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CGTGTCTAATAATTTTATAAAAATATTCATCATATTGGAGCTCTATCGCAGCAAACTTCCTCGGGTCATGGCTGTAGTTTTTGAAAGCCCATGGCTCGAGGATGTTGCCTGTGATGCAACTCAGACCCAACGACAAAAGATCATCGGAAAAGTGCTTCAA
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..................................................GCAAACTTCCTCGGGTCATGG......................................................................................... 21 0 2 67796.50 135593 66499 49972 10669 8150 294 9

..................................................GCAAACTTCCTCGGGTCATG.......................................................................................... 20 0 2 5556.50 11113 4952 4271 1009 857 19 5

..................................................GCAAACTTCCTCGGGTCAT........................................................................................... 19 0 3 589.00 1767 1145 470 95 53 4 0

..................................................GCAAACTTCCTCGGGTCATGT......................................................................................... 21 1 2 516.00 1032 620 296 51 64 1 0

...................................................CAAACTTCCTCGGGTCATGG......................................................................................... 20 0 2 486.00 972 106 99 751 15 1 0

..................................................GCAAACTTCCTCGGGTCATGGT........................................................................................ 22 1 3 407.67 1223 544 537 44 95 3 0

..................................................GCAAACTTCCTCGGGTCATGGC........................................................................................ 22 0 2 303.00 606 255 287 46 15 3 0

..................................................GCAAACTTCCTCGGGTCATGC......................................................................................... 21 1 2 218.50 437 348 80 3 6 0 0

..................................................GCAAACTTCCTCGGGTCA............................................................................................ 18 0 3 160.33 481 367 85 18 3 1 7

..................................................GCAAACTTCCTCGGGTCATGGA........................................................................................ 22 1 2 129.00 258 143 86 15 14 0 0

....................................................AAACTTCCTCGGGTCATGG......................................................................................... 19 0 2 121.50 243 75 107 42 19 0 0

..................................................GCAAACTTCCTCGGGTCATGGCT....................................................................................... 23 0 2 96.50 193 161 32 0 0 0 0

..................................................GCAAACTTCCTCGGGTCATGA......................................................................................... 21 1 2 89.50 179 75 84 11 9 0 0

..................................................GCAAACTTCCTCGGGTCATGGCTG...................................................................................... 24 0 2 75.50 151 125 26 0 0 0 0

.................................................AGCAAACTTCCTCGGGTCATGG......................................................................................... 22 0 1 43.00 43 16 11 14 2 0 0

...................................................CAAACTTCCTCGGGTCATG.......................................................................................... 19 0 2 38.50 77 5 3 67 2 0 0

.......................................................................CTGTAGTTTTTGAAAGCCC...................................................................... 19 0 1 24.00 24 2 1 0 0 1 20

....................................................AAACTTCCTCGGGTCATG.......................................................................................... 18 0 2 11.50 23 7 11 5 0 0 0

..................................................GCAAACTTCCTCGGGTCATGGG........................................................................................ 22 1 2 11.00 22 15 2 5 0 0 0

.....................................................AACTTCCTCGGGTCATGG......................................................................................... 18 0 2 10.50 21 5 10 6 0 0 0

...................................................CAAACTTCCTCGGGTCATGGC........................................................................................ 21 0 2 10.50 21 7 10 4 0 0 0

..................................................GCAAACTTCCTCGGGTCATA.......................................................................................... 20 1 3 9.67 29 14 10 3 2 0 0

..................................................GCAAACTTCCTCGGGTCATGGCTGG..................................................................................... 25 1 2 9.50 19 14 5 0 0 0 0

..................................................GCAAACTTCCTCGGGTCATT.......................................................................................... 20 1 4 8.75 35 22 10 3 0 0 0

..................................................GCAAACTTCCTCGGGTCATGGCTGT..................................................................................... 25 0 2 7.00 14 11 3 0 0 0 0

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

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

..................................................GCAAACTTCCTCGGGTCATGGAA....................................................................................... 23 2 2 6.00 12 7 5 0 0 0 0

..........................................................................................ATGGCTCGAGGATGTTGCCTG................................................. 21 0 1 5.00 5 0 1 4 0 0 0

.................................................AGCAAACTTCCTCGGGTCATG.......................................................................................... 21 0 1 5.00 5 4 1 0 0 0 0

..................................................GCAAACTTCCTCGGGTCAA........................................................................................... 19 1 3 5.00 15 7 7 1 0 0 0

..................................................GCAAACTTCCTCGGGTCATTC......................................................................................... 21 2 4 4.75 19 17 2 0 0 0 0

..................................................GCAAACTTCCTCGGGTCATTT......................................................................................... 21 2 4 4.25 17 14 3 0 0 0 0

..................................................GCAAACTTCCTCGGGTCT............................................................................................ 18 1 4 4.25 17 16 1 0 0 0 0

Anti-sense strand reads

GCACAGATTATTAAAATATTTTTATAAGTAGTATAACCTCGAGATAGCGTCGTTTGAAGGAGCCCAGTACCGACATCAAAAACTTTCGGGTACCGAGCTCCTACAACGGACACTACGTTGAGTCTGGGTTGCTGTTTTCTAGTAGCCTTTTCACGAAGTT
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droPer2 scaffold_5:6591061-
6591220 -

dpe_3 CGTGTCTAATAATTTTATAA-AAATATTCATCATATTGGAGCTCTATCGCAGCAAACTTCCTCGGGTCATGGCTGTAGTTTTTGAAAGCCCATGGCTCGAGGATGTTGCCTGTGATGCAACTCAGACCCAACGACAAAAGATCATCGGAAAAGTGCTTCAA

dp5 4_group5:2212715-
2212845 -

CGTGTCTAATAATTTTATAAAAAATATTCATGATATTGGAGCTCTATCGCAGCAAACTTCCTCGGGTCATGGCTGTAGTCTTT------------------------------GATGCAACTCAGACCCAACGACAAAAGATCATCGGAAAAGTGCTTCAA
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AACGCAATATCAAGCTGAAGGAGCTCACTGGGGGCAGCATGGACAAGCTGGTAAGTGGGCTGCAACGTCAAAATAAACATACGTTTAGACATTGGACCAACTTACAGGTGCTGCTGGAGAAAATCAATAACTGGTGGCTCTCGTTCTGCCAGCAGAT
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.....................................................................................TAGACATTGGACCAACTTACAG.................................................. 22 0 1 9486.00 9486 4379 2073 1444 1187 198 205

.....................................................................................TAGACATTGGACCAACTTACA................................................... 21 0 1 1813.00 1813 215 459 472 542 83 42

.....................................................................................TAGACATTGGACCAACTTACAGT................................................. 23 1 1 547.00 547 222 108 76 71 30 40

.....................................................................................TAGACATTGGACCAACTTAC.................................................... 20 0 1 339.00 339 20 159 53 89 5 13

.....................................................................................TAGACATTGGACCAACTTACAC.................................................. 22 1 1 247.00 247 103 18 104 14 7 1

......................................................................................AGACATTGGACCAACTTACAG.................................................. 21 0 1 127.00 127 3 0 124 0 0 0

.....................................................................................TAGACATTGGACCAACTTACAA.................................................. 22 1 1 36.00 36 14 5 15 0 2 0

......................................................................................AGACATTGGACCAACTTACA................................................... 20 0 1 29.00 29 0 0 29 0 0 0

.....................................................................................TAGACATTGGACCAACTTACAGA................................................. 23 1 1 27.00 27 8 7 6 5 1 0

.....................................................................................TAGACATTGGACCAACTTA..................................................... 19 0 1 24.00 24 10 6 4 3 0 1

.....................................................................................TAGACATTGGACCAACTTACAGG................................................. 23 0 1 15.00 15 15 0 0 0 0 0

....................................................................................TTAGACATTGGACCAACTTACAG.................................................. 23 0 1 14.00 14 10 2 2 0 0 0

.....................................................................................TAGACATTGGACCAACTTACAT.................................................. 22 1 1 13.00 13 1 7 4 0 1 0

.........................................................................TAAACATACGTTTAGACATTGGACCAACT....................................................... 29 0 1 12.00 12 12 0 0 0 0 0

......................................................................................AGACATTGGACCAACTTACAGT................................................. 22 1 1 12.00 12 2 2 5 3 0 0

.....................................................................................TAGACATTGGACCAACTTACAGC................................................. 23 1 1 11.00 11 8 3 0 0 0 0

.......................................................................................GACATTGGACCAACTTACAG.................................................. 20 0 1 11.00 11 1 0 9 0 1 0

..................................................GTAAGTGGGCTGCAACGTCAAAA.................................................................................... 23 0 1 10.00 10 0 3 2 3 0 2

.....................................................................................TAGACATTGGACCAACTT...................................................... 18 0 1 9.00 9 9 0 0 0 0 0

......................................................................................AGACATTGGACCAACTTACAC.................................................. 21 1 1 9.00 9 0 0 9 0 0 0

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

..................................................GTAAGTGGGCTGCAACGTCA....................................................................................... 20 0 1 8.00 8 0 3 0 0 0 5

..................................................GTAAGTGGGCTGCAACGTCAAA..................................................................................... 22 0 1 7.00 7 0 0 1 1 0 5

.....................................................................................TAGACATTGGACCAACTTACC................................................... 21 1 1 6.00 6 0 2 0 4 0 0

.........................................................................TAAACATACGTTTAGACATTGGAC............................................................ 24 0 1 6.00 6 5 0 1 0 0 0

.....................................................................................TAGACATTGGACCAACTTACG................................................... 21 1 1 6.00 6 2 0 1 3 0 0

......................................................................................AGACATTGGACCAACTTAC.................................................... 19 0 1 6.00 6 0 0 6 0 0 0

....................................................................................TTAGACATTGGACCAACTTACA................................................... 22 0 1 5.00 5 0 2 1 2 0 0

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

.........................................................................................CATTGGACCAACTTACAG.................................................. 18 0 1 5.00 5 1 0 3 0 1 0

.........................................................................TAAACATACGTTTAGACATTG............................................................... 21 0 1 4.00 4 0 0 2 2 0 0

.........................................................................TAAACATACGTTTAGACATTGG.............................................................. 22 0 1 4.00 4 0 2 2 0 0 0

.....................................................................................TAGACATTGGACCAACTTACAGTA................................................ 24 2 1 4.00 4 0 0 4 0 0 0

.....................................................................................TAGACATTGGACCAACTTACAGAA................................................ 24 2 1 4.00 4 0 0 4 0 0 0

..................................................GTAAGTGGGCTGCAACGTCAA...................................................................................... 21 0 1 4.00 4 0 0 0 0 1 3

..................................................GTAAGTGGGCTGCAACGTCAAAAT................................................................................... 24 0 1 3.00 3 0 0 1 0 0 2

....................................................................................TTAGACATTGGACCAACT....................................................... 18 0 1 3.00 3 3 0 0 0 0 0

.............................................................................CATACGTTTAGACATTGGAC............................................................ 20 0 1 3.00 3 3 0 0 0 0 0

.....................................................................................TAGACATTGGACCAACTTACACAA................................................ 24 3 1 3.00 3 0 0 3 0 0 0

.........................................................................TAAACATACGTTTAGACATTGGACCA.......................................................... 26 0 1 3.00 3 2 0 1 0 0 0

..................................................GTAAGTGGGCTGCAACGTC........................................................................................ 19 0 1 3.00 3 0 2 0 0 0 1

.........................................................................TAAACATACGTTTAGACATTGGACC........................................................... 25 0 1 3.00 3 3 0 0 0 0 0

.....................................................................................TAGACATTGGACCAACTTACT................................................... 21 1 1 3.00 3 0 3 0 0 0 0

..................................................GTAAGTGGGCTGCAACGT......................................................................................... 18 0 1 3.00 3 0 0 2 0 1 0

.............................................................................................................................AATAACTGGTGGCTCTCGTTCTGCC....... 25 0 1 3.00 3 3 0 0 0 0 0

...........................................................................AACATACGTTTAGACATTGGACC........................................................... 23 0 1 2.00 2 2 0 0 0 0 0

......................................................................................AGACATTGGACCAACTTACAGAA................................................ 23 2 1 2.00 2 0 0 2 0 0 0

.....................................................................................TAGACATTGGACCAACTTACAGTAA............................................... 25 3 1 2.00 2 0 0 2 0 0 0

.....................................................................................TAGACATTGGACCAACTTACACT................................................. 23 2 1 2.00 2 1 1 0 0 0 0

.........................................................................TAAACATACGTTTAGACATTGGACCAAC........................................................ 28 0 1 2.00 2 0 1 1 0 0 0

.........................................................................TAAACATACGTTTAGACATTGGACCT.......................................................... 26 1 1 2.00 2 2 0 0 0 0 0

.........................................................................TAAACATACGTTTAGACATTGGACCAA......................................................... 27 0 1 2.00 2 2 0 0 0 0 0

.....................................................................................TAGACATTGGACCAACTTACCT.................................................. 22 2 1 2.00 2 0 2 0 0 0 0

.............................................................................CATACGTTTAGACATTGGACC........................................................... 21 0 1 2.00 2 2 0 0 0 0 0

.....................................................................................TAGACATTGGACCAACTTACAGAAA............................................... 25 3 1 2.00 2 1 0 1 0 0 0

...................................................TAAGTGGGCTGCAACGTCA....................................................................................... 19 0 1 2.00 2 0 2 0 0 0 0

...................................................................................TTTAGACATTGGACCAACT....................................................... 19 0 1 2.00 2 2 0 0 0 0 0

.............................................................................CATACGTTTAGACATTGGACCA.......................................................... 22 0 1 2.00 2 2 0 0 0 0 0

.............................................................................CATACGTTTAGACATTGGACCAACTT...................................................... 26 0 1 2.00 2 2 0 0 0 0 0

..........................................................................AAACATACGTTTAGACATTGGACCA.......................................................... 25 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................TAGACATTGGACCAACTTACTC.................................................. 22 2 1 1.00 1 0 1 0 0 0 0

.....................................................................................TAGACATTGGACCAACTTACAGTC................................................ 24 2 1 1.00 1 0 0 1 0 0 0

.....................................................................................TAGACATTGGACCAACTTAA.................................................... 20 1 1 1.00 1 0 1 0 0 0 0

.........................................................................TAAACATACGTTTAGACATTGGAA............................................................ 24 1 1 1.00 1 0 0 1 0 0 0

....................................................................................TTAGACATTGGACCAACTTAC.................................................... 21 0 1 1.00 1 0 1 0 0 0 0

......................................................................................AGACATTGGACCAACTTACACC................................................. 22 2 1 1.00 1 0 0 1 0 0 0

.....................................................................................TAGACATTGGACCAACTTACCA.................................................. 22 2 1 1.00 1 0 0 0 0 1 0

................................................................................ACGTTTAGACATTGGACCAACTTACAC.................................................. 27 1 1 1.00 1 0 0 1 0 0 0

......................................................................................AGACATTGGACCAACTTACAA.................................................. 21 1 1 1.00 1 0 0 1 0 0 0

.....................................................................................TAGACATTGGACCAACTTATC................................................... 21 2 1 1.00 1 0 0 0 1 0 0

Anti-sense strand reads

TTGCGTTATAGTTCGACTTCCTCGAGTGACCCCCGTCGTACCTGTTCGACCATTCACCCGACGTTGCAGTTTTATTTGTATGCAAATCTGTAACCTGGTTGAATGTCCACGACGACCTCTTTTAGTTATTGACCACCGAGAGCAAGACGGTCGTCTA
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droPer2 scaffold_4:1720063-1720220

+
dpe_22 AACGCAATATCAAGCTGAAGGAGCTCACTGGGGGCAGCATGGACAAGCTGGTAAGTGGGCTG-----CAA------------------CGTC-AAAAT--AAACAT-------ACGTTT-----A----------------------------G-------------------------------------------------------ACATTG-----------GACCAACTTACAGGTGCTGCTGGAGAAAATCAATAACTGGTGGCTCTCGTTCTGCCAGCAGATG

dp5 3:7809380-7809537 + dps_7 AGCGCAATATCAAGCTGAAGGAGCTCACTGGGGGCAGCATGGACAAGCTGGTAAGTGGGCTG-----CAA------------------CGTC-AAAAT--AAACAT-------ACGTTT-----A----------------------------G-------------------------------------------------------ACATTG-----------GACCAACTTACAGGTGCTGCTGGAGAAAATCAATAACTGGTGGCTCTCGTTCTGCCAGCAGATG
droWil2 scf2_1100000004954:2253224-

2253384 +
AACGGAACATCAAACTAAAAGAACTCACTGGCGGGAGCATGGACAAATTGGTAAGTGACTTT-----C-G------------------T--TAAATGTATGTATAC--ATTTT----CTGTATAA----------------------------T-------------------------------------------------------ACGTTG------------A-CA-TCTTTAGGTACTTCTGGAGAAAATAAATAACTGGTGGCTCTCATTCTGCCAGCAAATG

droVir3 scaffold_12875:14890753-
14890810 -

AACGTAACATCAAGCTTAAGGAACTAACTGGCGGCAGCATGGACAAGCTAGTAAGTGG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6496:8957797-
8957962 +

AAAGAAACATCAAACTTAAAGAGCTAACTGGCGGAAGTATGGATAAACTGGTAAGTGA---------AGA------------------GAG--AGTGA--GAGTGA-------GAGC-CAATCGT----------------------------C-------------------------------------------------------AA-TTATATTGCACTTAAATTG-TTTTTAGGTTTTGCTGGAAAAGATCAACAATTGGTGGCTATCGTTTTGTCAGCAAATG

droGri2 scaffold_15245:14911969-
14912209 -

AACGTAATATCAAACTGAAGGAGCTCACTGGTGGCAGCATGGACAAACTAGTAAGTGGATCAACTTCT-GAATCTAATTTTACATAATT--CATACGTATGTAAGC-----------------AATACGCTGAGTGCAAACACTTGACTCCGGAAATATATATACCAGATGAAGATAATTTAAAAATGTATAA------------------TGTT-----------CAATTCTTTTCAGGTATTGCTGGAAAAAATCAACAATTGGTGGTTATCATTCTGCCAGCAAATG

droAna3 scaffold_13266:16312605-
16312771 -

AGCGCAATATTAAGATAAAGGAACTAACTGGCGGCAGCTTGGACAAGCTGGTGAGTAAAAGGA--TAT-A------------------T--TAAATAT--TAAAATAAACTTA----ATACATAA----------------------------C-------------------------------------------------------AAATAA-----------TATCTTCCCTCAGGTATTGCTGGAAAAGATTAATCACTGGTGGCTTTCGTTTTGTCAGCAAATG

droBip1 scf7180000395838:151171-
151331 +

AGCGCAATATTAAACTCAAGGAACTAACCGGCGGCAGCTTGGACAAGCTGGTGAGTGAAAAA-----TAG------------------GAT------------TGA-------ATGA-TATTAAT-----------------------TCCTAA----------------------------------------------------T--AT-TAA------TAC--TATCCTTTTTCAGGTATTGCTGGAAAAGATAAATCACTGGTGGCTGTCATTTTGCCAGCAAATG

droKik1 scf7180000302476:1469294-
1469455 +

AGCGCAATATAAAGCTCAAGGAGCTGACCGGTGGCAGCATGGACAAACTGGTAAGTAGTTGG-----CTA------------------TG---AGTAG--GG-GGA-------ATGCTCTC-GAT-----------------------CCCAAC-------------------------------------------------------AACGAA-----------TA--TCATTGCAGGTCCTGCTGGAGAAGATCAACCACTGGTGGCTGTCGTTCTGCCAGCAGATG

droFic1 scf7180000453215:208144-
208305 +

AGCGTAATATAAAGCTCAAGGAGCTGACTGGCGGCAGCATGGACAAACTAGTAAGTTGGTGC-----TAA------------------GAA--AGTGA--CTTTGT-------GAGATCACCTAA----------------------------C-------------------------------------------------------ACTTAT-----------TATCTCCATGCAGATCCTGCTGGAAAAGATCAACCACTGGTGGCTTTCGTTCTGCCAGCAGATG

droEle1 scf7180000491240:796751-
796914 -

AGCGTAATATAAAGCTCAAGGAGCTCACCGGCGGCAGCATGGACAAACTGGTAAGAAACTGCC--C-ACA------------------GAA--AGTAT--GGATAG-------AAGCTCATTTAA----------------------------C-------------------------------------------------------AAACCC-----------TTTCGCCTTGCAGATCCTGCTGGAGAAGATTAACCACTGGTGGCTCTCGTTCTGCCAGCAGATG

droRho1 scf7180000770177:85089-
85250 -

AGCGTAATATAAAGCTCAAGGAGCTCACCGGCGGCAGCATGGACAAACTGGTAAGTTTCTGC-----CCA------------------GGG--AGCAC--AGATTG-------AAGCTCACTTAA----------------------------C-------------------------------------------------------ACTCCC-----------AATTGTCATGCAGATCCTTTTGGAGAAGATCAATCACTGGTGGCTCTCGTTCTGCCAGCAAATG

droBia1 scf7180000302291:1851985-
1852146 -

AGCGGAATATTAAGCTCAAGGAGCTCACCGGCGGAAGCATGGACAAACTGGTGAGTTTCTGC-----AAA------------------GGA--AGCGA--ACACAG-------AAGCTTACTTAA----------------------------C-------------------------------------------------------AATCTC-----------AATCGCTTTTCAGATTTTGCTGGAAAAGATCAACCACTGGTGGCTTTCGTTCTGCCAGCAGATG

droTak1 scf7180000415088:107691-
107852 +

AGCGCAATATCAAGCTCAAGGAGCTTACCGGCGGCAGCATGGACAAATTGGTGAGTTGCTGC-----CAA------------------GCA--AGAAG--AAACAC-------GGGCCTGCCTAA----------------------------C-------------------------------------------------------ACACTC-----------AATCGCCTTGCAGATTTTGCTGGAAAAGATCAACCACTGGTGGCTTTCGTTCTGCCAGCAAATG

droEug1 scf7180000409474:2825068-
2825224 -

AACGAAATATAAAGCTTAAGGAGCTCACTGGCGGCAGCATGGACAAACTGGTAAGTTACTGC-----CAA------------------AAG--TGTG-----ATAA-------ATGTTTTCTGAA----------------------------C---------------------------------------------------------TGTC-----------AATCCCCTTGCAGATTTTGTTGGAGAAAATCAACCACTGGTGGCTCTCTTTCTGCCAGCAGATG

dm3 chr2R:3992606-3992767 - AGCGCAATATTAAGCTCAAGGAGCTCACCGGCGGTAGCATGGACAAACTGGTAAGTTGCTGT-----TTA------------------AGG--AGCAC--ATTTAA-------AGGTTTACTCGT----------------------------C-------------------------------------------------------AACTTT-----------TATTGTCTTTTAGATTTTGCTGGAAAAGATCAACCACTGGTGGCTCTCGTTCTGCCAACAAATG
droSim2 2r:4815708-4815869 - AGCGCAATATTAAGCTCAAGGAGCTCACCGGCGGCAGCATGGACAAACTGGTAAGTTCCTGT-----TTA------------------CGG--AGTAT--ATTTAA-------AGGGTTACTTGT----------------------------C-------------------------------------------------------AACTTA-----------TATTGTCTTATAGATTTTGCTGGAAAAGATCAACCACTGGTGGCTCTCGTTCTGCCAACAAATG
droSec2 scaffold_1:1636852-1637013

-
AGCGCAATATTAAGCTTAAGGAGCTCACCGGCGGCAGCATGGACAAACTGGTAAGTTCCTGT-----TTA------------------AGG--AGCAC--ATTTAA-------AGGCTTACTTAT----------------------------C-------------------------------------------------------AACTTA-----------TATTGTCTTATAGATTTTGCTGGAAAAGATCAACCACTGGTGGCTCTCGTTCTGCCAACAAATG

droYak3 2L:16649125-16649292 - AGCGCAATATTAAGCTTAAGGAGCTTACTGGCGGCAGCATGGACAAACTGGTATGTTGCTGT-----TTA------------------GAT--AAAA-------AA-------ATG------------------------------------------------------------------------CATAATGCAAGATAAATGAATCTATTC-----------TATTGCCTTTTAGATTTTGCTGGAAAAGATCAACCACTGGTGGCTCTCGTTCTGCCAACAAATG
droEre2 scaffold_4929:18634833-

18634989 +
AGCGCAATATTAAGCTCAAGGAGCTTACCGGCGGCAGCATGGACAAACTGGTATATTGCTGT-----TTA------------------GAT--AGAA-------AA-------AGGCTCACTTAT----------------------------C-------------------------------------------------------TCCTTT-----------TATTGCTTTTTAGATTTTGCTGGAAAAGATTAACCACTGGTGGCTCTCGTTCTGCCAACAAATG
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ID:

dpe_420

Coordinate:

scaffold_0:6908523-6908598 +

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 [Dper\GL24232-in]; CDS [Dper\GL24232-cds]; CDS [Dper\GL24232-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTACCCAAAGAGGGTAGCCAGGAGATTGAAATGAAGGAGTTGTTGTTAACGTGAGTGTAAAGAAGGGAATGAGATCTCTTTTTTGGTTGTATACAGGCAGATCTAATACCCTCCTTTATCCCTCAGGTATGCTGTGGATATCATTGCCTCGACCATCTTTGGCCTGGATGTGGACA

**************************************************.((((.((((((.((((.((.((((((((....((........)))).)))))).)).)))).))))))..)))).**************************************************
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..................................................GTGAGTGTAAAGAAGGGAATGAGA...................................................................................................... 24 0 1 1300.00 1300 1272 12 11 4 0 1

..................................................GTGAGTGTAAAGAAGGGAATGAG....................................................................................................... 23 0 1 338.00 338 321 10 6 1 0 0

..................................................GTGAGTGTAAAGAAGGGAATGA........................................................................................................ 22 0 1 313.00 313 298 6 8 1 0 0

...................................................TGAGTGTAAAGAAGGGAATGAGA...................................................................................................... 23 0 1 249.00 249 232 12 4 1 0 0

..................................................GTGAGTGTAAAGAAGGGAAT.......................................................................................................... 20 0 1 180.00 180 175 3 2 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGT........................................................................................................ 22 1 1 144.00 144 142 2 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAGT...................................................................................................... 24 1 1 142.00 142 136 4 2 0 0 0

.......................................................................................................TAATACCCTCCTTTATCCCTCAGT................................................. 24 1 1 132.00 132 10 91 17 14 0 0

..................................................GTGAGTGTAAAGAAGGGAATG......................................................................................................... 21 0 1 103.00 103 97 3 3 0 0 0

...................................................TGAGTGTAAAGAAGGGAATGAG....................................................................................................... 22 0 1 55.00 55 43 8 2 2 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAGAT..................................................................................................... 25 0 1 47.00 47 46 1 0 0 0 0

.......................................................................................................TAATACCCTCCTTTATCCCTCAG.................................................. 23 0 1 42.00 42 0 38 3 1 0 0

.......................................................TGTAAAGAAGGGAATGAGATCT................................................................................................... 22 0 1 18.00 18 15 3 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAATGA........................................................................................................ 21 0 1 16.00 16 14 1 1 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAGAA..................................................................................................... 25 1 1 12.00 12 12 0 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAGATC.................................................................................................... 26 0 1 10.00 10 10 0 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAATGAGT...................................................................................................... 23 1 1 9.00 9 8 0 1 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGTTT...................................................................................................... 24 3 1 9.00 9 9 0 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAGATCT................................................................................................... 27 0 1 8.00 8 8 0 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGA............................................................................................................ 18 0 1 8.00 8 8 0 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAATGAGAA..................................................................................................... 24 1 1 7.00 7 6 0 1 0 0 0

........................................................................................................AATACCCTCCTTTATCCCTCAGT................................................. 23 1 1 6.00 6 0 6 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATT......................................................................................................... 21 1 1 6.00 6 6 0 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAA....................................................................................................... 23 1 1 6.00 6 6 0 0 0 0 0

.......................................................................................................TAATACCCTCCTTTATCCCTCA................................................... 22 0 1 5.00 5 0 5 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATTT........................................................................................................ 22 2 2 4.50 9 9 0 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAATG......................................................................................................... 20 0 1 4.00 4 3 0 1 0 0 0

........................................................................................................AATACCCTCCTTTATCCCTCAG.................................................. 22 0 1 4.00 4 0 4 0 0 0 0

.....................................................................................................TCTAATACCCTCCTTTATCCCTC.................................................... 23 0 1 3.00 3 0 3 0 0 0 0

........................................................GTAAAGAAGGGAATGAGA...................................................................................................... 18 0 1 3.00 3 3 0 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGTT....................................................................................................... 23 2 1 3.00 3 3 0 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAA........................................................................................................... 19 0 1 3.00 3 3 0 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAAT.......................................................................................................... 19 0 1 3.00 3 2 1 0 0 0 0

...................AGGAGATTGAAATGAAGGAGTTGTT.................................................................................................................................... 25 0 1 3.00 3 0 0 0 0 3 0

..............................................................................................................................GTATGCTGTGGATATCATTGCCT........................... 23 0 1 3.00 3 0 0 0 0 3 0

.......................................................................................................TAATACCCTCCTTTATCCCTC.................................................... 21 0 1 3.00 3 0 3 0 0 0 0

.....................................................AGTGTAAAGAAGGGAATGAGA...................................................................................................... 21 0 1 3.00 3 3 0 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAGAAA.................................................................................................... 26 2 1 3.00 3 3 0 0 0 0 0

.............GTAGCCAGGAGATTGAAATGAAGGA.......................................................................................................................................... 25 0 1 3.00 3 2 1 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAT....................................................................................................... 23 1 1 2.00 2 2 0 0 0 0 0

..........................................................................................................................................................ATCTTTGGCCTGGATGTGGACA 22 0 1 2.00 2 1 0 0 0 0 1

..........................................................................................................................................................ATCTTTGGCCTGGATGTGGAC. 21 0 1 2.00 2 0 0 0 0 2 0

....................................................GAGTGTAAAGAAGGGAATGAGA...................................................................................................... 22 0 1 2.00 2 1 1 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAATGAGAAAA................................................................................................... 26 3 1 2.00 2 2 0 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAGG...................................................................................................... 24 1 1 2.00 2 2 0 0 0 0 0

...............AGCCAGGAGATTGAAATGAAGGA.......................................................................................................................................... 23 0 1 2.00 2 2 0 0 0 0 0

.....................................................................................................TCTAATACCCTCCTTTATCCCT..................................................... 22 0 1 2.00 2 0 1 0 0 1 0

..................................................GTGAGTGTAAAGAAGGGAATGAGC...................................................................................................... 24 1 1 2.00 2 1 0 0 1 0 0

........................................................................................................AATACCCTCCTTTATCCCTCAGG................................................. 23 0 1 1.00 1 0 1 0 0 0 0

....................................................................................................ATCTAATACCCTCCTTTATCCCTC.................................................... 24 0 1 1.00 1 0 0 1 0 0 0

........................................................GTAAAGAAGGGAATGAGATCT................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

................................................................................................................................................TGCCTCGACCATCTTTGGCCTG.......... 22 0 1 1.00 1 0 0 0 0 1 0

............................................................................TCTTTTTTGGTTGTATACAGGC.............................................................................. 22 0 1 1.00 1 0 1 0 0 0 0

...........GGGTAGCCAGGAGATTGAAATGAAGG........................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0

.............................................................................................................................................CATTGCCTCGACCATCTTTGGC............. 22 0 1 1.00 1 0 1 0 0 0 0

.....CAAAGAGGGTAGCCAGGAG........................................................................................................................................................ 19 0 1 1.00 1 0 1 0 0 0 0

.........GAGGGTAGCCAGGAGATTGA................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................TCTAATACCCTCCTTTATCCC...................................................... 21 0 1 1.00 1 0 1 0 0 0 0

......................................................GTGTAAAGAAGGGAATGAG....................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

...............AGCCAGGAGATTGAAATGAAGGAGTT....................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

.............GTAGCCAGGAGATTGAAATGAAGGAGTT....................................................................................................................................... 28 0 1 1.00 1 0 0 0 0 1 0

......................................................................................................CTAATACCCTCCTTTATCCCTCAG.................................................. 24 0 1 1.00 1 0 1 0 0 0 0

.....CAAAGAGGGTAGCCAGGAGATTGA................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

.......................................................TGTAAAGAAGGGAATGAGATC.................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................................TAATACCCTCCTTTATCCCTCCTT................................................. 24 3 1 1.00 1 0 0 0 1 0 0

...................................................TGAGTGTAAAGAAGGGAATGT........................................................................................................ 21 1 1 1.00 1 1 0 0 0 0 0

..............................................................................................................................GTATGCTGTGGATATCATTGCCC........................... 23 1 1 1.00 1 0 0 0 0 1 0

..................................................GTGAGTGTAAAGAAGGGAATGATT...................................................................................................... 24 2 1 1.00 1 1 0 0 0 0 0

.............GTAGCCAGGAGATTGAAATGAAG............................................................................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGC........................................................................................................ 22 1 1 1.00 1 1 0 0 0 0 0

............................AAATGAAGGAGTTGTTGTTAAC.............................................................................................................................. 22 0 1 1.00 1 0 0 0 0 1 0

.......................GATTGAAATGAAGGAGTTGTTGTT................................................................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0

............................................................................TCTTTTTTGGTTGTATACAGG............................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

...................AGGAGATTGAAATGAAGGAGTTGTC.................................................................................................................................... 25 1 1 1.00 1 0 0 0 0 1 0

.............GTAGCCAGGAGATTGAAATGAAGGAGT........................................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0

....................GGAGATTGAAATGAAGGAGTT....................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0

............GGTAGCCAGGAGATTGAAATGAAGG........................................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0

........................................................................................................AATACCCTCCTTTATCCCTCAGTA................................................ 24 2 1 1.00 1 0 1 0 0 0 0

.............GTAGCCAGGAGATTGAAATG............................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

........................................................GTAAAGAAGGGAATGAGATC.................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAATGAGATCC................................................................................................... 26 1 1 1.00 1 1 0 0 0 0 0

......................................................................................................CTAATACCCTCCTTTATCCCTCAGT................................................. 25 1 1 1.00 1 0 0 0 0 0 1

...................................................TGAGTGTAAAGAAGGGAATGAT....................................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0

.......................................................................................................TAATACCCTCCTTTATCCCTCAGC................................................. 24 1 1 1.00 1 0 1 0 0 0 0

.............GTAGCCAGGAGATTGAAATGAA............................................................................................................................................. 22 0 1 1.00 1 1 0 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAATGAGATCT................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAATGAGAAA.................................................................................................... 25 2 1 1.00 1 1 0 0 0 0 0

.......................................................................................................TAATACCCTCCTTTATCCCTCAGTA................................................ 25 2 1 1.00 1 0 1 0 0 0 0

.....................................................................................................TCTAATACCCTCCTTTATCC....................................................... 20 0 1 1.00 1 0 0 0 1 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAGATT.................................................................................................... 26 1 1 1.00 1 1 0 0 0 0 0

.......................................................................................................TAATACCCTCCTTTATCCC...................................................... 19 0 1 1.00 1 0 1 0 0 0 0

......................................................GTGTAAAGAAGGGAATGAGAT..................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAATGAA....................................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0

..................................................GTGAGTGTAAAGAAGGGAATGAGATA.................................................................................................... 26 1 1 1.00 1 1 0 0 0 0 0

............................................................................................................................................................CTTTGGCCTGGATGTGGACA 20 0 1 1.00 1 0 1 0 0 0 0

.......................................................................................................TAATACCCTCCTTTATCCCTCAGG................................................. 24 0 1 1.00 1 0 1 0 0 0 0

...................................................TGAGTGTAAAGAAGGGAATTT........................................................................................................ 21 2 2 0.50 1 1 0 0 0 0 0

Anti-sense strand reads

AATGGGTTTCTCCCATCGGTCCTCTAACTTTACTTCCTCAACAACAATTGCACTCACATTTCTTCCCTTACTCTAGAGAAAAAACCAACATATGTCCGTCTAGATTATGGGAGGAAATAGGGAGTCCATACGACACCTATAGTAACGGAGCTGGTAGAAACCGGACCTACACCTGT

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

Species Coordinate ID Alignment
droPer2 scaffold_0:6908473-6908648

+
dpe_420 TTACCCAAAGAG---GGTAG-CCAGGAGATTGAAATG-AAGGAGTTGTTGTTAACGTGAGTGTAAAGAAGG-------------------------------------------GAATGAG--------AT-----------------------------------------------------------------CTCTTTTTTGGTTGTATACAGG-----------CAGATCTAATACC------------CTCCTT--------------------------------------------------------------T--ATCCCTCAGGTATGCTGTGGATATCATTGCCTCGACCATCTTTGGCCTGGATGTGGACA

dp5 2:13541116-13541291 - TTACCCAAAGAG---GGTAG-CCAGGAGATTGAAATG-AAGGAGTTGTTGTTAACGTGAGTCTAAAGAAGG-------------------------------------------GAATAAG--------AT-----------------------------------------------------------------CTCTTTTTGGGTTGTATACAGG-----------CAGATCTAATGCC------------CTCCTT--------------------------------------------------------------T--ATCCCTCAGGTATGCTGTGGATATCATTGCCTCGACCATCTTTGGCCTGGATGTGGACA
droWil2 scf2_1100000004921:1996138-

1996302 +
TTGCCACAGGAA---GGTAG-CAAGGAGATTGACATT-AAGCAATTATTAACCACGTGAGTTGTCCAG----------------------------------------------GAATTCA--------ATCTATTGAATTTGTTTGC---------------------------------------------------------------A------------------------------------------------------------------------TTCCGAATAT-----------------------TATTCTG--TTTTTCAGCTATGCCATTGACATCATAGGTTCGACCATTTTTGGCCTGGACGTGGATA

droVir3 scaffold_12822:3647853-
3648029 +

ATACAGCAGTCG---GGCAC-TGTGGAAATCGATGTA-AAGAACTTGATGTCATGGTAGGTTAGCAGT-----------------------------------------------------CGACT---------TTG------------------------------------------------------------------CAGTGGAGT--ATTTCATGCTTAGACAAATTTC--TCCCCTTCTC--------------------------------------------------------------------CGTTTGC--ACTTTTAGCTTTGTGATTGACATTATTGCCTCGACCATATTTGGCCTGGATGTGGACA

droMoj3 scaffold_6540:16962620-
16962783 +

CTACAGCAGTCA---GGCGC-AACTGAAATCGATATG-AAGAATTTAATGGCATGGTAAGCAACTGTT-------------------------------------------------TGTGC---------------------------------------------------------------------------ATTACCTTAGCT----TCATG-----------AAGATCCTTCATT------------TCCCCA--------------------------------------------------------------T--TGCTTTCAGCTATGGTATTGATATCATTGCCTCCACTATACTTGGTTTGGATGTGGACA

droGri2 scaffold_14906:1255381-
1255552 +

ATGCAGCGGTCA---GGCAC-TGTAGAAGTCGATATG-AAGAATTTGATGTCATCGTAAGCAATTTTT----------------------------------------------GAAA---ATACACACATTTACTGGATATATATGT----------------------------------------------------------------------------------------ATTTTCCCGCCTT--------------------------------------------------------------------GAACTGT--TTTTTCAGCTATGCTATTGATATTATTGCCTCGACGATATTTGGCCTAGATGTGGACA

droAna3 scaffold_13340:20621150-
20621307 -

GTTCCAAAAACA---GGAAG-CATAGAGTTGGAGATG-AAGGCCTGGATGTCCACGTAAGTCGTGGCA-----------------------------------------------------A---------------------------------------------------------------------------TCTTCTTCAGCTCCAA--AATT-----------AATCCTAATA--------------CTACTT--------------------------------------------------------------T----ATCGTAGATATGCCATCGATATCATAGCCTCAACCATTTTTGGACTTGAAGTGGACA

droBip1 scf7180000396413:1781985-
1782139 +

CTGCCCCAATCG---GGCAG-CAAGGAAGTGGAAATA-AAGGAACTTTTTGCCACGTGAGTCAATGAA----------------------------------------------------G--------AT-----------------------------------------------------------------CTTTTC--AAG----------------ATTGGA-------------------------------------------------------ACCCAAAAA------------------------CACTCGT--CCTCCTAGGTATGCTGTTGACATCATTGGCTCGACCATTTTCGGCCTGGATGTGGACA

droKik1 scf7180000302634:848696-
848902 -

GAATGTGAGCAGTCCGGGGG-CAAGGAATTGGACATG-AAGAGCGTCATGACAACGTGAGTTGGCGGA-----------------------------------------------------AAACC--------------------------------------------------------------------------------------------------------------TTGATT------------CTCTCAGTGCACCCTGGAAATTTGTTTATCTCTGGAACGTAAATTTCAATTATATTTGGTTTTTATTCGTTCCTCCCTAGTTACGCGATTGATATAGTTGCCTCGACTATTTTTGGCCTGGAGGTAGACA

droFic1 scf7180000454055:301018-
301117 -

CTCCCAGAACAA---GGTTT-CAAGGAGGTGGATCTC-AAGAAAGTGATGCAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACTATGCCATCGATATAATTGCTTCGACTATTTTTGGTTTGGATGTGAATA

droEle1 scf7180000491047:1311598-
1311853 -

CTACCTGAGACA---GGCAT-CAAAGAGCTGGATATC-AAGAGTCTAACGTCAACGTAGGTTAAAAACTTCGAGTGAAATATAGAAAATATAAGGGTTTTATCAAACGTTTAAGACCATTA--------AACCATTTCAAATGCTTGCATCTCTCGCTATAACTGCTGACCTTACCAGAGAAAAAACGAATAAGCTCAATTTTT-----------------------------------------------------------------------------------------------------------------TATTCCT--ACTCCCAGCTATGCTATTGATATTATTGCCTCGACTATTTTCGGCCTTGATGTTGATA

droRho1 scf7180000777285:97121-
97220 -

CTACCGGAACAA---GGTTC-CGAGGAGGTGGATCTG-AAGAAAGTAATGCAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTATGCCATCGACATCATTGCCTCGACCATTTTCGGCTTGGACGTGAACA

droBia1 scf7180000302402:5187575-
5187674 -

CTGCCAGAGAAG---GATTT-CGAGGAGGTGGATCTC-AAGAAGGTGATGCAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTACGCTATCGACATTATTGCCTCGACCATCTTTGGCTTGGACGTAAACA

droTak1 scf7180000415380:737526-
737698 +

TCCC-CCAGGGG---GGCAA-CAAGGAGGTGGACATC-AAGAAACTAATGTCAACGTAAGTTATTGGA-----------------------------------------------------ATATTAATATTAATCCGAAGAGAAAGA----------------------------------------------------------------------------------------TTATAACGATCTTCATTTCTTCTT--------------------------------------------------------------A--ATCCGCCAGATATGCCATCGATATCATTGGCACGACTATTTTTGGACTTAATGTCGATA

droEug1 scf7180000409802:95316-
95512 -

TTGCCTGAGACG---GGCAG-CAAGGAG-TTGATATC-AAGAGTCTAATGTCAACGTAAGTCAAAGGATTAAAAGGA-------------------------------------TAACAAA-------------------GTTTTTATACCTCCTTTAATAGTTGCTGAACTTATA--------------------------------T----T---A-----------AATAACTAATATT------------CT-------------------------------------------------------------AATTCCA--ACCCGTAGATATGCCATCGATATTATTGCCACAAGCATTTTTGGCCTTGACGTTGATA

dm3 chr2R:4452853-4452974 - TGCCATGGACAA---GGCGGTGAAGGAGGCCAAAGTGGAGGAGGGTAATGTGGAGATTAAGGATC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TC--TGTGCCCGGTTTACCACGGATGTCATCGGATCGTGCGCCTTCGGGTTGGAGTGCAACA

droSim2 3r:18049870-18049969 + CTGCCGGAGGAG---GGCTT-CAAGGAGGTGGACATG-AAGAAAGTGATGCAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACTATGCCATTGACATCATAGCCTCGACTATCTTTGGCTTGGATGTGAATA
droSec2 scaffold_0:12159106-

12159159 -
TT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGATACGCCATCGACATTATTGCCACGACTATTTTTGGACTAGATGTAGATA

droYak3 3R:19375236-19375335 + CTGCCGGAGGAG---GGCTT-CAAGGAGGTGGATGTA-AAGAAAGTGATGCAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACTATGCCATTGATATCATAGCCTCCACTATCTTTGGCTTGGATGTGAACA
droEre2 scaffold_4820:9551561-

9551660 -
CTGCCGGAGGAG---GGCTT-CAAGGAGGTGGATATG-AAGAAAGTGATGCAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACTATGCCATTGATATAATAGCCTCGACTATCTTTGGCTTGGATGTAAATA
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dper\GL12970-in]; CDS [Dper\GL12970-cds]; CDS [Dper\GL12970-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AAGCTGCGGGACGCCGGCTGCCATGCCGTCCTCTTCCTGAACATACCCAGGTGCGAAAGGAGAATGAGCTATAGATTTTGTTCGATGAGGCGATCTAAACACTTTCCCTTTCCGCAGCTATGGCGGCGGCACCCACCCGTGGAACGACTCGTTCGGGGCGACGAAGC
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..................................................GTGCGAAAGGAGAATGAGCTAT............................................................................................... 22 0 1 781.00 781 312 380 84 5 0 0

..................................................GTGCGAAAGGAGAATGAGCTATAG............................................................................................. 24 0 1 353.00 353 223 38 88 4 0 0

..................................................GTGCGAAAGGAGAATGAGCTATAGA............................................................................................ 25 0 1 217.00 217 124 61 28 3 1 0

..................................................GTGCGAAAGGAGAATGAGCTATA.............................................................................................. 23 0 1 178.00 178 107 40 28 2 0 1

..................................................GTGCGAAAGGAGAATGAGCTA................................................................................................ 21 0 1 131.00 131 56 63 11 1 0 0

...............................................................................................TAAACACTTTCCCTTTCCGCAGT................................................. 23 1 1 114.00 114 60 15 22 14 3 0

...............................................................................................TAAACACTTTCCCTTTCCGCAG.................................................. 22 0 1 92.00 92 14 3 8 61 5 1

..................................................GTGCGAAAGGAGAATGAGCT................................................................................................. 20 0 1 43.00 43 14 26 3 0 0 0

...............................................................................................TAAACACTTTCCCTTTCCGCA................................................... 21 0 1 11.00 11 2 0 0 9 0 0

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

..................................................GTGCGAAAGGAGAATGAGCTATAGT............................................................................................ 25 1 1 6.00 6 4 1 1 0 0 0

..................................................GTGCGAAAGGAGAATGAGCTATT.............................................................................................. 23 1 1 6.00 6 3 3 0 0 0 0

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

..................................................GTGCGAAAGGAGAATGAGCTATAA............................................................................................. 24 1 1 4.00 4 4 0 0 0 0 0

..................................................GTGCGAAAGGAGAATGAGCTATAGAA........................................................................................... 26 1 1 4.00 4 3 1 0 0 0 0

...................................................TGCGAAAGGAGAATGAGCTATAGA............................................................................................ 24 0 1 4.00 4 2 2 0 0 0 0

...............................................................................................TAAACACTTTCCCTTTCCGC.................................................... 20 0 1 3.00 3 0 0 0 3 0 0

..................................................GTGCGAAAGGAGAATGAGCTAC............................................................................................... 22 1 1 3.00 3 3 0 0 0 0 0

................................................................................................AAACACTTTCCCTTTCCGCAG.................................................. 21 0 1 3.00 3 0 0 0 3 0 0

..................................................GTGCGAAAGGAGAATGAGCTATAC............................................................................................. 24 1 1 2.00 2 2 0 0 0 0 0

................................................................................................AAACACTTTCCCTTTCCGCAGT................................................. 22 1 1 2.00 2 1 0 0 1 0 0

..................................................GTGCGAAAGGAGAATGAGCTT................................................................................................ 21 1 1 2.00 2 1 1 0 0 0 0

