCCAATTGACCTTTCTAGATTCTAATACTTGCACAAATAATTTTTCAGGCGAACAAAATGGATACAATATACCTGAAATTACGTGT

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

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

M055

female
body

V107

male
body

V060

head

M057

embryo

V040

embryo

....................................................................................TTCTAGATTCTAATACTTGCACA................................................... 23 0 1 72.00 72 35 16 14 6 1 0

....................................................................................TTCTAGATTCTAATACTTGCAC.................................................... 22 0 1 53.00 53 30 14 3 6 0 0

....................................................................................TTCTAGATTCTAATACTTGCA..................................................... 21 0 1 36.00 36 22 7 2 5 0 0

...................................................................................TTTCTAGATTCTAATACTTGCAC.................................................... 23 0 1 29.00 29 10 14 3 0 2 0

...................................................................................TTTCTAGATTCTAATACTTGCA..................................................... 22 0 1 29.00 29 12 9 3 5 0 0

...................................................................................TTTCTAGATTCTAATACTTGCACA................................................... 24 0 1 29.00 29 8 6 8 4 2 1

....................................................................................TTCTAGATTCTAATACTTGCACT................................................... 23 1 1 14.00 14 11 2 0 1 0 0

...................................................................................TTTCTAGATTCTAATACTTGCACT................................................... 24 1 1 14.00 14 9 0 3 1 1 0

...................................................................................TTTCTAGATTCTAATACTTGC...................................................... 21 0 1 10.00 10 5 4 0 1 0 0

....................................................................................TTCTAGATTCTAATACTTGCACAA.................................................. 24 0 1 8.00 8 0 5 0 0 2 1

..................................................GCAAGATAGATCTTAGAAAT........................................................................................ 20 0 1 4.00 4 4 0 0 0 0 0

......................................................................TCGCCAATTGACCTTTCTAGATTCT............................................................... 25 0 1 3.00 3 1 2 0 0 0 0

.....................................................................................TCTAGATTCTAATACTTGCACA................................................... 22 0 1 3.00 3 1 2 0 0 0 0

....................................................................................TTCTAGATTCTAATACTTGC...................................................... 20 0 1 3.00 3 1 2 0 0 0 0

......................................................................................CTAGATTCTAATACTTGCACA................................................... 21 0 1 2.00 2 1 1 0 0 0 0

...................................................................................TTTCTAGATTCTAATACTTG....................................................... 20 0 1 2.00 2 0 2 0 0 0 0

...................................................................................TTTCTAGATTCTAATACTTGCAT.................................................... 23 1 1 2.00 2 2 0 0 0 0 0

...................................................................................TTTCTAGATTCTAATACTTGCAA.................................................... 23 1 1 1.00 1 1 0 0 0 0 0

................................................................................ACCTTTCTAGATTCTAATACTTGCACA................................................... 27 0 1 1.00 1 1 0 0 0 0 0

......................................................................TCGCCAATTGACCTTTCTAGATTCTAAT............................................................ 28 0 1 1.00 1 0 1 0 0 0 0

......................................................................TCGCCAATTGACCTTTCTAGATT................................................................. 23 0 1 1.00 1 0 1 0 0 0 0

....................................................................................TTCTAGATTCTAATACTTGCAT.................................................... 22 1 1 1.00 1 1 0 0 0 0 0

......................................................................TCGCCAATTGACCTTTCTAGATTCTAATA........................................................... 29 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

GCCTGGACTACGAGGTACCACAAAGAAGCTAAGTTACCGACTATCCTTTCCGTTCTATCTAGAATCTTTAAGCGGTTAACTGGAAAGATCTAAGATTATGAACGTGTTTATTAAAAAGTCCGCTTGTTTTACCTATGTTATATGGACTTTAATGCACA

***************************************************(((((.((((..(((((((.(((.....)))..)))))))..))))...)))))...**************************************************
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
droEre2 scaffold_4929:10902626-

10902783 -
der_70 CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATAGGAAAGGCAAGATA--------------------G-ATCTTA------G----AAATTCGCCAATTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTTTCTAGATTCTAAT-ACTTGCACA---AATAATTTTTCAGGCGAACAAAATGGATACAATATACCTGAAATTACGTGT

droYak3 2L:12970329-12970486 - CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATAGAAAAGGCAAGCTA--------------------A-ACTTTA------G----AAATTCACTAATTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTTTCTAGATTCTAAT-ACTTGCGCA---AATATTTTTCCAGGCGAACAGAATGGATACAATATACCTGAAATTACGTGT
droSec2 scaffold_3:5721173-5721321

-
CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGACCGAAAAGGCAAGCTA--------------------A-AACTTA------G----TT---------TTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTTGCTAGTTTCTTAT-ACTTACACA---AATACTATTTCAGGCGAACAGAATGGATACAATATACCTGAAATTACGTGT

droSim2 2l:9974192-9974341 - CGGACCTGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATCGAAAAGGCAAGCTA--------------------A-AACTTA------G----TT--------TTTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTTACTAGTTTCTTAT-ACTTAAACA---AATACTATTTCAGGCGAACAGAATGGATACAATATACCTGAAATTACGTGT
dm3 chr2L:10296073-10296221 - CGGACCAGATGCTCCATGGTGTTTCTTCGATTCAATGGCTGATCGAAAAGGCAAGCAA--------------------A-ATCTTA------G----TT---------TTA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCTAACAAGTTTCTTAT-ACTTACGCA---AATGTTATTTCAGGCGAACAGAATGGATACAATATACCTGAAATTACGTGT
droEug1 scf7180000409554:4624381-

4624595 +
TGGACCCGATGCACCGTGGTGCTTCTTTGATTCTATGGCTGATAGAAAAGGTGAGTTTTT-----------------TATAATTTATATTTTA----TA-----------------------------------------------------------CCTTTC--------TTCTCCTTTTTCTCAGAAA-----------------------------------------------------------------------TTGTATTTTGTATTCGTACTATGGCTTTCATTGACCTAACTAATTTCTTTTCATTTATGCT---AATATTATTTCAGGTGAACAGAATGGATACAATATACCTGAAATTACGTGT

droBia1 scf7180000301468:426776-
427045 -

AGGGCCAGATGCACCGTGGTGCTTTTTCGATTCAATGGCAGATAGAAAAGGTGAGCTTTA-----------------TA-GATTT------TC----TG-----------------------------------------------------------CCATACTAGGTGCATGCTCTTTCTCCTTAGAAAGAACTTAAGCATAAAATAGATACAGATTCAAATTCTTCGATTTCCTTTGTATGTTCCTTCGCGCCTACTTTTTGT-TTTTGTATTTG--------------TTGATTTTACTCAC-ATTTTT-CATTACAAA---AATATTATTTCAGGTGAACAGAATGGATACAATATACCTGAAATTACGTGT

droTak1 scf7180000415438:503268-
503335 -

AT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTTT-AATTGCTAA---ATTATTATTTCAGGTGAACAGAATGGATACAATATACCTGAAATTACGTGT

droEle1 scf7180000491186:3384236-
3384381 -

TGGACCTGATGCACCATGGTGCTTTTTCGATTCAATGGCTGACAGAAAGGGTAAGCTTCT-----------------TA-AGCTC------TG----TT-----------------------------------------------------------CCTCGATG-----------------------------------------------------------------------------------------------------------------------GTTTTG-------------------------GTTAACGCGTAACATTATTGCAGGTGAACAGAATGGATACAATATACCTGAAATTACGTGT

droFic1 scf7180000453838:526776-
526980 -

CGGACCTGATGCACCATGGTGTTTTTTCGACTCAATGGCTGATAGAAAAGGTAGGCTTTTGTAACTGACCACAAACCAT-AATTC------ATTTATA-------------AAATATAGAATAATCAGCCAGGCTTGTTTGTT--------------------ATAGAAC------------------------------------------CTTGATT---------------------------------------------A--------------------AATTTT-------------------------GTAAACAAATATTATTCTTTTAGGCGAACAGAATGGATACAATATACCTGAAATTACATGT

droKik1 scf7180000302472:3040753-
3040904 +

TGGTCCAGATGCTCCATGGTGCTTTTTCGATTCAATGGCTGATAGAAAAGGTAATTAT--------------------T-ATTA-----------------------TTTGATTTTATTTAAT-T---------------TTTTTTATTTACTATTT-------T-------------------------------------------------------------------------------------------------------------------------------------------------------TAAC-------GAAACTTTTCAGGCGAACAGAACGGATACAATATACCTGAAATTACGTGT

droAna3 scaffold_12916:14124774-
14124928 -

AGGACCTGATGCACCTTGGTGCTTTTTTGATTCTATGGCCGATAGAAAAGGTAAAAGT--------------------T-C----------TTTTGTA-------------AATCAATGTAAA-C---------------GCT----ATTACCAACTTCGAATTT-------------------------------------------------------------------------------------------------------------------------------------------------------TGGT-------TTATTATTCCAGGTGAACAGAATGGATACAATATACCTGAAATAACTTGC

droBip1 scf7180000396572:2831038-
2831188 +

AGGACCTGATGCACCTTGGTGCTTTTTTGATTCTATGGCCGATAGAAAAGGTAAATCC---------------------------------TTCAGTA-------------AAACAAAGTAAAAT---------------GC-ATTAATTACCAACA-------T-------------------------------------------------------------------------------------------------------------------------------------------------------C---AAC---ATTATGATTCCAGGTGAACAGAATGGATACAATATACCTGAAATAACTTGC

dp5 4_group2:1222173-1222237 - TGGGCCAGATGCACCATGGTGTTTTTTCGATTCAATGGCTGATAGAAAGGGTAAGCTA--------------------C-ATTATA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droPer2 scaffold_1:1239344-1239408

-
TGGGCCAGATGCACCATGGTGTTTTTTCGATTCAATGGCTGATAGAAAGGGTAAGTTA--------------------C-ATTATA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004852:711674-
711753 +

TTTT--------------------------------------------------------------------------A-ATTTTA------A----ATATCTATAAAAAC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATT---TTTATTTTTTTAGGCGGAAAAAATGGATATAACATACCTGAAATTATAGTT

droVir3 scaffold_12963:14163196-
14163258 +

AT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTTAT-ATTTA--------AAAATTCTATAGGTGAAAAAAACGGATATAATATACCAGAAATGATATCC

droMoj3 scaffold_6500:29815595-
29815652 +

TGGACCAGATGCTCCTTGGTGTTTTTTTGATTCAATGGCGGACAGAAAAGGTAAATTA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15126:1713886-
1714033 -

AGGACCAGATGCTCCATGGTGTTTCTTTGACTCAATGGCAGATAGAAAAGGTGAAAATCT-----------------AA-AATCC------AC----TT-----------------------------------------------------------TCAAAATTGATT--------------------------------------------------------------------------------------------------------------------------------------CATTATTAA-ATTTG-------ATGATTTTTATAGGTGAAAAGAATGGATATAATATACCTGAAATGATATCC
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crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:10902626-10902783
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:10902626-10902783
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_70.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:12970329-12970486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:5721173-5721321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:9974192-9974341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:10296073-10296221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:4624381-4624595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301468:426776-427045
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415438:503268-503335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491186:3384236-3384381
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453838:526776-526980
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302472:3040753-3040904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:14124774-14124928
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:2831038-2831188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group2:1222173-1222237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:1239344-1239408
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004852:711674-711753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14163196-14163258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:29815595-29815652
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:1713886-1714033


ID:

der_1521

Coordinate:

scaffold_4770:16945935-16946022 +

Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

3pUTR
[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

utr3 [utr3_minus_7095]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATTTGAGAAAAAAGAAGAAAAAACCCCACAAACCAAACAACAACAAAACAATAGAAAAAAACAAATAAACAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAATCCTCAAATTTGTGTTTTTATTTGCGTTATCACGTACAGTTTTTCGTTGGCAATTTCAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

M055

female
body

V107

male
body

M057

embryo

V060

head

GSM1528801

follicle
cells

V040

embryo

....................................................................................................TTAAAGCTTTGTATAATTAACC.................................................................. 22 0 1 59.00 59 31 9 11 4 3 0 1

.....................................................................................................TAAAGCTTTGTATAATTAACC.................................................................. 21 0 1 27.00 27 20 0 5 2 0 0 0

.....................................................................................................TAAAGCTTTGTATAATTAACCA................................................................. 22 0 1 21.00 21 11 5 4 0 1 0 0

....................................................................................................TTAAAGCTTTGTATAATTAACT.................................................................. 22 1 1 17.00 17 11 1 2 1 2 0 0

....................................................................ACAATTGTACATGGCTTTCGTA.................................................................................................. 22 0 1 10.00 10 3 1 3 0 1 0 2

....................................................................ACAATTGTACATGGCTTTCGT................................................................................................... 21 0 1 9.00 9 1 1 6 0 1 0 0

...TGAGAAAAAAGAAGAAAAAACCCCACA.............................................................................................................................................................. 27 0 1 6.00 6 0 2 0 0 0 4 0

....................................................................................................TTAAAGCTTTGTATAATTAACCA................................................................. 23 0 1 6.00 6 4 0 1 1 0 0 0

...................................................................AACAATTGTACATGGCTTTCGT................................................................................................... 22 0 1 6.00 6 1 1 4 0 0 0 0

....................................................................................................TTAAAGCTTTGTATAATTAAC................................................................... 21 0 1 5.00 5 2 1 2 0 0 0 0

...........................................................................................AGTAATTTATTAAAGCTTTGT............................................................................ 21 0 1 5.00 5 0 1 4 0 0 0 0

............................................................................................GTAATTTATTAAAGCTTTGT............................................................................ 20 0 1 4.00 4 0 0 4 0 0 0 0

....................................................................ACAATTGTACATGGCTTTCG.................................................................................................... 20 0 1 4.00 4 1 1 2 0 0 0 0

.....................................................................CAATTGTACATGGCTTTCGT................................................................................................... 20 0 1 3.00 3 1 1 1 0 0 0 0

..................................................................................................TATTAAAGCTTTGTATAATT...................................................................... 20 0 1 3.00 3 3 0 0 0 0 0 0

....................................................................................TTCGTAAAGTAATTTATTAAAGCTTTG............................................................................. 27 0 1 3.00 3 0 3 0 0 0 0 0

.....................................................................CAATTGTACATGGCTTTCGTA.................................................................................................. 21 0 1 3.00 3 1 1 1 0 0 0 0

....................................................................................................TTAAAGCTTTGTATAATTAACCT................................................................. 23 1 1 3.00 3 2 1 0 0 0 0 0

.....................................................................................................TAAAGCTTTGTATAATTAAC................................................................... 20 0 1 3.00 3 3 0 0 0 0 0 0

..................................................................AAACAATTGTACATGGCTTTC..................................................................................................... 21 0 1 3.00 3 0 0 0 2 0 0 1

..................................................................AAACAATTGTACATGGCTTTCGT................................................................................................... 23 0 1 3.00 3 0 1 1 0 1 0 0

.....................................................................................................TAAAGCTTTGTATAATTAACCAA................................................................ 23 0 1 2.00 2 0 2 0 0 0 0 0

.........................................................................TGTACATGGCTTTCGTAAAGTAATTTATT...................................................................................... 29 0 1 2.00 2 0 1 1 0 0 0 0

........................................................................TTGTACATGGCTTTCGTAAAGTAATT.......................................................................................... 26 0 1 2.00 2 0 1 1 0 0 0 0

.....................................................................................................TAAAGCTTTGTATAATTAACT.................................................................. 21 1 1 2.00 2 1 1 0 0 0 0 0

....................................................................................................TTAAAGCTTTGTATAATTAACA.................................................................. 22 1 1 2.00 2 2 0 0 0 0 0 0

...................................................................................................ATTAAAGCTTTGTATAATTAAC................................................................... 22 0 1 2.00 2 0 1 1 0 0 0 0

..................................................................AAACAATTGTACATGGCTTTCG.................................................................................................... 22 0 1 2.00 2 1 0 1 0 0 0 0

...................................................................AACAATTGTACATGGCTTTCGTAAAG............................................................................................... 26 0 1 2.00 2 0 2 0 0 0 0 0

........................................................................TTGTACATGGCTTTCGTAAAGTAAT........................................................................................... 25 0 1 2.00 2 0 1 0 0 1 0 0

...........................................................................TACATGGCTTTCGTAAAGTAATTTATT...................................................................................... 27 0 1 2.00 2 1 1 0 0 0 0 0

......................................................................................................AAAGCTTTGTATAATTAACCA................................................................. 21 0 1 2.00 2 2 0 0 0 0 0 0

.......................................................................................GTAAAGTAATTTATTAAAGCTTTGT............................................................................ 25 0 1 2.00 2 0 0 2 0 0 0 0

..........................CACAAACCAAACAACAACAAAACAA......................................................................................................................................... 25 0 1 2.00 2 0 2 0 0 0 0 0

...........................................................................TACATGGCTTTCGTAAAGTAAT........................................................................................... 22 0 1 2.00 2 1 0 0 0 1 0 0

.TTTGAGAAAAAAGAAGAAAAAACCCCAC............................................................................................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0

.....................................................................................................TAAAGCTTTGTATAATTAACTT................................................................. 22 2 1 1.00 1 1 0 0 0 0 0 0

.................................................................................................TTATTAAAGCTTTGTATAATTAACCAA................................................................ 27 0 1 1.00 1 0 1 0 0 0 0 0

......................................................................AATTGTACATGGCTTTCGT................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 1

................GAAAAAACCCCACAAACCAAACAACAACA............................................................................................................................................... 29 0 1 1.00 1 0 1 0 0 0 0 0

...............................................................AATAAACAATTGTACATGGCTTTCGT................................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0

.......................................................................................................AAGCTTTGTATAATTAACC.................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................................TAAAGCTTTGTATAATTA..................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0

....................................................................................................TTAAAGCTTTGTATAATTA..................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0

...........................................................................TACATGGCTTTCGTAAAGT.............................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0

...........................................................................................AGTAATTTATTAAAGCTTTGTAT.......................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0

..............................AACCAAACAACAACAAAACAATAGAAA................................................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0

...........................................................................TACATGGCTTTCGTAAAGTA............................................................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0

...............................................................AATAAACAATTGTACATGGT......................................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 1

.....................................................................CAATTGTACATGGCTTTCGTT.................................................................................................. 21 1 1 1.00 1 0 0 1 0 0 0 0

.................................................................................................TTATTAAAGCTTTGTATAATTAAC................................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0

..............................AACCAAACAACAACAAAACAATAGAAAA.................................................................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0

....GAGAAAAAAGAAGAAAAAACCCCACA.............................................................................................................................................................. 26 0 1 1.00 1 0 1 0 0 0 0 0

..........................................................................................AAGTAATTTATTAAAGCTTTGTATAAT....................................................................... 27 0 1 1.00 1 0 0 1 0 0 0 0

.TTTGAGAAAAAAGAAGAAAAAACCCCACA.............................................................................................................................................................. 29 0 1 1.00 1 0 1 0 0 0 0 0

.................AAAAAACCCCACAAACCAAAC...................................................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0

.....................................................................CAATTGTACATGGCTTTCGTAA................................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0

........................................................................TTGTACATGGCTTTCGTAAA................................................................................................ 20 0 1 1.00 1 0 1 0 0 0 0 0

................................................................................................TTTATTAAAGCTTTGTATAATT...................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0

.................................................................TAAACAATTGTACATGGCTTTCGTA.................................................................................................. 25 0 1 1.00 1 0 1 0 0 0 0 0

..........................................................AAACAAATAAACAATTGTACATGGCTTTC..................................................................................................... 29 0 1 1.00 1 0 1 0 0 0 0 0

.......................CCCCACAAACCAAACAACAACAAAACA.......................................................................................................................................... 27 0 1 1.00 1 0 0 0 1 0 0 0

.......................CCCCACAAACCAAACAACAACAAAACAA......................................................................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0

...................................................................AACAATTGTACATGGCTTTC..................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

..........................................................................................AAGTAATTTATTAAAGCTTTGT............................................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0

...................................................................................................ATTAAAGCTTTGTATAATTAACCAAAA.............................................................. 27 0 1 1.00 1 1 0 0 0 0 0 0

.................................................................................................TTATTAAAGCTTTGTATAATTAACC.................................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0

...................................................................................TTTCGTAAAGTAATTTATTAAAGC................................................................................. 24 0 1 1.00 1 0 1 0 0 0 0 0

...................................................................................................ATTAAAGCTTTGTATAATTAACCA................................................................. 24 0 1 1.00 1 0 0 1 0 0 0 0

.....................................................................CAATTGTACATGGCTTTCGTAAA................................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0 0

...TGAGAAAAAAGAAGAAAAAACCCCAC............................................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0

..............................AACCAAACAACAACAAAACAATAGAA.................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0

...........................................................AACAAATAAACAATTGTACATGGCT........................................................................................................ 25 0 1 1.00 1 0 1 0 0 0 0 0

....................................................................ACAATTGTACATGGCTTTC..................................................................................................... 19 0 1 1.00 1 0 0 0 1 0 0 0

....................................................................................TTCGTAAAGTAATTTATTAAAGCTTTGT............................................................................ 28 0 1 1.00 1 0 1 0 0 0 0 0

............................................................................ACATGGCTTTCGTAAAGTAATTT......................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0

.TTTGAGAAAAAAGAAGAAAAAACCCCA................................................................................................................................................................ 27 0 1 1.00 1 0 1 0 0 0 0 0

............................................................................ACATGGCTTTCGTAAAGTAAT........................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0

..............................................................AAATAAACAATTGTACATGGCTTTC..................................................................................................... 25 0 1 1.00 1 0 0 0 1 0 0 0

..........................................................AAACAAATAAACAATTGTACATGGC......................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0

..............................AACCAAACAACAACAAAACAATAGA..................................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0

...............................................................................TGGCTTTCGTAAAGTAATTTATTAAAGC................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0

................................................................ATAAACAATTGTACATGGCTTTC..................................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0

.................................................................................................TTATTAAAGCTTTGTATAATTA..................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0

...................................................................................................ATTAAAGCTTTGTATAATT...................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0

...........................................................................TACATGGCTTTCGTAAAGTAATTTAT....................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0

......................................................................................................AAAGCTTTGTATAATTAACCAAA............................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0

.......................................................................................................AAGCTTTGTATAATTAACCA................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0

.........AAAAGAAGAAAAAACCCCACAAACCAAA....................................................................................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0

..................AAAAACCCCACAAACCAAACAACAACA............................................................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0

..................................................................................................TATTAAAGCTTTGTATAATTA..................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0

....................................................................................................TTAAAGCTTTGTATAATTAA.................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0

...........................................................AACAAATAAACAATTGTACATGGCTT....................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0

.....................................................................................................TAAAGCTTTGTATAATTAACA.................................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0

.........................................................AAAACAAATAAACAATTGTACATGGCT........................................................................................................ 27 0 1 1.00 1 0 1 0 0 0 0 0

.........................................................................TGTACATGGCTTTCGTAAAGTAATT.......................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0

...TGAGAAAAAAGAAGAAAAAACCCCACAA............................................................................................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0

.....................AACCCCACAAACCAAACAACAACAAAACA.......................................................................................................................................... 29 0 1 1.00 1 0 1 0 0 0 0 0

.................................................................TAAACAATTGTACATGGCTTTCG.................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0

...................................................................................................ATTAAAGCTTTGTATAATTAACT.................................................................. 23 1 1 1.00 1 1 0 0 0 0 0 0

.................................................................TAAACAATTGTACATGGCTTTCGT................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 1 0

...............................................................AATAAACAATTGTACATGGCT........................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0

..........................................................................GTACATGGCTTTCGTAAAGTAATT.......................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0

..............................................................AAATAAACAATTGTACATGGCTTTCGT................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0

......................................................................AATTGTACATGGCTTTCGTA.................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 1
ATTTGAGAAAAAAGAAGAAA........................................................................................................................................................................ 20 0 1 1.00 1 0 0 1 0 0 0 0
...................................................................................................ATTAAAGCTTTGTATAATTAGT................................................................... 22 2 2 0.50 1 0 0 1 0 0 0 0

Anti-sense strand reads

TAAACTCTTTTTTCTTCTTTTTTGGGGTGTTTGGTTTGTTGTTGTTTTGTTATCTTTTTTTGTTTATTTGTTAACATGTACCGAAAGCATTTCATTAAATAATTTCGAAACATATTAATTGGTTTTTTTAGGAGTTTAAACACAAAAATAAACGCAATAGTGCATGTCAAAAAGCAACCGTTAAAGTT

***************************************************.................(((((((((.((((((.(((((....))))).)))))).)))))))))...................*****************************************************
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...............................................................................................................................................AAAAATAAACGCAATAGTGCATGTCAA.................. 27 0 1 1.00 1 1 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4770:16945885-

16946072 +
der_1521 ATTTGAGAAAAAAG----------------------------------A-AGAAAA---------------------------------AACCC-CACAAA-CCA-----------------A----ACAACA-ACA--------AAACAATAGAAAA------------AAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAA----ATCCT-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTCAA

droYak3 3R:8702157-8702349 - dya_1796 TTTTGAGAAAAAAG----------------------------------AAAGAAA----------------------------------AACCC-GTCAAA-CCA-----------------A----ACAACA-ACA--------AAACAATAGAAGAA---------AAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAA--ATCCT-CAAA-TTTGTGTTTTCATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTTAA
droSec2 scaffold_0:17217363-

17217554 +
dse_1844 ATTTGAGAAAAAAG----------------------------------AAAGAAA----------------------------------A-CCC-CACAAA-CCA-----------------AACAA-CAACA-ACA--------AAACAATAGAAAA-----------AAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAA---ATTCT-GAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCATTGGCAATTTTAA

droSim2 3r:16351715-16351910 + dsi_75 ATTTGAGAAAAAAG----------------------------------AAAGAAA----------------------------------A-CCC-CACAAA-CCA-----------------AACAAC----A---ACAACAACAAAACAATAGAAAA----------AAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAA---ATCCT-GAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTTAA
dm3 chr3R:4640223-4640413 - dme_421 ATTTGAGAAAAAAG----------------------------------AAAGAAA----------------------------------A-CCC-CACAAA-CCA-----------------AACAA-CAACA-ACA--------AAACAATAGAAAA-------------AAGAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATGAAGGCTTTGTATGATTAACCAAAAAAAA--ATCCA-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCACTTTTAA
droEug1 scf7180000409490:80930-

81131 +
ATTTGAATGAAGAA--G--------------------------------ATGAAAAAACGAAA--------------------------T-CCC-CACAAAACCA-----------------ACCAACCAACA-ACA--------AAACAATAGAAAA----------AAAATCAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAA----AACCT-CAAA-TTTGTGTTTTCATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATTTTAT

droBia1 scf7180000302402:7353486-
7353675 -

ATTTGAAAAAAAAT---------CG-----------------------AAAGAAA----------------------------------A-CCC-CACAAAACCA-----------------A----CCAACA-AGA--------AATCCATAGAAAA-------------AA-CAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAAA--CAACC-AAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACCGT-TTTTCGTTGGCAATTTTAT

droTak1 scf7180000414009:179059-
179251 +

ATTTGAGAAAAAAA--------ACG-----------------------AAAGAAA----------------------------------A-CCC-TATAAAACCA-----------------ACCAACCAACA-AGA--------AAACAATAGAAAA-------------AACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAA-----AACCT-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTACAAT-TTTTCGTTGGCCATTTTAT

droEle1 scf7180000491212:1154154-
1154344 +

ATTTGAGAAAAAAT---------AG-----------------------AAAGAAA----------------------------------A-ACC-CACAAAAGCA--T-----C-------CA----CCAACC-AGC---------AACAATAAAAA-------------AAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAG---AACCC-CAAA-TTTGTGTTTTTATTTGCGTTAT---CACGTAAAAT-TTTTCGTTGGC-ATTTTAT

droRho1 scf7180000778307:14039-
14232 +

ATTTGAGAAAAAAT---------AG-----------------------AAAGAAAA---------------------------------A-ACC-CACAAAACCA-----------------ACCAACCAACA-TCA--------AAACAATAGAAAA------------AAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGCAATTTATTGAAGCTTTGTATAATTAACAAAAAAA----AACCT-CAAA-TTTGTGTTTTTATTTGCGTCAT---CACGTACAAT-TTTTTGTTGGC-ATTTTAT

droFic1 scf7180000454106:2527554-
2527747 +

TTTTGAGAAAAAG----------CG-----------------------AATGAAA----------------------------------A-CCC-CACAAAGCCA--A-----CC---ACCAA----CCAACC-ACA--------AAACAATAGAAAA--------------ACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAA----AACCT-CCAA-ATTGTGTTTTTATTTGCCTTAT---CACGTACCAT-TTTTCGTTTGTAATTTTAT

droKik1 scf7180000302247:250327-
250526 +

ATTTGAGAAAAACA--------ACT-----------------------AAAGAA-----------------------------------A-CCC-CACAAAACCA-----------------ACCAACCATCA-ACA--------AAACAATAGAAGAA-A------AAAAACAAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAGAA---CAACC-AAAA-TTTGTGTTTTTATTTGCCTTAT---CACGTACACT-TTTTCGTTGGCGATTTTAT

droAna3 scaffold_13340:11049281-
11049454 -

dan_90 ATTTGAAAGAAGAA--AAAAAAACA-----------------------AA------------------------------TATTTGAAAAAGAA-A-----------TC-----AACCCTCAA----CCAACC-ACA--------AAGCAATAGAAAA-----------------AATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAAGAAAAACA--------A-CAAA-TTTGTGTTTTTATTT-----------------------TCCATTAG-AATCGCAA

droBip1 scf7180000396374:34239-
34401 +

ATTTGAAAGAAAAGAAAAAAAAACA-----------------------AAAGAAA----------------------------------------------------T-----C-CC--TCAA----CCAACC-ACA--------AAGCAATAGAAAA-----------------AATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAACAAAAACA--------A-CAAA-TTTGTGTTTTTATTT------------------------TCCATAAGAATCTGAA

dp5 2:27294837-27295048 - dps_3827 ATTTGAGAAAAACA----------------------------------AAAGAAA----------------------------------AACCCTTACAAA-CCAAAT-----C------C----ATTCAACAGAAA--------AAACAATAGAAGAA-CAAAAA-AAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAA--AAAAC-CAAA-TTTGTGTTTTTATTTGCATTTTTTACCCGTTTACTTTTTTAGTTGGCGATTTATT
droPer2 scaffold_6:2585036-2585249

-
dpe_2481 ATTTGAGAAAAACA----------------------------------AAAGAAA----------------------------------AACCCTTACAAA-CCAAAT-----C------C----ATTCAACAGAAA--------AAACAATAGAAGAA-CAAAAA-AAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACCC-CAAA-TTTGTGTTTTTATTTGCATTTTGTAACCGTTTACTTTTTTAGTTGGCGATTCATT

droWil2 scf2_1100000004902:4649890-
4650075 +

dwi_5415 ATTTGAGAAAAAAT---------ACAAAAAAAAAACCAAAACAAAAGA-------------------------AAAGAAAAGTTT----AAAAA-A-----------TCAAAACA---ACCAA----CCAACCAACA--------AAACAATAGAAA------------------AATAAA-CAATTGTACACGGCTTTTATAAAGTAATTTATTAAAGCTTTGTATAATTACCCAAAAAAAAAAACCCA-AAAA-TTTTTGTTTTTATTTG---------------------------------------

droVir3 scaffold_13047:1834994-
1835158 +

dvi_24634 GAATGAAACGAAAT---------G------------------------AGCAAA-----------------------------------AAGAG-A-----------AC-----AACC--CAA----CCAACA---A--------AAACAATAGAAAAA-AAAACATAAAAAAAAAATAAATAAATTGTACACGGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAACAAAAAAAAA--AACCTTGAAC-TTTGTGTTTTTATTT----------------------------------------

droMoj3 scaffold_6540:3761875-
3762078 +

dmo_3126 A----AAAAAAAAA---------AA----AAAAAAACGAAACAAAATG-------------------------AAAGAAAG--------AAGAG-A-----------TG-----AACC--CAA----CCAACA-ACA--AAAAAAAACCAATAGAAAAAACTAAAA-AAAAAAAAAATAAA-CAATTGTACACTGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAAAAAAAAAA----AAACT-GAACTTTTGTGTTTTTATTTGATTTATT--TACATACA----------------------

droGri2 scaffold_14906:8668115-
8668297 +

dgr_462 ATTTGAGAAAAGAG---------CGA----------------------AAAGAAAATACGAAAAACTAAAAAAAAAAAA----------AAGTG-A-----------AC-----AACC--CAA----CCA----ACA--------AAACAATAGAAAA----------------AAATAAA-CAATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACAACCT-GATC-TTTGTGTTATTATTTGCTTTAT---------------------------------
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AGTTTCTTATGACCGCATCTGAAGGATTCGTGAAGGGCCGACTAATGGCTGCAAAGGAGAAATGCGCTTTCATCTGGTGTCCGAATGTCTACGGGCTTGGTACAAATTTCCCAGTTAATATTGTAAATTTGTAGCCATTTCGTGGACTTACGGCCAAGAGAAATGCGATCAGCAGAGTGATTGATAGTGAAAAAAACGCGGAAAGCTAATCAGTTGCCACAAATTCAGATGGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M055

female
body

V108

head

V107

male
body

GSM1528801

follicle
cells

V060

head

V040

embryo

M057

embryo

.....................................................................................TGTCTACGGGCTTGGTACA................................................................................................................................. 19 0 1 85.00 85 20 43 19 0 3 0 0

.....................................................................................TGTCTACGGGCTTGGTACAAATT............................................................................................................................. 23 0 1 42.00 42 24 13 2 0 0 2 1

...............................................................................................................................TTTGTAGCCATTTCGTGGACTTA................................................................................... 23 0 1 28.00 28 14 3 7 2 2 0 0

.....................................................................................TGTCTACGGGCTTGGTACAA................................................................................................................................ 20 0 1 27.00 27 15 4 8 0 0 0 0

...............................................................................................................................TTTGTAGCCATTTCGTGGACT..................................................................................... 21 0 1 24.00 24 12 0 11 0 1 0 0

.....................................................................................TGTCTACGGGCTTGGTACAAAT.............................................................................................................................. 22 0 1 17.00 17 16 1 0 0 0 0 0

.....................................................................................TGTCTACGGGCTTGGTACAAA............................................................................................................................... 21 0 1 13.00 13 9 1 3 0 0 0 0

