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CTTCAATCTGTATCCACAAGATACAGATACAGTGCCTGTGTCCAGCGCCAGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCTCCTGGGGGAGCCCGTAAAAACAAAAGACAAACAGCCCACTCCCAGAAATACTATAATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCATCATCGATATAAGTGATTTCTTTTCTTCGCGAGGACACCC
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.................................................................TGTTGCACGACGAGACAGTTG............................................................................................................................................................ 21 0 1 33.00 33 10 2 8 11 2 0

.................................................................TGTTGCACGACGAGACAGTTGC........................................................................................................................................................... 22 0 1 33.00 33 16 3 6 4 3 1

.................................................................TGTTGCACGACGAGACAGTTGCT.......................................................................................................................................................... 23 0 1 3.00 3 1 0 0 0 2 0

.................................................................TGTTGCACGACGAGACAGTT............................................................................................................................................................. 20 0 1 3.00 3 2 0 1 0 0 0

............................................GCGCCAGTGAGATCTCGGGTTTGTT............................................................................................................................................................................. 25 0 1 2.00 2 2 0 0 0 0 0

..................................................................GTTGCACGACGAGACAGTTGC........................................................................................................................................................... 21 0 1 2.00 2 1 0 1 0 0 0

.....................................................................................................................AAAGACAAACAGCCCACTCC......................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0

.....................................GTGTCCAGCGCCAGTGAGATCTCGGGT.................................................................................................................................................................................. 27 0 1 1.00 1 1 0 0 0 0 0

.......................................GTCCAGCGCCAGTGAGATCTCGGGTTAA............................................................................................................................................................................... 28 2 1 1.00 1 1 0 0 0 0 0

......................................................................................................................................................ATACGCAGCTGTCTCTCGTTGTTTTCGA................................................................ 28 0 1 1.00 1 0 1 0 0 0 0

................................................CAGTGAGATCTCGGGTTTGTTGCACGA....................................................................................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0

........................................................................................................................GACAAACAGCCCACTCCCAGA..................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

.TTCAATCTGTATCCACAAGA............................................................................................................................................................................................................................. 20 0 1 1.00 1 0 1 0 0 0 0

.................................................................................AGTTGCTAAACCCTCCTGGGGGA.......................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 1

.......................................GTCCAGCGCCAGTGAGATCTCGGGT.................................................................................................................................................................................. 25 0 1 1.00 1 0 0 1 0 0 0

..........TATCCACAAGATACAGATACAGTGCCTGT........................................................................................................................................................................................................... 29 0 1 1.00 1 1 0 0 0 0 0

.........................................................................GACGAGACAGTTGCTAAACCCTCCTGGG............................................................................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0

......................................................................................................................................................................CGTTGTTTTCGATTTCGGGATC...................................................... 22 0 1 1.00 1 0 1 0 0 0 0

.................................................................TGTTGCACGACGAGACAGTTT............................................................................................................................................................ 21 1 1 1.00 1 0 0 1 0 0 0

.......................................................................................................................................................TACGCAGCTGTCTCTCGTTG....................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

.................................................................................AGTTGCTAAACCCTCCTGGGGG........................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 1

.............................................CGCCAGTGAGATCTCGGGTTTGTTGCAC......................................................................................................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0

..............................................GCCAGTGAGATCTCGGGTTTGTTGCACG........................................................................................................................................................................ 28 0 1 1.00 1 0 1 0 0 0 0

.................................................................................AGTTGCTAAACCCTCCTGG.............................................................................................................................................. 19 0 1 1.00 1 0 1 0 0 0 0

..................................................................................................................................................................................TTTCGGGATCTTGTCAACG............................................. 19 0 1 1.00 1 0 0 0 0 0 1

.......................................................................................TAAACCCTCCTGGGGGAGCCC...................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

...........................................................................................................................................................................................CTTGTCAACGGCGCATCATCGAT................................ 23 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................................................AAAGACAAACAGCCCACTCCCAGA..................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

GAAGTTAGACATAGGTGTTCTATGTCTATGTCACGGACACAGGTCGCGGTCACTCTAGAGCCCAAACAACGTGCTGCTCTGTCAACGATTTGGGAGGACCCCCTCGGGCATTTTTGTTTTCTGTTTGTCGGGTGAGGGTCTTTATGATATTATGCGTCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAACAGTTGCCGCGTAGTAGCTATATTCACTAAAGAAAAGAAGCGCTCCTGTGGG
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droAna3 scaffold_13340:938693-

938934 +
dan_4037 CT-------------TCAAT----------CTGTATCCACAAGAT------------------ACAGAT----ACA------GTGCCT--------------GTGT-----------------------CCAGCGCC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCTCCTG----G-GGG-AGCCCGTA-A---AAAC--AA--------------AAGACAAACAGCCCACT--CCCA-GA-AATAC-TA------------T-----------------------------------------------------AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCATCA---------------------------T----CGA---------------------------------------TATAAGTGATTTCTTTTCTTCGCGAGG---------------------------------------------------------------------ACACCC

droBip1 scf7180000394085:58789-
59013 -

-------------------------------TGTATCCACAAGAT------------------------------AGTGCCCGTGTCC--------AGCG---TGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGCCTCC-CG----G-GGG-AG-----GGGAA-AAAC--AA--------------A-------CAGCCCACT--CCCA-GA-AAAGC-TT------------C-----------------------------------------------------CATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCAT-----------------------------C-CAC-CATT--------------------------------------ACGAGGGATTACCATCCAT-GAGAAGAC---------------------------------------------------------------------ACCC

