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CCATACCAGAGAGCGATCTCTCGGACAGCACCCTGCATGGCAGTGCACCGGTGGGTTTCAATACTCCATATAGCCGTATATTATTTTGAGCTAAAGAGAATCGATTCCCACTCTAGGGCTCCTTTGATGACACCATACACTTTGAGGATGTGATGCCCACCCGCAA
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...........................................................................................TAAAGAGAATCGATTCCCACTCT.................................................... 23 0 1 569.00 569 360 184 14 9 2

...........................................................................................TAAAGAGAATCGATTCCCACTC..................................................... 22 0 1 60.00 60 41 15 1 2 1

...........................................................................................TAAAGAGAATCGATTCCCACT...................................................... 21 0 1 35.00 35 25 5 3 2 0

...........................................................................................TAAAGAGAATCGATTCCCACTCTAG.................................................. 25 0 1 28.00 28 16 8 4 0 0

...........................................................................................TAAAGAGAATCGATTCCCACTCTA................................................... 24 0 1 21.00 21 12 7 0 2 0

............................................................................................AAAGAGAATCGATTCCCACTCT.................................................... 22 0 1 5.00 5 2 1 2 0 0

...........................................................................................TAAAGAGAATCGATTCCCAC....................................................... 20 0 1 2.00 2 0 0 1 1 0

.............................................................................................AAGAGAATCGATTCCCACTC..................................................... 20 0 1 2.00 2 1 1 0 0 0

...........................................................................................TAAAGAGAATCGATTCCCACTCA.................................................... 23 1 1 1.00 1 1 0 0 0 0

...........................................................................................TAAAGAGAATCGATTCCCA........................................................ 19 0 1 1.00 1 1 0 0 0 0

..........................................................................................CTAAAGAGAATCGATTCCCACTC..................................................... 23 0 1 1.00 1 0 0 0 0 1

...........................................................................................TAAAGAGAATCGATTCCC......................................................... 18 0 1 1.00 1 1 0 0 0 0

...........................................................................................TAAAGAGAATCGATTCCCACTCTT................................................... 24 1 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

GGTATGGTCTCTCGCTAGAGAGCCTGTCGTGGGACGTACCGTCACGTGGCCACCCAAAGTTATGAGGTATATCGGCATATAATAAAACTCGATTTCTCTTAGCTAAGGGTGAGATCCCGAGGAAACTACTGTGGTATGTGAAACTCCTACACTACGGGTGGGCGTT
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Species Coordinate ID Alignment
droPer2 scaffold_6:4878490-4878655

-
dpe_1927 CCATACCAGAGAGCGATCTCTCGGACAGCACCCTGCATGGC---AGTGCACCGGTGGGTTTCA-----ATA-CTCC--------ATAT----A--------------G---------------------------CCGTATATTATTTTG--------AGCTA---------------------------------------------------------------------------------------------------A-----------------AGAGAATCGATTCCCACTCTAGGGCTCCTTTGATGACACCATACACTTTGAGGATGTGATGCC---C------------------ACCCGCAA-

dp5 2:29507873-29508038 - dps_872 CCATACCAGAGAGCGATCTCTCGGACAGCACCCTGCATGGC---AGTGCACCGGTGGGTTTCA-----ATA-CTCC--------ATAT----A--------------G---------------------------CCGTATATTATTTTG--------AGCTA---------------------------------------------------------------------------------------------------A-----------------AGAGAATCGATTCCCACTCTAGGGCTCCTTTGATGACACCATACACTTTGAGGATGTGATGCC---C------------------ACCCGCAA-
droWil2 scf2_1100000004943:3802459-