...............................................................................................................................TTTGTAGCCATTTCGTGGACTT.................................................................................... 22 0 1 11.00 11 9 0 2 0 0 0 0

.....................................................................................TGTCTACGGGCTTGGTACAAATTT............................................................................................................................ 24 0 1 9.00 9 3 1 0 5 0 0 0

.....................................................................................TGTCTACGGGCTTGGTAC.................................................................................................................................. 18 0 1 3.00 3 2 1 0 0 0 0 0

................................................................................................................................TTGTAGCCATTTCGTGGACT..................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0 0

.....................................................................................TGTCTACGGGCTTGGTACAAATTTA........................................................................................................................... 25 1 1 1.00 1 0 0 1 0 0 0 0

...............................................................................................................................TTTGTAGCCATTTCGTGGACTTAT.................................................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0

......................................................................................GTCTACGGGCTTGGTACAAATT............................................................................................................................. 22 0 1 1.00 1 1 0 0 0 0 0 0

....................................................................................ATGTCTACGGGCTTGGTACA................................................................................................................................. 20 0 1 1.00 1 0 1 0 0 0 0 0

.......................................................................................TCTACGGGCTTGGTACAAAT.............................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0

...............................................................................................................................TTTGTAGCCATTTCGTGGAC...................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

................................................................................................................................TTGTAGCCATTTCGTGGACTTA................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0

........................................................................................................................................................................TCAGCAGAGTGATTGATAGTGAAAAAAAC.................................... 29 0 1 1.00 1 0 0 1 0 0 0 0

.....................................................................................TGTCTACGGGCTTGGTAT.................................................................................................................................. 18 1 1 1.00 1 1 0 0 0 0 0 0

..............................................................................................................................ATTTGTAGCCATTTCGTGGACT..................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0

...................................................................................AATGTCTACGGGCTTGGTACA................................................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0

......................................................................................GTCTACGGGCTTGGTACAA................................................................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0 0

...............................................................................................................................TTTGTAGCCATTTCGTGGACTTT................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0

Anti-sense strand reads

TCAAAGAATACTGGCGTAGACTTCCTAAGCACTTCCCGGCTGATTACCGACGTTTCCTCTTTACGCGAAAGTAGACCACAGGCTTACAGATGCCCGAACCATGTTTAAAGGGTCAATTATAACATTTAAACATCGGTAAAGCACCTGAATGCCGGTTCTCTTTACGCTAGTCGTCTCACTAACTATCACTTTTTTTGCGCCTTTCGATTAGTCAACGGTGTTTAAGTCTACCT
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Species Coordinate ID Alignment
droEre2 scaffold_4690:17921893-

17922125 -
der_1514 AGTTTCTTATGA----CCGCA---TCTGAAGGATTCGTGAAGGGCCGA----CTAATGGCTGCAAAGGA-GAAATGCGCTTTCATCTGGTGTCCGAATGTCTACGGGCTTGGTACAA----------ATTTCCCAGTTAATATTGTA-AATTTG--TAGCCATTTCGTGGACTTACGGCCAA-GAGAAATGCGATCAGCAGAGTGATTGATAGTGAAAAA---AACGC--GGAAAGCTAAT----------------------------------CAGTTGCCACAAATTCAGATGGA

droYak3 X:20578080-20578354 - dya_79 AGTTCCTCATGACCGACCGGA---CCTAAAGGATTCGTGAACGACCGA----CTGAAAGCTACAAAGGA-TAAGTGTGCTTTCATCTGGTGTCCGAATGTCTACGGGCTCGGTACAAAT----T-GAAGTTTCTAATCCACATTGTA-AATTTG--TAGCGATTTCGTGGACTTACGGCTAA-GAGAAATGTGATCAACGGAGTAA----TAGCGAGTTATTAAACGAGGAGAAAGCTAATCAGTTGCCTTCAAACGGGCAATCTAATGCGAG-GAATTCCACACGAATTCGGATG-G
droSec2 scaffold_8:3723212-

3723463 -
AGTTCCTTAAGA----CCGCA---CCTAAAGGATACGTGAAAGACCGACCGACTAAAAGCCGAAAAGCA-GAGCTGTGCTTTCCTTTGGTGTCCGCGTGCCCACAGGCCAAATACAAAT----TGAAATTTTATAATTAATATTGCA-AATTTG--TAGCGGTTGAGTAAGCCTACGGCAAATAAAAAATGCGATCAGCAATGTGATTAATAGTGAATTA---AAAA----------------------------TGGACAATCGAATGCGGGAGCATTCGATAAAAACCCAAATGTA

droSim2 x:20138864-20139090 - TGTTCCCTAAGA----CCGGA---CCTAAAGGATATGTGAAAGACCGA-------------------------CCG-ACTTTCCTTTGGTGTCCGCGTGCCCACAGGCCAGATACAAAT----TGAAATTTTATAATTAATATTGCA-AATTTG--TAGCGGTTGAGTAAGCCTACGGCAAATAAGAAATGCGATCAGCAATGTGATTAATAGTGAATTA---AAAA----------------------------TGGAAAGTCGAATGCGGGAGCATTCGATAAAAACTCAAATGTA
dm3 chrX:21440438-21440659 - AGTTCCTTAAGA----CCGGA---CCTAAAGGATACGTGAAGGACCGGTCGACTAAAAGCTGAAAAGCA-GAGCTATGCTTTCC-------------TGTCTACGGGCTAGATACATAT----TGAAATTTTATAATTAATATTGTATAATATAATTAATATAATTATAGGCCTACGGCTAA-GTG-------------------ATTTATAGCGAATTA---AAAA----------------------------TGTGCAATCGAATGCGGTGGCATTCGACAAAAACTTAAATATA
droEug1 scf7180000408193:48491-

48673 +
AGTTCCTTATGC----TCAGC---CCCAAGGGATATGTGAGGGACCCA--------AAACTAAAAGGGACCAAATGTGCTTTCATCTGCTGTCCGGTTGTCTACGGGCTTGGTACAAAT----TAGAATTTCCTAATTAACATAGAG-AATTTG--TACCAATTTCGTTGACCTCCGGATCG-AAGAAATATGTGCGACGAAGTGA--------------------------------------------------------------------------------------------

droBia1 scf7180000302432:105510-
105653 +

AGTTCCTTCGGG----TTGGA---CCCAAAGGATATGAGA-----------------------------CCAAATGTGCATTCATCTGGTGTCTGGATGTCTATGG-TTTGGTATAAAG----T-GAATTTGCTAATTAATATTACG-AATTTG--TAGCGCTTTTGTGGCCTTCAGAATGA-GAGAAAT------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415769:350542-
350712 -

AG------------------A---CCCAAAGGATATGTGAAAAACTCG-------GAAGTTCAATGGAACCAGTTGTGCTTTTATCTGGTGTCCGGATGTCTACGGATTGGGTACAAAT----A-GAATTTTCTAATTAATATTGAACAATTTG--TAACAATGCCGTCGACTTCCGGATAA-AAGAAATATGGGCAGCTAAGTAAT-------------------------------------------------------------------------------------------

droEle1 scf7180000491087:1005127-
1005337 +

AGCTTTTTATGG----TCGAA---CCCAACGGACATGTGAAAGAATCA---------AACTCAAAGAGA-TTATTGTGCTTTCATCTGGTTTCCGGATGTCTACGGATTTGGAACAAATAATTT-TAATTTACTAATTAGTATTGAA-A--------------------TGCTTCCGGCAAA-GAGAAATGTGTGCCGCAGAATGGTTAATATAAAATT---------------------------------------------GAGTGGGGAA--ACTTGCAAATAAATTACAACGA

droRho1 scf7180000769553:615-824
-

AGTTCTTTATGG----TTGGA---CCCAAAGGATATGTGAAGGACTCA--------AACCTCAAAGGGACCTATTGTGCTTTTATCTGGTGCCTGGATGCCCACGGAATTGGTACAAATCATTT-TAATTTACTAATTAATATTGAA-AATTTG--TAACGATTTTGTGGACTGCCGACAAA-GAGGATTGGGTGCCGCAGAATGGTTGATATTAAATTG---AAT------------------------------GGAAA------------A-----------------------A

droFic1 scf7180000453926:392983-
393158 -

ATTTCCTTGTGA----TTGGA---CCCAAAGGATGTGGGAAG----------------CCTACAAGGA-CCCATTGTGCTTTTATCTGCTGTCCGCATGTCTACGAGTTTGGTACAAAT----G-TAATTTCCTAATTAATATCGAC-AATTTG--TAACAATTTTGTGGACTTCCGGCCAA-AAGAAATCTTCGCAGCAGAAGGGTTG-----------------------------------------------------------------------------------------

droKik1 scf7180000302798:50854-
50893 -

AGGTCCTTGCGG----TCAGGAACCCGAATGGATGTGTGCGGGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 XL_group1a:1240207-
1240213 +

GGCCTTT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_263:12172-12178
-

GGCCTTT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/08/2015 at 07:56 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
1
1
1
1
0
1
0
0
0
2
0

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17921893-17922125
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17921893-17922125
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1514.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:20578080-20578354
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_79.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:3723212-3723463
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:20138864-20139090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:21440438-21440659
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408193:48491-48673
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302432:105510-105653
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:350542-350712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491087:1005127-1005337
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769553:615-824
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:392983-393158
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302798:50854-50893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:1240207-1240213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_263:12172-12178


ID:

der_474

Coordinate:

scaffold_4690:17695052-17695111 -

Confidence:

confident

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dere\GG17548-in]; CDS [Dere\GG17548-cds]; CDS [Dere\GG17548-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAGTTCAGATTGATCAACGAATTGATGTTCAAAATCCGTCAACTGCTATCGTAAGTTACATATTGCCACTCCGGACTTATGTCCCGTCTAACGATGTGTATCTTATTTAGCAAACCTCCACCGCCACCACCGGAAGGTCAATTGGATGACGATGTTGCTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

M055

female
body

V107

male
body

V060

head

M057

embryo

V040

embryo

......................................................................................TCTAACGATGTGTATCTTATTTAG.................................................. 24 0 1 89.00 89 62 13 6 8 0 0

......................................................................................TCTAACGATGTGTATCTTATTTA................................................... 23 0 1 18.00 18 18 0 0 0 0 0

......................................................................................TCTAACGATGTGTATCTTATTT.................................................... 22 0 1 17.00 17 10 4 2 1 0 0

......................................................................................TCTAACGATGTGTATCTTATT..................................................... 21 0 1 13.00 13 9 0 2 2 0 0

...........................................................................CTTATGTCCCGTCTAACGATGTGT............................................................. 24 0 1 4.00 4 0 0 4 0 0 0

........................................................................................TAACGATGTGTATCTTATTTAG.................................................. 22 0 1 4.00 4 3 0 1 0 0 0

..................................................GTAAGTTACATATTGCCACTCCGGA..................................................................................... 25 0 1 3.00 3 0 2 0 0 1 0

.......GATTGATCAACGAATTGAT...................................................................................................................................... 19 0 1 2.00 2 0 0 2 0 0 0

.............................................................................TATGTCCCGTCTAACGATGTGT............................................................. 22 0 1 2.00 2 1 0 1 0 0 0

.......................................................................................................................................GGTCAATTGGATGACGATGTTGCT. 24 0 1 2.00 2 1 0 1 0 0 0

......................................................................................TCTAACGATGTGTATCTTATTTAT.................................................. 24 1 1 2.00 2 1 0 0 1 0 0

......................................................................................TCTAACGATGTGTATCTT........................................................ 18 0 1 2.00 2 1 0 1 0 0 0

........................................................................................TAACGATGTGTATCTTATT..................................................... 19 0 1 2.00 2 2 0 0 0 0 0

.........................................................................................AACGATGTGTATCTTATTTAG.................................................. 21 0 1 2.00 2 2 0 0 0 0 0

..................................................GTAAGTTACATATTGCCACTCCGGACT................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0

........................................................................................................................................GTCAATTGGATGACGATGT..... 19 0 1 1.00 1 0 1 0 0 0 0

..................................................GTAAGTTACATATTGCCACTCCG....................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0

.....CAGATTGATCAACGAATTGATGTTC.................................................................................................................................. 25 0 1 1.00 1 0 0 1 0 0 0

..............................................................................ATGTCCCGTCTAACGATGTGTATCT......................................................... 25 0 1 1.00 1 0 0 0 0 1 0

...................................................TAAGTTACATATTGCCACTCCG....................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

..................................................GTAAGTTACATATTGCCACTCCGG...................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0

..................................................GTAAGTTACATATTGCCAC........................................................................................... 19 0 1 1.00 1 0 0 0 0 1 0

........................................................................................TAACGATGTGTATCTTATTTAGT................................................. 23 1 1 1.00 1 1 0 0 0 0 0

....TCAGATTGATCAACGAATTGATGTTC.................................................................................................................................. 26 0 1 1.00 1 0 1 0 0 0 0

..........................................................................ACTTATGTCCCGTCTAACGATGTGTATC.......................................................... 28 0 1 1.00 1 0 0 1 0 0 0

..........................................................................................................................................CAATTGGATGACGATGTTGCTA 22 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................GTCTAACGATGTGTATCTTATT..................................................... 22 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................CGATGTGTATCTTATTTAG.................................................. 19 0 1 1.00 1 0 1 0 0 0 0

.AGTTCAGATTGATCAACGAATTGATGTT................................................................................................................................... 28 0 1 1.00 1 0 0 1 0 0 0

......................................................................................................................CACCGCCACCACCGGAAGGT...................... 20 0 1 1.00 1 1 0 0 0 0 0

....................................................AAGTTACATATTGCCACTCCGGA..................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

......................................................................................TCTAACGATGTGTATCTTATTA.................................................... 22 1 1 1.00 1 1 0 0 0 0 0

.......................................................................................................................................GGTCAATTGGATGACGATGT..... 20 0 1 1.00 1 0 0 1 0 0 0

..........................................................................ACTTATGTCCCGTCTAACGATGTGT............................................................. 25 0 1 1.00 1 0 0 1 0 0 0

..................GAATTGATGTTCAAAATCCGTC........................................................................................................................ 22 0 1 1.00 1 0 0 1 0 0 0

......................................................................................TCTAACGATGTGTATCTTATTTAA.................................................. 24 1 1 1.00 1 1 0 0 0 0 0

....................ATTGATGTTCAAAATCCGTCA....................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................GTCTAACGATGTGTATCTTATTTAG.................................................. 25 0 1 1.00 1 0 0 1 0 0 0

..................................................GTAAGTTACATATTGCCACTCC........................................................................................ 22 0 1 1.00 1 0 1 0 0 0 0

.........................................................................................AACGATGTGTATCTTATTTAGA................................................. 22 1 1 1.00 1 1 0 0 0 0 0

...................................................TAAGTTACATATTGCCACTC......................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0

.......................................................................................CTAACGATGTGTATCTTATTTAT.................................................. 23 1 1 1.00 1 0 1 0 0 0 0

....................................................AAGTTACATATTGCCACTCCG....................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1

........ATTGATCAACGAATTGATGTT................................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

CTCAAGTCTAACTAGTTGCTTAACTACAAGTTTTAGGCAGTTGACGATAGCATTCAATGTATAACGGTGAGGCCTGAATACAGGGCAGATTGCTACACATAGAATAAATCGTTTGGAGGTGGCGGTGGTGGCCTTCCAGTTAACCTACTGCTACAACGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V107

male
body

M055

female
body

V108

head

V060

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4690:17695002-

17695161 -
der_474 GAGTTCAGATTGATCAACGAATTGATGTTCAAAATCCGTCAACTGCTATCGTAAGT--TACATATT-GCCAC-------T-----CC---G--------GACTTATGTC---------------------------------------------------------------------------------------------------CCGTCTAACGATGTGTATC-------T-TATTTAGCAAACCTCCACCGCCACCACCGGAAGGTCAATTGGATGACGATGTTGCTA

droYak3 X:20341544-20341700 - GAGTTTAGATTGATCAACGAATTGATGTTTAAAATCCGGCAACTGCTATCGTAAGT--TATT-----GCCAC-------T-----CC---G--------GAATTGTGTT---------------------------------------------------------------------------------------------------CCGTCTAACGATGTTTATC-------TTTTTTCAGTAAACCTCCACCGCCACCAGCGGAAGGTCAATTGGATGACGATGTTGCTA
droSec2 scaffold_8:3472757-3472912

-
GAGTTTAGATTGATCAACGAATTGATGTTCAAAATCCGTCAAATGCTATCGTAAGT--TATG-----GCCAC-------C-----CC---G--------GACGTGTGTC---------------------------------------------------------------------------------------------------CCGTCTAACGATGTGTATC-------A-TGTTTAGTAAACCTCCACCGCCACCAACGGAAGGTCAATTGGATGATGATGTTGCTA

droSim2 x:19898103-19898258 - GAGTTTAGATTGATCAACGAATTGATGTTCAAAATCCGTCAAATGCTATCGTAAGT--TATG-----GCCAC-------C-----CC---G--------GACGTGTGTT---------------------------------------------------------------------------------------------------CCGTCTAACGATGTGTATC-------A-TGTTTAGTAAACCTCCACCGCCACCAACGGAAGGTCAATTGGATGATGATGTTGCTA
dm3 chrX:21165665-21165821 - GAGTTTAGATTGATCAACGAATTGATGTTCAAAATCCGTCAATTGATATCGTAAGT--TATG-----GCCAC-------C-----CC---GG-------GACATGTGTT---------------------------------------------------------------------------------------------------CCATCTAATGACGTGTATC-------A-TGTTTAGTAAACCTCCACCGCCACCAACGGAAGGTCAATTGGATGATGATGTTGCTA
droEug1 scf7180000408193:316476-

316635 +
GAGTTCAGATTAATCAACGAACTGATATTCAAACTCCGTCAAATGCTATCGTAAGT--TACT-----GCGAC-------T-----TA---G--------AATCGAAATC---------------------------------------------------------------------------------------------------CCTTCTAACTTCATGTATC-TTC--CA-TACTTAGTAAACCACCGCCGCCACCAAGGGAAGGTCAATTGGATGACGACGTAGCTC

droBia1 scf7180000302187:365718-
365872 +

GAGTTTAGACTCATCAACGAGCTGATGTTTAAGATCCGTCAAATGCTCTCGTAAGT--TAAA------CAAT-------C-----TC---GT-------GGCTTATATA---------------------------------------------------------------------------------------------------TCATATAACGTGGT-CATT-------T-TGTTCAGCAAACCACCACCGCCACCGCTGGAGGGCAGTTTGGATGACGACGTGGCCA

droTak1 scf7180000415158:282445-
282611 +

GAGTTTAGACTCATCAACGAGCTAATGTTCAAGATCCGTCAAATGTTAACGTAAGT--GATT-----GCGAC-------T-----AG---TGGTTATTTG--------GTCAATATG----------------------------------------------------------------------------------------------TTATATGTTGTGTATT-TTTGTCT-TGTTTAGTAAACCACCGCCACCACCGCCGGAGGGCCACTTGGATGACGATGTGGCCA

droEle1 scf7180000490214:751137-
751302 +

GAGTTCAGATTGATCAACGAGCTGATGTTCAAGATCCGTCAATTGCTGTCGTGAGT--TTTT-----GTGCC-------T-----TG---A--------AAACGATATTCCATCATA----------------------------------------------------------------------------------------------TTTGACTGTGCGTATT-TTT--AAATTTGTAGTAAACCGCCGCCACCACCGGCAGAGGGCCACCTGGATGACGATGTGGCTA

droRho1 scf7180000780082:47366-
47525 +

GAGTTCAGACTAATAAATGAGCTGATGTTTAAGATCCGTCAAATGCTATCGTACGT--TGTT-----GTGGC-------T-----TC---G--------AAATTATGTT----------------------------------------------------------------------------------------------------CATCTAACTTTGTGAATC-TCT--TATACAATAGTAAACCACCGCCGCCACCGGCCGAGGGCCAATTGGATGATGATGTGGTCA

droFic1 scf7180000454077:617327-
617494 -

GAGTTTAGATTGATCAACGAGCTGATGTTCAAGATCCGTCAAATGATGACGTAAGT--TGCT-----GTGGC-------T-----CC---A--------AATACATATAACATTT------------------------------------------------------------------------------TATTTAATTTA------TTT--AC-----GAAAC-TTT--TC-TGATTAGTAAACCACCGCCGCCACCACCAGAGGGTCACTTGGATGACGACGTGGCCA

droKik1 scf7180000302395:536551-
536614 -

TATTTTAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTATAGAAAACCACCTCCTCCTCCACCTGAGGGCCACTTGGATGATGATGTGGCCC

droAna3 scaffold_13334:1056299-
1056462 +

GAATTCCGATTGATCAACGAACTTATCTACAATATCCGTAAAATTGTATCGTAAGT--TATTCTTA-AATAATCCAA--T-----CC----------------TATAAC-------C-------------------------------------------------------------------------------CTTTAT------TGATTTAACTTTTTG-----------GGTTTTTAGGAAGCCACCGCCACCACCTCCGGATGGTCATTTGGACGAGGACGTGGCCT

droBip1 scf7180000396733:705025-
705191 +

GAATTCCGTTTGATCAACGAACTTATCTACAATGTCCGCAAAATTGTTTCGTAAGT--TTCTCTGT-AACAATTTAA--T-----CT----------------TAAATG-----C------------------------------------------------------------------------------AATCTTAACTA------ATA--AT---A--TATTTT--GTC--ATTTTAGCAAGCCACCGCCCCCACCTCCGGATGGTCATTTGGATGATGATGTGGCTT

dp5 XL_group1a:9062082-9062270
+

GAATTCAGAATCATCGGCGAGCTCATCTACAAGATACGCCAAGCGTTAAGGTAAGC--ACAGAATC-----G-------C-----TC---A--------GACTTCTCTC-------------------------------------CCTCTCTCTC----TCTCTCTCTCTCTGTCCACAAAAG------------------TAACC--------ATGCCCT-----TT--GTCGTTCTGCAGTAAGCCACCACCGCCACCCGTGGAGGGTTATCTGGATGACGATGTGGCCC

droPer2 scaffold_15:1455707-
1455897 +

GAATTCAGAATCATCGGCGAGCTCATCTACAAGATACGCCAAGCGTTAACGTAAGC--ATAGAATCG----C-------------TC---A--------GACTTCTCTC-------------------------------------CCTCTCTCTC--GCTCTCTCTCTTTCTGTCCACAAAAG------------------TAACT--------ATGGCCT-----TT--GTCGTTCTGCAGCAAGCCACCACCGCCACCTGTGGAGGGTTATCTGGATGACGATGTGGCCC

droWil2 scf2_1100000004515:161358-
161523 -

GAATTTGGCCTGTTCAATGAGCTTATCTATATGGTTAGAAAGCATGCCATGTGAGTAGATAAAATGC----C-TTAGAGT-----TT---G--------GTTAGATATT---------------------------------------------------------------------------------------------------GACCTTGACCTTAT----C-TCT--TATCTTCTAGCAAATCACCTCCACCACCAGAGGATGGCTATTTCGATGAGGATGTGGAGA

droVir3 scaffold_12970:7923890-
7923907 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGACGACGATGTGCTGA

droMoj3 scaffold_6482:1604453-
1604504 +

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGAAAACCCCCAATGCCGCCTGAGCGAACTAACGTGGATGACGATGTGGATA

droGri2 scaffold_15203:11136048-
11136294 +

GAATACGGCGTAGTTGGTGAACTCATGTATCTGATACACAGGCGCGCCGTGTAAGT--ATCATT---AGGCA-------TCCGTTTATAGTAGT-ATTTT--------TTATGTATGTTATGTTTTGCAGAACGTAATATTTATGTTGTCTGTCTGTCCGTCTGTCTT----TCTCAGACAAAGTGTTTAGATCGAAA----TTACTATTTTTTAAT----T-----TT--GCCTTTTTGTAGTAAACCACCACCGCCTGTTGAGGC------ACTCGATGATGATGTGGAAA

Generated: 08/18/2015 at 04:05 PM
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crit.total
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crit.top3
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1
0
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0
1
1
1
1
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1
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ID:

der_71

Coordinate:

scaffold_4784:9670691-9670772 -

Confidence:

confident

Class:

Canonical miRNA

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 [Dere\GG14016-in]; Antisense to utr5 [utr5_plus_7443]

No Repeatable elements found

mature star

1. der_208  scaffold_4770:4287211-4287230 -
2. der_71  scaffold_4784:9670753-9670772 -
3. scaffold_4820:8494928-8494947 -
4. scaffold_4845:10472801-10472820 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCGCTATAGCCGTGCGTCTGTGTGTGTGTGAGTGTGTGTTTAGTGGCGTTGTGCTGGTATGAGTGAGAGTAACACACACACACACACGCAGCCACGTAAAGCTTGGCCAATGCCGCGTGCAATTTTCACAAAATTTAAATTAAATTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

M055

female
body

V107

male
body

V060

head

M057

embryo

V040

embryo

.............................................................................................................CACACACACACACGCAGCCACG................................................... 22 0 1 106.00 106 71 23 8 2 2 0

...............................................................................................................CACACACACACGCAGCCACG................................................... 20 0 1 10.00 10 8 1 1 0 0 0

.............................................................................................................CACACACACACACGCAGCCACGT.................................................. 23 0 1 9.00 9 6 1 2 0 0 0

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

..............................................................................................................ACACACACACACGCAGCCACG................................................... 21 0 1 6.00 6 5 0 1 0 0 0

..................................................GTCTGTGTGTGTGTGAGTGT................................................................................................................ 20 0 4 3.25 13 8 1 4 0 0 0

..............................................................................................................ACACACACACACGCAGCCACGT.................................................. 22 0 1 3.00 3 1 0 2 0 0 0

.............................................................................................................CACACACACACACGCAGCCA..................................................... 20 0 3 2.67 8 2 1 3 2 0 0

..................................................GTCTGTGTGTGTGTGAGTG................................................................................................................. 19 0 6 2.33 14 8 3 2 1 0 0

............................................................................................................ACACACACACACACGCAGCCACG................................................... 23 0 1 2.00 2 0 1 1 0 0 0

.............................................................................................................CACACACACACACGCAGCCAC.................................................... 21 0 1 2.00 2 1 0 1 0 0 0

..................................................GTCTGTGTGTGTGTGAGTGTGTG............................................................................................................. 23 0 1 2.00 2 0 2 0 0 0 0

..................................................GTCTGTGTGTGTGTGAGTGTG............................................................................................................... 21 0 3 2.00 6 2 2 2 0 0 0

.........................................................................TTTAGTGGCGTTGTGCTGGTA........................................................................................ 21 0 1 1.00 1 1 0 0 0 0 0

.........AACAAGTGGACTGTACACCGT........................................................................................................................................................ 21 0 1 1.00 1 0 0 1 0 0 0

.............................TCTTTGTCGCTATAGCCGTGC.................................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0

............................................................................................................ACACACACACACACGCAGCCAC.................................................... 22 0 1 1.00 1 0 0 0 0 1 0

............................................................................................................ACACACACACACACGCAGCCACGT.................................................. 24 0 1 1.00 1 0 0 1 0 0 0

..........................................................GTGTGTGAGTGTGTGTTTAGTGGC.................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 1

.......TTAACAAGTGGACTGTACACCGTCT...................................................................................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0

.............................................................................................................CACACACACACACGCAGCCACT................................................... 22 1 5 0.40 2 2 0 0 0 0 0

...........................................................................................................CACACACACACACACGCAGCCA..................................................... 22 0 3 0.33 1 0 1 0 0 0 0

............................................................................................................ACACACACACACACGCAGCCA..................................................... 21 0 3 0.33 1 1 0 0 0 0 0

...............................................................................................................CACACACACACGCAGCCACGA.................................................. 21 1 3 0.33 1 1 0 0 0 0 0

..............................................................................................................ACACACACACACGCAGCCA..................................................... 19 0 3 0.33 1 0 1 0 0 0 0

..................................................GTCTGTGTGTGTGTGAGT.................................................................................................................. 18 0 7 0.29 2 1 0 0 0 0 1

...................................................TCTGTGTGTGTGTGAGTGTGT.............................................................................................................. 21 0 7 0.14 1 0 0 1 0 0 0

Anti-sense strand reads

ATAACTAAATTGTTCACCTGACATGTGGCAGAAACAGCGATATCGGCACGCAGACACACACACACTCACACACAAATCACCGCAACACGACCATACTCACTCTCATTGTGTGTGTGTGTGTGCGTCGGTGCATTTCGAACCGGTTACGGCGCACGTTAAAAGTGTTTTAAATTTAATTTAAA

************************************..((((.(((..(((((((((((((((((..(((((((((((.((((.....)))).))...........)))))))))))))))))))))..)))))..)))))))....***********************************
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Species Coordinate ID Alignment
droEre2 scaffold_4784:9670641-

9670822 -
der_71 TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----CTATAGCCGTGC-------------------------------------GTCTGT------GTGTGTGT---GAGTGTGTG----------TTTAGTGGCGTTGTGCTGGTATGAGTGAGAGT------AACACACACA---------------CACACACGC-----AGC-----------------------------------------CACGTAAA------------------------------------------------------------GCTTGGCCAATGCCGCGTGCAATTTTC-A--------CAAAATTT-------AAATTAAATTT

droYak3 3L:2246294-2246471 + TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----CTATAGCCGTGC-------------------------------------GCCTGT------GTGTGT-----GAGTGTGTG----------TTTAGTGGCGTTGTGCTGGTATGAGTGAGAGT------AATACACACA---------------CACACA--C-----AGC-----------------------------------------CACGTAAA------------------------------------------------------------GCTTGGCCAATGTCGCGTGCAGTTTTC-A--------CAAAATTT-------AAATTAAATTT
droSec2 scaffold_0:1920443-1920610

-
TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----CGATAGCCGTGC-------------------------------------GT----------GTGTGT-------------G----------TTTAGTGGCGTTGTGCTGGTATGAGTGAGAGT------AACACACACACC-------------AA--CATAC-----ATC-----------------------------------------CACGTAAA------------------------------------------------------------GCTTGGCCAATGTCGCGTGCAATTTTC-A--------CAAAATTT-------AAATTGAATTT

droSim2 3l:9444819-9444996 - TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----CTATAGCCGTGC-------------------------------------GTCTGT------GTGTG-------AGTGTGTG----------TTTAGTGGCGTTGTGCTGGTATGAGTGAGAGT------AACACACACACC-------------AA--CATAC-----ATC-----------------------------------------CACGTAAA------------------------------------------------------------GCTTGGCCAATGTCGCGTGCAATTTTC-A--------CAAAATTT-------AAATTGAATTT
dm3 chr3L:9686869-9687042 - TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----CTATAGCCGTGC-------------------------------------GTCTGTGTGTTTGTGTGT-------------G----------TTTAGTGGCGTTGTGCTGGTATGAGTGAGAGT------AACACACACACC-------------AA--CA---------TA-----------------------------------------CACGTGAA------------------------------------------------------------GCTTGGCCAATGTCGCGTGCAATTTTC-A--------CAAAATTT-------AAATTAAATTT
droEug1 scf7180000409711:1537415-

1537590 +
TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----CTACAGCCGTGC-------------------------------------GTTTGT------GTGTGT-------------G----------TTTAGTGCTGGTATGCTGGTATGAGTGAGAGT------AACATACACA---------------TACACACAT-----AC-TTGT----------------------------------A--CACGCAAA------------------------------------------------------------GTTCGGCCAATGTCGCGTGCGATATTT-A--------ACTAATTT-------TAATTTAATTT

droBia1 scf7180000302428:8097020-
8097201 +

TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----CTACAGCCGTGC-------------------------------------GTTTGT------GTGTGTG-----AGTGT--GTGTGTGTGTGTGTAGTGCTGGTGCGCTGGTATGAGTGAGAGT------GGCACACACG---------------CACACT---------GC-----------------------------------------CAC--ACG------------------------------------------------------------GCTCGGCCAATGTCGCGTGCAATTTTC-A--------CCGAAATT-------AAATTTAATTT

droTak1 scf7180000415741:99288-
99455 +

TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----CTATAGCCGTGC-------------------------------------GTTCGT------GTGTGT-------------G----------TATAGTGCTGGTGCGCTGGTATGAGTGAGAGT------AGCACACACG---------------AACACA---------GG-----------------------------------------CACACAAA------------------------------------------------------------GCTCGACCAATGTCGCGTGCAATTTTC-A--------CCGAATTT-------AAATTTAATTT

droEle1 scf7180000490564:460502-
460667 -

TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----ATATAGCCCTGC-------------------------------------GTTTGT------GTGTGT-------------G----------TATAGTGCTGGTATGCTGGTATGAGTGAGAGT------AACACACGGA---------------GACACA----------------------------------------------------CACGCAAA------------------------------------------------------------GCGCGTCCAATGTCGCGTGTAATTTTC-G--------GCAAATTT-------AAATTTAATTA

droRho1 scf7180000778132:1995-2160
-

TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----CTACAGCCCTGC-------------------------------------GTTTGT------GTGTGT-------------G----------TATAGTGCTGGTGTGCTGGTTTGTGTGAGAGT------AACACACAGA---------------CACACA----------------------------------------------------CACGCAAA------------------------------------------------------------GCTCGACCAATGTCGCGTGCAATTTTC-G--------GCGAATTT-------AAATTTAATTT

droFic1 scf7180000453807:828594-
828759 -

TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----ATACAGCCGTGC-------------------------------------GTTTGT------GAGTGT-------------G----------TATAGTGATGTTGAGCTGGTGTGAGTGAGAGT------ATTACAGGCA---------------AACACA----------------------------------------------------CATGCAAA------------------------------------------------------------GCTTAGCCAATGTCGCGTGCAATTTTC-G--------GTTAATTT-------AAATGAAAATT

droKik1 scf7180000302486:1978347-
1978529 +

TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCG-----CTGTTGCCGTGT-------------------------------------GTGTAT------GTGTGC-------------T------------TTTCAGC----TGCTTGTATATGTGTGCCT------CTCACACACTGCAGA----------CACACA---------CA-----------------------------------------CTCACTGA--------------------------------------------GCTCTGCCAACAT-------TGCCAATGTCGCGTGCAATTTTC-G--------CCAAATTTAAGTAAAAAACTAAATCC

droAna3 scaffold_13337:3938999-
3939204 -

TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCGTTGCGCTGTTGCCGTGT-------------------------------------GTTTGT------GTGTGTATTATAGGTGTGAG----------TT-------GGTGTGTGTGTGTGTGCGAGAGGCCCCCAAACACACACA---GACACAC----ACACTCT---GGCACAAC-------------------------CAC----------GCAG-CAAGAA--------------------------------------------GCTCTGGCAACGT-------TTCCAATGTCGCGTGCAATTTTC-G--------GCGAATTT-------AAAT-------

droBip1 scf7180000395450:74389-
74591 -

TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCGTTGCGCTGTTGCCGTGT-------------------------------------GTTTGT------GTGTGTATATTAGGTGTGTG----------TTTGTTTGAG-TGTGTGTGTGTGTGCGAGAGGCCCCCAAACACACAGA---GACACACACACACACACT---GGCACAAC-----------------------------------------CACGCA----------------------------------------------------GCAACAT-------TTCCAATGTCGCGTGCAATTTTT-G--------GCGAATTT-------AAAT-------

dp5 XR_group8:8532707-8532886 + TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCGTTTGC---CTGG-----CTGGCCCTGCCGCGTGT---GTGTAGCGT-------------------------------GAGTGTGCC----------TTT-------------TCGAGTGTGTGTGAGA------AGCTCTCTCT---------------CTCTCATTC--------TTTTCGGCTG----------------------------G--CACG------------------------------------------------------GCAACAT-------TGCCAATGTCGCGTGCAATTTTC-G--------CCAAA----------AAATTAAAT--
droPer2 scaffold_40:741617-741795 + TATTGATTTAACAAGTGGACTGTACACCGTCTTTGTCGTTTTC---CTGG-----CTGGCCCTGCCGCGTGT---GTGTAGCGT-------------------------------GAGTGTGCC----------TTT-------------TCGAGTGTGTGTGAGA------AGCTCTCTCT---------------CTCTCATTC--------TTTTCGGCTG----------------------------G--CACG------------------------------------------------------GCAACAT-------TGCCAATGTCGCGTGCAATTTTC-G--------CCAAA-----------AATTAAAT--
droWil2 scf2_1100000004511:9862277-