droKik1 scf7180000302475:1404668-
1404929 +

CC-------------GCCAT----------GTGTATCC-----------------------------AG----CAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGCCCCTCCA----CATG------------GA-AAAC--AAAAATAATAAAATATAA-----------TACTCC-CCC-CA-ACCCCATT------------T-----------------------------------------------------AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCT-----------------------------ACAGACGA---------------------------------------T--------------------CTAAAGACCCTGACCCAGTGA--------------TTA-------GTGTTATTTACGGTGGAAAA-ATTCAATGGAAACTC

droFic1 scf7180000453800:2293376-
2293603 +

CT-----------------------------------------------------------------AT----CAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCTCCCA----C------------A-AGA-AAAC--AG--------------AA-----------TACAC--CCACAA-ACCCCATT------------T-----------------------------------------------------AATACTCAACTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCAA-----------------------------T----CGA---------------------------------------T--------------------TTGAAGACCCTGACCCAGTGA--------------TTA-------GTGATATTTACAGCTTA--CAGCTC-AAAAAAACGC

droEle1 scf7180000490995:524590-
524795 -

CT-----------------------------------------------------------------AT----CAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC--A----C------------G-AGA-AAAC--AA--------------AA-----------TACAC--CCA-CA-ACCCCATT------------T-----------------------------------------------------AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCAG-----------------------------T----CGA---------------------------------------T--------------------CTGAAGACCATGACCCAGTGA--------------TTAATGG--AGTGATA---------------------------ATT

droRho1 scf7180000777158:35502-
35702 -

CT-----------------------------------------------------------------AT----CAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC--A----C------------G-AGA-AAAC--AA--------------AA-----------TACAC--CCA-CA-ACCCCATT------------T-----------------------------------------------------AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA-----------------------------T----CGA---------------------------------------T--------------------CTGAAGACCCTGACCCAGTGA--------------TAA-------GTGATA---------------------------CTT

droBia1 scf7180000302402:8304628-
8304838 +

AT----------------------------CTGTATCT-----------------------------AT----CAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAGCCCCCCTCCGAG-GAC-AG-----AAAAA-AAAC--AA--------------AA-----------GACCCACCCA-CA-ACCCCATT------------T-----------------------------------------------------AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCT-----------------------------T----CGA--------------------------------TT--CGAT--------------------CCGAAGACCCTGACCC-----------------------------------------------------------------

droTak1 scf7180000415380:1425653-
1425852 -

AT-------------CT-A--------------TATCT-----------------------------AT----CAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAGCCCC-CA----C------------A-AGA-AAAC--AA--------------AA---------ACTACA--CCCA-CA-ACCCCATT------------T-----------------------------------------------------AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA-----------------------------T----CGA--------------------------------TT--TGAT--------------------GTGAAGACCCTGACCC-----------------------------------------------------------------

droEug1 scf7180000409692:687970-
688218 +

T-----------------------------CTATATCT-----------------------------AT----CAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCCCTTT------GT-AT-----A-AAA-AAAC--AA--------------A-------CAATCTACA--CCCA-CA-ACCCCATT------------T-----------------------------------------------------AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGATA-----------------------------TCAAA-CTT-----------------------------------TGAT--------------------CTGAAGACCCTGACCCAGTGA--------------TTA-------GTGATATTTACAGCTCT--A-ACTATAAGGAAACCA

dm3 chr3R:6216933-6217155 + dme_373 CT-------------AT-AT----------ATGTATCT-----------------------------AT----AAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC--G----C------------A-AAATAATC--AA--------------AA-----------TACACCCCCA-CA-ATCGCATT------------T-----------------------------------------------------ACTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA-----------------------------T----CGA---------------------------------------A--------------------TTGAAGACATTGACCCAGTGA--------------TTA-------GTGATATTAACAG--------------------CTA
droSim2 3r:14862259-14862481 - dsi_32455 CT-------------AT-AT----------ATGTATCT-----------------------------AT----AAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC--G----C------------A-AAATAATC--AA--------------AA-----------TACACCCCCA-CA-ACCCCATT------------T-----------------------------------------------------AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA-----------------------------T----CGA---------------------------------------A--------------------TTGAAGACATTGACCCAGTGA--------------TTA-------GTTATATTAACAG--------------------CTC
droSec2 scaffold_0:15728303-

15728525 -
dse_1842 CT-------------AT-AT----------ATGTATCT-----------------------------AT----AAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGATAAACCCCC--G----C------------A-AAATAATC--AA--------------AA-----------TACACCCCCA-CA-ACCCCATT------------T-----------------------------------------------------AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA-----------------------------T----CGA---------------------------------------A--------------------TTGAAGACATTGACCCAGTGA--------------TTA-------GTTATATTAACAG--------------------CTC

droYak3 3R:10242688-10242924 + dya_1794 CC-------------AT-GTACAAGTATATATGTATCT-----------------------------AT----AAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC-AG----C------------A-AAACAATC--AA--------------AA-----------TACACCCCCA-CA-ACCCCATT------------T-----------------------------------------------------AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA-----------------------------T----CGA---------------------------------------A--------------------TTGAAGACATTGACCCAGTGA--------------TTA-------GTGATATTAACAGCTT-----------------ACC
droEre2 scaffold_4770:15403282-