3802628 -
CCATACCAGAGAGTGATCTCTCGGATAGTACACTTCATGGCAGCAGTGCACCAGTGAGTCTT---------------AAGAAC---------A---------------G------------------------------------------------------AATTCCATAGATCGTATTTGCCATCTTA--------------------------------------------------GTCCTCCCTAACTCTC------------------------------------TAACTCTAGGGTTCCTTCGATGATACCATACACTTTGAAGATGTTTTGCCGCGC------------------AA-------

droVir3 scaffold_13047:16588070-
16588248 +

CCATACCCGAGAGTGATCTCTCCGATAGCACACTACATGGCAGCAGTGCGCCGGTAGGTTTCT-----GTG-CTGT--------CCAAACTCT---------------GG--------GCTATATAACA------------------------------------------------------------------------------------------------------------------------------------------------------------ACTGATTGATTTTCTAGGGCTCCTTCGATGACACAGTCCACTTTGAAGATGTCCTGCCCTCGAAAACAGAATCGCTGCGGAATCGTC--

droMoj3 scaffold_6540:12906002-
12906175 +

CCATACCCGAGAGTGATCTCTCGGACAGCACACTTCATGGCAGCAGTGCGCCGGTAGATCCAATTACTAAGACTGTCCA--------GGCACCAGACTAATTG-----------------------------------TCT-T-----------------------------------------------------------------------------------------------------------------------------------------------------TCTTTTCTAGGGCTCCTTTGATGATGCCATTCACTTTGACGATATGCTGCCCACAAAAATAGAGTCACTGAG------GAA-

droGri2 scaffold_15116:1545367-
1545427 +

CCATACCCGAAAGTGATCTCTCAGACAGCACACTACACGGCAGCAGCGCACCGGTAAGATT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13340:15326419-
15326593 +

CCATTCCAGAAAGTGATCTTTCAGACAGTACTTTGCACGGCAGTAGTGCACCGGTAAGTGAT-------------------------GGCAGTTAATGAATTATCTATCT--------AGAAATAT---------TTGAATTTT----------------------------------------------------------------------------------------------------------------------ATTT--CT-------------TAA-----AATCATTTCAGGGCTCCTTTGACGACACCATTCACTTCGAGGATGTCATGCCGCGT------------------ACTCGACG-

droBip1 scf7180000396708:4707902-
4708087 -

CCATTCCAGAAAGCGATCTTTCAGACAGTACTTTGCATGGCAGTAGTGCTCCGGTAAGCA--------AAA-CTTT--------A---------------TTATCTATTTTAAGATTAAATTTAATTTAA-----------------------TTTAATTCTA---------------------------------------------------------------------------------------------------ATAATAA-CAATAATAAT-------------AATTTTTAGGGATCCTTTGACGACACCATTCACTTCGAGGATGTCATGCCACGC------------------ACTCGAC--

droKik1 scf7180000302707:278796-
278965 -

CCATACCCGAGAGCGATCTCTCCGACAGCACTCTACATGGCAGCAGTGCCCCGGTAGCTGTC---------------CAGTTCTCATA-------------------ACT--------AAAAATTTTAAAATTTTA----------------------TGATC---------------------------------------------------------------------------------------------------AATTTCCT----------------------TACATTTCAGGGATCCTTTGACGACACCATTCATTTCGAGGATGTAATGCCGCGC------------------AATCGCCG-

droFic1 scf7180000454126:37557-
37802 -

CCATTCCGGAAAGCGATCTCTCGGACAGCACTTTACATGGCAGCAGTGCACCAGTAAGTTTGA-----TAT-TT--------------------------------------------------------------------TT--------TTTTAAATTTTAATACCATAAAATGTAATTTTTAATACAAAGCGCTTTTAGAATATCGAAATTATTTGGTTTATGGTTTACTCTTTTATTTCCTCAAAAACCCAATATTT--------CATTATACAT-------------ATTTTTCAGGGATCATTTGATGATACAATCCATTTCGAGGATGTAATGCCCCGC------------------AA-------

droEle1 scf7180000490994:829608-
829667 -

CCATTCCGGAGAGCGATCTCTCGGACAGCACTTTACACGGCAGCAGTGCTCCGGTATGTT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000777405:10900-
11066 +