9862331 +
TATTGATTTAACAAGTGGACTGTACGCCGTCTTTTGCG-------GTGGTCGT------------------------------------------TGT------GTGTGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13049:10280034-

10280275 +

TATTGATTTAACAAGTGGACTGTACACCGTAGTCATTGCTTG---CTTGCCGTGT-------------------------------------GTTTGT------GTATGT-------------A----------TG---------TATGTATGTATG--TGCGACT------CACGCACACA---------------CACACA------------CGTACGCACGCACACACACACACACAC----------ACACACATAAAACACAAACACAGACAATCGAACTCACAAACACCAAAACGAATGCGCTCTGGCAACAC-------CGCCAATGTCGCGTGCAATTTGT-AGC------CGACAGTA-------AAATAAAAATA

droMoj3 scaffold_6680:10507941-
10508179 -

TATTGATTTAACAAGTGGACTGTACACCGTAGTCATTGGTTG-C--TTGCCGTGT-------------------------------------GCTTGC------CTTTCTAT-----ATGC--ATGTATGTG--T---------GCGTGATTGTGTGTATGAGGCT------CACGCATATA---------------CACACT------------T------------ACACACACAAATACACACATGTATA--CGCGCAAA----------------ACAC------------CAAGAGGAACGCGCTCTGGCTACATACATCGAAGCCAATGTTGCGTGCAATTTGTTTGTCGCCCGTAAAATTT-------AAATACTATT-

droGri2 scaffold_15110:8964728-
8964960 -

TATTGATTTAACAAGTGGACTGTACACCGTAGTCATTGGTTGC---TTGC-----TTG--CTGGTCGCGTTCGCCGTGGA-CGTCTTTGTGCCTTTGT------GTGTGT-------------G----------TCTC-------------TGTTTG--TGCG--GCACACAAGCATACACT---------------CT----------------C------------ACACATTCACACACACACA--------CATACAGA-----------GCCAATCTCAC------------TCACGAGCGCGCTCTGGCAACAC-------CGCCAATGTCGCGTGCAGTTCGCCAGG------CGACACTG-------AAATTAAAT--
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGTCCACCATTGACGAGAAACTGCAGGTGAAGACGGAGCACGAGCTCACGGTAAGTGCGATTGTTTTGGTTGTGCATTCATGCCATAACATAAGATCTCTTGGACTTACAGACCGACAACACTGCGCTCTGCCTGGAGCCAAACTTCGAAGAGAAGCTGGT
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.....................................................................................TAACATAAGATCTCTTGGACTT...................................................... 22 0 1 36.00 36 29 4 3 0 0

.....................................................................................TAACATAAGATCTCTTGGACT....................................................... 21 0 1 7.00 7 7 0 0 0 0

..................................................GTAAGTGCGATTGTTTTGGTT.......................................................................................... 21 0 1 6.00 6 0 3 0 3 0

.....................................................................................TAACATAAGATCTCTTGGACTTA..................................................... 23 0 1 6.00 6 6 0 0 0 0

..................................................GTAAGTGCGATTGTTTTGGT........................................................................................... 20 0 1 4.00 4 3 1 0 0 0

...................................................TAAGTGCGATTGTTTTGGTTGT........................................................................................ 22 0 1 2.00 2 2 0 0 0 0

.....................................................................................TAACATAAGATCTCTTGGACTTACA................................................... 25 0 1 2.00 2 1 0 1 0 0

...........GACGAGAAACTGCAGGTGAAGACGGA............................................................................................................................ 26 0 1 1.00 1 0 1 0 0 0

.........................GGTGAAGACGGAGCACGAG..................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0

..........................GTGAAGACGGAGCACGAGCT................................................................................................................... 20 0 1 1.00 1 0 0 0 1 0

......................................................................................AACATAAGATCTCTTGGACTTAC.................................................... 23 0 1 1.00 1 1 0 0 0 0

......................................................................................AACATAAGATCTCTTGGACTT...................................................... 21 0 1 1.00 1 1 0 0 0 0

......................................................................................AACATAAGATCTCTTGGACTTA..................................................... 22 0 1 1.00 1 1 0 0 0 0

.......CATTGACGAGAAACTGCAGGTGAAGAC............................................................................................................................... 27 0 1 1.00 1 0 0 0 1 0

...................................................TAAGTGCGATTGTTTTGGTTG......................................................................................... 21 0 1 1.00 1 1 0 0 0 0

.....................................................................................TAACATAAGATCTCTTGGACTTACAG.................................................. 26 0 1 1.00 1 1 0 0 0 0

.........................................................................................ATAAGATCTCTTGGACTTACAG.................................................. 22 0 1 1.00 1 0 0 1 0 0

Anti-sense strand reads

ACAGGTGGTAACTGCTCTTTGACGTCCACTTCTGCCTCGTGCTCGAGTGCCATTCACGCTAACAAAACCAACACGTAAGTACGGTATTGTATTCTAGAGAACCTGAATGTCTGGCTGTTGTGACGCGAGACGGACCTCGGTTTGAAGCTTCTCTTCGACCA

******************************************************..((((.(((..((((((((((((((....)).)))))).))))))...))).))))**************************************************
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Species Coordinate ID Alignment
droEre2 scaffold_4929:8990740-

8990900 -
der_1287 TGTCCACCATTGACGAGAAACTGCAGGTGAAGAC------GGAGCACGAGCTCACGGTAAGTG-----CGATTG------TT----------------------------TTGGTTGTGC-------------A-----------------------------------------------------------------TTCATGCCATAACATAA------------------------------------GATCTCTTG------GACTTACAGACCGACAACACTGCGCTCTGCCTGGAGCCAAACTTCGAAGAGAAGCTGGT

droYak3 2L:18018273-18018439 + TGTCTACCATTGACGAGAAACTGCAGGTGAAGAC------GGAGCTTGAGCTCACGGTAAGTA-----TTAACG------TT----------------------------TTGGTTGTGA-------------A-----------------------------------------------------------------TTCATGTCCTACATTAA------------------------------------GATCTTTTGGACTTATACTCGTAGACCGACAACACTGCTCTCTGCTTGGAGCCAAACTTCGAAGAGAAGCTGGT
droSec2 scaffold_1:2986776-2986936

+
TGTCCACCATCGACGAGAAACTGCAGGTGAAGAC------GGAGCATGAGCTCACGGTAAGTA-----TAATTG------TT----------------------------TTGGTGGCGA-------------A-----------------------------------------------------------------TTCGTGTCCTACAGTGA------------------------------------GATCTTTTG------AACTTATAGACCGACAACACTGCTCTCTACCTGGAGCCAAACTTCGAGGAGAAGCTGGT

droSim2 2r:6156991-6157149 + TGTCCACCATCGACGAGAAACTGCAGGTGAAGAC------GGAGCATGAGCTCACGGTAAGTG-------ATTG------TT----------------------------TTGTTAGCGA-------------A-----------------------------------------------------------------TTCATGTCTGACATTGA------------------------------------GATCTTTCG------AACTTATAGACCGACAACACTGCTCTCTACCTGGAGCCAAACTTCGAGGAGAAGCTGGT
dm3 chr2R:5361656-5361816 + TGTCCACCATCGACGAGAAACTGCAGGTGAAGAC------GGAGCATGAGCTCACAGTAAGTA-----TGATTC------TT----------------------------TTGGTGGCGT-------------A-----------------------------------------------------------------TTCGTGTGCTACAGTAA------------------------------------GATCTTTTG------AACTTATAGACCGACAACACTGCGCTCTACCTAGAGCCAAACTTCGAAGAGAAGCTGGT
droEug1 scf7180000409183:991667-

991826 +
TGTCCACCATCGATGAGAAGTTGCAGGTGAAGAC------AGAGCAGGAGCTCACGGTGCGTA-----TGATTG------TT-----------------------------GGTTTCTGA-------------C-----------------------------------------------------------------TTCATTTTCTATATTAA------------------------------------GATATTTTG------GTATTCCAGACCGATCACACCGCTCTCTATCTGGAGCCCAACTTTGAGGAGAAACTGGT

droBia1 scf7180000301506:1353867-
1354024 -

TGTCCACCATCGATGAGAAGCTGCAGGTGAAGAC------GGAACGGGAGCTTACGGTATGGA-----ATATCG------TC----------------------------TT-----TAA-------------A-----------------------------------------------------------------TTTATACATTACATTAA---------AC-------------------------AAATTCCTT------CTTTGCCAGACCGATCATTCTGCTCTCTACCTGGAGCCCAACTTTGAGGAGAAACTGGT

droTak1 scf7180000415401:411947-
412103 +

TGTCCACCATCGACGAGAAGCTGCAGGTGAAGAC------GGAGCGCGAGCTGGCGGTGAGTA-----TTAAAAGTTATATTT---------------------------------AAAT-------------A-----------------------------------------------------------------------TACGATATTGA---------A--------------------------AAAGTTCTT------TTTTTCCAGACCGATCACACCGCTCTCTACCTGGAGCCCAACTTCGAGGAGAAGCTGGT

droEle1 scf7180000491107:1747228-
1747381 -

TCTCCACCATCGATGAGAAGTTGCAGGTGAAGAC------GGAGCAGGAGCTCACGGTGCGTA-----TTTTAATT-----------------------------------AGTTTATAA------------------------------------------------------------------------------------TTTTTAGATTAA------------------------------------AAATCTTTT------CTTTTACAGACCGATCACACTGCTCTGTATCTGGAGCCCAACTTTGAGGAGAAGCTGGT

droRho1 scf7180000777217:252291-
252448 +

TGTCTACCATCGATGAGAAGCTGCAAGTGAAGAC------GGAGCAAGAACTCACGGTTCGTA-----AGCA-------------------------------------------------------------ATTTA----------------------T-------------------------------------------ACTATACATTCATATTGTTAATC-------------------------TAATGTTTG------GTTTTGTAGACCGATCACACTTCTCTTTATCTGGAGCCCAACTTTGAGGAGAAGCTGGT

droFic1 scf7180000453858:1334592-
1334765 -

TCTCCACCATCGACGAGAAGCTGCAGGTGAAGACCGAGCAGGAGCAGGAGCTCACGGTGCGTA-----CAGA-------------------------ATGTG--------TT-----T------------------T----------A------------T-------ATAA-----------TAGGTTTGTAATTCA-------------CTTATGATT-------GCTTG-------------------------GTTG------ATTTTCCAGACCGATCACACCGCTCTCTATCTGGAGCCGAACTTTGAGGAGAAGCTGGT

droKik1 scf7180000302476:745854-
745950 +

TGTCCACCATCGATGAGAAGCTGCAGGTGAAGAC------CGAGCAGGAGCTAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCGACCACACGGCTCTCTATCTGGAGCCCAACTTTGAGGAGAAGCTGGT

droAna3 scaffold_13266:257215-
257368 -

TGTCCACCATCGACGAAAAGCTGCAGGTCAAAAC------CGAACATGACTCAACAGTAAGTA-----TAATGGCGCTTCCTT---------------------------------GGGA-------------A-----------------------------------------------------------------TTGA------ATATTGC--------------------------------------ACTCTTA------TCCTTCCAGACCGATCACACTGCTCTGTATCTGGAGCCAAACTTCGAGGAGAAACTGGT

droBip1 scf7180000396730:1276875-
1277036 -

TGTCCACCATTGACGAGAAGCTGCAGGTCAAGAC------CGAGCAGGACCTAACAGTAAGTA-----GAGAAGAGAATCCTT----------------------------G-----GGA-------------ATCTA-------------------------------------------------------------ATCTTGTAC-----TCAT-----------------------------------ATAGTTATC------TTTTTCCAGACCGATCACACTGCTCTGTATCTGGAGCCGAACTTCGAGGAGAAACTGGT

dp5 3:13956490-13956652 - TCTCGACCATCGACGACAAGTTGCAGCTGAAGAC------GGAGCAGGAGCCGACGGTGTGTT-----CGATC--------------TA-----------------------------------------------------------------------CAGATGGTTTTA--------CAACTGTATTCCAACTGAATT-----------------------------------------------------CCTCTAT------TCTTTGCAGACGGACCACACGGCTCTCTATCTGGAGCCGAACTTTGAGGAGAAGCTGGT
droPer2 scaffold_4:1363364-1363526

+
TCTCGACCATTGATGACAAGTTGCAGCTGAAGAC------GGAGCAGGAGCCGACGGTGTGTT-----CGATC--------------TA-----------------------------------------------------------------------CAGATGGTTTTA--------CAACTGTATTCCAACTGAATT-----------------------------------------------------CCTCTCT------TCTTTGCAGACGGACCACACGGCTCTCTATCTGGAGCCGAACTTTGAGGAGAAGCTGGT

droWil2 scf2_1100000004514:748223-
748388 -

TATCGACCATAGATGAGAAGCTACAGGTTAAAGC------AGAGAACGAACTGACGGTGAATT-----ATAAT----------------------------------------------------------------------------------------ACAAAACCTAA--------TAGGTTTACCCCAATTAAACT-------------GT-----------TTTTT----------------------T-CTCAC------TACTTTTAGACGGATCACACAGCCCTCTATATGGAGCCAAATTTTGAAGAGAAATTGGT

droVir3 scaffold_10324:134571-
134742 +

TCTCCACCATCGACGAGAAGCTGCAGCTCAAGCT------GGAGAACGAGCTAACGGTAAGCCAAGGAACATCT------TC----------------------------TC-----------------------------------C------------T-------CTCATAAGATGACATCTCTATTATATCT-------------------------------CCCCG----------------------C-CTCCC------TCCCTGCAGATCGATCAGACTTCCCTCTTTCTGGAGCCAAACTTCGAGGAGAAGCTGGT

droMoj3 scaffold_6496:1950374-
1950543 +

TGTCTACCATCGATGAGAAACTGCAGCTGAAGCT------GGAGAATGAGCTCACCGTAAGTG-----CACCGACT---CCTTGCCTATGAAATAGAATG---------------------------------------------------------------------------------------------------TCCTCTCTCTCAACTAT------------------------------------GAT-CCCTC------CCTTTGCAGTTCGATCAGACTTCTCTTTTTCTTGAGCCCAACTTTGAAGAGAAACTGGT

droGri2 scaffold_15245:15491552-
15491786 -

TCTCCACCATCGATGAGAAACTGCAGCTCAAAGT------GGAGAATGAGCTAACGGTAAGTT-----TGATT--------------TTGAGACATAATGTAGCCAAGACAT--------CAGTCAACAGATC-TCA-AGTTGAGAGATCTCAAATGATGC-------------------------------------------ACTGTAAATTCGGTTT-------TCTTGGCTCAATTGCAAACTCGAATGACCTTTTT------CTTTTGCAGGCCGATCACACATCGTTGTATCTGGAGCCGAACTTTGAGGAGAAGTTGGT
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Legend: mature star mismatch in alignment mismatch in read
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intron [Dere\GG20992-in]; CDS [Dere\GG20992-cds]; CDS [Dere\GG20992-cds]

No Repeatable elements found

Sense Strand Reads
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GAACTACAAGCACAATAACATGGCCAGTTTCATAAGGCAATTGAATATGTGTAAGTGCATCTGAAGTATTTCCTTTGAAGCAACTAAATTAATTTTTCATTTGTGCTTTGCAGATGGATTTCATAAGATTACCTCTATTGACAATGGCGGATTACGTTTTGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

V107

male
body

M055

female
body

V040

embryo

V060

head

M057

embryo

..................................................GTAAGTGCATCTGAAGTATTT............................................................................................ 21 0 1 61.00 61 46 10 3 2 0 0

..................................................GTAAGTGCATCTGAAGTATTTC........................................................................................... 22 0 1 53.00 53 30 18 0 3 1 1

..........................................................................................AATTTTTCATTTGTGCTTTGCAG.................................................. 23 0 1 6.00 6 3 0 3 0 0 0

..................................................GTAAGTGCATCTGAAGTATT............................................................................................. 20 0 1 6.00 6 5 1 0 0 0 0

...CTACAAGCACAATAACATGGCCAGT....................................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0

................................TAAGGCAATTGAATATGT................................................................................................................. 18 0 1 1.00 1 1 0 0 0 0 0

..................................................GTAAGTGCATCTGAAGTATTTCA.......................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0

........................................TTGAATATGTGTAAGTGCATCTGAA.................................................................................................. 25 0 1 1.00 1 0 1 0 0 0 0
GAACTACAAGCACAATAAC................................................................................................................................................ 19 0 1 1.00 1 0 0 1 0 0 0
......................................................GTGCATCTGAAGTATTTC........................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0
..........................................................................................AATTTTTCATTTGTGCTTTGC.................................................... 21 0 1 1.00 1 1 0 0 0 0 0
...........................................................................................ATTTTTCATTTGTGCTTTGC.................................................... 20 0 1 1.00 1 0 0 1 0 0 0
..................................................GTAAGTGCATCTGAAGTATTTCC.......................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0
..........................................................................................AATTTTTCATTTGTGCTTTGCA................................................... 22 0 1 1.00 1 0 0 1 0 0 0
....................................................AAGTGCATCTGAAGTATTTC........................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

CTTGATGTTCGTGTTATTGTACCGGTCAAAGTATTCCGTTAACTTATACACATTCACGTAGACTTCATAAAGGAAACTTCGTTGATTTAATTAAAAAGTAAACACGAAACGTCTACCTAAAGTATTCTAATGGAGATAACTGTTACCGCCTAATGCAAAACTA

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

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

Species Coordinate ID Alignment
droEre2 scaffold_4845:8238913-

8239075 -
der_1069 GAACTACAAGCACAATAACATGGCCAGTTTCATAAGGCAATTGAATATGTGTAAGTGCAT-CTGA-------------------AGTATTTCCTTTGAAGC-------------A-----------------ACTA--A------------------ATTAATTTT-TCAT----T-TGT----GCTTTGCAGATGGATTTCATAAGATTACCTCTATTGACAATGGCGGATTACGTTTTGAT

droYak3 2R:15166225-15166391 + GAACTACAAGCACAATAACATGGCCAGTTTCATAAGGCAATTGAATATGTGTAAGTTGCATCTGA-------------------ACCATCTCCGTTGAAACATCAACTAA------------------------TA--AA---------------------ATCTT-TCAT----T-TGT----GCTTTGCAGATGGATTCCACAAGATCACCTCTATTGACAACGGCGGATTGCGTTTTGAT
droSec2 scaffold_1:11510184-11510354

-
GAACTACAAGCACAACAACATGGCCAGCTTCATAAGGCAATTGAATATGTGTAAGTAAA---TGA-------------------AGTGTGTGCGTTGAAACATCAACTGAAA--------------------ACTA--AAA-T-C---------------AA-CTC-TCTT----T-TGT----GCTTTGCAGATGGATTCCACAAGATCACCTCTATTGACAATGGCGGACTACGTTTTGAT

droSim2 2r:14700890-14701059 - dsi_22134 GAACTACAAGCACAACAACATGGCCAGCTTCATAAGGCAATTGAATATGTGTAAGTAAA---TGA-------------------AGCGTGTGTGTTGAAAAATCAACTGAAA--------------------ACTA--AAA-T-C---------------AA-CTC-TC-A----T-TGT----GTTTTGCAGATGGATTCCACAAGATCACCTCTATTGACAATGGCGGACTACGTTTTGAT
dm3 chr2R:14020397-14020558 - AAACTACAAGCACAACAACATGGCCAGCTTCATAAGGCAATTGAATATGTGTAAGTAAA---TGA-------------------AACAT---CGTTGAAACATCAACTGAAA--------------------ACTA--AAA-A-A-----------------------AAT----T-TGT----GCTTTGCAGATGGATTCCACAAGATCACCTCTATTGACAATGGCGGACTACGTTTTGAT
droEug1 scf7180000409672:1074696-

1074859 +
AAACTACAAGCACAACAACATGGCCAGCTTCATTAGGCAATTGAATATGTGTAAGTAAAGTG---CATTAA-------------AATATCTCACT-------------TTAAACATCTT--------------CTA--AA---------------------ATGCT---------TTTTT----TATGAACAGATGGATTTCACAAGATCACCTCCATTGACAACGGAGGGCTACGTTTCGAT

droBia1 scf7180000301754:2517732-
2517890 +

GAACTACAAGCACAACAATATGGCCAGCTTCATCCGGCAATTGAATATGTGTAAGTAGAGTC---CATACA-------------AAT---------------------------------TTTTAAAT-TGAAG--CTA---------------------------TAT-ATTCTTTTAA----CACAAACAGATGGTTTCCACAAGATCACCTCCATTGACAACGGAGGGCTGCGCTTCGAT

droTak1 scf7180000415795:378873-
379031 -

GAACTACAAGCACAACAACATGGCCAGCTTCATCAGGCAACTTAATATGTGTAAGTAAAGTG---CATAAAAAAT----------------GCATAATTAAAT--------------------TTAAT-TGAAT--ATA--------------------------------------CTT----AATCTCCAGATGGTTTCCACAAGATCACCTCCATTGACAACGGAGGCCTGCGTTTCGAT

droEle1 scf7180000491214:181702-
181862 +

CAACTACAAGCACAACAACATGGCCAGCTTTATCAGGCAATTGAATATGTGTAAGTAAAGTG---AATTAA---------------------------AATTACAATTGGAAGCACAAG--------------CTA--AAG-A-A-------------------------A----A-TTT----GTTCAACAGATGGTTTTCACAAGATCACCTCCATTGACAACGGCGGCCTTCGATTCGAT

droRho1 scf7180000779949:86296-86457
+

GAACTACAAGCACAACAACATGGCCAGCTTTATCAGACAATTGAATATGTGTAAGTAAAGTT---AATTAA-------------AATAT---AAT-------------AGAAACATAAG--------------TT-------------------------AA-----GACT----T-TTTGTAAAATCTACAGATGGATTCCACAAGATCACCTCCATTGACAACGGCGGACTGCGTTTCGAT

droFic1 scf7180000453948:1417321-
1417478 +

AAACTACAAGCACAACAACATGGCCAGTTTTATCAGGCAATTAAATATGTGTAAGTAAAAT--GA-------------------TAAAAATGCATACATAAATCATCTGATA--------------------A------A----------------------T-------G----T-TTT----AATTTACAGATGGTTTCCACAAGATCACCTCGATTGACAACGGTGGCCTGCGATTCGAC

droKik1 scf7180000302682:1202276-
1202441 -

TAACTACAAACACAACAACATGGCCAGCTTCATCAGGCAGCTGAATATGTGTAAGTGAA---TGCTA----GAAA------AG--CAAT---ACT-------------TTAAACAA-----------TAGGTAA--CCA-----------------------TGTC-GCCT----T-TTT----GAACCCCAGATGGTTTCCACAAAATCACATCCATCGACAACGGTGGCCTGCGCTTTGAT

droAna3 scaffold_13266:2764528-
2764688 -

CAACTACAAGCACAACAACATGGCCAGCTTCATTCGGCAGTTGAATATGTGTAAGTATTC---CT-----ATA--CTC--------------TTCTGT------AAGTACTC-----------------C-TT------------------------ACTAACCTT-ATAC----C-TTT----GCCTTTCAGATGGATTCCACAAGATCACGTCCATTGACAACGGCGGTCTGCGTTTCGAT

droBip1 scf7180000396427:1246607-
1246768 -

CAACTACAAGCACAATAACATGGCCAGTTTCATTCGCCAGTTGAATATGTGTAAGTACTC----------CAGAGCCTTAAGGAAAA----GA-TTCCCCT--------------------------------------------------------ACTAACGAT-AGCT----T-TGT----GATTTTCAGATGGTTTCCACAAGATCACGTCCATTGACAACGGCGGTCTGCGTTTCGAT

dp5 3:6620854-6621023 - CAACTACAAGCACAACAACATGGCCAGCTTTATCAGGCAGCTGAATATGTGTAAGTACAA----------AGGAC-------------------------------------GCACAAGTGACAAGATGGGGAT--CTAA-GG-AGTT----------------T-TTC-CTTTTGTTTT----CCCGTACAGATGGATTCCACAAGATCACATCGATTGAGAATGGGGGCTTGCGTTTCGAT
droPer2 scaffold_2:6841670-6841839 - CAACTACAAGCACAACAACATGGCCAGCTTTATCAGGCAGCTGAATATGTGTAAGTGCAA----------AGGAC-------------------------------------GCACAAGTGACAAGATGGGGAT--CTAA-GC-GGTT----------------T-TCC-GTTTTGTTTT----CCCGTACAGATGGATTCCACAAGATCACATCGATTGAGAATGGGGGCTTGCGATTCGAT
droWil2 scf2_1100000004512:1800162-

1800321 -
GAACTACAAGCACAACAATATGGCCAGTTTTATACGACAACTAAATATGTGTAAGTAAAATC---TA----GCAC------GGAAAT----GTCTTCTCAT--------------------------------------------------------ATTAATTTT-ATAT----T-TGT----GTTCTTTAGATGGTTTCCACAAGATTACATCCATAGAGAATGGTGGTTTGCGTTTTGAT

droVir3 scaffold_12875:8652844-
8653008 -

dvi_5764 GAACTACAAGCATAACAACATGGCCAGCTTTATACGTCAGTTGAATATGTGTAAGTAGA---CAT-----ATG--------------AG---TTTTAATTTATTAAGTAAGA-----------------C-TA------------------------ACTAGCAG--CTCG----C-TTT----GCATTTTAGATGGTTTTCATAAGATCACCTCGATTGAGAATGGGGGGCTACGATTTGAT

droMoj3 scaffold_6496:18549008-
18549176 +

GAACTACAAGCATAACAATATGGCTAGCTTTATACGTCAACTGAATATGTGTAAGTTAA---CAA-----ATC--------------AG---CC--------------------TCAATTAACTAGCTC------------------TTGATAGTAAACTAATTA--TTTA----T-TAT----ATATTACAGATGGCTTTCATAAGATCACTTCGATTGAGAATGGTGGGCTGCGTTTCGAT

droGri2 scaffold_15245:2054465-
2054628 -

CAACTACAAGCACAACAACATGGCCAGCTTCATCCGACAATTGAATATGTGTAAGTGAA---TAA-----TTG---------------------------------------------------------GGAT--TTAA-GTCAGTTTGTTACTTTAGTAATTT--ATCG----C-TGT----TCATTTTAGATGGCTTTCATAAGATCACTTCAATTGAGAATGGTGGGCTACGATTTGAT
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

CDS [Dere\GG17404-cds]; intron [Dere\GG17404-in]

No Repeatable elements found
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TAATTGCCTGCTGAAATTAATCGAATGAAAAAACACACTTTTCCATTGCAGCTCGCTGAACGATCGTCCATTGTTTATGCAAAACAGCAACGGCGGTCGTATTGCGACCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTCTAGCTGT

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

..................................................GCTCGCTGAACGATCGTCCATTG......................................................................................... 23 0 1 30.00 30 10 8 6 6 0

.........................................................................................ACGGCGGTCGTATTGCGACCAG................................................... 22 0 1 15.00 15 14 0 1 0 0

....................................................TCGCTGAACGATCGTCCATTGTT....................................................................................... 23 0 1 15.00 15 13 2 0 0 0

.................................................AGCTCGCTGAACGATCGTCCATTG......................................................................................... 24 0 1 14.00 14 4 7 3 0 0

.........................................................................................ACGGCGGTCGTATTGCGACCAGT.................................................. 23 1 1 10.00 10 9 0 0 0 1

..................................................GCTCGCTGAACGATCGTCCATT.......................................................................................... 22 0 1 9.00 9 2 2 4 1 0

.................................................AGCTCGCTGAACGATCGTCCATT.......................................................................................... 23 0 1 8.00 8 5 2 1 0 0

..................................................GCTCGCTGAACGATCGTCCAT........................................................................................... 21 0 1 3.00 3 2 0 1 0 0

.................................................AGCTCGCTGAACGATCGTCCAT........................................................................................... 22 0 1 3.00 3 0 3 0 0 0

................................................CAGCTCGCTGAACGATCGTCCATTG......................................................................................... 25 0 1 2.00 2 1 1 0 0 0

..................................................GCTCGCTGAACGATCGTCCATTT......................................................................................... 23 1 1 2.00 2 0 2 0 0 0

.........................................................................................ACGGCGGTCGTATTGCGAC...................................................... 19 0 1 2.00 2 2 0 0 0 0

....................................................................................CAGCAACGGCGGTCGTATTGCGAC...................................................... 24 0 1 1.00 1 0 0 1 0 0

.........................................................................................ACGGCGGTCGTATTGCGACCAGG.................................................. 23 1 1 1.00 1 1 0 0 0 0

........................................................................................AACGGCGGTCGTATTGCGACCAGT.................................................. 24 1 1 1.00 1 0 0 1 0 0

........................................................................................AACGGCGGTCGTATTGCGACCAG................................................... 23 0 1 1.00 1 1 0 0 0 0

...................................................CTCGCTGAACGATCGTCCATTG......................................................................................... 22 0 1 1.00 1 0 1 0 0 0

......................................................GCTGAACGATCGTCCATTG......................................................................................... 19 0 1 1.00 1 0 0 1 0 0

...................................................CTCGCTGAACGATCGTCCATTGTT....................................................................................... 24 0 1 1.00 1 1 0 0 0 0

.....................................................................ATTGTTTATGCAAAACAGCAACGGCG................................................................... 26 0 1 1.00 1 1 0 0 0 0

........................................................................................AACGGCGGTCGTATTGCGACCA.................................................... 22 0 1 1.00 1 1 0 0 0 0

................................................CAGCTCGCTGAACGATCGTCC............................................................................................. 21 0 1 1.00 1 0 0 1 0 0

.........................................................................................ACGGCGGTCGTATTGCGACCAGTT................................................. 24 2 1 1.00 1 1 0 0 0 0

..................................................GCTCGCTGAACGATCGTCCATTC......................................................................................... 23 1 1 1.00 1 0 0 1 0 0

.....................................................CGCTGAACGATCGTCCATT.......................................................................................... 19 0 1 1.00 1 1 0 0 0 0

.................................................AGCTCGCTGAACGATCGTCCA............................................................................................ 21 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

ATTAACGGACGACTTTAATTAGCTTACTTTTTTGTGTGAAAAGGTAACGTCGAGCGACTTGCTAGCAGGTAACAAATACGTTTTGTCGTTGCCGCCAGCATAACGCTGGTCGCTACACCTTCAGTCGTTGAAGGCTGCGCGGGAGGGTGTCAAAGATCGACA

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

Species Coordinate ID Alignment
droEre2 scaffold_4770:16776374-

16776535 +
der_76 T-AATTGC------------C-TGCTGA-------AATTAATCGAATGA--AAAAA------CACACT----------------T---T-TC------CATTGCAGCTCGCTGAACGATCGTCCATTGTTTATGCAAAACAGCAACGGCG---------------GTCGTATT---GCGA---CCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTCTAGCTGT

droYak3 3R:8872156-8872317 - T-AATTGC------------C-AGCTGA-------AACTAATCGAATGA--AAAAA------CACACT----------------T---T-TC------CATTGCAGCTCGCTGAACGATCGGCCATTGTTTATGCAAAACAGCAACGGCG---------------GACGTATT---GCGA---CCGGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTTTAGCTGT
droSec2 scaffold_0:17053720-17053884

+
T-AATTGC------------C-AGCTCA------AAACTAATCGAATGA--AAAAACA----CACACT----------------T---T-TC------CGTTGCAGCTCGCTGAACGATCGGCCATTGTTTATGCAAAATGGCAGCGGCG---------------GACGCATT---GCGA---CCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTTTAGCTGT

droSim2 3r:16187162-16187325 + T-AATTGC------------C-AGCTCA------AAACTAATCGAATAA--AAAA-CA----CACACT----------------T---T-TC------CGTTGCAGCTCGCTGAACGATCGGCCATTGTTTATGCAAAATGGAGGCGGCG---------------GACGCATT---GCGA---CCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTTTAGCTGT
dm3 chr3R:4825792-4825954 - T-AATTGC------------C-AGCTCA------AAACTAATCGAATGA--AAAAA------CACACT----------------T---T-TC------CGTTGCAGCTCGCTGAACGATCGGCCATTGTTTATGCAAAATGGCAACGGCG---------------GACGCATT---GCGA---CCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTTTAGCTGT
droEug1 scf7180000409467:644802-