..................................................GTGCGAAAGGAGAATGAG................................................................................................... 18 0 1 2.00 2 1 1 0 0 0 0

...........................................................................TTTTGTTCGATGAGGCGATC........................................................................ 20 0 1 2.00 2 2 0 0 0 0 0

...............................................................................................TAAACACTTTCCCTTTCCGCAAT................................................. 23 2 1 1.00 1 0 0 0 1 0 0

..................................................GTGCGAAAGGAGAATGAGCTATAGAAA.......................................................................................... 27 2 1 1.00 1 1 0 0 0 0 0

..................................................GTGCGAAAGGAGAATGAGCTATAT............................................................................................. 24 1 1 1.00 1 1 0 0 0 0 0

..................................................GTGCGAAAGGAGAATGAGCTATC.............................................................................................. 23 1 1 1.00 1 1 0 0 0 0 0

..................................................GTGCGAAAGGAGAATGAGCTAG............................................................................................... 22 1 1 1.00 1 0 0 1 0 0 0

...........................................................................TTTTGTTCGATGAGGCGAT......................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

...................................................TGCGAAAGGAGAATGAGCT................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0

...................................................TGCGAAAGGAGAATGAGCTATAA............................................................................................. 23 1 1 1.00 1 0 0 0 1 0 0

...............................................................................................TAAACACTTTCCCTTTCCGCAGTA................................................ 24 2 1 1.00 1 0 0 0 1 0 0

Anti-sense strand reads

TTCGACGCCCTGCGGCCGACGGTACGGCAGGAGAAGGACTTGTATGGGTCCACGCTTTCCTCTTACTCGATATCTAAAACAAGCTACTCCGCTAGATTTGTGAAAGGGAAAGGCGTCGATACCGCCGCCGTGGGTGGGCACCTTGCTGAGCAAGCCCCGCTGCTTCG
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_13:375028-375194

-
dpe_736 AAGCTGCGGGACGCCGGCTGCCATGCCGTCCTCTTCCTGAACATACCCAGGTGCGAAAGG-------------AG-AATGAGCTATAGATTTTGTTCGATGAGGCGAT----------------------------------------------------------------------------------------------------------------CTAA--AC---ACTTT------------------------------------------------------------------------------------------------CCC-TTTCCGCAGCTATGGCGGCGGCACCCACCCGTGGAAC------------GACTCGTTCGGGGCGACGAAGC

dp5 XL_group1e:8192180-8192346
+

dps_2749 AAGCTGCGGGACGCCGGCTGCCATGCCGTCCTCTTCCTGAACATACCCAGGTGCGAAAGG-------------AG-AATGAGCTATAGATGGTGTTCGATTAGGCGAT----------------------------------------------------------------------------------------------------------------CTAA--AC---ACTTT------------------------------------------------------------------------------------------------CCC-TTTCCGCAGCTATGGCGGCGGCACCCACCCGTGGAAC------------GACTCGTTCGGGGCGACGAAGC

droWil2 scf2_1100000004963:750366-
750553 -

AAACTGCGCGATGCCGGCTGTCATGCCGTACTCTTTCTCAACATACCCAGGTGAGAGAAA-------------T-----------------------------------------------------ATCGATTAAATTGAAATGAAGATTAAGTGGTAGTAGGAAGTAATT------------------------------------------GCATCGACTA--ATCAAC------------------------------------------------------------------------------TAT-----------------C-TAA-ATCCCACAGCTATAGCGGAGGCACTCATCCCTGGAAC------------GACTCCTTTAGCCAATCAAAGC

droVir3 scaffold_12726:2811755-
2811910 +

AAGCTACGCGATGCCGGCTGCCATGCTGTACTCTTTCTCAACATACCAAGGTGAGTTTTC------------------------------------------------------------------------------------------------------------------TT---------C----------------------------------------------------CCTCTCGCTCTTAC------AATAGA-T-TGCTA-------------------------------------ACAT-----------------T-TGT-CATCCACAGCTATGGCGGCGGCACACATCCCTGGAAC------------GACTCTTTTGGTCAGACTAAGC

droMoj3 scaffold_6473:5674512-
5674669 -

AAGCTCCGCGATGCCGGCTGCCATGCCGTCCTCTTTCTCAACATACCCAGGTAGGGCGAG-------------CC---------------------------------------A--CT-------------------------------------------------------GT---------C----------------------------------------------------TGTCTAGCTCCATC------ATTTGC-T-----GACT------------------------------------GA-----------------T-TGC-CATCCACAGCTATGGCGGCGGCACACATCCCTGGAAC------------GACTCCTTTGGCCAGACGAAGC

droGri2 scaffold_15203:6409733-
6409893 +

AAGCTGCGCGACGCCGGCTGCCATGCCGTCCTCTTTCTCAACATACCCAGGTGAGCCAAC-------------AC------------------------------TGTTAACC--------------------------------------------------------------------------------------------------------------------AGC--CGCT---------------CA--TATTTATTAGTTC---------------------------------T----GACCA-----------------A-ATAC-ACTTGTAGCTATGGGGGCGGCACACATCCGTGGAAC------------GACTCGCACGGTCCGACGAAGC

droAna3 scaffold_13047:734629-
734782 +

AAGCTTCGCGACGCCGGCTGCCATGCCGTCCTCTTCCTGAACATCCCCAGGTGAGGGATT------------------------------------------------------------------------------------------------------------------GC---------T-------------TCTCCAC------------------------------------------TACC------AAGAGA-GGTACTA-------------------------------------ACCA-----------------T-CTC-CCCCCACAGCTATGGCGGCGGCACCCATCCGTGGAAC------------GACTCCTTCGGTTCCACGAAGC

droBip1 scf7180000396431:522461-
522614 +

AAGCTGCGCGACGCCGGCTGCCACGCCGTCCTGTTCCTGAACATACCCAGGTAAGGGATT------------------------------------------------------------------------------------------------------------------CC---------T-------------CCTCTTT----------------------------------------TCTCA---------CAGG-GGCAGTAA------------------------------------CCAT-----------------C-TTC-CTCCCTCAGCTATGGCGGCGGCACCCATCCGTGGAAC------------GACTCATTCGGCTCCACGAAGC

droKik1 scf7180000302698:162585-
162802 -

AAGCTACGGGATGCTGGCTGCCATGCGGTGCTCTTCCTGAACATTCCCAGGTGGGTAGAT-------------GGGC-CT-------------------------------TTCC--T--------------------------------------------------------TT---------C----------------------------------------------------AATCTAGCTTTTAA------ATTAGT-T-----AATTATTAGCTAAAATTTAGCTAAAATTATTAGTAAAAATATATAATAATTCATAAATAACCCT-ATTCTTTAGCTATGGCGGCGGCACTCATCCTTGGAAC------------GACTCCTTTGGCTCTGCCAAGC

droFic1 scf7180000453800:1984898-
1985077 +

GAGTTGCCACCCGTCG------ATGGCATAATCATCTTGAATATTTTGAGGTAAGTGGAACATAAAG-----------------------------------------------AT---GCA-----------------------------------------------ATTATATAGGTTT-AAT-------------AATTCGT-----TATCCAAATTAAA--AT---GGTT----------------------------------T-----------------------------------------TA-----------------A-TCAT-TTTTTCAGCTGGGGAAGTGGAGCCAATCCCTGGGGTCCGGACAAGGACGACCAGT------TCTCTACGC

droEle1 scf7180000491008:102791-
102978 +

GAATTGCCACCCGTCGA------TGGTATCATCATCTTGAATATTTTGAGGTAAGCTGGC-------------AG-AAAA-------------------------------CCTA--CTGCTTGA-----------------------------------------------TTGTTT-TTATATTGTTG--------------------------------------------------------TGAATA----------------------------------TTTTGTTTGGATCATTAA----AACCT-----------------ATAAC-ACTTTCCAGCTGGGGCAGCGGTGCCAATCCCTGGGGTCCCGACAAGGACGACCAGT------TCTCCACGC

droRho1 scf7180000779169:97157-
97345 -

CGTCGATGGGA-----------------TTATCATCTTGAACATTTTAAGGTAAGCTAAG-------------AAGA-AA-------------------------------TTGA--TTGCTATT-----------------------------------------------TTGTTTGTTATATTATTTTGTATTACTTTATGATTATGAATAA-ACA-TTAAAAAC---AT-----------------------------------------------------------------------------TAT-----------------T-ACC-CTTTTCCAGCTGGGGCAGCGGTGCCAATCCCTGGGGTCCCGACAAGGACGATCAGT------TCTCCACGC

droBia1 scf7180000301760:2644076-
2644253 +

AAGCTCCGCGACGCCGGCTGCCATGCCGTCCTCTTCCTCAACATTCCCAGGTGAGTTCCG-------------GAGA-CC-------------------------------T--GTGGGGATATACCACCGATCATAC------------------------------------------------------------------CA-----ATAGCATATCCCA--AC---TTTT---------------------------------------------------------------------------CCC-----------------C-TCAT-CCCCGCAGCTATGGCGGCGGCACCCATCCGTGGAAC------------GACTCCTTCGGCGCCTCAAAGC

droTak1 scf7180000415169:1005755-
1005827 -

CACTTTT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCC-----------------T-TTAT-TCCTGCAGCTATGGCGGTGGCACCCACCCGTGGAAC------------GACTCCTTTGGCGCCTCGAAGC

droEug1 scf7180000408176:353721-
353888 +

AAGCTACGCGATGCCGGCTGCCATGCCGTCCTCTTCCTCAACATTCCCAGGTGAGCTGCA-------------CG-----------------------ATTTGG-----------------------------------------------------------------------T-------TTTCCC------------------ATGAATAC-CAT-TTAA--TC-AAC--TTC--------------------------------CTA--------------------------------------TTC-----------------ATCTT-ATTCTATAGTTATGGCGGTGGCACTCACCCTTGGAAC------------GATTCCTTTGGCGCCTCGAAGC

dm3 chrX:8915275-8915441 + AAATTACGCGATGCCGGCTGCCATGCCGTGCTCTTCCTAAACATTCCCAGGTGAGTCGAA-------------GC------------------------------ATTTCATC--------------------------------------------------------------------------------------------------------------------AAC--GATT--------TAAATGACATATATTTGC-A--AC---------------------------------T----AACAC-----------------A-TTAT-CTTTGCAGCTATGGCGGTGGCACCCATCCATGGAAC------------GACTCCTTTGGCGCCTCCAAGC
droSim2 x:8463732-8463889 + AAACTGCGCGATGCCGGCTGCCATGCCGTGCTCTTCCTAAACATTCCCAGGTGGGTACCAACTTAAAATCGAA-------------------------------------------------------------------------------------------------G---------------------------------------------------------------------------TAAGTG------ATTTCA-A--AC---------------------------------T----AACTC-----------------A-TTAT-CCTTGCAGCTATGGCGGTGGCACCCATCCATGGAAC------------GACTCCTTTGGCGCCTCCAAGC
droSec2 scaffold_34:277805-277966

+
AAACTGCGCGATGCCGGCTGCCATGCCGTGCTCTTCCTAAACATTCCCAGGTGGGTCCCAACTTAAAATCGAA-------------------------------------------------------------------------------------------------G---------------------------------------------------------------------------AAAGTGATA--TATTTCC-A--AC---------------------------------T----AATTC-----------------A-TTAT-CCCTGCAGCTATGGCGGTGGCACCCATCCATGGAAC------------GACTCCTTTGGCGCCTCCAAGC

droYak3 X:12397573-12397734 - AAACTGCGCGACGCCGGCTGCCATGCCGTCCTCTTCCTCAACATTCCCAGGTGGGTGGCAATGTTAATACATT-------------------------------------------------------------------------------------------------T---------------------------------------------------------------------------TCAGTGGCA--CATTTAC-A--GC---------------------------------T----TGGAC-----------------A-TTAT-GCTTGCAGCTATGGCGGTGGCACCCATCCGTGGAAC------------GACTCCTTTGGCGCCTCCAAGC
droEre2 scaffold_4690:6198367-

6198529 -
AAACTGCGCGACGCCGGCTGCCATGCCGTGCTCTTCCTCAACATTCCCAGGTGGGTTCAA-------------GC------------------------------GATTTA-------------------------A-------GACG----------------------------------------------------------------------------------------TT--------TAAGTGGCA--TATTTAC-A--GC---------------------------------G----AAGCC-----------------C-TTAT-CCTTGCAGCTATGGCGGCGGCACCCATCCATGGAAC------------GACTCATTTGGCGCCTCCAAGC
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GAGCTACAATGATGACGTGGGCCCGCCGAGTCATCGGAGACGTTTGGATGGTATGTTTGGCCCCGAAACTTAATGCAGGATTACGTTTCTCATGCAAGTCTCTGACCAAACAACAGGTCGACATAACGAGAATGCTGATATGGATATTAGCGGAGATTCGACGCCC
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..............................................................................................CAAGTCTCTGACCAAACAACAG.................................................. 22 0 1 1353.00 1353 661 491 92 85 21 3

..............................................................................................CAAGTCTCTGACCAAACAACA................................................... 21 0 1 206.00 206 157 21 15 10 3 0

...............................................................................................AAGTCTCTGACCAAACAACAG.................................................. 21 0 1 58.00 58 55 1 1 1 0 0

..............................................................................................CAAGTCTCTGACCAAACAAC.................................................... 20 0 1 28.00 28 17 6 0 5 0 0

..............................................................................................CAAGTCTCTGACCAAACAACAGA................................................. 23 1 1 24.00 24 3 19 1 0 1 0

..............................................................................................CAAGTCTCTGACCAAACAACAGT................................................. 23 1 1 19.00 19 7 5 2 3 2 0

...............................................................................................AAGTCTCTGACCAAACAACA................................................... 20 0 1 13.00 13 13 0 0 0 0 0

..................................................GTATGTTTGGCCCCGAAACTTAATGCA......................................................................................... 27 0 1 10.00 10 3 1 2 4 0 0

..................................................GTATGTTTGGCCCCGAAACT................................................................................................ 20 0 1 9.00 9 0 0 6 2 0 1

..............................................................................................CAAGTCTCTGACCAAACAACAC.................................................. 22 1 1 7.00 7 1 6 0 0 0 0

..................................................GTATGTTTGGCCCCGAAAC................................................................................................. 19 0 1 7.00 7 5 0 1 0 0 1

..................................................GTATGTTTGGCCCCGAAACTT............................................................................................... 21 0 1 7.00 7 3 1 0 1 0 2

..............................................................................................CAAGTCTCTGACCAAACAACAA.................................................. 22 1 1 4.00 4 4 0 0 0 0 0

..................................................GTATGTTTGGCCCCGAAACTTA.............................................................................................. 22 0 1 3.00 3 3 0 0 0 0 0

..............................................................................................CAAGTCTCTGACCAAACAACAGC................................................. 23 1 1 3.00 3 0 3 0 0 0 0

..............................................................................................CAAGTCTCTGACCAAACAACAGG................................................. 23 0 1 3.00 3 1 2 0 0 0 0

..............................................................................................CAAGTCTCTGACCAAACAA..................................................... 19 0 1 3.00 3 3 0 0 0 0 0

................................................................................................AGTCTCTGACCAAACAACAG.................................................. 20 0 1 3.00 3 3 0 0 0 0 0

..................................................GTATGTTTGGCCCCGAAACTTAATG........................................................................................... 25 0 1 2.00 2 2 0 0 0 0 0

..............................................................................................CAAGTCTCTGACCAAACAACT................................................... 21 1 1 2.00 2 0 2 0 0 0 0

...............................................................................................AAGTCTCTGACCAAACAACAGA................................................. 22 1 1 2.00 2 1 1 0 0 0 0

.......................................................TTTGGCCCCGAAACTTAATGCA......................................................................................... 22 0 1 2.00 2 0 0 1 1 0 0

.......................................................................................TCTCATGCAAGTCTCTGACCA.......................................................... 21 0 1 2.00 2 0 2 0 0 0 0

..............................................................................................CAAGTCTCTGACCAAACAACAAA................................................. 23 2 1 1.00 1 1 0 0 0 0 0

...............................................................................................AAGTCTCTGACCAAACAACAGGTAT.............................................. 25 2 1 1.00 1 1 0 0 0 0 0

...................................................TATGTTTGGCCCCGAAACTTAATG........................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................GTCTCTGACCAAACAACAG.................................................. 19 0 1 1.00 1 1 0 0 0 0 0

...................................................TATGTTTGGCCCCGAAACTTAAT............................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................AAGTCTCTGACCAAACAACAGT................................................. 22 1 1 1.00 1 0 0 1 0 0 0

.............GACGTGGGCCCGCCGAGT....................................................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0

..................................................GTATGTTTGGCCCCGAAA.................................................................................................. 18 0 1 1.00 1 1 0 0 0 0 0

..............................................................................................CAAGTCTCTGACCAAACAACG................................................... 21 1 1 1.00 1 0 1 0 0 0 0

..................................................GTATGTTTGGCCCCGAAAA................................................................................................. 19 1 1 1.00 1 0 0 0 1 0 0

..............................................................................................CAAGTCTCTGACCAAACAACAGAA................................................ 24 2 1 1.00 1 1 0 0 0 0 0

.......................................................TTTGGCCCCGAAACTTAATG........................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0

..................................................GTATGTTTGGCCCCGAAACTTAAT............................................................................................ 24 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................AAGTCTCTGACCAAACAA..................................................... 18 0 1 1.00 1 1 0 0 0 0 0

.........................................................................................TCATGCAAGTCTCTGACC........................................................... 18 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................CAAGTCTCTGACCAAACAACAT.................................................. 22 1 1 1.00 1 1 0 0 0 0 0

.............................................................................................GCAAGTCTCTGACCAAACAACAG.................................................. 23 0 1 1.00 1 1 0 0 0 0 0

..................................................GTATGTTTGGCCCCGATT.................................................................................................. 18 2 5 0.20 1 0 0 1 0 0 0

Anti-sense strand reads

CTCGATGTTACTACTGCACCCGGGCGGCTCAGTAGCCTCTGCAAACCTACCATACAAACCGGGGCTTTGAATTACGTCCTAATGCAAAGAGTACGTTCAGAGACTGGTTTGTTGTCCAGCTGTATTGCTCTTACGACTATACCTATAATCGCCTCTAAGCTGCGGG
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_30:84744-84910 + dpe_66 GAGCTACAATGATGACGTGGGCCCGCCGAGTCATCGGAGACGTTTGGATGGTATGTTTGG----CCCCG-----------------A--------AA---------------------------------------------------------------CTTAATGC-AGGATTACGTTTCTCATG-CAAGTC------------T----------CTGAC------------C-----AAACAACAGGTCGACATAACGAGAATGCTGATATGGATATTAGCGGAGATTCGACGCCCA
dp5 XL_group1e:1111192-1111358

-
dps_2613 GAGCTACAATGATGACGTGGGCCCGCCAAGTCATCGGAGACGTTTGGATGGTATGTTTGG----CCCCG-----------------A--------AA---------------------------------------------------------------CTTAATGC-AGGATTACGTTTCTCATG-CAAGTC------------T----------CTGAC------------C-----AAACAACAGGTCGACATAACGAGAATGCTGATATGGATATTAGCGGAGATTCGACGCCCA

droWil2 scf2_1100000004909:3951869-
3952035 +

GAATTATAATGATGATGGTGGTCCGCCTAGTCATCGAAGGCGTGTAGATGGTAACTAAGATGA-------TTACATTTGGGCTACA---------------------------------------------------------------TTTATGCTA------------------------------------ATTGT-----ATT----------CC------CGTTC------TGTTTCCTGTTAGGTCGACATAACGATAATGCAGATATGGATATCAGTGGCGATTCCACGCCCA

droVir3 scaffold_12970:9692046-
9692208 -

GAATTATGACAACGATGGCGGTCCGCCCAGCCATCGAAGGCGTTTGGATGGTAAGTAGCA------T-----CTGCAG----------------------------------------------C-----A----------------CGTCT--AACA------------------------------------GTTGA-----TCTACCATACTCACA------TAATT----------CTTATGCAGGTCGACATAACGATAATGCTGATATGGACATCAGCGGCGACTCAACGCCCA

droMoj3 scaffold_6473:11876601-
11876775 +

GAACTACGAAAATGATGGCGGGCCGCCCAGCCATCGAAGGCGATTGGATGGTGAGTGGCA------T------TGAAGGAT------T-----------------------------GCTGTCGA-----ATTGCTCGATTGATCGT--------------------------TAAT--------------------AT-----ATG----------TT------TGTTT------GATTTGTCTGCAGGTCGACATAACGATAATGCTGATATGGACATTAGTGGCGACTCGACGCCCA

droGri2 scaffold_14853:346387-
346570 +

GAATTACGACAACGATGGTGGCCCGCCCAGCCATCGAAGGCGTTTGGATGGTGAGCAACA-GCA----G----CGACAAGC------A-----------------------------GCAGCAGC-----ACCATTTAATTAATTGT--------------------------TCATCT-----T------G------AGCTAATGTTTT----------G-------AA---TTG----ATTGCGCAGGTCGACATAACGATAATGCTGATATGGATATCAGCGGCGACTCAACGCCCA

droAna3 scaffold_13334:780666-
780822 +

GAATTACGACAACGATGGC---CCGCCCAGCCATCGAAGGCGTTTGGATGGTCTGTACTT----TCCCT-------------------------------------------------------------------TAAATACTACAAGACT---------------------T----------T------A------AGCTAATCCTGC----------G-------TA----T-----ATCCTACAGGACGACACAATGACAATGCTGACATGGACATAAGCGGCGACTCGACGCCCA

droBip1 scf7180000396733:412644-
412805 +

GAATTACAACGACGATG---GCCCGCCCAGCCATCGAAGGCGTTTGGATGGTGAGTTCTTTGG-TCC-----CCGTAGGTGCTT------ATCCT----------------------------------------------------------TGGTG------------------------------------GCTAA-----TTT----------GT------AAATA----TT----ATCCCTCAGGTCGACACAATGACAATGCTGACATGGACATAAGCGGCGATTCGACGCCCA

droKik1 scf7180000302610:1225932-
1226096 -

GAATTATGAAAACGATGGCGGACCGCCCAGCCATCGAAGGCGTTTGGATGGTAAGAAAAACAC----TA-----------------A------------------------------------------------TAAATC-----------------AAT-TAAAACAAAGATTATATT-----------G------------TAT----------TA------AAACC----T-----TCCCCCCAGGTCGACACAATGACAATGCTGATATGGATATAAGCGGCGATTCCACGCCCA

droFic1 scf7180000454077:1214357-
1214553 +

GAATTACGACAACGATGGCGGTCCACCCAGCCATCGAAGACGTTTGGATGGTAAGAAAATTGA-------T----------------CGATTGA---TTGATAGTCAGTCAATTGCAACATCGGAATGATACCAT-TTGATACC-------------------------------------------------ATTTGATCTAATATT---------------------GATA-T-----TAATCGCAGGTCGACACAACGACAATGCTGATATGGACATAAGCGGCGACTCGACGCCCA

droEle1 scf7180000490546:445981-
446034 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGGTCGTCACAACGACAATGCTGACATGGACATAAGTGGCGACTCTACGCCTA

droRho1 scf7180000777390:24219-
24272 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGGTCGGCACAACGACAATGCTGACATGGACATAAGCGGCGACTCTACGCCTA

droBia1 scf7180000302421:1236439-
1236619 +

GAATTACGACAACGATGGCGGTCCGCCCAGCCATCGAAGGCGTTTGGATGGTAAGAACAATGT-TT---------------------CCAATGA---TTGGTAG-----------------------------------CA-----------------AAC-TAAAGC-GGAA--ATGTTACTTATGGCTTG------------TCC----------CC-------AATC----A-----TTCCCACAGGTCGACACAACGACAATGCTGATATGGACATAAGCGGCGACTCTACGCCCA

droTak1 scf7180000413135:17367-
17528 -

GAATTACGACAACGATGGCGGTCCGCCCAGCCATCGAAGGCGTTTGGATGGTGAGAGAGA-----------------------------------AAT-------------------------------------TAGGGC-----------------GAC-TAAAGC-AGGA----------------AAGTT------------A----------CTAATTAAATACT----C-----GCCCGACAGGTCGACACAACGACAATGCTGACATGGACATAAGCGGCGACTCGACGCCCA

droEug1 scf7180000409271:25055-
25248 -

GAATTACAACGACAACGATGGTCCGCCCAGTCATCGAAGACGTTTGGATGGTAAGAATCCTATA----G--TACTTTGATTCTACAA--------AG-----------------------------------------CTT-----------------GAA-CAGAGC-AGCATT-CGATTTCCAAT-AAGGTATTTAA-----TCT----------TA------AATTA----T-----TATCAACAGGTCGACATAACGACAATGCTGACATGGACATAAGCGGTGACTCTACGCCTA

dm3 chrX:16966216-16966375 - GAATTACGACAACGATGGCGGTCCGCCCAGTCATCGAAGGCGTTTGGATGGTGAGCATAAAGCA----GGTTGCGTAGGATC------------T----------------------------------------------------------AGTTA------------------------------------ATTGA-----TTT----------TA------AAATC----C-----TACCGACAGGTCGACACAACGACAATGCTGACATGGATATAAGCGGCGACTCGACGCCTA
droSim2 x:16083969-16084132 - GAATTACGACAACGATGGCGGTCCGCCCAGTCATCGAAGGCGTTTGGATGGTGAGCATAACGCA----GGTTGCGTAGGATCTACA--------T----------------------------------------------------------AGTTA------------------------------------ATTGA-----TTT----------TA------AAATC----C-----TACCGACAGGTCGACACAACGACAATGCTGATATGGATATAAGCGGCGACTCGACGCCTA
droSec2 scaffold_17:799573-799736 - GAATTACGACAACGATGGCGGTCCGCCCAGTCACCGAAGGCGTTTAGATGGTGAGCATAACGCA----GGTTGCGTAGGATCTACA--------T----------------------------------------------------------AGTTA------------------------------------ATTGA-----TTT----------TA------AAATC----C-----TACCGACAGGTCGACACAACGACAATGCTGATATGGATATAAGTGGCGACTCGACGCCTA

droYak3 X:15577993-15578157 - GAATTACGACAACGATGGCGGTCCGCCCAGTCATCGAAGGCGTTTGGATGGTGAGCATACCGCT----AATTCCATA-----------------T----------------------------------------------------------CGCCA------------------------------------ATTAA-----TTTAACCGAATAAAA------AAATC----T-----TACCAATAGGTCGACACAACGACAATGCTGACATGGACATAAGCGGCGACTCCACGCCTA
droEre2 scaffold_4690:7319474-

7319643 -
GAATTACGACAACGATGGCGGTCCGCCCAGTCATCGAAGGCGTTTGGATGGTGAGCATAACGCA----GTTTGC--AG----------------------------------------------C-----CA---------------TTCCCATAACA---------------TC-CGATT------------AACCGA-----TTT----------AA------AAATC----C-----TACCGACAGGTCGACACAACGACAATGCTGACATGGACATAAGCGGCGATTCTACGCCTA
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CGTTTTCCCAGCTCTAAACGACCTCCAGCAAAACTTCGCCGCAGCACTGTGGGGCCTCTGCAGAGTGGAAGCGGAGACGTACTACTCTCTTTGTTCTTAGAGTTTTCACCTGTTAGAAGCTCTACTGTACTTGCAGACTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTCTA 

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

M021

embryo

V050

head

M042

female
body

V111

male
body

V042

embryo

.......................................................................................................TTTCACCTGTTAGAAGCTCTAC................................................... 22 0 1 1061.00 1061 118 843 47 37 15 1

.......................................................................................................TTTCACCTGTTAGAAGCTCTACC.................................................. 23 1 1 249.00 249 11 222 7 6 2 1

.......................................................................................................TTTCACCTGTTAGAAGCTCTA.................................................... 21 0 1 101.00 101 38 16 32 9 6 0

..................................................GGGGCCTCTGCAGAGTGGAAGC........................................................................................................ 22 0 1 69.00 69 21 0 18 4 25 1

.......................................................................................................TTTCACCTGTTAGAAGCTCT..................................................... 20 0 1 69.00 69 34 16 8 5 6 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTACA.................................................. 23 1 1 38.00 38 4 32 2 0 0 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTACT.................................................. 23 0 1 33.00 33 2 25 2 2 1 1

.......................................................................................................TTTCACCTGTTAGAAGCTCTAA................................................... 22 1 1 24.00 24 3 16 2 0 3 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTAT................................................... 22 1 1 12.00 12 1 8 1 1 1 0

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

........................................................................................................TTCACCTGTTAGAAGCTCTAC................................................... 21 0 1 9.00 9 0 0 0 9 0 0

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

..................................................GGGGCCTCTGCAGAGTGGAA.......................................................................................................... 20 0 1 5.00 5 2 0 0 1 2 0

..................................................GGGGCCTCTGCAGAGTGGA........................................................................................................... 19 0 1 5.00 5 4 0 0 0 1 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTTT................................................... 22 2 1 4.00 4 2 0 0 1 1 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTACG.................................................. 23 1 1 4.00 4 1 3 0 0 0 0

.......................................................................................................TTTCACCTGTTAGAAGCT....................................................... 18 0 1 3.00 3 0 2 1 0 0 0

..................................................GGGGCCTCTGCAGAGTGGAAGCGGA..................................................................................................... 25 0 1 2.00 2 0 0 0 0 2 0

..................................................GGGGCCTCTGCAGAGTGGAAGCGGAG.................................................................................................... 26 0 1 2.00 2 0 0 0 0 2 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTACTT................................................. 24 1 1 2.00 2 0 2 0 0 0 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTT.................................................... 21 1 1 2.00 2 2 0 0 0 0 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTACCT................................................. 24 2 1 2.00 2 0 2 0 0 0 0

........................................................................................................TTCACCTGTTAGAAGCTCTA.................................................... 20 0 1 2.00 2 1 0 0 1 0 0

.......................................................................................................TTTCACCTGTTAGAAGCTC...................................................... 19 0 1 2.00 2 1 0 1 0 0 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTACAA................................................. 24 2 1 1.00 1 0 1 0 0 0 0

..................................................GGGGCCTCTGCAGAGTGGAAGCG....................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

..................................................GGGGCCTCTGCAGAGTGGAAGCGGAGA................................................................................................... 27 0 1 1.00 1 0 0 0 0 1 0

........................................................................................................TTCACCTGTTAGAAGCTCTACT.................................................. 22 0 1 1.00 1 0 1 0 0 0 0

.....................................................GCCTCTGCAGAGTGGAAGT........................................................................................................ 19 1 1 1.00 1 0 0 0 0 1 0

...................................................GGGCCTCTGCAGAGTGGAAG......................................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0

..................................................GGGGCCTCTGCAGAGTGGAAA......................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTACCC................................................. 24 2 1 1.00 1 0 1 0 0 0 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTACAC................................................. 24 2 1 1.00 1 0 0 1 0 0 0

.......................................................................................................TTTCACCTGTTAGAAGCTCTC.................................................... 21 1 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

GCAAAAGGGTCGAGATTTGCTGGAGGTCGTTTTGAAGCGGCGTCGTGACACCCCGGAGACGTCTCACCTTCGCCTCTGCATGATGAGAGAAACAAGAATCTCAAAAGTGGACAATCTTCGAGATGACATGAACGTCTGAACAATAAACGACAAAACACTTTAAAATAACGAGAGAT 

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

Species Coordinate ID Alignment
droPer2 scaffold_4:3375401-3375576

-
dpe_28 CGTTTTCCCAGCTCTAAACGACCTCCAGC-AAAACTTCGCCGCAG----------------CACTGTGGGGCCTCT-----GCAG-------------------------------------------------------------------------------------------------AGTGGAAGCGGAGACGTACTACTCTCTTTGTTCTTAGAGTTTTC-------------------ACCTGTTAGAAGC-TCTACTGT------AC-TT-G--CAGA--CTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTCTA---

dp5 3:15677949-15678124 + dps_9 CGTTTTCCCAGCTCTAAACGACCTCCAGC-AAAACTTCGCCGCAG----------------CACTGTGGGGCCTCT-----GCAG-------------------------------------------------------------------------------------------------AGTGGAAGCGGAGACGTGCTACTCTCTTTGTTCTTAGAGTTTTC-------------------ACCTGTTAGAAGC-TCTACTGT------AC-TT-G--CAGA--CTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTCTA---
droWil2 scf2_1100000004510:1723387-

1723483 +
CTCTC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTA-------------------TCCCTATTAGATTAA------ACGAGTTTTCACTGTAATTGTTATTT-G--CTCGCATTTCTTAT-GGCTGTTTTGGTGAATTTTATTGCTCTGGT-TA

droVir3 scaffold_13049:2825042-
2825061 -

TGTT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTTTC------AC-CT-A--CAAAC-------------------------------------------

droMoj3 scaffold_6680:3950063-
3950103 +

CTTTATCTCTGCTTGAAGTGACCTACATACA-AGCT-----GCAG----------------C------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A---

droGri2 scaffold_8697:3438-3524 + GGCTTTCGCTTTTGTGAACGGG---------ACACTTTGCTG------------------------------CTGT-----GAAA-------------------------------------------------------------------------------------------------AATGAAAGTGAACCCAAACTGCCAGCATTACTGTCTGCATTTTG---------------------------------------------------------------------------------------------------AC---
droAna3 scaffold_13266:5219670-

5219936 +
CGCTCTTC-TACTCTAAACGACCTCCAA-CA-AACTTCGCCGCAATCATTTCAGCAGCTGCCACAGTGAAGCTTCT-----ATAACGGTTCTATTATCCCAAAGCCTCTCTCTCTCCTCCCATCTCTTTTAATTTCTCTGAAACTTCTTGGTTATTTTTATTTTAATGTCCTTTTTATGAAAAAAATAAATATCTTT------------------------------GATCC-------------TT-CAGTAGAAGAGTTTACTGT------TA-TA-GCCCCGACATTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCCTGG---

droBip1 scf7180000395751:1007223-
1007461 +

TC-------TACTCTAAACGACCTCCAA-CA-AACTTCGCCACAATCATTTCAGCAGCTGCCACAGTGAAGCTCCTTTGGTAGAACAG------GATTCTAAAGCCCCACTCGC------------CACAGATTTCTCTGAAACTTCAAAGATACTTGTATTTCAATGTCCTTTCTATAAAG---------T---------------------TCAA---------AGGTCC-------------TTCCATAGCTGGAGTTTACTGT------CC-TTAG--CCGACATTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCCTGC---

droKik1 scf7180000302411:659527-
659589 +

TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACTGT------TC-CT-GGGCAGACATTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTTGGCGG

droFic1 scf7180000453201:166953-
167027 -

TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C-------------ACCAACTGGCAGTGTTTACTGT------TC-TC-G--TAGTTATTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTTGG---

droEle1 scf7180000491201:1733985-
1734059 -

TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-------------ACCCATTGGCAGTGTTTACTGT------TC-TT-T--CAGACATTTGTTATTTGCTATTTTGTGAAATTTTATTGCTCTTGG---

droRho1 scf7180000780066:359433-
359499 +

C------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTATTGGCAGTATTTACTGT------TC-GT-T------CATTTGTTATTTGCTGTTTGGGAAATTTTTATTGCTCTTGG---

droBia1 scf7180000302143:985189-
985246 -

TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACTGT------GC-CT-G--TCGACATTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTTGG---

droTak1 scf7180000415722:326825-
326899 +

TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-------------ACCTATTGGCAGTGTTTACTGT------TC-TT-G--CAGACATTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTTGG---

droEug1 scf7180000409474:541747-
541832 -

GT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTAAT-------TGGTTT-------------CCCTATTGACAGTGCTTACTGT------TC-CT-G--CAGACATTTGTTATTTGCTGTTTTGTGAAATTTTATTGCTCTTGG---

dm3 chr2R:17391051-17391125 + TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-------------ACCTATTGGCAGTGTTTACTGT------TC-CT-G--CAGACATTTGTTATTCGCTGTTTTGTGAAATTTTATTGCTTCTAG---
droSim2 2r:17945126-17945200 + TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-------------ACCTATTGGCAGTGTTTACTGT------TC-CT-G--CAGACATTTGTTATTCGCTGTTTTGTGAAATTTTATTGCTTCTAG---
droSec2 scaffold_9:720760-720834 + TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-------------ACCTATTGACAGTGTTTACTGT------TC-CT-G--CAGACATTTGTTATTCGCTGTTTTGTGAAATTTTATTGCTTCTAG---
droYak3 2R:11788741-11788815 - TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-------------ACCTATTGGCAGTGTTTACTGT------TC-CT-G--CAGACATTTGTTATTCGCTGTTTTCTGAAATTTTATTGCTTCTAG---
droEre2 scaffold_4845:11536011-

11536085 +
TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-------------ACCTATAGGCAGTGTTTACTGT------TC-CT-G--CAGACATTTGTTATTCGCTGTTTTGTGAAATTTTATTGCTTCTAG---
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:1733985-1734059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780066:359433-359499
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:985189-985246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:326825-326899
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:541747-541832
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:17391051-17391125
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17945126-17945200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:720760-720834
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11788741-11788815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:11536011-11536085


ID:

dpe_333

Coordinate:

scaffold_13:188281-188358 +

Confidence:

Known Ortholog

Class:

Testes-restricted

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intergenic

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGCCGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATGCGTGTTCATTGAAGC
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head
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................................................................................................TATGGATTTGATTGATTTGA.............................................................. 20 0 1 305.00 305 284 0 10 4 7 0

................................................................................................TATGGATTTGATTGATTTGAAA............................................................ 22 0 1 233.00 233 213 3 8 3 6 0

................................................................................................TATGGATTTGATTGATTTGAAAA........................................................... 23 0 1 212.00 212 190 14 4 0 4 0

.........................................................TTCAGATCCTCAAATACCATATG.................................................................................................. 23 0 1 178.00 178 52 101 15 4 4 2

................................................................................................TATGGATTTGATTGATTTGAA............................................................. 21 0 1 159.00 159 139 3 9 7 1 0

.........................................................TTCAGATCCTCAAATACCATAT................................................................................................... 22 0 1 64.00 64 29 0 32 1 1 1

................................................................................................TATGGATTTGATTGATTTG............................................................... 19 0 1 44.00 44 43 0 0 1 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAA.......................................................... 24 1 1 39.00 39 39 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGT................................................................................................. 24 0 1 21.00 21 20 0 1 0 0 0

.........................................................TTCAGATCCTCAAATACCATA.................................................................................................... 21 0 1 14.00 14 13 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAC........................................................... 23 1 1 12.00 12 11 1 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAAA......................................................... 25 2 1 11.00 11 11 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAT.......................................................... 24 1 1 5.00 5 5 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAAAA........................................................ 26 3 1 3.00 3 3 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATC.................................................................................................. 23 1 1 3.00 3 3 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCAT..................................................................................................... 20 0 1 3.00 3 2 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAC.......................................................... 24 0 1 3.00 3 1 2 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATAAA.................................................................................................. 23 2 1 3.00 3 2 0 0 0 0 1

.................................................................................................ATGGATTTGATTGATTTGA.............................................................. 19 0 1 2.00 2 0 0 2 0 0 0

.....................................GGGTCAAATGGTCTAGAGCT......................................................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATT.................................................................................................. 23 1 1 2.00 2 2 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAG............................................................. 21 1 1 2.00 2 2 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAT............................................................ 22 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGTCC............................................................................................... 26 2 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATA.................................................................................................. 23 1 1 1.00 1 0 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAT........................................................... 23 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATC.................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGTC................................................................................................ 25 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAG........................................................... 23 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAG.......................................................... 24 1 1 1.00 1 1 0 0 0 0 0

..........................................................TCAGATCCTCAAATACCATAT................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAG............................................................ 22 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTG................................................................ 18 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAACTC......................................................... 25 3 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

AGATCAAGCAACCCGCTTATTTGCTAATGCTTATCGGCCCAGTTTACCAGATCTCGAAAGTCTAGGAGTTTATGGTATACATAATAAACTTAAAGTATACCTAAACTAACTAAACTTTTGAAAAGTGGTGTATATGTATGTAGGGTTGGGGTTCGGTATATACGCACAAGTAACTTCG
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.......................CTAATGCTTATCGGCCCAGTTTACCAG................................................................................................................................ 27 0 1 2.00 2 2 0 0 0 0

...................TTTGCTAATGCTTATCGGC............................................................................................................................................ 19 0 1 1.00 1 0 1 0 0 0

.....................................................TCGAAAGTCTAGGAGTTTATGGTA..................................................................................................... 24 0 1 1.00 1 1 0 0 0 0

................................................................................................................................TGTATATGTATGTAGGGTT............................... 19 0 1 1.00 1 0 1 0 0 0

..............................................CCAGATCTCGAAAGTCTAGGAGTTTATGG....................................................................................................... 29 0 1 1.00 1 1 0 0 0 0
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Species Coordinate ID Alignment
droPer2 scaffold_13:188231-188408 + dpe_333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL_group1e:8380388-8380572 - dps-mir-

2517a-3
TCTAGTTCGTTGGGCGAATAAACGAGTGCGAATAGCCGCCGGGTGAAATGGTCCAGAGTTTTCAGATCCTCAAATACCATATGTATTATTTGACTTTCATATTGATTTGGTGGATTTGAAAACTTTTCACCACATATACAT----CCCAACCCCAAGACATATATGTATGTATGCCTATTCATTGAAGC

droWil2 scf2_1100000004540:2020698-
2020747 +

-----------------------------------------------------------------------------------------------------------------ATCTGAAAATTTTCCATAACATGTACATACATA------------CATATATG----TATATG----CAT------

Generated: 09/08/2015 at 08:17 PM
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droPer2 scaffold_13:188231-188408 + dpe_333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL_group1e:8380388-8380572 - dps-mir-2517a-3 TCTAGTTCGTTGGGCGAATAAACGAGTGCGAATAGCCGCCGGGTGAAATGGTCCAGAGTTTTCAGATCCTCAAATACCATATGTATTATTTGACTTTCATATTGATTTGGTGGATTTGAAAACTTTTCACCACATATACAT----CCCAACCCCAAGACATATATGTATGTATGCCTATTCATTGAAGC
droWil2 scf2_1100000004540:2020698-2020747 + -----------------------------------------------------------------------------------------------------------------ATCTGAAAATTTTCCATAACATGTACATACATA------------CATATATG----TATATG----CAT------
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TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGCCGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATGCGTGTTCATTGAAGC

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

#
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Hit
Count

Total
Norm Total

V111

male
body

M021

embryo

M042

female
body

V057

head

V050

head

V042

embryo

................................................................................................TATGGATTTGATTGATTTGA.............................................................. 20 0 1 305.00 305 284 0 10 4 7 0

................................................................................................TATGGATTTGATTGATTTGAAA............................................................ 22 0 1 233.00 233 213 3 8 3 6 0

................................................................................................TATGGATTTGATTGATTTGAAAA........................................................... 23 0 1 212.00 212 190 14 4 0 4 0

.........................................................TTCAGATCCTCAAATACCATATG.................................................................................................. 23 0 1 178.00 178 52 101 15 4 4 2

................................................................................................TATGGATTTGATTGATTTGAA............................................................. 21 0 1 159.00 159 139 3 9 7 1 0

.........................................................TTCAGATCCTCAAATACCATAT................................................................................................... 22 0 1 64.00 64 29 0 32 1 1 1

................................................................................................TATGGATTTGATTGATTTG............................................................... 19 0 1 44.00 44 43 0 0 1 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAA.......................................................... 24 1 1 39.00 39 39 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGT................................................................................................. 24 0 1 21.00 21 20 0 1 0 0 0

.........................................................TTCAGATCCTCAAATACCATA.................................................................................................... 21 0 1 14.00 14 13 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAC........................................................... 23 1 1 12.00 12 11 1 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAAA......................................................... 25 2 1 11.00 11 11 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAT.......................................................... 24 1 1 5.00 5 5 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAAAA........................................................ 26 3 1 3.00 3 3 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATC.................................................................................................. 23 1 1 3.00 3 3 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCAT..................................................................................................... 20 0 1 3.00 3 2 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAC.......................................................... 24 0 1 3.00 3 1 2 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATAAA.................................................................................................. 23 2 1 3.00 3 2 0 0 0 0 1

.................................................................................................ATGGATTTGATTGATTTGA.............................................................. 19 0 1 2.00 2 0 0 2 0 0 0

.....................................GGGTCAAATGGTCTAGAGCT......................................................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATT.................................................................................................. 23 1 1 2.00 2 2 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAG............................................................. 21 1 1 2.00 2 2 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAT............................................................ 22 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGTCC............................................................................................... 26 2 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATA.................................................................................................. 23 1 1 1.00 1 0 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAT........................................................... 23 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATC.................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGTC................................................................................................ 25 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAG........................................................... 23 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAG.......................................................... 24 1 1 1.00 1 1 0 0 0 0 0

..........................................................TCAGATCCTCAAATACCATAT................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAG............................................................ 22 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTG................................................................ 18 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAACTC......................................................... 25 3 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

AGATCAAGCAACCCGCTTATTTGCTAATGCTTATCGGCCCAGTTTACCAGATCTCGAAAGTCTAGGAGTTTATGGTATACATAATAAACTTAAAGTATACCTAAACTAACTAAACTTTTGAAAAGTGGTGTATATGTATGTAGGGTTGGGGTTCGGTATATACGCACAAGTAACTTCG
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embryo
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body
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head
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head

V042
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.......................CTAATGCTTATCGGCCCAGTTTACCAG................................................................................................................................ 27 0 1 2.00 2 2 0 0 0 0

...................TTTGCTAATGCTTATCGGC............................................................................................................................................ 19 0 1 1.00 1 0 1 0 0 0

.....................................................TCGAAAGTCTAGGAGTTTATGGTA..................................................................................................... 24 0 1 1.00 1 1 0 0 0 0

................................................................................................................................TGTATATGTATGTAGGGTT............................... 19 0 1 1.00 1 0 1 0 0 0

..............................................CCAGATCTCGAAAGTCTAGGAGTTTATGG....................................................................................................... 29 0 1 1.00 1 1 0 0 0 0
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droPer2 scaffold_13:188231-188408 + dpe_333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL_group1e:8380388-8380572 - dps-mir-

2517a-3
TCTAGTTCGTTGGGCGAATAAACGAGTGCGAATAGCCGCCGGGTGAAATGGTCCAGAGTTTTCAGATCCTCAAATACCATATGTATTATTTGACTTTCATATTGATTTGGTGGATTTGAAAACTTTTCACCACATATACAT----CCCAACCCCAAGACATATATGTATGTATGCCTATTCATTGAAGC

droWil2 scf2_1100000004540:2020698-
2020747 +

-----------------------------------------------------------------------------------------------------------------ATCTGAAAATTTTCCATAACATGTACATACATA------------CATATATG----TATATG----CAT------

Generated: 09/08/2015 at 08:17 PM
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droPer2 scaffold_13:188231-188408 + dpe_333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL_group1e:8380388-8380572 - dps-mir-2517a-3 TCTAGTTCGTTGGGCGAATAAACGAGTGCGAATAGCCGCCGGGTGAAATGGTCCAGAGTTTTCAGATCCTCAAATACCATATGTATTATTTGACTTTCATATTGATTTGGTGGATTTGAAAACTTTTCACCACATATACAT----CCCAACCCCAAGACATATATGTATGTATGCCTATTCATTGAAGC
droWil2 scf2_1100000004540:2020698-2020747 + -----------------------------------------------------------------------------------------------------------------ATCTGAAAATTTTCCATAACATGTACATACATA------------CATATATG----TATATG----CAT------
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TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGCCGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATGCGTGTTCATTGAAGC

******************************************...((((..((((.(((((((((.((((((.(((((((..............)))))))))))))..))))))))).))))..))))..***********************************************
Read
size
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Count
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Norm Total