CAATTCCGGAGAGCGACCTCTCGGACAGCACTTTGCACGGCAGCAGTGCTCCGGTATGCTTTA-----AAT-CTAT--------GTCA----A---------------G-----ATTTAA---------------TATTATCTT--------ATTTAAATCCC---------------------------------------------------------------------------------------------------AAAATATA----------------------TATTTTACAGGGATCATTTGATGATACCATACATTTCGAGGACGTAATTCCCCGC------------------AA-------

droBia1 scf7180000302402:820789-
820956 -

CCATTCCGGAGAGCGATCTCTCGGATAGCACTTTACATGGCAGCAGTGCACCTGTGGGTTTAA-----GAT-CTAT--------ACAA----A-------ATG-----------------------------------TTCAACATTATAACGTTAAAATATT---------------------------------------------------------------------------------------------------ATATTTAT----------------------GATATTTCAGGGGTCCTTTGATGATACCATACATTTTGAGGACGTCATGCCACGC------------------AA-------

droTak1 scf7180000410451:81938-
82011 -

TTTAATTTAAACATAATC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTAACCTAGGGATCCTTTGACGATACCATACATTATGAGGACGTCATGCCACGC------------------AA-------

droEug1 scf7180000409804:1323414-
1323572 -

CTATTCCGGAGAGTGATCTCTCGGATAGCACTTTACACGGAAGCAGTGCACCTGTGTGTTTTA-----AAT-CTAA--------GAAA----A---------------GT--------CTTACAATTCGAATCATCA-AATAAT----------------------------------------------------------------------------------------------------------------------------------------------------ATAATTCCAGGGATCCTTTGATGATACCATACATTTCGAGGATGTCATGCCCCGT------------------AA-------

dm3 chr3R:15060226-15060389 - CCATTCCGGAAAGCGATCTCTCAGATAGCACTTTACACGGCAGCAGTGCACCGGTTTGTTAT---------------CAGTCTTGTAA----T---------------AT--------ATTATACTTTAAATCATATGTATATT-----------------------------------------------------------------------------------------------------------------------------------------------------ATATTGCAGGGTTCCTTTGATGATACCATACACTTCGAGGACGTCATGCCACGC------------------AACCGTAG-
droSim2 3r:6202105-6202269 + dsi_22114 CCATTCCAGAAAGCGATCTTTCGGATAGCACTTTACACGGCAGCAGTGCACCGGTTGGTTTT---------------CAGTTTTATTA----T---------------GT--------ATTACATTTCAATTAATCCGTATGTT-----------------------------------------------------------------------------------------------------------------------------------------------------ACGTTGCAGGGATCCTTTGATGATACCATACACTTCGAGGACGTCATGCCACGA------------------AATCGTCGA

droSec2 scaffold_25:705579-705742 + CCATTCCGGAAAGCGATCTTTCGGATAGCACTTTACACGGCAGCAGTGCACCGGTTGGTTTT---------------CAGTCTTGCAA----T---------------GT--------CTTACAATTTAAGTAATCCGTATTTT-----------------------------------------------------------------------------------------------------------------------------------------------------ACGTTGCAGGGATCCTTTGATGATACCATACACTTCGAGGACGTCATGCCACGC------------------AACCGTCG-
droYak3 3R:3762747-3762910 - CCATTCCGGAGAGCGATCTCTCTGACAGCACTTTACACGGTAGCAGTGCCCCGGTCGGTTTT---------------CAGTCCTTTAA----T---------------GT--------ATTATATTTTAAATAATCTGTATATT-----------------------------------------------------------------------------------------------------------------------------------------------------ATGTTACAGGGATCCTTTGATGATACCATACATTTTGAGGACGTCATGCCACGC------------------AGCCGTCG-
droEre2 scaffold_4770:6571506-