644967 +
T-AATTAC------------TTTGCTGA------AAACTAATCGAATGC--AAAAACA----AATACT----------------T---T-TC------CGTTGCAGCTCGCTGAACGATCGGCCATTGTTCATGCAAAATAGCAACGGCG---------------GACGTATT---CCCA---CCGGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTCTAGCTGT

droBia1 scf7180000302402:7537489-
7537650 -

T-AATTGC------------T-TGCTAA-------AACTAATCGAATGC--AATAA------CACACT----------------T---T-TC------CCTTGCAGCGCGCTTAACGATCGGCCATTGTTCATGCAAAACAGCAACGGCG---------------GACGCATT---GCCA---CCAGCGAGGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTTTAGCTGT

droTak1 scf7180000415364:340589-
340750 +

T-AATTGC------------C-TGCTGA-------AACTAATCGAATGC--AAAAA------CACACT----------------T---T-TC------CGTTGCAGCTCGCTGAATGATCGGCCATTGTTTATGCAAAATAGCAACGGCG---------------GACGCATT---GCAA---CCAGCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCGCAGTTTTTAGCTGT

droEle1 scf7180000491194:851455-
851618 +

T-AATTGC------------C-ACCTAA-------AACTAATCGAATGC--AAAAACA----CACACT----------------T---T-TC------CGTTGCAGCTCTCTGAACGATCGGCCATTGTTCATGCAAAATGGCAATGGGG---------------CACGAGTT---GCAA---CCGCTGACGTGGAAGTCAGCAACTTCCGACGCGCCCTTCCACAGTTTTTAGCTGT

droRho1 scf7180000779488:888101-
888262 +

G-AATCGC------------T-GGCTGA-------AACTAATCAAATGC--AAAAA------CACACT----------------T---T-TC------CATTGCAGCTCGCTGAACGATCGGCCATTGTTTATGCAAAATGCCAACGGCG---------------GACGAATT---GCGA---CCGCCGATGTGGAAGTCAGCAACTTCCGACGCGCCCTTCCACAGTTTTTAGCTGT

droFic1 scf7180000454106:2361180-
2361342 +

T-AATTGC------------T-TGCTGA-------AACTAATCGAATGC--AAAAA------CACACT----------------T-T-T-TC------TGTTACAGCTCGCTGAACGATCGGCCATTGTTTATGCAAAATACCAACGGCG---------------CACGTATT---GCGG---CCAGCGAAGTGGAAGTCAGCAACTTCCGACGCGCCCTCCCACAGTTTTTAGCTGT

droKik1 scf7180000302355:1167621-
1167798 +

T-AATTGT------------T-AACTAA-------AATTAATCGAATGC--CAAA-CGCAAATACAAT------TTTGTTTTCCA--TT-TC------CGTTGCAGCGCGCTGAACGATCGGCCATTGTTCATGCATAATGGCAGCGGCG---------------GACGCACT---GCAT---CCAACGATGTGGAAGTCAGTAACTTTCGACGCGCCCTCCCACAGTTCATAGCTGT

droAna3 scaffold_13340:14730639-
14730816 +

TTAATTGC------------C-ATCTGAAAATCAAAACTAATGGAATGC--TAAA-TA----CACACT----------------TCT-C-CCTC----CATTCCAGATCTCTGAACGATCGGCCATTGTTCATGCAAGGCGTTAATGGAG---------------GACGCATT---GCACCCGCCAACGATGTGGAAGTCAGCAACTTTCGCCGCGCCCTCCCACAGTTCCTTGCTGT

droBip1 scf7180000395971:454926-
455099 -

TTAATTGC------------C-ATCTGAAAATCAAAACTAATGGAATGC--CAAA-TA----CCCACT----------------T---C-TC------CATTCCAGATCGCTGAACGATCGGCCATTGTTCATGCAAGGCGTGAATGGAG---------------GACGTATT---GCTCCCGCCAACGATGTGGAAGTTAGCAACTTTCGCCGCGCCCTCCCACAGTTCCTCGCTGT

dp5 2:27362136-27362291 + T-AATTGC------------T-AAATGA-------AATTAA--------------A------TACATT--------------GCATT-T-TCTG----TTTTGTAGCTCATTGAACGATCGGCCATTGTTCATGCAAAATGGCAATG------------------GACGTCTG---GCCCCCGCAAACGATGTGGAAGTCAGTAACTTCCGACGCGCCCTGCCACAGTTTTTAGCTGT
droPer2 scaffold_6:2653319-2653474 + T-AATTGC------------T-AAATGA-------AATTAA--------------A------TACATT--------------GCATT-T-TCTG----TTTTGTAGCTCATTGAACGATCGGCCATTGTTCATGCAAAATGGCAATG------------------GACGTCTG---GCCCCCGCAAACGATGTGGAAGTCAGCAACTTCCGACGCGCCCTGCCACAGTTTTTAGCTGT
droWil2 scf2_1100000004902:2243025-

2243202 -
T-TA--AC------------T-AACTTA-------ATTTTTTTGAATTT--TTATA------T---------------------------TAA--ATTGCTTCTAGATCTGTGAACGATCGTCCTTTGTTTATGCTAAATGGCCATAACAATAACAATATTAATCGTCGCACTTCGGCGATCGTTAACGATGTGGAAGTTAGTAATTTTCGACGGGCCTTACCACAGTTTATAGCTGT

droVir3 scaffold_12855:5331769-
5331974 +

TAAATTACTATTAAAAGTGA----CTTA------A---CAACAATATGTTAAAAAA------CCTGTTTTTT--TTTGTTATTTA--TTTTTATTATCATTAACAGCGCGCTAAATGATCGTCCTTTATTTATGCAAAATGGTAACAACAACAACA------ATCGCCGCATT---TCCGGTGTCCTCGATGTGGAAGTCAGCAACTTTCGACAGGCCCTGCCACAGTTTCTAGCTGT

droMoj3 scaffold_6540:22594565-
22594755 +

T-GACTGC------------A-A-TTAA-------ATTGTACTAACT----AAAAA------CTTGTTT-TCTTTTCGTTTTGCATT-T-TTTGT---ATTTATAGCGCACTGAATGATCGTCCTTTATTCATGCACAATGGCAACAACAACAACA------ATCGTCGCATT---TCCGGCGTTATCGATGTGGAAGTAAGCAACTTTCGCCGGGCTCTGCCACAGTTTCTAGCTGT

droGri2 scaffold_14906:9174687-
9174867 -

T-AAAAAG---------TGAC-AAGTGA-------AA-------AATGA--AAAAA------CTGGTTT-TTTATTTG--ATTCG--TT-TC------ATTATTAGCTCGCTGAACGATCGTCCTTTATTCATGCAAAATGGCAGCAACA---ACA------ATCGACGCATT---TCCGGCCTGAATGATGTGGAAGTAAGCAACTTTCGACGGGCCCTGCCACAGTTTCTAGCTGT
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ID:

der_184
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Confidence:
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Class:

Canonical miRNA
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to utr5 [utr5_plus_5969]; utr5 [utr5_minus_4915]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGCTATAGTCAGCGGCCAAGTTACAGGCCTGATTTAACCGGTTGTCACTCGCACGAAATGCGAAACTACTGCGAAATTTGTTGCTGTAGTTGTGTAATTTCGTGTGAGAGCGTGCGAGGCAAAAACAAAAACAAATCAAGATCGCGCGATATTGCGTC

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

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

V107

male
body

M055

female
body

V040

embryo

V060

head

M057

embryo

....................................................................................TGTAGTTGTGTAATTTCGTGTGA................................................... 23 0 1 50.00 50 24 13 10 2 1 0

.....................................................................................GTAGTTGTGTAATTTCGTGTGA................................................... 22 0 1 29.00 29 14 10 1 3 1 0

..................................................GCACGAAATGCGAAACTACTG....................................................................................... 21 0 1 9.00 9 0 0 9 0 0 0

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

.........................................................................................TTGTGTAATTTCGTGTGAGAGC............................................... 22 0 1 4.00 4 1 3 0 0 0 0

....................................................................................TGTAGTTGTGTAATTTCGTGT..................................................... 21 0 1 3.00 3 2 0 1 0 0 0

.....................................................................................GTAGTTGTGTAATTTCGTGTG.................................................... 21 0 1 2.00 2 1 0 0 0 0 1

....................................................................................TGTAGTTGTGTAATTTCGTG...................................................... 20 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................AGTTGTGTAATTTCGTGTGAG.................................................. 21 0 1 1.00 1 0 0 1 0 0 0

........................................................................GAAATTTGTTGCTGTAGTTGT................................................................. 21 0 1 1.00 1 0 1 0 0 0 0

........................................................AATGCGAAACTACTGCGAAATTTGTTG........................................................................... 27 0 1 1.00 1 0 0 0 1 0 0

.....................................................................................................................GGCAAAAACAAAAACAAATCAAGATCGC............. 28 0 1 1.00 1 0 1 0 0 0 0

........................................................................................GTTGTGTAATTTCGTGTGAGAGC............................................... 23 0 1 1.00 1 0 1 0 0 0 0

........................................................AATGCGAAACTACTGCGA.................................................................................... 18 0 1 1.00 1 0 0 1 0 0 0

...................................................CACGAAATGCGAAACTACTG....................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0

........................................................................GAAATTTGTTGCTGTAGT.................................................................... 18 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................GTAGTTGTGTAATTTCGTGTGAT.................................................. 23 1 1 1.00 1 0 0 1 0 0 0

...............................................................................................................................AAAACAAATCAAGATCGCGCG.......... 21 0 1 1.00 1 0 0 1 0 0 0

.........................................................................................TTGTGTAATTTCGTGTGAGAG................................................ 21 0 1 1.00 1 0 1 0 0 0 0

...........................................................................................GTGTAATTTCGTGTGAGAGCGTGC........................................... 24 0 1 1.00 1 1 0 0 0 0 0

....................................................................................TGTAGTTGTGTAATTTCGTGTGT................................................... 23 1 1 1.00 1 1 0 0 0 0 0

....................................................................................TGTAGTTGTGTAATTTCGTGTGAA.................................................. 24 1 1 1.00 1 0 1 0 0 0 0

.........................................................................................TTGTGTAATTTCGTGTGAGAGCA.............................................. 23 1 1 1.00 1 1 0 0 0 0 0

..............................GATTTAACCGGTTGTCACTCGCACGA...................................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................GTAGTTGTGTAATTTCGTGTGAGAGCGT............................................. 28 0 1 1.00 1 0 1 0 0 0 0

....................................................................................TGTAGTTGTGTAATTTCGTGTGAT.................................................. 24 1 1 1.00 1 0 0 0 0 1 0

Anti-sense strand reads

GCGATATCAGTCGCCGGTTCAATGTCCGGACTAAATTGGCCAACAGTGAGCGTGCTTTACGCTTTGATGACGCTTTAAACAACGACATCAACACATTAAAGCACACTCTCGCACGCTCCGTTTTTGTTTTTGTTTAGTTCTAGCGCGCTATAACGCAG

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

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

M055

female
body

V107

male
body

V060

head

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

Species Coordinate ID Alignment
droEre2 scaffold_4845:21769882-

21770039 -
der_184 CGCTATAGT---------CAGCGGCCAAGTTACAGGCCTGATTTAACCGGTTGTCACTCGCACGAAATGCGAAACTACTGCGAAATTTGTTGCTGTA-GTTGTGTAATTTCGTGTG---------AG---A-------------------GCG-----TGCGAG----------GCAAAAACAAAAACAA--ATCAAGATCGCGCGATATTGCGTC

droYak3 2R:20371223-20371382 - CGCTACAAT---------CAGCGGCTACATTGTAGGCGTGATTTAACCGGTTGTCAGTCGCACGAAATGCGAACACACTTCGAAATTTGTTGCTGTA-GTTGTGTAATTTGGTGTG---------AAA-GA-------------------GCG-----TGCGAG----------GCAAAAACAAAAACAA--ATCGAGATCGCGCGATATTGCGTC
droSec2 scaffold_23:275203-275361 - CGCTGTAAG---------CGGCGGCTAAATTATAGGCCTGATTTAACCGGTTGTCACTCGCACGAAATGCGAGTATACTTCGAAATTTGTTGCTGT--GTTGTGTAATTTGGTGTG---------ATA-GA-------------------GTG-----TGCGAG----------GCAAAAACAAAAACAA--ATCAAGATCGCGCGATATTGCGTC
droSim2 2r:20881534-20881692 - CGCTGTAAG---------CGGCGGCTAAATTATAGGCGTGATTTAACCGGTTGTCACTCGCACGAAATGCGAGTATACTTCGAAATTTGTTGCTGT--GTTGTGTAATTTGGTGTG---------ATA-TA-------------------GTG-----TGCGAG----------GCAAAAACAAAAACAA--ATCAAGATCGCGCGATATTGCGTC
dm3 chr2R:20402555-20402710 - CGATGTAAT---------CGGCGGCTAAATTATAGGCGTGATTTAACCGGTTGTCACTCGCACGAAATGCGA---TACTTCGAAATTTGTTGCTGT--GTTGTGTAATTTGGTGTG---------AAG-GA-------------------GTG-----TGCGAG----------GCAAAAACAAAAACAA--ATCAAGATCGCGCGATATTGCGTC
droEug1 scf7180000409464:764434-

764591 -
CGCCGTGAT---------TAACAGCTTAATACTGGGCGTGACTTAACCGGTTGTCAGTTGCACGAAATGCGAAAATAATTCGAAATTTGTTGCTGTA-GTTGTGTAATTTGATTTG---------AG---A-------------------GAG-----TGCGAG----------GCAAAAACAAAAACAA--AGCAAGATCGCGCGATATTGCGTC

droBia1 scf7180000301754:3513120-
3513271 +

CGCTACAGC---------CAACGGCTAAATTAAAGGCCTGATTTAACCGGTTGTCAGCTGCACGAAATGCGAAAATAATTCGAAA-TTGTTGCTGTA-GTTGTGTAATTTGATTTT---------GGA-AG-------------------GAG-----TGCGAG----------GCAAAAACA---------ATGCGGATCGCGCGATATTGCGGC

droTak1 scf7180000415376:406112-
406265 -

CGCTGCAAT---------TGACGGCTAAATTATGGGCGTGATTTAACCGGTTGTCAGTGGCACGAAATGCGAAAAATCTTCGAAATTTGTTGCTGTA-GTTGTGTAATTTGATTTG---------GA---T-------------------TTG-----TGCGAG----------GCAAAAACAAAAACAA------AGATCGCGCGATATTGCGTC

droEle1 scf7180000491214:4602828-
4602977 +

TGGCGTAAT---------CAGCTGCTAAA---------TGATTT-ACCGGTTGACAATTGCATGAAATGCGAAAATATTTCGTAAATTTCTAGTGTA-GTTGTGTAATTTGATTTG---------AA---A-------------------GAG-----TTCGAG----------GCAAAAACAAAAACAAAAAGCTATATCGCGCGATATTGCGTA

droRho1 scf7180000776849:83672-83824
-

CGGCATTAT---------CCGCCTCTTAA---------TGATTTAACCGGTTGTCAATTGCATGAAATGCAAAAATAATTAGAAATTTCTTACTG-A-GTTGTGTAATTTGATTTG---------AAAAAA-------------------GAG-----TTCGAG----------GCAAAAACAAAAACAAAAACCAAGATCGCGCGATATTGCGTC

droFic1 scf7180000453342:256817-
256967 -

CGCTGTAAT---------CAATGAGTA---------CCTGATATAACCGGTTGACAGTTGCACGAAATGCCAATAAAATATGAAATTTTTTGCTGTA-GTTGTGTAATTTGGTTTG---------AAA-AA-------------------GAG-----TGCCAG----------GCAAAAACAAAAACAA--ATCTAGATCGCGCGATATTTCGTC

droKik1 scf7180000302277:773614-
773779 +

TA----AAT---------CGACGGTAATGCTGTAGTCGCGAGTCAACCGGTTGACAATCGCACGAAATACGCAAATAATTCGCAATTTTTAACTGAA-GTTGTGTAATTTGATTGG---------CAG-AA-------------------GAG-----TGCGAGGCGAGGCGGGGCAAAAACAAAAACAA--AGATAGATCGGGCGATATTGCGGC

droAna3 scaffold_13266:15946307-
15946479 -

TATTTTAATAGCCTCTAGAGGAGGCTTCAATTTGGGCGTGAGTTAACCGGTTGTCACACTCACGAAATTTGCAAATAATACGAAA-TTGTTGCTGTA-GTTGTGTAATTTGATTTG---------AAA-AA-------------------GTGTGCTGTGCGAA----------ACAAAAACAAAAACAA--GTCGAGATCGCGCGATATAATGTC

droBip1 scf7180000396567:436091-
436264 -

CGGTTTAATAGCAGCACTCGGTAGCTTCGATTTGGGCGTGAGTTAACCGGTTGTCACACTCACGAAATTCGCAAATAATTCGAAA-TTGTTGCTGTA-GTTGTGTAATTTGATTTG---------AAA-AA-------------------GTGTGCTGTGCGAA----------ACAAAAACAAAAACAAT-ACCCAGATCGCGCGATATCATGCC

dp5 3:18265797-18265888 + CACT------------------------------------------------------CACTCAAGAATCGAAC-----ACGCAA-TTGTTGCTGTAGGTTGTGTAATGT----TGA-------GAAA-AA----------------------------------------------GCAACAAAAACAA------ACGTCGCGCGATATTCCGTC
droPer2 scaffold_34:211101-211192 + CACT------------------------------------------------------CACTCAAGAATCGAAC-----ACGCAA-TTGTTGCTGTAGGTTGTGTAATGT----TGA-------GAAA-AA----------------------------------------------GCAACAAAAACAA------ACGTCGCGCGATATTCCGTC
droWil2 scf2_1100000004512:2094846-

2094933 +
C--------------------------------------------------------------------------------GAAATTTGTTGCTGTA-GTTGTGTAATTTCGGTTT-TTTTGTCAAAA-AAGAAAAAAAAATGTAAAGAAGTG-----TGCGAA--------------------------------ACATCGCGCCAT--------

droGri2 scaffold_15252:10859368-
10859402 -

AACAACAAA---------AAAAAGTT---------------------------------------------------------------------------ATGAATTTTGCTGAG---------------------------------------------------------------------------------G----------------GT
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AATTCTTCAGAGCAGAAATAAGTTCCGACCACTGATTGCTATCGTAGTTCACCCGGTAGAAGCCCACTTGATTTGTGTTAATCTTAATCCAGCTGGCTTCTCCCGGAAGCGTAATGGTGGCCTCATTGTCATTGTGATTGAATATTAATGATTGGACTTCA

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

#
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Hit
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Norm Total

M055

female
body

V107

male
body

V108

head

V060

head

V040

embryo

..................................................ACCCGGTAGAAGCCCACTTGAT......................................................................................... 22 0 1 22.00 22 7 14 0 1 0

..................................................ACCCGGTAGAAGCCCACTTG........................................................................................... 20 0 1 12.00 12 10 2 0 0 0

........................................................................................CCAGCTGGCTTCTCCCGGAAGC................................................... 22 0 1 12.00 12 9 1 2 0 0

..................................................ACCCGGTAGAAGCCCACTTGA.......................................................................................... 21 0 1 11.00 11 7 4 0 0 0

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

........................................................................................CCAGCTGGCTTCTCCCGGAAGT................................................... 22 1 1 2.00 2 1 1 0 0 0

..................................................ACCCGGTAGAAGCCCACTTGAA......................................................................................... 22 1 1 1.00 1 0 1 0 0 0

...................................................CCCGGTAGAAGCCCACTTGATT........................................................................................ 22 0 1 1.00 1 0 1 0 0 0

..................................................ACCCGGTAGAAGCCCACTTGATT........................................................................................ 23 0 1 1.00 1 1 0 0 0 0

...................................................CCCGGTAGAAGCCCACTTGA.......................................................................................... 20 0 1 1.00 1 1 0 0 0 0

.........................................................................................CAGCTGGCTTCTCCCGGAAGC................................................... 21 0 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

TTAAGAAGTCTCGTCTTTATTCAAGGCTGGTGACTAACGATAGCATCAAGTGGGCCATCTTCGGGTGAACTAAACACAATTAGAATTAGGTCGACCGAAGAGGGCCTTCGCATTACCACCGGAGTAACAGTAACACTAACTTATAATTACTAACCTGAAGT

************************************..((((((((.(((...((((.(((((((..((.((((............)))).))..))))))).)))).)))...))))))))....***********************************
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male
body
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female
body

V108

head

GSM1528801

follicle
cells

M057

embryo

V040

embryo

.TAAGAAGTCTCGTCTTTATTCAAGGCT..................................................................................................................................... 27 0 1 2.00 2 0 0 0 2 0 0

..................................................TGGGCCATCTTCGGGTGAACTAA........................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0

..........TCGTCTTTATTCAAGGCTGGTGACTAA............................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0

...............................................AAGTGGGCCATCTTCGGGTGAACT.......................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

.......................AGGCTGGTGACTAACGATAG...................................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0

...........................................................TTCGGGTGAACTAAACACAATTA............................................................................... 23 0 1 1.00 1 0 1 0 0 0 0

................................................AGTGGGCCATCTTCGGGTG.............................................................................................. 19 0 1 1.00 1 0 1 0 0 0 0

.........................................................................................GTCGACCGAAGAGGGCCTTCGCA................................................. 23 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................................TCGCATTACCACCGGAGTAACAGTA............................. 25 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................................TCGCATTACCACCGGAGTA................................... 19 0 1 1.00 1 0 0 0 0 0 1

.................................................TGTGGCCATCTTCGGGTGAACT.......................................................................................... 22 3 1 1.00 1 0 0 1 0 0 0

..........................CTGGTGACTAACGATAGC..................................................................................................................... 18 0 1 1.00 1 0 0 1 0 0 0

...AGAAGTCTCGTCTTTATTCAAGGCTG.................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0

........................................TAGCATCAAGTGGGCCATCTTCGGGTG.............................................................................................. 27 0 1 1.00 1 0 1 0 0 0 0

..............................TGACTAACGATAGCATCAA................................................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0

..............................TGACTAACGATAGCATCAAG............................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4770:12510268-

12510428 +
der_92 AATTCTTCAGAGCAGAAATAAGTTCCGACCACTGATTGCTATCGTAGTTCACCCGGTAGAAGCCCACTTGATTTGTGTTAATCTTAATCCAGCTGGCTTCTCCCGGAAGCGTAATGGTGGCCTCATTGTCATTGTGATTGAATATTAATGATTGGACTTCA

droYak3 3R:13442246-13442406 - AGTTTTTCAGAACAGAAATAAGTTCCGACCACTGATTGCTTCCGTAGTTCACTCGGTAGAAGCCCACTTGATTTGTGTTAATCTTAATCCAGGTGGCTTCTTCCGGAAGCGTAATAGTGGCCTCATTGTCATTGTGGTTGAATATTAATGTTTGGACATCA
droSec2 scaffold_0:12867392-12867552

+
AGTTCTTCAGGGCCGAAATAAGTTCCGCCCACTGTTCGCTGCCGTAGTTCACCCGGTAGTATCCCACTTGATTCGTGTTAATCTTAATCCAGCTGGCCTCTCCAGGAAGCGTGATGGTGGCCTCATTGTCATTGTGGTTAAATATTAATGATTGGACTTCA

droSim2 3r:12035699-12035859 + AGTTCTTCAGGGCCGAAATAAGTTCCGCCCACTGTTCGCTGCCATAGTTCACCCGGTAGTAGCCCACTTGATTCGTGTTAATCTTAATCCAGCTGGCCTCTCCAGGAAGCGTTATGGTGGCCTCATTGTCATTGTGGTTAAATATTAATGATTGGACTTCA
dm3 chr3R:9137171-9137331 - dme_382 AGTTCTTCAGGGCCGATATGAGTTCCGCCCACTGTTCGCTGCCGTAGTTCACCCGGTAGTAGCCCACTTGATTCGTGTTAATCTTAATCCAGCTGGCCTCTTCCGGAAGCGTTATGGTGGCCTCATTGTCATTGTGGTTGAATATTAGTGATTGGACTTCA
droEug1 scf7180000409802:870715-

870875 +
CGTTCTTCAGAGCAGTAGTAAGTTCTGCCCACTGCTCGGCAGCGTAGTTAACACGGTAGTAGCCCACCTGATCCGTGTTAATCTTGAACCAACTGGCAGTTCCAGCGAGTTCAAAAGTGGCTTCATTGTCGTTGTGGTTGAAGATAAAGGACTGGACTTCG

droBia1 scf7180000299102:810252-
810412 +

AGGCTTTCAGAGCAGTAGTAATTGCTCCCCACTGCTCAGCGGCATAGTTAACACGGTAGTATCCGACCTGATCCGTGTTAATCTTGATCCAGCTGGAATCTCCCGAGAGCTCGATAGTGGCTTCGTTATCGTTGTGATTAAAGATCAAAGATTGAACTTCG

droTak1 scf7180000415377:296255-
296415 -

AGGTCTTCAGAGCACTCGTAAGCTCTGCCCACTGCTCAACGGCATAGTTTACGCGGTAGTATCCCACCTGATCCTTGTTAATCTTGATCCAGGCGGCAGCTGCCGAGAGCGAGATAGTGGCCTCGTTGTCGTTGTGGTTGAAGATAATCGACTGGGCTTCG

droEle1 scf7180000486474:475166-
475326 -

ACGCCTTGAGCGCAGTGGTCAGCGCTGCCCACTGCTCGTCCGCATAGTTGACCCGGTAGTAGCCCACCTGATCCTTGTTGAACTTGATCCAGCTGGCATCGCCCGAGAGCGTGATGCTGGCCTCGTTGTCGTTGTGGTTGAAGATCGTGGACTGGACCTCG

droRho1 scf7180000779341:49-209 + ACGCCTTGATCGCAGTGGTCAGCGCTGTCCACTGCTCGGCAGCGTAGTTCACTCGGTAGTAGCCCACCTGATCCTTGTTGAACTTGATCCAGCTGGCTTCGCTCGGGAGCGTGATGGTGGCCTCGTTGTCGTTGTGGTTGAAGATCGTGGACTGGACTTCG
droFic1 scf7180000453800:1609815-

1609975 -
ACGTCTTAAGCGCATTGGTGAGGGCTGCCCACTGCTCCTCCGCATAGTTTACCCGGTAGTAGCCAACCTGATCCTTGTTGAACTTGATCCAAGTGGCGTCGCCCGTAAGCTCAATGCTAAGCTCGTTGTCGTTGTGGTTGAAGATCGTGGATTTCACTTCA

droKik1 scf7180000302392:698205-
698365 +

ACGCCTTCAGGGCACTTGTAAGAGCTGCCCACTGTTCATTGGCATAGTTCACACGGTAGTATCCAACCTGATCCTTGTTGAACTTGATCCAGGTGGGTTCGCTGGTCAGCGTTATGCTGACTTCGTTGTCATTGTGATTGAAGATCGTGGACTGAACTTCG

droAna3 scaffold_13340:1692480-
1692640 -

TGGTTTTCAGTGCACTCAGTAGAGCTGCCCACGTGTCGGTGGGGTAATTCACCAGGTAGTAGCCAACCTGGTCTTTGTTAAACTTGATCCAGTTAACCTCTCCGGGCAGAGTAACGCTGACTTCGTTATCGTTGTAGTTGAAAAGCGTGGACTGCACTTCG

droBip1 scf7180000396712:2637342-
2637502 +

TGGTTTTCAGGGCATTCAGTAGAGATGTCCATGTGTCGACGGGGTAGTTCACTAGGTAATAGCCAACCTGGTCTTTGTTAAACTTAATCCAGTTAACCTCTCCTGGCAGAGTAACGGAAACCTCATTGTCGTTATAGTTGAATATTGTGGACTGAACTTCG

dp5 2:9966273-9966433 + ATGCCTTGAGCGCAGCTGTGAGGGCAGCCCACTGCTCTGCCGCATAGTTAACGCGATAATAGCCAACCTGGTCCTTATTAAACTTGATCCAGCTGGCCTCGCTAGCTAGCGTAATGCTGGCCTCGTTGTCGTTGTGGTTGAATATCGTCGACTGCACCTCG
droPer2 scaffold_0:10516797-10516957

-
ATGCCTTGAGCGCAGCTGTGAGGGCAGCCCACTGCTCTGCCGCATAGTTAACGCGATAATAACCAACCTGGTCCTTATTAAACTTGATCCAGCTGGCCTCGCTAGCTAGCGTAATGCTGGCCTCGTTGTCGTTGTGGTTGAATATCGTCGACTGCACCTCG

droWil2 scf2_1100000004943:6220847-
6221007 -

ATGCCTTAATTGCATTTGTCAATGCAGTCCATTGTTCAGCAGGATAGTTGACTCGATAAAAGCCCACTTGATCCTTGTTAAATTTAATCCAACTTGTTGCACCGACAAAAGAAATAGTGATCTCATTGTCATTATAATTGAAAATCGTGCTCTGTACTGTG

droVir3 scaffold_12855:3012175-
3012335 +

AAGCCTTTAGAGCCGACACCAATTCCGTCCACTGCTCCTCGGCATAGTTGACACGATAGTAGCCCACCTGATCCTTGTTCAACTTTACCCAACTGACAGTGCTAGGTAGTGTGATGCTAAGCTCATTGTCGTTATAGTTAAAGATTGTGGTCTTTGGCGTG

droMoj3 scaffold_6540:10181102-
10181262 -

AATTCTTCAGAGCTTCAAGCAAAGTTTTCCACTGCTCCTCGGCATAGTTGACACGATAGTAGCCCACCTGATCCTTGTTGAACTTTACCCAACTAACAGTGCTTGGCACAGAGATGACAAGCTGGTTATCGTTATAGTTGAATATTGTGGTCTTTGGCGTG

droGri2 scaffold_14906:5710754-
5710911 +

ACGTTTTGAGTTCTGTGGCCAAAGCTGTCCACTGATCCTCGTCATAGTTGACGCGATAGTAGCCCACTTGATTCTTGTTCAACTTGATCCAGCTAACAGCACTTGGCACGTTAATGACAGCCTCATTATCGATATGTTTAAATATTAAATGTTCGA---TG
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CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCGGGCTGGCCGGCCGCAGGTGGGGCCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACTCCCCCACTCTCGCCCACCAAG

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

V107

male
body

V040

embryo

..................................................TGGCCGGCCGCAGGTGGGGCCG.............................................................................................. 22 0 1 15.00 15 7 3 5 0 0

..................................................TGGCCGGCCGCAGGTGGGGC................................................................................................ 20 0 1 11.00 11 6 3 0 2 0

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

..................................................TGGCCGGCCGCAGGTGGGG................................................................................................. 19 0 1 5.00 5 5 0 0 0 0

.............................................................................................CCGCCACCTGCTGCCGCGCTCC................................................... 22 0 1 3.00 3 2 0 1 0 0

..................................................TGGCCGGCCGCAGGTGGGT................................................................................................. 19 1 1 2.00 2 2 0 0 0 0

..................................................TGGCCGGCCGCAGGTGGGGCT............................................................................................... 21 1 1 2.00 2 0 2 0 0 0

..................................................TGGCCGGCCGCAGGTGGGGCCGA............................................................................................. 23 1 1 2.00 2 2 0 0 0 0

.............................................................................................CCGCCACCTGCTGCCGCGCTCCC.................................................. 23 0 1 2.00 2 1 0 0 1 0

............................................................................................GCCGCCACCTGCTGCCGCGCTCC................................................... 23 0 1 2.00 2 2 0 0 0 0

..................................................TGGCCGGCCGCAGGTGGGGT................................................................................................ 20 1 1 1.00 1 1 0 0 0 0

..................................................TGGCCGGCCGCAGGTGGGGA................................................................................................ 20 1 1 1.00 1 1 0 0 0 0

............................................................................................................GCGCTCCCTCCTCTCGGCCAA..................................... 21 0 1 1.00 1 0 0 0 0 1

..................................................TGGCCGGCCGCAGGTGGGGCCT.............................................................................................. 22 1 1 1.00 1 0 0 1 0 0

............................................................................................GCCGCCACCTGCTGCCGCGCT..................................................... 21 0 1 1.00 1 1 0 0 0 0

..................................................TGGCCGGCCGCAGGTGGGGCC............................................................................................... 21 0 1 1.00 1 0 1 0 0 0

..................................................TGGCCGGCCGCAGGTGGGGCCGTA............................................................................................ 24 2 1 1.00 1 0 0 1 0 0

..................................................TGGCCGGCCGCAGGTGGGGCTT.............................................................................................. 22 2 1 1.00 1 0 0 0 1 0

........................................................................................TACGGCCGCCACCTGCTGCT.......................................................... 20 1 2 0.50 1 0 1 0 0 0

Anti-sense strand reads

GTTGTACACCAAGCGTTAAAGACACAAGCGGTAAAACCGGCAAACGCCCGACCGGCCGGCGTCCACCCCGGCGATGGAGATGGACGTGATGCCGGCGGTGGACGACGGCGCGAGGGAGGAGAGCCGGTTCTTGGCGCGCGGGTGAGGGGGTGAGAGCGGGTGGTTC

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

#
Mismatch

Hit
Count

Total
Norm Total

V107

male
body

M055

female
body

V108

head

V060

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4770:1383614-1383779

-
der_85 CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCG---GGCTGGCCGGCCGCAGGTGGGGCCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACTCCCCCACTCTCGCCCACCAAG

droYak3 3R:1488692-1488857 - dya_80 CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCG---GGCTGGCCGGCCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCCCCCACGCCCCCCCTCTCGCCCACCAAG
droSec2 scaffold_6:1229707-1229872 - CAACATGTGGTTCGCCATTTCTCTGTTCGCCATCTTGGCCGTTTGCG---GGCTGGCCGGGCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACGCCCCCTCTCTCGCCCACCAAG
droSim2 3r:1012835-1013000 - CAACATGTGGTTCGCCATTTCTCTGTTCGCCATCTTGGCCGTTTGCG---GGCTGGCCGGGCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACGCCCCCTCTCTCGCCCACCAAG
dm3 chr3R:1108441-1108606 - dme_384 CAACATGTGGTTCGCCATTTCTCTGTTTGCCATCTTGGCCGTTTGCG---GGTTGGCCGGCCGCAGGTGGGGTCGCTACCTCTATCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACGCCCCCTCTCTCGCCCACCAAG
droEug1 scf7180000409766:16869-17034