15403527 -
der_1519 CT-------------AT-ATATGTATC--T-TGTATCT-----------------------------AT----AAA------GTGTCC--------AGAG--TTGT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCGCCCCG----C------------A-AAACAATTAAAA--------------AA-----------TACACC-CCG-CA-ACCCCATT------------T-----------------------------------------------------AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA-----------------------------T----CGA---------------------------------------A--------------------TTGAAGACATTGACCCAGTGA--------------TTA-------GTGATATTAACATTTCC--CCATTC-----ACATCC

dp5 2:7251698-7252021 - dps_3825 AT-------------GT-ATATATGTGTGTGTGT----GCGAGAGAGTGTACGAGAGTAT-------AT----CTA------ATCTAT--------AGAG--TTTTC----------------------CATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCC--A----C------------C-TCTTT--------------------------------------CC-CAG-CAGACGCCATTGTGATGATGTTGTTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCA---------------------------TT--AAC-CATTGGAACCACTACGAATACAAATATATATACATTTGTGA-------------------------------TCCCCCAGTGA--------------TC----------------------------------------GCCC
droPer2 scaffold_0:1112300-

1112615 -
dpe_2479 AT-------------AT-ATATATGTGTGT--GT----GCGAGAGAGTGTACGAGAGTAT-------AT----CTA------ATCTAT--------AGAG--TTTTC----------------------CATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCC--A----C------------C-TCTTT--------------------------------------CC-CAG-CAGACGCCATTGTGAT------GTTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCA---------------------------TT--AAC-CATTGGAACCACTACGAATACGAATATATATACATTTGTGA-------------------------------TCCCCCAGTGA--------------TC----------------------------------------GCCC

droWil2 scf2_1100000004902:91547-
91764 -

dwi_5414 AA------------TGC-AT----------ATATATTT----GAT---------------T------AT----TCT----TTGT-------------GTG--TTGC-----------------------CAAGCGTCCTATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAACCCCCCCTT------GCCACACCCTC-T---TTGC--AA---------------TGGTAAATACCTCCCT--TTCG-AA-ATTGT-TA------------T---------------------------------------------------TATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTATTTACGACCCAG---------------------------TG--AAC-TATT--------------------------------------CC-------------------------------------GA--------------TTA----------------------------------------ATT

droVir3 scaffold_13047:936813-
937024 -

dvi_125 AT-------------AT-A--------------AATCA-----------------------------AG----GGA------GTGC-----------TGG--TTGAG----------------------AGACAATG-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAA------------ATGC--------C-AAATATTC-----------------------------------------------------------------A-----------------------------------------------------AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTGCGACAACGTGATCCCAACCATC-----------------------------------------------------------------------------------------CCGGCCGTGACCCAGTGATAAGCAA-----------------GTGC--TTGGTGCTCCG--CGA-TT-TGTGATATGT

droMoj3 scaffold_6540:4939640-
4939889 -

dmo_129 GTCCGGCCATATATAGT-ATATATATGTATATGTATATGTAA------------------TATTCCTGAACAAGGA------GTGT-----------GGG--TTGTG----------------------CAAAAATA-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAC------------ATAC--------C---------------------------------------------------------AAACT----------------------------------------------------------------CAAATATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTAAGACGACGTGACCCCAGCCACT---------------------------------------------------------------------------------------------------CCCAGTGATAAGCAACAAGTGATTAGTGATTAGTGA--TTAGTGTTTCG--TGA-----------TTT

droGri2 scaffold_14906:5355374-
5355624 +

dgr_461 AT-------------AT-ATATATATATATATGTATATATAT------------------TGTT--------AGGA------GTGTGCATGTAATTGGCTGGTTGAGATATATATATATATATATATGTATATATAT-TGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAA------------ATGC--------A-AA-----------------------------------------------------------------------------------------------------------------------AACTCGAAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTGACCTCAACCAACCAAACTAATCAACTAATC--AAC-CAATCAAACCA-----------------------------------------------------------------------A--------------TC----------------------------------------GGCC
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GAATCGCGATCAGTGGCAGAAAAGTTATACGGCGGGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGGCCCGAGACAACTGTTGTCCACCCACTCTAGTCCGTT
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.........................................................................................TTGGATGCTCTCAGTATTGGTT................................................... 22 0 1 21.00 21 18 0 2 1 0 0

.........................................................................................TTGGATGCTCTCAGTATTGGT.................................................... 21 0 1 11.00 11 10 0 1 0 0 0

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

...............................................TAACCAATGTGGCACTTCCA............................................................................................... 20 0 1 3.00 3 2 1 0 0 0 0

.........................................................................................TTGGATGCTCTCAGTATTGGTTAT................................................. 24 0 1 3.00 3 3 0 0 0 0 0

.........................................................................................TTGGATGCTCTCAGTATTGGTTATT................................................ 25 0 1 2.00 2 2 0 0 0 0 0

...............................................TAACCAATGTGGCACTTCCAAT............................................................................................. 22 0 1 2.00 2 0 1 1 0 0 0

.............................................................................................ATGCTCTCAGTATTGGTTATTGG.............................................. 23 0 1 1.00 1 1 0 0 0 0 0

.......................GTTATACGGCGGGCGATTCTGG..................................................................................................................... 22 0 1 1.00 1 0 0 0 1 0 0

..............GGCAGAAAAGTTATACGGCGGGCG............................................................................................................................ 24 0 1 1.00 1 0 1 0 0 0 0

...............................................TAACCAATGTGGCACTTCCAAC............................................................................................. 22 1 1 1.00 1 0 1 0 0 0 0

.........................................................................................TTGGATGCTCTCAGTATTT...................................................... 19 1 1 1.00 1 1 0 0 0 0 0

.....................................................................GAGAAATCAATTGCAAGTCGTTGGATG.................................................................. 27 0 1 1.00 1 0 0 0 0 1 0