V111

male
body

M021

embryo

M042

female
body

V057

head

V050

head

V042

embryo

................................................................................................TATGGATTTGATTGATTTGA.............................................................. 20 0 1 305.00 305 284 0 10 4 7 0

................................................................................................TATGGATTTGATTGATTTGAAA............................................................ 22 0 1 233.00 233 213 3 8 3 6 0

................................................................................................TATGGATTTGATTGATTTGAAAA........................................................... 23 0 1 212.00 212 190 14 4 0 4 0

.........................................................TTCAGATCCTCAAATACCATATG.................................................................................................. 23 0 1 178.00 178 52 101 15 4 4 2

................................................................................................TATGGATTTGATTGATTTGAA............................................................. 21 0 1 159.00 159 139 3 9 7 1 0

.........................................................TTCAGATCCTCAAATACCATAT................................................................................................... 22 0 1 64.00 64 29 0 32 1 1 1

................................................................................................TATGGATTTGATTGATTTG............................................................... 19 0 1 44.00 44 43 0 0 1 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAA.......................................................... 24 1 1 39.00 39 39 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGT................................................................................................. 24 0 1 21.00 21 20 0 1 0 0 0

.........................................................TTCAGATCCTCAAATACCATA.................................................................................................... 21 0 1 14.00 14 13 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAC........................................................... 23 1 1 12.00 12 11 1 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAAA......................................................... 25 2 1 11.00 11 11 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAT.......................................................... 24 1 1 5.00 5 5 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAAAA........................................................ 26 3 1 3.00 3 3 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATC.................................................................................................. 23 1 1 3.00 3 3 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCAT..................................................................................................... 20 0 1 3.00 3 2 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAC.......................................................... 24 0 1 3.00 3 1 2 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATAAA.................................................................................................. 23 2 1 3.00 3 2 0 0 0 0 1

.................................................................................................ATGGATTTGATTGATTTGA.............................................................. 19 0 1 2.00 2 0 0 2 0 0 0

.....................................GGGTCAAATGGTCTAGAGCT......................................................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATT.................................................................................................. 23 1 1 2.00 2 2 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAG............................................................. 21 1 1 2.00 2 2 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAT............................................................ 22 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGTCC............................................................................................... 26 2 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATA.................................................................................................. 23 1 1 1.00 1 0 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAT........................................................... 23 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATC.................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGTC................................................................................................ 25 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAG........................................................... 23 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAG.......................................................... 24 1 1 1.00 1 1 0 0 0 0 0

..........................................................TCAGATCCTCAAATACCATAT................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAG............................................................ 22 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTG................................................................ 18 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAACTC......................................................... 25 3 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

AGATCAAGCAACCCGCTTATTTGCTAATGCTTATCGGCCCAGTTTACCAGATCTCGAAAGTCTAGGAGTTTATGGTATACATAATAAACTTAAAGTATACCTAAACTAACTAAACTTTTGAAAAGTGGTGTATATGTATGTAGGGTTGGGGTTCGGTATATACGCACAAGTAACTTCG
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.......................CTAATGCTTATCGGCCCAGTTTACCAG................................................................................................................................ 27 0 1 2.00 2 2 0 0 0 0

...................TTTGCTAATGCTTATCGGC............................................................................................................................................ 19 0 1 1.00 1 0 1 0 0 0

.....................................................TCGAAAGTCTAGGAGTTTATGGTA..................................................................................................... 24 0 1 1.00 1 1 0 0 0 0

................................................................................................................................TGTATATGTATGTAGGGTT............................... 19 0 1 1.00 1 0 1 0 0 0

..............................................CCAGATCTCGAAAGTCTAGGAGTTTATGG....................................................................................................... 29 0 1 1.00 1 1 0 0 0 0
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Species Coordinate ID Alignment
droPer2 scaffold_13:188231-188408 + dpe_333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL_group1e:8380388-8380572 - dps-mir-

2517a-3
TCTAGTTCGTTGGGCGAATAAACGAGTGCGAATAGCCGCCGGGTGAAATGGTCCAGAGTTTTCAGATCCTCAAATACCATATGTATTATTTGACTTTCATATTGATTTGGTGGATTTGAAAACTTTTCACCACATATACAT----CCCAACCCCAAGACATATATGTATGTATGCCTATTCATTGAAGC

droWil2 scf2_1100000004540:2020698-
2020747 +

-----------------------------------------------------------------------------------------------------------------ATCTGAAAATTTTCCATAACATGTACATACATA------------CATATATG----TATATG----CAT------

Generated: 09/08/2015 at 08:17 PM
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droPer2 scaffold_13:188231-188408 + dpe_333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL_group1e:8380388-8380572 - dps-mir-2517a-3 TCTAGTTCGTTGGGCGAATAAACGAGTGCGAATAGCCGCCGGGTGAAATGGTCCAGAGTTTTCAGATCCTCAAATACCATATGTATTATTTGACTTTCATATTGATTTGGTGGATTTGAAAACTTTTCACCACATATACAT----CCCAACCCCAAGACATATATGTATGTATGCCTATTCATTGAAGC
droWil2 scf2_1100000004540:2020698-2020747 + -----------------------------------------------------------------------------------------------------------------ATCTGAAAATTTTCCATAACATGTACATACATA------------CATATATG----TATATG----CAT------
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TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGCCGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATGCGTGTTCATTGAAGC
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V111

male
body

M021

embryo

M042

female
body

V057

head

V050

head

V042

embryo

................................................................................................TATGGATTTGATTGATTTGA.............................................................. 20 0 1 305.00 305 284 0 10 4 7 0

................................................................................................TATGGATTTGATTGATTTGAAA............................................................ 22 0 1 233.00 233 213 3 8 3 6 0

................................................................................................TATGGATTTGATTGATTTGAAAA........................................................... 23 0 1 212.00 212 190 14 4 0 4 0

.........................................................TTCAGATCCTCAAATACCATATG.................................................................................................. 23 0 1 178.00 178 52 101 15 4 4 2

................................................................................................TATGGATTTGATTGATTTGAA............................................................. 21 0 1 159.00 159 139 3 9 7 1 0

.........................................................TTCAGATCCTCAAATACCATAT................................................................................................... 22 0 1 64.00 64 29 0 32 1 1 1

................................................................................................TATGGATTTGATTGATTTG............................................................... 19 0 1 44.00 44 43 0 0 1 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAA.......................................................... 24 1 1 39.00 39 39 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGT................................................................................................. 24 0 1 21.00 21 20 0 1 0 0 0

.........................................................TTCAGATCCTCAAATACCATA.................................................................................................... 21 0 1 14.00 14 13 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAC........................................................... 23 1 1 12.00 12 11 1 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAAA......................................................... 25 2 1 11.00 11 11 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAT.......................................................... 24 1 1 5.00 5 5 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAAAA........................................................ 26 3 1 3.00 3 3 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATC.................................................................................................. 23 1 1 3.00 3 3 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCAT..................................................................................................... 20 0 1 3.00 3 2 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAC.......................................................... 24 0 1 3.00 3 1 2 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATAAA.................................................................................................. 23 2 1 3.00 3 2 0 0 0 0 1

.................................................................................................ATGGATTTGATTGATTTGA.............................................................. 19 0 1 2.00 2 0 0 2 0 0 0

.....................................GGGTCAAATGGTCTAGAGCT......................................................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATT.................................................................................................. 23 1 1 2.00 2 2 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAG............................................................. 21 1 1 2.00 2 2 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAT............................................................ 22 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGTCC............................................................................................... 26 2 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATA.................................................................................................. 23 1 1 1.00 1 0 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAT........................................................... 23 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATC.................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

.........................................................TTCAGATCCTCAAATACCATATGTC................................................................................................ 25 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAG........................................................... 23 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAAAG.......................................................... 24 1 1 1.00 1 1 0 0 0 0 0

..........................................................TCAGATCCTCAAATACCATAT................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAG............................................................ 22 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTG................................................................ 18 1 1 1.00 1 1 0 0 0 0 0

................................................................................................TATGGATTTGATTGATTTGAAACTC......................................................... 25 3 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

AGATCAAGCAACCCGCTTATTTGCTAATGCTTATCGGCCCAGTTTACCAGATCTCGAAAGTCTAGGAGTTTATGGTATACATAATAAACTTAAAGTATACCTAAACTAACTAAACTTTTGAAAAGTGGTGTATATGTATGTAGGGTTGGGGTTCGGTATATACGCACAAGTAACTTCG

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

V057

head
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head
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embryo

.......................CTAATGCTTATCGGCCCAGTTTACCAG................................................................................................................................ 27 0 1 2.00 2 2 0 0 0 0

...................TTTGCTAATGCTTATCGGC............................................................................................................................................ 19 0 1 1.00 1 0 1 0 0 0

.....................................................TCGAAAGTCTAGGAGTTTATGGTA..................................................................................................... 24 0 1 1.00 1 1 0 0 0 0

................................................................................................................................TGTATATGTATGTAGGGTT............................... 19 0 1 1.00 1 0 1 0 0 0

..............................................CCAGATCTCGAAAGTCTAGGAGTTTATGG....................................................................................................... 29 0 1 1.00 1 1 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_13:188231-188408 + dpe_333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL_group1e:8380388-8380572 - dps-mir-

2517a-3
TCTAGTTCGTTGGGCGAATAAACGAGTGCGAATAGCCGCCGGGTGAAATGGTCCAGAGTTTTCAGATCCTCAAATACCATATGTATTATTTGACTTTCATATTGATTTGGTGGATTTGAAAACTTTTCACCACATATACAT----CCCAACCCCAAGACATATATGTATGTATGCCTATTCATTGAAGC

droWil2 scf2_1100000004540:2020698-
2020747 +

-----------------------------------------------------------------------------------------------------------------ATCTGAAAATTTTCCATAACATGTACATACATA------------CATATATG----TATATG----CAT------
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Species Coordinate ID Alignment
droPer2 scaffold_13:188231-188408 + dpe_333 TCTAGTTCGTTGGGCGAATAAACGATTACGAATAGC---CGGGTCAAATGGTCTAGAGCTTTCAGATCCTCAAATACCATATGTATTATTTGAATTTCATATGGATTTGATTGATTTGAAAACTTTTCACCACATATACATACATCCCAACCCCAAGCCATATATG----CGTGTT----CATTGAAGC
dp5 XL_group1e:8380388-8380572 - dps-mir-2517a-3 TCTAGTTCGTTGGGCGAATAAACGAGTGCGAATAGCCGCCGGGTGAAATGGTCCAGAGTTTTCAGATCCTCAAATACCATATGTATTATTTGACTTTCATATTGATTTGGTGGATTTGAAAACTTTTCACCACATATACAT----CCCAACCCCAAGACATATATGTATGTATGCCTATTCATTGAAGC
droWil2 scf2_1100000004540:2020698-2020747 + -----------------------------------------------------------------------------------------------------------------ATCTGAAAATTTTCCATAACATGTACATACATA------------CATATATG----TATATG----CAT------
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intron [Dper\GL16980-in]; CDS [Dper\GL16980-cds]; CDS [Dper\GL16980-cds]

No Repeatable elements found

Sense Strand Reads
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CGATACCTCCAAGCCGGCCATCGTCACCTATCATGATCTGGGCCTAAACTGTGAGTACTGTTCTTTAAACTGAAGTAAGCTCCAGTCTTAGAATACGTGCTCGCACAGATGCCACCAGCTTCGCTGGCTTCTTCAACTTCCCAGTGATGCGGGGCCTG

**************************************************((((((((((((((....((((.((....)).))))...)))))).))))))))...***************************************************
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head
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body
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....................................................................................GTCTTAGAATACGTGCTCGCACA................................................... 23 0 1 453.00 453 204 92 72 50 14 21

....................................................................................GTCTTAGAATACGTGCTCGCA..................................................... 21 0 1 145.00 145 40 50 11 20 19 5

....................................................................................GTCTTAGAATACGTGCTCGCACAG.................................................. 24 0 1 128.00 128 52 35 10 24 4 3

....................................................................................GTCTTAGAATACGTGCTCGCAC.................................................... 22 0 1 113.00 113 86 19 0 8 0 0

.....................................................................................TCTTAGAATACGTGCTCGCACA................................................... 22 0 1 83.00 83 42 26 2 10 1 2

..................................................GTGAGTACTGTTCTTTAAACTG...................................................................................... 22 0 1 56.00 56 7 6 28 5 8 2

.....................................................................................TCTTAGAATACGTGCTCGCAC.................................................... 21 0 1 40.00 40 21 14 2 3 0 0

....................................................................................GTCTTAGAATACGTGCTCGCAA.................................................... 22 1 1 28.00 28 11 1 16 0 0 0

.....................................................................................TCTTAGAATACGTGCTCGCACAG.................................................. 23 0 1 27.00 27 9 11 0 5 2 0

..................................................GTGAGTACTGTTCTTTAAACTGAA.................................................................................... 24 0 1 25.00 25 3 0 22 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGCACAA.................................................. 24 1 1 25.00 25 15 0 8 0 2 0

..................................................GTGAGTACTGTTCTTTAAACTGAAG................................................................................... 25 0 1 10.00 10 7 0 0 0 1 2

..................................................GTGAGTACTGTTCTTTAAACT....................................................................................... 21 0 1 10.00 10 0 1 7 1 0 1

....................................................................................GTCTTAGAATACGTGCTCGCACC................................................... 23 1 1 7.00 7 1 2 2 2 0 0

....................................................................................GTCTTAGAATACGTGCTCGCACT................................................... 23 1 1 6.00 6 3 1 1 0 0 1

....................................................................................GTCTTAGAATACGTGCTCGCACAGT................................................. 25 1 1 6.00 6 1 2 0 2 0 1

..................................................GTGAGTACTGTTCTTTAAACTGA..................................................................................... 23 0 1 6.00 6 1 0 4 0 0 1

.....................................................................................TCTTAGAATACGTGCTCGCA..................................................... 20 0 1 6.00 6 4 1 0 1 0 0

......................................................................................CTTAGAATACGTGCTCGCACA................................................... 21 0 1 4.00 4 4 0 0 0 0 0

..................................................GTGAGTACTGTTCTTTAAA......................................................................................... 19 0 1 4.00 4 1 0 0 0 3 0

.......................................................................................TTAGAATACGTGCTCGCACA................................................... 20 0 1 3.00 3 1 1 0 1 0 0

.....................................................................................TCTTAGAATACGTGCTCGCACAA.................................................. 23 1 1 3.00 3 3 0 0 0 0 0

....................................................................................GTCTTAGAATACGTGCTC........................................................ 18 0 1 3.00 3 1 0 2 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGCACAGA................................................. 25 0 1 3.00 3 3 0 0 0 0 0

....................................................................................GTCTTAGAATACGTGCTCG....................................................... 19 0 1 3.00 3 0 1 0 0 2 0

..................................................GTGAGTACTGTTCTTTAAAC........................................................................................ 20 0 1 3.00 3 0 0 3 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGCACG................................................... 23 1 1 3.00 3 0 2 1 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGC...................................................... 20 0 1 3.00 3 1 1 0 0 1 0

....................................................................................GTCTTAGAATACGTGCTCGCG..................................................... 21 1 1 3.00 3 0 3 0 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGCACAC.................................................. 24 1 1 2.00 2 1 0 1 0 0 0

..................................................GTGAGTACTGTTCTTTAAACTGAAGT.................................................................................. 26 0 1 2.00 2 0 0 0 0 2 0

.....................................................................................TCTTAGAATACGTGCTCGCAA.................................................... 21 1 1 2.00 2 2 0 0 0 0 0

.....................................................................................TCTTAGAATACGTGCTCGCACT................................................... 22 1 1 2.00 2 2 0 0 0 0 0

.....................................................................................TCTTAGAATACGTGCTCGCACC................................................... 22 1 1 2.00 2 1 1 0 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGCC..................................................... 21 1 1 2.00 2 0 2 0 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGCAT.................................................... 22 1 1 1.00 1 1 0 0 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGCAG.................................................... 22 1 1 1.00 1 1 0 0 0 0 0

.....................................................................................TCTTAGAATACGTGCTCGCACAC.................................................. 23 1 1 1.00 1 1 0 0 0 0 0

..................................................GTGAGTACTGTTCTTTAAACC....................................................................................... 21 1 1 1.00 1 0 0 1 0 0 0

....................................................GAGTACTGTTCTTTAAACTGAAG................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

........................................................................................TAGAATACGTGCTCGCACAG.................................................. 20 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................TCTTAGAATACGTGCTCGC...................................................... 19 0 1 1.00 1 1 0 0 0 0 0

......................................................................................CTTAGAATACGTGCTCGCAC.................................................... 20 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................TCTTAGAATACGTGCTCGCACAGA................................................. 24 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................TCTTAGAATACGTGCTCGCACG................................................... 22 1 1 1.00 1 1 0 0 0 0 0

......................................................................................CTTAGAATACGTGCTCGCA..................................................... 19 0 1 1.00 1 1 0 0 0 0 0

......................................................GTACTGTTCTTTAAACTGAA.................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGCACAGAAA............................................... 27 2 1 1.00 1 1 0 0 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGCACAT.................................................. 24 1 1 1.00 1 1 0 0 0 0 0

.........................................................................AGTAAGCTCCAGTCTTAG................................................................... 18 0 1 1.00 1 1 0 0 0 0 0

....................................................................................GTCTTAGAATACGTGCTCGCACCA.................................................. 24 2 1 1.00 1 0 0 1 0 0 0

..................................................GTGAGTACTGTTCTTTAAACTGG..................................................................................... 23 1 1 1.00 1 0 0 1 0 0 0

..............................................................CTTTAAACTGAAGTAAGCTCC........................................................................... 21 0 1 1.00 1 0 0 0 0 1 0

.......................................................................................TTAGAATACGTGCTCGCACAG.................................................. 21 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

GCTATGGAGGTTCGGCCGGTAGCAGTGGATAGTACTAGACCCGGATTTGACACTCATGACAAGAAATTTGACTTCATTCGAGGTCAGAATCTTATGCACGAGCGTGTCTACGGTGGTCGAAGCGACCGAAGAAGTTGAAGGGTCACTACGCCCCGGAC

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

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

Species Coordinate ID Alignment
droPer2 scaffold_4:3367476-3367633

-
dpe_68 CGATACCTCCAAGCCGGCCATCGTCACCTATCATGATCTGGGCCTAAACTGTGAGTAC------TGTT----CT-----------TTAAACTGA-------------------A---GTAAGCTCCAGTCTTAGAATACGTGC----------------------------------------------------------------------------------------------------------------TCGCACAGATGCCACCAGCTTCGCTGGCTTCTTCAACTTCCCAGTGATGCGGGGCCTG

dp5 3:15685541-15685698 + dps_15 CGATACCTCCAAGCCGGCCATCGTCACCTATCATGATCTGGGCCTAAACTGTGAGTAC------TGTT----CT-----------TTAAACTGA-------------------A---GTAAGCTCCAGTCTTAGAATACGTGC----------------------------------------------------------------------------------------------------------------TCGCACAGATGCCACCAGCTTCGCTGGCTTCTTCAACTTCCCAGTGATGCGGGGCCTG
droWil2 scf2_1100000004510:1737920-

1738088 +
TGATACATCGAAACCGGCCATTGTCACCTATCATGATTTGGGTCTGAATTGTAAGTCC------TTT---CT-AG----------------TTCTTA-T---------------AATAA-----------------------ACTGTATCCTAACTAAT---------TCTCCTTTTTCTCTGGG----------------------------------------------------------------------ATAAACAGATGCTACCAGCTTTGCTGGCTTCTTTAATTATCCCGTGATGCGTGGCCTG

droVir3 scaffold_12875:17803634-
17803811 -

CGACACCTCAAAGCCGGCCATAGTCACCTACCACGATCTGGGACTCAACTGTGAGTTC------TCAC----AA-----------------TTGACG-CCACGAG-----------------------------------------CATCTGAGCCA--------------------------------------------ACGCATATTT---CATTTTCAT-------------------TTTCATTTTGACTTCAAACAGATGCCACCAGTTTCGCTGGCTTCTTCAATTATCCAGTCATGCGCGGTTTG

droMoj3 scaffold_6496:11427625-
11427821 -

CGACACCTCAAAGCCGGCCATAGTGACTTATCACGATTTGGGACTCAACTGTAAGCAA------GC------CTGCCTG-------------------------------------------------------------------------------------------------CCACCTGCCACCCACACCTGAACTAATACAGATATATATATATATATATTTATATGTATTTCATGTTGT-----ATA--AAAAACAGATGCCACCAGTTTCGCTGGCTTCTTCAATTATCCAGTCATGCGCGGATTG

droGri2 scaffold_15245:13887642-
13887814 +

CGACACCTCAAAGCCGGCCATAGTGACCTACCACGATCTGGGACTCAACTGTAAGTTC------AATC----ATTTCTACTATTTTTGAAATCATCA-T---------------CAACA-----------------------AT---GCAA----CA--------------------------------------------ATGCATTCTT---CA-------------------------------------CTCTGATCAGATGCCACCAGTTTTGCTGGCTTCTTCAACTTTCCGGTTATGCGCGGCCTG

droAna3 scaffold_13266:5227364-
5227521 +

GGATACGGCCAAGCCGGCCATTGTCACCTACCACGATCTGGGCCTCAATTGTAAGTGT------TTT------------------TTGAAGTTACTACCC-------------A---GAGAGTGTCA-TCTTAAAA----------------------G---------TG---------------------------------------------------------------------------------TT--TTTTTTAGATGCCACCAGCTTTGCTGGCTTCTTCAACTTCCCAGTGATGCGGGGCTTG

droBip1 scf7180000395751:1014686-
1014839 +

CGATACGGCCAAGCCGGCCATCGTCACCTACCACGATCTGGGCCTCAACTGTAAGTCC------AGTC----CA-----------------GGATAG-CCAGAGGAGTCTGTT------------------TAAAA-------------------------------TGTG-----------------------------------------------------------------------TA-----------TTTTTCAGATGCCACCAGCTTCGCTGGCTTCTTCAACTTCCCGGTGATGCGGGGACTG

droKik1 scf7180000302411:668605-
668767 +

CGATACGGCCAAGCCGGCCATTGTTACCTACCACGATTTGGGCCTCAACTGTGAGTAGATACTCCTT---AG-T-----------------TCCCCA-T---------------AAAAA-----------------------AT---AAACAAACCCTT---------T---------------------------------------------------------------------------TGGTTTT-A--TCTTTTAGATGCCACCAGCTTTGCTGGCTTCTTCAACTTTCCAGTGATGCGAGGCTTG

droFic1 scf7180000453201:159232-
159396 -

CGACACGGCCAAGCCGGCCATTGTCACCTACCACGACTTGGGCCTCAACTGTACGTAC------TTG---CA-TACTCC--------------------------------TCA---AAAAA---------------------AGATATCCTTATTCAT---------CAT-----------------------------------------------------------------------CCTAATCTTAT--CATTACAGATGCCACCAGCTTTGCTGGCTTCTTCAACTTTCCAGTGATGCGAGGTTTG

droEle1 scf7180000491201:1725996-
1726156 -

CGATACGGCTAAGCCGGCCATCGTCACCTACCACGATTTGGGCCTAAACTGTACGTAG------TTT---AA-TACCTT--------------------------------ACA---AAAAT---------------------AG----TTTCACATAT---------TAT-----------------------------------------------------------------------TGTAAAATATT--CTTTACAGACGCCACCAGCTTTGCTGGCTTCTTCAACTTTCCAGTGATGCGAGGTTTG

droRho1 scf7180000780066:367631-
367787 +

CGACACGGCCAAGCCGGCCATTGTCACCTACCACGATTTGGGCCTAAACTGTAGGTTG------CTC---AT-T-----------------TCCTCA-CCAAAAA-----------------------------------------TATCCCTACTAAT---------TGC-----------------------------------------------------------------------TATT-----TT--TCTTACAGACGCCACCAGCTTTGCTGGCTTCTTTAACTTTCCAGTGATGCGAGGTTTG

droBia1 scf7180000302143:976929-
977088 -

CGATACGGCCAAGCCGGCCATCGTCACCTACCACGATTTGGGACTCAACTGTGAGTGG------TTT---AG-TAACCC--------------------------------GAC---CAGAT---------------------ATACATACTTATTCAT---------TCC----------------------------------------------------------------------------TCATTT--CTCTGCAGACGCCACCAGCTTTGCTGGATTCTTTAACTTTCCAGTGATGCGAGGTTTG

droTak1 scf7180000415722:337982-
338039 +

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTTGCAGACGCCACCAGCTTTGCTGGCTTCTTCAACTTTCCAGTGATGCGGGGTCTG

droEug1 scf7180000409474:534046-
534205 -

CGACACGGCCAAGCCGGCCATCGTCACCTACCACGATTTGGGCCTGAACTGTGAGTGG------TTC---AA-TATTCT--------------------------------AGT---CAAAG---------------------ATATATCTTAATCAAC---------TGA----------------------------------------------------------------------------TCTATC--CCCTTTAGATGCCACCAGCTTTGCTGGTTTCTTCAACTTTCCAGTGATGCGCGGTTTG

dm3 chr2R:17398516-17398677 + CGATACGGCCAAGCCGGCCATTATCACCTACCACGATTTGGGCCTCAACTGTAAGTGT------TCA---AA-TACCTG--------------------------------CTC---AAA-----------------------TCGGA-T---------CGTACTAATCGG-----------------------------------------------------------------------TATTGTTCTAC--CATTGTAGACGCCACCAGCTTTGCTGGCTTCTTCAATTTTCCAGTGATGCGAGGTCTG

droSim2 2r:17952545-17952708 + CGATACGGCCAAGCCGGCCATCATCACCTACCACGATTTGGGCCTCAACTGTGAGTGG------TCC-AAAA-TACCTG--------------------------------TTC---AAT-----------------------TCGGA-T---------CATGCTAATCAG-----------------------------------------------------------------------TATTTTCCTCC--CATTGTAGACGCCACCAGCTTTGCTGGCTTCTTCAATTTTCCAGTGATGCGAGGTCTGdroSec2 scaffold_9:728153-728316 + dse_1620 CGATACGGCCAAGCCGGCCATCATCACCTACCACGATTTGGGCCTCAACTGTGAGTGG------TCA-AAAA-TACCTG--------------------------------TTA---AAT-----------------------TTGGA-T---------CTTACTAATCGG-----------------------------------------------------------------------TATTGCTCTTC--CATTGCAGACGCCACCAGCTTTGCTGGCTTCTTCAATTTTCCAGTGATGCGAGGTCTG
droYak3 2R:11781101-11781263 - CGATACGGCCAAGCCGGCCATCATCACCTACCACGATTTGGGCCTCAACTGTGAGTAA------TTA----A-TACTAG--------------------------------TACTA----------------------------G----TTTTGCCA--ATTACTAATCCG-----------------------------------------------------------------------TATAACTCTTC--AATTACAGACGCCACCAGCTTTGCTGGCTTCTTCAACTTTCCAGTGATGCGAGGTCTG
droEre2 scaffold_4845:11543597-

11543762 +
CGATACCGCCAAGCCGGCCATCATCACCTACCACGATTTAGGCCTAAACTGTGAGTGT------TCA---AC-TACTTG--------------------------------TGCAG-----------------------GTACCCGCCCT---------CTTACTAATCCG-----------------------------------------------------------------------TATATTTATCC--AATTACAGACGCCACCAGCTTTGCTGGCTTCTTCAACTTTCCAGTGATGCGAGGTCTG
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intron [Dper\GL24322-in]; CDS [Dper\GL24322-cds]; CDS [Dper\GL24322-cds]; utr3 [utr3_plus_6114]; utr3 [utr3_plus_6113]; utr5 [utr5_plus_10978]; utr5 [utr5_plus_10979]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTCGGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATATGGTAAGTGGTCGCTGTGGCTGAGAATCAAAGACGGTGTTTTGCTTAGCTCATCGTATCCACCGACAGATTGCTCAAGTGCCGACCGTCAACAACAACACGTTCCTGTACTTCAACGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M021

embryo

V057

head

V050

head

V042

embryo

M042

female
body

V111

male
body

.............................................................................................TAGCTCATCGTATCCACCGACAG.................................................. 23 0 1 603.00 603 516 22 19 32 13 1

.............................................................................................TAGCTCATCGTATCCACCGACA................................................... 22 0 1 157.00 157 17 79 50 2 8 1

.............................................................................................TAGCTCATCGTATCCACCGACAGT................................................. 24 1 1 62.00 62 24 17 12 5 3 1

.............................................................................................TAGCTCATCGTATCCACCGAC.................................................... 21 0 1 19.00 19 1 10 4 1 3 0

............................................................................................TTAGCTCATCGTATCCACCGACAG.................................................. 24 0 1 13.00 13 13 0 0 0 0 0

.............................................................................................TAGCTCATCGTATCCACCGACAGG................................................. 24 1 1 6.00 6 6 0 0 0 0 0

.............................................................................................TAGCTCATCGTATCCACCGA..................................................... 20 0 1 4.00 4 0 2 2 0 0 0

..................................................GTAAGTGGTCGCTGTGGCTG................................................................................................ 20 0 1 3.00 3 0 0 0 0 0 3

.............GAATGTGGATAAGATCAGGCA.................................................................................................................................... 21 0 1 3.00 3 0 0 0 0 0 3

.............................................................................................TAGCTCATCGTATCCACCGACAC.................................................. 23 1 1 3.00 3 2 1 0 0 0 0

....................................................AAGTGGTCGCTGTGGCTGAGAA............................................................................................ 22 0 1 2.00 2 2 0 0 0 0 0

..............................................................................................AGCTCATCGTATCCACCGACAGT................................................. 23 1 1 2.00 2 0 2 0 0 0 0

.............................................................................................TAGCTCATCGTATCCACCGACAGA................................................. 24 0 1 2.00 2 0 1 0 1 0 0

.............................................................................................TAGCTCATCGTATCCACCGACC................................................... 22 1 1 2.00 2 0 1 1 0 0 0

............................................................................................TTAGCTCATCGTATCCACCGACA................................................... 23 0 1 2.00 2 1 0 1 0 0 0

............................................................................................TTAGCTCATCGTATCCACCGAC.................................................... 22 0 1 1.00 1 0 0 1 0 0 0

.............................................................................................TAGCTCATCGTATCCACCGACG................................................... 22 1 1 1.00 1 1 0 0 0 0 0

..................................................................................................CATCGTATCCACCGACAG.................................................. 18 0 1 1.00 1 1 0 0 0 0 0

..................................................GTAAGTGGTCGCTGTGGCTGAGAATC.......................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................AGCTCATCGTATCCACCGACA................................................... 21 0 1 1.00 1 0 1 0 0 0 0

....................................................AAGTGGTCGCTGTGGCTGAG.............................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................GCTCATCGTATCCACCGACAG.................................................. 21 0 1 1.00 1 0 1 0 0 0 0

.............................................................................................TAGCTCATCGTATCCACCGACAA.................................................. 23 1 1 1.00 1 0 0 1 0 0 0

.............................................................................................TAGCTCATCGTATCCACCGACAGGCG............................................... 26 3 1 1.00 1 0 0 0 0 1 0

........................................................................AATCAAAGACGGTGTTTTGCT......................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

AAGCCCTGGCGAACTTACACCTATTCTAGTCCGTCTTCTTACGGTTATACCATTCACCAGCGACACCGACTCTTAGTTTCTGCCACAAAACGAATCGAGTAGCATAGGTGGCTGTCTAACGAGTTCACGGCTGGCAGTTGTTGTTGTGCAAGGACATGAAGTTGCA

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_0:8096624-8096790

+
dpe_65 TTCGGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATATGGTAAGT--GGTCGCTGTGGC------------------------------TGA-GAATC-AAAGACGGTGTT-TTGCTTAGCTCA--TCGTATCCACCGACAGATTGCTCAAGTGCCGACCGTCAACAACAACACGTTCCTGTACTTCAACGTC

dp5 2:12372043-12372209 - dps_489 TTAGGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATATGGTAAGT--GGTCGCTGTGGC------------------------------TGA-GAATC-AAAGACGGTGTT-TTGCTTAGCTCA--TCGTATCCACCGACAGATTGCTCAAGTGCCGACCGTCAACAACAACACGTTCCTGTACTTCAACGTC
droWil2 scf2_1100000004921:855071-

855239 -
TTAAGGATCGTTTGAATGTCGAAAAAATTAGGCAAAAGAATGCCAATTTGGTAAGATCTT-TGAATGTTT------------------------------TTT-GCTTT-TAGT-TAACGTTTTTTAA-ACATGGGATTCTTCTTTTCGACAGATTGCTCAAGTGCCCACTCTCAATAATCATACGTTCCTATACTTCAATGTC

droVir3 scaffold_13047:13870896-
13871056 +

TCAAGGATCGCTTGAATGTCGAGAAGATCAGACAGAAAAATGCTAATATGGTATGA--TCTGATTTAAAA------------------------------ATA-T-TTT-AAAATCA-CATT---T-C-AAGTTA--CTTTATTCACTTCTAGATTGCTCAGGTGCCAACGGTGAATAATAGAACGTTCCTTTACTTTAATATC

droMoj3 scaffold_6540:26217899-
26218060 -

TCAAGGAGCGCTTGAACGTCGAGAAGATCAGGCAAAAGAATGCAAATATGGTAAGA--ATTTGCTCGAAA------------------------------TCA-TATTT-AAACTCA-CACAT----T-AAGCTC--ATATTCTTGCTTCCAGATCGCTCAGGTTCCCACCGTGAACAATAGAACGTTCCTGTACTTTAACATC

droGri2 scaffold_14830:6086384-
6086546 -

TCAAGGATCGCTTGAACGTCGAGAAGATCAGAGAAAAGAATGCAAACATGGTAAAA--CTTCACCATAAG------------------------------A-----ATC-ACATCAATCATT-GCCCTAAATTTC--TCTTCTTCGCGCTCAGATCGCTCAGGTGCCGACGGTAAATAATAGAACATTCCTGTACTTCAATGTC

droAna3 scaffold_13340:7418989-
7419144 -

TCAAGGACCGCTTGAACGTGGAAAAGATCCGGCAGAAGAATGCCAACTTGGTAGGT--AT--AAATTGGGTCATAGATTTCTTAAATTATACTT--------------------------------------------ACTTTTTGCCGACAGATTGCCCAGGTACCCACAGTGAACAACAACACTTTCCTGTACTTCAACGTC

droBip1 scf7180000396708:1434346-
1434514 +

TCAAGGACCGCTTGAACGTGGAGAAGATCCGGCAGAAGAATGCCAATTTGGTAAGTTCAT--AAATCAAGTCATAGCTTTCTAGAAGGATACTTACCAGCCTC-TTTTC-GGAT-------------------------------GGGGACAGATTGCCCAGGTACCCACAGTCAACAACAACACATTCCTGTACTTCAACGTC

droKik1 scf7180000302475:80106-
80270 -

TCAAGGACCGCTTGAATGTTGAGAAGATCCGACAGAAGAATGCCAATTTGGTAGGT--ATCTCCTAGAAC------------------------------TAA----CCAAAGATTAAGAGT--CGCTAATTGAA-GACCTTCATGCTTGCAGATTGCCCAAGTGCCCACTGTCAACAACAACACCTTCCTGTACTTCAATGTC

droFic1 scf7180000453796:120984-
121149 -

TTAAGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCTAATTTGGTGTGT--TT-CTCTTTAAC------------------------------AAATTATTT-AAATTCAATATT--TTCTAATTAAA--GCATTGTTACCAACAGATTGCTCAGGTGCCCACTGTCAACAACAGCACCTTCCTGTACTTCAATATC

droEle1 scf7180000486474:1479887-
1480051 +

TCAAGGACCGCTTGAACGTGGATAAGATCAGACAGAAAAATGCCAACTTGGTAAGG--ATCTACTTCAGC------------------------------TAT-TTTTT-CAGTTCGT-CCTTTTTCC-AAACAA---TACTTTTTCACACAGATTGCTCAAGTGCCCACTGTCAACAACAACACCTTCCTCTACTTCAATGTC

droRho1 scf7180000778413:22559-
22724 -

TCAAGGACCGCTTGAATGTGGATAAGATCAGACAGAAGAATGCCAACTTGGTGAGG--ATCTACATAAGT------------------------------ATT-TAATT-AGGTTTGATATTT--TCTAACTGAA--CCATCTGTATCAACAGATTGCCCAGGTGCCCACTGTCAACAACAATACCTTTCTCTACTTCAATGTC

droBia1 scf7180000299102:394622-
394782 +

TCAAGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATTTGGTGAGC--GTCCACTTAAAC------------------------------CAC-TTATT-TAAT-TA-TATT--T--T-AATTTA--ATCTTTCTGACCCCAGATTGCTCAGGTGCCCACTGTCAACAACAACACCTTCCTGTACTTCAACGTC

droTak1 scf7180000415580:214041-
214202 -

TCAAGGACCGCTTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATTTGGTAAGG--ATTTAGTTATTT------------------------------TTA-TATTT-TGATTT------ATTTCTAATTTGT--TTGTTTTATCCGCCAGATTGCTCAGGTGCCCACTGTCAACAACAACACCTTCCTGTACTTCAACGTC

droEug1 scf7180000409557:68500-
68658 -

TCAAGGATCGATTGAATGTGGATAAGATCAGGCAGAAGAATGCCAATTTGGTAAGA--CATTACTTAAGC------------------------------TTT-TATTT-GG--------TT-TTGCCAAATTAA--CCATTATGGCCCACAGATTGCTCAGGTGCCCACTGTCAACAACAACACCTTCCTGTACTTTAACGTT

dm3 chr3R:12461530-12461694 + TCAAGGACCGCTTAAATGTGGACAAGATCAGGCAGAAAAATGCAAATTTGGTGAGC--TT-TACATGAGC------------------------------TTA-TAATC-AAAT-GGAAATTTTTTAC-AAATCA--CCATTCTTTTCAAAAGATTGCCCAGGTGCCCACTGTCAACAACAACACTTTCCTGTACTTCAACGTT
droSim2 3r:8788524-8788688 - TCAAGGACCGCTTAAATGTGGACAAGATCAGGCAGAAAAATGCTAATTTGGTGAGC--TT-TACATGAGC------------------------------TTA-TATTC-AAAT-GGAAATTTTTTAC-AATTAA--CCATTTATTTGAAAAGATTGCCCAGGTGCCCACTGTTAACAACAACACTTTCCTGTACTTCAACGTT
droSec2 scaffold_12:1685870-1686034

-
TCAAGGACCGCTTAAATGTGGACAAGATCAGGCAGAAAAATGCTAATTTGGTGAGC--TT-TACATGAGC------------------------------TTA-TATTC-AAAT-GGAAATTTTTTAC-AAATAA--CCATTCTTTTGAAAAGATTGCCCAGGTGCCCACTGTCAACAACAACACTTTCCTGTACTTCAACGTT

droYak3 3R:11929889-11930052 - TCAAGGATCGCTTAAATGTGGATAAGATCAAGGAGAAAAATGCCAATTTGGTGAGG--CT-TAATGACTC------------------------------TTT-TACTT-CAAT-GAACATATTTTAC-AATTTA---GATTTTACATTTTAGATTGCCCAGGTGCCCACTGTCAACAACAACACCTTCCTGTACTTCAACGTT
droEre2 scaffold_4770:9173010-

9173174 -
TCAAGGACCGCTTAAATGTGGACAAGATCCGGCAGAAAAATGCAAATTTGGTGAGG--CG-TACATGACG------------------------------TTT-TACTT-CAAT-AAACATTTTTTAC-AATCTG--CCATTCTTGTCAAAAGATTGCCCAGGTGCCCACTGTCAACAACAACACCTTCCTGTACTTCAACGTT
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dper\GL19605-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATTTTAAAGTTTGCCAGATCCTTTGATACATCCTCCGGTCCTGCAAGATGGCAGTCGAGGCGGCACAGATGCCACTATTTTCAAGGATTCCTTTATCACTGGAAATGATGGCAGTAATGTCGTCTAGGCTGCCATCTCACAGAGTCGAAGGACACGAAGGAGTTGTCCGAGGACCTGGCCAAC

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

M042

female
body

.................................................................................................................GTAATGTCGTCTAGGCTGC................................................... 19 0 1 152.00 152 151 0 1 0 0

.................................................................................................................GTAATGTCGTCTAGGCTGCC.................................................. 20 0 1 139.00 139 138 0 1 0 0

.................................................................................................................GTAATGTCGTCTAGGCTGCCA................................................. 21 0 1 72.00 72 72 0 0 0 0

.................................................................................................................GTAATGTCGTCTAGGCTGCCT................................................. 21 1 1 8.00 8 8 0 0 0 0

................................................................................................................AGTAATGTCGTCTAGGCTGC................................................... 20 0 1 5.00 5 5 0 0 0 0

................................................................................................................AGTAATGTCGTCTAGGCTG.................................................... 19 0 1 3.00 3 3 0 0 0 0

................................................................................................................AGTAATGTCGTCTAGGCTGCC.................................................. 21 0 1 3.00 3 1 2 0 0 0

.................................................................................................................GTAATGTCGTCTAGGCTGCT.................................................. 20 1 1 2.00 2 2 0 0 0 0

..................................................GCAGTCGAGGCGGCACAGATGC............................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

.................................................................................................................GTAATGTCGTCTAGGCTGCCATTA.............................................. 24 2 1 1.00 1 1 0 0 0 0

....................................................................................................................................CATCTCACAGAGTCGAAGGACA............................. 22 0 1 1.00 1 1 0 0 0 0

.................................................................................................................GTAATGTCGTCTAGGCTGCCC................................................. 21 1 1 1.00 1 1 0 0 0 0

................................................................................................................AGTAATGTCGTCTAGGCTGCCA................................................. 22 0 1 1.00 1 1 0 0 0 0

..............................................................................................................GCAGTAATGTCGTCTAGGCTG.................................................... 21 0 1 1.00 1 1 0 0 0 0

.................................................................................................................GTAATGTCGTCTAGGCTGCA.................................................. 20 1 1 1.00 1 1 0 0 0 0

.................................................................................................................GTAATGTCGTCTAGGCTGT................................................... 19 1 2 1.00 2 2 0 0 0 0

.................................................................................................................GTAATGTCGTCTAGGCTTT................................................... 19 2 2 0.50 1 1 0 0 0 0

Anti-sense strand reads

TAAAATTTCAAACGGTCTAGGAAACTATGTAGGAGGCCAGGACGTTCTACCGTCAGCTCCGCCGTGTCTACGGTGATAAAAGTTCCTAAGGAAATAGTGACCTTTACTACCGTCATTACAGCAGATCCGACGGTAGAGTGTCTCAGCTTCCTGTGCTTCCTCAACAGGCTCCTGGACCGGTTG

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

Species Coordinate ID Alignment
droPer2 scaffold_1:9118001-9118183 + dpe_179 ATTTTAAAGTTTGCCAGATCCTTTGATACATCCTCCGGTCCTGCAAGATGGCAGTCGAGGCGGCACAGATGCCACTATTTTCAAGGA--TTCCTTTATCACTGGAAATGATGGCAGTAATGTCGTCTAGGCTGCCATCTCACAG-AGTCGAAGGACACGAAGGAGTTGTCCGAGGACCTGGCCAAC
dp5 4_group3:7672052-7672234 + dps_27 ATTTTAAAGTTTGCCAGATCCTTTGATACATCCTCCGGTCCTGCAAGATGGCAGTCGAGACGGCACAGATGCCACTATTTTCAAGGA--TTCCTTTATCACTGGAAATGATGGCAGTAATGTCGTCTAGGCTGCTATCTCACAG-AGTCGAAGGACACGAAGGAGTTGTCCGAGGACCTGGCCAAC
droWil2 scf2_1100000004909:3960556-

3960653 +
A----------------------------------------------------------------------------------------TTCGTTTCTCTGCGGCAATGCTGGCATCTATGCCGTCTCCGCTGCCATCTCTCAAGCTGTCAAAGATACCGAAGAGCTGTCCAATGATTTGGCCAAC

droVir3 scaffold_13042:3103990-
3104087 -

A----------------------------------------------------------------------------------------TTCGTTTCTGTGCGGCAATGCTGGCATCTATGCCGTCTCGGCGGCCATCTCGCAGGAGGCCAAGAACACGGAGGAGCTGTCCAATGATTTGGCCAAC

droMoj3 scaffold_6328:3551631-
3551728 -

A----------------------------------------------------------------------------------------TTCGTTTCTCTGTGGCAACGCCGGCATCTATGCCGTCTCCGCTGCCATATCCCAGGAGACAAAGAATACGGAGGAACTCTCCATGGACTTGGCCAAC

droGri2 scaffold_15081:3137850-
3137947 +

A----------------------------------------------------------------------------------------TTCGTTTCTGTGCGGCAACGCTGGCATCTACGCCGTGTCGGCGGCCATCTCACAGGAGGCCAAGGACATTGAGGAGCTGTCGAATGACTTGGCCAAC

droAna3 scaffold_13417:921613-921696
-

------------------------------------------------------------------------------------------------------GGGAATGCCGGCATCTACGCCGTATCGGCAGCCATCTCACAAGCGAACAAGGACACCGAAGAGCTGTCCAACGACCTGGCCAAC

droBip1 scf7180000396362:271658-
271751 +

A----------------------------------------------------------------------------------------TTCCTT----TGCGGAAATGCCGGCATCTACGCCGTATCGGCGGCCATCTCACAGGCCAACAAAGACACCGAAGAGCTGTCCAACGACCTGGCCAAC

droKik1 scf7180000302724:175364-
175447 +

------------------------------------------------------------------------------------------------------GGCAATGCCGGCATCTATGCCGTCTCCGCGGCCATCTCGCAGGCTCTCAAGGACACCGAGGAGCTGTCCAACGATCTGGCCGAC

droFic1 scf7180000453882:940306-
940403 +

A----------------------------------------------------------------------------------------CTCCTTCTTGTGCGGCAATGCTGGGATCTACGCCGTCTCGGCGGCCATTTCGCAGGCGGTGAAGGACACCGAGGAGCTGTCCAACGACCTGGCCAAC

droEle1 scf7180000490214:308742-
308870 -

A---------------------------------------------------------AGCGGTACAAGAAGCGCTCTGCCGAACGCTACTCCTTTCTGTGCGGCAATGCCGGGATCTATGCCGTCTCTGCGGCCATCTCACAGGCGGTCAAGGACACCGAGGAGCTGTCCAACGATCTGGCCAAC

droRho1 scf7180000776532:323360-
323443 -

------------------------------------------------------------------------------------------------------GGCAATGCCGGCATCTATGCCGTTTCGGCAGCCATCTCGCAGGCGATCAAGGACACCGAGGAGCTGTCGAACGACCTGGCCAAC

droBia1 scf7180000302126:3983799-
3983896 +

A----------------------------------------------------------------------------------------CTCCTTTCTGTGCGGCAATGCCGGCATCTATGCCGTTTCGGCGGCCATCTCGCAGGCGCTCAAGGACACCGAGGAGCTGTCCAACGATTTGGCCAAC

droTak1 scf7180000415394:877649-
877746 +

A----------------------------------------------------------------------------------------CTCCTTTCTGTGCGGCAATGCCGGCATCTATGCCGTTTCGGCGGCCATCTCCCAGGAGCTCAAGGACACCGAGGAGCTGTCCAACGATTTGGCCAAC

droEug1 scf7180000409631:121398-
121528 +

C-------------------------------------------------------GAAGCGGTACAAGAAACGCTCCGCTGAGCGGTTCTCCTTCCTTTGCGGTAATGCCGGCATCTACGCCGTTTCGGCAGCCATTTCGCAAGCGGTCAAAGACACCGAGGAGCTGTCCAATGACCTTGCCAAC

dm3 chrX:10987400-10987497 + A----------------------------------------------------------------------------------------CTCCTTTCTGTGCGGCAATGCTGGTATCTATGCCGTCTCGGCAGCCATATCGCAGGCGCTCAAGGAGACCGAGGAGCTTTCCGACGACTTGGCCAAC
droSim2 x:10443526-10443623 + A----------------------------------------------------------------------------------------CTCCTTCCTGTGCGGCAATGCTGGGATCTATGCCGTCTCGGCAGCAATCTCGCAGGAGCTGAAGGACACCGAGGAGCTGTCCGATGACTTGGCCAAC
droSec2 scaffold_15:1698456-1698553