-
CAACATGTGGTTTGCAATTTCCATTTTTGCCATTTTGGCCGTTTGCG---GATTGGCCGGTCGCAAGTGGGGGCGCTACCTCTACTTGCACTATGGCCGCCACCTGCTGCCCCGCTCCTTTCTAACGGCCAAGAACCGAGCTCCCACGCCCCCTCTTTCGCCCACCAAG

droBia1 scf7180000302411:860218-
860383 -

CAACATGTGGTTCGCCATTTCCATTTTCGCCCTCCTGGCCGTGTGCG---GGCTGGCCGGCCGCCGGTGGGGTCGCTACCTCTACCTGCACTACGGGCGCCACCTGCTGCCCCGCTCCCTCCTGGCGGCCAAGAACCGCGCGCCCACGCCGCCCCTGTCGCCCACCAAG

droTak1 scf7180000415789:282569-
282734 +

CAACATGTGGTTTGCCATTTCCATCTTTGCCATTTTGGCCGTTTGCG---GGCTGGCCGGTCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCCCGCTCCCTCCTGACGGTCAAGAACCGCGCGCCCACGCCCCCCCTCTCGCCCACCAAA

droEle1 scf7180000491021:376339-
376504 +

CAACATGTGGTTTGTCATTTCCATTTTTGCCATTTTGGCTGTTTGCG---GGTTGGCCGGTCGCAGGTGGGGTCGCTACCTTTACCTGCACTATGGCCGCCACCTGCTGCCCCGCTCCCTGCTAGCGGTCAAAAACCGAGCTCCCACACCCCCACTTTCGCCCACCAAG

droFic1 scf7180000453850:483104-
483269 -

CAACATGTGGTTCGCCATTTCAGTCTTCGCCCTTTTGGCCGTTTGCG---GGCTGGCCGGTCGCCGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCCCGCTCCCTGCTCGCCGCCAAGAACCGCGCCCCCACCCCGCCCCTCTCGCCCACCAAG

droKik1 scf7180000302461:523333-
523498 -

CAACATGTGGTTCGTGATTTCCGTCTTCGCCATTTTGGCGGTCTGCG---GCCTAGCAGGTCGCCGCTGGGGTCGCTACCTTTACCTGCATTATGGCCGCCACCTGCTGCCCCGCTCAATGCTTACAGCCAAGAACCGAGCGCCCACGCCCCCGCTCTCGCCCACCAAG

droAna3 scaffold_13340:23291617-
23291782 -

CAACATGTGGTTCGTGATTTCCGTATTCGCCCTTGTGGCCCTTTTCG---GCCTGGCAGGACGTCGTTGGGGCAGATACCTCTACCTGCACTACGGTCGTCATCTGCTGCCCCGCTCTCTGCTAGCCGCCAAAAACCGCTCGCCCACGCCCCCACTCTCGCCCACCAAG

droBip1 scf7180000396395:295439-
295604 -

CAACATGTGGTTCGTGATTTCCGTATTCGCCCTTGTGGCCCTTTTTG---GGCTGGCGGGACGTCGTTGGGGCAGGTACCTGTACCTGCACTACGGCCGCCACCTGCTGCCCCGCTCCATGCTCACCGCCAAGAACCGCTCGCCCACGCCCCCCCTCTCGCCCACCAAG

dp5 2:21677107-21677272 + CAACATGTGGTTTGTGGTCGTACTCTTCGCTGTGGCCGCCGTGTGCG---GCCTGGCCGGTCGAAAGTGGGGCCGCTACCTGTACCTGCACTATGGGCGGCATCTGCTGCCGCGCTCTCTGCTGGCAAACAAGAACCGTGCGCCCACGCCGCCCCTCTCGCCCACCAAA
droPer2 scaffold_3:4461895-4462060 + CAACATGTGGTTTGTGGTCGTACTCTTCGCTGTGGCCGCCGTGTGCG---GCCTGGCCGGTCGAAAGTGGGGCCGCTACCTGTACCTGCACTATGGGCGGCATCTGCTGCCGCGCTCTCTGCTGGCAAACAAGAACCGTGCGCCCACGCCGCCCCTCTCGCCGACCAAA
droWil2 scf2_1100000004943:12820461-

12820629 +
AAAAATGTGGTTCATAGTCTTTGTTTTTGTTGCTGTTGCTGCCTGCGGTGGTTTGGCCGGCCGCAAATGGGGCAGATACCTGTATTTACATTATATACGGCATCTATTGCCACGTTCCATACAATCGGCCAAAAATCGTGCACCCACACCGCCTCTATCACCCACCAAG

droVir3 scaffold_12855:7804371-
7804535 +

-AACATGTGGTTTGTTGTGGCACTTTTTGCAATTGTCGCCGTCTGCG---GCGTTGCAGGTCGAAAATGGGGTCGATACCTCTACCTGCACTACGGGCGCCACTTGCTGCCACGCTCAATGCTCACGGCCAAGAATCGCTCGCCCACGCCGCCGCTCTCGCCAACCAAA

droMoj3 scaffold_6540:23024005-
23024170 +

CAAGATGTGGTTCATTGTGGGACTCTTTGCAATTGTCGCCGTTGGCG---GCGTAGCCGGTCGCAAATGGGGCCGTTACCTGTACCTGCACTATGGCCGGCACTTTCTGCCACGCTGCATGCTGTCAGTCAAGAATCGCTCGCCCACACCGCCGCTCTCGCCCACCAAA

droGri2 scaffold_15074:4359081-
4359244 +

--ACATGTGGTTTGTTGTCGCACTGTTTGCAATTGTCGCCGCCTGCG---GCGTTGCTGGTCGCAAATGGGGTCGTTACCTCTATCTGCACTATGGCCGCCACTTGCTACCACGCTCAATGCTCACGGCGAAAAATCGCTCACCGACGCCGCCGCTCTCGCCTACCAAA
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CACGACCGCAAAACTAGTGCTTAGGAAGTCATGAGCACGCCCACGCCCACTCCGGGGTCGGTTCAGGGCCAGCAAGTTCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCCGGAGAGACAGTGCAAA
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..................................................TCCGGGGTCGGTTCAGGGCCA...................................................................................... 21 0 1 26.00 26 9 13 1 2 0 1

..................................................TCCGGGGTCGGTTCAGGGCC....................................................................................... 20 0 1 8.00 8 5 3 0 0 0 0

..................................................TCCGGGGTCGGTTCAGGGCCAG..................................................................................... 22 0 1 7.00 7 3 3 0 1 0 0

....................................................................................CCCCATGAACTGACCGCCGAGT................................................... 22 0 1 3.00 3 3 0 0 0 0 0

..................................................TCCGGGGTCGGTTCAGGGC........................................................................................ 19 0 1 3.00 3 1 2 0 0 0 0

...................................................................................GCCCCATGAACTGACCGCCGAGT................................................... 23 0 1 2.00 2 0 0 2 0 0 0

...................................................................................GCCCCATGAACTGACCGCCGAG.................................................... 22 0 1 2.00 2 0 0 2 0 0 0

...............................................................................................GACCGCCGAGTGGACCGTGC.......................................... 20 0 1 1.00 1 1 0 0 0 0 0

....................................................................................CCCCATGAACTGACCGCCGAG.................................................... 21 0 1 1.00 1 0 0 1 0 0 0

..................................................TCCGGGGTCGGTTCAGGGCCG...................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

...................................................................................GCCCCATGAACTGACCGCCG...................................................... 20 0 1 1.00 1 1 0 0 0 0 0

....................................................CGGGGTCGGTTCAGGGCCAG..................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0

....................................................................................CCCCATGAACTGACCGCCGT..................................................... 20 1 1 1.00 1 0 0 1 0 0 0

..................................................TCCGGGGTCGGTTCAGGGCCAGA.................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0

..................................................TCCGGGGTCGGTTCAGGGCCT...................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

....................................................................................CCCCATGAACTGACCGCCT...................................................... 19 1 1 1.00 1 0 0 1 0 0 0

..................................................TCCGGGGTCGGTTCAGGGCCAGCA................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0

.........................................................................................TGAACTGACCGCCGAGTGGACCG............................................. 23 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

GTGCTGGCGTTTTGATCACGAATCCTTCAGTACTCGTGCGGGTGCGGGTGAGGCCCCAGCCAAGTCCCGGTCGTTCAAGGTGACGGGGTACTTGACTGGCGGCTCACCTGGCACGCTCGTGTAGATTGAAAACGGGCTCGGCCTCTCTGTCACGTTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V060

head

V107

male
body

M055

female
body

...............................................................................TCGACGGGGTACTTGACT............................................................ 18 2 5 0.20 1 0 0 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4929:17507609-

17507765 +
der_84 CACGACCGCAAAACTAGTGCTTAGGA------AGTCATGAGCACGCCCACGCCCA------------CT---------CCGGGGTCGGTTC---------AGGGCCAGCAAGT---TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCC---GGAGAGACAGTGCAAA

droYak3 2L:17804689-17804845 - CACGACCGCGAAACAAGTGCTTAGGG------AGTCATGAGCACGCCCACGCCCA------------CT---------TCAGGGGCGGTTC---------AGGGCCAACAAGT---TCCGCTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTTACTTTTGCCCGAGCT---GGTGAGGCAGTGCAAA
droSec2 scaffold_1:2782204-2782360 - CACGACCGCAAAACAAGTGCTTAGGG------AGTCATGAGCACGCCCACGCCCA------------TT---------TCGGGGGCGGTTC---------AGGGCCAGGAGGT---TCCACTGCCTCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCT---GGTGAAACGGTGCAAA
droSim2 2r:5952866-5953022 - dsi_32440 CACGATCGCAAAACAAGTGTTTAGGG------AGTTATGAGCACGCCCACGCCCA------------CC---------CCGGGGGCGGTTC---------AGGGCCAGGAGGT---TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCT---GGTGAAACGGTGCAAA
dm3 chr2R:5150260-5150416 - dme_381 CACGACCGCAAAACAAGTGTTTAGGG------AGTCATGAGCACGCCCACGCCCA------------CT---------TCGGGGGCGGTTC---------AGGGCCAGGAGGT---TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCT---GGCGAAACGGTGCAAA
droEug1 scf7180000409183:792454-

792613 -
TGCGACAGTACAATAAGTGCGTAGGG------AGTCATGAGTACGCCCACGCCCA------------CT------CCGCCGGGTGCGGTTC---------TGGGCCAGCAGGT---TCCACTGCCCCACGAACTGACCGCCGAGTGGACGGTACGAGCACATCTTACTTTTGCCCGAGCT---GGTGAGCCCGTGCAAA

droBia1 scf7180000301506:1574189-
1574351 +

TGCAATCGCACAAAAACTGTGTAGGG------AGCCATGAGCACGCCCA------CGGCCACGACCACT---------CCGGGGGCGGTTC---------CGGGACAGCAGGT---ACCACTGCCCCACGAACTGACCGCCGAGTGGACGGTGCGAGCACATCTCACTTTTGCCCGAGCC---GGTGAGCCTGTGCAAA

droTak1 scf7180000415274:108721-
108883 -

TGCGAGCGCAAAACAAGTGCGTAGGG------AGTCATGACCACGCCCA------CGCCCACGCCCACT---------CCGGGGGCGGTTC---------TGGGCCAGGAGGT---TCCACTGCCCCATGAACTGACCGCCGAGTGGACGGTACGGGCACATCTCACTTTTGCCCGAGCT---GGTGAGCCTGTGCAAA

droEle1 scf7180000491201:975383-
975545 -

TGCGATCGCAAAAACGGTGCGTAGGG------AGTCATGAGCACGCCCA------CGCCCACGCCCACT---------CCGGGGGCTGTTC---------TGGGCCAACAGGT---TCCACTGCCCCATGAATTGACCGCCGAGTGGACGGTGCGAGCCCATCTCACTTTTGCCCGAGCT---GGTGAGCCGGTGCAAA

droRho1 scf7180000777222:43377-43539
+

TGCGATCGCAAAATAAGTGCGTAGGG------AGTCATGAGCACGCCCA------CACCCACGCTTACT---------CCGGGGGCGGTTC---------TGGGCCAACAGGT---TCCACTGCCCCATGAATTGACCGCCGAGTGGACGGTGCGAGCACATCTCACTTTTGCCCGAGCT---GGTGAGCCGGTGCAAA

droFic1 scf7180000453851:1124245-
1124413 +

TGCGATCGCAAGAAGTGTGCGTAGGGAGTGGGAGTCATGAGCACGCCCA------CGCCCACGCCCACT---------CCGGGGGCGGTTC---------TGGGCCAGCAGGT---GCCACTGCCCCATGAGCTAACCGCCGAGTGGACGGTGCGAGCACATCTCACTTTTGCCCGAGCA---GGTGAGCCCGTGCAAA

droKik1 scf7180000302476:544626-
544740 -

T---------------GTGCGTAAGGC---GTAGTCATGG------------------------------------------------------------AGGAGCAGCAGGT---GCCGCTGCCCCACGAACTGACCGCCGAATGGACAGTGCGGGCACATCTCACCTTTGCCCGGGCA---GGAGAGCCTGTGCAAA

droAna3 scaffold_13266:8418810-
8418987 +

TGCGATCGTTAAGT---TGCTGAGGG------AGTCATGTCCACGCCCACACCCA------CACCCACGCCTACTGCCTCGGGAACAGCTGCTCCACTCGGGGGTCAGCAGGT---TCCACTGCCACACGAGCTGACCGCCGAGTGGACGGTGCGAGCCCATCTAACCTTTGCCCGGGCT---GGGGAGACCGTGCAGA

droBip1 scf7180000396759:393794-
393962 -

TGCGATCGTAAAAC---TGCGTAGGG------AGTCATGTCCACGCCCACGCCCA------------CT------GCCTCGGGGGCAGCTGCTCCTTCCGGTGGTCAGCAGGCTCCGCCACTGCCCCACGAACTGACCGCCGAGTGGACGGTGCGAGCCCATTTGACTTTTGCCCGGGCT---GGGGAAACCGTACAGA

dp5 3:9218217-9218361 - AACGA---------AAGTGCGTAAGGG---AGAGTGATGGCCACGCCCA------CTGCC------------------TCGTTGGCGGCTCC--------TGGAGCT----GC---ACCGCTGCCCCACGAGCTGACGGCCGAGTGGACAGTGCGCGCCCATCTCACGTTTGCCCGTGCC---GGAGAGGCGGTGCACA
droPer2 scaffold_4:4541378-4541522 - AACGA---------AAGTGCGTAAGGG---AGAGTGATGGCCACGCCCA------CTGCC------------------TCGTTGGCGGCTCC--------TGGAGCT----GC---ACCGCTTCCCCACGAGCTGACGGCCGAGTGGACAGTGCGTGCCCATCTCACGTTTGCCCGTGCC---GGAGAGGCGGTGCACA
droWil2 scf2_1100000004822:1793460-

1793540 +
----------------------------------------------------------------------------------------------------------------T---TCCCTTGCCTCATGAATTGACTGCCGAATGGACAGTGCGTGCTCAGTTGACATTCGCCCGGAAT---GGTGAGCCAGTACAAA

droVir3 scaffold_12875:14439721-
14439802 -

---------------------------------------------------------------------------------------------------------------------CCGTTGCCTCATGAGCTGACCGCCGAGTGGACAGTGCGTGCACAGCTGACATTCGCGCGGGCGGGCGGTGAGCCAGTGCAGC

droMoj3 scaffold_6496:9905127-
9905206 -

T--------------------------------------------------------------------------------------------------------------------CCGTTGCCTCATGAGCTGACCGCCGAGTGGACGGTGCGTGCCCAATTGACATTCGCGCGTGCA---GGTGAGCCAGTGCAGC

droGri2 scaffold_15245:14436443-
14436529 -

AAC----------------------------------------------------------------------------------------------------------AAGT---GCCGTTGCCTCATGAGCTGACCGCCGAGTGGACAGTGCGTGCCCAGCTGACATTCGCACGCGCC---GGAGAGCCAGTGCAGC

Generated: 09/08/2015 at 07:41 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
1
1
1
1
1
1
0
0
0
1
2

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17507609-17507765
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17507609-17507765
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_84.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17804689-17804845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2782204-2782360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5952866-5953022
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32440.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5150260-5150416
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_381.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:792454-792613
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1574189-1574351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415274:108721-108883
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:975383-975545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777222:43377-43539
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1124245-1124413
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:544626-544740
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8418810-8418987
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:393794-393962
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9218217-9218361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:4541378-4541522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004822:1793460-1793540
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:14439721-14439802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:9905127-9905206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:14436443-14436529


ID:

der_1119

Coordinate:

scaffold_4845:12896811-12896865 -

Confidence:

confident

Class:

3p_tailed_mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTGATTTGTTTCCATGGGATGCGGGCACTGATAACGGCATCTCTTATATGGTAAGATTCAATTGATATTTCATCTGCTAAATATTAAATGGATCTTTCTTGGTAGTCACCCAACTCAGAGACGCAACCTCCGGAAAGGATGTATCGCATCACCAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

V107

male
body

M055

female
body

M057

embryo

V060

head

................................................................................ATATTAAATGGATCTTTCTTGGT.................................................... 23 0 1 17.00 17 8 7 1 0 1

.................................................................................TATTAAATGGATCTTTCTTGGT.................................................... 22 0 1 10.00 10 4 5 1 0 0

................................................................................ATATTAAATGGATCTTTCTTGG..................................................... 22 0 1 9.00 9 2 1 6 0 0

..................................................GTAAGATTCAATTGATATTT..................................................................................... 20 0 1 5.00 5 1 1 3 0 0

................................................................................ATATTAAATGGATCTTTCTTG...................................................... 21 0 1 4.00 4 2 0 2 0 0

................................................................................ATATTAAATGGATCTTTCTT....................................................... 20 0 1 2.00 2 0 0 2 0 0

................................................................................ATATTAAATGGATCTTTCTTGGG.................................................... 23 1 1 1.00 1 1 0 0 0 0

.................................................................................TATTAAATGGATCTTTCTTGGA.................................................... 22 1 1 1.00 1 1 0 0 0 0

.................................................................................TATTAAATGGATCTTTCTTGG..................................................... 21 0 1 1.00 1 0 0 1 0 0

..................................................GTAAGATTCAATTGATATT...................................................................................... 19 0 1 1.00 1 1 0 0 0 0

...........CCATGGGATGCGGGCACTGATAAC........................................................................................................................ 24 0 1 1.00 1 0 0 0 1 0

................................................................................ATATTAAATGGATCTTTCTTGT..................................................... 22 1 1 1.00 1 0 1 0 0 0

.......................................................................................................................GACGCAACCTCCGGAAAGGATGT............. 23 0 1 1.00 1 0 1 0 0 0

..................................................GTAAGATTCAATTGATATTTCAT.................................................................................. 23 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

AACTAAACAAAGGTACCCTACGCCCGTGACTATTGCCGTAGAGAATATACCATTCTAAGTTAACTATAAAGTAGACGATTTATAATTTACCTAGAAAGAACCATCAGTGGGTTGAGTCTCTGCGTTGGAGGCCTTTCCTACATAGCGTAGTGGTG

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

#
Mismatch

Hit
Count

Total
Norm Total

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

Species Coordinate ID Alignment
droEre2 scaffold_4845:12896761-

12896915 -
der_1119 TTGATTTGTTTCCATGGGATGCGGGCACTGATAACGGCATCTCTTATATGGTAAGAT--------------------------TCA--ATTGATATTTCA-----------T--CTGCTA--AAT--A-----T----T-AAATGGATCTTTCTTGGTAGTCACCCAACTCAGAGACGCAACCTCCGGAAAGGATGTATCGCATCACCAC

droYak3 2R:18521992-18522146 - TTGATTTGTTTCCATGGGATGCGGGCACTGATAGCGGCATCTCTTATATGGTAATAT--------------------------TCA--ATAGATATTTCA-----------T--CTCCTA--AAT--A-----T----T-TAATGGATCTTTCTTGGTAGTCACCCAACTCGGAGACGCAGCCTCCGGAAAGGATGTATCGCATCACCAC
droSec2 scaffold_1:10453829-

10453988 +
TTGATTTGTTTCCATGGGATGCGGGCACGGATAGCGGCATCTCTTACATGGTAATATAC------------------------TCA--ACTGATATTTCCTGG--------A--AACCTA--AAT--A-----T----T-AAATGGATCTTCCTTGGTAGTCGCCCAACTCGGAGACGCAACCTCCGGAAAGGATGTATCGCATCACCAC

droSim2 2r:13615978-13616137 + dsi_8688 TTGATTTGTTTCCATGGGATGCGGGCACGGATAGCGGCATCTCTTACATGGTAATATAC------------------------TCA--ACTGATATTTCATGA--------T--AACCTA--AAT--A-----T----T-AAATGGATCTTCCTTGGTAGTCGCCCAACTCGGAGACGCAACCTCCGGAAAGGATGTATCGCATCACCAC
dm3 chr2R:12945306-12945467 + TTGATTTGTTTCCATGGGATGCGGGCACTGATAGCGGCATCTCTTATATGGTAATATATAT----------------------TCA--ACTGATATTTCATGG--------T--AACCTA--AAT--A-----T----T-AAATGGACCTTCCTTGGTAGTCACCCAACTCGGAGACACAACCTCCGGAAAGGATGTATCGCATCACTAC
droEug1 scf7180000409672:2173216-

2173369 -
TTGATTTGTACCCCTGGGATGCGGGTACCGACAGTGGCATCTCATACATGGTAAAACATTATTG------------------ACTGAG------A----------------G--ATTTCA--AAT--A-----T----T-TTATGGATATTTCATGGCAGTCACCCAATTCGGAAACGCAGCCTCCGGAGAGAATGTATCGTATCACCAC

droBia1 scf7180000301754:5193485-
5193643 +

TTGATCTTTATCCCTGGGATGCGGGCACCGATAGTGGCATCTCCTACATGGTAACAG--------------------------TTA--AATGAAATAGTTTGT----A---C--AATTCC--AAT--A-----T----T-TAATGGATTTTGAACGGCAGTCCCCCAATTCGGAGACACAGCCGCCGGAACGCATGTACCGCATCACCAC

droTak1 scf7180000415398:45988-
46144 +

ACAACCTGTATCCCTGGGATGCGGGCACCGACAGTGGGCCATCTTATATGGTGAGATGATTTCT------------------TTT---------ATTTCTTAAATG--------CTACTT--AAT--A-----C----T-TC----CTATACCTTCTTAGTCTGCTGACCAGCCGCAGGTTCCCCCAGACGTAGTACGTCGCATCAAATC

droEle1 scf7180000491027:91703-
91859 +

ACAACCTCTATCCCTGGGATGCGGGCACGGACAGTGGTCCATCTTATATGGTAAGAGGTTTTCC------------------TCG---------ATTCAA-----------T--CTTTTA--GAT--AG----T----T-CACTTTTTACTTTTTTCTAGTCTGCTGACCAGCCGCAGGTGCCACCAGATGTGGTCCGTCGCATCAAGTC

droRho1 scf7180000780084:376378-
376535 -

TTGATCTGTATCCCTGGGATGCGGGCACCGATAGTGGTATTTCATATATGGTAAAAG--------------------------TTT--AGAGATAGAGTAAGG--------G--CCTTCA--AAT--A-----C----T-AAACGGAGTTTCCTTGGCAGTCGCCCAATTCGGAAACCCAGCCTCCGGAGAGAATGTACCGCATCACCAC

droFic1 scf7180000453948:2484365-
2484520 -

TTGACCTGTACCCCTGGGATGCGGGCACCGACAGTGGTATCTCCTACATGGTAAAGTAT--------------------------AGAATTTATTTTTG------------CAGCCATCA--GAT--A-----T----T-TACTGGTA--CCCTCGGTAGTCACCCAACTCGGAGACCCAGCCTCCAGAGAGGATGTACCGCATCACCAC

droKik1 scf7180000302470:1382810-
1382966 +

TTGATCTGTATCCCTGGGATGCCGGCACCGACAGTGGAATCTCTTATATGGTGAGGCTT--------------------------AGAATTAATC-TTCA-----------T--TTTTTT--GGT--AT----A----T-TAACGGTCAGTCTTTGATAGTCACCCAATACGGAGACACAGCCGCCGGAGAGGATGTACCGCATCACGAC

droAna3 scaffold_13266:13654913-
13655061 -

TCGATCTCTATCCATGGGATGCAGGCACTGATAGTGGCATATCCTATATGGTAAGTAAAAA----------------------------TTCATTTTCTA-----------T--CACTTT--TAT--A-----A-----------CCTTTTCATTTTCAGTCCCCCAATTCGGAGACTCAGCCTCCGGAGCGAATGTACCGAATCACTAC

droBip1 scf7180000396759:2481828-
2481987 +

TTGATCTCTATCCATGGGATGCAGGCACTGACAGTGGCATTTCCTATATGGTAAGTACACTT----------------------------TTTTATTGTT-----------T--CTCTTT--AAT--A-----ACCGCAAAAAATAACCTCCATTCTTAGTCTCCCAATTCGGAGACTCAGCCTCCGGAGCGAATGTACCGTATCACTAC

dp5 3:6185943-6186101 + TCGATTTGTATCCCTGGGATGCTGGCACTGACAGTGGGATCACTTACATGGTGACGT--------------------------CTTAG------ATTTCTCGGATGCCTCGT-----CCA--ATT--G-----C----C-TAATGTCCATTCTCCTGTAGTCGCCCAATTCAGAAACACAGCCCCCGGAACGAATGTACCGCATTACGAC
droPer2 scaffold_2:6400794-6400952

+
TTGATTTGTATCCCTGGGATGCTGGCACTGACAGTGGGATCACTTACATGGTGAGGT--------------------------CTTAG------ATTTCTCGGATGCCTCGT-----CCA--ATT--G-----C----C-TAATGTCCATTCTCTTGTAGTCGCCCAATTCAGAAACACAGCCCCCGGAACGGATGTACCGCATTACGAC

droWil2 scf2_1100000004822:956819-
956974 -

TTAATCTTTATCCCTGGGATGCCGGCACCGACAGTGGCATTACTTATATGGTAGGTGAACAACT------------------TTA--C------ATTCAT------------------TCGGATTGCTTAAGAT----C-T-----CTTTTGGTTATTAGTCACCCAATTCGGAGACGCAGCCACCGGAGAGAATGTATCGCATTACCAC

droVir3 scaffold_12875:6083671-
6083826 -

TTGATCTATATCCATGGGATGCCGGCACTGACAGCGGCATCACGTATATGGTGGGAAGCTGTTG------------------CCATAG------A----------------T--ATGCTG--ATCTTCAACTAA----T-T-----TCTTGTTTGTTTAGTCCCCAAATTCAGAGACGCAGCCACGCGAACGCATGTATAAGATTACCAC

droMoj3 scaffold_6496:23957666-
23957822 +

TTGATCTCTATCCCTGGGATGCGGGCACTGACAGCGGCATAACTTATATGGTAAATAACTCTGG------------------CTT---------ATTCTA-----------A--GTTGTA--TTC--AA----A----C-TAACTGTAATATAACTCTAGTCCCCCAACGCTGAGACTCAGCCACGCGAACGCATGTACAGGATTACGAC

droGri2 scaffold_15112:984372-
984553 -

TTGATCTGTTTCCATGGGATGCTGGCACCGATAGCGGCATTACCTATATGGTAAGTAAATATTAAGGAATTACAAACATATTTCTAAG------ATTTATTCGAGGATTATT-----TTA--ATT--T-----A----T----TTCTTTCTCTTTTGTAGTCCCCCAACGCGGAGACGCAGCCTCGCGAGCGCATGTACAGAATTACAAC

Generated: 09/08/2015 at 06:59 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:12896761-12896915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:12896761-12896915
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1119.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:18521992-18522146
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:10453829-10453988
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:13615978-13616137
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_8688.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:12945306-12945467
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:2173216-2173369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301754:5193485-5193643
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415398:45988-46144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491027:91703-91859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780084:376378-376535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:2484365-2484520
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:1382810-1382966
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:13654913-13655061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:2481828-2481987
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:6185943-6186101
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:6400794-6400952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004822:956819-956974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:6083671-6083826
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:23957666-23957822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:984372-984553


ID:

der_83

Coordinate:

scaffold_4770:1294833-1294912 -

Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

intron
[View on UCSC Genome Browser {Cornell Mirror}]
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hide 3p reads  show mid mismatch reads

TCTGTATCCTGTGTGCCAAAGTTGGCACTGCCACTGGTGGCGTGTTGGTAATGGTGCTGGTGTGCTGATGTGCTGGTGTGTCATGCAAGGACCAAAGAGCAAACGCACTTAGACACACCAGCACCAACACCAGTGCCGAGCTCAAACACTTGCAGGCGCACACACACACGCACAGCCGTT

***********************************..(((((..(((((..(((((((((((((((((.((((...((((((.......)))......)))...)))))))).)))))))))))))..))))))))))......************************************
Read
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#
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Norm Total
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head
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body
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female
body
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embryo

V040

embryo

V060

head

..................................................ATGGTGCTGGTGTGCTGATGTG............................................................................................................ 22 0 1 23.00 23 17 4 0 0 1 1

..................................................ATGGTGCTGGTGTGCTGA................................................................................................................ 18 0 1 6.00 6 5 0 1 0 0 0

..................................................ATGGTGCTGGTGTGCTGATGT............................................................................................................. 21 0 1 4.00 4 3 0 1 0 0 0

...........................................................................................................CTTAGACACACCAGCACCAACA................................................... 22 0 1 4.00 4 3 0 1 0 0 0

..................................................ATGGTGCTGGTGTGCTGATGTGT........................................................................................................... 23 1 1 3.00 3 3 0 0 0 0 0

...................................................TGGTGCTGGTGTGCTGATGTG............................................................................................................ 21 0 1 2.00 2 1 1 0 0 0 0

...................................................TGGTGCTGGTGTGCTGATGT............................................................................................................. 20 0 1 2.00 2 2 0 0 0 0 0

..........................................................................................................ACTTAGACACACCAGCACCAAC.................................................... 22 0 1 2.00 2 1 0 0 1 0 0

......................................................TGCTGGTGTGCTGATGTGCT.......................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

..................................................ATGGTGCTGGTGTGCTGATGTTT........................................................................................................... 23 2 1 1.00 1 0 0 1 0 0 0

.................................................AATGGTGCTGGTGTGCTGAT............................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................................CTTAGACACACCAGCACCAA..................................................... 20 0 1 1.00 1 1 0 0 0 0 0

......................................................TGCTGGTGTGCTGATGTGCTG......................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

...................................................TGGTGCTGGTGTGCTGATGTTA........................................................................................................... 22 2 1 1.00 1 1 0 0 0 0 0

.................................................AATGGTGCTGGTGTGCTGATGT............................................................................................................. 22 0 1 1.00 1 1 0 0 0 0 0

..........................ACTGCCACTGGTGGCGTGTTGGTAATGGT............................................................................................................................. 29 0 1 1.00 1 1 0 0 0 0 0

...................................................TGGTGCTGGTGTGCTGATGTGC........................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................AACGCACTTAGACACACCAGCACC....................................................... 24 0 1 1.00 1 0 1 0 0 0 0

..................................................ATGGTGCTGGTGTGCTGATGTT............................................................................................................ 22 1 1 1.00 1 1 0 0 0 0 0

...................................................TGGTGCTGGTGTGCTGATT.............................................................................................................. 19 1 2 0.50 1 0 1 0 0 0 0

Anti-sense strand reads

AGACATAGGACACACGGTTTCAACCGTGACGGTGACCACCGCACAACCATTACCACGACCACACGACTACACGACCACACAGTACGTTCCTGGTTTCTCGTTTGCGTGAATCTGTGTGGTCGTGGTTGTGGTCACGGCTCGAGTTTGTGAACGTCCGCGTGTGTGTGTGCGTGTCGGCAA

************************************..(((((..(((((..(((((((((((((((((.((((...((((((.......)))......)))...)))))))).)))))))))))))..))))))))))......***********************************
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Species Coordinate ID Alignment
droEre2 scaffold_4770:1294783-

1294962 -
der_83 TCTGTATCCTG--TGTGCCA------------AAGT--------------TGGCACTGCCAC---------TG---------------GTGGCGTGTTGGTAATGGTGCTGGTGTG-CTGATGT---------GCTGGTGTGTCATGC----AA---GGACCAAAGAGCA-AACGCACTTAGACAC--AC----------------------CAGCACCAACAC----------------CAGTG----C--CGAGCTCAAAC-----------ACTTGCAGG----------------CGC------ACAC-AC------ACA----------------CGCAC---------------------------------------AGCCGTT

droYak3 3R:1379604-1379766 - TTTGTATCCTG--TATGCCT------------AAGT--------------TGCCAATGCCAC---------TG---------------GGGGCGTAATGGTA---------------ATG--GT---------GCTGGTGTGTCATGC----AA---GGACCAAAGAGCA-AACGCAGTTAGACAC--AC----------------------CAGCACTAATAC----------------CAGCG----C--CGAGCTCAAAC-----------ACTTGCAGG----------------C--------GAAC-AC------ACA---------------GCATAC---------------------------------------GCCCGTT
droSec2 scaffold_6:1142453-1142605 - TCTGTATTCTG--TGTGCCA------------AAGT--------------TG---------------------------------------GCGTGCTGGCA---------------ATG--GT---------GCTGGTGTGTCATGC----AA--AGGACCAAAGAGCA-AACGCACTTAGACAC--AC----------------------CAGCACCAACAC----------------TAGCG----C--CAAGCTCAAAC-----------ACTTGCAGG----------------CCCGC----ACAC-AC------ACA---------------GCACAC---------------------------------------ACCCGTT
droSim2 3r:925230-925382 - TCTGTATCCTG--TGTGCCA------------AAGT--------------TG---------------------------------------GCGTGCTGGCA---------------ATG--GT---------GCTGGTGTGTCATGC----AA--AGGACCAAAGAGCA-AACGCACTTAGACAC--AC----------------------CAGCACCAACAC----------------TAGCG----C--CAAGCTCAAAC-----------ACTTGCAGG----------------CGCGC----ACAC-AC------ACA---------------GCACAC---------------------------------------ACCCGTT
dm3 chr3R:1019451-1019628 - TCTGTATCCTG--TGTGCCA------------AAGT--------------TGCTACTGCCAC---------TGCCACTGCCGCTG---GTGGCGTGGTGGTA---------------ATG--GT---------GCTGGTGTGTCATGC----AA--AGGACCAAAGAGCA-AACGCACTCAGACAC--AC----------------------CAGCACCAACAC----------------TAGCG----C--CAAGCTCAAAC-----------ACTTGCAGG----------------CGT------GCAC-AC------ACA---------------GCACAC---------------------------------------ACCCGTT
droEug1 scf7180000407037:260-442 - TCTGTATCCTG--TATGCCA------------AAGT--------------TGCTACGGCTAT---------TG---------------CTGGCATGATGGTGCTGGTGCT---GGTGCTG--GT---------ATTGGTGTGTCATGC----AA--AGGACCAAAGAGTA-AACGCACTTAGACAC--AC----------------------CAGCAC----------------------------------CCAGCTGAAAC-----------ACTCGCACACTCATTCACTGGCAAACTC------ACAA-AC------ACA--------------CGCACAC---------------------------------------ACCCGTT
droBia1 scf7180000302411:760090-