...............................................TAACCAATGTGGCACTTCCAATGAGAAA....................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0

..........................................................................................TGGATGCTCTCAGTATTGGTT................................................... 21 0 1 1.00 1 1 0 0 0 0 0

.........................................................................................TTGGATGCTCTCAGTATTGT..................................................... 20 1 1 1.00 1 1 0 0 0 0 0

..........................................................................................TGGATGCTCTCAGTATTGGTTAT................................................. 23 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

CTTAGCGCTAGTCACCGTCTTTTCAATATGCCGCCCGCTAAGACCGGATTGGTTACACCGTGAAGGTTACTCTTTAGTTAACGTTCAGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCCGGGCTCTGTTGACAACAGGTGGGTGAGATCAGGCAA
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Species Coordinate ID Alignment
droAna3 scaffold_12911:3664274-

3664435 -
dan_200 GAATCGCGAT----------------------------CAG------TGGCAGAAAAGTTA------TACGGCG-GGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGGCCCGAGACAACTGTTGTCC-ACC----------------C----------------------ACTCTAGTCCGTT--------------

droBip1 scf7180000396640:523318-
523479 -

GATTCGCGAT----------------------------CAG------TGGCAGAAAAGTTA------TACGGCG-GGCGACTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCCTTGGATGCTCTCAGTATTGGTTTTTGGCGAGATTGGCCCCGCGGCAACTGTTGTCTACCC----------------A----------------------GT-CTAGTCCATT--------------

droKik1 scf7180000302810:681834-
682015 +

GAATCGCGAGTGGGAAAGAGTG-----G------------G------ACGCGGTG----TA------TCCGGCGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGGAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCAGGCAGCTATAGTT--GT-----------------T----------------------GTTCCGCTTAGTCCGAGTAATTTTCCC

droFic1 scf7180000454114:125776-
125948 +

AAATCGCGAAAGT--------G----------------CAG------TCGAAGAG---TTT------ACCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGGTATTG--GGCACTA------G------ACCC----TA----------TAGTTCCGATCAGTC--------------

droEle1 scf7180000491194:1479839-
1480018 +

A-ATCGCGAAAGT--------G----------------C--TCGGAGTCTCAGAC---TTT------TTTGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGACGTTGGATGCTCTCAGTATTGGTTATTGGCAAGATTGGCCCCGAGACAGCAGTATTCTAGGCACTTGGATAC-CA----ATCC----AA----------TAGTTCCGA--------------------

droRho1 scf7180000779322:264809-
264989 -

A---------AGT--------GCTTGGGGACGCGGTCGCAG------TCGCAGAC---TTT------TCCGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATAGGCCCCTAGGCAGCAATATTA--GGCACTG------G------TACC----CA----------TAGTTCCGATCAGTC--------------

droBia1 scf7180000302035:101903-
102061 +

A---------AGT--------G----------------CAGTCGGCGTAGCAGAC---TTTC-CTCCTCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCTGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGTCACTA--GG------------------------------------------TCTAGGCAGTT--------------

droTak1 scf7180000415712:510670-
510836 +

C---CGCGAAAGT--------G----------------------------CAGAT---TTTCCCTTTTCCCGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGTTTGGCCCCGAGGCAGCATAACTA--TAT-CTA------G------ATCC----GG------------GTTCCGATCAGTC--------------

droEug1 scf7180000409488:463434-
463587 -

A-ATCGCGAAAGT--------G----------------------------CAGAA---TTT------TCCGGCC-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGACAGCATTTCTA--AGC----------------A----------------------GTTTCGTTCAGT---------------

dm3 chr3R:27444068-27444217 + dme_422 G-----------T--------G----------------CAG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTA--GAC----------------A----------------------GTTCCGATCAGTC--------------
droSim2 3r:26724041-26724190 + dsi_32457 G-----------T--------G----------------CAG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTA--GAC----------------A----------------------GTTCCGATCAGTC--------------
droSec2 scaffold_2807:1110-1259 + dse_1845 G-----------T--------G----------------CCG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTA--GAC----------------A----------------------GTTCCGATCAGTC--------------
droYak3 3R:28380180-28380331 + dya_1797 A---------AGT--------G----------------CAG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACCA--GAC----------------C----------------------GTTCCGATTAGTC--------------
droEre2 scaffold_4820:530490-530639

-
der_1522 G-----------T--------G----------------CAG------TCGCAGAA---TTT------TCCGGC--GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGGCAGCATAACTA--GAC----------------A----------------------GTTCCGATCAGTC--------------

dp5 2:16675576-16675715 - dps_3828 GAA------AAGT--------G----------------------------TACAA---GTT------------G-GGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAGA--------------------------------------------GTTACAATTGTAA--------------
droPer2 scaffold_0:3721635-3721774