+
A----------------------------------------------------------------------------------------CTCCTTTCTGTGCGGCAATGCTGGGATCTATGCCGTCTCGGCAGCCATCTCGCAGGAGCTGAAGGACACCGAGGAGCTCTCCGATGACTTGGCCAAC

droYak3 X:11131419-11131516 - A----------------------------------------------------------------------------------------CTCCTTCCTTTGCGGCAATGCTGGAATCTATGCCGTCTCGGCAGCCATTTCGCAGGAGCTCAAGGACACCGAGGAGCTGTCCGACGACTTGGCCAAC
droEre2 scaffold_4690:4138774-

4138869 -
------------------------------------------------------------------------------------------TCCTTCCTGTGCGGCAATGCTGGGATCTATGCCGTCTCTGCAGCCATTTCGCAGGAGCTCAAGGATACCGAGGAGCTGTCCGAGGACTTGGCCAAC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:3983799-3983896
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415394:877649-877746
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409631:121398-121528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:10987400-10987497
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:10443526-10443623
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mature star

1. dpe_2502  scaffold_18:543031-543049 -
2. dpe_2501  scaffold_18:543303-543321 -
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CCGTGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCGAGGAGGAAATTCTTCTACTGCGCGAGAGCATAGGGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAAGAATTTCCTTATTGAAGGGGGAAGCTAGGACCACGCAAATTGCAATGCCAGCAGTGATCCCATAGCCATAT

***************************************************(((((((((.((((((((((((.(((((((.(((.((((.((((((...((((........)))).....)))))).)))).))).))))))).)))))))))))).))).)))))).*************************************************
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V111

male
body

M042

female
body

V050

head

V057

head

V042

embryo

M021

embryo

.....................................................................................................................................CTCACGCAGTACAAGAATTTC................................................................ 21 0 1 205.00 205 201 1 3 0 0 0

...TGGCTATCGGTTCAGTGCTGG.................................................................................................................................................................................................. 21 0 2 71.00 142 137 3 2 0 0 0

.....................................................................................................................................CTCACGCAGTACAAGAATTT................................................................. 20 0 1 33.00 33 32 1 0 0 0 0

..........................................................................................................................................................CTTATTGAAGGGGGAAGCTA............................................ 20 0 1 21.00 21 21 0 0 0 0 0

.CGTGGCTATCGGTTCAGTG...................................................................................................................................................................................................... 19 0 2 19.50 39 35 3 1 0 0 0

.....................................................................................................................................CTCACGCAGTACAAGAATTTT................................................................ 21 1 1 19.00 19 18 0 1 0 0 0

..GTGGCTATCGGTTCAGTGCTG................................................................................................................................................................................................... 21 0 2 17.00 34 34 0 0 0 0 0

.CGTGGCTATCGGTTCAGTGCT.................................................................................................................................................................................................... 21 0 2 16.50 33 30 2 1 0 0 0

........................CCTTACAATTGGCATGGTCCT............................................................................................................................................................................. 21 0 2 10.00 20 14 2 4 0 0 0

...........................................................................................................................................................TTATTGAAGGGGGAAGCTAGG.......................................... 21 0 1 9.00 9 9 0 0 0 0 0

...TGGCTATCGGTTCAGTGCTG................................................................................................................................................................................................... 20 0 2 8.00 16 14 1 1 0 0 0

.............................................................................................................................................................ATTGAAGGGGGAAGCTAGGAC........................................ 21 0 1 6.00 6 6 0 0 0 0 0

.CGTGGCTATCGGTTCAGTGC..................................................................................................................................................................................................... 20 0 2 6.00 12 12 0 0 0 0 0

......................................................................................................................................TCACGCAGTACAAGAATTTC................................................................ 20 0 1 5.00 5 5 0 0 0 0 0

..............................................................................................................................................................TTGAAGGGGGAAGCTAGGA......................................... 19 0 1 5.00 5 5 0 0 0 0 0

..................................................................AATTCTTCTACTGCGCGAG..................................................................................................................................... 19 0 2 5.00 10 9 1 0 0 0 0

.CGTGGCTATCGGTTCAGTGCTT................................................................................................................................................................................................... 22 1 2 4.50 9 9 0 0 0 0 0

................................................................GAAATTCTTCTACTGCGCG....................................................................................................................................... 19 0 2 4.50 9 9 0 0 0 0 0

......................................................................................................................................TCACGCAGTACAAGAATTTCC............................................................... 21 0 1 4.00 4 4 0 0 0 0 0

...........................................................................................................................................................TTATTGAAGGGGGAAGCTA............................................ 19 0 1 4.00 4 4 0 0 0 0 0

...TGGCTATCGGTTCAGTGCTGGC................................................................................................................................................................................................. 22 0 2 4.00 8 8 0 0 0 0 0

.....................................................................................................................................CTCACGCAGTACAAGAATTTCCTC............................................................. 24 1 1 3.00 3 3 0 0 0 0 0

.........................................................................CTACTGCGCGAGAGCATAGGG............................................................................................................................ 21 0 1 3.00 3 3 0 0 0 0 0

.................................................................................................................................................................AAGGGGGAAGCTAGGACCAC..................................... 20 0 1 3.00 3 2 1 0 0 0 0

..................................................................AATTCTTCTACTGCGCGAGAG................................................................................................................................... 21 0 1 3.00 3 3 0 0 0 0 0

......CTATCGGTTCAGTGCTGGC................................................................................................................................................................................................. 19 0 2 3.00 6 6 0 0 0 0 0

...TGGCTATCGGTTCAGTGCTGGT................................................................................................................................................................................................. 22 1 2 3.00 6 6 0 0 0 0 0

.CGTGGCTATCGGTTCAGTGCTC................................................................................................................................................................................................... 22 1 2 2.50 5 5 0 0 0 0 0

.........................CTTACAATTGGCATGGTCCT............................................................................................................................................................................. 20 0 2 2.50 5 5 0 0 0 0 0

...........................................................................................................................................................TTATTGAAGGGGGAAGCTAGGA......................................... 22 0 1 2.00 2 2 0 0 0 0 0

.................................................................................................................................................................AAGGGGGAAGCTAGGACCA...................................... 19 0 1 2.00 2 2 0 0 0 0 0

..........................................................................................................................................................CTTATTGAAGGGGGAAGCTAG........................................... 21 0 1 2.00 2 2 0 0 0 0 0

......................................................................................................................................................TTTCCTTATTGAAGGGGGAAG............................................... 21 0 1 2.00 2 2 0 0 0 0 0

................................................................................................................................................CAAGAATTTCCTTATTGAAGGGTTT................................................. 25 3 1 2.00 2 2 0 0 0 0 0

.......................................................................................................................................CACGCAGTACAAGAATTTCC............................................................... 20 0 1 2.00 2 2 0 0 0 0 0

..........................................................................................................................................................CTTATTGAAGGGGGAAGCTC............................................ 20 1 1 2.00 2 2 0 0 0 0 0

..............................................................................................................................................................TTGAAGGGGGAAGCTAGGAC........................................ 20 0 1 2.00 2 2 0 0 0 0 0

..........................................................................................................................................................CTTATTGAAGGGGGAAGCTAGTT......................................... 23 2 1 2.00 2 2 0 0 0 0 0

.................................................................................................................................................................AAGGGGGAAGCTAGGACCACG.................................... 21 0 1 2.00 2 1 1 0 0 0 0

..........................................................................................................................................................CTTATTGAAGGGGGAAGCTTC........................................... 21 2 1 2.00 2 2 0 0 0 0 0

.........................................................................CTACTGCGCGAGAGCATAGG............................................................................................................................. 20 0 1 2.00 2 2 0 0 0 0 0

..........................................................................................................................................................CTTATTGAAGGGGGAAGCT............................................. 19 0 1 2.00 2 2 0 0 0 0 0

...TGGCTATCGGTTCAGTGCT.................................................................................................................................................................................................... 19 0 2 2.00 4 4 0 0 0 0 0

..........................TTACAATTGGCATGGTCCTCG........................................................................................................................................................................... 21 0 2 2.00 4 4 0 0 0 0 0

..GTGGCTATCGGTTCAGTGCTA................................................................................................................................................................................................... 21 1 2 2.00 4 4 0 0 0 0 0

..............................................................AGGAAATTCTTCTACTGCGCG....................................................................................................................................... 21 0 2 2.00 4 4 0 0 0 0 0

.........................CTTACAATTGGCATGGTCCTC............................................................................................................................................................................ 21 0 2 2.00 4 4 0 0 0 0 0

..GTGGCTATCGGTTCAGTGCTGG.................................................................................................................................................................................................. 22 0 2 1.50 3 3 0 0 0 0 0

................................................................GAAATTCTTCTACTGCGCGA...................................................................................................................................... 20 0 2 1.50 3 3 0 0 0 0 0

.......................................................................................................................................CACGCAGTACAAGAATTTCCTT............................................................. 22 0 1 1.00 1 1 0 0 0 0 0

................................................................................................................................................CAAGAATTTCCTTATTGAAGGGTC.................................................. 24 2 1 1.00 1 1 0 0 0 0 0

..................................................................................................................................................................AGGGGGAAGCTAGGACCACT.................................... 20 1 1 1.00 1 1 0 0 0 0 0

...................................................................................................................................................................................ACGCAAATTGCAATGCCAGCAG................. 22 0 1 1.00 1 0 0 0 1 0 0

.........................................................................CTACTGCGCGAGAGCATAGGT............................................................................................................................ 21 1 1 1.00 1 1 0 0 0 0 0

.............................................................................TGCGCGAGAGCATAGGGCA.......................................................................................................................... 19 0 1 1.00 1 0 0 0 1 0 0

.......................................................................................................................................CACGCAGTACAAGAATTTCCT.............................................................. 21 0 1 1.00 1 1 0 0 0 0 0

...........................................................................ACTGCGCGAGAGCATAGGGC........................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

...................................................................ATTCTTCTACTGCGCGAGA.................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................................................CTCACGCAGTACAAGAATT.................................................................. 19 0 1 1.00 1 0 1 0 0 0 0

............................................................................................................................................................TATTGAAGGGGGAAGCTAGGA......................................... 21 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................................................................................TGAAGGGGGAAGCTAGGA......................................... 18 0 1 1.00 1 1 0 0 0 0 0

........................................................................................................................................ACGCAGTACAAGAATTTCC............................................................... 19 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................................................CTCACGCAGTACAAGAATTTCA............................................................... 22 1 1 1.00 1 1 0 0 0 0 0

......................................................................................................................................TCACGCAGTACAAGAATTTCCT.............................................................. 22 0 1 1.00 1 1 0 0 0 0 0

..............................................................................................................................................................TTGAAGGGGGAAGCTAGGACA....................................... 21 1 1 1.00 1 0 0 0 1 0 0

.................................................................................................................................................AAGAATTTCCTTATTGAAGGGT................................................... 22 1 1 1.00 1 1 0 0 0 0 0

..............................................................................................................................................................TTGAAGGGGGAAGCTAGG.......................................... 18 0 1 1.00 1 1 0 0 0 0 0

............................................................................................................................................................TATTGAAGGGGGAAGCTAGG.......................................... 20 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................................................................GAATTTCCTTATTGAAGGGGGA................................................. 22 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................................................................................AGGGGGAAGCTAGGACCACG.................................... 20 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................................................CTCACGCAGTACAAGAATTTTT............................................................... 22 2 1 1.00 1 1 0 0 0 0 0

..................................................................AATTCTTCTACTGCGCGAGA.................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

................................................................................................................................................CAAGAATTTCCTTATTGAAGT..................................................... 21 1 1 1.00 1 1 0 0 0 0 0

..................................................................AATTCTTCTACTGCGCGAGAGT.................................................................................................................................. 22 1 1 1.00 1 0 0 1 0 0 0

......................................................................................................................................TCACGCAGTACAAGAATTT................................................................. 19 0 1 1.00 1 1 0 0 0 0 0

......................................................................................................................................TCACGCAGTACAAGAATTTCT............................................................... 21 1 1 1.00 1 1 0 0 0 0 0

...........................................................................................................................................................................CTAGGACCACGCAAATTGC............................ 19 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................................................GCCCTCACGCAGTACAAGAA.................................................................... 20 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................................................................CTCACGCAGTACAAGAATTTCCT.............................................................. 23 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................................................CTCACGCAGTACAAGAATTTCC............................................................... 22 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................................................................................TGAAGGGGGAAGCTAGGAC........................................ 19 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................................................AAGGGGGAAGCTAGGACCAA..................................... 20 1 1 1.00 1 1 0 0 0 0 0

............................................................................................................................................................TATTGAAGGGGGAAGCTAG........................................... 19 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................................................................CCACGCAAATTGCAATGCCT..................... 20 1 1 1.00 1 1 0 0 0 0 0

.............................................................................................................................................................ATTGAAGGGGGAAGCTAGG.......................................... 19 0 1 1.00 1 1 0 0 0 0 0

............................................................................................................................................................TATTGAAGGGGGAAGCTAGGTT........................................ 22 2 1 1.00 1 1 0 0 0 0 0

........................CCTTACAATTGGCATGGTCCTC............................................................................................................................................................................ 22 0 2 1.00 2 0 2 0 0 0 0

......................................................CCTCGAGGAGGAAATTCTTCTACTGCG......................................................................................................................................... 27 0 2 1.00 2 2 0 0 0 0 0

...TGGCTATCGGTTCAGTGCTGT.................................................................................................................................................................................................. 21 1 2 1.00 2 2 0 0 0 0 0

..GTGGCTATCGGTTCAGTGC..................................................................................................................................................................................................... 19 0 2 1.00 2 2 0 0 0 0 0

................................................................GAAATTCTTCTACTGCGCGAG..................................................................................................................................... 21 0 2 1.00 2 2 0 0 0 0 0

.........TCGGTTCAGTGCTGGCCTTA............................................................................................................................................................................................. 20 0 2 1.00 2 0 2 0 0 0 0

.CGTGGCTATCGGTTCAGTGCTTT.................................................................................................................................................................................................. 23 2 2 1.00 2 2 0 0 0 0 0

............................................TCGCTTTCCTCCTCGAGGAG.......................................................................................................................................................... 20 0 2 1.00 2 0 1 1 0 0 0

........................................GTCCTCGCTTTCCTCCTCGA.............................................................................................................................................................. 20 0 2 1.00 2 2 0 0 0 0 0

...............................................................GGAAATTCTTCTACTGCGCG....................................................................................................................................... 20 0 2 1.00 2 2 0 0 0 0 0

.......................GCCTTACAATTGGCATGGTCC.............................................................................................................................................................................. 21 0 2 1.00 2 0 2 0 0 0 0

.CGTGGCTATCGGTTCAGTGT..................................................................................................................................................................................................... 20 1 3 1.00 3 3 0 0 0 0 0

.CGTGGCTATCGGTTCAGTGCTCC.................................................................................................................................................................................................. 23 2 2 0.50 1 1 0 0 0 0 0

...................................................................ATTCTTCTACTGCGCGAGT.................................................................................................................................... 19 1 2 0.50 1 1 0 0 0 0 0

...........................................CTCGCTTTCCTCCTCGAGGA........................................................................................................................................................... 20 0 2 0.50 1 0 1 0 0 0 0

.............TTCAGTGCTGGCCTTACAATTTC...................................................................................................................................................................................... 23 2 2 0.50 1 1 0 0 0 0 0

..GTGGCTATCGGTTCAGTGCTGGC................................................................................................................................................................................................. 23 0 2 0.50 1 1 0 0 0 0 0

.............................................................GAGGAAATTCTTCTACTGCGC........................................................................................................................................ 21 0 2 0.50 1 0 0 0 1 0 0

.CGTGGCTATCGGTTCAGTGA..................................................................................................................................................................................................... 20 1 2 0.50 1 1 0 0 0 0 0

...........................................CTCGCTTTCCTCCTCGAGGAG.......................................................................................................................................................... 21 0 2 0.50 1 1 0 0 0 0 0

............................ACAATTGGCATGGTCCTCGCTT........................................................................................................................................................................ 22 0 2 0.50 1 0 1 0 0 0 0

..................................................................AATTCTTCTACTGCGCGATT.................................................................................................................................... 20 2 2 0.50 1 1 0 0 0 0 0

.......TATCGGTTCAGTGCTGGCCTT.............................................................................................................................................................................................. 21 0 2 0.50 1 1 0 0 0 0 0

.............TTCAGTGCTGGCCTTACAATT........................................................................................................................................................................................ 21 0 2 0.50 1 0 1 0 0 0 0

................AGTGCTGGCCTTACAATTGGCA.................................................................................................................................................................................... 22 0 2 0.50 1 0 1 0 0 0 0

.CGTGGCTATCGGTTCAGTGCTTC.................................................................................................................................................................................................. 23 2 2 0.50 1 1 0 0 0 0 0

.......................................................................................................AATATTCCCTGGGCTCTGC................................................................................................ 19 0 2 0.50 1 0 1 0 0 0 0

.............TTCAGTGCTGGCCTTACAATTG....................................................................................................................................................................................... 22 0 2 0.50 1 1 0 0 0 0 0

.................................TGGCATGGTCCTCGCTTTCC..................................................................................................................................................................... 20 0 2 0.50 1 0 1 0 0 0 0

.CGTGGCTATCGGTTCAGAA...................................................................................................................................................................................................... 19 2 2 0.50 1 1 0 0 0 0 0

.......................GCCTTACAATTGGCATGGTC............................................................................................................................................................................... 20 0 2 0.50 1 0 1 0 0 0 0

..GTGGCTATCGGTTCAGTGCT.................................................................................................................................................................................................... 20 0 2 0.50 1 1 0 0 0 0 0

.................GTGCTGGCCTTACAATTGG...................................................................................................................................................................................... 19 0 2 0.50 1 0 1 0 0 0 0

...TGGCTATCGGTTCAGTGCTC................................................................................................................................................................................................... 20 1 2 0.50 1 1 0 0 0 0 0

..................................................................AATTCTTCTACTGCGCGAGT.................................................................................................................................... 20 1 2 0.50 1 1 0 0 0 0 0

........................CCTTACAATTGGCATGGTCC.............................................................................................................................................................................. 20 0 2 0.50 1 1 0 0 0 0 0

.....GCTATCGGTTCAGTGCTGG.................................................................................................................................................................................................. 19 0 2 0.50 1 1 0 0 0 0 0

....................................CATGGTCCTCGCTTTCCTCCTT................................................................................................................................................................ 22 1 2 0.50 1 0 1 0 0 0 0

..........................................................................................................................TGTCCGATGCCCTCACGCAGTC.......................................................................... 22 1 2 0.50 1 0 0 0 1 0 0

.........................CTTACAATTGGCATGGTCCTCG........................................................................................................................................................................... 22 0 2 0.50 1 0 1 0 0 0 0

...TGGCTATCGGTTCAGTGCTA................................................................................................................................................................................................... 20 1 2 0.50 1 1 0 0 0 0 0

.....................................................................................................................................CTCACGCAGTACAAGAATTTCTC.............................................................. 23 2 2 0.50 1 1 0 0 0 0 0

....GGCTATCGGTTCAGTGCTGG.................................................................................................................................................................................................. 20 0 2 0.50 1 1 0 0 0 0 0

.................................TGGCATGGTCCTCGCTTTCCTC................................................................................................................................................................... 22 0 2 0.50 1 0 1 0 0 0 0

................................TTGGCATGGTCCTCGCTTTC...................................................................................................................................................................... 20 0 2 0.50 1 0 1 0 0 0 0

..GTGGCTATCGGTTCAGTG...................................................................................................................................................................................................... 18 0 2 0.50 1 1 0 0 0 0 0

........................CCTTACAATTGGCATGGTCCTT............................................................................................................................................................................ 22 1 3 0.33 1 1 0 0 0 0 0

...........................................................................................................................GTCCGATGCCCTCACGCA............................................................................. 18 0 7 0.14 1 0 0 0 0 0 1

..................................................................AATTCTTCTACTGCGCGTTT.................................................................................................................................... 20 3 7 0.14 1 1 0 0 0 0 0

Anti-sense strand reads

GGCACCGATAGCCAAGTCACGACCGGAATGTTAACCGTACCAGGAGCGAAAGGAGGAGCTCCTCCTTTAAGAAGATGACGCGCTCTCGTATCCCGTCTAAGAGTTATAAGGGACCCGAGACGACAGGCTACGGGAGTGCGTCATGTTCTTAAAGGAATAACTTCCCCCTTCGATCCTGGTGCGTTTAACGTTACGGTCGTCACTAGGGTATCGGTATA

*************************************************(((((((((.((((((((((((.(((((((.(((.((((.((((((...((((........)))).....)))))).)))).))).))))))).)))))))))))).))).)))))).***************************************************
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......................................................TGAGCTCCTCCTTTAAGAA................................................................................................................................................. 19 1 2 0.50 1 1 0 0 0

...........................................................................................................................CAGGCTACGGGAGTGCGT............................................................................. 18 0 7 0.14 1 0 0 0 1
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_18:543170-

543387 -
dpe_2501 CCGTGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCGAGGAGGAAATTCTTCTACTGCGCGAGAGCATAGGGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAAGAATTTCCTTATTGAAGGGGGAAGCTAGGACCACGCAAATTGCAATGCCAGCAGTGATCCCATAGCCATAT

dp5 XL_group1e:1655468-
1655685 +

dps-mir-
2545a-2

CCGTGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCAAGGAGGAAATTCTTCTACTGCGCGAGGGCATAGGGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAAGAATTTCCTCCTCGAGGAGGAAAGCTAGGACCACTCGAATTGCAATGCCAGCAGTGATCCCATAGCCATAC

droEre2 scaffold_4929:7008759-
7008799 +

CGGTGGACATCGTCTCGGTGCTGGCAGTGCACTGGACATGG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/08/2015 at 07:48 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
7
1
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:543170-543387
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2502.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:543031-543049
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2501.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:543303-543321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:543170-543387
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http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2545a-2.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:7008759-7008799
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CGATTAAGAAATATTTAAATGCAACTGCAGAGAGAGGGAGCGAGTGAAAGAGAGACAGAACGGGACAGGGAACGTCTGAATTTATAATCGTTACTCGCTCGCTCTGTCTCGCTCTCGCTCGCTTCTCGCCGCCAGAGAGCGAGTGAAATTCTTCGTGGTTCTAA

***********************************((((((((((((.((.((((((((.((((...(((((((..............)))).))).)))).)))))))).)).))))))))))))..************************************
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...........................................................................................TACTCGCTCGCTCTGTCTCGCT................................................... 22 0 1 75.00 75 38 20 10 5 2 0

..................................................AGAGACAGAACGGGACAGGGAACG.......................................................................................... 24 0 1 73.00 73 37 12 13 4 7 0

..................................................AGAGACAGAACGGGACAGGGAAC........................................................................................... 23 0 1 40.00 40 25 5 3 2 5 0

..........................................................................................TTACTCGCTCGCTCTGTCTCGC.................................................... 22 0 1 39.00 39 16 11 3 7 1 1

...........................................................................................TACTCGCTCGCTCTGTCTCGC.................................................... 21 0 1 39.00 39 23 13 0 3 0 0

..........................................................................................TTACTCGCTCGCTCTGTCTCG..................................................... 21 0 1 39.00 39 15 11 4 4 4 1

..........................................................................................TTACTCGCTCGCTCTGTCTCGCT................................................... 23 0 1 33.00 33 10 11 9 2 0 1

...........................................................................................TACTCGCTCGCTCTGTCTCG..................................................... 20 0 1 15.00 15 8 2 0 4 1 0

..................................................AGAGACAGAACGGGACAGG............................................................................................... 19 0 1 6.00 6 0 0 0 0 6 0

..................................................AGAGACAGAACGGGACAGGGAA............................................................................................ 22 0 1 5.00 5 3 1 0 0 1 0

...........................................................................................TACTCGCTCGCTCTGTCTCGCC................................................... 22 1 1 3.00 3 0 0 3 0 0 0

..........................................................................................TTACTCGCTCGCTCTGTCTC...................................................... 20 0 1 3.00 3 1 1 0 1 0 0

..................................................AGAGACAGAACGGGACAGGGA............................................................................................. 21 0 1 3.00 3 2 0 0 0 0 1

..................................................AGAGACAGAACGGGACAGGGAACGT......................................................................................... 25 0 1 2.00 2 1 0 0 0 1 0

............................................................................................ACTCGCTCGCTCTGTCTCGCT................................................... 21 0 1 2.00 2 1 0 0 1 0 0

..................................................AGAGACAGAACGGGACAGGG.............................................................................................. 20 0 1 1.00 1 0 0 0 0 1 0

..................................................AGAGACAGAACGGGACAGGGAACGC......................................................................................... 25 1 1 1.00 1 1 0 0 0 0 0

...........................................................................................TACTCGCTCGCTCTGTCTCGCG................................................... 22 1 1 1.00 1 0 0 1 0 0 0

..........................................................................................TTACTCGCTCGCTCTGTCTCGT.................................................... 22 1 1 1.00 1 0 1 0 0 0 0

..................................................AGAGACAGAACGGGACAGGT.............................................................................................. 20 1 1 1.00 1 0 0 0 1 0 0

..................................................AGAGACAGAACGGGACAGGGAACGAA........................................................................................ 26 2 1 1.00 1 1 0 0 0 0 0

..........................................................................................TTACTCGCTCGCTCTGTCTCGCC................................................... 23 1 1 1.00 1 0 0 1 0 0 0

..................................................AGAGACAGAACGGGACAGGGAAG........................................................................................... 23 1 1 1.00 1 0 1 0 0 0 0

..................................................AGAGACAGAACGGGACAGGGAAA........................................................................................... 23 1 1 1.00 1 0 0 0 0 1 0

..................................................AGAGACAGAACGGGACAGGA.............................................................................................. 20 1 2 0.50 1 0 0 0 0 1 0

Anti-sense strand reads

GCTAATTCTTTATAAATTTACGTTGACGTCTCTCTCCCTCGCTCACTTTCTCTCTGTCTTGCCCTGTCCCTTGCAGACTTAAATATTAGCAATGAGCGAGCGAGACAGAGCGAGAGCGAGCGAAGAGCGGCGGTCTCTCGCTCACTTTAAGAAGCACCAAGATT

************************************((((((((((((.((.((((((((.((((...(((((((..............)))).))).)))).)))))))).)).))))))))))))..***********************************
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....................................................TCTGTCTTGCCCTGTCCCTT............................................................................................ 20 0 1 2.00 2 1 1 0

.......................................................................................AGCAATGAGCGAGCGAGACAGA....................................................... 22 0 1 1.00 1 1 0 0

............................................................................................TGAGCGAGCGAGACAGAGC..................................................... 19 0 1 1.00 1 1 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_22:1360219-1360382

-
dpe_81 CGATTAA---------------GAAAT---------------------------A-----------------------TT--------------TAAATGCAACTGCAGAGAGAG--GGAGCGAGTGAAAGA--GAG----ACAGAACGGG-----------------------------------------------------------------------------------------------------------------ACA----GGGAACGTCTGAA--------TTTATAAT-----------------CGT----------TACTCGCTCGCTCTGTCT---------------CGCTCTCGCT-C------GCTTCTCGC-CGCCAGAGAGCGAGTGAAATTCTTCGTGGTTCT--------------AA

dp5 Unknown_group_18:24566-
24677 +

AATATTT---------------AACAA---------------------------C-----------------------AC--------------GACAA------------------AGAGTGCGTGCGAGA--GAG----ACAGAAAATAAGTCTG---AGC--GTGACGT--------------------CA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGCGCTGCGTAGCCACTGCAAATTGATTTGTTTCCTTT--GGCTAT--------------AA

droWil2 scf2_1100000004909:8429400-
8429588 -

TTTTTGCTTCT---TCTTGTATAGGTGA---AAACA--------TG--------C-----------------------AA--------------GGCAA------------------ATACTGTAGAAGGGA--GAG----ACGAGAGGAGTAAAGGGTTGG---------CTCCATAGGTCCGAATCATATCTGGACAGAGGGGGCCGGTCATTCCCTTTCT--------------------------------------------------------------------------------CTCTCGC---------------------------TCTCTCTTTCT---------------CTCTCCCTTC-C------TCTTTT-G-----------TCGTGTGAAAATAT--GT----------------TTTGTT

droVir3 scaffold_13049:17807755-
17807878 +

GAGGAAG---------------AGGTA---------------------------A-----------------------AG--------------CAAGG------------------AAAAGCCAACAAGTA--AAA----AACAAAAACCAGTATG---GCAAGGAAAATTAATAAAAGTCATAATAATAC----------------------TCG-------------------------------------------------------------------------------------------------------------------------CAATTTCCTT---------------TGCCCTGC-C-C------ACTTTTCGA--------------------------------------------CACAAG

droMoj3 scaffold_6496:13873065-
13873247 -

CGATTAATGTTAACTTTTATATAATTATTTT-----TCCAACTGTGCTTAAATTA-----------------------TTATCCGAGTGAGTGAGGGAG------------------AGAAAGAGAGAGAGA--GAG----ACAGA-------------------------TTCGATTAACG---------TCAACTTTTAGAGAATCATTACTTCCCATTCCTTCCAGCTGTGCTTAAATTATTATCTGAGTGAGAGAG--AGAGA----GTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------A

droGri2 scaffold_15245:3078780-
3078973 -

CAATTGC---------------ATTTT---------T--GAGAG-----AAAT-AGCAAATTAAAACTATATAGCACT-A--------------AAATA------------AGAGAGGGAGAGAGTGAGAGA--GAG----AGAGAGAGAGAGAGAG---AGT--GGGAAGCAGTACAAAGCTTACTCACTC----------------------TCT-------------------------------------------------------------------------------------------------------------------------CCCTCTCTCT---------------CGCTCTCG-CTCTCTCGCGCTGTGTGT-TGTCAGAAACTGCAACAATTCCTTTGCAGTT----------------TT

droAna3 scaffold_13770:771965-
772056 -

AGACAGA---------------GACAG---------------------------A-----------------------GA--------------CAGAG------------------ACAGAGACAGAGACA--GAG----ACAGAGACAGAGACAG---AG----------------------------------------------------------------------------------------------ACAG--AGA------CAGAG--------AGTTTAAAGAGATAAG--------------------------------------------------------CTT--ATC--------------------------------------------------------------------------TC

droBip1 scf7180000396575:510604-
510642 +

AGATCAA---------------GATTT---------------------------A-----------------------GA--------------GACAA------------------AGACAGAGAAGGAGA--AAG----A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302696:1130458-
1130578 +

CTGAGAT---------------GGGCA---------------------------C-----------------------CT--------------AAAGG------------------AGGGCAGGAGGGAGC--CTA----GGCAGGAGCGGCACTG---GC----------------------------------------------------------------------------------------------AGCGTGGGAG-CTAA-T------------------------GCT-----------------CGTAATGTCGAATTACTGGCGTTCCCTGTGTCCGCCGCGTCT--GCC--------------------------------------------------------------------------TC

droFic1 scf7180000449461:27575-
27637 -

AGAGAGA---------------GAGAG---------------------------A-----------------------GA--------------GAGAG------------------AGAGAGATA----------------------GAG-----------------------------------------------------------------------------------------------------------------AGA----GAG-------------------------ACGGCCTATATTTAAGCTT------------------------------------------GTCA--------------------------------------------------------------------------CT

droEle1 scf7180000491199:1573876-
1573953 +

CGGTTAACCGG---CTTA-------AT---------------------------A-----------------------GC--------------GGCAG------------------AGAAT-----TGAGAAAGAG----AGAGAGAGAG----------T----------------------------------------------------------------------------------------------AGAGCACGAG-------CCA----------------------AG--------------------------------------------------------------------------------------------------------------TCTC--GA----------------TCTACA

droRho1 scf7180000779337:423255-
423312 -

AGACATA---------------ACGAT---------------------------A-----------------------GA--------------GATAG------------------ATAGATAGATAGAGA--GAG----ACAGAGAGAGAGAGAG---AG----------------------------------------------------------------------------------------------CG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000299393:9038-9109
-

AGAGAGA---------------GAGAG---------------------------A-----------------------GA--------------GAGAG------------------AGAGAGAGAGAGAGA--GAG----AGAGAGAGAGAGAGAG---AG----------------------------------------------------------------------------------------------AGAGAGAGAG-AAGG-A----------------------------------------------------------------------------------------------------------------------------------------------------------------------A

droTak1 scf7180000415722:325527-
325594 -

CAAAACA---------------AATG----------------------------C----------CCGA---------CT--------------TGGCG------------------AGAG----------A--GGGAGGGGAAGA--CAG--TT-------------------------------------------------------------------------------------------------------------A------GAACT--------TGTTT-----------------------AAATTT------------------------------------------ATAA--------------------------------------------------------------------------TC

droEug1 scf7180000409509:714111-
714175 -

AGAGAGA---------------GAGAG---------------------------A-----------------------GA--------------GAGAG------------------AGAGAGAGA------------------GAGGGGG-----------------------------------------------------------------------------------------------------------------AGA----GAAAC--------TGTTT----------------------CAA-------------------------------------TCGATTCT--CAT--------------------------------------------------------------------------TA

dm3 chrU:8366958-8367052 + AGAGAAA---------------GAGAA---------------------------A-----------------------GA--------------GAAAG------------------AGAAAGAGAAAGAGA--AAG----AGAAAGAGAAAGAGAA---AG----------------------------------------------------------------------------------------------AGAAAGAGAA-AGAG-A--AAGAGAGAG--------TTCTT--------------TAA---T------------------------------------------GTTA--------------------------------------------------------------------------CT
droSim2 x:15172046-15172097 - AGCGACG---------------GACAG---------------------------A-----------------------GA--------------GAGCG------------------AGAGAGAGAGAGAGA--GAA----CGCGAGCGGGAGCG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_16:711883-711984 + CGTGTGT---------------AACAG---------------------------A-----------------------CA--------------AACGA------------------TGTAAGAGAGCAGCA--GCG----CGCGAGAGAGAGAGAT---GG---------AGCGAAGAACTCAA-----------------------------------------------------------------------------------------------------------GTGATAAGCTTCTCATGC---------------------------TCTCTCTT---------------TCTC--------------------------------------------------------------------------GC
droYak3 X:18720330-18720421 + TCACCAC---------------GACCG---------------------------G----------TGTATTTGACACC-A--------------CAACA------------AGAA--GGAGAACAAGAACAA--GA--------ACAAGAA-----------------------------------------------------------------------------------------------------------------CAA----GGC-------------------------ACAATTTGCAC---------------------------TC--------------GCTTTTCCCCT--------------------------------------------------------------------------GC
droEre2 scaffold_4784:11049209-

11049292 +
AGAGAGA---------------GAGAG---------------------------A-----------------------GG--------------GAGAG------------------AGGGAGAAA----------------------GAG-----------------------------------------------------------------------------------------------------------------AGA----GCACC--------CGTCA---------A---------------------------------TGGGCATTTTCTA--------------------------------------------------------------------TAT--AGCGCTAACCGCTACCGCCGTC
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GTAACCGTGTTGAGGAAAGTGTTTCCCCCACCAAATGCACATTCGTGCTATATGGCAAACAGTTGATTTATGTTATTTTCTAATTCATAAGTCTCTTGTCTGCCATACAGCAAAATGTGTGCTCTATCCTGATGCATCCTATGCTGGCTTAGATCAGA

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

#
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V111
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body
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female
body

V042

embryo

V050

head

V057

head

..................................................TATGGCAAACAGTTGATTTATG...................................................................................... 22 0 1 154.00 154 121 13 10 8 2

..................................................TATGGCAAACAGTTGATTTATGT..................................................................................... 23 0 1 53.00 53 50 2 0 1 0

.......................................................................................TAAGTCTCTTGTCTGCCATA................................................... 20 0 1 20.00 20 19 1 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCATACA................................................. 22 0 1 12.00 12 9 3 0 0 0

..................................................TATGGCAAACAGTTGATTTAT....................................................................................... 21 0 4 11.50 46 42 0 4 0 0

.......................................................................................TAAGTCTCTTGTCTGCCATAC.................................................. 21 0 1 9.00 9 6 3 0 0 0

..................................................TATGGCAAACAGTTGATTTATGTC.................................................................................... 24 1 1 7.00 7 7 0 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCAT.................................................... 19 0 1 3.00 3 3 0 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCATT................................................... 20 1 1 3.00 3 3 0 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCATC................................................... 20 1 1 3.00 3 3 0 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCATACCT................................................ 23 2 1 2.00 2 2 0 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCATCT.................................................. 21 2 1 2.00 2 2 0 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCATACC................................................. 22 1 1 2.00 2 2 0 0 0 0

..................................................TATGGCAAACAGTTGATTTATGTTT................................................................................... 25 1 1 1.00 1 1 0 0 0 0

........................................................................................AAGTCTCTTGTCTGCCATACA................................................. 21 0 1 1.00 1 0 1 0 0 0

..................................................TATGGCAAACAGTTGATTTATGTT.................................................................................... 24 0 1 1.00 1 1 0 0 0 0

..................................................TATGGCAAACAGTTGATTTATGTCC................................................................................... 25 2 1 1.00 1 1 0 0 0 0

........................................................................................AAGTCTCTTGTCTGCCATT................................................... 19 1 1 1.00 1 0 1 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCATAA.................................................. 21 1 1 1.00 1 1 0 0 0 0

..................................................TATGGCAAACAGTTGATTTATT...................................................................................... 22 1 4 1.00 4 2 2 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCATTT.................................................. 21 2 2 0.50 1 1 0 0 0 0

..................................................TATGGCAAACAGTTGATTT......................................................................................... 19 0 4 0.50 2 2 0 0 0 0

..................................................TATGGCAAACAGTTGATTTA........................................................................................ 20 0 4 0.25 1 1 0 0 0 0

................................................TATATGGCAAACAGTTGATT.......................................................................................... 20 0 4 0.25 1 1 0 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCCGT................................................... 20 3 13 0.08 1 1 0 0 0 0

.......................................................................................TAAGTCTCTTGTCTGCCATCTC................................................. 22 3 20 0.05 1 1 0 0 0 0

Anti-sense strand reads

CATTGGCACAACTCCTTTCACAAAGGGGGTGGTTTACGTGTAAGCACGATATACCGTTTGTCAACTAAATACAATAAAAGATTAAGTATTCAGAGAACAGACGGTATGTCGTTTTACACACGAGATAGGACTACGTAGGATACGACCGAATCTAGTCT

************************************.((((((...((((.(((((((.((((..((((((((..(((....))).))))))))..)))).))))))).))))....))))))***********************************
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droPer2 scaffold_7821:1029-
1186 +

dpe_88 GTAACCGTGTTGAGGAAAGTGTTTCCCCCACCAAATGCACATTCGTGCTATATGGCAAACAGTTGATTTATGTTATTTTCTAATTCATAAGTCTCTTGTCTGCCATACAGCAAAATGTGTGCTCTATCCTGATGCATCCTATGCTGGCTTAGATCAGA

dp5 4_group4:3553239-
3553396 +

dps_14 GTAACCGTGTTGAGGAAAGTGTTTCCCCCACCAAATGCACATTCGTGCTATTTGGCAAACACTTGATTTATGTTATTTTCTAATTCATAAATCTCGTATCTGCCATACAGCAAAATGTGTGCTCTATCCTGATGCATCCTATGCTGGCTTAGATCAGA
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ACAAAAGATAAAACTAATCTCGGATCGGATGTTCCTTAAACCTTAACTGCCGTCTTGCAGCGCCTGTGGACGATAGGTCCAAAATTTCAGTCTACAGACGCTGCGATTCCGGGCAGTTGAGTGGATGGGATCCACCTTTAAATCACACTTAAAGCTATGTGCAC

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

V042

embryo

V050

head

...........................................................................................CTACAGACGCTGCGATTCCGGG................................................... 22 0 1 63.00 63 43 0 14 4 0 2

...........................................................................................CTACAGACGCTGCGATTCCGGGC.................................................. 23 0 1 62.00 62 30 12 13 4 2 1

...........................................................................................CTACAGACGCTGCGATTCCGG.................................................... 21 0 1 52.00 52 38 0 7 6 1 0

...........................................................................................CTACAGACGCTGCGATTCCG..................................................... 20 0 1 37.00 37 5 1 20 9 0 2

..................................................CGTCTTGCAGCGCCTGTGGAC............................................................................................. 21 0 1 25.00 25 5 1 8 7 0 4

.........AAAACTAATCTCGGATCGGAT...................................................................................................................................... 21 0 1 19.00 19 0 19 0 0 0 0

..................................................CGTCTTGCAGCGCCTGTGGA.............................................................................................. 20 0 1 14.00 14 4 0 4 5 0 1

...........AACTAATCTCGGATCGGAT...................................................................................................................................... 19 0 1 10.00 10 0 10 0 0 0 0

..........AAACTAATCTCGGATCGGAT...................................................................................................................................... 20 0 1 10.00 10 0 9 0 0 0 1

..............................................................................................CAGACGCTGCGATTCCGGGC.................................................. 20 0 1 7.00 7 0 7 0 0 0 0

...........................................................................................CTACAGACGCTGCGATTCCGGGCA................................................. 24 0 1 7.00 7 0 6 0 0 1 0

...............................................................................................AGACGCTGCGATTCCGGGC.................................................. 19 0 1 6.00 6 0 6 0 0 0 0

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

...........................................................................................CTACAGACGCTGCGATTCC...................................................... 19 0 1 5.00 5 1 0 1 2 0 1

.......ATAAAACTAATCTCGGAT........................................................................................................................................... 18 0 1 5.00 5 0 5 0 0 0 0

........TAAAACTAATCTCGGATCGGAT...................................................................................................................................... 22 0 1 5.00 5 0 5 0 0 0 0

............................................................................................TACAGACGCTGCGATTCCGGG................................................... 21 0 1 5.00 5 5 0 0 0 0 0

................................................................................................GACGCTGCGATTCCGGGC.................................................. 18 0 1 5.00 5 0 5 0 0 0 0

......GATAAAACTAATCTCGGATCGGAT...................................................................................................................................... 24 0 1 4.00 4 0 4 0 0 0 0

..........................................................................................TCTACAGACGCTGCGATTCCG..................................................... 21 0 1 4.00 4 2 0 2 0 0 0

............ACTAATCTCGGATCGGAT...................................................................................................................................... 18 0 1 3.00 3 0 3 0 0 0 0

............................................................................................TACAGACGCTGCGATTCCGG.................................................... 20 0 1 3.00 3 2 0 1 0 0 0

...................................................GTCTTGCAGCGCCTGTGGA.............................................................................................. 19 0 1 3.00 3 0 0 2 1 0 0

......GATAAAACTAATCTCGGAT........................................................................................................................................... 19 0 1 3.00 3 0 3 0 0 0 0

...........................................................................................CTACAGACGCTGCGATTCCGGGA.................................................. 23 1 1 3.00 3 0 0 3 0 0 0

.......ATAAAACTAATCTCGGATCGGAT...................................................................................................................................... 23 0 1 3.00 3 0 3 0 0 0 0

.........AAAACTAATCTCGGATCGGATGTTC.................................................................................................................................. 25 0 1 3.00 3 0 3 0 0 0 0

.................................CCTTAAACCTTAACTGCCGT............................................................................................................... 20 0 1 3.00 3 0 3 0 0 0 0

..................................................CGTCTTGCAGCGCCTGTGGT.............................................................................................. 20 1 1 3.00 3 0 0 2 1 0 0

..............................................................................CCAAAATTTCAGTCTACAGAC................................................................. 21 0 1 2.00 2 0 2 0 0 0 0

...AAAGATAAAACTAATCTCGGATCGGAT...................................................................................................................................... 27 0 1 2.00 2 0 2 0 0 0 0

........................................CCTTAACTGCCGTCTTGCAGC....................................................................................................... 21 0 1 2.00 2 0 2 0 0 0 0

...............AATCTCGGATCGGATGTTC.................................................................................................................................. 19 0 1 2.00 2 0 2 0 0 0 0

............................................................................................TACAGACGCTGCGATTCCGGGC.................................................. 22 0 1 2.00 2 1 0 1 0 0 0

..................................................CGTCTTGCAGCGCCTGTG................................................................................................ 18 0 1 2.00 2 2 0 0 0 0 0

..........AAACTAATCTCGGATCGG........................................................................................................................................ 18 0 1 2.00 2 0 2 0 0 0 0

......GATAAAACTAATCTCGGATCGGATGTTC.................................................................................................................................. 28 0 1 2.00 2 0 2 0 0 0 0

.........AAAACTAATCTCGGATCGG........................................................................................................................................ 19 0 1 2.00 2 0 2 0 0 0 0

................ATCTCGGATCGGATGTTC.................................................................................................................................. 18 0 1 2.00 2 0 2 0 0 0 0

.....AGATAAAACTAATCTCGGATCGGAT...................................................................................................................................... 25 0 1 2.00 2 0 2 0 0 0 0

..............................................CTGCCGTCTTGCAGCGCCTGTGGAC............................................................................................. 25 0 1 2.00 2 0 2 0 0 0 0

..................................CTTAAACCTTAACTGCCGTCTTGC.......................................................................................................... 24 0 1 2.00 2 0 1 0 0 1 0

.........................................................................................................ATTCCGGGCAGTTGAGTGGATGG.................................... 23 0 1 1.00 1 0 0 1 0 0 0

......................................AACCTTAACTGCCGTCTTGCAGC....................................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0

............................................AACTGCCGTCTTGCAGCGCCTGT................................................................................................. 23 0 1 1.00 1 0 0 0 0 1 0

.........................................CTTAACTGCCGTCTTGCAGCGCCTGC................................................................................................. 26 1 1 1.00 1 0 1 0 0 0 0

.........AAAACTAATCTCGGATCGGATGTT................................................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0

.........................................CTTAACTGCCGTCTTGCA......................................................................................................... 18 0 1 1.00 1 0 0 0 0 1 0

................ATCTCGGATCGGATGTTCC................................................................................................................................. 19 0 1 1.00 1 0 1 0 0 0 0

........................................CCTTAACTGCCGTCTTGCAGCGCCTGT................................................................................................. 27 0 1 1.00 1 0 0 0 0 1 0

............................................................................................TACAGACGCTGCGATTCCGT.................................................... 20 1 1 1.00 1 1 0 0 0 0 0

.....................................................................................TTCAGTCTACAGACGCTGC............................................................ 19 0 1 1.00 1 0 1 0 0 0 0

...............AATCTCGGATCGGATGTTCC................................................................................................................................. 20 0 1 1.00 1 0 1 0 0 0 0

.......ATAAAACTAATCTCGGAC........................................................................................................................................... 18 1 1 1.00 1 0 1 0 0 0 0

...........................................................................................CTACAGACGCTGCGATTCCGGGT.................................................. 23 1 1 1.00 1 1 0 0 0 0 0

...............AATCTCGGATCGGATGTT................................................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0

......................................................................CGATAGGTCCAAAATTTCAGT......................................................................... 21 0 1 1.00 1 0 0 0 0 1 0

..................................................CGTCTTGCAGCGCCTGTGGAA............................................................................................. 21 1 1 1.00 1 1 0 0 0 0 0

...........................................................................................CTACAGACGCTGCGATTC....................................................... 18 0 1 1.00 1 0 0 0 0 1 0

.............................................ACTGCCGTCTTGCAGCGCCTGTGGAC............................................................................................. 26 0 1 1.00 1 0 1 0 0 0 0

...............................................TGCCGTCTTGCAGCGCCT................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0

........................................CCTTAACTGCCGTCTTGC.......................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0