760252 -
GCTGTATCCTG--TGTGC-A------------AAGC--------------TGCCACTGCCCC---------------------------------------------------------G--TT---------GTTGGTGTGTCATGC----AA--AGGACCAAAGAGCA-AACGCACTTAGACAC--AC----------------------CAGCCACAGCAC----------------CAACGTG--CAGCGAGCTCAAGC-----------ACTCGCACACCCATTCGCAAG----CCC------ACAC-AC------ACA---------------GCACAC---------------------------------------ACCCGTT

droTak1 scf7180000415789:748356-
748536 -

TCTGTATCCTG--TATGCCA------------AAGT--------------TGCTACTGCCACTACGGGCAGTG---------------CTGGC--------------------GCT-TTG--GT---------GTTGGTATGTCATGC----AA--AGGACCAAAGAGCA-AACGCACTTAGAGAC--AC----------------------CAACACCAGCAC----------------CAGCA----G--CCAGCTCAAAC-----------ACTCGCACACCCATTCACAAG----TGC------ACAC-AC------ACA---------------GCACAC---------------------------------------ACCCGTT

droEle1 scf7180000491104:2835792-
2835968 -

TTTGTATCCTG--TGTGGAA------------AAGT--------------TGCTGCTTCAACGGCGGGCACTG---------------CTGTC--------------------GTTGCTG--GT---------GTTGGTGTGTCATGC----AA--AGGACCAAAGAGCAAAACGCACTTGGGCACATAC----------------------CAACACTAGC----------------------A----C--CAAGCTCAAAC-----------ACTCGCACACCCACTTACTGG----C--------ACAC-AT------ACA---------------CCGCAC---------------------------------------ACCCGTT

droRho1 scf7180000779573:16254-16436
+

TTTGTATCCTG--TATGGCA------------AAGT--------------TGCTTCTGCTACTACGTCCACTG---------------CTGCCGTGCTGGTG---------------TTG--GT---------GTTGGTGTGTCATGC----AA--AGGACCAAAGAACAAAACGCACTTGGGCACATAC----------------------CAATACCAA---------------------GCG----C--CAAGCTCAAAC-----------ACTTACTCACCCACTCACAGG----C--------ACAC-AT------ACA---------------TTGCAC---------------------------------------ACCCGTT

droFic1 scf7180000453850:385549-
385737 -

TCTGTATCCTG--TGC--CG-----------TTAGT--------------TGCTACTGC------------------------------TAACGTCCTGGTA---------------TTG--GT-------------ATGTGTCATGC----AA--AGGACCAAAGAGCA-AACGCACTTGGGCACAGCCA-----------------AACCCAACACCAACACCTACACCTACATACAACAGCG----C--CGAGCTCAAAC-----------ACTCGC-CACCCACTCAGGAG----CAC------ACAC-AC------ACA---------------GCACAC---------------------------------------ACCCGTT

droKik1 scf7180000302634:716379-
716551 -

TCTATATCCTG--AGTGGAT------------AAGT--------------TGCTACTGCCAA---------GCCTGCTGTG--TGTG--------------------------------A----GTGCCTGGCACTG--GTGTCATGC----AA--AGGGCCA-AAAGTA-AACGCACTTAAGCACACAC----------------------CAACACCAGC----------------------A---GC--CAGGCTCAAAC-----------TCGAGCACACCCACTCA------------------CAC-AC------ACA----G-----CGAGAGGGCTC---------------------------------------ACCCGTT

droAna3 scaffold_13340:23214137-
23214306 -

TTGGGGCTCTG--TGTGGGA------------ATGTGAATATCCTGAAACTGCCACTGCCAC---------TG---------------CTACTGT------------------------AATAT---------GGCAGTGTGTCAGGC----AAAAAGGACCA-AAAGCA-AACGCACTTGAGCACACAC----------------------CAACACCATC----------------------A---CC--CTTCAGCAAAC-----------ACCAACACAT------------------------TCTC-GT------ACA---------------GTGCAC--------------------------------------CCCCGGTT

droBip1 scf7180000396395:217336-
217529 -

GGCGGATGTAG--GATGCCA------------------------------TGCCACTGCCAC---------TGCTACTGTGTATTTTTCTGCT--------------------GTG-GCAGTAT---------GGCAGTGTGTCAGGC----AA--AAGGGCCAAAAGCA-AACGCACTTGAGCACACAC----------------------TACCACTAACAC----------------CATCATCGCC--CTTACGCAAAC-----------ACCAACACATCCTCGCATTTC-------------CCACGAA------ACA---------------GTGCCCGC----------------------------------CCCCTCCGTT

dp5 2:21772019-21772150 + -----------------------------------------------------------------------------------------------------------------------------------------GTGTGTCATGC----AA--AAGGGCCAAAAGCA-AACGCACTTAAGCACACAC----------------------CAATACCAGC----------------------A------------------------------------CA----------------CAC------ACAC-ACACACACACA----C-----CA---ATACCAGCGCTCGGTTAGTGTTTGGCTGGGCTGTATGGGTGTGCTCCCCATT
droPer2 scaffold_3:4557247-4557412 + TCTCTCTCTCG--CTCGC-TCTCTGGCAGCAAAAGT--------------T--------------------------------------------------------------------------------------GTGTGTCATGC----AA--AAGGGCCAAAAGCA-AACGCACTTAAGCACACAC----------------------CAATACCAGC----------------------A------------------------------------CA----------------CAC------ACAC-ACACACACACA----C-----CA---ATACCAGCGTTTGGGTAGTGTTTGGCTGGGCTGTATGGGTGTGCTTCCCATT
droWil2 scf2_1100000004943:12910465-

12910586 +
GT-GTGT---GTGTGTG------------------------------------------------------------------------------------------------------A--AT---------GAGTGTGTGTGATGC----AA--AGAGCCA-AAAGCA-AACGCACTTAAGCATACAC----------------------TAACACTGGC----------------------A------------------------------------AA--------TAAA----CGC------ACAC-AT------ACAAGCTCGACGACTGAGATACTC---------------------------------------ACCCATT

droVir3 scaffold_12855:7879720-
7879869 +

GGCGTGTTA-G--TGT--------------------GTGTG---------------------------------------------------------------------------------------------T-CCTGTATCACGCATACATAAGTAACTTTGTGGCG-AACGCACTTAAGCTCAAACACGGAGCAGCGCAAAGACAATCCACAACAAACAC-------------------------------ACACACAC-----------ACATACACA----------------CACAC----GCAC-AC------ACC---------------AAATAC---------------------------------------ACCCATT

droMoj3 scaffold_6540:23109918-
23110031 +

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------GCA-AACGCACTTAAGCACATATACGAAGCAGCGCAAAGATAACCCACAACAAATAC-----------------------------------AGATACACCCACAACACGAGCATA----------------CACACGCATACAT-AA------GCA------------GATATACAC---------------------------------------ACCCATT

droGri2 scaffold_15074:4460381-
4460531 +

TGTGTGTGT-G--TGTGTGTCT----------GTGT-------------------CTGTCGG---------TGTT-TTGTGTATTTG------------------------------------TGTGTTTTGCGT-CCTGTTACACGCATACA---GTAACTTTGTGGCA-AACGCACTTAAGCACACACAC----------------AGCATACAACAAA------------------------------------------------------------------------------CAC------ACAA-AC------ACG----C-------AAGCAACAC---------------------------------------ACACATT
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AAATGTAAACAAAGCTAACGATGAAGCAAAGCAGAGAGCGACTGGCTGAGTTTTCCGGAGGCGAGCAAGAGAGCCGCAAACTGTTATACGCTCTCTCAGCCTCTCGAGGAAAACTCAGGCTTTCCCACGCACACCGCAGTTCGCCCGCAGTGCTCGTCGGTGTGGG
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...........................................................................................TCTCTCAGCCTCTCGAGGAAAACT................................................... 24 0 1 8.00 8 3 0 4 1 0 0

..................................................TTTTCCGGAGGCGAGCAAGAGAGC............................................................................................ 24 0 1 6.00 6 5 0 0 0 1 0

..................................................TTTTCCGGAGGCGAGCAAGAGA.............................................................................................. 22 0 1 5.00 5 5 0 0 0 0 0

..................................................TTTTCCGGAGGCGAGCAAGAG............................................................................................... 21 0 1 5.00 5 4 1 0 0 0 0

..................................................TTTTCCGGAGGCGAGCAAGA................................................................................................ 20 0 1 4.00 4 4 0 0 0 0 0

..................................................TTTTCCGGAGGCGAGCAAGAGAG............................................................................................. 23 0 1 4.00 4 4 0 0 0 0 0

...........................................................................................TCTCTCAGCCTCTCGAGGAA....................................................... 20 0 1 3.00 3 0 3 0 0 0 0

..................................................TTTTCCGGAGGCGAGCAAG................................................................................................. 19 0 1 2.00 2 2 0 0 0 0 0

...........................................................................................TCTCTCAGCCTCTCGAGGAAAAC.................................................... 23 0 1 2.00 2 0 0 0 2 0 0

...........................................................................................TCTCTCAGCCTCTCGAGGAAA...................................................... 21 0 1 1.00 1 1 0 0 0 0 0

..................................................TTTTCCGGAGGCGAGCAAGAGAA............................................................................................. 23 1 1 1.00 1 1 0 0 0 0 0

..................................................TTTTCCGGAGGCGAGCAAGAGAGA............................................................................................ 24 1 1 1.00 1 0 0 0 0 1 0

....................................................TTCCGGAGGCGAGCAAGAGAG............................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

TTTACATTTGTTTCGATTGCTACTTCGTTTCGTCTCTCGCTGACCGACTCAAAAGGCCTCCGCTCGTTCTCTCGGCGTTTGACAATATGCGAGAGAGTCGGAGAGCTCCTTTTGAGTCCGAAAGGGTGCGTGTGGCGTCAAGCGGGCGTCACGAGCAGCCACACCC
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Species Coordinate ID Alignment
droEre2 scaffold_4784:10486802-

10486967 +
der_154 AAATGTAAACAAAGCTAACGATGAAG----------------------------------------CAAAGCAG---------------------AGAGCGA-CT----GGCT--GAGTTTTCCG-GA-GGCGA-G--CAAGAG----AGCC-G----------------------CAAACTGTTATACGC----------TCTCTCAGCCTCTCG------------------------AGGAAA-ACTCAG-----------------------------------------GCTTTCCCACGCACACCGCAGTTCGCCCGCAGTGC-------TCGTCGGTGTGGG

droYak3 3L:10485924-10486103 + AAATGTAAACAAAGCTAACGATGAAG----------------------------------------CAAAGCAG---------------------AGAGCGG-CT----GCGA--GGGTTTTCCG-G--GGCGA-G-AAAAGAG----AGCG-GCCAACTG-----TTA--ACTGTATAACTGTTATACGCTC--------TCTCTCAGCCTCTCG------------------------AGGAAA-ACGCAG-----------------------------------------GCTTTCCCACGCA---CTCAGTTCGCCCGCAGTGC-------TCGTCGGTGTGGG
droSec2 scaffold_0:2704313-

2704478 +
AAATGTAAACAAAGCTAACGACGAAG----------------------------------------CAAAGCAG---------------------AGAGCGG-CTGCGAGAGA--GAGTTTTCCG-T--TGGGA----AAAGAG----AGCG-G---------------------TAATACTGTTATACGC----------GCTCTCAGCCTCTCG------------------------AGCAAA-ACTCTG-----------------------------------------GCTTTCCCACGCA---CTCAGTTCGCCCGCAGTGC-------TCGTCGGTGTGGG

droSim2 3l:10239856-10240019 + AAATGTAAACAAAGCTAACGACGAAG----------------------------------------CAAAGCAG---------------------AGAGCGG-CTGC--GAGA--GAGTTTCCCG-T--TGCGA----AAAGAG----AGCG-G---------------------TAAAACTGTTATACGC----------GCTCTCAGCCTCTCG------------------------AGCAAA-ACTCTG-----------------------------------------GCTTTCCCACGCA---CTCAGTTCGCCCGCAGTGC-------TCGTCGGTGTGGG
dm3 chr3L:10493768-10493930 + AAATGTAAACAAAGCTAACGACGAAG----------------------------------------CAAAGCAG---------------------AGAGCGG-CT----GCTA--GAGTTTTCCG-T--GGCGA----AAAGAG----AGCG-G---------------------GAAAACTGTTATACGC----------CCTCTCAGCCTCTCG------------------------AGGAAA-ACTCAGG------C---------------------------------T-TTTCCCACGCA---CTCAGTTCGCCCGCAGTGC-------TCGTCGGTGTGGG
droEug1 scf7180000409711:2361578-

2361745 +
AAATGTAAACAAAGCTAACGATGAAG----------------------------------------CAAAGCAG---------------------AGAGCGG-TT----GGGA--GAATTTTCCG-G--GGTTA----AAAGAG----AGCTGG---------------------GAAAACTGTTATACGTGCGCTCTCTCTCTCTCAGCCTCT-G------------------------ACGAAA-AC-----------C---------------------------------GCTTTCCCTCA-A---TTCAGTACGCCCGCAGAAC-------TCGTCGGTGTGAG

droBia1 scf7180000302428:7244353-
7244508 -

AAATGTAAACAAAGCTAACGATAAAG----------------------------------------CAAAGCAG---------------------AGACCCG-CA----GAGC--GATTTTTCCT-G--GGCTA----AAAGAG----AGTG-----------------------GAAAACTGTTATACGG----------TCTCTCAGCCTCA-G------------------------AGGAAA-AC-----------C---------------------------------GCTTTCCCTCG-A---TTTAGTTCGCCCGCAGACC-------TCGTCGGTGTGAG

droTak1 scf7180000412818:17479-
17635 +

AAATGTAAACAAAGCTAACGATAAAG----------------------------------------CAAAGCAG---------------------AGAGCGGGTA----GAGC--GATTTTTCCT-G--GGCCA----AAAGAG----AGCG-----------------------AAAAACTGTTATACGT----------TCGCCCAGCCGCA-G------------------------AGGAAA-AC-----------C---------------------------------GCTTTCCCTTA-A---TTTAGTTCGCCCGCAGTCC-------TCGTCGGTGTGAG

droEle1 scf7180000490564:1344012-
1344168 +

AAATGTAAACAAAGCCAACGATAGAG----------------------------------------CAAAGCAG---------------------AGAGCAG-TG----GAGA--GAGTTTTCCG-G--GACTA----AAATCG----AACC-T---------------------TAAAACTGTTATACGC----------TCTCTCAGGCTCA-G------------------------AGGAAA-AC-----------C---------------------------------GCTTTCCCTCA-A---TTTAGTTCGCCCGCAGACT-------TCGTCAGTGTGAG

droRho1 scf7180000780091:130344-
130500 +

AAATGTAAACAAAGCTAACGATGAAG----------------------------------------CAGGGCAG---------------------AGAGCGG-TA----GAGA--GAGTTTTCCG-G--GACTG----AAAGAG----AGCC-G---------------------AAAAACTGTTATACGC----------TCTCTCAGCCTCA-G------------------------AGGAAA-AC-----------C---------------------------------GCTTTCCCTCA-A---TTTAGTTCGCCCGCAGACT-------TCAACGGTGTGAG

droFic1 scf7180000453841:548533-
548684 -

AAATGTAAACAAAGCTAACGATAAA---------------------------------------------GCAG---------------------AGAGCGA-AA----GAGC--GAATTTTCCG-G--GGCTA----AAAGAG----AACC-C----------------------CAAACTGTTATACGC----------TCTCTCAGCCTCT-G------------------------AGGAAAAAC-----------C---------------------------------GCTTTCCCTCA-A---CTTAGTACACCCGCAGACT-------TCGACGCTGTGAG

droKik1 scf7180000302351:994891-
995070 -

AAATGTAAACAAAGCTAACGATAAAG----------------------------------------CAAAGCAG---------------------AGAGCCG-AA----GAGACCGATTTTTCCG-G--GC-----------------TGCC-G---------------------AAAAACTGTTATACGCTCTCACTCACTCACTCAGACTCT-------------CTCTCAGCTCCTGTGGAAG--------------------------------------GACGAAATCAGCTTTCCGCGATT---TTCAGTTCGCCCGTAGACC-------TCGTCGGTGTGAG

droAna3 scaffold_13337:15406925-
15407082 +

AAATGTAAACAAAGCTAACGATAAAG----------------------------------------CCAGCCAG---------------------AGAG-------------A--GGTTTTTCCG-G--CTCTG----AGAGAGGGAAAGCG---------------TG--TGTGGAAAACTGTTATACTG----------GCTCTCAGCCTCA-G------------------------ATGCAG-GC-----------C---------------------------------ACTTTTCGTGG-G---TTTAGTTAGCCCGCAGACT-------TCAACGGTGTGAG

droBip1 scf7180000395933:263695-
263863 +

AAATGTAAACAAAGCTAACGATAAAG----------------------------------------CCAGCCAG---------------------AGAG-------------A--GGGTTTTCCCGG--TTCTG----AGAGAGGGAAAGTG-TGTG----TGTGCGTG--TGTGGAAAACTGTTATACTG----------GCTCTCAGCTTCA-G------------------------ACGCAG-GC-----------C---------------------------------ACTTTTCGTGG-G---TTTAGTTAGCCCGCAGACT-------TCAACGGTGTGAG

dp5 XR_group6:8900357-8900596
+

AAATGTAAACAAAGCCAACGGCAGAGAGAGCCGAGCCCAGAGCCGAGCCGAAAGCCGAGCCGAGAGCCAAGCCGAGAGCCAAGCCGAGCGCCGAG----CCA-AA----GAGA--GGGCTCGCCG-C-CCACTGAACGAAAGAG----AGCG---------AGAGCGAAACTGCGGTAAACTGTTATACGC----------G--CTAAGCTTCA-GACGCAGGCCTGCTGT-------------------------------------------------------------------GGACTGGGG---CTCAGAACGCCCGCAAACGTGCACGGTCCACGGTGCGAG

droPer2 scaffold_35:847718-847945
-

AAATGTAAACAAAGCCAACGGCAGAGAGAGCCGAGCCCAGAGCCGA------------GCCGAGAGCCAAGCCGAGAGCCGAGCCGCGCGCCGAG----TCG-AA----GAGA--GGGCTCGCCG-C-CCACTGAGCGAAAGAG----AGCG---------AGAGCGAAACTGCGGTAAACTGTTATACGC----------G--CTAAGCTTTA-GACGCAGGCCTGCTGT-------------------------------------------------------------------GGACTGGGG---CTCAGAACGCCCGCAAACGTGCACGGTCCACGGTGTGAG

droWil2 scf2_1100000001829:3493-
3703 +

GAATGTAAACAAAACAAAATGTAAAGAGCA------------------------------------TAAAGGAC---------------------TATGCAA-CTG---A-------------------AGAGA-C--AAAGAG----AGCA-GGGATATG--AATTTA--AGAGAAAAACTGTTATACAC----------TTTTTGGCTCTTT-G------------------------GGGCCA-TTTAAAGTTATTTCGCTTTACTTTGATTTTGGTTTGGTATGGTTTTACTTTGCTTTGGTC---TTCAGTACGCCCGCAATCG-------TTGACGGTGTGAG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000412818:17479-17635
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490564:1344012-1344168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780091:130344-130500
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453841:548533-548684
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302351:994891-995070
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:15406925-15407082
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395933:263695-263863
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:8900357-8900596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_35:847718-847945
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ACCCAGTGATTAGTGATATTAACATTTCCCCATTCACATCCCATTGGACGCCATGGATCTGGAGCCGCACGAGATCTCTGAAAAAGTGTGTTTGTTTGCTGGCTACTTCTGTGTTGCAGGGGTTCCAAATGGATTTCCTGCACAACATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGGAGATTCAAGATTGGAGCTGCTAAAGCAATTTATAATCTAACCAGAAACCATCGAAAGTGTAGAAATAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V107

male
body

V108

head

M055

female
body

M057

embryo

V040

embryo

V060

head

.............................................................................................................................................................GATGTTCAGCAAGACAACACGT..................................................................................... 22 0 1 16.00 16 11 3 1 0 1 0

........................................................................................TGTTTGTTTGCTGGCTACTTCTG......................................................................................................................................................... 23 0 1 4.00 4 0 3 1 0 0 0

............................................................................................................................................................AGATGTTCAGCAAGACAACACG...................................................................................... 22 0 1 3.00 3 2 1 0 0 0 0

.............................................................................................................................................................GATGTTCAGCAAGACAACACGTT.................................................................................... 23 1 1 3.00 3 1 0 2 0 0 0

.............................................................................................................................................................GATGTTCAGCAAGACAACACG...................................................................................... 21 0 1 2.00 2 0 0 1 0 1 0

........................................................................................TGTTTGTTTGCTGGCTACTTCTGTG....................................................................................................................................................... 25 0 1 2.00 2 0 0 1 0 0 1

........................................................................................TGTTTGTTTGCTGGCTACTTCTGT........................................................................................................................................................ 24 0 1 1.00 1 0 1 0 0 0 0

........................................................................................................................................................TCACAGATGTTCAGCAAGACAACACG...................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0

................................................CGCCATGGATCTGGAGCCGCACGAGA.............................................................................................................................................................................................. 26 0 1 1.00 1 0 0 0 1 0 0

.........................................................................................................................................................................................................................................AACCAGAAACCATCGAAAGTGTAGAAAT... 28 0 1 1.00 1 0 0 0 1 0 0

................................................................CCGCACGAGATCTCTGAAAAAGTG................................................................................................................................................................................ 24 0 1 1.00 1 0 1 0 0 0 0

....................................................................................................GGCTACTTCTGTGTTGCAGGGG.............................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 1 0

....................................................................................................................................................................AGCAAGACAACACGTCAAAAATAT............................................................................ 24 0 1 1.00 1 0 0 0 1 0 0

............................................................................................................................CCAAATGGATTTCCTGCACAACA..................................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0

....................................................................................................GGCTACTTCTGTGTTGCAGGG............................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

......................................................................GAGATCTCTGAAAAAGTGT............................................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

...........................................................................CTCTGAAAAAGTGTGTTTGTTTGCT.................................................................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0

............................................................................................................................................................AGATGTTCAGCAAGACAACACGT..................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0

........................................................................................TGTTTGTTTGCTGGCTACTTCT.......................................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

.........................................................................ATCTCTGAAAAAGTGTGTTTGTTTGCT.................................................................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0

....................................................................ACGAGATCTCTGAAAAAGTG................................................................................................................................................................................ 20 0 1 1.00 1 0 0 0 1 0 0

Anti-sense strand reads

TGGGTCACTAATCACTATAATTGTAAAGGGGTAAGTGTAGGGTAACCTGCGGTACCTAGACCTCGGCGTGCTCTAGAGACTTTTTCACACAAACAAACGACCGATGAAGACACAACGTCCCCAAGGTTTACCTAAAGGACGTGTTGTACTTGAGTGTCTACAAGTCGTTCTGTTGTGCAGTTTTTATAGTTGTCCTCTAAGTTCTAACCTCGACGATTTCGTTAAATATTAGATTGGTCTTTGGTAGCTTTCACATCTTTATTA

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4770:15403059-

15403322 -
der_1515 AC--------------------------------------------------------------------------CCAGTGATTA--------------GTGAT--------------------------------ATTA-----ACATTTCCCCATTCA--CA---TCCCATT----------GGACGC-----------CAT-G--GATCT------------------------GGAGCCGCACGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCAGGG-------------------G-------------------------------------------TTCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGGA-GATTCAA-GATTGGAGC---------------------------TGCTAAAGCAAT-TTATAATCTA-----------------ACCAGAAACCATCGAAAGTGTAGAAA---T--------------------------------------------------------------------------------------------AAT

droYak3 3R:10242894-10243157 + dya_1789 AC--------------------------------------------------------------------------CCAGTGATTA--------------GTGAT--------------------------------ATTA-----ACAGCTTACCATTCCCCCA---TCCCAAT----------GGACGC-----------C---A--TATCT------------------------GGACCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGG-------------------A-------------------------------------------TTCCAAATGG-AATTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATTCAA-GATTGGAGC---------------------------TGCTGAAGTGAT-CTACCAACTA-----------------CCGAAAAACCATCGAAAGTGTTGAAA---T--------------------------------------------------------------------------------------------AAT
droSec2 scaffold_0:15728071-

15728330 -
dse_143 AC--------------------------------------------------------------------------CCAGTGATTA--------------GTTAT--------------------------------ATTA-----ACAGCTCACCATTCC--CA----TCCAAT----------GGACGC-----------C---A--TATCT------------------------GGAGCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCAGGG-------------------A-------------------------------------------CTCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGA-GATACAA-GATATAAGC---------------------------TGCTAAATTGAA-CTACAAACTA-----------------A-GAAAAACCATCGAAAGTGTAGAAA---T--------------------------------------------------------------------------------------------AAT

droSim2 3r:14862027-14862286 - dsi_32453 AC--------------------------------------------------------------------------CCAGTGATTA--------------GTTAT--------------------------------ATTA-----ACAGCTCACCATTCC--CA----TCCAAT----------GGACGC-----------C---A--TATCT------------------------GGAGCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTAGGG-------------------A-------------------------------------------CTCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATACAA-GATATAAGC---------------------------TGCTAAATTGAA-CTACATACTA-----------------A-GAAAAACCATCGAAAGTGTAGAAA---T--------------------------------------------------------------------------------------------AAT
dm3 chr3R:6217128-6217388 + dme_164 AC--------------------------------------------------------------------------CCAGTGATTA--------------GTGAT--------------------------------ATTA-----ACAGCTAACCATTCC--TA----TCCAAT----------GGATGCT---------CC---A--TATCT------------------------GGAGTAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGG-------------------A-------------------------------------------CTTCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATACAA-GATAGAAGC---------------------------TGCGAAATTAAT-CTATTAACTA-----------------A-CAAAAACTATCGAAAGTGTAGAAA---T--------------------------------------------------------------------------------------------AA-
droEug1 scf7180000409692:688174-

688473 +
AC--------------------------------------------------------------------------CCAGTGATTA--------------GTGAT--------------------------------ATTT-----ACAGCTCTAAC-TAT--AAGGAAACCAAT----------GGAAAGT--------------C--TATCT------------------------GGAGCAGCATGAGATCTATGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGG-------------------A-------------------------------------------TCCGGAATGG-ATTTCCTGTAGAT-TTGGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGA-AATGGAA-GAAACC-AC--------------------TGCCAACTGCTAAAG------------CTAAACAGAA----------C---CTATCGATCGAAAGAGGGGATATGT-----------C--------------------------CTTGATTAATCCAGAA---AC---AAAGCTTTTTC-----------ATAC-----AAT

droBia1 scf7180000302402:8304835-
8305074 +

AC--------------------------------------------------------------------------CCAGTGATTA--------------GTGAT--------------------------------ATTG-----ACGGCCCAACA------------TTCCAT----------GGAAACG-------------CC--TATCT------------------------GGAGCAGCAAGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACGGGC-------------------A-------------------------------------------ACCCAAAGGG-CTTTCTCGTAGAA-TT-GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGA-GATGCCAGGAT--TAGC---------------------------TCCG--------------AACAA-----------------ATAAAAATCGATCGAAAGAGTGGGAA---T--------------------------------------------------------------------------------------------A--

droTak1 scf7180000415380:1425398-
1425656 -

AC--------------------------------------------------------------------------CCAGTGATTA--------------GTGAT--------------------------------ATTT-----ACAGCTCAACA------------TCCCAT----------GGAAACT--------------T--TATCT------------------------GAAGCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG-------------------A-------------------------------------------TCCGAAATGG-ATTTCCTGTAGAC-TTGGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATGCAAGGAT--TAGC---------------------------AGTG-----GAA-CTACAAAATA-------CGATTGAAAAA-GAATAAATATCAAATCTATATAAG---T--------------------------------------------------------------------------------------------GAT

droEle1 scf7180000490995:524300-
524615 -

AC--------------------------------------------------------------------------CCAGTGATTAATG-GA--------GTGAT--------------------------------AATT-----ACAGCTCAAAG------------CCCAAT----------GGAAACT--------------T--CACCT------------------------GGAGCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGA-------------------A-------------------------------------------TCCGAAATGG-ATTTCCTGTAGGC-TACACAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGG-A---------T--TGTCTACGGAATTGGT---------------TCAA-----AAA-CAACAAAGTA-----------------A-AAGA-------------------A---T--------ACCTTAACTTTAATTCTTTTTGTTTCTCTCTTGATTAATTTAAAGTCCTTTT-AAACTTATTTCATGACATGCCGAAAC-----CAT

droRho1 scf7180000777158:35279-
35522 -

AC--------------------------------------------------------------------------CCAGTGATAA--------------GTGAT--------------------------------ACTT-----ACAGCCCAA---------A----CCCAAT----------GGAAACT--------------C--TACCT------------------------G-----------GATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGA-------------------A-------------------------------------------TCCGAAATGG-ATTTCCTGTAGGC-TTACCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGGAG------------GATC---------------------------TACGAAGATTAT-ATAGAAACTA-----------------G-AAAATACGATCGAAAGAGTAGAAATGT----------------------------------------------------------------------TTA-----------ATAC---CAAAT

droFic1 scf7180000453800:2293559-
2293837 +

AC--------------------------------------------------------------------------CCAGTGATTA--------------GTGAT--------------------------------ATTT-----ACAGCTTACAGCTCA--AAAAAACGCAAT----------GGAAAA-----------C--TT--TATCT------------------------GGAGCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG-------------------A-------------------------------------------TCCAAATTGG-ATTTCCTGTGGGC-TTAGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAATACAACAGGA-GATGCCAAGAT--AAGC---------------------------TGCGAAAATTGTTAAAAATACTA-----------------C-AAAACAACATT------------------------------------AAATTTTTTTC----------------------------------CTTATTTT------------AACCACTAATT

droKik1 scf7180000302475:1404883-
1405178 +

AC--------------------------------------------------------------------------CCAGTGATTA--------------GTGTT--------------------------------ATTT-----ACGGTGGAAAA-------A----TTCAAT----------GGAAACTCAAAATGATCA---A--CTACT------------------------GCACCGGCCTGAGAACTCTGAGA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG-------------------A-------------------------------------------TCCATAAAGG-ACTCCATGTAGGC-TTAGCAACTCACAGATGTTCAGCAAGACAACACGTCTAAATAATCAACAAGGATTTGCAA-GAGT-AACC------------AAGAAAACTGC----AGTGGAA----------------------------------------------------------A---TTCGCTAATACC------------CTT----TTTCCAAAGTGATTAAACTAGAC---ATTTATATGTTTTCTA-----------AAAC-----AGT

droAna3 scaffold_13340:938902-
939106 +

dan_4036 TA--------------------------------------------------------------------------TAAGTGATTT--------------CTTTT--------------------------------CTTC-----GC-------------------------GA----------GGACAC-----------CCA-G--GATCTGGATCTGGATCTGGAACTGAATCTGGAGCAGCATGAGAACTCTGAGA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGG-------------------A-------GGTC--------------------------------CTCTTCGGGG-CTTCCCTGTAGGC-TTAGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAGGA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000394085:58639-
58818 -

----------------------------------------------------------------------------CGAGGGATTA--------------------------------------------------------------------------C--CA----TCCATG------AGA-AGACAC-----------CCA-G--GACCT------------------------GGATCTGCATGAGAACTCTGAGAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACAAGG-------------------A-------GGTCC-------------------------------TCCCAAGGGG-CCTTCCTGTAGGC-TT-GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAAGA-G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 2:7251483-7251741 - dps_3824 CGAATACAAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTG--------------ATCCCCCAGTGACCAAGTGATAAGTGTGCGT------GTGC-GTGTG----------------------------------------------------------------------T--------------------------CTT----------------------------------ACCAAAGAACTCTGATA-AAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGA---------------------------TGCCCTTTATGGACTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGC-TAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droPer2 scaffold_0:1112079-

1112343 -
dpe_2478 CGAATACGAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTG--------------ATCCCCCAGTGACCAAGTGATAAGTGTGCGTGTGCGTGTGC-GTGTG----------------------------------------------------------------------T--------------------------CTT----------------------------------ACCAAAGAACTCTGATA-AAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGA---------------------------TGCCCTTTATGGATTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGC-TAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004902:91388-
91556 -

dwi_5413 -C--------------------------------------------------------------------------CGATTAATTA--------------AAG-T--------------------------------GTGT-----GCAAGT---------------------------------------------------------------------------------------GAACTCTAAGAGAACTCTAAGA-AAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGATTCA---------------A-------TGTT--------------------------------TTCT-ATTGG--CATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACAAGA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13047:936634-
936858 -

dvi_24633 AC--------------------------------------------------------------------------CCAGTGATAA--------------GCAA-------GTGCTTGGTGCTCCGCGATTTGTGATATGTAATAAG---------------------------TGCCTCTCGATAATAC-----------------CGT----------------------------------GCGACAGAATTCTGAGA-AAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGCGAAGTCTCGACGG----------------C--------------------------------TGCTGCAG-ACTCGTCATGTAGAT-TAAG-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCAAAT-GATCGAG-GAT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:4939446-
4939681 -

dmo_3125 GCAA------------------------------------------------------------------------CAAGTGATTA--------------GTGATT----AGTGATTAGTGTTTCGTGATTTATGATTTGTGATTTGTGATCTG---------CA---TTTCAGTGGCTATCGATGAGAGA-----------C-------------------------------------TGCAACGAGACAAATCTAAGA-AAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGATGAAATCCTGTCAG----------------C--------------------------------TGTTGCAA-GTTCGTCATGTAGAT-TAAGCAACGCACAAATGTTCAGCAAGACAACACGTCAAAGCTAGCCGCA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14906:5355597-
5355819 +