6571669 +
CCATTCCGGAAAGCGATCTCTCGGATAGCACCTTACACGGAAGCAGTGCTCCGGTCGGTTTT---------------CAGTCTTGGGA----T---------------GC--------ATTATAAGTTAAATAATCTGTATATT-----------------------------------------------------------------------------------------------------------------------------------------------------ATGTTGCAGGGATCCTTTGATGATACCATACATTTCGAGGACGTCATGCCACGC------------------AACCGTAG-
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GAACCATTAATAAGATCCATTTTAAGGAAGTTTCTGTTTGAGCATGATTCTATTAGCTTTTGGTCCTGTTTTATTATTGTTATATTCCAAATCCAATAAGGAGCTGGTGCAAAAGCTATTGTGATCCACATTGTATTCCAAAATTTATCGAAAAGTATCCGAAAAATATTATAAG
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................................................................................................TAAGGAGCTGGTGCAAAAGCTA......................................................... 22 0 1 162.00 162 149 11 0 2 0

................................................................................................TAAGGAGCTGGTGCAAAAGCT.......................................................... 21 0 1 123.00 123 95 23 0 5 0

................................................................................................TAAGGAGCTGGTGCAAAAGCTT......................................................... 22 1 1 18.00 18 18 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAG............................................................ 19 0 1 13.00 13 13 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGC........................................................... 20 0 1 13.00 13 13 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGCC.......................................................... 21 1 1 4.00 4 3 1 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGCTAA........................................................ 23 1 1 4.00 4 4 0 0 0 0

.................................................................................................AAGGAGCTGGTGCAAAAGCTA......................................................... 21 0 1 2.00 2 1 0 1 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGCTAT........................................................ 23 0 1 2.00 2 2 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGT........................................................... 20 1 1 2.00 2 2 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGA........................................................... 20 1 1 2.00 2 2 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGAA.......................................................... 21 2 1 2.00 2 2 0 0 0 0

...........................................................................................TCCAATAAGGAGCTGGTGCAA............................................................... 21 0 1 1.00 1 1 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGCTTC........................................................ 23 2 1 1.00 1 1 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGCCC......................................................... 22 2 1 1.00 1 1 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGCTATTCA..................................................... 26 2 1 1.00 1 1 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGCCT......................................................... 22 2 1 1.00 1 1 0 0 0 0

................................................................................................TAAGGAGCTGGTGCAAAAGTC.......................................................... 21 2 2 0.50 1 1 0 0 0 0

Anti-sense strand reads

CTTGGTAATTATTCTAGGTAAAATTCCTTCAAAGACAAACTCGTACTAAGATAATCGAAAACCAGGACAAAATAATAACAATATAAGGTTTAGGTTATTCCTCGACCACGTTTTCGATAACACTAGGTGTAACATAAGGTTTTAAATAGCTTTTCATAGGCTTTTTATAATATTC
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droPer2 scaffold_13:200676-
200850 +

dpe_335 GAACCATTAATAAGATCCATTTT----------------AAGGAAGTTTCTGTTTGAGCATGATTCTATTAGCTTTTGGTCCTGTTTTATTATTGTTATATTCCAAATCCAATAAGGAGCTGGTGCAAAAGCTATTGTGATCCACATTGTATTCCAAAATTTATCGAAAAGTATCCGAAAAATATTATAAG

dp5 XL_group1e:8363600-
8363778 -

dps_3418 GAACCA------------ATTGTGTCAAGTTGTGACTCCACGGAAGTTTCTGGTTGAGCATGATTCTAGTAGCTTTTGGTCCTGTTTTATTATTGTTATATTCCAAATCCAATAAGGAGCTGGTGCAGAAGCTATTGTGATCCACGTTGGATTCAAACATTTATCGAAAAGTATCCGAAAAATATTATAAG
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TGAAGGTCGAGCGTGCCAGGCGCAATTACACGCAGTTCCAGGAAGAGCAGGTGGGTGCACCAGCACATTAAACATATAAAGCTATATATGTATATCTATAGCAGTGTGCTTGTATACCCCAGACAACCAAGACACAGTCGTCCACTCTGATCCCGATCAATCGATTGCCCAT
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....................................................................................................GCAGTGTGCTTGTATACCCCAG.................................................. 22 0 1 284.00 284 139 81 48 9 7 0

.....................................................................................................CAGTGTGCTTGTATACCCCAGT................................................. 22 1 1 37.00 37 22 9 2 1 3 0