.........................................................................................GTCTACAGACGCTGCGATTCCGGGCAGTT.............................................. 29 0 1 1.00 1 0 1 0 0 0 0

.......ATAAAACTAATCTCGGATCGGATGTT................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0

................ATCTCGGATCGGATGTTCCTTAAACCT......................................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0

.............CTAATCTCGGATCGGATGTTCCTTAAAC........................................................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0

..............................................CTGCCGTCTTGCAGCGCCTGT................................................................................................. 21 0 1 1.00 1 0 0 0 0 1 0

...................................................GTCTTGCAGCGCCTGTGT............................................................................................... 18 1 1 1.00 1 0 0 1 0 0 0

...........................................................................................CTACAGACGCTGCGATTCCGGGCT................................................. 24 1 1 1.00 1 1 0 0 0 0 0

..................................................CGTCTTGCAGCGCCTGTGT............................................................................................... 19 1 1 1.00 1 0 0 1 0 0 0

......................................................................................TCAGTCTACAGACGCTGCGATTCCGGGC.................................................. 28 0 1 1.00 1 0 1 0 0 0 0

.......ATAAAACTAATCTCGGATCGGG....................................................................................................................................... 22 1 1 1.00 1 0 1 0 0 0 0

...........................................................................................CTACAGACGCTGCGATTCCGGT................................................... 22 1 1 1.00 1 1 0 0 0 0 0

.............................................ACTGCCGTCTTGCAGCGCCTGT................................................................................................. 22 0 1 1.00 1 0 0 0 0 1 0

.....................................................CTTGCAGCGCCTGTGGACGAT.......................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0

...........AACTAATCTCGGATCGGAC...................................................................................................................................... 19 1 1 1.00 1 0 1 0 0 0 0

..........................................................................................TCTACAGACGCTGCGATTCCGGG................................................... 23 0 1 1.00 1 1 0 0 0 0 0

..................................................CGTCTTGCAGCGCCTGTGG............................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

......................................................TTGCAGCGCCTGTGGACGAT.......................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0

......................................AACCTTAACTGCCGTCTTGCAG........................................................................................................ 22 0 1 1.00 1 0 0 0 0 1 0

.........................................CTTAACTGCCGTCTTGCAGCGCCTGT................................................................................................. 26 0 1 1.00 1 0 1 0 0 0 0

..........AAACTAATCTCGGATCGGATGT.................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

...........................................................................................CTACAGACGCTGCGATTTT...................................................... 19 2 2 1.00 2 0 0 2 0 0 0

Anti-sense strand reads

TGTTTTCTATTTTGATTAGAGCCTAGCCTACAAGGAATTTGGAATTGACGGCAGAACGTCGCGGACACCTGCTATCCAGGTTTTAAAGTCAGATGTCTGCGACGCTAAGGCCCGTCAACTCACCTACCCTAGGTGGAAATTTAGTGTGAATTTCGATACACGTG
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_1:8612785-8612948

-
dpe_229 AC-AAAAGATAAAACTA---ATCTCGGATCGGAT-----------------GTTCCTTAAACC---------T--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAA---ATTTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------GGGAT---CCA--CCTTTAAATCACACTTAAAGCTA--TGTGCAC----------

dp5 Unknown_singleton_3046:34-
197 +

dps_31 AC-AAAAGATAAAACTA---ATCTCGGATCGGAT-----------------GTTCCTTAAACC---------T--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAA---ATTTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------GGGAT---CCA--CCTTTAAATCACACTTAAAGCTA--TGTGCAC----------

droWil2 scf2_1100000004945:407286-
407437 +

dwi_5419 AT-ACATGATATATCCTCCAAATGTGAATTAGAT-----ATAAGTTATATCCA----GTGATCG------ATT--TAATTGCCGTCTTGCAGGGTCTTTGTAAAGAATCCAGGTCCAAATT-AAAT-TCTTTATAGATCCTGCGATTCTG-GGCAATTGAAT-GA--------------------------------CACACTGAA------------------------

droVir3 scaffold_12963:14467474-
14467585 -

dvi_24646 AG-TCTATGTA-----------------------------------------------------------ATG--TAACTGCCGTCTTGCAACGCCT--GTGGATA-CAAAGGTCCAAA---AATT-AATCCACACGAGTTGCGATTCTG-GGCAGTTGA------------------------------------TTTTACTAAAATCTT--TATGCAC----------

droMoj3 scaffold_6500:15423853-
15423994 -

dmo_3155 GACAACAG----CACAGCAG-------CCGGCACT--------------CG------------T------CTT--TAACTGCCGTCTTGCAGCTCCT--GTGGATG-CCCAGGTCCAAT---AAGT-AATCCACACGTGCTGCGATTCCG-GGCAGTTGAGG-GGA-GCAA-CAGG--AT---T-----------------------CCTT--TAAGAAC--TACAGCTA

droGri2 scaffold_15252:2029231-
2029386 +

dgr_469 AT-AGAGGA---ATCATCATAA-----TTTGTAT---------ATCAATCTA----TATAATCTTACAATGAT--TAACTGCCGTCTTGCCGGGCCT--GTGGGCA-CCCAGGTCCAAACAAAAGT-TGCCCACATGCTCGGCGATTCTG-AGCAGTTAAA-----------------------C---TCAGT---------TTA--ACTT--CATTCACAACT------

droAna3 scaffold_12916:9588081-
9588226 -

dan_4042 TT-AAG----------------------------------------GAACCGT---TT--ATCT------CCCATTAACTGCTGTCTTGCAGAGTCT--GTGGAC---G-TGGTCCAAA----TT--TGTCTACAGCCACTGCGATTCCG-GGCAGTTGAAAGTGAT--AA-TACGG-AC--TCCCCAAAAACACATCACATCT-GCGCTT--TGTGCAC----------

droBip1 scf7180000396580:1442858-
1443004 +

TT-AAG----------------------------------------GATCAGC--ATT---TCT------CCCATTAACTGCCGTCTTGCAGCGTCT--GTGGAC---G-TGGTCCAAA----TT--TGTCTACAGCCGCTGCGATTCCGGGGCAGTTGCAAGTGAAACCA-TACGG-AT--TCCT--CAAATACATCACATCT-GCGCTT--TGTGCAC----------

droKik1 scf7180000302246:274527-
274647 +

A---------------------------------------------------------------------------AACTGCTGTCTTGCAGCGCCT--GTGGAC---TGTGGTCCAAA----TTA-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAGT-GGCC--GATGCTGG------------------ATCGCACTTAACGCTTCGTGTGCAC--CGCAGAGA

droFic1 scf7180000453924:1051732-
1051905 +

AG-AAGAGATAGG--------------ATCGGATTGGAGTGG-ATCGATCGCC---TGGGATCT------GCC--TAACTGCCGTCTTGCAGCGC-C--GTAGAC---TTTGGTCCAAA---ATTT-AGCCTACGGCCGCTACGATTCCG-GGCAGTTGAAA-GGATCCAG-GATGCGAGT-CGC---CCAACCCTTCACACTTAACGCTT--TGTGCAC----------

droEle1 scf7180000491046:1758551-
1758726 +

AG-AAGAGATAAGTCAACGG-------ATCGGATTGG-----AGTGGATCGGA---TTGCGTCT------GCC--TAACTGCCGTCTTGCAGCAC-T--GTAGTC---TTTGGTCCAAA---ATTT-AGTCTACAGCCGCTGCGATTCTG-GGCAGTTGAAA-GGATGCAATGATGACAG---GC---CCAGACCATCACACTTAACGCTT--TGTGCAC----------

droRho1 scf7180000780028:158230-
158404 +

AG-AGGAGATAAGTCAACGG-------ATCGGATTGG-----AATGGATTGGA---TTGGATCT------GCC--TAACTGCCGTCTTGCAGCGC-T--GTATTC---TTTGGTCCAAA---ATTT-AGTCTATAGTCGCTACGATTCTG-GGCAGTTGAAA-TGATCCAA-GACGAGAG---GC---CCAATCCATCACACTTAACGCTT--TGTGCAC----------

droBia1 scf7180000302188:2122009-
2122188 +

AG-AGGAGATAAGTAAACAG-------ATCGGATTGGACTGGAGTGGATCGGA---TTGCATCG------GCC--TAACTGCTGTCTTGCAGGGC-C--GTAGAC---TTTGGTCCAAA---ATTT-AGTCTACGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GACGAGAG---AC---TCAGTCCACTAGACTTAACGCTT--TGTGCAC----------

droTak1 scf7180000415438:753082-
753217 -

G-------------------------------------------TGGATCGGA---TGGCATCT------GCC--TAACTGCTGTCTTGCAGGGC-C--GTGGAC---TTTGGTCCAAA---ATTT-AGTCTATGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCCA-AATGAGAG---AC---CCA---------ACCTAACGCTT--TGTGCAC----------

droEug1 scf7180000409554:3024280-
3024455 -

AA-AAGAGATAACTCAACAG-------GTCGGATTGG-----AGCGGATCGGA---TTGAATCT------GAT--TAACTGCTGTCTTGCAGCGC-T--GTAGAC---TGTGGTCCAAA---ATTT-AGTCTATAGTCGCTGCGATTCTG-GGCAGTTGTAA-GGATAAAAAGATGAGAG---GC---CCAAACCATCACACTTAACGCTT--TGTGCAC----------

dm3 chr2L:3067716-3067890 + dme_436 AG-AAGAGATAAGTTAACAG-------ATTGGATTTG-----CGTCGATCGGA---TTGAATCT------GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTA-AGTCTACAGTCTCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GC---TCAGTCCATAACACTTAACGCTT--TGTGCAC----------
droSim2 2l:2946901-2947075 + dsi_32463 AG-AAGAGATAAGTCAACAG-------ATTGGATTTG-----CGCCGATCGGC---TTGAATCT------GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GC---CCAGTCCATAACACTTAACGCTT--TGTGCAC----------
droSec2 scaffold_5:1224959-1225133

+
dse_1854 AG-AAGAGATAAGTCAACAG-------ATTGGATTTG-----CGTCGATCGGC---TTGAATCT------GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCACTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GC---CCAGTCCATAACACTTAACGCTT--TGTGCAC----------

droYak3 2L:3063715-3063880 + dya_1801 AG-AAGAGA-------------------TCGGATCGG-----CGTCGATCGGA---TTAAGTCT------GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTTGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAAAGAGAGC---CCGGTCCATAACACTTAACGCTT--TGTGCAC----------
droEre2 scaffold_4929:3115459-

3115621 +
der_1527 AG-AAGAGA-------------------TCGGATTGG-----CGTCAATCGGA---TTGAATCT------GCC--TAACTGCTGTCTTGCAGGGC-T--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GATGAGAG---GC---CCAGTCCATGACACTTAACGCTT--TGTGCAC----------
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No Repeatable elements found

mature

1. dpe_77  scaffold_12:1984847-1984867 +
2. dpe_76  scaffold_6388:231-251 +

star

1. dpe_77  scaffold_12:1984802-1984825 +
2. dpe_76  scaffold_6388:186-209 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTCGCTGGCCAAGGACGAGCAGAACTACACCGAGCCCAAGTACTATCTGGGTATGTTGCAAGAGAGAATAGTGTTGGCTCGATCCACCGGATAACATCTCTCTCTTTGACACACAGGGGATCTCATTCCGGGCACTTACTGCTCGAGGATCTTCAGTGACTGCGAC
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...............................................................................................ATCTCTCTCTTTGACACACAGT................................................. 22 1 2 124.00 248 137 104 5 0 2 0

...............................................................................................ATCTCTCTCTTTGACACACAG.................................................. 21 0 2 73.50 147 43 60 42 0 2 0

...............................................................................................ATCTCTCTCTTTGACACACA................................................... 20 0 2 9.00 18 6 9 3 0 0 0

..................................................GTATGTTGCAAGAGAGAATAGTGT............................................................................................ 24 0 2 8.50 17 7 0 0 10 0 0

..................................................GTATGTTGCAAGAGAGAATAGT.............................................................................................. 22 0 2 7.00 14 0 2 0 12 0 0

..............................................................................................CATCTCTCTCTTTGACACACAG.................................................. 22 0 2 6.50 13 5 6 2 0 0 0

..............................................................................................CATCTCTCTCTTTGACACACA................................................... 21 0 2 4.00 8 2 5 0 0 0 1

..................................................GTATGTTGCAAGAGAGAATAGTGTT........................................................................................... 25 0 2 3.50 7 4 1 0 2 0 0

................................................................................................TCTCTCTCTTTGACACACAG.................................................. 20 0 2 2.50 5 0 0 5 0 0 0

................................................................................................TCTCTCTCTTTGACACACAGT................................................. 21 1 2 2.50 5 4 1 0 0 0 0

..................................................GTATGTTGCAAGAGAGAATAG............................................................................................... 21 0 2 2.00 4 2 0 0 2 0 0

..................................................GTATGTTGCAAGAGAGAAT................................................................................................. 19 0 2 2.00 4 2 2 0 0 0 0

..................................................GTATGTTGCAAGAGAGAATAGTG............................................................................................. 23 0 2 1.50 3 1 1 0 1 0 0

..............................................................................................CATCTCTCTCTTTGACACAC.................................................... 20 0 2 1.50 3 2 0 1 0 0 0

..............................................................................................CATCTCTCTCTTTGACACACAGT................................................. 23 1 2 1.00 2 0 1 1 0 0 0

...............................................................................................ATCTCTCTCTTTGACACAC.................................................... 19 0 2 1.00 2 0 2 0 0 0 0

..........................................................................TGGCTCGATCCACCGGATAAC....................................................................... 21 0 2 1.00 2 1 1 0 0 0 0

...............................................................................................ATCTCTCTCTTTGACACACAGTT................................................ 23 2 2 1.00 2 2 0 0 0 0 0

..................................................GTATGTTGCAAGAGAGAATAGC.............................................................................................. 22 1 2 1.00 2 1 0 0 1 0 0

..................................................................................................TCTCTCTTTGACACACAGT................................................. 19 1 2 1.00 2 1 1 0 0 0 0

..................................................................................................TCTCTCTTTGACACACAG.................................................. 18 0 2 1.00 2 1 1 0 0 0 0

................................................................................................TCTCTCTCTTTGACACACAGTT................................................ 22 2 2 1.00 2 1 1 0 0 0 0

...............................................................................................ATCTCTCTCTTTGACACACAT.................................................. 21 1 2 1.00 2 1 0 1 0 0 0

...................................................TATGTTGCAAGAGAGAATAGTGTT........................................................................................... 24 0 2 0.50 1 1 0 0 0 0 0

..................................................GTATGTTGCAAGAGAGAATAA............................................................................................... 21 1 2 0.50 1 1 0 0 0 0 0

...............................................................................................ATCTCTCTCTTTGACACACAGC................................................. 22 1 2 0.50 1 0 1 0 0 0 0

..................GCAGAACTACACCGAGCC.................................................................................................................................. 18 0 2 0.50 1 0 0 0 0 0 1

...............................................................................................ATCTCTCTCTTTGACACACAA.................................................. 21 1 2 0.50 1 0 0 1 0 0 0

...............................................................................................ATCTCTCTCTTTGACACACAGA................................................. 22 1 2 0.50 1 0 1 0 0 0 0

....................................................ATGTTGCAAGAGAGAATAGTGT............................................................................................ 22 0 2 0.50 1 1 0 0 0 0 0

...............................................................................................ATCTCTCTCTTTGACACACAGG................................................. 22 0 2 0.50 1 1 0 0 0 0 0

..................................................GTATGTTGCAAGAGAGAATAGTGA............................................................................................ 24 1 2 0.50 1 0 1 0 0 0 0

...............................................................................................ATCTCTCTCTTTGACACACACT................................................. 22 2 6 0.17 1 1 0 0 0 0 0

Anti-sense strand reads

CAGCGACCGGTTCCTGCTCGTCTTGATGTGGCTCGGGTTCATGATAGACCCATACAACGTTCTCTCTTATCACAACCGAGCTAGGTGGCCTATTGTAGAGAGAGAAACTGTGTGTCCCCTAGAGTAAGGCCCGTGAATGACGAGCTCCTAGAAGTCACTGACGCTG
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_12:1984752-1984919

+
dpe_77 GTCGCTGG---CCAAGGACGAGCAGAACTACACCGAGCCCAAGTACTATCTGGGTATG----------------------------------------------TTG-CAAGA-G------------AGAA-------------------TA--------GT--GTTGGCTCGATCCACCGGATAACATCTCTC------------TCTTTGACACACAGGGGATCTCATTCCGGGCACTTACTGCTCGAGGATCTTCAGTGACTGCGACAA

dp5 XR_group6:1295242-1295409 + dps_22 GTCGCTGG---CCAAGGACGAGCAGAACTACACCGAGCCCAAGTACTATCTGGGTATG----------------------------------------------TTG-CAAGA-G------------AGAA-------------------TA--------GT--GTTGGCTCGATCCACCGGATAACATCTCTC------------TCTTTGACACACAGGGGATCTCATTCCGGGCACTTACTGCTCGAGGATCTTTAGTGACTGCGACAA
droWil2 scf2_1100000004762:5597924-

5598087 +
ACCATTGA---TCAAGGATGAACTTAATTACACCGAACCGAAATATTATTTGGGTAAG----------------------------------------------CTCGATTT-A------------GAA---------------------AC--------TC--GTAAATTTTATGTATTCT---ATATTCGTA------------TTCCTTTGGTTTAGGTGATCTCATTCCTGGCACATATTGCTCACGCATATTCAGTGATTGCGACAA

droVir3 scaffold_13049:1777254-
1777410 -

dvi_17904 GCCGCTGC---CAAAGGACGAGCACAACTACACCGAGCCCAAATACTATCTGGGTAAG----------------------------------------------TGGG-CCGCAA--------GTTGAA---------------------ACCCAGACTT--TT---------------------ATACTTGAA------------CCCCAC-TTCACAGGCGACCTAATACCGGGCACCTATTGCTCGCGCATCTTCAGCGATTGCGACAA

droMoj3 scaffold_6654:2055092-
2055254 +

GCCGCTGC---CCAAGGACGAGCACAACTACACAGAACCCAAATATTATCTGGGTAAG----------------------------------------------CGGA-TTT-T------------GAA---------------------------------TCACATCTCTCAAGTCTCCT---C----GCTTATATCGAAATCTTC------TTTCAGGTGATCTTATACCAGGCACCTACTGCTCGCGCATCTTTAGCGACTGCGACAA

droGri2 scaffold_15110:2847521-
2847608 -

ACCAATTA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATATCATCC--ACTTT-----AATCTTTTGCACAGGCGACCTCATCCCGGGCACATATTGTTCGAGAATCTTCAGCGATTGCGACAA

droAna3 scaffold_13337:8836599-
8836777 +

GTCGCTGG---CGAAGGACGAGCAAAACTACACTGAGCCCAAATACTATCTAGGTGAG----------------------------------------------TCTCATACA---------GCT-CTCAACAACTCATTAAGTACAATT--TGCAAGT-----GTTTGTCTGAT---------------TCTG------------ACTCTGATTCGCAGGTGACCTTATTCCGGGGACCTACTGCTCCAGGATCTTCAGCGACTGCGACAA

droBip1 scf7180000396541:978415-
978594 +

GTCGCTGG---CGAAGGACGAACAGAACTACACTGAGCCCAAATACTACCTGGGTGAGTGTTG-----------------------------------------CTT-CCAGA------A---CT-CTTAACAACTCATTAAGTACCATT--TGCGAGTG--TC---------------------ACATCTGTT------------TGTCTGATTCGCAGGTGACCTTATTCCGGGGACCTACTGCTCCAGGATCTTCAGCGACTGCGACAA

droKik1 scf7180000302697:523799-
524022 -

GTCGCTGG---CCAAGGACGAGCAGAACTACACGGAGCCCAAATACTATCTAGGTGGGATATACATTTACACACAATATTTCTAAATGAAATTTTCTAATTAAATTT-TGAGA------ACACTT-TTTAAGGACTCATTAAATATAATT--CTTGGCTG--TG---------------------ACATCTGTT------------TCCCGCATTCACAGGTGACCTCATACCCGGGACCTACTGCTCGAGGATCTTTAGCGACTGCGACAA

droFic1 scf7180000453819:101262-
101338 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------TG---------------------ACATCTGTT------------TCTCGCATTCGCAGGTGACCTTATACCCGGAACGTACTGCTCGAGGATCTTCAGCGACTGCGACAA

droEle1 scf7180000491193:2530222-
2530298 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------TG---------------------ACATCTGTT------------TCTCGCATTCGCAGGTGACCTTATACCCGGAACGTATTGCTCCAGGATCTTCAGCGACTGCGACAA

droRho1 scf7180000779741:122561-
122633 -

GTCTCTGG---CCAAGGACGAGCAAAACTACACGGAGCCCAAATACTATTTGGGTAAG----------------------------------------------TTTAGAAAA-T------------AAAA-------------------TA--------AT--------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302193:5200991-
5201062 +

GTCACTGG---CCAAGGACGAGCAGAACTACACGGAGCCCAAATACTACCTGGGTGAG----------------------------------------------TTGG-TGGT-G------------TAAA-------------------TA--------AT--------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415664:65956-
66027 +

GTCACTGG---CCAAGGACGAGCAAAACTACACGGAGCCCAAGTATTATCTGGGTGAG----------------------------------------------TTGC-TGGA-A------------TAAA-------------------TA--------AT--------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409711:5150944-
5151020 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------TA---------------------ACATCTGTT------------TCTCGCATTCGCAGGTGACCTCATTCCCGGAACTTACTGCTCCCGGATCTTCAGCGACTGCGACAA

dm3 chr3L:20847236-20847383 - GCA------------------------------------TGAGTATGCACTGGGCATG----------------------------------------------TCC-CCACA-GTAGAAT-GTC-CTTAATGGTTAATTGAATATTATT--TCTGACTG--TG---------------------ACATCTGCC------------TTCCGCT-TTCCAGGTGACCTCATACCCGGAACGTACTGCTCCAGGATCTTCAGCGACTGCGACAA
droSim2 3l:20405333-20405408 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------TG---------------------ACATCTGCC------------TTTCGCT-TTCCAGGTGACCTCATACCCGGAACGTACTGCTCCAGGATCTTCAGCGACTGCGACAA
droSec2 scaffold_11:743433-743497 - ATCCTTGG---CCAAGGACGAGCAGAACTACACGGAGCCCAAGTACTATCTGGGTGAG----------------------------------------------TTA--------------------------------------------------------------------------------------------------------------------------------------------------------------GGGAGAA

droYak3 3R:25536509-25536635 - GTCGCTGCAGCACAACCACCAACTGAGCCACCCCGAACCAATCCATCAGTTGCCCCAA----------------------------------------------TTAC-AGGG-T-------CCG-GTG-------------------------------GC---------CGATCCACCAGATGCC---------------------TTCGA--------------------------CAACTGTGCGATCTTCCCGAGCGCCGGCGGC--
droEre2 scaffold_4784:20534547-

20534613 -
ATCCTTGG---CCAAGGACGAGCAGAACTATACGGAGCCCAAGTACTATCTGGGTAAG----------------------------------------------TTGGC------------------------------------------------------------------------------------------------------------------------------------------------------------AAGAGAG
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AGAGTCCAAGAACCATCTGAACTACTACACCAGCAAGCAGCCAGCTGCAGGTGAGTGCAATAGGAGCTCTGGGCAGCAGCCCTCACTACTGTTGCATTCGCCAGCACGACAAGACGACAAGTCGGCGCAGGAGAGCGACGACGAGGTGAAGGAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

V057

head

V050

head

M021

embryo

V111

male
body

..................................................................................TCACTACTGTTGCATTCGCCAG.................................................. 22 0 1 119.00 119 69 17 22 11 0

..................................................................................TCACTACTGTTGCATTCGCCA................................................... 21 0 1 45.00 45 26 12 5 2 0

..................................................................................TCACTACTGTTGCATTCGCC.................................................... 20 0 1 29.00 29 5 16 4 4 0

..................................................GTGAGTGCAATAGGAGCTCTGG.................................................................................. 22 0 1 9.00 9 0 5 3 0 1

...................................................................................CACTACTGTTGCATTCGCCAG.................................................. 21 0 1 5.00 5 4 0 1 0 0

...................................................................................CACTACTGTTGCATTCGCCA................................................... 20 0 1 5.00 5 5 0 0 0 0

..................................................................................TCACTACTGTTGCATTCGCCAGT................................................. 23 1 1 3.00 3 0 1 2 0 0

..................................................................................TCACTACTGTTGCATTCGC..................................................... 19 0 1 3.00 3 1 0 2 0 0

..................................................................................TCACTACTGTTGCATTCGCCT................................................... 21 1 1 2.00 2 0 1 1 0 0

..................................................................................TCACTACTGTTGCATTCG...................................................... 18 0 1 2.00 2 0 2 0 0 0

.................................................................................CTCACTACTGTTGCATTCGCCA................................................... 22 0 1 1.00 1 1 0 0 0 0

....................................................................................ACTACTGTTGCATTCGCC.................................................... 18 0 1 1.00 1 0 1 0 0 0

..................................................................................TCACTACTGTTGCATTCGCCCT.................................................. 22 2 1 1.00 1 0 1 0 0 0

..................................................................................TCACTACTGTTGCATTCGCCAT.................................................. 22 1 1 1.00 1 0 1 0 0 0

..................................................................................TCACTACTGTTGCATTCGCCG................................................... 21 1 1 1.00 1 0 0 0 1 0

.................................................................................CTCACTACTGTTGCATTCGCC.................................................... 21 0 1 1.00 1 0 1 0 0 0

..................................................................................TCACTACTGTTGCATTCGCCAGAC................................................ 24 2 1 1.00 1 1 0 0 0 0

..................................................................................TCACTACTGTTGCATTCGCCAC.................................................. 22 1 1 1.00 1 0 1 0 0 0

....................................................................................ACTACTGTTGCATTCGCCAG.................................................. 20 0 1 1.00 1 0 0 1 0 0

..................................................................................TCACTACTGTTGCATTCGCCAGA................................................. 23 1 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

TCTCAGGTTCTTGGTAGACTTGATGATGTGGTCGTTCGTCGGTCGACGTCCACTCACGTTATCCTCGAGACCCGTCGTCGGGAGTGATGACAACGTAAGCGGTCGTGCTGTTCTGCTGTTCAGCCGCGTCCTCTCGCTGCTGCTCCACTTCCTG

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

V111

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_31:765303-765457 - dpe_103 AGAGTCCAAGAACCATCTGAACTACTACACCAGCAAGCAGCCAGC--TGC---AGGTGAG--------TG--CAATAGGAGCTCTGGGC-AGCAGCC--------------CTCA-----CTACT------------------------GTTGCATTCGCCAGCACGACAAGACGACAAGTCGGCGCAGGAGAGCGACGACGAGGTGAAGGACA
dp5 3:16993098-16993252 + dps_53 AGAGTCCAAGAACCATCTGAACTACTACACCAGCAAGCAGCCAGCAGC-----AGGTGAG--------TG--CAATAGGAGCTCTGGGC-AGCAGCC--------------CTCA-----CTACT------------------------GTTGCATTCGCCAGCACGACAAGACGACAAGTCGGCGCAGGAGAGCGACGACGAGGTGAAGGACA
droWil2 scf2_1100000004822:208360-

208503 -
AGAATCCAAGAATCATATAAACTACATGGCCAGCCAACAACCAGG--TGAATTT-T--------CAACTTATCTA-----------------------------CCTAATTAGAA-----TTGAA----GTTATTC-------------AACTA--ACACTGTT------TCCAGACAAATCAGCTCAGGAGAGCGATGATGAAGTCAAGGATA

droVir3 scaffold_12875:5390240-
5390386 +

GGAGTGCAAGAATCATCTAAACTACTACGCCAGCAAGCAGCCAGG--TGAGTCT--------TTTGGTCCAATGAT------------G-CA-----ATAATCA-------------------------AAAGCCCAAA-------TCGATTGCAT-TACCAGC------GCAAGACAAGTCGGCGCAGGAAAGTGATGATGAGGTGAAGGACA

droMoj3 scaffold_6496:24700984-
24701130 -

GGAGTGCAAGAATCATCTGAACTACTACGCCAGCAAGCAGCCAGG--TGAGTTA-----------------------------CTGGGC-AT-----AGGCCAAAGCAATTCATG-----CTGCA----GTTGTTC-------------AT--TGCTCGCCAGC------TCAAGACAAGTCGGCGCAGGAGAGCGATGATGAGGTGAAGGACA

droGri2 scaffold_15112:385491-
385636 +

GGAGTGCAAAAATCACTTGAACTACTACTCCAGCAAGCAACCTGG--TGAGTTCGA---TT-AT--------CGAT------------T-CG-----ATTTATG-------------------------CATATTTAATATATACTT-----GGCTTTTGCAGC------GCAAGATAAATCTGCGCAGGAGAGCGATGATGAGGTCAAGGACA

droAna3 scaffold_13266:13167633-
13167779 -

GGAGTCCAAGAATCATCTCAACTACTATGCCAGCAAGCAGCCAGG--TAGGAG--A--------CGCTTCATTAGA---A-TCCTGATT-AG-----------A-------------------------AACCATA-AT-------AACATTATACATTGTAGC------CCAGGATAAATCAGCTCAAGAGAGCGACGACGAGGTCAAGGACA

droBip1 scf7180000396730:761523-
761664 +

GGAGTCCAAGAATCATCTCAATTACTATGCCAGCAAGCAGCCAGG--TAGGAG--A---T--------TC-TTCAT------------G-AG-----AATTCTG-------------------------AATAGAAACT-------AACATCATCCATTATAGC------TCAGGACAAATCAGCCCAGGAGAGTGACGACGAGGTCAAGGACA

droKik1 scf7180000302386:304722-
304870 +

GGAGTCCAAGAATCACCTTAACTACTATAACAGCAAGCAGCCAGG--TGAGTCA-A--------G-----------------------C-AC-----AAGGAAAAATGTTTCTTAGGAAACTAAA----CTAGATTA---------------TTCCCCTTTAGC------CCAGGACAAATCGGCTCAGGAGAGCGATGACGAGGTTAAGGACA

droFic1 scf7180000453948:865308-
865457 +

GGAGTCCAAGAACCACCTTAACTACTACGCCAGCAAGCAGCCAGG--TACTGAA-T----CAACTGATTCAACTTG------------T-G------AATCTTC-------------------------AATATTAATC-------TTAATTTTGTACCCTAGC------CCAGGACAAATCGGCTCAGGAGAGCGATGATGAGGTGAAAGACA

droEle1 scf7180000491214:3230912-
3231058 +

GGAGTCCAAGAACCACCTTAACTACTATTCCAGCAAGCAGCCAGG--TGGTGTAGC--------CAGATCTTTTG-------------T-AC-----ATTTATA-------------------------AATGTTAAAT-------CTCATTCTATACATTAGC------CCATGATAAATCTGCCCAGGAGAGCGATGACGAGGTGAAGGACA

droRho1 scf7180000779932:135852-
135997 +

GGAGTCCAAGAACCACCTTAACTACTATGCGAGCAAACAGCCAGG--TGGGGTAGT--------TGAATCCTTAA-------------C-AG-----AATTCTG-------------------------AGTATTAAGG-------CA-GATATATTCCTTAGC------ACATGACAAATCGGCTCAGGAGAGCGACGACGAGGTGAAGGACA

droBia1 scf7180000302292:525697-
525843 +

GGAGTCCAAGAACCACCTCAACTACTATGCCAGCAAGCAGCCAGG--TGGGCCAGA--------TATATTTATTT-------------C-AG-----ATTTTTT-------------------------AATATTAAAT-------CCCATTTTATACCTTAGC------CCAGGACAAATCGGCCCAGGAGAGCGACGACGAGGTAAAGGACA

droTak1 scf7180000415820:90788-
90936 +

GGAGTCCAAGAACCACCTTAACTACTATGCCAGCAAGCAGCCAGG--TGGGTA-GC--------GA-ATTATATA----------------------------TAATATCTATAATATGTATAACTCCAAGT--C-----------------TAAACCCTTAGC------CCAGGACAAATCCGCTCAGGAGAGCGACGACGAGGTGAAGGACA

droEug1 scf7180000409462:746744-
746887 -

GGAGTCCAAGAACCACCTTAACTACTACGCCAGCAAGCAGCCAGG--TGAGGCAGATA----AG----TG--TTC-------------C-AA-----TGTCCTG-------------------------ATTACTTAAT-------CGAAT-TTTTACCTCAGC------CCAGGACAAATCAGCTCAGGAGAGCGACGACGAGGTGAAGGACA

dm3 chr2R:7737879-7738026 + GGAGTCCAAGAACCACCTGAACTACTATGCCAGCAAGCAGCCAGG--TGGGAGT--------ATTATTTCATCGAG------------G-AA-----AACTCCA-------------------------AATAATAAAT-------CCCATTTGGTTACTTAGC------CCAGGACAAGTCAGCGCAGGAGAGTGACGACGAGGTAAAGGATA
droSim2 2r:8443207-8443354 + dsi_19333 GGAGTCCAAGAACCACCTGAACTACTATGCCAGCAAGCAGCCAGG--TGGGAGT--------ATTATTTCATCGAG------------G-AA-----AATTTCA-------------------------AATAATAAGG-------CCCATTTGGTTACTTAGC------CCAGGACAAGTCAGCGCAGGAGAGCGACGATGAGGTAAAGGATA
droSec2 scaffold_1:5289610-5289758

+
GGAGTCAAAGAACCACCTGAACTACTATGCCAGCAAGCAGCCAGG--TGGGAGT--------ATTATTTCATCGAG------------A-AA-----AGCTCCA-------------------------AATAATAAGTC------CCCATTTGGTTACTTAGC------CCAGGACAAGTCAGCGCAGGAGAGCGACGATGAGGTAAAGGATA

droYak3 2R:9213320-9213467 - GGAGTCCAAAAACCACCTGAACTACTATGCCAGTAAGCAGCCAGG--TGGGAAT--------A-TATTTCGTTAAA------------AAAA-----AATTACA-------------------------AATAATAAAT-------GCCTTTTGGCTCCTTAGC------CCAGGACAAGTCGGCGCAGGAGAGCGACGACGAGGTGAAGGATA
droEre2 scaffold_4845:18056520-

18056666 -
GGAGTCCAAGAACCACCTAAACTACTATGCCAGTAAGCAGCCAGG--TGGGTA-GA--------TATTTCTTTAAT------------G-AA-----AATTACA-------------------------AATAATAAAT-------ACCATTTGGGTCCTTAGC------CCAGGACAAGTCAGCGCAGGAGAGCGACGACGAGGTGAAGGATA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:3230912-3231058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779932:135852-135997
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No Repeatable elements found

mature star

1. scaffold_3:6409844-6409866 -
2. dpe_97  scaffold_3:6409911-6409933 -
3. scaffold_3:6409978-6410000 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTACAAAATAATCAATAAAACAATCAATATCGATAATTTTATAATCGTCGATATAAAATCGTTGGTATTAATTTTTAATCAATAACACAATCAATATCGATAATTTTATAATCGTCGATATAAAATCGTTTGTATTAATTTTTAATCAATAACACAATCAATATC

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

V057

head
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V111

male
body

..................................................ATATAAAATCGTTGGTATTAAT............................................................................................. 22 0 1 105.00 105 84 17 0 3 1 0

..................................................ATATAAAATCGTTGGTATT................................................................................................ 19 0 1 27.00 27 18 1 6 0 1 1

..................................................ATATAAAATCGTTGGTATTAA.............................................................................................. 21 0 1 18.00 18 18 0 0 0 0 0

..................................................ATATAAAATCGTTGGTATTAAA............................................................................................. 22 1 1 10.00 10 10 0 0 0 0 0

..................................................ATATAAAATCGTTGGTATTA............................................................................................... 20 0 1 10.00 10 5 3 2 0 0 0

..................................................ATATAAAATCGTTGGTATTAAAA............................................................................................ 23 2 1 8.00 8 5 3 0 0 0 0

..................................................ATATAAAATCGTTGGTATTAATT............................................................................................ 23 0 1 7.00 7 7 0 0 0 0 0

..................................................ATATAAAATCGTTGGTATTAATAAA.......................................................................................... 25 3 1 5.00 5 5 0 0 0 0 0

..................................................ATATAAAATCGTTGGTATTAATAA........................................................................................... 24 2 1 4.00 4 4 0 0 0 0 0

...................................................TATAAAATCGTTGGTATTAAT............................................................................................. 21 0 1 3.00 3 0 3 0 0 0 0

..................................................ATATAAAATCGTTGGTATTAATA............................................................................................ 23 1 1 3.00 3 3 0 0 0 0 0

........................CAATATCGATAATTTTATAATCG...................................................................................................................... 23 0 3 2.67 8 0 5 1 1 1 0

...........................................................................................CAATATCGATAATTTTATAATCG................................................... 23 0 3 2.67 8 0 5 1 1 1 0

.................................................GATATAAAATCGTTGGTATT................................................................................................ 20 0 1 2.00 2 2 0 0 0 0 0

..................................................ATATAAAATCGTTGGTATTAATTAA.......................................................................................... 25 2 1 1.00 1 1 0 0 0 0 0

..................................................ATATAAAATCGTTGGTAT................................................................................................. 18 0 1 1.00 1 0 0 0 1 0 0

.....................................................................................................................ATATAAAATCGTTTGTATTAAT.......................... 22 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................................ATATAAAATCGTTTGTATT............................. 19 0 1 1.00 1 0 0 0 1 0 0

..........................................................................................TCAATATCGATAATTTTATAATCG................................................... 24 0 3 0.67 2 0 1 0 0 1 0

.......................TCAATATCGATAATTTTATAATCG...................................................................................................................... 24 0 3 0.67 2 0 1 0 0 1 0

........................CAATATCGATAATTTTATAATC....................................................................................................................... 22 0 3 0.33 1 0 0 1 0 0 0

............................................................................................AATATCGATAATTTTATAATCG................................................... 22 0 3 0.33 1 0 1 0 0 0 0

...........................................................................................CAATATCGATAATTTTATAATC.................................................... 22 0 3 0.33 1 0 0 1 0 0 0

.........................AATATCGATAATTTTATAATCG...................................................................................................................... 22 0 3 0.33 1 0 1 0 0 0 0

Anti-sense strand reads

AATGTTTTATTAGTTATTTTGTTAGTTATAGCTATTAAAATATTAGCAGCTATATTTTAGCAACCATAATTAAAAATTAGTTATTGTGTTAGTTATAGCTATTAAAATATTAGCAGCTATATTTTAGCAAACATAATTAAAAATTAGTTATTGTGTTAGTTATAG

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

Species Coordinate ID Alignment

droPer2 scaffold_3:6409860-
6410024 -

dpe_97 TTACAAAATAATCAATAAAACAATCAATATCGATAATTTTATAATCGTCGATATAAAATCGTTGGTATTAATTTTTAATCAATAACACAATCAATATCGATAATTTTATAATCGTCGATATAAAATCGTTTGTATTAATTTTTAATCAATAACACAATCAATATC

dp5 2:23634820-23634984
-

TTACAAAATAATCAATAAAACAATCAATATCGATAATTTTATAATCATCGATATAAAATCGTTGGTAATAATTTTTAATCAATAACACAATCAATATCGATAATTGTATAATCATCGATATAAAATCGATGGTATTAATTTTTAATCAATAACACAATCAATATC
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TCACGTTCCCCAAACATCACTTTGATGCTGGTTTCATCATTACCGCTTTCGTGAGTCTATTGAATTTTCCTGTGACATCTCTTTGTAATGGAAAATTCTTTTGATTTATGTAGATCTGCGCGGCCTTGGGACGGGCCGTGAATGTGTATCCCTTGTCCTGGTT

**************************************************(((((((....(((((((((....(((......)))...)))))))))....)))))))....**************************************************
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head
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V050

head

V111
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body

V042

embryo

...........................................................................................AAAATTCTTTTGATTTATGTAG.................................................. 22 0 1 102.00 102 78 9 4 9 1 1

..................................................GTGAGTCTATTGAATTTTCC............................................................................................. 20 0 1 38.00 38 12 9 5 4 6 2

...........................................................................................AAAATTCTTTTGATTTATG..................................................... 19 0 1 13.00 13 0 1 12 0 0 0

...........................................................................................AAAATTCTTTTGATTTATGT.................................................... 20 0 1 7.00 7 3 2 0 2 0 0

............................................................................................AAATTCTTTTGATTTATGTAG.................................................. 21 0 1 6.00 6 6 0 0 0 0 0

...........................................................................................AAAATTCTTTTGATTTATGTAGT................................................. 23 1 1 2.00 2 0 1 0 1 0 0

...........................................................................................AAAATTCTTTTGATTTATGTAGA................................................. 23 0 1 2.00 2 0 0 2 0 0 0

.............................................................................................................................TTGGGACGGGCCGTGAATGTGT................ 22 0 1 1.00 1 0 0 0 0 1 0

...........................................................................................AAAATTCTTTTGATTTATGTAGAA................................................ 24 1 1 1.00 1 1 0 0 0 0 0

...............................................................................................TTCTTTTGATTTATGTAG.................................................. 18 0 1 1.00 1 0 0 0 0 0 1

.............................................................................................AATTCTTTTGATTTATGTAG.................................................. 20 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

AGTGCAAGGGGTTTGTAGTGAAACTACGACCAAAGTAGTAATGGCGAAAGCACTCAGATAACTTAAAAGGACACTGTAGAGAAACATTACCTTTTAAGAAAACTAAATACATCTAGACGCGCCGGAACCCTGCCCGGCACTTACACATAGGGAACAGGACCAA
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_5:4988557-4988717 - dpe_112 TCACGTTCCCCAAACATCACTTTGATGCTGGTTTCATCATTACCGCTTTCGTGAGTCTA-TTGAA--------------------TT--TTCCTGTGACATCTCTTTGTAATGG--AAAAT--------------------------------------TCTT----T-TGATTTATGTAGATCTGCGCGGCCTTGGGACGGGCCGTGAATGTGTATCCCTTGTCCTGG
dp5 4_group5:488286-488446 - dps_109 TCACGTTCCCCAAACATCACTTTGATGCTGGTTTCATCATTACCGCTTTCGTGAGTCTA-TTGAA--------------------TT--TTCCTGTGACATCTCTTTGTAATGG--AAAAT--------------------------------------TCTT----T-TGATTTATGTAGATCTGCGCGGCCTTGGGACGGGCCGTGAATGTATATCCCTTGTCCTGG
droWil2 scf2_1100000004577:2571121-

2571281 -
TTACGTTCCCTAAACATCATTTTGATGCCGGGTTCATTATAACAGCCTTTGTAAGTTATAATTAA--------------------TCAATCGA---------------------AA-----AATACTTCTAAAT-G-----------TTAATT--TGT---TA----T-TGTTTTTTTTAGATCTGCGCCGCTTTGGGCCGAGCTGTCAATGTTTATCCTTTGTCTTGG

droVir3 scaffold_12963:14698075-
14698235 -

TTACATTCCCCAAACATCATTTCGATGCTGGCTTCATAATAACCGCTTTTGTAAGTTCG-TAT-------------------TCAAA--ATTATATT-----------------AA-----T-------------TTGTCAAC--TAACAGATT-AC----AT---TT-TTTTTTTTATAGATTTGCGCCGCATTGGGACGTGCTGTTAATGTCTATCCTTTGTCCTGG

droMoj3 scaffold_6500:17627223-
17627380 -

TCACCTTTCCTAAGCATCATTTCGATGCAGGCTTCATAATAACAGCTTTCGTGAGTGAT-ATAAA--------------------TA------------------------------------GGTGTAAATAATATTTTCAT--AAATAACT--TG---------TA-TTTCTTGTATAGATCTGCGCTGCTCTAGGACGTGCTGTCAATGTCTATCCTTTATCCTGG

droGri2 scaffold_15126:1868129-
1868299 +

TCACATTTCCCAAGCATCATTTCGATGCTGGCTTTATTATAACCGCGTTTGTAAGTCTA-ATGAAATATATAATATATATATATATA--CTTA---------------------TA-----TT-------------AATTTTT--GTATTATT--A-----------A-TTTATTTAATAGATTTGTGCTGCTCTGGGACGTGCCGTTAATGTGTATCCTTTGTCCTGG

droAna3 scaffold_12916:8572270-
8572425 -

TTACCTTCCCGAAGCATCATTTTGATGCCGGATTTATTATAACAGCTTTTGTGAGTTCT-TA---------------------AATA--ATTTTATT---TGTCTTAAACATAA--AATAA--------------------------------------C-GA----C-TTGAATTTGTAGATCTGCGCCGCGCTGGGACGAGCCGTCAACGTGTATCCCCTATCCTGG

droBip1 scf7180000396535:1089826-
1089981 -

TTACCTTTCCAAAACATCATTTTGATCCAGGATTCATTATAACAGCTTTTGTGAGTTCT-CT---------------------AATC--TTGA---------------------TA-----TTTACTTTAAAAA-------------TTAATT--AA----AG---AC-TTTAATTTGTAGATCTGCGCCGCGATAGGTCGCGCTGTCAACGTTTATCCCTTATCCTGG

droKik1 scf7180000302473:486009-
486160 -

TTACCTTCCCCAAGCACCACTTTGATGCTGGTTTCATCATAACCGCTTTCGTAAGTCTT-ATAAA-------------------TAATA-------------------------G-AGA-----ATA---------TGATTAT--GAAT----------ACTA----C-TGTTTTGCTTAGATCTGTGCCGCTTTGGGACGTGCCGTGAACGTGTATCCCTTATCCTGG

droFic1 scf7180000453815:362261-
362419 -

TTACCTTCCCCAAGCATCACTTCGACGCAGGATTCATTATAACAGCTTTTGTAAGTTTA-CTTAA-------------------A-A--TTTA---------------------AA-----ATCGCTTC---------TGCCC--ATCTAATA--ATT---TA----T-TTGTTTATTCAGATTTGCGCCGCTATAGGACGCGCCGTAAATGTTTACCCATTGTCCTGG

droEle1 scf7180000490970:242361-
242522 -

TTACCTTTCCCAAGCATCATTTCGACGCAGGATTTATCATAACAGCATTCGTGAGTTTA-TTAA-------------------AATATA-------------------------GT-A---A--ACACTAGGAG-TTTTTCGC--TCATAGAT--------AC----T-GTTTTCTTTCAGATTTGCGCCGCTATAGGACGCGCTGTAAATGTGTACCCCCTGTCGTGG

droRho1 scf7180000780014:189901-
190060 -

TTACCTTTCCCAAGCATCATTTTGACGCAGGATTTATCATAACAGCTTTCGTAAGTTTT-----------------------TAATATA-------------------------GA-----TAAACATCGAAAGTGTTTCGCT--CAATAA-------T--AC----T-TAACATTTTCAGATCTGCGCCGCTATAGGACGTGCGGTAAACGTGTATCCCTTGTCCTGG

droBia1 scf7180000302422:2777643-
2777807 -

TTACCTTCCCCAAACATCATTTCGACGCGGGATTCATCATAACAGCTTTCGTAAGTTTA-ATTAA--------------------TGGA-------------------------CA-----TCAAATTCAAAAG-GTTTCCCTTTAAACAAGG--AA---------TA-CTTTTTTTACAGATCTGCGCCGCCATAGGTCGTGCCGTGAATGTGTATCCCTTATCCTGG

droTak1 scf7180000415104:133001-
133157 -

TCACCTTTCCCAAGCATCATTTCGACGCGGGATTTATCATAACAGCTTTCGTAAGTTTA-TTT-------------------CTATATT-------------------------AA-----TTAAAATCCCAAG-G-----CT--AAACAA-------T--AT----T-TTACTTTCATAGATCTGCGCCGCTATAGGACGTGCCGTGAATGTGTATCCTTTATCCTGG

droEug1 scf7180000409463:2115716-
2115875 +

TTACGTTTCCCAAGCATCACTTCGATGCTGGATTCATTATTACAGCTTTCGTAAGTTCA-TTTA-------------------AATA--TGCATATGTGCTCC-----------------------------------CTTTC--AAGCCATTAA---C--AC----T-TTATTTTTACAGATCTGCGCTGCAATAGGACGGGCCGTAAATGTGTATCCCTTATCCTGG

dm3 chr2L:6681343-6681513 - TCACCTTTCCCAAGCATCATTTTGACGCCGGTTTCATTATAACAGCTTTTGTAAGTTAT-TTT-------------------CAGCATA-------------------------GA-----AATACTTAAAAAG-GCGTTCCC--AAACAGAA--AGT---TATTTTTCTTTTTTTCACAGATTTGCGCTGCCATTGGAAGGGCGGTGAATGTGTATCCCTTGTCCTGG
droSim2 2l:6455060-6455229 - TCACCTTTCCCAAGCATCATTTTGACGCCGGTTTCATTATAACAGCTTTTGTAAGTTAT-TTT-------------------CAGCATA-------------------------GA-----AACACTTCAAAAG-GTTTTCCC--AAACAGCA--AGT---TATTTTT-CTTTTTTCACAGATTTGCGCTGCCATTGGAAGGGCCGTAAATGTGTATCCCTTGTCCTGG
droSec2 scaffold_3:2220375-2220535 - TCACCTTTCCCAAGCATCATTTTGACGCCGGTTTCATTATAACAGCTTTTGTAAGTTAT-TTT-------------------CAGCATA-------------------------GA-----AACACTTCAAAAG-GAGTG-------TTATTTAT---T--TC----T-CTTTTTTCACAGATTTGCGCTGCCATTGGAAGAGCCGTCAATGTGTATCCCTTGTCCTGG
droYak3 2L:6231850-6232015 + TCACCTTTCCCAAGCATCATTTTGACGCTGGGTTTATTATAACAGCTTTTGTAAGTTCA-TTT-------------------CCATATG-------------------------GA-----AACACGTTAAAAG-GCGTGCCC--GAACAACT--AG----AC---TA-TTTTTTCCACAGATTTGCGCTGCCATAGGAAGGGCCGTGAATGTGTATCCCTTGTCGTGG
droEre2 scaffold_4929:15591484-