ACTA------------------------------------------ATCAACCAATCAAACCAATCGGCC-ATGACCCAGTGATAA--------------GTGAT--------------------------------ATGTGATTGG--------------------------------------------------------------TGCCT------------------------CTCGCACGAAGAGAAGTCTGAGA-AAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTCGAACTAACGCCAGCAGCTGCTGCTGCTGCTCCTGCT-----GCGGG----------------TGC------GTTCGTCATGTAGGT-TAAGCAACACACAAATGTTCAGCAAGACAACACGTCAAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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CCGAAAATAGAGGTTATAATACGCGCTAAGCTTTCTGACATGATACGCGCTCCGTTGGTGTGCGTGTGTTTTTGTTATGCTCGCACTCACTCGCACGCACACCAAGGTACGCGGCAGCGGAATGAACCAAAGGCGTGGCGAAGTCGAAGCTAGGTTGCCCTG

***********************************..........((((..((.((((((((((((((....(((.......)))......))))))))))))))))..)))).............************************************
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GSM1528801
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.........................................................................................CTCGCACGCACACCAAGGTACG................................................... 22 0 1 11.00 11 2 6 3 0 0 0 0

..................................................TCCGTTGGTGTGCGTGTGTTTTTG........................................................................................ 24 0 1 4.00 4 3 1 0 0 0 0 0

.................................................CTCCGTTGGTGTGCGTGTGTT............................................................................................ 21 0 1 3.00 3 1 1 1 0 0 0 0

........................................................................................................................................GGCGAAGTCGAAGCTAGGTTG..... 21 0 1 2.00 2 0 0 2 0 0 0 0

.................................................CTCCGTTGGTGTGCGTGTGTTTTTG........................................................................................ 25 0 1 2.00 2 1 0 1 0 0 0 0

........................................................................................ACTCGCACGCACACCAAGGTAC.................................................... 22 0 1 2.00 2 0 2 0 0 0 0 0

.................................................CTCCGTTGGTGTGCGTGTG.............................................................................................. 19 0 1 2.00 2 1 1 0 0 0 0 0

..................................................TCCGTTGGTGTGCGTGTGTTT........................................................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0

.........................................................................................CTCGCACGCACACCAAGGTA..................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0

..........................................................................TTATGCTCGCACTCACTCGC.................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0

.........................................................................................................................ATGAACCAAAGGCGTGGCGAT.................... 21 1 1 1.00 1 1 0 0 0 0 0 0

...................................TGACATGATACGCGCTCCGTTT......................................................................................................... 22 1 1 1.00 1 0 0 1 0 0 0 0

.................................................CTCCGTTGGTGTGCGTGTGTTT........................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0

.........................................................................................CTCGCACGCACACCAAGGTAC.................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0

.............................................................GCGTGTGTTTTTGTTATGCT................................................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0

.................................................CTCCGTTGGTGTGCGTGTGT............................................................................................. 20 0 1 1.00 1 0 1 0 0 0 0 0

..................................................TCCGTTGGTGTGCGTGTGTTTTTGTTA..................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0

..................................................TCCGTTGGTGTGCGTGTGT............................................................................................. 19 0 2 0.50 1 0 1 0 0 0 0 0

Anti-sense strand reads

GGCTTTTATCTCCAATATTATGCGCGATTCGAAAGACTGTACTATGCGCGAGGCAACCACACGCACACAAAAACAATACGAGCGTGAGTGAGCGTGCGTGTGGTTCCATGCGCCGTCGCCTTACTTGGTTTCCGCACCGCTTCAGCTTCGATCCAACGGGAC

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

.....................GCGCGATTCGAAAGACTGTAC........................................................................................................................ 21 0 1 1.00 1 1 0 0 0

.................................................................................GCGTGAGTGAGCGTGCGTGT............................................................. 20 0 1 1.00 1 0 1 0 0

..............................................................................................TGCGTGTGGTTCCATGCGCCGT.............................................. 22 0 1 1.00 1 0 1 0 0

.............................................................................................................................................TCAGCTTCGATCCAACGGGAC 21 0 1 1.00 1 0 0 1 0

.............................CGAAAGACTGTACTATGCGCG................................................................................................................ 21 0 1 1.00 1 1 0 0 0

...................................................................................GTGAGTGAGCGTGCGTGTG............................................................ 19 0 2 0.50 1 1 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4784:9670092-

9670253 -
der_90 CCGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTC-----TGACATGATACGCGCTCCG------------------------TTGGTGTG-------------------------------CGTGTG-TTTTTGTTATGCTCGCACTC--ACTCGCACGCACACC----------AA-G--GTACGCGGCAGCGGAATGAACCAAAGGCGT--GG------CGAAGTCGAAGC-TAGGTTGCCCTG

droYak3 3L:2246857-2247018 + ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTC-----TGACATGATACGCGCTCCG------------------------TCGGTGTG-------------------------------CGTGTG-TTTTTGTTATGCTCGCACTC--ACTCGCACGCACACC----------AA-G--GTACGCGGCAGCGGAAAGAACCAAAGGCAG--GG------CAGAGTCGAGGC-TAAGATGCCCTG
droSec2 scaffold_0:1919889-1920050

-
ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTC-----TGACATGATACGCGCTCCG------------------------TCGGTGTG-------------------------------CGTGTG-TTTTTGTTATGCTCGCACTC--ACTCGCACGCACACC----------AA-G--GTACGCGGCAGCGGAAAGAACCAAAGGCGG--AC------CAGAGTAGAGGC-TAGGATGCCCTG

droSim2 3l:9444266-9444427 - ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTC-----TGACATGATACGCGCTCCG------------------------TCGGTGTG-------------------------------CGTGTG-TTTTTGTTATGCTCGCACTC--ACTCGCACGCACACC----------AA-G--GTACGCGGCAGCGGAAAGAACCAAAGGCGG--AT------CAGAGTAGAGGC-TAGGATGCCCTG
dm3 chr3L:9686319-9686480 - ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTC-----TGACATGATACGCGCTCCG------------------------TCGGTGTG-------------------------------CGTGTG-TTTTTGTTATGCTCGCACTC--ACTCGCACGCACACC----------AA-G--GTACGCGGCAGCGGAAAGAACTAAAGGCGG--AG------CAGAGTCGAGGC-TAGGATGCCCTG
droEug1 scf7180000409711:1537973-

1538095 +
-CGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----TGACATGATACGCGCCTCG------------------------TCGGTGTG-------------------------------CGTGTG-T-TTTGTTATGCTCGCACTC--ACTCGCACGTACACT----------AA-G--GTACGAAGCAGCGGAAAGA----------------------------------------------

droBia1 scf7180000302428:8097585-
8097734 +

ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----TGACATGATACGCGCCT-G------------------------TCGGTGTG-------------------------------CGTGTG-TTTTTGTTATGCTCG------------CACACACACC----------AA-G--GTGCGAGGCAGCGGAAGGAACCGAAAGCGA--GG------CCTGAACGAAGT-GCAGGTACCCT-

droTak1 scf7180000415741:99846-
99996 +

ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----TGACATGATACGCGCTTTG------------------------ATGGTGTG-------------------------------CGTGTG-TTTTTGTTATGCTCG------------CACACACACC----------AA-G--GTACGAAGCAGCGGAAAGAAAAAAGGGAGA--GG------CATAGCCGAAGC-GCAGATACCCT-

droEle1 scf7180000490564:460001-
460149 -

ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----TGACATGATACGCGCGTCG------------------------TCAGTGTG-------------------------------CGTGTGTTTTTTGTTATGTTAGCCCT------CGCACGCACACG----------AA-G--GTA-------------AGAATGAGAAGCGA--GATAG---ACTGATCGAAGT-GCCGTTACCCTA

droRho1 scf7180000778132:1508-1656
-

ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----TGACATGATACGCGCTTCG------------------------TCGGTGTG-------------------------------CGTGTG-TTTTTGTTATGCTCGCACTC--AGTCGCACGCACACC----------AA-G-------------CGA--AAAATAACAGGCGA--TG------GCTGATCGAAGC-GAATATACCCTA

droFic1 scf7180000453807:828092-
828245 -

ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----TGACATGATAGGCGCTTAG------------------------TTGGTGTG-----------------------------AGTGTGTG-TTTTTGTTATGCTCG------------CACGCACACC----------AA-G--GTATAAAGCTGCGGAAAAAACGAGAAGTAA--GG------GCTCCTCGAAGC-TAAGGTACCCTA

droKik1 scf7180000302486:1978894-
1979056 +

ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----TGACATGATATGCTCTGCG------------------------CCGGTGTG-----------------------------AGTGCGTG-TTTTTGTTATGCTCG------------CACGAACACC----------AA-G--GTACGGAACACCGGAAAGAACAAGAGGTGTTTGGTAGTTTTCTGATAGAAGCTTAAGGTACCCTG

droAna3 scaffold_13337:3938475-
3938596 -

-CGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----GGGCATGATATGCGGCT-G------------------------TTGGTGTG-------------------------------CGT--G-TTTTTGTTATGCCCGCACTC--------ACGCACACA----------AC-G--GTACTCCGCCGTAGGAAGAACAAGAG---------------------------------------

droBip1 scf7180000395450:73821-
73944 -

ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----TGGCATGATACGCGGTT-G------------------------TCGGTGTG-------------------------------CGT--G-TTTTTGTTATGTCCGCACTC--------ACGCACACT----------AATG--CTACACCGTCGTAAGAAGAACAAGAG---------------------------------------

dp5 XR_group8:8533266-8533399 + ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----TGACATGATATGCGTTT-G------------------------ACAGTGTG-------------------------------CGT--G-TTTTTGTTATGCTCGCACTC------GCACACACACTCACGCATGCAAA-G--GTGGGCCACAAAGGAAAGAGCAAGA----------------------------------------
droPer2 scaffold_40:742171-742310 + ACGAA-----AATAGAGGTTATAA---------TACGCGCTAAGCTTTT-----TGACATGATATGCGTTT-G------------------------ACAGTGTG-------------------------------CGT--G-TTTTTGTTATGCTCGCACTCGCACTCGCACACACACTCACGCATGCAAA-G--GTGGGCCACAAAGGAAAGAGCAAGA----------------------------------------
droWil2 scf2_1100000004511:9862909-

9863004 +
TAGAAATTGAAATAGAGGTTATAA---------TGCTCGCTAAGCTTTTATTTCTGAAATGATAGGGCATGCG------------------------TGTGTGTGTA---------------------------AGCGTGTG-TTGTTGTTATGCTC--------------------------------------------------------------------------------------------------------

droVir3 scaffold_13049:10280691-
10280864 +

---AA-----ATTAGAGGTTATAATATAAATAATGCGCGCTAAGCTTTT-----CGACATGATACGCGCTT-G--CCAAATGAGCATGAGTATTCCGTTTGTGTATATGTATTGCATACATATACGCACGCTTGTGCATGTA--TTTTGTTATGCTCCCGCAC--ACGCACACACATACT----------CA-GCGATACGCAAC--------------------------------------------------------

droMoj3 scaffold_6680:10507427-
10507517 -

GAAAA-----GTTAGAGGTTATAATATAAATAATGCGCGCTAAGCTTTT-----TGACATGATACGCGCTAGC------------------------CAAATGAG-------------------------------CGTGAG-TATTCCATACATTC--------------------------------------------------------------------------------------------------------

droGri2 scaffold_15110:8964274-
8964357 -

--GGT-----TATAAAATAAATAA---------TGCGCGCTAAGCTTTT-----CGACATGATACGCGCTACACGCCAAA-----------------TGAGCGTG-------------------------------TGAGTA-TTCGTATCATG-----------------------------------------------------------------------------------------------------------
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dere\GG23358-in]; CDS [Dere\GG23358-cds]; CDS [Dere\GG23358-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTGGCATTGGCTTTGCAGTCTACTTACTTTCCCGTCATCAAGATGAACAGGTATCCGATTGGACGAATATATTAATAGATTAATATATTACTTTCGGGTTGCAGAAAAAATTATTTGACGAGCAGTGCGAAGTAATGGGCGCTTCTGGACTTGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V107

male
body

M055

female
body

V108

head

V060

head

...................................................................................TATATTACTTTCGGGTTGCAG.................................................. 21 0 1 7.00 7 4 1 2 0

..................................................GTATCCGATTGGACGAATATATT................................................................................. 23 0 1 3.00 3 1 2 0 0

..................................................................................ATATATTACTTTCGGGTTGCAGT................................................. 23 1 1 3.00 3 0 1 2 0

..................................................................................ATATATTACTTTCGGGTTGCA................................................... 21 0 1 3.00 3 1 1 1 0

..................................................................................ATATATTACTTTCGGGTTGCAG.................................................. 22 0 1 3.00 3 2 1 0 0

..................................................GTATCCGATTGGACGAATATA................................................................................... 21 0 1 3.00 3 3 0 0 0

..................................................................................ATATATTACTTTCGGGTTGC.................................................... 20 0 1 2.00 2 0 2 0 0

..................................................GTATCCGATTGGACGAATAT.................................................................................... 20 0 1 2.00 2 1 1 0 0

...................................................................................TATATTACTTTCGGGTTGCAGT................................................. 22 1 1 2.00 2 0 1 1 0

.........................................................................................................AAAAATTATTTGACGAGCAGT............................ 21 0 1 1.00 1 1 0 0 0

.....................................................................................TATTACTTTCGGGTTGCAG.................................................. 19 0 1 1.00 1 1 0 0 0

..................................................GTATCCGATTGGACGAATATATTA................................................................................ 24 0 1 1.00 1 0 1 0 0

............TTGCAGTCTACTTACTTTCCCGTC...................................................................................................................... 24 0 1 1.00 1 1 0 0 0

..................................................................................ATATATTACTTTCGGGTTG..................................................... 19 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

GACCGTAACCGAAACGTCAGATGAATGAAAGGGCAGTAGTTCTACTTGTCCATAGGCTAACCTGCTTATATAATTATCTAATTATATAATGAAAGCCCAACGTCTTTTTTAATAAACTGCTCGTCACGCTTCATTACCCGCGAAGACCTGAACC

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

#
Mismatch

Hit
Count

Total
Norm Total

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

Species Coordinate ID Alignment
droEre2 scaffold_4929:18301740-

18301894 -
der_130 CTGGCATTGGCTTTGCAGTCTACTTACTTTCCCGTCATCAAGATGAACAGGTATCC--------GATTGGA---CGAA------------TATATT-----------AATAGATTAATA--TATT--------ACTTT-CGGGTTGCAGAAAAAATTATTTGACGAGCAGTGCGAAGTAATGGGCGCTTCTGGACTTGGT

droYak3 2L:16992502-16992664 + CTGCCGTTGGTTTTGCAGTCTACTTACTTTCCCGACATCCAGATGAACAGGTATAC--------AATTTAA---TCAC-------------TAGT--TCACGAATTAGATCGATTAATA--TATT--------ACTTT-CGGGTTGCAGAAAAAATTATTTAACGAGCAGTGCGAAGTAATGGGCGCTTCTGGACTTGGT
droSec2 scaffold_1:1978025-1978190 + CTGGTGTAGGTTTTGCAGTCTACTTACTTTCTCGACATCCAGATGAACAGGTTACC--------GATTTGA---AGAA------------AAGATTTTCACAAAGCAATTCTAATAAAA--TATT--------GCTTT-CGAATTGCAGGAAAAATTATTTAAAGAGCAGTGCGATGTGATGGGCGCTTCTGGACTTGGT
droSim2 2r:5151113-5151278 + CTGGTGTAGGTTTTGCAGTCTACTTACTTTCTCGACATCCAGATGAACAGGTAACC--------GATTTGA---AGAA------------CAAATTTTCACATAGAAATTCTAATAAAA--TGTT--------ACTTT-CGAATTGCAGGAAAAATTATTTAAAGAGCAGTGCGATGTGATGGGCTCCTCTGAACTTGGT
dm3 chr2R:4336352-4336517 + CTGGTGTAGGTTTTGCAGTCTACTTACTTTCTCGACATCCAGATGAACAGGTAACC--------GATTTGA---AGAA------------CTAGTTTTGACGAAGCGAATTTAATAATA--TATT--------ACTTT-CTGTTTGCAGGAAAAATTATTTAACGAGCAGTGCGATGTGATGGGCGCTTCTGGACTTGGT
droEug1 scf7180000407691:196648-

196810 +
CTGGAGTTGGGTTTGCAGTCTACCTGCTCTCCAGGCACCAAGATGAGCAGGTTAGC--------TAATTAC---CAAC--------AAAACGAGTTTTGAGA-------TCACTTTCGA--TATA--------ATTTTTTGACTTACAGAAAAAGTTATTCGACGAACAGTGTGAGGTGATGGGTGAATCAGGACTTGG-

droBia1 scf7180000302291:2222453-
2222618 +

CTGGAGTTGGCTTCGCAGTCTACCTGCTCTCCAGACATCAAACTGAACAGGTGACC--------CATTGGC---AGAG------------CAAGTTTTAACGGTCTAACTAATTTTAGG--TAGT--------ATTTT-TTACTTAAAGAAAAAACTATTTGATGAACAGTGCGAAGTAATGGGTGATTCGGGACTTGGT

droTak1 scf7180000415627:219738-
219903 +

CTGGAGTTGGCTTTGCAGTGTACCTGCTCTCTAGACATCCCGAAGAACAGGTGACC--------CACTTCC---AAAA------------CAAGTCTTTTCGACCAATGCCGTTTTAAA--CATA--------ACTTT-CAACTTGCAGAAAAAACTATTTGATGAACAGTGCAAGGTGATGGGCCATTCGGGACTTGGT

droEle1 scf7180000491240:1162683-
1162848 +

CCGGAATCGGGTTTGCAGTCTACCTGCTCTCCAGACACCAAGAAGAGCAGGTGATC--------TATTTGT---GAAT------------TTAGTTTTCAGGCTTAAACTCATCTTACT--GATT--------GTTTT-CTCTCTACAGAAAAAATTATTTAACGAACAATGCGAGGTGATGGGCGATTCTGGGCTGGGT

droRho1 scf7180000770177:461531-
461694 +

CTGGAGTTGGGTTTGCAGTATATCTGCTCTCCAGACATCAAGATGAGCAGGTGATC--------TATTTTC---GACG------------TTAGTTTTAA--GTCCAAGTCATCTTAAT--GATT--------GTTTT-TTCTTTACAGAAAAAATTATTTAACGAACAATGCGAAGTGATGGGTGATTCTGGACTGAGT

droFic1 scf7180000453851:2002640-
2002802 -

CTGGAGTTGGGTTTGCAGTCTATCTGCTCTCCAGACATCCGGATGAACAGGTGACC--------TACACAA---AAAG------------A-AAT-CT-GGGATCAACGTCATCGTAAT--CATT--------ATTTT-CTCCGTGCAGAAAAAGTTATTCGATGAACAGTGCCAAGTGATGGGAGACTCTGGACTCTGT

droKik1 scf7180000302277:189740-
189898 +

CTGGAGTGGGCTTTGCGGTCTATCTGCTCTCCAGACATCCAGAAGAACAGGTGAAC--------TAATTAT---CTAACTAATTAA--------------------TAATTACCATA--TATT-ATT------CAAAT-TTTAATGCAGCAAAAATTATTCGAAGAACAATGCGAAGTGATGGGCGATTCTGGGCTTGGT

droAna3 scaffold_13266:1668872-
1669031 -

CAGGAGTTTCCTTTGCAGTCTACTTGCTTTCCAGACATCCTGACGAACAGGTAAGATTATGATATAT----------TATAAATAA-----AAAC--------------TCCTTACCTA--AATC--------CATTT-CTCCTTTAAGAAAAAATTGTTTGCTGAGCAATGCGAGGTAATGGGCACTTCGGAACTAAAC

droBip1 scf7180000396730:2662584-
2662739 -

CTGGTGTTTCCTTTGCAGTCTACTTGCTTTCCAGACATCCCGACGAACAGGTAATA--------TTATGAT---ACAT--------TATAAAAACTTT------------GCATTAAAC--TATT--------GAT---CCCCGTTAAGAAAAAATTGTTTGCTGAGCAATGCGAAGTGATGGGCACTTCGGAACTAAAT

dp5 4_group3:419174-419336 + CGGGAGTGGCCTTTGCCGGCTATCTCCTCTCCAGGCACCCAGAGGCCCAGGTATTT--------GAGCGGC---CAAC--------TCCTCCAGTATTCGTGC---CGCTCGGCTAA-A--GACC--------TTTTT-CGAACCGCAGCAAAGGATGTACCAGGAGCAGTGCAATGTCATGGGCAGC---GAACTGGAC
droPer2 scaffold_1:1895039-1895201 + CCGGAGTGGCCTTTGCCGGCTATCTCCTCTCCAGGCACCCAGAGGCCCAGGTATTT--------GAGCGGC---CAAC--------TCCTCCAGTATTCGTGC---CGCTCGGCTAA-A--GACC--------TTTTT-CGAACCGCAGCAAAAGATGTACCAGGAGCAGTGCAATGTCATGGGCAGC---GAACTGGAC
droWil2 scf2_1100000004513:3159820-

3159917 -
CGGGTGTGGCATTCGCCGTATATCTTCTTTCTCGTCATCCGGAAGAGC---------------------------------------------------------------------------------------------------AGCGCAAACTCTTTGAGGAACAGTGTGCCGTCATGGGCAGT---GATTTGAGT

droVir3 scaffold_12875:9400159-
9400323 +

CGGGCGTGGCATATGCTGCCTACTTACTATCCAGGTTTCCGGAGGAACAGGTAACA--------CACAATTATATGAGCTGCCTTA--------------------AAGTTACCTTA--TATTTT-CTTTTCCTTCTA-CTTACCAGAGCGTAAGCTTTTTGAGGAACAGCGAGCTGTCATGGGCAAT---GAGATGCAT

droMoj3 scaffold_6496:17704766-
17704922 -

CGGGCGTGGCCTTTGCTGGCTATATACTCTCCCGGTTTCCGGACGAGCAGGTAATG--------CGCATTTACCGGAGCTGCCTAA--------------------AAGTAGACTGA--GATT-C--------TCTGT-GTCTCCGCAGCGAAAGCTCTATGAGGAGCAGAAAGCCGTCATGGGCAAT---GAGCTGCAT

droGri2 scaffold_15245:2672740-
2672898 +

CGGGCGTAGGTTTCGCCGCCTATATACTATCCAGATTTCCGGAAGAGCAGGTGAGT--------AATTTTTAACTGATCAGCCTAA--------------------AAGTTGGCTAA--TGTT-TTT------CATCT-TCAACCCAAGCGCAAACTATACGAGGAACAGCGCACTGTTATGGGCAATC---AAATGCAT
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No Repeatable elements found
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CTACGGGGATAAGGAGGGGGCGCTGTTCCGTTGATGATAAGAAGGTGGGGTTGGTGTCGGAACTGCTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTTACGACCCCGAGCCCGACCCGCCCCAGTCATCATCATCATTGTTTGGCCCAGGGGCAACATTAC

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

#
Mismatch
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Count

Total
Norm Total
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female
body

V108

head

GSM1528801

follicle
cells

V107

male
body

.........................................................................................TTGGGCCAGTTACGACCCCGAGC................................................... 23 0 1 12.00 12 6 2 4 0

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

..................................................TTGGTGTCGGAACTGCTGCCCAGG......................................................................................... 24 0 1 3.00 3 1 1 0 1

.........................................................................................TTGGGCCAGTTACGACCCCGAGCC.................................................. 24 0 1 3.00 3 3 0 0 0

..................................................TTGGTGTCGGAACTGCTGCCCAGGTT....................................................................................... 26 0 1 2.00 2 0 1 0 1

.........................................................................................TTGGGCCAGTTACGACCCCGA..................................................... 21 0 1 2.00 2 2 0 0 0

..........................................................................................TGGGCCAGTTACGACCCCGAGC................................................... 22 0 1 1.00 1 1 0 0 0

..................................................TTGGTGTCGGAACTGCTGCCCAGGT........................................................................................ 25 0 1 1.00 1 1 0 0 0

..........................................................................................TGGGCCAGTTACGACCCCGAG.................................................... 21 0 1 1.00 1 1 0 0 0

..................................................TTGGTGTCGGAACTGCTGCCCAG.......................................................................................... 23 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

GATGCCCCTATTCCTCCCCCGCGACAAGGCAACTACTATTCTTCCACCCCAACCACAGCCTTGACGACGGGTCCAATTCAAATAAGTTTAACCCGGTCAATGCTGGGGCTCGGGCTGGGCGGGGTCAGTAGTAGTAGTAACAAACCGGGTCCCCGTTGTAATG

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

Species Coordinate ID Alignment
droEre2 scaffold_4929:16772193-

16772355 +
der_190 CTACGG-----GG------------------------------------ATAA--------------------------------------------------GGAGG---GGGCGC--------------------------T------GTTC-CGTTGATGAT--AA-GAAGG--------TGGGGT--------------------TGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCGAGCCCGACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTAC-----

droYak3 2L:5046078-5046246 - CTACGG-----GG------------------------------------ATAA--------------------------------------------------GGCGG---GGGTGC--------------------------T------GTTC-CGTTGATGAT--AA-GAAGG--------TGGG--C-----------GGGGTGTTTGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCC------GACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTACGCCAA
droSec2 scaffold_3:3365018-3365174

+
dse_1836 CTTCGG-----GG------------------------------------ATAA--------------------------------------------------GGTGG---GGGTGC--------------------------T------GTTC-CGTTGATGAT--AA-GAAGG--------TGGGGT--------------------TGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCC------GACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTAT-----

droSim2 2l:7597093-7597249 + dsi_32441 CTACGG-----GG------------------------------------ATAA--------------------------------------------------GGTGG---GGGTGC--------------------------T------GTTC-CGTTGATGAT--AA-GAAGG--------TGGGGT--------------------TGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCC------GACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTAT-----
dm3 chr2L:7850648-7850804 + CTACGG-----GG------------------------------------ATAA--------------------------------------------------GGTGG---GGGTGC--------------------------T------GTTC-CGTTGATGAT--AA-GAAGG--------TGGGGT--------------------TGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCC------GACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTAT-----
droEug1 scf7180000409463:893481-

893664 -
CTACGG-----GGAAGTCTG------------------------C----ATAAAGA------------G-----------------------AGAGAGAGTAAGAG-T--GGGGGGC--------------------------GT----------TGATGATGAT--AA-GGGGA--------TGGGGT--------------------AGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCC------GACCCGCCGAA------C--GCCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTAT-----

droBia1 scf7180000301518:690168-
690317 -

CTACGG-----GG------------------------------------ATAA--------------------------------------------------AGAGT---GGGGG----------------------------------------GTTGATGAT--AC-GAGGG--------TGGGGT--------------------AGGTGGCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CAACTCC------GACCCG---------------CCCCAGTCATCAC---CATCATTGTT----------------TGGCCCAGGGGCAACATTAC-----

droTak1 scf7180000415876:487779-
487929 -

CTACGG-----GG------------------------------------ATAA--------------------------------------------------GGGGC---GGGGGC--------------------------CT----------TGTTGATGAT--AA-GAAGG--------TTGG-----------------------GGAGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCC------GACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTAT-----

droEle1 scf7180000491028:1167940-
1168096 -

CTATGGTGGAGGGAAGTGT---------------------------------------------------------------------------------------GG---GG-------------------------------T----------TGTTGATGAT--AA-GAGGA--------TGGG------------------------GTGTCGGAACTTGCCAGC--TTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTTATA------CGACCCC------GACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTAT-----

droRho1 scf7180000778576:3686-3836
+

CTATGG-----GGAAGTGT---------------------------------------------------------------------------------------GG---GG---C--------------------------------------TGTTGATGAT--AA-GAGGA--------TGGGGT-G----------------A-CGGTGTCGGAACT-----GC--TTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCC------GACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTAC-----

droFic1 scf7180000454115:654178-
654370 +

CTACGG-----GGAAGTGCGGATGCCAATGCGGATGCCAATGCGG----ATAA-----------------------------------GCGGG-GGTGCGGGG--GGC---GG-------------------------------A----------TGTTGATAATGGAA-GA------------GGGGTTG------------------AGGTGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCC------GACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTAC-----

droKik1 scf7180000302570:197735-
197890 -

CTACGG-----GG------------------------------------ATAAAGA------------G-----------------------------TGTGA----G---GGGGGC--------------------------T--------TCATGGTGATGAT--AG-GGAGG--------GCGG-----------------------------GGAACT-----GCTACTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCCG-----AACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTAC-----

droAna3 scaffold_12943:1454045-
1454208 -

CTACGG-----GGGAGTTTG------------------------TGTTGATAAAGA------------G--------------------------------------T---G------------------------------------------------------------------GGAAATGGG--TGTGGGGGGTATGGGA------ATGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCC------GACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTACCTCGT

droBip1 scf7180000396728:1749714-
1749870 +

CTACGG-----GGGAGTTTG------------------------TGTTGATAAAGA------------G--------------------------------------T---GGG--------------------------------------------------------GA--------AAATGGG--T---------ATGGGA------ATGTCGGAACT-----G---CTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTT--A------CGACCCC------GACCCG---------------CCCCAGTCATCAT---CATCATTGTT----------------TGGCCCAGGGGCAACATTACCTCGT

dp5 4_group3:5445646-5445878 - CTATGA-----GC-------------------------------------------ACTGCCAGGGG-ACGACTGAGAACCAGGAGAACCAGAGAGGGCGAGA----GGAGG--------------------------GA----------------GGT---AATGGGAGGGAGGGAGGTAAGTGGG--TGAGG-TGGCATGGGGCATATGGAAGGAACACT-----G---GTTCGCAGGTTAAGTTTATTCAAATTGTGCCAGTT--A------CGACGC-G---ACGACCCG--------------ACCCCAGTCATCAT---CATCATCGCCATTCGCCATTCGCCCATGGCCCAGGGGCAACATTAC-----
droPer2 scaffold_1:6936363-6936595

-
CTATGA-----GC-------------------------------------------ACTGCCAGGGG-ACGACTGAGAACCAGGAGAACCAGAGAGGGCGAGA----GGAGG--------------------------GA----------------GGT---AATGGGAGGGAGGGAGGTAAGTGGG--TGAGC-TGGCATGGGGCATTTGGAAGGAACACT-----G---GTTCGCAGGTTAAGTTTATTCAAATTGTGCCAGTT--A------CGACGC-G---ACGACCCG--------------ACCCCAGTCATCAT---CATCATCGCCATTCGCCATTCGCCCATGGCCCAGGGGCAACATTAC-----

droWil2 scf2_1100000004516:3485068-
3485217 -

CTATAA-----GTGAG-----------------------------------------CTGCCAAGGG-GC----------------------AGGGGGCGTGA----GGCGG--------------------------GAGGCACTGAATC---T-------T-----------G--------TGGGGT-----------------GA------TGGGCGGT-----G---GTTCACAGGTTAAGTTTATTCAAATTGGGCC------------------------------TG---------------CCCCAGTCATCATGAACATCATCATC----------------TGGCCCAGGGGCAACATTA------

droVir3 scaffold_12963:8616469-
8616603 +

CCATGT-----TG------------------------------------TTAG----CAGTCATTGGCGA-----------------------------------TG----GGCT------------------------------------------------GT--AG-AAAG------------------------------------GGCGTGGGGCAT-----G---CCTCACAGGTTAACTTTATTCAAATTGGGGGGGTT--G------CGAACCC------TGCCCG---------------A---------CAT---TATCATCAGC----------------TGGCCCAGGGGCAACATTTT-----

droMoj3 scaffold_6500:2727693-
2727874 -

CATTGG-----AG------------------------------------TCGAAGC----------GAG-----------------------------------CTGT---GGGGGCTGTGGGGGCTGTG--------------------------GGGGCTGTG--GG-GACTG--------TGGGGT--------------------TG--CTCGTTACA-----G---CCTCACAGGTTAACTTTATTCAAATTGGGGACCTA--A------CCCCCGC------AACCCGCTAACCCTCAGCGTCCCCGCTACAACAT---TATCATCAGC----------------TGGCCCAGGGGCAACATTAT-----

droGri2 scaffold_15252:13179028-
13179213 -

CCATGT-----AG------------------------------------TTAG----CAGTCATTCGAGC-----------------------------------AGC---AGCAGTAGCAGGAGCACCACAAGCAGC-AGG-A-GCATTC---T-------T----------GG--------GGGGGT-----------------TATT-------GCTCT-----G---CCTCACAGGTTAACTTTATTCAAATTGGGGGCGTA--CCCCCCGCAACCC-A---ACAGCGCA--------------CCCCAACCCAACAT---TATCATCAGC----------------TGGCCCAGGGGCAACATTAC-----
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

AAGTCCATGTGCCCGTCCATGTGCACTACGACCGACCAGTGCCCGTTAAGGTGGGTTGGGAAACGGGAATTCGAAGCAGCCGGGGTTCTAATTCTTTGGATTTCTGTCCACAGGTTCATGTGCCCGCTCCTTACCCAGTCGAAAAGAAGGTCCATGTGCCCGT
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.........................................................................................AATTCTTTGGATTTCTGTCCACA................................................... 23 0 1 11.00 11 7 1 2 1 0 0

........................................................................................TAATTCTTTGGATTTCTGTCCACA................................................... 24 0 1 4.00 4 1 2 1 0 0 0

.........................................................................................AATTCTTTGGATTTCTGTCCACAG.................................................. 24 0 1 3.00 3 0 2 0 0 0 1

.........................................................................................AATTCTTTGGATTTCTGTCCA..................................................... 21 0 1 2.00 2 1 0 0 0 1 0

........................................................................................TAATTCTTTGGATTTCTGTCCA..................................................... 22 0 1 2.00 2 1 0 0 0 1 0

..................................................GTGGGTTGGGAAACGGGAA.............................................................................................. 19 0 1 2.00 2 1 0 1 0 0 0

..........................................................................................ATTCTTTGGATTTCTGTCCACA................................................... 22 0 1 2.00 2 0 0 0 2 0 0

........................................................................................TAATTCTTTGGATTTCTGTCCACAG.................................................. 25 0 1 2.00 2 0 2 0 0 0 0

.........................................................................................AATTCTTTGGATTTCTGTCC...................................................... 20 0 1 1.00 1 0 1 0 0 0 0