+
dpe_2482 GAA------AAGT--------G----------------------------TACAA---GTT------------G-GGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAGA--------------------------------------------GTTACAATTGTAA--------------

droWil2 scf2_1100000004902:9400242-
9400373 +

--------------------------------------------------------------------------------TTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGAAGCATCTAAAAGCAGCTTTAAGT--TAA-----------CAAACAATTA-----G---------ATTGTTAAG---CATT--------------

droVir3 scaffold_13047:9559441-
9559610 -

dvi_24635 ACAAAGCGA----------------------------------------------------------GCGATT--GGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGAAGAACCCAAACACAGCTATAAGA--AAC-----------CAAA-AATAAAATAAACAACAAAA------------GACACCTAACAAAATAGCA

droMoj3 scaffold_6540:7667654-
7667779 -

dmo_270 --------------------------------------------------------------------------------TTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGAAGAGCTCAAACACAGCTATAAGA--AAC-----------GAAACC-----------------------ATCAAATATATG--------------

droGri2 scaffold_14906:2448923-
2449060 -

dgr_463 --------------------------------------------------------------------------------TTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACAGCAATAATT--AAAACCA------A------ATAC----AACAACAAAAAACT------GTAAAAT--------------
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GAATCGGTCGCTCTCATCCCAGTTAAACGCACAGCTTTAAGGAACCGTTTATCTCCCATTAACTGCTGTCTTGCAGAGTCTGTGGACGTGGTCCAAATTTGTCTACAGCCACTGCGATTCCGGGCAGTTGAAAGTGATAATACGGACTCCCCAAAAACACATCACATCTGCGCTTTGTGCACCGCACCCAAGA
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....................................................CTCCCATTAACTGCTGTCTTGC....................................................................................................................... 22 0 1 7.00 7 6 0 1 0 0 0

......................................................................................................CTACAGCCACTGCGATTCCGGGC.................................................................... 23 0 1 6.00 6 6 0 0 0 0 0

..................................................ATCTCCCATTAACTGCTGTCTTGC....................................................................................................................... 24 0 1 4.00 4 3 1 0 0 0 0

..........................................................................AGAGTCTGTGGACGTGGTCC................................................................................................... 20 0 1 3.00 3 1 0 1 0 1 0

...............................................................................................AATTTGTCTACAGCCACTGC.............................................................................. 20 0 1 3.00 3 3 0 0 0 0 0

..............................................................................................AAATTTGTCTACAGCCACTGC.............................................................................. 21 0 1 3.00 3 3 0 0 0 0 0

.................................................TATCTCCCATTAACTGCTGTCTTGC....................................................................................................................... 25 0 1 3.00 3 2 0 1 0 0 0

..........................................................................AGAGTCTGTGGACGTGGTCCA.................................................................................................. 21 0 1 2.00 2 1 0 1 0 0 0

..................................................................TGTCTTGCAGAGTCTGTGGA........................................................................................................... 20 0 1 2.00 2 0 0 1 0 1 0

........................AAACGCACAGCTTTAAGGAACC................................................................................................................................................... 22 0 1 2.00 2 2 0 0 0 0 0

..........................................................................................GTCCAAATTTGTCTACAGCCACTGC.............................................................................. 25 0 1 2.00 2 2 0 0 0 0 0

........................................................................................................ACAGCCACTGCGATTCCGGGC.................................................................... 21 0 1 2.00 2 2 0 0 0 0 0

......................................................................................................CTACAGCCACTGCGATTCCGGGCA................................................................... 24 0 1 2.00 2 1 1 0 0 0 0

................................................................................................ATTTGTCTACAGCCACTGC.............................................................................. 19 0 1 2.00 2 2 0 0 0 0 0

.........................AACGCACAGCTTTAAGGAAC.................................................................................................................................................... 20 0 1 2.00 2 0 1 0 1 0 0

..............................................................................................................................GTTGAAAGTGATAATACGGACT............................................. 22 0 1 2.00 2 1 0 0 1 0 0

.....................................................................................................................................................................ATCTGCGCTTTGTGCACCGCACCC.... 24 0 1 2.00 2 2 0 0 0 0 0

..............................................................................................AAATTTGTCTACAGCCACT................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................GAAAGTGATAATACGGACTCCCC......................................... 23 0 1 1.00 1 1 0 0 0 0 0

..............................................................................................................................GTTGAAAGTGATAATACGGACTCCCCAA....................................... 28 0 1 1.00 1 0 0 1 0 0 0

..............................ACAGCTTTAAGGAACCGTTTATCTCCC........................................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0

......................................................................................................................................................................TCTGCGCTTTGTGCACCGCACCC.... 23 0 1 1.00 1 0 0 1 0 0 0

...........................................................................GAGTCTGTGGACGTGGTCCAA................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0

..ATCGGTCGCTCTCATCCCAGTTAAAC..................................................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

...............................CAGCTTTAAGGAACCGTTT............................................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0

................................................................GCTGTCTTGCAGAGTCTGC.............................................................................................................. 19 1 1 1.00 1 1 0 0 0 0 0

............CTCATCCCAGTTAAACGCAC................................................................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................................................AAGTGATAATACGGACTCCCCAAAA..................................... 25 0 1 1.00 1 0 0 0 0 1 0

.AATCGGTCGCTCTCATCCCAGAC......................................................................................................................................................................... 23 2 1 1.00 1 1 0 0 0 0 0

...........................CGCACAGCTTTAAGGAACC................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

.......................TAAACGCACAGCTTTAAGGAAC.................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

.......................................................................TGCAGAGTCTGTGGACGTGGTCCAAATT.............................................................................................. 28 0 1 1.00 1 0 0 0 1 0 0

..........................................................................AGAGTCTGTGGACGTGGTC.................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0

................................................................................................ATTTGTCTACAGCCACTGCGATTCCGGGC.................................................................... 29 0 1 1.00 1 1 0 0 0 0 0

.........................................................................CAGAGTCTGTGGACGTGGTCCA.................................................................................................. 22 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................................................................................................CTGCGCTTTGTGCACCGCAC...... 20 0 1 1.00 1 1 0 0 0 0 0

........................AAACGCACAGCTTTAAGGAAC.................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................................................................................................ATCTGCGCTTTGTGCACCG......... 19 0 1 1.00 1 1 0 0 0 0 0