15591645 -
TCACCTTTCCCAAGCATCATTTTGACGCTGGGTTCATTATAACAGCTTTTGTAAGTTTA-TTTA--------------------ATTTC-------------------------GA-----AACACTTTAAAAG-GCATTCCT--GAACAACT--AG----------T-TTCTTTTCACAGATTTGCGCTGCCATAGGAAGGGCCGTGAATGTGTATCCCTTGTCGTGG
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TCAATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACCGGCGTGTGTAAGGGAGTGATAACAAAAATTAAGAAAAAATCCAAAAAAATAATTCAATATTTGTTAACTCTTTCCTTGCAGAAACTAAGCGAACAAGAAGGAGGCTTTAAGGAGTAACCAAGAACCTATGC
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...................................................................................................TATTTGTTAACTCTTTCCTTGCA................................................... 23 0 1 40.00 40 39 0 1 0 0 0

...................................................................................................TATTTGTTAACTCTTTCCTTGCAG.................................................. 24 0 1 18.00 18 17 0 1 0 0 0

.....................................................................................................TTTGTTAACTCTTTCCTTGCAGT................................................. 23 1 1 8.00 8 6 2 0 0 0 0

...................................................................................................TATTTGTTAACTCTTTCCTTGC.................................................... 22 0 1 5.00 5 4 1 0 0 0 0

...................................................................................................TATTTGTTAACTCTTTCCTTGCAC.................................................. 24 1 1 3.00 3 3 0 0 0 0 0

....................................................................................................ATTTGTTAACTCTTTCCTTGCAG.................................................. 23 0 1 3.00 3 2 1 0 0 0 0

.....................................................................................................TTTGTTAACTCTTTCCTTGCA................................................... 21 0 1 2.00 2 2 0 0 0 0 0

...................................................................................................TATTTGTTAACTCTTTCCTTG..................................................... 21 0 1 2.00 2 0 2 0 0 0 0

...................................................................................................................................................TTTAAGGAGTAACCAAGAAC...... 20 0 1 1.00 1 1 0 0 0 0 0

......................................................................................................TTGTTAACTCTTTCCTTGCAG.................................................. 21 0 1 1.00 1 0 1 0 0 0 0

...................................................................................................TATTTGTTAACTCTTTCCTTGCAGA................................................. 25 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................TTTGTTAACTCTTTCCTTGCAGG................................................. 23 1 1 1.00 1 1 0 0 0 0 0

.....................................................................................................TTTGTTAACTCTTTCCTTGCAG.................................................. 22 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................................TTTGTTAACTCTTTCCTTGCAGA................................................. 23 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................TATTTGTTAACTCTTTCCTTGCC................................................... 23 1 1 1.00 1 1 0 0 0 0 0

....................................................................................................ATTTGTTAACTCTTTCCTTGC.................................................... 21 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

AGTTAGGTCAAAGCTAACCAATAACACCTTCCAGCCAGCTGGCCGCACACATTCCCTCACTATTGTTTTTAATTCTTTTTTAGGTTTTTTTATTAAGTTATAAACAATTGAGAAAGGAACGTCTTTGATTCGCTTGTTCTTCCTCCGAAATTCCTCATTGGTTCTTGGATACG
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_5:245798-245970 + dpe_116 TCAATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACCGGC----GTGTGT-AA---GGGAGTGATAACAAA---AA-TTAAGAAAAAATCCAAAA---AAATAAT-------T---------------CAA------TATTTGT----------TAA--CTCTTTCCTTG---CAGAAACTAAGCGA--ACA----A---------------------------------GA-AG--GAGGC--------TTTAAGGAGTAACCAAGAACCT--ATGC
dp5 4_group1:4971441-4971613 - dps_3834 TTAATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACCGGC----GTGTGT-AA---GGGAGTGATAACAAA---AA-TTAAGAAAAAATCCAAAA---AAATAAT-------T---------------CAA------TATTTGT----------TAA--CTCTTTCCTTG---CAGAAACTAAGCGA--ACA----A---------------------------------GA-AG--GAGGC--------TTTAAGGAGTAACCAAGAACCT--ATGC
droWil2 scf2_1100000004585:4878966-

4879176 -
dwi_5418 TTTAACCAGTTTCAATTGGTTATTGTGGCAGGTCGGTCGATTAACCACAGTG-GT-AT---GGAAGAGATAGCAAA---AAGTTCAA--------------------TTAAAAATGTACAATCTTGACTAAATCAA------CATTTGT----------TAA--CTCCTTCCCTA---CAGGACACAACTGAA------CATAACCGCAGAAATAGCAACAACTACAACAACTAC-AAAGAGG--AGGAGATAACTACAAGG------------CAA--ATGT

droVir3 scaffold_13246:2198397-
2198435 -

ATTAACCAGTTTCCGTTGGTTATTGCGGCAGGTCGGTCG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6500:26320838-
26320882 -

TTTAACCAGTTTAAGTTGGTTATTGCGGCAGGTCGGTCGATAG--------------------------------------------------GC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15126:3759889-
3759938 +

CTTAACCAGTTTCCGTTGGTTATTGTGGCAGGTCGGTCGTTGA------------------ATGTGTG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_12943:3625657-
3625803 -

dan_4041 TTTAACCAGTTTCAATCGGTTATTGCGGCAGGTCGGTCGAG-------------T-AA---GGGAGTGATAACAAA---AA-TTCAG------TCAA-GT---CCATTAA-------C---------------CAA------TATTTGT----------TAA--CTCTTTCCTTGCAG-ATATACTAA---A--CCA----CA-AA-----------------------------G----A-------------------GAAGTAACCAAAAAAAA--AAGA

droBip1 scf7180000396433:509897-
510042 -

TTTAACCAGTTTCAATTGGTTATTGCGGCAGGTCGGTCGAG-------------T-AA---GGGAGTGATAACAAA---AA-TTAAG------TCAAGAC---CAA-TAA-------C---------------CAA------TATTTGT----------TAA--CTCTTTCCTTG---CAGATACCAAACG------------GATACTAAC----------CCAAAAAAACAAA-AA------------------------------------A--GA--AT

droKik1 scf7180000302643:149850-
150009 +

TTTAACCAGTTTCAATTGGTTATTGCGGCAGGTCGGTCGAG-------------TGAGAGGCGCTGTGTTAAAAAA---AA-TCAAG------TCAAAAATCGAAAATAA-------A---------------CAT------TATTTTT----------AAA--CTCTTTCCTTGCAG-AGATACCCA---A--CCA----AA-GAGCAA-----------------------------------ACCGG------------AATAGAAAGGAAGAG--AAAC

droFic1 scf7180000453842:593651-
593816 +

TTTAACCAGTTTCGATTGGTTATTGTGGCAGGTCGGTCGACCC-----------C-CA---GAGAGTGATGATAAA---AA-TAAAG------TCAAAAA---GAGTTTA-------C---------------TTATATGA-T--------ACTACTTTTTC--CTCTCTCCTTG---CAGTTAACAA---AA------CAGAGCTACTA------------------------A-AAAGCTG--ACTGGCTTAGTAGA---------------A--GGACAT

droEle1 scf7180000491186:1152341-
1152482 +

TTTAACCAGTTTCAATTGGTTATTGCGGCAGGTCGGTCGAT-------------T-TT---GGCAGTGATAATAAA--AAA-GGAAG------GCAAGCC---AAATATA-------C---------------TAA------TATTTAT----------TTA--CCATCTCATTG---CAGTTAACTA---AT------CACAGCAATTA------------------------A-CGT----------T------------A-----------G--AAACTG

droRho1 scf7180000771933:31916-
32052 +

TTTAACCAGTTTCAATTGGTTATTGCGGCAGGTCGGTCGAT-------------T-TT---GGAAGTGATACTAAA---AA--AAAG------GCAAGCC---GAATGTA-------C---------------TGATAATATATTCTGC----------TTA--TTTTCTCCTTG---CAGTTAACCA---AA------CACAGTAACTA------------------------A-GAA--------------------------------------------

droBia1 scf7180000302422:6989066-
6989201 -

TTTAACCAGTTTCGATTGGTTATTGGTGCAGGTCGGTCGAC-------------T-TG---AAGAGTGCTAATAAC---AA-CAAAT------GTAAAAC---GAATTAA-------C---------------TTA------TATTTGT----------TTACTCTCTCTCCTTG---CAGTTAAAAA---AG----AGGGCAGCAACTA------------------------A-GAA--------------------------------------------

droTak1 scf7180000415708:336730-
336870 -

TTTAACCAGTTTCGATTGGTTATTGCGGCAGGTCGGTCGAC-------------T-TG---AACAGTGATATTAAA---AA--GAAG------GCTCGAT---GATTTCA-------C---------------TAA------CACTTAT----------TTA--C--TTTCATTG---CAGTTAACAA---AAACCAAGCACATCAACTT------------------------A-AA------------------------------------A--GGAAAC

droEug1 scf7180000409767:196156-
196314 -

TTTAACCAGTTTCGATTGGTTATTGCGGCAGGTCGGTCGAT-------------C-TCATTCCCAGTGATAATAAA---CA-AAAAA------TCTCAGTTACCAG-TTG-------C---------------TAA------TATCTAT----------TTACTCTCTCTCCTTG---CAGTTAACAC---AA------AACAAGAACTA------------------------A-CAA----------C------------CATAACTAAAAAGGT--AAAC

dm3 chr2L:21114469-21114623 + TTTAACCAGTTTCAATTGGTTATTGCGGCAGGTCGGTCGAC-------------T-TG---AAGAGTGATAGTAAT---AA-AAAAG------GCAAGAT---GAACTTAAACATGAACAAAATTGAC-----T----------------TACTCTTTTCTC--TTTTCTCCTGG---CAGGTGAAGA---AA------CATAGCAGCTG------------------------A-AA------------------------------------G--GAACCT
droSim2 2l:20546305-20546453 + TTTAACCAGTTTCAATTGGTTATTGTGGCAGGTCGGTCGAC-------------T-TG---AAGAGTGATAGTACA---AA--AAAG------GCAAGAT---TAACTTA-------A---------------CAA------AATTGACTTACTCCTTTCTTTTTTCTCTTCTGG---CAGGTGAAGA---AA------CATAGCAGCTG------------------------A-AA------------------------------------G--GAACCT
droSec2 scaffold_18:1032820-1032968

+
TTTAACCAGTTTCAATTGGTTATTGTGGCAGGTCGGTCGAC-------------T-TG---AAGAGTGATAGTACA---AA--AAAG------GCAAGAT---TAACTTA-------A---------------CAA------AATTGACTTACTCCTTTCTTTTTTCTCTTTTGG---CAGGTGAAGA---AA------CATAGCAGCTG------------------------A-AA------------------------------------G--GAACCT

droYak3 2R:1654704-1654850 - TTTAACCAGTTTCAATTGGTTATTGTGGCAGGTCGGTCGAC-------------T-TG---AAGAGTGATAGCAATAAAAA-GGAAG------GCAAGAT---AAACTTA-------T---------------TAA------AATTGAT-TACTCT-----T--TTTTCTCCTTG---CAGGTCAAGA---AA------CATTACAGCTGAAA-----------------------AA------------------------------------G--GAACCT
droEre2 scaffold_4845:3378455-

3378598 -
TTTAACCAGTTTCAGTTGGTTATTGTGGCAGGTCGGTCGAC-------------T-TG---AAGAGTGATAGTGATAAGAA-TTAAG------GCA-GAT---AAACTTA-------T---------------CGA------AACTGGTGTACTCTT---------TTATCCTTT---TAGGTAAAGA---AA------CATAACAGCTGAAA-----------------------AA------------------------------------G--GAAC-C
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409767:196156-196314
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:21114469-21114623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:20546305-20546453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_18:1032820-1032968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:1654704-1654850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:3378455-3378598
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGTTCTGTGCACTATCTATCGAGGATCACTGTTTCATACGATTGAAGTACTGATAGAGGATGCTTCTCGATTGGTGTATTCGAAAACCAACAGCAAGCCCCCTCTTTCATTACTCCGATCAACCAGTATGGTATCGCAATATTCTGTGAGTGAGGGCTTGTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

V057

head

V050

head

M042

female
body

V042

embryo

M021

embryo

..................................................TGATAGAGGATGCTTCTCGATTG......................................................................................... 23 0 1 34.00 34 20 8 4 2 0 0

..................................................TGATAGAGGATGCTTCTCGATT.......................................................................................... 22 0 1 20.00 20 10 7 3 0 0 0

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

.........................................................................................ACAGCAAGCCCCCTCTTTCATT................................................... 22 0 1 9.00 9 1 3 1 1 3 0

..................................................TGATAGAGGATGCTTCTCGATTGGTG...................................................................................... 26 0 1 5.00 5 5 0 0 0 0 0

........................................................................................AACAGCAAGCCCCCTCTTTCAT.................................................... 22 0 1 5.00 5 0 1 3 1 0 0

..................................................TGATAGAGGATGCTTCTCGA............................................................................................ 20 0 1 3.00 3 0 2 1 0 0 0

........................................................................................AACAGCAAGCCCCCTCTTTCA..................................................... 21 0 1 3.00 3 0 0 2 1 0 0

..................................................TGATAGAGGATGCTTCTCGATTGG........................................................................................ 24 0 1 3.00 3 2 1 0 0 0 0

..................................................TGATAGAGGATGCTTCTCGATTGGT....................................................................................... 25 0 1 2.00 2 1 0 0 1 0 0

..................................................TGATAGAGGATGCTTCTCGATC.......................................................................................... 22 1 1 2.00 2 2 0 0 0 0 0

..................................................TGATAGAGGATGCTTCTCG............................................................................................. 19 0 1 2.00 2 2 0 0 0 0 0

.........................................................................................ACAGCAAGCCCCCTCTTTCAT.................................................... 21 0 1 2.00 2 0 0 2 0 0 0

..................................................TGATAGAGGATGCTTCTCGATTGAA....................................................................................... 25 2 1 1.00 1 1 0 0 0 0 0

.....................................................TAGAGGATGCTTCTCGATTGGTGTATT.................................................................................. 27 0 1 1.00 1 1 0 0 0 0 0

...................................................GATAGAGGATGCTTCTCGATTGGTG...................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0

.........................................................................................ACAGCAAGCCCCCTCTTTCC..................................................... 20 1 1 1.00 1 1 0 0 0 0 0

..................................................TGATAGAGGATGCTTCTCGATTGT........................................................................................ 24 1 1 1.00 1 1 0 0 0 0 0

..................................................TGATAGAGGATGCTTCTCGATTGGTA...................................................................................... 26 1 1 1.00 1 0 1 0 0 0 0

........................................................................................AACAGCAAGCCCCCTCTTTCATTCAA................................................ 26 3 1 1.00 1 0 0 0 1 0 0

..................................................TGATAGAGGATGCTTCTCGATTT......................................................................................... 23 1 1 1.00 1 0 0 1 0 0 0

..................................................TGATAGAGGATGCTTCTCCT............................................................................................ 20 2 3 0.33 1 1 0 0 0 0 0

Anti-sense strand reads

ACAAGACACGTGATAGATAGCTCCTAGTGACAAAGTATGCTAACTTCATGACTATCTCCTACGAAGAGCTAACCACATAAGCTTTTGGTTGTCGTTCGGGGGAGAAAGTAATGAGGCTAGTTGGTCATACCATAGCGTTATAAGACACTCACTCCCGAACAT

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

#
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Hit
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Total
Norm Total
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head
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body
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droPer2 scaffold_13:201295-
201456 +

dpe_107 TGTTCTGTGCACTATCTATCGAGGATCACTGTTTCATACGATTGAAGTACTGATAGAGGATGCTTCTCGATTGGTGTATTCGAAAACCAACAGCAAGCCCCCTCTTTCATTACTCCGATCAACCAGTATGGTATCGCAATATTCTGTGAGTGAGGGCTTGTA

dp5 XL_group1e:8362989-
8363150 -

dps_3831 TGTTCTGTGCACTATCTATCGCGGATCACTGTTTCATACGATTGAGGCACTGATAGAGGAGCCTTCTCTATTGGTGTATTCGAAAACCAACAGCAAGCCACCTCTTTCATTACTCCGATCAACCAGTATGGTATTGCAATATTCTGTGAGTGAGGCCTGGTA
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAACACAAACAGACCACGGGGGCGCCACAGCAAACATCAACAGATTTATGGTAAAGATATTCTTTCTTTTGGTTTCAAAAAATCCTCAAGAAAAAACCTCTTTCTAGGCATTTGGGCGGACGACAGTGACGAGGAGGGCCCCGGTGATGGTGGCGGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

V057

head

V050

head

V111

male
body

.....................................................................................TCAAGAAAAAACCTCTTTCTAG.................................................. 22 0 1 44.00 44 43 0 1 0

.....................................................................................TCAAGAAAAAACCTCTTTCT.................................................... 20 0 1 20.00 20 13 5 1 1

.....................................................................................TCAAGAAAAAACCTCTTTCTAGA................................................. 23 1 1 5.00 5 5 0 0 0

.....................................................................................TCAAGAAAAAACCTCTTTCTA................................................... 21 0 1 3.00 3 3 0 0 0

......................................................................................CAAGAAAAAACCTCTTTCTAG.................................................. 21 0 1 3.00 3 3 0 0 0

.....................................................................................TCAAGAAAAAACCTCTTTCTAA.................................................. 22 1 1 1.00 1 1 0 0 0

.....................................................................................TCAAGAAAAAACCTCTTTCTAT.................................................. 22 1 1 1.00 1 1 0 0 0

Anti-sense strand reads

GTTGTGTTTGTCTGGTGCCCCCGCGGTGTCGTTTGTAGTTGTCTAAATACCATTTCTATAAGAAAGAAAACCAAAGTTTTTTAGGAGTTCTTTTTTGGAGAAAGATCCGTAAACCCGCCTGCTGTCACTGCTCCTCCCGGGGCCACTACCACCGCCG

**************************************************..(((((..((.((((((..((...........))..)))))).))..)))))....**************************************************
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Species Coordinate ID Alignment
droPer2 scaffold_10:2074166-2074322

+
dpe_621 CAACACAAACAGACCACGGGGGCGCCACAGCAAACATCAACAGATTTATGGTAAAGAT---------------A---TTC---TTTCTT-TTGGT--TTCAAA----AAATCCTCAA------------------------------GAAA--------------AA---A---CCTC-TTTCTAGGCATTTGGGCGG------ACGACAGTGACGAGGAGGGCCCCGGTGATGGTGGCGGC--------

dp5 4_group4:3056464-3056620 + dps_1668 CAACACAAACAGACCACGGGGGCGCCACAGCAAACATCAACAGATTTATGGTAAAGAT---------------A---TTC---TTTCTT-TTGGT--TTCAAA----AAATCCTCAA------------------------------GAAA--------------AA---A---CCTC-TTTCTAGGCATTTGGGCGG------ACGACAGTGACGAGGAGGGCCCCGGTGATGGTGGCGGC--------
droWil2 scf2_1100000004521:8469408-

8469555 +
CAATATAAACAGACCCCGCGGCAGGCAGAGCAAGCACCAGCAAATTTATGGTAAGGCGAA-----------AA---AT------------------C----------------------------TGTCT---------CTGTTCATTAAA--------------TTTA-TTGTGTTT-GTTTTAGGTATTTGGGCCGATGGGGATGACAGTGAGGAGGA---------TGAAGGAAGCCGC--------

droVir3 scaffold_12963:3760424-
3760580 -

CAACATTAACAGGCCACGCAGACGCCACACCAAGCACCAACAAATTTACGGTAAGCAA---------------AAG-TTA------CAA-ATGTT--A--T--ACAAAAATTGTGAA------------------------------ATAT--------------TT---A---TGTTTCTGTCAGGCATTTGGGCGG------ACGACAGCGACAATGAGGGCGAGGACGAAAGCGGCGGT--------

droMoj3 scaffold_6500:14214183-
14214338 -

TAACATAAACAGGCCACGCAGACGCCAAACCAAGCATCAACAAATTTATGGTATGAAATG-----------AA-----TA--------------------------------CGCAAAACAAAATTGTAGAAT------TTAATTAA------------------TCT------A-TT-TGTTTAGGCATTTGGGCTG------ATGACAGTGACAATGAGGGCGAAGGCGAGAGCAGCGGT--------

droGri2 scaffold_15252:3266367-
3266527 -

CAATATAAATCGACCACGCCGTCGTCAAACCAAACATCAGCAAATCTACGGTAAGCAA---------------AAGCAAA---C---A-CAA-AATTT--GTT----TGT---------------------TTTCAATT------------T-GTT--------TTC---TTTTTTCC-TTTCCAGGCATTTGGGCCG------ATGACAGCGACAATGAAAGCGAGGGAGAAGCCAGCGGT--------

droAna3 scaffold_12916:11166866-
11167022 -

TAACATGAACAGGCCCCGCGGGCGTCACAGCAAGCACCAGCAGATCTATGGTGAGTGC---------------GTCCTCC---C---T-CCT-ATTTT--ATT----AGT----------------------T------TTTCATGATTT---------------TT---A---TCCG-ATTCTAGGCATTTGGGCTG------ATGACAGCGAGGAGGAGAGCGGCGGAGAAGGCAGACAG--------

droBip1 scf7180000396572:824624-
824778 -

TAATATTAACAGGCCGCGTGGTCGCAACACCAAGGAGCAGATGATCTACGGTAACTGC---------------AGCCT-CTTAC---TCCTT-AGT-T-----------C---------------------CTTGAAT-------------TTACATTTTTTTT--T---A---TCGG-ATTCTAGGTATTTGGGCAG------ATGAGAGCGATGAGGAGAGCGGTGGAGAGGGC--------------

droKik1 scf7180000302389:332507-
332671 +

CAACATCAACAGGCCCCGCGGACGCCAGAGTCGGCACCAGCAGATCTACGGTGAGCAGTG---------------G-CTTTAGC---ACCCT-ATT-T--CTT----AAT--------------------------AT-------------TGATAATATAAAT-TA---ATGCATTT-TTTGCAGGCATTTGGGCGG------ATGACAGCGAGGAGGAGAGCGGCGGCGAGGGTGGCAAA--------

droFic1 scf7180000454023:19549-
19705 +

CAATGTGAACCGGCCGCGCGGACGGCAGAGCAGACACCAGCAGATCTACGGTAAGTGA---------------GAGGTTC---C---G-GCG-TTATT----------------------------GCCAGAT------TTGATTAGCCA---------------GT---T---TCTA-TCCGCAGGCATCTGGGCGG------ATGACAGCGAGGAAGAGAGCGGTGGCGAGGGCGGTGGC--------

droEle1 scf7180000491024:422827-
422999 -

CAACATGAACCGGCCTCGTGGACGCCACAGCAGACACCAACAGATCTACGGTGAGTAGCGCAGTGGAAAGTAA---GTTG----------------T----------------------------GGCCAGAT------TTGGTTAGTAAA--------------CAGACC---ACTA-TTCGCAGGCATTTGGGCCG------ACGACAGCGAGGAGGAGAGCGGCGGCGAGGCCGGGGGCGGGGGCGG

droBia1 scf7180000302422:3926452-
3926608 +

CAACATCAACCGGCCCCGTGGACGCCAGAGCAGGCACCAACAGATCTACGGTGAGCAG---------------GAGGTCC---C---T-TAA-TTCTA--A-G----CAA---------------------CTCCAATA------------A-GCC--------CTC---C---CCAC-TTTGCAGGCATCTGGGCGG------ATGACAGCGAGGAGGAGAGCGGTGGTGAGGGCGGTGGA--------

droTak1 scf7180000415871:500698-
500855 +

CAACATGAACCGGCCCCGCGGGCGGCAGAGCAGGCACCAGCAGATCTACGGTGAGCGG---------------GGAGTCC---T---C-TAA-TCCTG--G--CCAGC-----------------------AA------TTAAAT------G-GAA--------ATC---C---CTTT-TCCGCAGGCATTTGGGCGG------ACGACAGCGAGGAGGAGAGCGGCGGCGAGGGCGGGGGC--------

droEug1 scf7180000409004:276099-
276252 -

CAACATTAACCGGCCCCGTGGGCGCCAGAGCCGGCACCAGCAGATCTACGGTGAGCAGTG-----------AA---GTCC---TAGCTT-C-----TT----------------------------GTCCGAG------CTTCTTAATTAA--------------TTA------A-CT-ACTGCAGGTATATGGGCGG------ACGACAGCGAG---GAGAGCGGTGGCGAGGGCGGCAGC--------

dm3 chr2L:5721195-5721345 + CAACATCAATCGGCCCCGAGGCCGCCAGAGCAGGCACCAACAGATCTACGGTATGTATTG-----------AA---ATAC----------------A----------------------------TGCCGGAA------TTTGTTTGTAAA--------------CGA------ACTT-TCTGTAGGTATTTGGGCGG------ATGACAGCGAGGAGGAGAGTGGTGGCGAGGGCGGAACT--------
droSim2 2l:5526108-5526257 + CAACATCAATCGACCCCGTGGCCGCCAGAGCAAGCACCAACAGATCTACGGTATGTATTA-----------AA---ATAT----------------C----------------------------TGCCGAAA------TTAGTTTTTGAA--------------CGA------A-TT-TTTACAGGTATTTGGGCGG------ATGACAGCGAGGAGGAGAGTGGCGGCGAGGGCGGAAGT--------
droSec2 scaffold_5:3800248-3800398

+
CAACATCAATCGACCCCGTGGCCGCCAGAGCAGGCACCAACAGATCTACGGTATGTATTG-----------AA---ATAC----------------C----------------------------TGCCGGAA------TTATTTTTTAAA--------------CGA------ACTT-TTTGCAGGTATTTGGGCTG------ATGACAGCGAGGAGGAGAGTGGTGGCGAGGGCGGAAAC--------

droYak3 2L:13470288-13470437 - CAACATCAACCGGCCTCGTGGGCGCCAGAGCCGGCACCAACAGATCTACGGTACGTATTG-----------AA---GTTC----------------C----------------------------GGCCAGAA------TTAGTTAGTAAA--------------CTA------ACTT-TTCACAGGCATTTGGGCGG------ATGATAGCGAGGAGGAGAGTGGCGGCGAGGCCGG-AGC--------
droEre2 scaffold_4929:5811578-

5811727 +
CAACATCAACCGGCCTCGTGGCCGCCAGAGTCGGCACCAACAGATCTACGGTACGTAGAG-----------AA---GTTC----------------C----------------------------GCCGAGAT------TTAGTTAGAAAA--------------GTA------ACTT-TTCGCAGGTATTTGGGCGG------ATGACAGCGAGGAGGAGAGTGGTGGCGAGG-CCGCAGC--------
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CCCGCTAGAAGTGTGCCTTAAATGGCTACGAAAGGAACTACACGAAATTGGTAAGAGGTGAACACATACTTATTTGGATCCCGTTAAGGGCTAATAATGTGTGTTAAATTTCTTACAGACTGTCTTAAAATCGAGGACGTTGCACTCCCAGCGAAGACATTTCTGCTG

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

#
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Hit
Count

Total
Norm Total

V050

head

V057

head

M042

female
body

V042

embryo

M021

embryo

V111

male
body

..............................................................................................TAATGTGTGTTAAATTTCTTACAG.................................................. 24 0 1 27.00 27 10 12 4 0 0 1

..............................................................................................TAATGTGTGTTAAATTTCTTACA................................................... 23 0 1 23.00 23 6 3 6 7 0 1

..............................................................................................TAATGTGTGTTAAATTTCTTAC.................................................... 22 0 1 10.00 10 6 3 0 0 0 1

..................................................GTAAGAGGTGAACACATACTTATT.............................................................................................. 24 0 1 7.00 7 1 1 0 0 5 0

...................................................TAAGAGGTGAACACATACTTATT.............................................................................................. 23 0 1 4.00 4 0 2 2 0 0 0

..............................................................................................TAATGTGTGTTAAATTTCTTA..................................................... 21 0 1 4.00 4 4 0 0 0 0 0

...............................................................................................AATGTGTGTTAAATTTCTTACAGT................................................. 24 1 1 3.00 3 1 2 0 0 0 0

...............................................................................................AATGTGTGTTAAATTTCTTACAC.................................................. 23 1 1 2.00 2 0 0 1 1 0 0

................................................................................................................................AATCGAGGACGTTGCACTCCCAGCGAA............. 27 0 1 1.00 1 0 0 0 0 1 0

.....................................................................TTATTTGGATCCCGTTAAGGG.............................................................................. 21 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................AATGTGTGTTAAATTTCTTACA................................................... 22 0 1 1.00 1 1 0 0 0 0 0

..................................................GTAAGAGGTGAACACATACTTA................................................................................................ 22 0 1 1.00 1 0 0 0 0 1 0

..............................................................................................TAATGTGTGTTAAATTTCT....................................................... 19 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................................................AAAATCGAGGACGTTGCACTCCCAGCGAA............. 29 0 1 1.00 1 0 0 0 0 1 0

...................................................TAAGAGGTGAACACATACTTAT............................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

..................................................GTAAGAGGTGAACACATACT.................................................................................................. 20 0 1 1.00 1 0 0 0 0 1 0

...............................................................................................AATGTGTGTTAAATTTCTTAC.................................................... 21 0 1 1.00 1 0 1 0 0 0 0

..................................................GTAAGAGGTGAACACATACTTAT............................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0

Anti-sense strand reads

GGGCGATCTTCACACGGAATTTACCGATGCTTTCCTTGATGTGCTTTAACCATTCTCCACTTGTGTATGAATAAACCTAGGGCAATTCCCGATTATTACACACAATTTAAAGAATGTCTGACAGAATTTTAGCTCCTGCAACGTGAGGGTCGCTTCTGTAAAGACGAC

**************************************************(((((((((.((((((((.(((((.((..(((.....))))))))))))))))))..)))))))))..**************************************************
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droPer2 scaffold_22:369106-369274 - dpe_114 CCCGCTAGAAGTGTGCCTTAAATGGCTACGAAAGGAACTACACGAAATTGGTAAGAGGTGAACAC-AT------ACTTAT----------TT---------------------------GGATC--------------------CCGTTAAGG----GCT-----------------------------AATA----ATGTGTGTTAAATTTCTTACAGACTGTCTTAAAATCGAGGACGTTGCACTCCCAGCGAAGACATTTCTGCTGC
dp5 XL_group1e:9832576-9832744

+
dps_86 CCCGCTAGAAGTGTGCCTTAAATGGTTACGAAACGAACTACACGAAATTGGTAAGAGGTGAATAC-AT------ACTTAT----------TT---------------------------GGATC--------------------CCGTTAAGG----GCT-----------------------------AATA----ATGTGTGTTAAATTTCTTACAGACTGTCTTAAAATCGAGGACGTTGCACTCCCAGCGAAGACATTTCTGCTGC

droWil2 scf2_1100000004909:9139794-
9139964 -

TCCAATTGAAACTCGCATTAAATGGATTACAAAGGGATTTTATGAAATTGGTAATAAATAATTTA-A-----------------ACC-------------------------------------CACAGA---CTTATGTATG----------------------------CAT-ATACA---TAT------ATTTA---TGTCTTTATTTTCTTACAGATAGCCTTAGTCTCCAAGATGTGTCAACGCAAAAGCAACCATTTTATACAT

droVir3 scaffold_12970:7630166-
7630329 -

TCCAATAGAAATGTTTCTTAAATACATTAAAAAGGGATTCTATGAAATTGGTAAGCGAAACTATT-AT-------TTAAA----------GT------------------------ATA-------------------------CA--------------CCTATTA----------------CTT------AACGC---GTTTTTCTTTTAAATATAGATTGCCTAAGAGTGCTGGACATCCCACTTCAAAAACCATTATTTTTTATTC

droMoj3 scaffold_6482:2058412-
2058616 +

GCCGATCGAAGTTTTCCTTAAGTATATAAAAAGAGGATTTTATGATATTGGTAAGCTAATATTTA-AA--CATA------GTATCACTGACCAACAGCAGTTTGGTCAGTTATAGTATT------------------------------------------TATCTA----TAT-ATTCATTTTTT------TTTTA---TATTTATATATATATATAGATTGCCTAAGAGTGCTGGACATCCCACTTCAAAAACAATTATTTTTTACTT

droGri2 scaffold_15203:6986556-
6986714 +

TCCCATCGACATTTTTCTTAAATACTTTAGAAAAGGCTTTAATGAAATTGGTAAGCAGTCAAACT-AT------------TCAATTC-------------------------------------AAATAATTT---------------------------AAATTTA----------------TAT------------------TCTGTTTCGATTTAGATTCCCTAAGAGTCCTGGACATCCCACTCCAAAAACAATTAGTTTTTACAC

droAna3 scaffold_13137:1019359-
1019514 -

CC-AATTAAAAGTATCATAATATTTTTTATCAAAGGATGTTGTAAAATAGGTATTCAAATAAGCG-TT-------CTTAA----------AT---------------------------ATTTT--------------------CCAT-------------------------------------T------AACAG---T--TTTTTTTTCGTTTCAGACTGCCTTAAAATCAAGAGGATCTTTCCTCTGGATAAAGAGTTTTTTGTTG

droBip1 scf7180000395390:1446-1600
+

CCCA-TTGAAAGTATCATGATATGGTTTGTCAAAGGATTTTGTAAATTAGGTATTCAGTTAACCC-TTA--------AAA----------AT----------------------------ATTT--------------------G---------------CAATAA------------------AT------ATC--------CATTTCTTCTTTTCAGATTGCCTTAAAATCAAGAGCAATTTTCCCGTAGATAAAGAATTTTTTATTG

droKik1 scf7180000302698:50022-
50194 -

GCCCATTGAAGAATGCATCAAGTGGTTGATAAAAGGATGCAACGAAATAGGTTTGTGAATATTCT-A-----------------ATG-------------------------------------CTAAAATTA---------------------------AACTTTA----TATAATTCA---TTTATT---A--AA---CGTGCCATTTTATTTTTAGATAGTCTTCAAATGATGGATGTTGTCTTGGAAGAAAAGGCTTTTCTAATGC

droFic1 scf7180000453495:521053-
521227 +

ACCGATTGAGGGGTGCATAAAACGGTTAACGAAAGGGTGTTATGAAATAGGTAAATACGTGCTTA-AT------------TGTGACA-----------------------------------------AA-------------------------------ATTTTATAAGATA-ATACA---TTTTTTGAAAATCA---T---TTATTTATTTTTCAGATTGTCTTCAAATCAAGGATGTTTTACCGCATGAAAAGATTTTTCTAATAC

droEle1 scf7180000491182:2011-2173
-

TCCGCTTGAAGGATGCATAAAATGGTTTATAAAAAGATGTGTTGATATAGGTGCGTGAATTGGAAAAT------------GCGGACC---------------------------------------AAAAAAG---------------------------TTAAAAA----------------TTT------TAAAA-------TTTCCCTTTTTTCAGATTGCCTTCAAATCAAGGATGTTTCACCACACGAAAAGGCTTGTGTAATAC

droRho1 scf7180000779395:18559-
18724 +

TCCGATTGAAGGATGTATGAAATGGTTTATAAAAGGATGTGTTGAAATAGGTACATACATATAAT-AA--AAAT------GGGGACATAAAT---------------------------GGTTG--------------------A-----------------AGTTT----------------TAT------AAT---------TATCTATTTTTTCAGATTGCCTTCAAATCAAGGATGTTTCACCTAATGACAAGGCTTTTTTAAAAC

droBia1 scf7180000302126:754343-
754506 -

ACCGATTGAAGGGTGTATGAGACCGTTCTTAAAAGGATGCCATGATATAGGTGCCTCTCAAAATA-AG------------TTCTTT----------------------------------------------------------ACAATTATAACGAGTT-----------------------------TGTAATAA---TGTTTCTAT---TTCTCAGATTGCCTGCAAATCAAGGATGTCTCACCCCAAGAAAGCGCCTTTCTGATAC

droTak1 scf7180000413933:24391-
24544 -

TCCGATTGAAGGGTGTGTGAAACGGCTTTTAAAAGGATGTAATGACATAGGTAATTTTATAAGTA-AG---------CAA----------AT---------------------------AGTAC--------------------G---------------CGATTT------------------TT------AATGA----------TTTTTTTTTCAGATTGTCTTCAAATCAAGGATGTTTTACCTCACGAAACGGATTTCCTAATGC

droEug1 scf7180000409008:1363112-
1363264 -

TCCGATTGAAAGTTGTTTAAAGCGGTTATTAAAAGGATGTCATGACATAGGTAGGTATTCAGATA-AT---------TGA----------AT---------------------------GTTTT--------------------ACAATAATG----A----------------------------------------------CGATAATGTTTTCAGATTGTCTTCAAATTAAGGATTTTTCATCACACGAAAAAGCTTTTCTGATAC

dm3 chrX:16255030-16255197 + CCCGATTGAAGTCTGTATAAAACGGTTATTAAGAGGATGTCATGAAATAGGTAATTGTGTAAAGA-AT------------GTGGATG-------------------------------------CACAAAATG---------------------------ATATTTA----------------TAT------AATGA---TTTTTCTATTGACTCGCAGATTGTATTCAAATCAAAGATGTTTCACATCACGAAAGGGCTTTCCTGATGC
droSim2 x:15365160-15365333 + dsi_12559 GCCGATTGAAGTCTGTATAAAGCGGTTATTAAGAGGGTGTCATGAAATAGGTAATTGTAAAAAAA-TA----------------------------AATA----------A-------------TAATAA---AATATAAAATA----------------ATATTTA----------------AAT------AATGA---TTTTTCTATTGACTTGCAGATTGTATTCAAATCAAAGATGTTTCACATCACGAAAGGGCTTTCCTGATGC

droSec2 scaffold_17:72547-72720 + ACCGATTGAAGTCTGTATAAAGCGGTTATTAAGAGGGTGTCATGAAATAGGTAATTGTAAAAAAA-TA----------------------------AATA----------A-------------TAATAA---AATATAAAATA----------------ATATTTA----------------TAT------AATGA---TTTTTCTATTGACTGGCAGATTGTATTCAAATCAAAGATGTTTCACATCACGAAAGAGCTTTCCTGATGC
droYak3 X:10376325-10376496 + CCCGATTGAAGTCTATATAAAACGGGTTTTAAGAGGGTGTAATGATTTAGGTAATTGTAAGAAGA-ATGTGGAT------G--GATG-------------------------------------CATAAATAG---------------------------ATATTTA----------------TAT------CATGA---TTTCTCCATTGACTTTCAGATTCTATTCAAATCAAAGATGTTTCACACCACGAAAACGCTTTTCTGTTGC
droEre2 scaffold_4690:10842418-

10842585 -
CCCAATTGAAGTCTATATAAAACGGATATTAAGAGGGTGTAATGATATAGGTAATTGTATGAGGA-AT------------GTGGATG-------------------------------------CATAAAAGG---------------------------ATATTTA----------------TAT------TATGA---CTTTTCCATTTACTTTCAGATTGTATTCAAATCAAAGATGTTTCACATTATGAAAAGGCTTTCCTGCTGC
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intron [Dper\GL26753-in]; CDS [Dper\GL26753-cds]; CDS [Dper\GL26753-cds]

No Repeatable elements found

Sense Strand Reads
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GGCCGGTTGCGTGGCCTTGTTCGATCTGAGGAGCCAAAAGGAGATCTTCTGTGAGTGCCTATGTCAAACCCAATGCTGGGCGAGCGCCGTCTAATTGGGTTCACCTTTTCCACTCACACAGCCAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

V057

head

V050

head

M021

embryo

V042

embryo

V111

male
body

...................................................................................................TTCACCTTTTCCACTCACACAG.................................................. 22 0 1 39.00 39 23 7 8 0 1 0

..................................................................................................GTTCACCTTTTCCACTCACACA................................................... 22 0 1 12.00 12 6 5 1 0 0 0

...................................................................................................TTCACCTTTTCCACTCACACA................................................... 21 0 1 7.00 7 4 1 2 0 0 0

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

..................................................................................................GTTCACCTTTTCCACTCACACAG.................................................. 23 0 1 5.00 5 4 0 0 0 1 0

...................................................................................................TTCACCTTTTCCACTCACAC.................................................... 20 0 1 3.00 3 0 1 0 2 0 0

...............CTTGTTCGATCTGAGGAGC......................................................................................................................................... 19 0 1 3.00 3 0 0 0 3 0 0

..................................................GTGAGTGCCTATGTCAAACCC.................................................................................................... 21 0 1 3.00 3 2 1 0 0 0 0

..................................................................................................GTTCACCTTTTCCACTCACACAGT................................................. 24 1 1 2.00 2 0 1 1 0 0 0

..................................................GTGAGTGCCTATGTCAAACC..................................................................................................... 20 0 1 2.00 2 1 0 1 0 0 0

.......................................................................AATGCTGGGCGAGCGCCGTCTAATTGG......................................................................... 27 0 1 2.00 2 0 1 0 0 0 1

......................................................................................................ACCTTTTCCACTCACACAG.................................................. 19 0 1 1.00 1 0 0 1 0 0 0

...............................................................................................................................................GATACAGTCGGCCAGTTGGCGCG..... 23 0 1 1.00 1 1 0 0 0 0 0

................................................................................................................................................ATACAGTCGGCCAGTTGGCGCGA.... 23 0 1 1.00 1 0 0 0 1 0 0

.........................................................................TGCTGGGCGAGCGCCGTCTAATTGG......................................................................... 25 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................GTTCACCTTTTCCACTCACAA.................................................... 21 1 1 1.00 1 1 0 0 0 0 0

..............CCTTGTTCGATCTGAGGAGCCAAAAGGA................................................................................................................................. 28 0 1 1.00 1 1 0 0 0 0 0

.................................................................................GAGCGCCGTCTAATTGGGT....................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

....................................................................................................TCACCTTTTCCACTCACACAG.................................................. 21 0 1 1.00 1 1 0 0 0 0 0

...................................................TGAGTGCCTATGTCAAACCC.................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................GTTCACCTTTTCCACTCACA..................................................... 20 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................GTTCACCTTTTCCACTCACAC.................................................... 21 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................................CACCTTTTCCACTCACACA................................................... 19 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

CCGGCCAACGCACCGGAACAAGCTAGACTCCTCGGTTTTCCTCTAGAAGACACTCACGGATACAGTTTGGGTTACGACCCGCTCGCGGCAGATTAACCCAAGTGGAAAAGGTGAGTGTGTCGGTTGTTACTCGTAGGGCTCCACTATGTCAGCCGGTCAACCGCGCTCCTA