..................................................GTGGGTTGGGAAACGGGA............................................................................................... 18 0 1 1.00 1 0 0 0 1 0 0

...........................................................................................TTCTTTGGATTTCTGTCCACA................................................... 21 0 1 1.00 1 0 1 0 0 0 0

.........................................................................................AATTCTTTGGATTTCTGTCCAC.................................................... 22 0 1 1.00 1 0 0 0 0 1 0

Anti-sense strand reads

TTCAGGTACACGGGCAGGTACACGTGATGCTGGCTGGTCACGGGCAATTCCACCCAACCCTTTGCCCTTAAGCTTCGTCGGCCCCAAGATTAAGAAACCTAAAGACAGGTGTCCAAGTACACGGGCGAGGAATGGGTCAGCTTTTCTTCCAGGTACACGGGCA
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droEre2 scaffold_4929:11550081-

11550234 +
der_236 TGCCCGTCCATGTGCACTACGACC-----G-ACCAGTGCCCGTTAAGGTGGGTTGGGA-AAC----GGG-AATTC--GAAGC---------AGC-------------CGGG------------------------GTTCTAATTCTTTGGAT-TTC--------TG--TCCACAGGTTCATGTGCCCGCTCCTTACCCA------------------------------GTCGAAAAGAAGGTC------------CATGTGCCCGT

droYak3 2L:14006080-14006238 - TGCCCGTCCATGTGCACTACGACC-----G-ACCAGTGCCCGTTAAGGTGGGTTGGGA-CGCACTTGGG-AATTC--CAAGC---------AAT-------------CGGG------------------------GTTCTAATTCTTTGTCCATTG--------TG--TCCACAGGTTCATGTGCCCGCTCCTTACCCA------------------------------GTCGAAAAGAAGGTC------------CATGTGCCCGT
droSec2 scaffold_3:179731-179885 - TGCCCGTCCATGTGCACTACGACC-----G-ACCAGTGCCCGTTAAGGTGGGTTGGGA-TAC----GGG-AATTC--CCAGC---------AAT-------------CGGG------------------------GTTCTAATTCTTTGGATTTTC--------TG--TCCGCAGGTTCATGTGCCCGCTCCTTACCCA------------------------------GTCGAAAAGAAGGTC------------CATGTGCCCGT
droSim2 2l:13499839-13499993 - TGCCCGTCCATGTGCACTACGACC-----G-ACCAGTGCCCGTTAAGGTGGGTTGGGA-TAC----GGG-AATAC--CCAGT---------AAT-------------CGGG------------------------GTTCTAATTCTTTGGATTTTC--------TG--TCCGCAGGTTCATGTGCCCGCTCCTTACCCA------------------------------GTCGAAAAGAAGGTC------------CATGTGCCCGT
dm3 chr2L:13922411-13922565 - TGCCCGTCCATGTGCACTACGACC-----G-ACCAGTGCCCGTTAAGGTGGGTTGGGA-TAC----GGA-AATTC--CCAGC---------AAT-------------CGGT------------------------GTTCTAATTCTTTGGATTTTC--------TG--TCTGCAGGTTCATGTGCCCGCTCCCTACCCA------------------------------GTCGAAAAGAAGGTC------------CATGTGCCAGT
droEug1 scf7180000409452:486328-

486481 -
TGCCCGTCCATGTGCACTACGATC-----G-CCCAGTGCCCGTTAAGGTGGGTTAAGA-ATA----GGG-TAAAA--GA-TC--------AGAT-------------AGGG------------------------ATTCTAACTCTTTGGTT-TTC----------CTTCTACAGGTTCATGTGCCCGCTCCTTACCCA------------------------------GTCGAAAAGAAGGTT------------CATGTTCCAGT

droBia1 scf7180000302422:7915161-
7915323 -

TGCCCGTCCACGTGCACTACGATC-----G-CCCCGTGCCCGTCAAGGTGGGTTGGGA-AGC---CGGG-AAACA--GA-TC--------GCAC-------------AGGG------------------------GTTCTAACTCTTGAGTT-TTCTTTTCC--TAATCCTCCAGGTTCATGTGCCCGCTCCTTACCCA------------------------------GTGGAAAAGAAGGTC------------CACGTGCCCGT

droTak1 scf7180000415399:1404531-
1404687 +

TACCCGTCCATGTGCACTACGATC-----G-CCCAGTGCCCGTTAAGGTGGGTTGGTG-GGA---AAGG-TAG-C--CTAAT--------AGTT-------------AGGG------------------------GTTCTAATTCTCTGGTT-TTT--------TGCTCCTTCAGGTTCATGTGCCCGCTCCTTACCCA------------------------------GTCGAAAAGAAGGTC------------CATGTGCCCGT

droEle1 scf7180000491338:1536240-
1536393 -

TGCCCGTCCACGTGCACTACGATC-----G-CCCAGTGCCAGTTAAGGTGGGTTGGAA-TGG---TGGG-AATCT--TATTC--------ATTC-------------AGGG------------------------GTTCTAAATCTTTGTTT------------TG-CCCCACAGGTTCATGTGCCCGCTCCTTATCCA------------------------------GTTGAAAAGAAAGTC------------CATGTGCCCGT

droRho1 scf7180000780107:151229-
151379 +

TGCCCGTCCATGTGCACTACGATC-----G-CCCCGTGCCCGTTAAGGTGGGTTAGGG-ATT----GGG-GAAGC--ATACA---------AAT-------------AGGG------------------------ATTCTAATGCTTTGGTT--------------CTCCTCCAGGTTCATGTACCCGCTCCTTACCCC------------------------------GTCGAGAAGAAGGTT------------CATGTGCCCGT

droFic1 scf7180000454082:137598-
137748 +

TGCCAGTCCATGTGCATTACGATC-----G-CCCAGTGCCAGTTAAGGTGGGTTT------T----GGG-AATCC--CCCTTAAAC----ATTT-------------AGGG------------------------GTGCTAATTATT-GGTT--T-----------CTCTCTTAGGTTCATGTGCCCGCTCCTTATCCC------------------------------GTTGAAAAGAAGGTT------------CATGTCCCTGT

droKik1 scf7180000302236:31947-32101
+

ACCCCGTCCATGTGCACTACGATC-----G-CCCCGTGCCCGTGAAGGTGGGTTTGGGAGTC----ACA-GAAGC--AAGCC---------AAC-------------TAGG------------------------GTCTTAACTTGTTAACT-TCT----------TTGTTGTAGGTTCATGTGCCCGCTCCTTATCCA------------------------------GTTGAAAAGAAGGTC------------CATGTGCCCGT

droAna3 scaffold_13266:8793250-
8793418 +

TTCCCGTGCCCAAGCCCTACGAAGTGATCAAGAAGGTGCCCTATGAAGTGA-----------------------------------------------------------A------------------------GGTCGAG-GTGGA-GAA-------------ACCCTACAATGTTGAAGTGCCCAAGCCCTATGATGTTGAGGTGGAGAAGCCCTACACCGTGTATGTCGAGAAGAAGGTGCCCTACGAGGTGAAAGTGCCCGT

droBip1 scf7180000396769:209022-
209173 +

TGCCCGTCCATGTGCCCTACGATC-----G-TCCCGTTCCCGTAAAGGTGGGTTTACT-ATT--------TATGAG--------------GCT-TAG----------TTAG------------------------GTCCCTGTATGA---CT-CCT-----TGATTGTGTTGCAGGTCCATGTGCCCGCTCCTTACCCG------------------------------GTTGAGAAAAAGGTC------------CATGTGCCAGT

dp5 4_group4:5777147-5777298 + ACGCCGTCCATGTGCCGTACGATC-----G-CCCAGTCCCAGTAAAGGTAAACTAAAC-TGA---T----AATCCGCCCATC---------AAG-------------CGAT------------------------GCCCCTAAGCGAACGAT-------------ATCCTTGTAGGTTCACGTGCCAGCCCCTTACCCA------------------------------GTCGAGAAGAAGGTT------------CACGTGCCGGT
droPer2 scaffold_16:1162361-1162512

-
ACGCCGTCCATGTGCCGTACGATC-----G-CCCAGTCCCAGTAAAGGTAAACTAAAC-TGA---T----AATCCGCCCATC---------AAG-------------CGAT------------------------GCCCCTAAGCGAACGAT-------------ATCCTTGTAGGTTCACGTGCCAGCCCCTTACCCA------------------------------GTCGAGAAGAAGGTT------------CACGTGCCGGT

droWil2 scf2_1100000004521:1659757-
1659916 +

ATCATGTTCATGTGCCGTATGATC-----G-TCCAGTCCCAGTGAAGGTAAAGAAAAA-AAT----CAA-AAGGT--TAACA----ACTCTGAC-------------TGAA------------------------G-ATTAATCTGTTATTT-TTC--------TCATTCCATAGGTCCATGTCCCTGCTCCTTATCCT------------------------------GTGGAGAAGAAGGTC------------CATGTCCCCGT

droVir3 scaffold_12723:894042-894195
-

TGC-CGTACATGTGCCCTATGATC-----G-CCCCGTGCCCGTCAAGGTATAGCAGGC-AAC----AGC---T-----------------GCT--------------CAGGATTTACAT----------------AGTCCATTTTAACACACTTTC--------A-ATCCTCTAGGTACATGTGCCCGCACCCTATCCG------------------------------GTTGAAAAGAAGGTC------------CATGTGCCAGT

droMoj3 scaffold_6500:10447411-
10447569 +

ACCCCGTCCATGTGCCCTACGATC-----G-TCCAGTGCCCGTCAAGGTATTGCAGTTG-G-------GT--------------------GCT-AAC----------TAG-ACTTTTAGAGATAATCTAAAGACCGTTCT------ATAACT--------------CCCCTCTAGGTACATGTGCCCGCACCCTACCCC------------------------------GTTGAGAAGAAGGTC------------CATGTGCCAGT

droGri2 scaffold_15252:4404120-
4404277 -

TGC-TGTTCATGTGCCCTATGATC-----G-CCCAGTGCCCGTCAAGGTATAGATTCTA-G-------CT--------------------GCT-TCATTGCGACTCCTTGG------------------------ATA---ACCCCTTGTTA--ACCACCAC--CAACACTTTAGGTACATGTGCCCGCACCCTATCCC------------------------------GTTGAGAAGAAAGTC------------CATGTGCCCGT
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dere\GG21702-in]; CDS [Dere\GG21702-cds]; CDS [Dere\GG21702-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTAAGAGTGAGAATTTTCCTGTGCGAGGCCAGTGAGGAGAGGACAGTGGGGTTAGTAAAATGGAGACATCAGTTTCTGAACATTTAATAATTGATTGTCTATTTTACATAGCACTTTTGATACCCAGACCCCGCAAATGGAGATTTTCTCGAAAATGAAGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V108

head

M055

female
body

V107

male
body

V060

head

M057

embryo

V040

embryo

..........................................................................................TTGATTGTCTATTTTACATAGT................................................. 22 1 1 20.00 20 12 5 1 2 0 0

..........................................................................................TTGATTGTCTATTTTACATAG.................................................. 21 0 1 11.00 11 9 2 0 0 0 0

..................................................GTTAGTAAAATGGAGACATCAGT........................................................................................ 23 0 1 3.00 3 3 0 0 0 0 0

..........................................................................................TTGATTGTCTATTTTACATAGA................................................. 22 1 1 3.00 3 1 1 0 0 1 0

..........................................................................................TTGATTGTCTATTTTACATAGTT................................................ 23 2 1 2.00 2 0 1 1 0 0 0

..................................................GTTAGTAAAATGGAGACATCAGTTT...................................................................................... 25 0 1 2.00 2 1 0 1 0 0 0

............ATTTTCCTGTGCGAGGCCAGT................................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0

.......................................................................................................................................AATGGAGATTTTCTCGAAA....... 19 0 1 1.00 1 0 1 0 0 0 0

................................................................................................................ACTTTTGATACCCAGACCCCGC........................... 22 0 1 1.00 1 0 0 0 0 1 0

...........................GCCAGTGAGGAGAGGACAGTGGGCAC............................................................................................................ 26 3 1 1.00 1 0 1 0 0 0 0

............ATTTTCCTGTGCGAGGCCAGTGAGGAGA......................................................................................................................... 28 0 1 1.00 1 0 0 1 0 0 0

..........................................................................................TTGATTGTCTATTTTACATAT.................................................. 21 1 1 1.00 1 0 0 0 1 0 0

.............................CAGTGAGGAGAGGACAGTGG................................................................................................................ 20 0 1 1.00 1 0 1 0 0 0 0

..............................AGTGAGGAGAGGACAGTGGGC.............................................................................................................. 21 1 1 1.00 1 1 0 0 0 0 0

..................................................GTTAGTAAAATGGAGACATCAG......................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

............................CCAGTGAGGAGAGGACAGTGGGC.............................................................................................................. 23 1 1 1.00 1 0 1 0 0 0 0

..................................................GTTAGTAAAATGGAGACATCAGTT....................................................................................... 24 0 1 1.00 1 0 0 1 0 0 0

...............TTCCTGTGCGAGGCCAGTGAGGAGA......................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0

........................................................................................................................TACCCAGACCCCGCAAATGGAG................... 22 0 1 1.00 1 0 1 0 0 0 0

................TCCTGTGCGAGGCCAGTGAGGAGAG........................................................................................................................ 25 0 1 1.00 1 1 0 0 0 0 0

..........................GGCCAGTGAGGAGAGGACAGTGG................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 1

..........................GGCCAGTGAGGAGAGGACAGTG................................................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0

........GAGAATTTTCCTGTGCGAGGCC................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

...........................GCCAGTGAGGAGAGGACAGTGGGC.............................................................................................................. 24 1 1 1.00 1 1 0 0 0 0 0

..........................GGCCAGTGAGGAGAGGACAGTGGGC.............................................................................................................. 25 1 1 1.00 1 0 0 0 1 0 0

Anti-sense strand reads

GATTCTCACTCTTAAAAGGACACGCTCCGGTCACTCCTCTCCTGTCACCCCAATCATTTTACCTCTGTAGTCAAAGACTTGTAAATTATTAACTAACAGATAAAATGTATCGTGAAAACTATGGGTCTGGGGCGTTTACCTCTAAAAGAGCTTTTACTTCG

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

Species Coordinate ID Alignment
droEre2 scaffold_4845:5670048-

5670208 +
der_1054 CTAAGAGTGAGAATTTTCCTGTGCGAGGCCAGTGAGGAGAGGACAGTGGGGTTAGTAAAATGGAGACATCA------GTTTC----TGAACATTTA-AT--------------------------------------A-ATTGATTG-TC-----TATTTTACATAGCACTTTTGATACCCAGACCCCGCAAATGGAGATTTTCTCGAAAATGAAGC

droYak3 2R:5118387-5118548 - CTGAGAGTGAGAATTTTCCTGTGCGAGGCCAGTGACGAGAGGACAGTGGGGTAAGTAATGTGGAGACATAA------GTTTT----TAAACTTTTA-AT--------------------------------------ATATTCATTG-TC-----TATTTTACACAGCACCTTTGACACCCAGACACCGCAAATGGAGATTTTCTCGAAGATGAAGC
droSec2 scaffold_7:2226398-2226559 - CTGAGAGTGAGGATTTTCCTGTGCGAGGCCAATGACGAGCGGACAGTGGGGTAAGTGAAATGAATACAAAA------TTTTA----TAAACATTTA-AT--------------------------------------GTATTTATCG-TC-----TATTTTACACAGCACTTTCGACACTCAGACACCGCAAATTGAGATTTTCTCGAAAATGAAGC
droSim2 2l:18161179-18161341 - CTGAGAGTGAGGATTTTCCTGTGCGAGGCCAACGACGAGCGGACAGTGGGGTAAGTGAAATTAATACAACA------TTTTA----TAAACATATAAAT--------------------------------------ATATTTATCG-TC-----TATTTTACTCAGCACATTCGACACTCAGACACCGCAAATTGAGATTTTCTCGAAAATGAAGC
dm3 chr2L:18601002-18601163 - CTGAGAGTGAGGATTTTCCTGTGCGAGGCCAACGACGAGCGGACAGTGGGGTATGTGAAATGAATACAAAA------TTTTA----TAAACATTTA-AT--------------------------------------ATATTTATCG-TC-----TATTTTACTCAGCACTTTCGACACCCAGACCCCGCAAATGGAGATTTTCTCGAAAATGAAGC
droEug1 scf7180000409447:549155-

549313 -
CTACGAGTGAGAATTTTCTTGTGCGAGGCCGCCGAGGAGAGGACAGTGGGGTTAGTTGAATTGTTATAACA------TAATTTAAT---ATATTTA-AT-------------------------------AAATAAT-----------------TTTAATCTTGTAGCACATTTGACACACAAGCCCCCCCGATGGAAGTCTTCTCGAAGATGAAGC

droBia1 scf7180000302422:5077723-
5077880 +

TTACGAGTACGAATTTTCCTGTGCGAGGCCAACAACGATCGCACTGTTGGGTAAGTAGAATCGATATAAAA------TGGAG----TGTACCCTTA---------------------------------------CT---------T-ACGTCTTTTATCACCCCAGCACCTTTGACACACACGCCCCTCAGATGGAGATTTTCTCGAAGATGAAGC

droTak1 scf7180000415867:903093-
903271 -

CTGCGAGTAAGAATTTTCCTGTGCGAGGCCAACGATGAGCGAACAGTGGGGTAAGTTGAAATTATATAACA------TTATG----TATACATTTA-ATAAATTATTAT---ATT----ATAAATT----ATAAAT-AA----------A-----TTATCCCCCCAGCACTTTTGACTCCCAGGCCCCTCAGATGGAGATCTTCTCCAAGATGAAGC

droEle1 scf7180000491338:2579248-
2579409 -

CTACGAGTAAGAATTTTCCTGTGCGAGGCCAATGACGAGCGGTCTGTGAGGTAAGTTAAATTAATTAATGTGAA-AAT----AGATAA------TAAT----------------C---------------AATTACC---------T-AC--T-TTATTTCCTCCAGTACCTTTGACACCCAGGCCCCTCAGATGGAGATTTTCTCGAAGGTGAAGC

droRho1 scf7180000758337:3830-3990 - CTTCGAGTAAGAATTTTCCTGTGCGAGGCCAGCGACGAGCGGACTGTGGAGTAAGTTCAATTTATAAATATGCA-AAC----AGA-------TTTA-AT---------------C---------------AATTACT---------T-TC--A-TTATTCTTCCCAGCACCTTTGAAACTCAGGCCCCTCAGATGGAGATATTCTCAAAGGTGAAGT
droFic1 scf7180000454059:334954-

335116 +
CTGCGAGTAAGAATTTTCCTGTGCGAGGCCGGCGAAGAGCGCACAGTTGGGTAAGTTAAATTTATCAATCGGCA-AAA----GGGATG------TAAT----------------C----A-----------TAGATA---------T-TC--ATTTTTTTCCCCCAGCACCTTTGACACTCAGGTTCCGCAAATGGAGATATTCTCGAAGACAAAGT

droKik1 scf7180000302221:12517-12681
+

CTGCGCGTTAGGATTTTCCTCTGCGAGGCAAGCGACGAGCGAACGGTGGGGTGAGTTTAAAGTGTTTTT--------------A-ATG---CA-------------------ATTTTAAGCGGCTTGAATAATATTC---------C-CC-----TCTCCCTTTCAGCACCTTCGATACCCAAAGCCCGCAAATGGAGATCTTCTCGAAGATGAAAC

droAna3 scaffold_12916:2503427-
2503583 -

TTGCGAGTGAGGATTTTCCTGTGCGAGACGAACGAACAGCGAGCAGTGGGGTATGCCGGAAGCATTATCTA------TCAAG----ACCA--------------------------------GCTT---CAAAACCC---------T-TC-----ATTCCTTTTCAGCACCTTTGATTCTCAGGCCCCGCAAATGGAGATCTTCTCCAAGCAGAAGC

droBip1 scf7180000396430:442525-
442683 -

TTGCGAGTGAGGATTTTCCTGTGCGAGACGAACGAGACGCGAGCAGTCGGGTACGCAGGAAGCACTCCTTA------TCACG----TCCCCCACCA-AA--------------------------------------ACAATT---T-CT-----TTCTTTTTCCAGCACCTTTGATACTCAAGCCCCGCAGATGGAGATCTTCTCAAAGCAGAAGC

dp5 4_group3:3815354-3815513 - CTTCGAGTGAGAATCTTTTTGTGCGAGACAAATGAAGAGCGCACTGTGGGGTAGGTCCA-TTGATAAATCC-CA-AAT----AGAATT---TT--C-C----------------T----A---------CAATTTTT---------T-CC-----GTTTTTCCTTAGCACCTTTGACACGCAGGCCCCTCAAATGGAAATCTTCTCCAAGATGAAGC
droPer2 scaffold_1:5295274-5295433 - CTTCGAGTGAGAATCTTTTTGTGCGAGACAAATGAAGAGCGCACTGTGGGGTAGGTCCA-TTGATAAATCC-CA-AAT----AGAATT---TT--C-C----------------T----A---------CAATTTTT---------T-CC-----GTTTTTCCTTAGCACCTTTGACACGCAGGCCCCTCAAATGGAAATCTTCTCCAAGATGAAGC
droWil2 scf2_1100000004585:3040819-

3040972 +
TTGCGTGTCAGGATTTTCCTCTGTGAGGCGCCTGAGCAACGAACTGTGGGGTAAGTTTT-TCAA--------CT-GAC----AGAATT---AT--C-T-----------CTT--A----T-----------TTGATG---------T-GC-----GTTTTTTGTTAGGACCTTTGACACACAAGCTCCGCAAATGGAAGTTTTCTCCAAAATGAAAT

droVir3 scaffold_12963:18655740-
18655908 -

TTGCGCGTACGCATCTTTCTGTGCGAAACAAATGAGGAGCGCACCGTGGGGTAAATATTAATTATAAATAT-TC-CTT----AA-ATT---AA-------------------ATTTTGAGTAA--------------CTATTAAACGCCT-----GCCTGCCCGCAGCACATTTGAGACGCAGGCACCACAAATGGATATATTCTCCAAGCTGAAGC

droMoj3 scaffold_6500:6002365-
6002521 +

CTGCGAGTGCGCATCTTTTTGTGCGAAACGAACGAGGAGAGCACTGTGGGGTAAATACAATGC-TAGGCTA-AAAGAA-----------AGAGTTAAGT----------ATT-----A-----------------AG---------A-GA-----GTTGATTTGCAGCACCTTTGATACGCAAGCACCCCAAATGGATATATTCTCCAAGCTGAAGC

droGri2 scaffold_8167:1367-1531 - TTGCGTGTGCGCATCTTTCTGTGCGAGACAAATGAGTCGCGCACCATAAGGTAAATAATGAAATTAAATCG-CT-TAT----TG-ATT---CA-------------------ACT----GCAGCTT----ATGATTT---------G-AT-----TTGCCAACGCAGCACCTTCGATACGCATGCACCACAAATGGACGTGTTCTCCAAGTTGAAGC
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation

intron [Dere\GG18281-in]; CDS [Dere\GG18281-cds]; CDS [Dere\GG18281-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGCTGGACCACAAGCCCAGGACCACTCACCCACTGGCCCAGCACATTCAGGTGGGTTTTTAATGGTAACTTAAAAGACTTAAGTGGTTTTAACGTCTTTTGAAATCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA

**************************************************(((((((............((((((((((((((....))))).))))))))))))))))..**************************************************
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head
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female
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V060

head
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embryo

V040

embryo

..........................................................................................AACGTCTTTTGAAATCCACAGT................................................. 22 1 1 64.00 64 22 14 22 4 1 1

..........................................................................................AACGTCTTTTGAAATCCACAG.................................................. 21 0 1 15.00 15 4 5 5 1 0 0

..........................................................................................AACGTCTTTTGAAATCCACAGA................................................. 22 0 1 3.00 3 1 2 0 0 0 0

...........................................................................................ACGTCTTTTGAAATCCACAGT................................................. 21 1 1 2.00 2 0 2 0 0 0 0

..................................................................................................................................GATTGCAGCAGAGCATCCT............ 19 0 1 1.00 1 0 0 1 0 0 0

.........................................................................................TAACGTCTTTTGAAATCCACAG.................................................. 22 0 1 1.00 1 0 1 0 0 0 0

..................................................................................................................................GATTGCAGCAGAGCATCCTGAAGGT...... 25 0 1 1.00 1 0 0 1 0 0 0

..........................................................................................................................CCGCACTGGATTGCAGCAGAGC................. 22 0 1 1.00 1 0 1 0 0 0 0

..................................................................................................................ACCCGTGACCGCACTGGATTGCAGC...................... 25 0 1 1.00 1 0 1 0 0 0 0

.................................................................................................................................GGATTGCAGCAGAGCATCCTGAAGG....... 25 0 1 1.00 1 0 0 0 0 1 0

..................................................GTGGGTTTTTAATGGTAACTTAAAAGACT.................................................................................. 29 0 1 1.00 1 0 1 0 0 0 0

..........................................................................................AACGTCTTTTGAAATCCACAGAA................................................ 23 1 1 1.00 1 1 0 0 0 0 0

..................................................GTGGGTTTTTAATGGTAAC............................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0

.............................................................................................................................CACTGGATTGCAGCAGAGC................. 19 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

TCGACCTGGTGTTCGGGTCCTGGTGAGTGGGTGACCGGGTCGTGTAAGTCCACCCAAAAATTACCATTGAATTTTCTGAATTCACCAAAATTGCAGAAAACTTTAGGTGTCTAGTGGGCACTGGCGTGACCTAACGTCGTCTCGTAGGACTTCCAGGGGTT

**************************************************(((((((............((((((((((((((....))))).))))))))))))))))..**************************************************
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Species Coordinate ID Alignment
droEre2 scaffold_4690:6167968-

6168128 -
der_385 AGCTGGACCACAAGCCCAGGACCACTCACCCACTGGCCCAGCACATTCAGGTGGGTTT-----------------------------------------------------------------TTAATGG-TA-------------ACTTAA--------------AAGACTTAAGTGG---TTTTA-----AC------------------------------------------------------------------------------------------------------G----TC----------TTT-T---------------------------------------GAAATCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA

droYak3 X:12366984-12367144 - dya_1408 AGCTGGACCACAAACCCAGGACCACTCACCCACTGGCCCAGCACATTCAGGTGGGTTT-----------------------------------------------------------------TTAATGA-TA-------------ACTAAA--------------GAGACTTTAATGG---TATTA-----AC------------------------------------------------------------------------------------------------------G----TC----------TTT-T---------------------------------------AAAACCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA
droSec2 scaffold_34:308804-308971

+
AGCTGGACCACAAGCCCAGGGCCACTCACCCACTGGCCCAGCACATTCATGTGGGTTA-----------------------------------------------------------------TTATTGA-TA-------------ACTTAA--------------GGAACTTAAATGG---TTTTA-----AC------------------------------------------------------------------------------------------------------G----TTTTGGT-T---TTTGC---------------------------------------TTAACCCACAGGTCACCCGTGATCGCACCGGATTGCAGCAGAGCATCCTGAAGGTGCCCAA

droSim2 x:8494583-8494744 + AGCTGGACCACAAGCCCAGGGCCACTCACCCACTGGCCCAGCACATTCATGTGGGTTA-----------------------------------------------------------------TTATTGA-TA-------------ACTTAA--------------GGAACTTAAATGG---TTTTA-----AC------------------------------------------------------------------------------------------------------G----TC----------TTTGC---------------------------------------TTAACCCACAGGTCACCCGTGATCGCACTGGATTGCAGCAGAGCATCCTGAAGGTGCCCAA
dm3 chrX:8946372-8946532 + AGCTGGACCACAAGCCCAGAGCCACTCACCCACTGGCCCAGCACATTCATGTGGGTTA-----------------------------------------------------------------TTATTGCTTA-------------ACTTAA--------------GAGACTTAAGT-----TTTAA-----AT------------------------------------------------------------------------------------------------------G----TC----------TTTGT---------------------------------------TTAATCCACAGATCACCCGTGACCGCACTGGTTTGCAGCAGAGCATCCTGAAGGTGCCCAA
droEug1 scf7180000408176:387398-

387562 +
AGCTGGACCACAAGCCCAGGACCAATCACCCACTGGCCCAGCATATTCAGGTAGGTTC-----------------------------------------------------------------T--GTGA-TA---------C---ATTTTA--------------TAAACTTAACTCCA--ATTCA-----AC------------------------------------------------------------------------------------------------------G----TC------CATTTTT-T---------------------------------------GACTCCCATAGATAACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTGCCCAA

droBia1 scf7180000301760:2677784-
2677975 +

AGCTGGACCACAAGCCCAGGACCACGCACCCACTGGCCCAGCACATTCAGGTGGGTTTGGATTACCCATTAGAAATATTATTTTCTGTCTTAGCCATTTGTAAATCATTCCAAAACGAA--------------------------------------------------ATTGT-----AATG--CA-----AT------------------------------------------------------------------------------------------------------C--------------------------------------------------------------TCCTCCCAGATCACCCGTGACCGCACTGGACTGCAGCAGAGCATCCTGAAGGTACCCAA

droTak1 scf7180000415169:971778-
971907 -

ATTAAA--------------------------------------------ATATATTT-----------------------------------------------------------------TAAATCA-TACTTGTAATGCTTATGTAAT--------------AAAATTCT-----AATG--CA-----AT------------------------------------------------------------------------------------------------------A----TC------TTCATAT-T---------------------------------------AAATCCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTGCCCAA

droEle1 scf7180000491006:2458450-
2458516 +

T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C----------TAT-T---------------------------------------GGAATCCGCAGATCACCCGTGACCGCACCGGATTGCAGCAGAGCATCCTGAAGGTGCCCAA

droRho1 scf7180000779841:469277-
469523 +

AGCTGGACCATAAGCCCAGGACCACTCACCCACTGGCACAGCACATTCAGGTAGGATAA----------------------------------------------CATTCCAAATCGAA--------------------------------------------------A-------------------------CATTAGGTTCAACTTGATTTAAGTTATTTTAGTTTTTCATTTTGATACAATATCTATCTTCCGAAATACTCTTTTTATATTTTATTTGCTATTTAAACAATCCCTATC----------TAT-T---------------------------------------GGAACCCCCAGATCACCCGTGATCGCACCGGACTGCAGCAGAGCATCCTGAAGGTGCCCAA

droFic1 scf7180000453829:917158-
917319 +

AGCTGGACCACAAGCCCAGGACCACTCATCCACTGGCCCAGCACATTCAGGTGAGTTTGAA--------------------------------------------------------------------C-TA------------------------------------------------------------------------------------------------------------------------------------------------------------------------CC----------CTT-AATTATATTAAAAGAAAACGTTGTACAA------ATATTTG--ATTCCCAGATCACCCGTGACCGCACTGGACTGCAGCAGAGCATCCTTAAAGTGCCCAA

droKik1 scf7180000302698:123344-
123496 -

AGTTGGATCACAAGCCTAGGACCACACATCCACTGGCCCAGCATATACAGGTAAGGAA-----------------------------------------------------------------TTGAGGC--T------------------------------------TCTTTTATGG---CTTTA-----ACTAA----------------------------------------------------------------------------------------------------------TTTAT---------C---------------------------------------TCTTCCTAAAGATCACCCGTGACCGCACTGGCCTCCAGCAGAGCATCCTTAAAGTGCCCAA

droAna3 scaffold_13047:768181-
768280 +

AACTGGACCACAAGCCCAGGACCACCCATCCCCTAGCCCAGCACATCC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGATCACCCGGGACCGAACTGGCCTGCAACAGAGCATCCTGAAGGTGCCCAA

droBip1 scf7180000396431:551930-
552029 +

AACTGGATCACAAGCCCAGGACCACCCATCCGTTGGCCCAGCACATTC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGATCACCCGAGACCGAACTGGCCTGCAACAGAGCATCCTGAAGGTGCCCAA

dp5 XL_group1e:8225795-8225850
+

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCATAGATCACGCGGGATCGCACTGGCCTCCAGCAGAGCATTCTCAAGGTCCCCAA

droPer2 scaffold_13:341752-341807
-

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCATAGATCACGCGGGATCGCACTGGCCTCCAGCAGAGCATTCTCAAGGTCCCCAA

droWil2 scf2_1100000004963:636680-
636850 -

AGCTAGATCATAAACCCCGTACCACACATCCTCTAGCTCAGCATATACAGGTAAGTTTCG----------------------------------------------------AAGCGAAATG-----CCC---------------------TGTGTTTTCGTCTGT--------------------AAGCTAACTCA----------------------------------------------------------------------------------------------------------TTGATTCCTAATT-------------------------------------------TCTCTTAAGATCACTCGCGATCGCACTGGTCTGCAGCAAAGTATTCTCAAAGTACCCAC

droVir3 scaffold_12970:2686230-
2686390 -

AGCTGGACCATAAGCCGCGCACAACACATCCGCTGGCGCAGCATATACAGGTTCAGATG------------------------------------------------------------------------------------------------------------------------------CA-----CC------------------------------------------------------------------------------------------------------A----AC----------TTT-A-------TCAAAACAACAATTATACAATCAGTTATAACT--ATTTCGCAGATCACACGGGATCGCACGGGCCTGCAGCAGAGCATACTCAAGGTGCCCAA

droMoj3 scaffold_6473:3421281-
3421454 -

AGCTGGATCACAAGCCGCGTACTACGCATCCGTTGGCCCAGCACATACAGGTAAGCTAAG----------------------------------------------------AAAGGAAATAT----ATA---------------------TGTAAATATATATGT--------------------ATATTGAAACA----------------------------------------------------------------------------------------------------------AACATTTATATAT-T---------------------------------------C-ACTGTGTAGATAACGCGCGATCGCACTGGCCTGCAGCAGAGCATCCTGAAGGTGCCCAA

droGri2 scaffold_15081:1106607-
1106768 +

AATTGGATCACAAGCCGCGCACAACACATCCGCTGGCACAGCACATACAGGTGAGAGT-----------------------------------------------------------------CATACAA-TA-------------TATTTA--------------TTGAG-----TGCA--ATCG------AATGA----------------------------------------------------------------------------------------------------------TTGAACTGTCATC-G---------------------------------------A----AAACAGATTACACGCGATCGGACTGGACTACAGCAGAGTATCCTGAAGGTGCCCAA
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