....................................................................................................................................................................CATCTGCGCTTTGTGCACCGCACCCA... 26 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................................................................................ATCTGCGCTTTGTGCACCGCACCCAA.. 26 0 1 1.00 1 0 1 0 0 0 0

........................................................CATTAACTGCTGTCTTGC....................................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0

....................................................CTCCCATTAACTGCTGTCTTGCA...................................................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0

.............................................................................................CAAATTTGTCTACAGCCACTGC.............................................................................. 22 0 1 1.00 1 1 0 0 0 0 0

...............................................TTTATCTCCCATTAACTGCT.............................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0

.......................................................................TGCAGAGTCTGTGGACGTGGTCCA.................................................................................................. 24 0 1 1.00 1 0 0 0 0 1 0

...................................................................................................................GATTCCGGGCAGTTGAAAGTGATA...................................................... 24 0 1 1.00 1 1 0 0 0 0 0

..........................................................................................................................................................AAACACATCACATCTGCGCTTT................. 22 0 1 1.00 1 1 0 0 0 0 0

.........................................................................................................CAGCCACTGCGATTCCGGGC.................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

...........................................ACCGTTTATCTCCCATTAACC................................................................................................................................. 21 1 1 1.00 1 1 0 0 0 0 0

..................................................................................................................................................................CACATCTGCGCTTTGTGCACC.......... 21 0 1 1.00 1 1 0 0 0 0 0

..............................................................CTGCTGTCTTGCAGAGTCTGT.............................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0

.........................AACGCACAGCTTTAAGGAACC................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

...........................................................................................................................................................AACACATCACATCTGCGCTTTGT............... 23 0 1 1.00 1 1 0 0 0 0 0

..........................................................................AGAGTCTGTGGACGTGGT..................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0

.........................................GAACCGTTTATCTCCCATTAACT................................................................................................................................. 23 0 1 1.00 1 1 0 0 0 0 0

..........................................................................................................................................................AAACACATCACATCTGCGC.................... 19 0 1 1.00 1 1 0 0 0 0 0

..........................................................................................................................................................AAACACATCACATCTGCGCTTTGTGCAC........... 28 0 1 1.00 1 1 0 0 0 0 0

....................................TTAAGGAACCGTTTATCTCC......................................................................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0

...........................................................................GAGTCTGTGGACGTGGTCCAAA................................................................................................ 22 0 1 1.00 1 0 0 1 0 0 0

...........................................................TAACTGCTGTCTTGCAGAGTCTGT.............................................................................................................. 24 0 1 1.00 1 0 0 0 0 0 1

..ATCGGTCGCTCTCATCCCAGT.......................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0

.............................................................................................................................................................CACATCACATCTGCGCTTTGTGCACC.......... 26 0 1 1.00 1 1 0 0 0 0 0

...........................................................................GAGTCTGTGGACGTGGTCC................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

.AATCGGTCGCTCTCATCCCAGTT......................................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................GAAAGTGATAATACGGACTCCCCAA....................................... 25 0 1 1.00 1 0 0 1 0 0 0

................................................................................................................................................................ATCACATCTGCGCTTTGTGCAC........... 22 0 1 1.00 1 1 0 0 0 0 0

......................................................................................................................................................................TCTGCGCTTTGTGCACCGCACC..... 22 0 1 1.00 1 0 0 0 1 0 0

.....................................................................................................................................GTGATAATACGGACTCCCCAAA...................................... 22 0 1 1.00 1 0 0 0 1 0 0

...............................................................TGCTGTCTTGCAGAGTCTGTGGA........................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0

..............................................................................................................................GTTGAAAGTGATAATACGGACTCCCC......................................... 26 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................GAAAGTGATAATACGGACT............................................. 19 0 1 1.00 1 0 1 0 0 0 0

.................................................................................................................................GAAAGTGATAATACGGACTCCC.......................................... 22 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................TGTCTACAGCCACTGCGATTCCGGGCA................................................................... 27 0 1 1.00 1 0 0 1 0 0 0

............................................................AACTGCTGTCTTGCAGAGTC................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0

..............................................GTTTATCTCCCATTAACTGCT.............................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................................................................................ACATCTGCGCTTTGTGCACCGCACCC.... 26 0 1 1.00 1 0 0 1 0 0 0

........................................................................GCAGAGTCTGTGGACGTGGTCCAAATTT............................................................................................. 28 0 1 1.00 1 0 0 0 1 0 0

..........................................................................................................AGCCACTGCGATTCCGGGT.................................................................... 19 1 2 0.50 1 1 0 0 0 0 0

Anti-sense strand reads

CTTAGCCAGCGAGAGTAGGGTCAATTTGCGTGTCGAAATTCCTTGGCAAATAGAGGGTAATTGACGACAGAACGTCTCAGACACCTGCACCAGGTTTAAACAGATGTCGGTGACGCTAAGGCCCGTCAACTTTCACTATTATGCCTGAGGGGTTTTTGTGTAGTGTAGACGCGAAACACGTGGCGTGGGTTCT

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

#
Mismatch

Hit
Count

Total
Norm Total

V055

head

V039

embryo

M058

embryo

V105

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droAna3 scaffold_12916:9588070-