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

#
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Total
Norm Total

V042

embryo
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_25:785638-785808

-
dpe_1260 GGCCGGTTGCGTGGCCTTGTTCGATCTGAGGAGCCAAAAGGAGATCTTCTGTGAGTGCC-TATG---------------------------------------TCAAACCCAATGCTG--------------GGC--------G----AGC------GCCGTCTAATTGGGTTCA-CCTTTT-----------------------CC-A-CTCA----CA---CAGCCAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAT

dp5 XL_group1a:6527963-6528133
+

dps_2543 GGCCGGTTGCGTGGCCTTGTTCGATCTGAGGAGCCAAAAGGAGATCTTCTGTGAGTGCC-TATG---------------------------------------TCAAACCCAATGCTG--------------GGC--------G----AGC------GACGTCTAATTGGGTTCA-CCTTTT-----------------------CC-A-CTCA----CA---CAGCCAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAT

droWil2 scf2_1100000004401:904031-
904195 -

TGCAGGATGTGTGGCACTCTTTGATCTGAGCGTGCAGAAGGAGATATTCTGTAAGTTTT-AAACATTTT-------------ATTCTC---T----------------------------GCAT--------------------GGT----TCCCTGGTTGTA--ATCCATTTGA-TT--------------------------------TTTT----TC---CAGCGAACAATGAGCATCCGGAGGTCATACAATCGGCCAGTTGGCGGGAGGAC

droVir3 scaffold_12928:4070365-
4070529 +

GGCTGGCTGTGTGGCGCTCTTCGATGTTGCTGCCCAAAAGGAGATCTTCTGTGAGTAAT-G------------------------------------------CGAGACGCAATGCTT--------------AG----------------------------------------------TTCGACTTACATTAATCTGCCATTCATAT-AATC----TG---CAGCAAACAATGAGCATCCGGAGGTGATACAATCGGCCAGTTGGCGCGAAGAT

droMoj3 scaffold_6359:662123-
662289 +

GGCTGGCTGTGTGGCGCTCTTCGATATTGCGGCCCAAAAGGAAATCTTCTGTGAGTAGCACAAAAC----------------TT---------------------------------G--------------GGCATTCGAAT-TGTA---ACTGTAGCTAATT-GA-CACGTG-CTT--------------------------------CTCT----CC---CAGCTAACAATGAACATCCCGAGGTAATTCAATCCGCCAGCTGGCGAGAGGAT

droGri2 scaffold_14853:596522-
596685 -

AGCCGGTTGTGTGGCACTTTTTGATATTGCGGCCCAGAAGGAAATATTCTGTGAGTAAA-ATCAAT----------------TTCTAATTTTAT-GTCTATA-TA---------------AAAA--------------------AAA----ATTC-----------T-A------TTT---------------------------GC-G-CCTG----TG---CAGCAAACAATGAGCACCCGGAAGTAATACAATCGGTCAGCTGGCGCGAGGAT

droAna3 scaffold_13335:2206581-
2206743 -

AGCCGGTTGTGTGGCTCTCTTCGATCTAAGCGCCCAAAAGGAGATATTCTGTAAGTGTC-CTTG---------------------------------------CCAGAGTC----CTT--CGA---------------------GAA-A--AT-AATATTAAAG-AG-T------CTC---------------------------CT-G--CCA----TCCTTTAGCTAACAATGAACATCCGGAGGTCATACAGTCGGCCAGTTGGCGCGAAGAT

droBip1 scf7180000393717:38592-
38753 -

AGCCGGTTGTGTGGCTCTCTTCGATCTCAGTGCCCAAAAGGAGATATTCTGTAAGTCCA-AGGACG----------------AGTCCT---T----------T---------------TGAAGG--------------------GAT----ACTCCTATAATGC-AG-A------AT----------------------------CC-T-TCCC----TC---CAGCTAACAATGAACATCCGGAGGTCATACAGTCGGCCAGTTGGCGCGAGGAT

droKik1 scf7180000302610:412331-
412496 +

CGCCGGCTGTGTGGCCCTCTTCGATCTCAGCACCCAAAAGGAGATCTTCTGTGAGTTGT-ATACTC---TCCGAGTCACCCCCCCACT---CG-----------------------------------------------------TAA--GTCTAA----CAC-AA-A------TCT---------------------------CT-C-TCTC----TC---CAGCAAACAATGAACATCCCGAGGTGATTCAATCCGCCAGCTGGCGCGAAGAT

droFic1 scf7180000454072:707233-
707396 -

CGCTGGTTGTGTGGCTCTCTTCGATCTTAGCACTCAAAAGGAGATCTTCTGTAAGTAAA-AAGCAA----------------TT---------------------------------------ACATATGTGGAC--------T----AGC------GATCTTTAACT--TCGGGTTT---------------------------TC-A-TTGC----CG---CAGCGAACAATGAACATCCTGAGGTGATACAATCGGCCAGTTGGCGTGAGGAT

droEle1 scf7180000491006:1296775-
1296956 -

CGCCGGCTGCGTGGCACTCTTTGATCTCAGCACCCAGAAGGAGATCTTCTGTGAGTCAA-CAGCTC----------------CTGCTG---T-----TCAT-T---------------T-AAAACAAACTCAAAC--------T----AAC------ACCAACTAACT--CCAACTTC---------------------------TT-T-TCCCCGCGAA---TAGCGAACAATGAGCATCCCGAGGTGATACAGTCGGCTAGTTGGCGCGAGGAC

droRho1 scf7180000763611:421203-
421362 +

CGCCGGTTGCGTGGCTCTCTTTGATCTCAGCACCCAGAAGGAGATCTTCTGTGAGTCAC-AAGCTC----------------CTCTCT---T----------------------------AAAA--------------------TAA----ATTCAATCTGAAT-GT-T------TTT---------------------------TT-T-GCCC----CG---CAGCGAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAC

droBia1 scf7180000301760:1902349-
1902510 -

CGCCGGCTGCGTGGCTCTCTTCGATCTCAGCACCCAAAAGGAGATCTTCTGTGAGTCAA-CAGCTC----------------CCCTTT---TG-------------------------C-AAAT---------------------GA----ACTTCTAGTAAAT-GC-C------CCT---------------------------TT-GTTTTC----CG---CAGCGAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAC

droTak1 scf7180000415873:314726-
314888 +

CGCCGGCTGTGTGGCCCTCTTCGATCTCAGCACCCAAAAGGAGATCTTCTGTGAGTCAC-TACCTTT---------------CACTTT---TG---------------------------CAAG--------------------AGA----ATCTGTAATAAAT-AT-C------CCT---------------------------TT-CTTCTC----CT---CAGCGAACAACGAGCACCCGGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAT

droEug1 scf7180000409095:29002-
29162 +

CGCCGGTTGCGTAGCTCTTTTTGATCTCAGCACCCAAAAGGAGATCTTCTGTAAGTTAA-CACCTC----------------CTCTTT---T----------------------------GCTA--------------------TGA----ACATAAAATATAG-GT-A------ATT---------------------------TG-GTTTTC----CG---CAGCTAACAATGAGCATCCCGAGGTTATACAGTCGGCCAGTTGGCGCGAGGAT

dm3 chrX:6700788-6700963 + CGCCGGCTGCGTGGCTCTCTTCGATCTCAGCACTCAAAAGGAGATATTCTGTGAGTAAA-CACATT----------------CTTTTTTTTTTTTTTTTTTT-T--------------T-AAAT--------------------AAA----ACCCTAACTAAAT-AT-G------TTT-------------------T-------TT-C-TCTC----TA---CAGCGAACAATGAGCACCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAC
droSim2 x:6303630-6303792 + CGCCGGCTGTGTGGCTCTCTTTGATCTCAGCACTCAAAAGGAGATATTCTGTGAGTAAA-CACATC----------------TTTCCT---T----------A---------------TAAAAT--------------------AAT----ACCCTAACTAAAT-AT-G------TTT---------------------------TT-G-TCCT----TT---CAGCGAACAATGAGCACCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAC
droSec2 scaffold_4:95128-95290 - CGCCGGCTGTGTGGCTCTCTTTGATCTCAGCACTCAAAAGGAGATATTCTGTGAGTAAA-CACATC----------------TTTCCT---T----------T---------------TAAAAT--------------------AAT----ACCCTAACTAAAT-AT-G------TTT---------------------------TT-G-TCCT----TT---CAGCGAACAATGAGCACCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAC
droYak3 X:2668188-2668347 + CGCCGGCTGCGTGGCTCTCTTCGATCTCAGCACCCAAAAGGAGATATTCTGTGAGTAAA-AACATC----------------CTTTTT---C----------------------------AAAT--------------------GGA----ACCCTTACTAAAT-GT-A------TTT---------------------------TT-G-TCAC----TA---CAGCGAACAATGAGCATCCCGAGGTGATACAGTCGGCCAGTTGGCGCGAGGAT
droEre2 scaffold_4690:15628870-

15629029 +
CGCCGGCTGCGTGGCTCTCTTTGATCTCAGCACCCAAAAGGAGATATTCTGTGAGTGAA-CACATC----------------CTTTTT---T----------------------------AAAT--------------------GGT----ACCCAAACTAAAT-GT-A------TTT---------------------------TT-G-TCCC----TA---CAGCGAACAATGAGCATCCCGAGGTCATACAGTCAGCCAGTTGGCGGGAGGAT
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure
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Flybase annnotation

intron [Dper\GL17765-in]; CDS [Dper\GL17765-cds]
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GTTGCCTGCCTGCCGTGCACCAAATCTTCACTAATCCACAATGAAATTCCTTTCGCTTGCCTTTGTCCTGGGCCTGATGGCGGCTCTGGCTAACGGTGAGTTGAGACAAAAATATATAAAAGTGTATTTAAATTTAATTATTATATTTATTTGTGT

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

V050

head
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embryo
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embryo

....................................................................................TCTGGCTAACGGTGAGTTGAG................................................... 21 0 1 28.00 28 13 3 11 1 0 0

....................................................................................TCTGGCTAACGGTGAGTTGAGA.................................................. 22 0 1 17.00 17 6 3 6 2 0 0

....................................................................................TCTGGCTAACGGTGAGTTGA.................................................... 20 0 1 6.00 6 2 2 1 1 0 0

....................................................................................TCTGGCTAACGGTGAGTTGAGAC................................................. 23 0 1 4.00 4 0 2 1 1 0 0

...................................................TTCGCTTGCCTTTGTCCTGGGC................................................................................... 22 0 1 3.00 3 0 2 0 1 0 0

....................................................................................TCTGGCTAACGGTGAGTTGAGT.................................................. 22 1 1 2.00 2 1 0 1 0 0 0

...................................................TTCGCTTGCCTTTGTCCTGGG.................................................................................... 21 0 1 2.00 2 0 2 0 0 0 0

.....................................................................................CTGGCTAACGGTGAGTTGA.................................................... 19 0 1 1.00 1 0 1 0 0 0 0

...................................................................................CTCTGGCTAACGGTGAGTTGAG................................................... 22 0 1 1.00 1 1 0 0 0 0 0

...................................................TTCGCTTGCCTTTGTCCTGGGCC.................................................................................. 23 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................CTGGCTAACGGTGAGTTGAG................................................... 20 0 1 1.00 1 0 1 0 0 0 0

................................................................GTCCTGGGCCTGATGGCGGCTC...................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

..................................................TTTCGCTTGCCTTTGTCCTG...................................................................................... 20 0 1 1.00 1 0 0 0 0 0 1

........CCTGCCGTGCACCAAATCT................................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0

.............................................................TTTGTCCTGGGCCTGATGGCGGCTCT..................................................................... 26 0 1 1.00 1 0 1 0 0 0 0

..................................................................CCTGGGCCTGATGGCGGCTC...................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

.....................................................CGCTTGCCTTTGTCCTGGG.................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0

....CCTGCCTGCCGTGCACCAAA.................................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0

....................................................................................TCTGGCTAACGGTGAGTTGAGACC................................................ 24 1 1 1.00 1 1 0 0 0 0 0

.........................................................................CTGATGGCGGCTCTGGCTA................................................................ 19 0 1 1.00 1 0 0 0 0 1 0

.........................CTTCACTAATCCACAATGA................................................................................................................ 19 0 1 1.00 1 0 0 0 1 0 0

....................................................TCGCTTGCCTTTGTCCTGGGCCTG................................................................................ 24 0 1 1.00 1 0 0 0 0 0 1

....................................................................................TCTGGCTAACGGTGAGTTGAGACA................................................ 24 0 1 1.00 1 1 0 0 0 0 0

...................................................................................CTCTGGCTAACGGTGAGTTGA.................................................... 21 0 1 1.00 1 0 0 1 0 0 0

...................................................TTCGCTTGCCTTTGTCCTGG..................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0

............................................................CTTTGTCCTGGGCCTGATGG............................................................................ 20 0 1 1.00 1 0 0 0 0 1 0

..............................................................TTGTCCTGGGCCTGATGGCGGCTCT..................................................................... 25 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

CAACGGACGGACGGCACGTGGTTTAGAAGTGATTAGGTGTTACTTTAAGGAAAGCGAACGGAAACAGGACCCGGACTACCGCCGAGACCGATTGCCACTCAACTCTGTTTTTATATATTTTCACATAAATTTAAATTAATAATATAAATAAACACA
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Species Coordinate ID Alignment
droPer2 scaffold_4:6935834-6935989 + dpe_123 GTTGCCTGCCTGC-CGTGCACC----AAAT----------------CTT---CACTAATCC---------------------ACAATGAAATTCCTTTCGCTTGCCTTTGTCCTGGGCCTGATGGCGGCTCTGGCTAACGGTGAGTTGAGACAAA----A---------ATATA------TAAAAGTGTAT----------TT--A---AATTTAATTATTATA-----------TTTATTTG-----TGT
dp5 3:11535110-11535265 + dps_88 GTTGTCTGCCTGC-CGTGCACC----AAAT----------------CTT---CACTAATCC---------------------ACAATGAAATTCCTTTCCCTTGCCTTTGTCCTGGGCCTGATGGCGGCTCTGGCTAACGGTGAGTTGAGACAAA----A---------ATACA------TAAAAGTGTAT----------TT--A---AATTTAATTATGATA-----------TTTATTTG-----TGT
droWil2 scf2_1100000004954:3517015-

3517155 -
GTTTTCCGC-AACAAC---------GACAA----------------CTA---CAACAAACCACA----------------AAAACATGAAATTCCTTTCGGTTGCTTTCGTTCTGGGTCTGCTGGCGGCTTTGGCCAATGGTGAGTTCTCCA----------------------------CTAA------TTTAT------ATATACTGTATATACTTA------------TGA--------AT-----CT

droVir3 scaffold_12963:5776869-
5777023 +

GTTC--AGC-TTA-AGTTCTA------CAA----------------GCTTACCAATTAACTA---------AC--TAA--ACAAAATGAAATTCCTGTCGGTTGCATTTCTGCTGGGTCTGCTGG---CTTTGGCTAGTGGTGAGTACTTAAAGA----A---------GATCA------TAATGC-------AA------AA--ATAATATTTAACAC---------------TTTCTTTTT-----TGT

droMoj3 scaffold_6496:6196795-
6196970 +

GTG--CAAT-CGCAAGTGCTCCAGAGTCTTCACAGCAGTCGTGCAAACCCA-------------AAAACAAAG--CCAAGTCAATATGAAATTCCTGTCGCTCGCTTTTCTGCTCGGCCTGCTCG---CTCTGGCCAGTGGTAAGTCG----AAC----TATTCAAGAGATTTC------GCAATT-------GA-------------GCATTCAACTA-------------AATTTTAATC-------CT

droGri2 scaffold_15252:7673893-
7674052 -

GTTC--AGC-TTT--ATTCGCACAAGCAAT----------------ACT---AATTAACCC-----------A--CTA--AGAAAATGAAATTCCTATCGATTGGATTTGTGCTCGCACTTCTGG---CACTTGCAAGTGGTAAGTTTTGTAAAC----A----------TA--------CGAA------T----------TC--A---AATTAATTGGCTGTACTAATCGTC-TACTATTTG-----TGG

droAna3 scaffold_12916:10236226-
10236369 -

GTTCAGTTCTCGCTTCTG--TTCCAGCC--------------------------------------------A--CTT--GCAAGATGAAATTCCTCTCGGTTGCCTTCCTCCTCGGCCTCCTGG---CTCTGGCCAGTGGTGAGTGTTACCC----------------------------CAAAT-------GAGTTTATTT--TAGTAATTTAACTA------------TTTTATTGCTCAAA-----T

droBip1 scf7180000396769:1103296-
1103437 -

GTTCAGTACTCGCTTCTG--TTCCAGCC--------------------------------------------A--CTT--GCAAGATGAAGTTCCTCTCGGTTGCCTTCCTCCTCGGCCTCTTGG---CTCTGGCCAGCGGTGAGTGTTATCT-C----T---------GTTAG------TCAA----------T------TT--AAGCCTTTTATCTA------------TT-TTTTCTTTATA-----T

droKik1 scf7180000302471:64179-64358
-

GTTGTCAGC-TGCCAATCCACCAGAGTTCAC---------------TCGCCGAGTTCCTTAAAAAAAACAAAA--CTATTTCAACATGAAATTCCTGTCGCTCGCCTTCGTCTTGGGTCTGGTTG---CCCTCGCCAGCGGTCAGTAAAAAAAAG----T---------CTATA------TAAATTAATA---TT------AT--AAATTAATAAATTG----A-----------ATTATTTT-----TTA

droFic1 scf7180000453851:9436-9605 - GTTGTCTTC-TGAAAATCCTCTTGCTTCAA----------------CCGCAACAACAAACCACA------AAA--CCA--ACAACATGAAATTCCTGTCGCTTGCCTTTGTTTTGGGTCTGCTGG---CTCTGGCCAACGGTAAGTAAATTAAATAA--------AACTATTTG------AGAACT-------GT------A--------TTTTATTTATATTG-----------TCAATGTT-----TGC
droEle1 scf7180000489694:114611-

114786 +
GTTGTCACC-TGCA-ATCCTCTCGAGTCAA----------------CCGCAAAAACAAACCACA------AAA--TCA--ACAACATGAAATTCCTGTCGCTTGCCTTTGTTTTGGGACTGCTGG---CTCTGGCCAATGGTGAGTGAACTCAACTAAAT---------ATTTG------CAAACA-------AC------GT--AAGTCATTTAACTC------------TGATTTCCATTCTA--CAGT

droRho1 scf7180000771278:4938-5116 - GTTCTCACT-GGCAAATCCTCTCGAGTCAA----------------CCGCAAAAACAAACCACAAA-----AA--TCA--ACAACATGAAGTTCCTGTCGCTTGCCTTTGTTTTGGGTCTGCTGG---CTCTGGCCAATGGTGAGTAAACTAAAC----T---------ATATATTTAACTAAACA-------AT------AT--CTGTCATTTAATC-------------TTATTTCAATCCTT--TAGT
droBia1 scf7180000302292:2305401-

2305580 +
GTTGTCGGC-TGCAAATCCCCTCGAGTCAA----------------CCTCAAAAACCAACCACA------AAA--CCA--AGAAAATGAAATTCCTGTCGCTTGCCTTTGTCTTGGGTCTGCTGGCTGCTGTGGCCAATGGTGAGTAAATTGAACGAACT---------GTCTG------CGAACT-------GC------AT--AAGTTATTTAATTA------------TTATCACAACTATT--TTCC

droTak1 scf7180000416016:451699-
451873 -

GTTGTCAGC-TGCAAATCCTCTCGAGTCAA----------------CCTCAAAAACAAACCACA------AAA--TCAAAACAACATGAAATTCCTGTCGCTTGCCTTTGTCTTGGGTTTGCTGG---CTCTGGCCAACGGTGAGTAAACAGAAC----T---------ATTTG------CAAACT-------AC------AT--AAGTTATTTAATTG------------TGATTTTAATTATA--TTTC

droEug1 scf7180000409672:3286465-
3286632 +

GTTGTCAGC-TGCAAATCCTACCGAGTCAA----------------CCTCA------AACCACAAA-----AACATCA--ACAACATGAAATTCCTGTCGCTTGCCTTTGTCTTGGGTCTGGTGG---CTCTGGCTAATGGTGAGTTAACTAAAC----T---------ATTTA------CGAACT-------TT------AT--AAGTTATTAAATGA------------TTATATTAATTTC----CTT

dm3 chr2R:14275631-14275801 + GTTGTCAAC-GGCTAATACGCGGGAGTCAA----------------GCTCAGAATTCAACCACAAA-----AA--CCA--ACAACATGAAATTCCTATCACTCGCCTTCGTTTTGGGTCTGCTGG---CTCTGGCCAACGGTGAGTAATGCCAAC----T---------ATTTA------CAAACT-------AA------AT--AAGTTATTTAATTA------------TGATTTTAATTATA-----T
droSim2 2r:14943075-14943245 + GTTGTCAAC-TGCAAATTCTTTGGAGTCAA----------------GCTCAGCATTCAACCACAAA-----AA--CCA--ACAACATGAAATTCCTATCACTCGCCTTCGTTCTGGGTCTGCTGG---CTCTGGCCAACGGTGAGTAATGCCAAC----T---------ATTCA------CCAACT-------AA------AT--AAGTTATTTAATTA------------TGATTTTAATTATA-----T
droSec2 scaffold_1:11750839-11751014

+
GTTGTCAAC-TGCAAATTCTCTGGAGTCAA----------------GCTCAGCATTCAACCACAAA-----AA--CCA--ACAACATGAAATTCCTATCACTCGCCTTCGTTCTGGGTCTGCTGG---CTCTGGCCAACGGTGAGTAATGCCAAC----T---------ATTCA------CCAACT-------AC------AT--AAGTTATTTAATTA------------TGATTTAAATTATATTTCCA

droYak3 2R:14912646-14912815 - GTTGTTAGC-TGCATATCCTCTGGAGTCAA----------------GCTCAGAAACCAACCACA------AAA--CCA--AAAACATGAAATTCCTATCAGTTGCCTTTGTTCTGGGTCTGCTGG---CCCTGGCCAACGGTGAGTAATCCCAGA----T---------ATTCG------CAAGCT-------AA------AT--ATGTTATTTAATTA------------TGATTTCAATTATA-----T
droEre2 scaffold_4845:8481608-

8481755 +
GT-------------------------CAA----------------GCTCAGAATCCAACCACA------AAA--CCA--ACAACATGAAATTCCTATCAGTTGCCTTCGTTCTGGGTCTGCTGG---CTCTGGCCAACGGTGAGTAATCCCAGC----T---------ATTCC------CAAACT-------AT------ATATATGTTATTTAATTA------------TGATTTCATTTATA-----T
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AATCCAATCCAATAATAAAAAGTTTTTGCATCTAATTTAAGTTCGTGCTATGTAGTCCCCAGGAGTATATTATGGTATTTTCTAATTCATAATGCTGTTGTTGACTGCAAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAA
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.........................................................................................TAATGCTGTTGTTGACTGT.................................................... 19 1 2 14.00 28 26 0 0 1 1 0

..................................................TGTAGTCCCCAGGAGTATATTATG...................................................................................... 24 0 1 10.00 10 9 0 1 0 0 0

.........................................................................................TAATGCTGTTGTTGACTGA.................................................... 19 1 1 8.00 8 8 0 0 0 0 0

..................................................TGTAGTCCCCAGGAGTATATTATGGTA................................................................................... 27 0 1 6.00 6 6 0 0 0 0 0

.........................................................................................TAATGCTGTTGTTGACTGCA................................................... 20 0 1 4.00 4 1 2 1 0 0 0

................................................TATGTAGTCCCCAGGAGTAT............................................................................................ 20 0 1 3.00 3 3 0 0 0 0 0

.........................................................................................TAATGCTGTTGTTGACTGC.................................................... 19 0 1 3.00 3 3 0 0 0 0 0

.........................................................................................TAATGCTGTTGTTGACTGCAAA................................................. 22 0 1 3.00 3 1 2 0 0 0 0

..................................................TGTAGTCCCCAGGAGTATA........................................................................................... 19 0 1 2.00 2 2 0 0 0 0 0

..................................................TGTAGTCCCCAGGAGTATATTATGGTAT.................................................................................. 28 0 1 2.00 2 2 0 0 0 0 0

................................................TATGTAGTCCCCAGGAGTATATT......................................................................................... 23 0 1 2.00 2 2 0 0 0 0 0

.........................................................................................TAATGCTGTTGTTGACTG..................................................... 18 0 1 2.00 2 1 0 1 0 0 0

.........................................................................................TAATGCTGTTGTTGACTGTC................................................... 20 2 2 1.50 3 3 0 0 0 0 0

.........................................................................................TAATGCTGTTGTTGACTGG.................................................... 19 1 1 1.00 1 1 0 0 0 0 0

.........................................................................................TAATGCTGTTGTTGACTGCC................................................... 20 1 1 1.00 1 0 0 0 1 0 0

.........................................................................................TAATGCTGTTGTTGACTGCCT.................................................. 21 2 1 1.00 1 1 0 0 0 0 0

..................................................TGTAGTCCCCAGGAGTATATTATGA..................................................................................... 25 1 1 1.00 1 1 0 0 0 0 0

................................................TATGTAGTCCCCAGGAGTATAA.......................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0

................................................TATGTAGTCCCCAGGAGTATATTT........................................................................................ 24 1 1 1.00 1 1 0 0 0 0 0

.........................................................................................TAATGCTGTTGTTGACTGCCC.................................................. 21 2 1 1.00 1 0 0 0 1 0 0

...........................................................................................ATGCTGTTGTTGACTGCAAAGTCT............................................. 24 2 1 1.00 1 1 0 0 0 0 0

................................................TATGTAGTCCCCAGGAGTATC........................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

..................................................TGTAGTCCCCAGGAGTATATTATGG..................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0

.........................................................................................TAATGCTGTTGTTGACTTT.................................................... 19 2 10 0.20 2 2 0 0 0 0 0

.........................................................................................TAATGCTGTTGTTGACTCTC................................................... 20 3 20 0.05 1 1 0 0 0 0 0

Anti-sense strand reads

TTAGGTTAGGTTATTATTTTTCAAAAACGTAGATTAAATTCAAGCACGATACATCAGGGGTCCTCATATAATACCATAAAAGATTAAGTATTACGACAACAACTGACGTTTCATTCTACACTCATGAGGTGTTTCTTACTAATTTACTTTTAATTCGTTT
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droPer2 scaffold_10:2579841-
2580000 +

dpe_273 AATCCAATCCAATAATAAAAAGTTTTTGCATCTAATTTAAGTTCGTGCTATGTAGTCCCCAGGAGTATATTATGGTATTTTCTAATTCATAATGCTGTTGTTGACTGCAAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAA

dp5 4_group4:3551993-
3552151 +

dps_18 AATCCAAT-CAATAATAAAAAGTTTTTGCATCTAATTTACGTTCGTGCTATGTAGTCCCCAGGAGTATATTATGGTATTTTCTAATTCATAATGCTGTTGTTGACTACAAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAA
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CGGTTCTTTCCATGCTCCAATAAAGAAACGTGAAAAGTGTACAAGTTGGGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAGAGTTACAATTGTAAAGATAGATTAGCGCTT
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.......................................................................................................TTGGACGTTCTCAGTATTGGTT.............................................................. 22 0 1 28.00 28 14 11 2 0 1 0

.......................................................................................................TTGGACGTTCTCAGTATTGGT............................................................... 21 0 1 9.00 9 4 3 2 0 0 0

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

.......................................................................................................TTGGACGTTCTCAGTATTGGTTA............................................................. 23 0 1 4.00 4 1 3 0 0 0 0

.............................................................TAACCAATGTGGCACTTCCAATG....................................................................................................... 23 0 1 4.00 4 2 1 0 0 0 1

.......................................................................................................TTGGACGTTCTCAGTATTGGTTAT............................................................ 24 0 1 2.00 2 2 0 0 0 0 0

.......................................................................................................TTGGACGTTCTCAGTATTGG................................................................ 20 0 1 2.00 2 2 0 0 0 0 0

................................................................................................................CTCAGTATTGGTTATTGG......................................................... 18 0 1 2.00 2 0 0 0 2 0 0

.............................................................TAACCAATGTGGCACTTCCA.......................................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0

.............................................................TAACCAATGTGGCACTTCCAA......................................................................................................... 21 0 1 2.00 2 1 0 0 0 1 0

............................................................................................ATTACAAGTCGTTGGACGTTCT......................................................................... 22 0 1 1.00 1 0 0 0 1 0 0

..........................................................................................CAATTACAAGTCGTTGGACGTTC.......................................................................... 23 0 1 1.00 1 0 0 0 0 1 0

.................................................................................................................................GCAAGAAGAGCCCACAGGCAGCT................................... 23 0 1 1.00 1 0 0 0 0 1 0

.............................................................TAACCAATGTGGCACTTCC........................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0

........................................................................................................TGGACGTTCTCAGTATTGGTTAT............................................................ 23 0 1 1.00 1 0 1 0 0 0 0

.............................................................TAACCAATGTGGCACTTCCAAT........................................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................................TTGGACGTTCTCAGTATTGGG............................................................... 21 1 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

GCCAAGAAAGGTACGAGGTTATTTCTTTGCACTTTTCACATGTTCAACCCCCAGAGACCGAATTGGTTACACCGTGAAGGTTACTTTTTAGTTAATGTTCAGCAACCTGCAAGAGTCATAACCAATAACCGTTCTTCTCGGGTGTCCGTCGATATTCTCAATGTTAACATTTCTATCTAATCGCGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

V042

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_0:3721604-3721790

+
dpe_2482 CGGTTCTTTCCATGCTCCAATAAAGAAACGT------------GAAAAGTGTACAAGTTG-------GGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAG--AG------TT--------------ACAATTGTAAAGATAGATTAGCG--------------------------------------------------------------CTT---

dp5 2:16675560-16675746 - dps_3828 CGGTTCTTTCCATGCTCCAATAAAGAAACGT------------GAAAAGTGTACAAGTTG-------GGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAG--AG------TT--------------ACAATTGTAAAGATAGATTAGCG--------------------------------------------------------------CTT---
droWil2 scf2_1100000004902:9400240-

9400380 +
dwi_5416 ----------------------------------------------------------------------GCTTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGAAGCATCTAAAAGCAGCTTTAAG--TT------AA-------------------CAAACAAT-TAGATTGTTAAG------------------------------------------CA------TTATAA---GTT---

droVir3 scaffold_13047:9559433-
9559595 -

dvi_24635 -------------------------------------------------------------------GGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGAAGAACCCAAACACAGCTATAAG--AA------AC-------------------CAAA-AAT--AAAATAA---------------------ACAACAAAAGACACCTAACAAAATAGCATA--------AG-TTTT---

droMoj3 scaffold_6540:7667621-
7667797 -

dmo_270 A---------------------------------------------AA---------GCGAACGATTGAGTTTTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGAAGAGCTCAAACACAGCTATAAG--AA------AC-------------------GAAACCATCAAATATATG-----------------------ATATAAACTCTGAAATTAAATAGCATA--------GA-TTTT---

droGri2 scaffold_14906:2448908-
2449070 -

dgr_463 A-------------------------------------------------------GATT-------GGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACAGCAATAAT--TA------AAAC-------CAAATACA----------------------------------------ACAACAAAAAACT-GTAA-AATATAGTATA--------AGTTTTT---

droAna3 scaffold_12911:3664247-
3664417 -

dan_200 -------------------------------------------GAAAAGTT-ATACGGCG-------GGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGGCCCGAGACAACTGTTGTCCAC------CC-------------------ACTC-----TAGTCCGTTCTAGTTTGACTCTCGCCCCC-----------------------------------------CTTTGAA

droBip1 scf7180000396640:523304-
523461 -

-------------------------------------------GAAAAGTT-ATACGGCG-------GGCGACTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCCTTGGATGCTCTCAGTATTGGTTTTTGGCGAGATTGGCCCCGCGGCAACTGTTGTCTAC------CC-------------------AGTC-----TAGTCCATTCTA------------------------------------------GG------TTGCC---CCTT---

droKik1 scf7180000302810:681876-
682038 +

-------------------------------------------------------------------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGGAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCAGGCAGCTATAGT--TG------T--------------------TGTTCCGCTTAGTCCGAG-----------------------TAATTTTCCCCCAATTTAGTTGTCGCACCACT---------C---

droFic1 scf7180000454114:125769-
125955 +

C-----------------AGTAAAAAATCGCGAAAGTGCAGTCGAAGAGTT-TACCGGC--------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGGTATT--GG------GCACTAG-------ACCCTATAGTTCCGATCAGTCCGAA--------------------------------------------------------------TTT---

droEle1 scf7180000491194:1479876-
1480031 +

-----------------------------------------------------------G-------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGACGTTGGATGCTCTCAGTATTGGTTATTGGCAAGATTGGCCCCGAGACAGCAGTATTCTAG------GCACTTGGATACCAATCCAATAGTTCCGATCAGTCCGAC--------------------------------------------------------------TTT---

droRho1 scf7180000779322:264802-
264948 -

-----------------------------------------------------------G-------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATAGGCCCCTAGGCAGCAATATT--AG------GCACTGG-------TACCCATAGTTCCGATCAGTCCGAA-----------------------------------------------------TT---------A---

droBia1 scf7180000302035:101939-
102078 +

-------------------------------------------------------------------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCTGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGTCACT--AGGTCTAGGC-------------------AGTTCCGATCAGTCCGAG-----------------------------------------------------TT---------A---

droTak1 scf7180000415712:510701-
510827 +

-------------------------------------------------------------------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGTTTGGCCCCGAGGCAGCATAACT--AT------AT--------------------------CTAGATCCGGG--------------------------------------------------------------TTC---

droEug1 scf7180000409488:463410-
463580 -

A--------------------------------AAGT------GCAGAATT-TTCCGGCC-------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGACAGCATTTCT--AA------GC-------------------AGTTTCGTTCAGTCCGAG-----TTAAAACTCCCCTCG-----------------------------------------ATTT---

dm3 chr3R:27444091-27444224 + -------------------------------------------------------------------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT--AG------AC-------------------AGTTCCGATCAGTCCGCA-----------------------------------------------------CT---------A---
droSim2 3r:26724064-26724197 + dsi_32457 -------------------------------------------------------------------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT--AG------AC-------------------AGTTCCGATCAGTCCGCA-----------------------------------------------------CT---------A---

droSec2 scaffold_2807:1133-1266 + dse_1845 -------------------------------------------------------------------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT--AG------AC-------------------AGTTCCGATCAGTCCGCA-----------------------------------------------------CT---------A---droYak3 3R:28380205-28380344 + dya_1797 -------------------------------------------------------------------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACC--AG------AC-------------------CGTTCCGATTAGTCCGAA-----------------------------------------------------TTAAAC---CCC---
droEre2 scaffold_4820:530483-530616

-
der_1522 -------------------------------------------------------------------GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGGCAGCATAACT--AG------AC-------------------AGTTCCGATCAGTCCGCA-----------------------------------------------------CT---------A---
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intergenic

No Repeatable elements found

mature

1. dpe_1761  scaffold_5:2608208-2608229 +
2. scaffold_5:2612174-2612195 +
3. dpe_2503  scaffold_5:2612424-2612445 +

star

1. dpe_1761  scaffold_5:2608255-2608275 +
2. scaffold_5:2612221-2612241 +
3. dpe_2503  scaffold_5:2612471-2612491 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACTTCCAGAGCTTGAGTATTGGGAAAGTAAATGCGATTCCATATGGTTAGGTAGGTACCCAAATATCTTGATTATAATTTTCCTTTAGGAACTTACACAGATATTTCTGTACCTACAGGAATTGTTTATAGCTTTAAGGGCCCTATATCCAAGGAAGATGAAGAACGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

V057

head

V050

head

V111

male
body

M021

embryo

V042

embryo

..................................................GTAGGTACCCAAATATCTTGAT................................................................................................ 22 0 3 49.67 149 58 50 32 3 3 3

.................................................................................................CAGATATTTCTGTACCTACAG.................................................. 21 0 3 2.33 7 6 1 0 0 0 0

.................................................................................................CAGATATTTCTGTACCTACAGT................................................. 22 1 3 1.67 5 4 0 1 0 0 0

..................................................GTAGGTACCCAAATATCTTGA................................................................................................. 21 0 3 1.33 4 3 1 0 0 0 0

........................................................................TATAATTTTCCTTTAGGAACTTACACAG.................................................................... 28 0 1 1.00 1 1 0 0 0 0 0

........................................................................TATAATTTTCCTTTAGGAACT........................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

...................................................TAGGTACCCAAATATCTTGAT................................................................................................ 21 0 3 1.00 3 3 0 0 0 0 0

..................................................GTAGGTACCCAAATATCTTG.................................................................................................. 20 0 3 0.33 1 0 1 0 0 0 0

...................................................TAGGTACCCAAATATCTTGA................................................................................................. 20 0 3 0.33 1 1 0 0 0 0 0

.................................................GGTAGGTACCCAAATATCTTGAT................................................................................................ 23 0 3 0.33 1 1 0 0 0 0 0

.................................................................................................CAGATATTTCTGTACCTAC.................................................... 19 0 3 0.33 1 1 0 0 0 0 0

.................................................................................................CAGATATTTCTGTACCTACA................................................... 20 0 3 0.33 1 0 0 1 0 0 0

..................................................GTAGGTACCCAAATATCTTGATTAT............................................................................................. 25 0 3 0.33 1 0 1 0 0 0 0

.................................................................................................CAGATATTTCTGTACCTACAGC................................................. 22 1 3 0.33 1 0 0 1 0 0 0

..................................................................................................AGATATTTCTGTACCTACAG.................................................. 20 0 3 0.33 1 1 0 0 0 0 0

..................................................................................................AGATATTTCTGTACCTACAGT................................................. 21 1 3 0.33 1 1 0 0 0 0 0

Anti-sense strand reads

TGAAGGTCTCGAACTCATAACCCTTTCATTTACGCTAAGGTATACCAATCCATCCATGGGTTTATAGAACTAATATTAAAAGGAAATCCTTGAATGTGTCTATAAAGACATGGATGTCCTTAACAAATATCGAAATTCCCGGGATATAGGTTCCTTCTACTTCTTGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_5:2612374-2612541 + dpe_2503 ACTTCCAGAGCTTGAGTATTGGGAAAGTAAATGCGATTCCATATGGTTAGGTAGGTACCCAAAT-A-------TCTT---------------------------GATTATA----ATTTTCCTTTA--GGAAC-TTACAC---------------A-----------GAT---AT-TTCTGTACCTACAGGAATTGTTTATAGCTTTAAGGGCCCTATATCCAAGGAAGATGAAGAACGC
dp5 4_group1:2593408-2593575 - dps-mir-

2558-1
ACTTCCAGAGCTTGAGTATTGTGAAAGTAAATGCGATTCCATATGGTTAGGTAGGTACCCAAAT-A-------TCTT---------------------------GATTATA----ATTTTCCTTTA--GGAAC-TTACAC---------------A-----------GAT---AT-TTCTGTACCTACAGGAATTGTTTATAGCTTTAAGGGCCCTATATCCAAGAAAGATGAAGAACGC

droWil2 scf2_1100000004577:3574701-
3574757 +

ACGTCCAGAGCTTGAGCATTGTGAAAGTGAGAGGAATTCCATGTGGTTAGGTGAGTA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12963:4588930-
4589080 -

ACGTCCAGAGCTTGAGCATTGCGAAAGTGAACGCAATTCCATGTGGTTAGGTATGTTCGCCAGCTATACATTTATATCTTTTG-ATA----TTA------CATTGATTATT----TT-------------------------------------------TT------AT---TT-TTTTATTTTTGCAGGACTTGTCTATGGCGTTAAGGGTCTGATA---------------------

droMoj3 scaffold_6500:8495826-
8495966 -

ACGTCCAGAGCTTGAGCATTGCGAAAGTGAACGCAATTCTATGTGGTTAGGTAAGTACTTGAAT-A-------TCTATTTCA---------------------------------AATTCGTTTTA--ATTAA----------------------------TC-GT-CCA---CTTAC---TTTTTGCAGGACTTGTTTATGGCGTTAAGGGTCTTATAT--------------------

droGri2 scaffold_15252:855237-855305
+

ACGTCCAGAGCTTGAGCATTGTGAAAGTGAACGCAATTCCATGTGGTTAGGTATGAATCAAAAT-A-------CATT-------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_12916:830685-830822
-

ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTGGGTACTCCACC-A-------T----TTAA--------------------------------------------------AGTC--CTGGATCGCCCTTTCACATA--ATA-TTTGA-T--G-TTT---TGGTTTCAGGTCTTGTTTACGGCTTCAAGGG----------------------------

droBip1 scf7180000396554:1423040-
1423172 +

ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTGGGTACTCTAAC--------TA-TTCTTAGT------------------------TA------------------------------------GTCCTTTGACTAA--ATA-GTTAA-T--C-TTT---TTGTTTCAGGTCTTGTCTACGGCTTCAAAGG----------------------------

droKik1 scf7180000302235:132576-
132721 -

ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCAATGTGGTTGGGTACGTACCTATTT--------CATTTT---------------------------GTTATTAAGAAA-TTCCTTTATATAA-AGTTATCT---------------G-----------G-----A-CTT---TTTTTTCAGGTCTTGTTTATGGCTTCAAGGGCCTGAT----------------------

droFic1 scf7180000453316:79274-79417
+

ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTTTTTAATC--------AGTTTCTTTAG-GAA-ATTT----ATGT----------------------TACT--ATTAA--------------------------------TTAA-TGAATTAT---CCCTTCTAGGTCTTGTCTATGGCTTCAAGGGACTAAT----------------------

droEle1 scf7180000491046:1482250-
1482391 +

ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTACCAAAAG--------CGCTCCTTTTC-GAA----CAAAACTCT----------------------T--------------------------------ACT--ATAATGGAA-T--A-TCT---AATATTCAGGTCTTGTGTATGGCTTCAAGGGGCTAAT----------------------

droRho1 scf7180000779483:419166-
419304 +

ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGCCTCAAAAG---------TCTT--TTTC-AAT----CCAAACTGT----------------------T--------------------------------GTT--ATAATTTAA-T--G-TCT---ATTGTTTAGGTCTTGTGTATGGCTTCAAGGGGCTAAT----------------------

droBia1 scf7180000302261:1570783-
1570921 -

ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTAGGTCTTACATA--------TAAATCTTTAA-GAG----CCGAAC-------------------------------------TA------------------------ATA-GT-AAT---ATTACTTGTGTTTTCAGGTCTCGTCTACGGCTTCAAGGGGCTGAT----------------------

droTak1 scf7180000412373:124375-
124519 +

ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTCATATAAT--------CTATACTTGTACGAT-TTTTT-----------GATTAA------------T--------------------------------ATT--ATAATTTAA-T--A-TTT---AATTTACAGGTCTCGTTTATGGCTTCAAGGGGCTAAT----------------------

droEug1 scf7180000409452:1590807-
1590952 +

ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCTATGTGGTTAGGTATGTCTCAAAAC--------TACTTCTTAAA-TATCTTTCCGAACTGT----------------------T--------------------------------ATA--ATACTTAAA-T--T-TAT---CATCTATAGGTCTTGTGTATGGCTTCAAGGGGCTAAT----------------------

dm3 chr2L:15030323-15030457 + ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTTGTGATAA--------CGATCCATTA------------------TATTGTATATA----AT-------------------------------------------ATA-TT-TAT---ATT-----ATTTTGCAGGTCTTGTATACGGCTTCAAGGGGCTAAT----------------------
droSim2 2l:14581949-14582086 + ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTTGTGATAT--------CGATACATTAG-GAT---------------------------------------------C-ATTTAA---------------TAATAATA-TT-TAT---ATA-----CTTTTGCAGGTCTTGTATACGGCTTCAAGGGGCTAAT----------------------
droSec2 scaffold_3:1292314-1292451 + ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTTGTGATAT--------CGGTACATTAG-GAA---------------------------------------------C-ATACAT---------------ATAATATA-TT-AAT---ATT-----ACTTTGCAGGTCTTGTATATGGCTTCAAGGGGCTAAT----------------------
droYak3 2L:15139012-15139145 + ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTTGCAAAAT-A-------TGCACATTAA-TC------------------ACAT-----------------------------------------------ATA--ATA-TT-TAT---ATTAT---TTTTTTCAGGTCTTGTATATGGCTTCAAGGGGCTAAT----------------------
droEre2 scaffold_4929:6769979-

6770038 +
ACGTCCAGAGCTTGAGCATTGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTGGCC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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Legend: mature star mismatch in alignment mismatch in read
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CAGAGCCGGATCGATGCTCCCGATTGGTCAGCAGACTGCGACAGAATCAGGTACGAGAGGAACAAGGAGCTCGGTGTAGAGGTGTCTCGCCGTCCACTAAACCCCTTCTTCTTCTACAGGACAAGGTGCTGTCGATCACGAATCTGATTATGGAGGAGCTGCTCGGCGA

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

V050

head

V111

male
body
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embryo

.................................................................................................TAAACCCCTTCTTCTTCTACAG.................................................. 22 0 1 17.00 17 13 0 2 1 0 1

....................................................ACGAGAGGAACAAGGAGCTCGGT.............................................................................................. 23 0 1 5.00 5 0 4 1 0 0 0

...................................................TACGAGAGGAACAAGGAGCTCGGT.............................................................................................. 24 0 1 4.00 4 1 1 2 0 0 0

.................................................................................................TAAACCCCTTCTTCTTCTACA................................................... 21 0 1 4.00 4 3 0 0 1 0 0

...................................................TACGAGAGGAACAAGGAGCTC................................................................................................. 21 0 1 4.00 4 1 3 0 0 0 0

.....................................................CGAGAGGAACAAGGAGCTCGG............................................................................................... 21 0 1 3.00 3 1 0 2 0 0 0

...................................................TACGAGAGGAACAAGGAGCTCG................................................................................................ 22 0 1 3.00 3 1 0 2 0 0 0

.................................................................................................TAAACCCCTTCTTCTTCTACAGT................................................. 23 1 1 3.00 3 1 0 0 1 0 1

...................................................TACGAGAGGAACAAGGAGCTCGG............................................................................................... 23 0 1 3.00 3 1 0 2 0 0 0

....................................................ACGAGAGGAACAAGGAGCTC................................................................................................. 20 0 1 2.00 2 0 2 0 0 0 0

..................................................GTACGAGAGGAACAAGGAGCTC................................................................................................. 22 0 1 2.00 2 0 0 0 0 2 0

....................................................ACGAGAGGAACAAGGAGCTCGGG.............................................................................................. 23 1 1 1.00 1 0 1 0 0 0 0

.....................GATTGGTCAGCAGACTGC.................................................................................................................................. 18 0 1 1.00 1 0 1 0 0 0 0

...........CGATGCTCCCGATTGGTCAGC......................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

......................................................................................................................................ATCACGAATCTGATTATGG................ 19 0 1 1.00 1 1 0 0 0 0 0

........................................................................................................................ACAAGGTGCTGTCGATCACGAATCT........................ 25 0 1 1.00 1 0 1 0 0 0 0

....................................................ACGAGAGGAACAAGGAGCTCGG............................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

......................................................................................................................................ATCACGAATCTGATTATGGA............... 20 0 1 1.00 1 1 0 0 0 0 0

................CTCCCGATTGGTCAGCAGACTGC.................................................................................................................................. 23 0 1 1.00 1 1 0 0 0 0 0

...................................................TACGAGAGGAACAAGGAGC................................................................................................... 19 0 1 1.00 1 0 0 0 1 0 0

............GATGCTCCCGATTGGTCAGCAGACTGC.................................................................................................................................. 27 0 1 1.00 1 1 0 0 0 0 0

...................................................TACGAGAGGAACAAGGAGCTCGT............................................................................................... 23 1 1 1.00 1 0 0 0 1 0 0

.................................................................................................TAAACCCCTTCTTCTTCTAC.................................................... 20 0 1 1.00 1 1 0 0 0 0 0

...........................................................................GTAGAGGTGTCTCGCCGTC........................................................................... 19 0 1 1.00 1 0 0 1 0 0 0

...............GCTCCCGATTGGTCAGCAGAC..................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

..................................................................................................AAACCCCTTCTTCTTCTACA................................................... 20 0 1 1.00 1 1 0 0 0 0 0

......................................................GAGAGGAACAAGGAGCTCGGTG............................................................................................. 22 0 1 1.00 1 0 0 0 0 1 0

..............TGCTCCCGATTGGTCAGCAGACTGCGAC............................................................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0

............GATGCTCCCGATTGGTCA........................................................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0

................CTCCCGATTGGTCAGCAGACTGCGACA.............................................................................................................................. 27 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................................................................GATCACGAATCTGATTATGGAGGAGCT......... 27 0 1 1.00 1 0 0 0 0 1 0

...............................CAGACTGCGACAGAATCAGGA..................................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

GTCTCGGCCTAGCTACGAGGGCTAACCAGTCGTCTGACGCTGTCTTAGTCCATGCTCTCCTTGTTCCTCGAGCCACATCTCCACAGAGCGGCAGGTGATTTGGGGAAGAAGAAGATGTCCTGTTCCACGACAGCTAGTGCTTAGACTAATACCTCCTCGACGAGCCGCT
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Species Coordinate ID Alignment
droPer2 scaffold_0:2391156-2391323

-
dpe_132 GAGCCGGATCGATGCTCCCGATTGGTCAGCAGACTGCGACAGAATCAGGTACGAGAGG----AACAAGGAGCTCGGTGTAGAGGTGTCTCGCCGT---------------------------CCAC----------------------------------------------TAAACC-----------------------------------------C-------CTTCTTCTTCT--------------ACAGGACAAGGTGCTGTCGATCACGAATCTGATTATGGAGGAGCTGCTCGGCGAG

dp5 2:8562260-8562426 - GAGCCGGATCGATGCTCCCGATTGGTCAGCAGACTGCGACAGAATCAGGTACGAGA-----GAACCAGGGGCTTGGTGTAGAGGTGTCTCGCCGT---------------------------CCAC----------------------------------------------TAAACG-----------------------------------------C-------CTTCTTCTTCT--------------ACAGGACAAGGTGCTGTCGATCACGAATCTGATTATGGAGGAGCTGCTCGGCGAG
droWil2 scf2_1100000004921:1460518-