9588262 -
dan_4042 G--AATCGGT-CGCT---CT-CATCCCA-------------------------GTTAAACGCACAGCTTTAAG-------------------------------------------------GAACC-----------GTTT--AT---CTC-CCATTAACTGCTGTCTTGCAGAGTCT--GTGGAC----GTGGTCCAAA----TT--TGTCTACAGCCACTGCGATTCCG-GGCAGTTGAAAGTGATA--A-TACG-GACT--CCCCAA-AAACACATCACATCT-GCGCTT--TGTGCACC-GC-------AC---------------------------CCAA-----GA

droBip1 scf7180000396580:1442822-
1443015 +

G--AATCGGT-CGCT---CT-CATCCCA-------------------------GTTAAACGCACAGCTTTAAG-------------------------------------------------GATCA-----------GCAT--TT---CTC-CCATTAACTGCCGTCTTGCAGCGTCT--GTGGAC----GTGGTCCAAA----TT--TGTCTACAGCCGCTGCGATTCCGGGGCAGTTGCAAGTGAAACCA-TACG-GATT--CCTC---AAATACATCACATCT-GCGCTT--TGTGCACC-GC-------AC-------------------------C-CC-A-----GA

droKik1 scf7180000302246:274492-
274665 +

G--AATAGCT-CTAC---CCCCATCCCA-------------------------GTT--ACGCGCAGC---------------------------------------------------------------------------------------C--AAACTGCTGTCTTGCAGCGCCT--GTGGAC---TGTGGTCCAAA----TTA-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAGT-GGCCG--A-TGC------------------TGGATCGCACTTAACGCTTCGTGTGCACC-GCAGAGA--AGAGTTC-------------AGTAAT-C-CC-------GA

droFic1 scf7180000453924:1051699-
1051937 +

G--AATCGCT-CGCT---C--TACCCCA-------------------------GTT--ACGCACAGCTAGAAGA--GATAGG----------------------ATCGGATTGGAGTGGATCGATCG-----------CCTGGGAT---CTG-CC--TAACTGCCGTCTTGCAGCG-CC--GTAGAC---TTTGGTCCAAA---ATTT-AGCCTACGGCCGCTACGATTCCG-GGCAGTTGAAA-GGATCCAG-GATGCGAGT-CGC----CCAACCCTTCACACTTAACGCTT--TGTGCACC-GT-------ACAGTTCAGTAGTTCAGTACAG---TAC-CC-------GA

droEle1 scf7180000491046:1758518-
1758746 +

G--AATCGCT-CGCT---C--CATCCCA-------------------------GTT--ACGCACAGTTAGAAGA--GATAAGTCAACGG---------------ATCGGATTGGAGT----GGATCG-----------GATTGCGT---CTG-CC--TAACTGCCGTCTTGCAGCA-CT--GTAGTC---TTTGGTCCAAA---ATTT-AGTCTACAGCCGCTGCGATTCTG-GGCAGTTGAAA-GGATGCAATGATGACAG---GC----CCAGACCATCACACTTAACGCTT--TGTGCACC-GT-------ACACTTC-------------AG---TTCCCC-------GA

droRho1 scf7180000780028:158197-
158423 +

G--AATCGCT-CGCT---C--CATCCCA-------------------------GTT--ACGCACAGCTAGAGGA--GATAAGTCAACGG---------------ATCGGATTGGAAT----GGATTG-----------GATTGGAT---CTG-CC--TAACTGCCGTCTTGCAGCG-CT--GTATTC---TTTGGTCCAAA---ATTT-AGTCTATAGTCGCTACGATTCTG-GGCAGTTGAAA-TGATCCAA-GACGAGAG---GC----CCAATCCATCACACTTAACGCTT--TGTGCACC-GT-------ACAGTTC-------------AG---TAC-CA-------GA

droBia1 scf7180000302188:2121975-
2122208 +

G--AATCGCT-CGCC---CC-CAACCCA-------------------------GTT--ACGCACAGCTAGAGGA--GATAAGTAAACAG--------AT--CGGATTGGACTGGAGT----GGATCG-----------GATTGCAT---CGG-CC--TAACTGCTGTCTTGCAGGG-CC--GTAGAC---TTTGGTCCAAA---ATTT-AGTCTACGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GACGAGAG---AC----TCAGTCCACTAGACTTAACGCTT--TGTGCACC-GT-------ACAGTTC------------CAG---TAC-AC-------GA

droTak1 scf7180000415438:753073-
753250 -

G--AATAGCG-CGCC---C--CATCCCA-------------------------GTT--GCGCACAG-----------------------------------------------GAGT----GGATCG-----------GATGGCAT---CTG-CC--TAACTGCTGTCTTGCAGGG-CC--GTGGAC---TTTGGTCCAAA---ATTT-AGTCTATGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCCA-AATGAGAG---AC----CCA---------ACCTAACGCTT--TGTGCACC-GT-------A--------------------------C-CC-------GA

droEug1 scf7180000409554:3024262-
3024488 -

G--AATCGCT-CGTC---C--CATCCCA-------------------------GTT--ACGCACAGCTAAAAGA--GATAACTCAACAG---------------GTCGGATTGGAGC----GGATCG-----------GATTGAAT---CTG-AT--TAACTGCTGTCTTGCAGCG-CT--GTAGAC---TGTGGTCCAAA---ATTT-AGTCTATAGTCGCTGCGATTCTG-GGCAGTTGTAA-GGATAAAAAGATGAGAG---GC----CCAAACCATCACACTTAACGCTT--TGTGCACC-AT-------ACAGATT-------------AG---TAC--C-------GA

dm3 chr2L:3067683-3067909 + dme_436 G--AATGGCT-CGCC---C--CATCCCA-------------------------GTT--ACGCACAGCTAGAAGA--GATAAGTTAACAG---------------ATTGGATTTGCGT----CGATCG-----------GATTGAAT---CTG-CC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAA---ATTA-AGTCTACAGTCTCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GC----TCAGTCCATAACACTTAACGCTT--TGTGCACC-GT-------ACAATTT-------------AG---TAC-CC-------GA
droSim2 2l:2946868-2947094 + dsi_32463 G--AATGGCT-CGCC---C--CATCCCA-------------------------GTT--ACGCACAGCTAGAAGA--GATAAGTCAACAG---------------ATTGGATTTGCGC----CGATCG-----------GCTTGAAT---CTG-CC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GC----CCAGTCCATAACACTTAACGCTT--TGTGCACC-GT-------ACAATTC-------------AG---TAC-CC-------GA
droSec2 scaffold_5:1224926-1225152