1460680 -
GAGCCGGATCGATGTTCCCGTTTGGTCAGCAGATTGCGACAAAATCAGGTAAGAGGAGAATGCCCCTTT----------------------TCAC---------------------------CTGAAA----AGC----CG-------------------------------CAG--A----------------------ACT----AAGACT-----TG--T----CA---TTTCTT--------------TTAGGACAAAGTGCTGGCCATAACAAATTTAATAATGGAAGAACTTCTCGGCGAA

droVir3 scaffold_13047:9834112-
9834267 -

GAGCCGGATCGGTGCACGCGCCTGGTTAGCAGACTCCGCCAGAATCAGGTGAGTG-------------------------------CCACGCCTA---------------------------CTAG----------------------------------------------TAAACG----------------------ATTCATAATTAAT----ATG-------TTTAATCTCTT--------------GCAGGACAAAGTGTTGGCCATAACCAACTTGATTATGGAGGAGCTGCTGGGCGAA

droMoj3 scaffold_6540:9545046-
9545210 +

GAGCCGGATCGTTGTACGCGTCTGGTTAGCAGGCTGCGACAGAATCAGGTAAGTG-------------------------------TGC----------------------------------CTT---T-------------------------------------------CATTCCCTATTTTCCCTAGCTTATCC-ATA----ACTAAC-----GG-------TATTGCATATT--------------GCAGGACAAAGTGCTGGCCATAACAAATTTGATTATGGAAGAGCTGCTGGGCGAC

droGri2 scaffold_14906:2694910-
2695087 -

GAGCCGGATCGTTGTACGCGTCTCGTCAGCAGACTGCGTCAAAATCAGGTAAGTTT-----GAAGCTGG----------------------GCAA---------------------------CTGAAA----AGC-------------------------------------TGATCAAC-------------------GGAA----CTGATT----TTG-------TTTTTTTTTTTTGGGGGGGGGGTGTGCAGGACAAAGTGCTGGCCATTACGAACATGATAATGGAGGAGCTGCTGGGCGAA

droAna3 scaffold_12911:3879294-
3879450 -

GAGCCGGACCGGTGCACCCGACTGGTCAGCAAGCTGCGGCTCAACCAGGTGGGTG-------------------------------TTTCAATTG---------------------------C----TTCAAAACAAGTT------------------TA------ATGC--TAATCC-----------------------------------------C-------CCCTTTTCTTT--------------CAAGGACAAAGTGCTGGCCATCACAAACCTGATCATGGAGGAGCTGTTGGGCGAG

droBip1 scf7180000396640:727828-
727991 -

GAACCGGACCGGTGCACCAGACTGGTCAGCAAGCTGCGGCTGAACCAGGTGAGTC-------------------------------CCCAACCAA---------------------------CCAC-TCTGGCGGGAGTT------------------TG------GCGC--TAATCCTT-------------------CG------------------A-------CCCTTTTTTTT--------------GCAGGACAAAGTGCTGGCCATCACAAACCTGATCATGGAGGAGCTACTGGGCGAG

droKik1 scf7180000302810:448984-
449144 +

GAGCCGGATCGGTGCACCAGACTGGTCAGCAGGCTGCGACAGAATCAGGTGAGTC-------------------------------TCGGGGAAA------------------------------------------GTC------------------TG------ATACACCAATCAGT-------------------GGAT----CATAAT----TTC-------CATTTCT-CTT--------------AAAGGACAAAGTCCTGGCCATCACGAACTTGATCATGGAGGAGCTGCTAGGCGAT

droFic1 scf7180000453776:134382-
134567 -

GAACCGGATCGATGCACCAGACTGGTCAGCAGACTGCGACAGAATCAGGTGGGTC-------------------------------TCAGGAAAAGTATATTTAAAACGGGTTCTTTAAATGT-----------TCGAATTTAAATAAGGT-------TA--------TC--TAATCA-----------------------------------------A-------CTTTTTTGTCG--------------ACAGGACAAAGTGCTGGCCATCACAAATTTGATCATGGAGGAGCTGCTCGGCGAG

droEle1 scf7180000491280:1006383-
1006537 -

GAGCCGGATCGATGCACCAGACTGGTCAGCAGGCTGCGTCAGAATCAGGTGGGTT-------------------------------ACCCAAAAG---------------------------CGCG---CTTATTTGAACAT----------------------------------------------------------AAG----TAAAAC-----AG-------TA---TTATCT--------------ACAGGACAAAGTGCTGGCCATCACGAATTTGATAATGGAGGAACTGCTGGGCGAA

droRho1 scf7180000780109:19790-
19997 +

GAGCCGGATCGGTGCACCAGACTGGTCAGCAGACTGCGGCAGAATCAGGTGGGTC-------------------------------TCAGGAAATATATATTTTA-ATGGATTATTCAAGAGTCTT---TCTACTTGAATATAAATAAAATGACAATTTGAATGCTATGC--TAATTC-----------------------------------------C-------TTATTCTTTCT--------------GCAGGACAAAGTGCTGGCCATCACGAATTTGATTATGGAGGAGCTGCTCGGCGAA

droBia1 scf7180000302113:3232441-
3232600 -

GAGCCGGATCGGTGCACCAGACTGGTCAGCAGACTGCGACAGAATCAGGTGGGTT-------------------------------CTTAGG--A---------------------------TC-ACATTATAATA-----------------------------------------------------------------------CAGCATT-ATACTTATGCAAGGCTTCTTTCC--------------CCAGGACAAAGTGCTGGCCATCACGAACTTGATAATGGAGGAGCTCCTGGGCGAA

droTak1 scf7180000410579:311742-
311897 +

GAACCGGATAGATGCACCAGACTGGTCAGCAGATTGCGACAGAATCAGGTGGGTT-------------------------------TTCCGAGAA---------------------------CCAA-------------------------------------------------ATAAT-------------------GAAA----TATTATTCATATT-------TATTTATTTCT--------------TCAGGACAAAGTGCTGGCCATCACGAACTTGATAATGGAGGAGCTGCTCGGCGAA

droEug1 scf7180000409770:424944-
425099 -

GAGCCTGATCGGTGCACCAGGTTGGTCAGCAGACTGCGGCAGAATCAGGTGAGTT-------------------------------TCTAAA--A---------------------------TTGATAT-------------------------------------------TAAACCAT-------------------ATAT----CTTAAT----ACG-------CTTTTCTTTTT--------------TCAGGACAAAGTGCTGGCTATCACGAACTTGATAATGGAGGAGTTACTCGGAGAA

dm3 chr3R:22954249-22954408 - GAGCCGGATCGATGCACCAGACTGGTCAGCAGACTGCGGCAGAATCAGGTGAGTT-------------------------------TCTGGAAGA---------------------------CTGGAATAGTAACTGGAC----------------------------------------------------------C-AAA----AATAAT-----TG-------CATTTCTGTTC--------------GCAGGACAAAGTGCTGGCCATCACGAACTTGATAATGGAGGAACTACTCGGCGAA
droSim2 3r:22403879-22404038 - GAGCCGGATCGATGCACCAGACTGGTCAGCAGACTGCGGCAGAATCAGGTGGGTT-------------------------------TCTGGAAGA---------------------------CTGGCATCATAACTGGAC----------------------------------------------------------A-AAA----TATAAT-----TG-------CATCTCTGTTC--------------GCAGGACAAAGTGTTGGCCATCACGAACTTGATAATGGAGGAACTGCTCGGCGAA
droSec2 scaffold_13:1717232-1717391

-
GAGCCGGATCGATGCACCAGACTGGTCAGCAGGCTGCGGCAGAATCAGGTGGGTT-------------------------------TCTGGAAGA---------------------------CTGGCATCATATCTGGAC----------------------------------------------------------A-AAA----TATAAT-----TG-------CATCTCTGTTC--------------GCAGGACAAAGTGTTGGCCATCACGAACTTGATAATGGAGGAACTGCTCGGCGAA

droYak3 3R:23533192-23533355 + GAGCCGGATCGATGCACCAGACTGGTCAGCAGACTGCGGCAGAATCAGGTGGGTT-------------------------------TCGGCAAGA---------------------------GTGGAATCTTAAGTGAACAT------------------------------CAA-------------------------AAA----CATAAT-----TG-------CATTTCTGTTT--------------ACAGGACAAAGTGCTGGCCATCACGAACTTGATAATGGAGGAACTACTCGGCGAA
droEre2 scaffold_4820:5075761-

5075923 +
GAGCCGGATCGGTGCACCAGACTGGTCAGCAGACTGCGGCAGAATCAGGTGGGTT-------------------------------TGGGGCAGA---------------------------GTGGAATCCTGAGTGAACA-------------------------------CAA-------------------------ACC----AACAAT-----TG-------CATTTTCAATC--------------GCAGGACAAGGTGCTGGCTATTACGAACTTGATAATGGAGGAACTGCTCGGCGAA
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GTTTTCTGCAGTGAAATGTGTACTCTGTTTTGAGCCGATTGACGGTATTGAATGGCCATGTTTCTGCGTTGGTTTATCCCATATCCAATACCGTAACGCGGCTGTTCAGAACTTTAATCGTATTCTATCCCAATATCCTGTGAGTTGATGATACATAC
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..................................................AATGGCCATGTTTCTGCGTTGG...................................................................................... 22 0 1 33.00 33 16 10 5 1 0 1

..................................................AATGGCCATGTTTCTGCGTTG....................................................................................... 21 0 1 7.00 7 3 3 1 0 0 0

......................................................................................AATACCGTAACGCGGCTGTT.................................................... 20 0 1 4.00 4 3 1 0 0 0 0

......................................................................................AATACCGTAACGCGGCTGTTT................................................... 21 1 1 2.00 2 0 1 0 1 0 0

........................................................................................TACCGTAACGCGGCTGTTCAGA................................................ 22 0 1 2.00 2 0 1 0 1 0 0

......................................................................................AATACCGTAACGCGGCTGTTC................................................... 21 0 1 2.00 2 2 0 0 0 0 0

......................................................................................AATACCGTAACGCGGCTGTTTT.................................................. 22 2 1 1.00 1 1 0 0 0 0 0

................................................TGAATGGCCATGTTTCTGCGTTGG...................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

......................................................................................AATACCGTAACGCGGCTGTTCG.................................................. 22 1 1 1.00 1 0 0 0 0 1 0

......................................................................................AATACCGTAACGCGGCTGTTCT.................................................. 22 1 1 1.00 1 0 0 1 0 0 0

.......................................................................................ATACCGTAACGCGGCTGTTCCC................................................. 22 2 1 1.00 1 0 0 0 1 0 0

................................................TGAATGGCCATGTTTCTGCGTT........................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

CAAAAGACGTCACTTTACACATGAGACAAAACTCGGCTAACTGCCATAACTTACCGGTACAAAGACGCAACCAAATAGGGTATAGGTTATGGCATTGCGCCGACAAGTCTTGAAATTAGCATAAGATAGGGTTATAGGACACTCAACTACTATGTATG
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Species Coordinate ID Alignment
droPer2 scaffold_13:198509-

198666 +
dpe_122 GTTTTCTGCAGTGAAATGTGTACTCTGTTTTGAGCCGATTGACGGTATTGAATGGCCATGTTTCTGCGTTGGTTTATCCCATATCCAATACCGTAACGCGGCTGTTCAGAACTTTAATCGTATTCTATCCCAATATCCTGTGAGT-----------TGATGATACATAC

dp5 XL_group1e:8365729-
8365890 -

dps_55 ATATTCTTCAGTGAAATGTGTACTCTTTTTTGAGCCGATTGAGGGTATTGAATGGCCATGTTATTGCGTTGGTTTATCCTATATCCAATACCGTAACGCGGCTGTTCAGAACTTTAATCGTATTCTATCCCAATATCCTGTGAGTGTCCAAAAAAATGAT-------CG
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CATGAACTGCCTCCTTTCTGGAGGACTTTTGTCGTTTGAAAGCGTCATATCCCCGCTCGGAGATATATCGCTTTAAATGTCTCCGCCGTTTAACAAACGACATATCTCCGCGCAGAGCTAGGACGTTTTCCGACGACATGTCGTCGGAGATATTGTCGCTGCCCCCAC
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..................................................CCCCGCTCGGAGATATATCGCT................................................................................................ 22 0 1 19.00 19 12 5 2 0 0

.................................................................................................CGACATATCTCCGCGCAGAG................................................... 20 0 1 11.00 11 3 3 3 2 0

.................................................................................................CGACATATCTCCGCGCAGAGC.................................................. 21 0 1 4.00 4 2 2 0 0 0

..................................................CCCCGCTCGGAGATATATCGC................................................................................................. 21 0 1 2.00 2 0 0 2 0 0

......................................................................................................................................GACATGTCGTCGGAGATATTGT............ 22 0 1 1.00 1 0 0 0 0 1

..................................................CCCCGCTCGGAGATATATCGCTC............................................................................................... 23 1 1 1.00 1 0 1 0 0 0

...................................................................................................ACATATCTCCGCGCAGAG................................................... 18 0 1 1.00 1 1 0 0 0 0

...................................................CCCGCTCGGAGATATATCGCT................................................................................................ 21 0 1 1.00 1 1 0 0 0 0

..................................................................ATCGCTTTAAATGTCTCCGCCGTTT............................................................................. 25 0 1 1.00 1 1 0 0 0 0

.................................................................................................CGACATATCTCCGCGCAGTT................................................... 20 2 4 0.25 1 0 1 0 0 0

Anti-sense strand reads

GTACTTGACGGAGGAAAGACCTCCTGAAAACAGCAAACTTTCGCAGTATAGGGGCGAGCCTCTATATAGCGAAATTTACAGAGGCGGCAAATTGTTTGCTGTATAGAGGCGCGTCTCGATCCTGCAAAAGGCTGCTGTACAGCAGCCTCTATAACAGCGACGGGGGTG
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............................................................................................TGTTTGCTGTATAGAGGCG......................................................... 19 0 12 0.08 1 1
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Species Coordinate ID Alignment
droPer2 scaffold_13:1836385-

1836552 +
dpe_143 CATGAACTG--------------CC--T-CCTTTC---TGGAGGACTTTT--GTCGT-TTGAAAGCGTCATATCCCC-----------GCTCG------------------------------------GAGATA--TATCGCTTT-------AAA----T-------GTCTCCGCCGTTTAACAAACGACATATCTCCGCGCAGAGCTAGGACGTTTTCCGACGACATGTCGTC----GGAG--------------ATATTGTCGC---TG--CCCCCAC

dp5 XL_group1a:7224881-7225066
+

dps_3821 CATGAACTGCCGGCGGAATTATGTCGCT-TCTTTC---TGGAGGACTTGT--GTCGT-TTGAAAGCGGCATATCCCC-----------GCTCG------------------------------------GAAATATATATCGCTTT-------AAA----T-------GTCTCCGCCATTTAACAACTGACATATCTCCGCGCAGAGCTATGACGCTTTCCGACGACATTTCGTC----GGAG--------------ATATTGTCGA---TG--CCCCCAC

droWil2 scf2_1100000004382:395502-
395671 -

TG---------------------TC--G-TTTTTCTAACGGCGGAGATAT--GTCGT-TGTAAAACGGTG---ATCT-----------GCGCGAAGATATGTCGTTTCAAATCG---------------------------------------TCA----C-------ATCTCCGCCGTTAAAAAAACGACATATCTCCGCGCGAAATTATGTTGTTTCAGAACGACATATCTCCGCGCGGAGATATG---------------TCGT---TT--TTCTAAC

droVir3 scaffold_12822:4001968-
4002116 +

TG-AAAC-G--------------TC--ATATCTCC---GCGCGGAGTTAT--GTCGT-TTTGAAACGTCATATCTCC-----------GCGCG------------------------------------GAGTTA--TGTCGTTTT-------G------------------------------AAACGTCATATCTCCCCGCGGAGCTATGTCGTTTTGAAACGTCATATCTCCA---GGAA--------------AAAGTTTCGA---TT--TTCGCAC

droKik1 scf7180000301535:16585-
16745 -

CT---------------------------TTTTTC---CGGCGGAGCTAT--ATCGT-TTTAAAGCGACATAACTCC-----------GCGCGGAGATATTTCGTTATAAAACG---------------------------------------ACA----T-------AGCTCCGCCGGAAAAAAAGCGACATAAGTCCGCTCGAAAA-ATG-------------------TACCGGGCGGAGATATGTCGTCGGACTTA-TGTCGC---TA--TGCCGGA

droEle1 scf7180000487721:5933-6015
+

CG---------------------------------------------------------------------------------------CG---------------------CG---------------------------------------ACA----T-------ATCTCCGCCTTTTTACAAACGACATATCTCCGCGCGAAGATAAGACGTTTGCAGAA-----------GGGCGAAGATATG---------------TC---GT-----------

droRho1 scf7180000759646:427-558 - TA-----------------------------------------------------------AAAACGACATATCTCC-----------GCGGGGAGATATGACGTTTAAAAACGACATATCTCCGCTCGAAAATA--TTTCGTTTT--------------------------------------AAACGACATATCTCCGCGCGGAGATATGTCGTTTGTAGAA-----------GGGCGGAG--------------TTA-TGTC---GCT----------
droBia1 scf7180000299101:14097-

14263 +
TT----------------------------TTTTT---TGGCGGAGCTAT--ATCGTTTTTAAAACGTCATATCTCC-----------GCGCG------------------------------------GAGTTA--TGTCGCTTTTAAAACGACATATGT-------ATCTCCGCTGACCAAAAAGCGACATATTTCCGCGCGGAGATATGACGTTTCAAGACGACATATCTCCGCGCGGAG---------------TACCATCTCCGC----------C

droTak1 scf7180000411271:5074-5237
+

TT------------------------------------TGGCGGAGATAT--GACAT-TTAAAAACGACATATTTCCCCCGTTAATCAACGCGGAGATATGTCTTTTTTAAACG---------------------------------------TGA----T-------ATCTCCGCCCTTCTGCAAACGACATATCTCCGCGCGGAGATGTGACGTTTAAAAACCAAATATTTTCGCGCGGAGATATG---------------TC---GTT----------

droYak3 v2_chrUn_1994:6664-6816 + TC---------------------------TCCTCC------CGAAGTTTTTTG-AGTTTTGAAAACGACATATCTCC-----------GCTAG------------------------------------GAGGTA--TGTCGTTTT-------AAT----TTCGGATGAGATATGTCGTTTTGAAAACGACATATCTCCGCTAGGAGG----AGGTTTAT-----------TAT-CGGCGGAGATGTG---------------TC---GTTTTTGGAGATA

droEre2 scaffold_4929:23995222-
23995358 -

CT---------------------------TTTTTT---TGACGGAGCTTT--TTAGTTTTGTAAATGTCATATCTCC-----------AAGCG------------------------------------GAGTTA--TAACGTTTTCTTAACGACA----T-------TTCTCCGCCGAACCGAAAACGACATATCGCCGCGCGGAGCTAAGTTGCTTTGAAACGGCAT----------------------------------------------------
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TCGCGACGCGGCGACCTGGAACTCTTCCTTACATCCCCCATGGGCACCAAGTGAGTAATCTAACCTGAATCACTGTCAACAAGAGGTTCACCTTATTTCATTCACAGATCAATGATCCTGTCGCGTCGCGCCAATGATGATGACCATCGCGATGGCT

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

M042

female
body

V050

head

M021

embryo

V111

male
body

V042

embryo

.....................................................................................GTTCACCTTATTTCATTCACAG.................................................. 22 0 1 18.00 18 5 8 4 0 1 0

......................................................................................TTCACCTTATTTCATTCACAGT................................................. 22 1 1 17.00 17 13 0 4 0 0 0

.....................................................................................GTTCACCTTATTTCATTCACA................................................... 21 0 1 15.00 15 6 6 3 0 0 0

..................................................GTGAGTAATCTAACCTGAATC...................................................................................... 21 0 1 8.00 8 4 0 3 0 1 0

..................................................GTGAGTAATCTAACCTGAATCA..................................................................................... 22 0 1 4.00 4 0 0 0 3 0 1

.....................................................................................GTTCACCTTATTTCATTCAC.................................................... 20 0 1 2.00 2 0 1 1 0 0 0

............................................................TAACCTGAATCACTGTCAACAAGAGG....................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

......................................................................................TTCACCTTATTTCATTCACAG.................................................. 21 0 1 1.00 1 0 1 0 0 0 0

......................................................................................TTCACCTTATTTCATTCACACT................................................. 22 2 1 1.00 1 1 0 0 0 0 0

.....................................................................................GTTCACCTTATTTCATTCACT................................................... 21 1 1 1.00 1 1 0 0 0 0 0

....GACGCGGCGACCTGGAACTCT.................................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0

.....................................................................................GTTCACCTTATTTCATTCACAGC................................................. 23 1 1 1.00 1 0 1 0 0 0 0

.....................................................................................GTTCACCTTATTTCATTCACAA.................................................. 22 1 1 1.00 1 0 1 0 0 0 0

......................................................................................TTCACCTTATTTCATTCACA................................................... 20 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................GTTCACCTTATTTCATTCACAGT................................................. 23 1 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

AGCGCTGCGCCGCTGGACCTTGAGAAGGAATGTAGGGGGTACCCGTGGTTCACTCATTAGATTGGACTTAGTGACAGTTGTTCTCCAAGTGGAATAAAGTAAGTGTCTAGTTACTAGGACAGCGCAGCGCGGTTACTACTACTGGTAGCGCTACCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

M021

embryo

V057

head
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_0:9937683-9937839

+
dpe_456 TCGCGACGCGGCGACCTGGAACTCTTCCTTACATCCCCCATGGGCACCAA---------------------GTGAGTAATCTAA-------------------------------------------------------CCTGAATCACTG----------------------------------------------------------------------------------------TCAA--------------------CAAGAG-----------------G-TTCACC-----------------------------------------------------TTA----------T----TTCA--TT-CACAGATCAATGATCCTGTCGCGTCGCGCCAATGATGATGACCATCGCGATGGCT

dp5 2:10543219-10543375 - dps_463 ACGCGACGCGGCGACCTGGAACTCTTCCTTACATCCCCCATGGGCACCAA---------------------GTGAGTAATCTAA-------------------------------------------------------CCTGAATCACTG----------------------------------------------------------------------------------------TCAA--------------------CAAGAG-----------------G-TTCACC-----------------------------------------------------TTA----------T----TTCA--TT-CACAGATCAATGATCCTGTCGCGTCGCGCCAATGATGATGACCATCGCGATGGCT
droWil2 scf2_1100000004943:6660556-

6660718 +
TCCAGACGAGGTGACCTCGAGCTCTTCCTTACTTCACCCATGGGTACTAA---------------------GTAAGTGGTTTCCTT-CTGA--------------TT--TG--------------------------------GAAAGTTCT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTAA--ATA---ATGTGTAATTTTA----------------TTG--TT-TTCAGGTCTATGATTCTGTCCCGACGTGCCAATGATGATGATCATCGGGATGGCT

droVir3 scaffold_12822:3383957-
3384115 +

dvi_2702 TCGCGACGCGGCGACCTCGAACTCTTCCTCACCTCGCCAATGGGCACCAA---------------------GTGAGTGTGTCTC---------------------------------------------------------TATATAT-------------------------------------------------------------------------------------------------------------ATTA-----------------------AAG-TCAAA--CCAACCCTTGATA------------------------------ATT------------------------GTCT--TT-GTTAGATCCATGATTCTGTCACGACGCGCCAATGATGATGACCATCGCGATGGTT

droMoj3 scaffold_6540:16703828-
16703984 +

TCGCGACGCGGCGACCTGGAGCTCTTCCTCACCTCCCCCATGGGCACCAA---------------------GTAAGTGTTA--G-------------------------------------------------------TCTAGATCTC------------------------------AA--------------------------------------------------------------GTCGAA--------------CCA--------------------G-T--------------TTATACT-------------------------------------TCA----------T----TCCG--CATGCTAGATCCATGATTCTGTCGCGACGCGCTAACGACGATGATCATCGCGATGGCT

droGri2 scaffold_14906:1022590-
1022751 +

TCGAGACGTGGCGACCTGGAGCTGTTTCTCACTTCTCCCATGGGCACCAA---------------------GTGAGTGGAGAGT---AT-------------------------------------------------A-------CTC------------------------------TA--------------------------------------------------------------CTTGAACT---------AAGCAA--T-----------------ATTTCACATTATAC-------------------------------------------------C---------------TTCG--CA-TCCAGATCCATGATTTTGTCGCGTCGTGCCAATGATGATGATCATCGCGACGGTT

droAna3 scaffold_13340:16810058-
16810212 +

TCGCGGCGAGGCGATTTGGAACTGTTCCTTACTTCGCCTATGGGAACAAA---------------------GTAAGTGTTCAAAAA-AAG---------------------------------------------------------------------------------------TT----------------------------------------------------------------TTTTAAT-------TTTTATAA--AT-----------------ATT-TA--------------------------------------------T--------------------------AT-GTC--TG-TCCAGATCTATGATCCTGTCGCGGCGCGCTAATGATGACGATCACCGAGATGGAT

droBip1 scf7180000396424:325475-
325641 +

TCGCGGCGTGGCGATTTGGAACTGTTCCTTACCTCGCCCATGGGAACAAA---------------------GTAAGTGTTAAAA---AG-------------------------------------------------A-----------------------------------GG-GT----------------------------------------------------------------TTTGAAT-------TTTGGGAA--AT-----------------ATT-TA--TTATAT------------------------------CTTT-------------ATA----------T----TTAT--TA-TACAGATCTATGATCCTATCACGTCGCGCTAATGATGATGATCACCGCGATGGTT

droKik1 scf7180000302253:169054-
169116 +

AT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACT--TT-CACAGATCCATGATCCTATCGAGGCGCGCCAATGACGATGACCATCGCGATGGCT

droFic1 scf7180000454055:1099664-
1099819 -

CAGAGACGCGGAGACATTCAGATCTACTTGCGATCACCTGCCAACACCAGTGTTACGCTGCTCACTCCTAGGTAAATTACTCAA---T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------TATT---------------------------------------------------AAGGCAGGCTTTCCCTA--ATT---AAATGTTATT-------------------TAATCCA-TTAGGATC-------------------------CACGACAATTCCCGCTCCGGCT

droEle1 scf7180000491212:555936-
556152 -

CAGCGGCGCGGTGACATCCAACTGTTCTTAAGGTCACCCGCCAACACCAGTGTCACGCTCCTAACGCCTAGGTAAGTGGTCTCTATATAGC--------------ACTGTGTAACATTCCTAGGGTGTTAAAGAGTGTT-------CGC------------------------------AA--------------------------------------------------------------CTTGAACTTACGATTCTG---------------------------------------------------AAAATACACTTTTTCTAACACTAAT---CGTAATT-------------------TACTTCA-------------------CCAGGGTG-------CATGACAACTCCCGTTCCGGTT

droRho1 scf7180000778271:195344-
195520 -

TCTCGACGAGGGGACTTAGAGCTATTCCTTACTTCGCCCATGGGCACCAA---------------------GTAAGTAAATTATT---T-------------------------------------------------A-----------------------------------TTA--AA----------------------TAA-----TTTT-------------------------------------------A--AGAAACAATAAATCTTATGTGTCAAA-TTAAA--AAAAT---------------------------------------------------------------T-TTTT--CC-CATAGATCAATGATTCTATCGCGACGCGCCAACGACGATGACCACCGCGATGGCT

droBia1 scf7180000302136:2002046-
2002199 -

CAGAGGCGCGGAGATATCCAGCTGTACTTGAGGTCGCCGGCCAACACCAGTGTCACGCTGCTAACGCCCAGGTGAGATCAGCAG---T-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCTGGCTTAAACTAAACTTTCACTA--ACC-------------ACC----------T----TTAT--CA-CCAGGGTC-------------------------CACGACAACTCCCGTTCCGGTT

droTak1 scf7180000415286:547378-
547477 -

TCACGACGAGGAGATCTGGAGCTGTTCCTTACCTCTCCCATGGGCACCAA---------------------GTGAGTTAAGAAT---TT-------------------------------------------------A-----------------------------------TTT--TA----------------------TAA-----AATT-------------------------------------------A--CACAACAA-----------------A-TTTA---------------------------------------------------------------------------------------------------------------------------------CCATATTT

droEug1 scf7180000409682:65091-
65319 +

TCTCGACGCGGAGATCTTGAGCTTTTCCTTACGTCGCCAATGGGCACCAA---------------------GTAAGTTAATAAATA-AAATATGCTAATATATATATTGTATGAGATTTTTAGTATACTCATAAGTATA-------TAG------------------------------GACATCTATATTCTATATCGTATTAGTAACTAATATATCATCAA----------------------------------------------------------------------------------------------------------------------------TTA----------T----TTAA--CA-CATAGATCCATGATCCTGTCGAGACGTGCAAATGATGATGACCACCGTGATGGCT

dm3 chr3R:22525293-22525486 - TCACGACGCGGGGATCTTGAACTTTTCCTTACATCGCCAATGGGCACAAA---------------------GTAAGTGAAATAATA-TTAC--------------TT--TG--------------------------------AAAAATTCCTAA-----------------------------CTAT-------------------------------------------------------------ATTTTGGTTTTG---------------------------------------------------TGAATTCATTAATAATATCAATAAT---ATTAAT-----------------AT-TAC--TC-CATAGATCCATGATCCTGTCGAGGCGCGCCAACGATGATGACCACCGCGATGGCT
droSim2 3r:21984938-21985125 - dsi_5433 TCACGACGCGGTGATCTTGAGCTGTTCCTTACATCACCAATGGGCACCAA---------------------GTAAGTGAATTAATA-TAAC--------------TT--TT--------------------------------GAAAATTCCTAA-----------------------------CTAT-------------------------------------------------------------ATTCTGGTTTCC---------------------------------------------------TTATTACATTAATGATATTAATAAT--------------------------AT-TAC--TT-CATAGATCCATGATCCTGTCGAGACGCGCCAACGATGATGACCACCGCGATGGCT
droSec2 scaffold_13:1299401-1299588

-
TCACGACGCGGCGATCTTGAGCTGTTCCTTACATCGCCCATGGGCACCAA---------------------GTAAGTGAATTAATA-TAAC--------------TT--TG--------------------------------GAAAACTCCTAA-----------------------------CTAT-------------------------------------------------------------ATTCCGGTTTTC---------------------------------------------------TTAATACATTAATGATATTAATAAT--------------------------AT-TAC--TT-CATAGATCCATGATCCTGTCGAGGCGCGCCAACGATGATGACCATCGCGATGGCT

droYak3 3R:23971306-23971472 + TCACGACGCGGCGATCTGGAGCTCTTCCTTACATCGCCAATGGGCACTAA---------------------GTAAGTGAATTAATA-AAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AC-----------------ATT-T------------------------------------AT--AAA---ATGCATGATTATAATATTTTATAATCAT-TAC--TC-CACAGATCCATGATCCTGTCGAGGCGCGCCAACGACGATGACCACCGCGATGGCT
droEre2 scaffold_4820:5526351-

5526575 +
TCACGTCGCGGGGATCTTGAGCTCTTCCTTACATCGCCAATGGGCACCAA---------------------GTAAGTGTATTAAAT-AAGC--------------AT--TG--------------------------------TGTAATTCTGGATAGTTTTTATAATATTTTGTTT--TA----------------------TGT-----AATTGTCTTCAATTTTTTTTCTGGTTATTTCA--------------------AAAGTG-----------------G-TA------------------------------------------AT---ACATT-----TTC----------T----TTGC--TC-CATAGATCCATGATCCTGTCGAGGCGCGCCAACGATGATGACCACCGCGATGGCT

Generated: 09/08/2015 at 10:38 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
1
1
1
1
1
1
0
0
0
2
0

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:9937683-9937839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:9937683-9937839
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:10543219-10543375
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_463.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:6660556-6660718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:3383957-3384115
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_2702.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:16703828-16703984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:1022590-1022751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:16810058-16810212
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396424:325475-325641
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302253:169054-169116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1099664-1099819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:555936-556152
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778271:195344-195520
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:2002046-2002199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415286:547378-547477
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409682:65091-65319
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:22525293-22525486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:21984938-21985125
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_5433.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:1299401-1299588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23971306-23971472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:5526351-5526575


ID:

dpe_144

Coordinate:

scaffold_13:197867-197929 +

Confidence:

confident

Class:

Testes-restricted

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intergenic

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATCATCATATTGTACTGTGAAGAGAACACTGTTTTATGCGGTTGAAGTAGTGGGTGGAAAGGCTAAAATATTTTTATATTTTCAATTGAATAAATTAGATTTTCTGCCAACTTCTGCGATTCGCATCGACCCCTGTTTGTGCACTCTCGGGAGCGATCGTTTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M021

embryo

M042

female
body

V111

male
body

V057

head

V050

head

..........................................................................................TAAATTAGATTTTCTGCCAACT................................................... 22 0 1 27.00 27 14 12 1 0 0

..................................................TGGGTGGAAAGGCTAAAATATT........................................................................................... 22 0 1 3.00 3 0 1 1 0 1

..........................................................................................TAAATTAGATTTTCTGCCAACC................................................... 22 1 1 2.00 2 2 0 0 0 0

..................................................TGGGTGGAAAGGCTAAAATAT............................................................................................ 21 0 1 2.00 2 0 0 2 0 0

..........................................................................................TAAATTAGATTTTCTGCCAACG................................................... 22 1 1 2.00 2 2 0 0 0 0

..................................................TGGGTGGAAAGGCTAAAATATTTCC........................................................................................ 25 2 1 1.00 1 0 1 0 0 0

..................................................TGGGTGGAAAGGCTAAAATA............................................................................................. 20 0 1 1.00 1 0 0 1 0 0

.............................................................................................ATTAGATTTTCTGCCAACT................................................... 19 0 1 1.00 1 1 0 0 0 0

..........................................................................................TAAATTAGATTTTCTGCCAA..................................................... 20 0 1 1.00 1 0 0 1 0 0

...........................................................................................AAATTAGATTTTCTGCCAACT................................................... 21 0 1 1.00 1 1 0 0 0 0

..........................................................................................TAAATTAGATTTTCTGCCAAC.................................................... 21 0 1 1.00 1 0 1 0 0 0

..................................................TGGGTGGAAAGGCTAAAATATTTTTATA..................................................................................... 28 0 1 1.00 1 0 0 0 1 0

..............................GTTTTATGCGGTTGAAGTAG................................................................................................................. 20 0 2 0.50 1 0 0 1 0 0

Anti-sense strand reads

TAGTAGTATAACATGACACTTCTCTTGTGACAAAATACGCCAACTTCATCACCCACCTTTCCGATTTTATAAAAATATAAAAGTTAACTTATTTAATCTAAAAGACGGTTGAAGACGCTAAGCGTAGCTGGGGACAAACACGTGAGAGCCCTCGCTAGCAAAG

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

#
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Hit
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Norm Total
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head
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Species Coordinate ID Alignment
droPer2 scaffold_13:197817-

197979 +
dpe_144 ATCATCATATTGTACTGTGAAGAGAACACTGTTTTATGCGGTTGAAGTAGTGGGTGGAAAGGCTAAAATATTTTTATATTTTCAATTGAATAAATTAGATTTTCTGCCAACTTCTGCGATTCGCATCGACCCCTGTTTGTGCACTCTCGGGAGCGATCGTTTC

dp5 XL_group1e:8366435-
8366597 -

dps_73 ATCATCATAGTATACTGTGAAGAAAACACTGTTTCATGCGGTTGAAGTAGTGGGTAGAAAGGCTAAAATATTTGTATATTTTCAATTGAATAAATTAGATTTTCTGCCAGCTTCTGCGATTCGCATCGACCCCTGTTTATGCGCTCTCGAGAGCGATCGTTTC
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AGATCGACCGACGATCTATGGAGGATCCCTGTTTCATACGATTGAAGTACTGATAGAGGATGCTTCTCTATTGGTGTATTCGAAAACCAACAGCAAGCCACCTCTTTCAATACTCCGATCAACCAGTCTGGTATCCCAATATTCTGTGACGAACGCTGGAGG

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

#
Mismatch

Hit
Count

Total
Norm Total
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head

M042

female
body

V111

male
body

M021

embryo

V050

head

.........................................................................................ACAGCAAGCCACCTCTTTCAAT................................................... 22 0 1 23.00 23 6 11 3 3 0

.........................................................................................ACAGCAAGCCACCTCTTTCA..................................................... 20 0 1 6.00 6 3 1 1 0 1

.........................................................................................ACAGCAAGCCACCTCTTTCAA.................................................... 21 0 1 3.00 3 2 1 0 0 0

.........................................................................................ACAGCAAGCCACCTCTTTC...................................................... 19 0 1 1.00 1 1 0 0 0 0

..................................................TGATAGAGGATGCTTCTCTATT.......................................................................................... 22 0 1 1.00 1 0 1 0 0 0

..................................................TGATAGAGGATGCTTCTCTATTGGTGT..................................................................................... 27 0 1 1.00 1 0 0 1 0 0

..................................................TGATAGAGGATGCTTCTCTATTGA........................................................................................ 24 1 1 1.00 1 0 0 1 0 0

..................................................TGATAGAGGATGCTTCTCTATTC......................................................................................... 23 1 1 1.00 1 1 0 0 0 0

..................................................TGATAGAGGATGCTTCTCCT............................................................................................ 20 2 3 0.33 1 0 0 1 0 0

Anti-sense strand reads

TCTAGCTGGCTGCTAGATACCTCCTAGGGACAAAGTATGCTAACTTCATGACTATCTCCTACGAAGAGATAACCACATAAGCTTTTGGTTGTCGTTCGGTGGAGAAAGTTATGAGGCTAGTTGGTCAGACCATAGGGTTATAAGACACTGCTTGCGACCTCC

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

Hit
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Total
Norm Total
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head
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_13:198129-

198290 +
dpe_138 AGATCGACCGACGATCTATGGAGGATCCCTGTTTCATACGATTGAAGTACTGATAGAGGATGCTTCTCTATTGGTGTATTCGAAAACCAACAGCAAGCCACCTCTTTCAATACTCCGATCAACCAGTCTGGTATCCCAATATTCTGTGACGAACGCTGGAGG

dp5 XL_group1e:8366108-
8366269 -

dps_62 AGATCGATCGACGATCTATGGAGGATCCCTGTTTCATACGATTGAAGTACTGATAGAGGAGCCTTCTCTATTGGTGTATTCGAAAACCATCAGCAAGCCACCTCTTTCAGTACTCCGATCAACCAGCATGGTATCCCAATATTCTGTGACGAACGCTGGAGG
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure
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Flybase annnotation

intron [Dper\GL24166-in]; CDS [Dper\GL24166-cds]; CDS [Dper\GL24166-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAAAGAAGTGTATTAATCTAAGATCACCAAATACAAGCCTACTCAAAATGGTAACGTGCAGCACACCAATTTTCTGTGGACGTCAGTAATTTAATTTGTTGTGGTTGCGCATTTCAGGGACAAAACCAATCGGCCCAAGGGGGCTCTGGCGACAAGAAGGATGATAA

**************************************************.....(((((((.(((.(((.........((....))..........))))))))))))).......**************************************************
Read
size
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Norm Total

V042

embryo

V057

head

M042

female
body

V111

male
body

M021

embryo

V050

head

..............................................................................................TTTGTTGTGGTTGCGCATTTCAG.................................................. 23 0 1 19.00 19 8 1 0 8 1 1

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

..............................................................................................TTTGTTGTGGTTGCGCATTTC.................................................... 21 0 1 5.00 5 0 3 1 0 0 1

..............................................................................................TTTGTTGTGGTTGCGCATTT..................................................... 20 0 1 3.00 3 1 2 0 0 0 0

.......................................................................................................................ACAAAACCAATCGGCCCAAGGGGGCTCT.................... 28 0 1 1.00 1 0 0 0 0 1 0

......................................................................................................................GACAAAACCAATCGGCCC............................... 18 0 1 1.00 1 0 0 0 0 1 0

............................................................................................................................ACCAATCGGCCCAAGGGGGCTCT.................... 23 0 1 1.00 1 0 0 1 0 0 0

.........................................................................................................................AAAACCAATCGGCCCAAGGG.......................... 20 0 1 1.00 1 0 0 1 0 0 0

..................................................................................................................................CGGCCCAAGGGGGCTCTGGC................. 20 0 1 1.00 1 0 0 1 0 0 0

..............................................................................................TTTGTTGTGGTTGCGCATAA..................................................... 20 2 1 1.00 1 0 0 1 0 0 0

..........................................................................................................................AAACCAATCGGCCCAAGGGGGCTCTGGC................. 28 0 1 1.00 1 0 0 0 0 1 0

..............................................................................................TTTGTTGTGGTTGCGCATTTCT................................................... 22 1 1 1.00 1 0 1 0 0 0 0

...............................................................................................................................AATCGGCCCAAGGGGGCTCTGGC................. 23 0 1 1.00 1 0 0 1 0 0 0

..............................................................................................TTTGTTGTGGTTGCGCAT....................................................... 18 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................TTTGTTGTGGTTGCGCATTTCAGT................................................. 24 1 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

ATTTCTTCACATAATTAGATTCTAGTGGTTTATGTTCGGATGAGTTTTACCATTGCACGTCGTGTGGTTAAAAGACACCTGCAGTCATTAAATTAAACAACACCAACGCGTAAAGTCCCTGTTTTGGTTAGCCGGGTTCCCCCGAGACCGCTGTTCTTCCTACTATT

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_0:6182416-6182582 + dpe_405 TAA-------AGAAGTGTATTAATCTAAGAT--------CACCAAATACAAGCCTACTCAAAATGGTAACGTGCAGCAC--ACCAAT--------TTTCTGT-GGAC----GTCAGTAATTTAATTT----GTTGTGGTTGCGCATTTCAGGGACAAAACCAATCGGCCCAAGGGGGCTCTGGCGACAAGAAGGATGATAA
dp5 2:14257520-14257686 - TAA-------AAAAGTGTATAAATCTAAGAC--------CACAAAATACAAGCCTACTCAAAATGGTAACGTGCAGCCA--ACCAAT--------TTTCTGT-GGAC----GTCAGTAATTTAATTT----GTTGTGCTTGTGCATTTCAGGGACAAAACCAATCGGCCCAAGGGGGCTCTGGCGACAAGAAGGATGATAA
droWil2 scf2_1100000004902:6094844-

6094899 +
T-------------------------------------------------------------------------------------------------------------------------------------------------TTTAGGGTCAAAATCAATCGGCTCAGGGGGGAGCTGGAGACAAAAAGGATGATAA

droVir3 scaffold_13047:8279599-
8279754 +

TAA-------AATAAT----TTTCGTTTGACTTT-----ATCAAAGAAGA----CACGCAAAATGGTAAATCGGCCT----GTGACA-----AG-GCTTAGT--------TTTAT--AAGT-----TTAATTGAGTGCTGGCGTTTTGCAGGGTCAAAACCAATCGGCACAAGGTGGAACTGGAGACAAGAAGGATGACAA

droMoj3 scaffold_6540:27911666-
27911819 -

TAA-------AT----TCATTTTCTTTTGAAGAT-----ATTAAAGTAAA----AACGCAAAATGGTAAATTAGC--TT--GGCAAC--------GGTCTGG---AC----TTTT--AAG------TTTATTGAGTGCTTTCTTGTTGTAGGGACAAAATCAATCGGCACAGGGTGGCACTGGAGACAAGAAGGATGACAA

droGri2 scaffold_15074:1329980-
1330145 -

TAA-------ATAAATTCATTTCTATCTGCAAAT-----ATCAAACTAAA----ATAGCAAAATGGTAAATTGCTAA----ACCAAATGCTAAT-GCTTTGT-G-AT----CTTTGTA--------ATTATTGTGTTCTTGTGCTTTGCAGGGCCAAAACCAATCGGCACAGGGGGGAGCTGGAGATAAGAAGGATGACAA

droAna3 scaffold_13340:7805048-
7805195 -

TTC---------------ACAAAAGATTTAGGCAGAAAG---AAAGTACA----GCAGCAATATGGTAAGACCCCAC----ACAAAAAACCAATGA--------------ATT-------------TTAGTTGATTGTGGTATTGCTACAGGGACAAAATCAATCGGCCCAAGGGGGAGCTGGCGACAAGAAGGATGATAA

droBip1 scf7180000396708:1042926-
1043081 +

TAA-------AAAAATTCACAAAAGATTTAGGCAGAAAG---AAAGCACA----GCAGCAATATGGTAAGATCCCAC----GCAAAAAACCAATGA--------------ATT-------------TCCCCTAACTGTAGTACTGGTACAGGGACAAAATCAATCGGCCCAAGGGGGAGCTGGAGACAAGAAGGATGACAA

droKik1 scf7180000302778:141918-
141977 -

C---------------------------------------------------------------------------------------------------------------------------------------------GCCTTGCAGGGACAAAACCAATCGGCCCAAGGGGGCGCTGGCGACAAGAAGGATGACAA

droFic1 scf7180000453800:1928955-
1929108 -

TTC-------AA--------T-AAGGTTTAGTAAACGAG----CAGCACA----AAAGCAAAATGGTAAAGTACACCTTCTTAAAAG--------CACCGACA--AGGTAGTT-------------TTTACAGCAAGCTATATCTCCGCAGGGACAAAACCAATCGGCCCAAGGGGGAGCTGGCGACAAAAAGGATGACAA

droEle1 scf7180000491008:49951-50103
-

TTC---------------AATAAAGTTTTAGTAAGCGAG----CAGCACC----TTATAAAAATGGTAAATCACATCCA--GCAAAA--------CACCCACA--ACTGATTT-------------ATCATCGGGAGTTATCTTTTTATAGGGACAAAACCAATCAGCCCAAGGGGGAGCTGGCGACAAGAAGGATGACAA

droRho1 scf7180000779169:150805-
150972 +

TAAAGAGTCAAAAAGTTAATCAAAGGTTTAGTAAACGAA----CAGCACC----TCAGTAAAATGGTAAACCATGCCCC--GCAAAT--------CACCAGCA--ACTTATTT-------------ATGATCGGGATGTATCTCTTTGTAGGGACAAAACCAATCAGCCCAAGGGGGAGCTGGAGACAAGAAGGATGACAA

droBia1 scf7180000302075:5311100-
5311260 -

TGA-------AAAAGTTCATTAAACGTTGAGTACAGAAG----CAGCACA----TAAGCAAAATGGTAAAATTCAACCC--GCAAAG--------CAGCTGCA--ACTGTTTT-------------GTGATCGAGAAATACGTATTTGCAGGGACAAAACCAATCGGCCCAAGGGGGCGCTGGCGACAAGAAGGATGACAA

droTak1 scf7180000415765:1165330-
1165490 +

TGA-------AAAAGTTCATTAAAGGTTGAGTTAAGCAG----CGGCACA----TAAGCAAAATGGTAAAGTAGAGCTT--AGAAAT--------ACTCAAGC--ATTGATTG-------------AACAGTTAGAAACCCCCCTTTACAGGGACAAAACCAATCGGCCCAAGGCGGCGCTGGCGACAAGAAGGATGACAA

droEug1 scf7180000409798:639181-
639342 +

TCA-------AAAAGTTCATTATAGCTTGAGGAAAAAAG----CAGCACA----TTAGCAAAATGGTAATATGCAACTC--CCAATG--------CATCCGCA-AACAGTTTT-------------AAGAAGTGAACCTATTTCTTTACAGGGACAAAACCAATCGGCCCAAGGGGGAGCTGGCGACAAGAAGGATGACAA

dm3 chr3R:19756935-19756990 - T-------------------------------------------------------------------------------------------------------------------------------------------------TGCAGGGACAAAACCAATCGGCTCAAGGGGGAGCTGGCGAAAAGAAAGATGACAA
droSim2 3r:19294068-19294123 - T-------------------------------------------------------------------------------------------------------------------------------------------------TGCAGGGACAAAACCAATCGGCTCAAGGGGGAGCTGGCGAAAAGAAAGATGACAA
droSec2 scaffold_0:20098689-20098744

-
T-------------------------------------------------------------------------------------------------------------------------------------------------TGCAGGGACAAAACCAATCGGCTCAAGGGGGAGCTGGCGAAAAGAAAGATGACAA

droYak3 3R:26746001-26746061 + CAC-------A-------------------------------------------------------------------------------------------------------------------------------------TTTGCAGGGACAAAACCAATCGGCCCAAGGGGGAGCTGGCGACAAAAAAGATGACAA
droEre2 scaffold_4820:8300920-

8300975 +
T-------------------------------------------------------------------------------------------------------------------------------------------------TGCAGGGACAAAACCAATCGGCCCAAGGGGGAGCTGGCGACAAGAAAGATGACAA
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