+
dse_1854 G--AATGGCT-CGCC---C--CATCCCA-------------------------GTT--ACGCACAGCTAGAAGA--GATAAGTCAACAG---------------ATTGGATTTGCGT----CGATCG-----------GCTTGAAT---CTG-CC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCACTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GC----CCAGTCCATAACACTTAACGCTT--TGTGCACC-GT-------ACAATTC-------------AG---TAC-CC-------GA

droYak3 2L:3063682-3063899 + dya_1801 G--AAATGCT-CGCC---C--AATCCCA-------------------------GTT--ACGCACAGCTAGAAGA--GA---------------------------TCGGATCGGCGT----CGATCG-----------GATTAAGT---CTG-CC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTTGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAAAGAGAGC----CCGGTCCATAACACTTAACGCTT--TGTGCACC-GT-------ACAATTC-------------AG---TAC-CC-------GA
droEre2 scaffold_4929:3115426-

3115641 +
der_1527 G--AATTGCT-CGCC---C--CATCCCA-------------------------GTT--ACGCACAGCTAGAAGA--GA---------------------------TCGGATTGGCGT----CAATCG-----------GATTGAAT---CTG-CC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GATGAGAG---GC----CCAGTCCATGACACTTAACGCTT--TGTGCACC-GT-------ACATTTT------------CAG---TAC-AC-------GA

dp5 4_group3:7165347-7165594 - dps_30 A--AAACGCA-AGCT---C--TCTCCCAATATCAGTAATCCAAGAATTAACCATTT--ACGCACAGCAACAAAA--GATAAAACTA-----------ATCTCGGATCGGATGT-----TC-----------------------CTTAAA--C-CT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAA---ATTTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------G-GGAT--CCAC---CTTTAAATCACACTTAAAGCTA--TGTGCACA-GA-----GTACAGT---------------AG---TAC-CCGCGAAGCGA
droPer2 scaffold_1:8612759-8613006

-
dpe_229 A--AAACGCA-AGCT---C--TCTCCCAATATCAGTAATCCAAGAATTAACCATTT--ACGCACAGCAACAAAA--GATAAAACTA-----------ATCTCGGATCGGATGT-----TC-----------------------CTTAAA--C-CT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAA---ATTTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------G-GGAT--CCAC---CTTTAAATCACACTTAAAGCTA--TGTGCACA-GA-----GTACAGT---------------AG---TAC-CCGCGAATCGA

droWil2 scf2_1100000004945:407246-
407435 +

dwi_5419 ATCAATTGCC-AACCAAAT--TATCACA-------------------------GTA--ACGCACAGTTAAATACATGATATATCCTCCA--------AATGTGAATTAGATAT-----AAGTTATAT-----------CCAGTGAT---CGA-TT--TAATTGCCGTCTTGCAGGGTCTTTGTAAAGAATCCAGGTCCAAATT-AAAT-TCTTTATAGATCCTGCGATTCTG-GGCAATTGAAT-GA-CA--------------------------------------------------CACT-G------------------------------------------------

droVir3 scaffold_12963:14467451-
14467626 -

dvi_24646 G--AATATATTCAAA---T--TATTTTA-------------------------ACA--------------------------------------------------TGTCCAACAGT----TTAGCA-----------AGTC-TATGTA--A-TG--TAACTGCCGTCTTGCAACGCCT--GTGGATA-CAAAGGTCCAAA---AATT-AATCCACACGAGTTGCGATTCTG-GGCAGTTGA-------------------------------------TTTTACTAAAATCTT--TATGCACATGT-------AAACATG-------------GG----A----GAGTGTCAG

droMoj3 scaffold_6500:15423871-
15424059 -

dmo_3155 G--AATATA---GTC---A--AATTTCA-------------------------TTT--TCGAA--TCCACAACA--CA----TTCCCACAACCAACGAT-----TTTGGACGGTAGA----CAACAGCACAGCAGCCGGC---ACT---CGTCTT--TAACTGCCGTCTTGCAGCTCCT--GTGGATG-CCCAGGTCCAAT---AAGT-AATCCACACGTGCTGCGATTCCG-GGCAGTTGAGG-GGA-GCAA-CAGGATTC--------------------------------------------------------------------------------------------

droGri2 scaffold_15252:2029194-
2029388 +

dgr_469 G--AATGTCTACAAT---T--TGAATCA-------------------------CTA--ATTTACAATTGGAATA--GAGGAATCATCAT--------AA-----TTTGTATATCAAT----CTATAT-----------AATCTTAC--AATG-AT--TAACTGCCGTCTTGCCGGGCCT--GTGGGCA-CCCAGGTCCAAACAAAAGT-TGCCCACATGCTCGGCGATTCTG-AGCAGTTAAAC---------------------------TCAGT---------TTAA--CTT--CATTCACA-------------------------------------A-CT-------GA

Generated: 09/08/2015 at 07:56 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
0
1
1
1
0
0
1
1
0
2
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