....................................................................................................GCAGTGTGCTTGTATACCCCAGT................................................. 23 1 1 19.00 19 11 4 3 1 0 0

....................................................................................................GCAGTGTGCTTGTATACCC..................................................... 19 0 1 19.00 19 14 3 2 0 0 0

....................................................................................................GCAGTGTGCTTGTATACCCC.................................................... 20 0 1 17.00 17 8 3 4 1 1 0

.....................................................................................................CAGTGTGCTTGTATACCCCAG.................................................. 21 0 1 13.00 13 4 6 2 0 1 0

....................................................................................................GCAGTGTGCTTGTATACCCCA................................................... 21 0 1 10.00 10 2 1 7 0 0 0

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

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

.....................................................................................................CAGTGTGCTTGTATACCCCAGC................................................. 22 1 1 3.00 3 2 1 0 0 0 0

....................................................................................................GCAGTGTGCTTGTATACCCCAC.................................................. 22 1 1 2.00 2 1 1 0 0 0 0

.....................................................................................................CAGTGTGCTTGTATACCCCAGA................................................. 22 0 1 2.00 2 2 0 0 0 0 0

....................................................................................................GCAGTGTGCTTGTATACCCCTT.................................................. 22 2 1 1.00 1 0 1 0 0 0 0

...................................................................................................AGCAGTGTGCTTGTATACCC..................................................... 20 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................................................................GTCCACTCTGATCCCGATCAATCGAT....... 26 0 1 1.00 1 0 0 0 0 0 1

....................................................................................................GCAGTGTGCTTGTATACCCCAGA................................................. 23 0 1 1.00 1 1 0 0 0 0 0

....................................................................................................GCAGTGTGCTTGTATACCCT.................................................... 20 1 1 1.00 1 1 0 0 0 0 0

...................................................................................................AGCAGTGTGCTTGTATACCCCA................................................... 22 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................................CAGTGTGCTTGTATACCCCAGTA................................................ 23 2 1 1.00 1 0 0 1 0 0 0

.....................................................................................................CAGTGTGCTTGTATACCCCAGTG................................................ 23 2 1 1.00 1 1 0 0 0 0 0

....................................................................................................GCAGTGTGCTTGTATACCCCAT.................................................. 22 1 1 1.00 1 0 1 0 0 0 0

....................................................................................................GCAGTGTGCTTGTATACCCCAGAA................................................ 24 1 1 1.00 1 0 0 0 1 0 0

....................................................................................................GCAGTGTGCTTGTATACCCCCC.................................................. 22 2 1 1.00 1 0 1 0 0 0 0

....................................................................................................GCAGTGTGCTTGTATACCCCAGTT................................................ 24 2 1 1.00 1 0 0 0 0 1 0

.......................................................................................................GTGTGCTTGTATACCCCAGT................................................. 20 1 1 1.00 1 0 0 1 0 0 0

......................................................................................................AGTGTGCTTGTATACCCCAG.................................................. 20 0 1 1.00 1 1 0 0 0 0 0

....................................................................................................GCAGTGTGCTTGTATACCT..................................................... 19 1 1 1.00 1 1 0 0 0 0 0

....................................................................................................GCAGTGTGCTTGTATACCTT.................................................... 20 2 2 0.50 1 0 1 0 0 0 0

Anti-sense strand reads

ACTTCCAGCTCGCACGGTCCGCGTTAATGTGCGTCAAGGTCCTTCTCGTCCACCCACGTGGTCGTGTAATTTGTATATTTCGATATATACATATAGATATCGTCACACGAACATATGGGGTCTGTTGGTTCTGTGTCAGCAGGTGAGACTAGGGCTAGTTAGCTAACGGGTA
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_0:10300282-10300453

-
dpe_462 TGAAGGTCGAGCGTGCCAGGCGCAATTACACGCAGTTCCAG-GAAGAGCAGGTGGGTGCACC--A-GCA-----CA--TTAAACATA----TAAAGCTATATAT-GTATATC-----------------------------T------ATAGC--A----G-----------TGT-GCTTGTA--TAC----CCCAGACAACCAAGACACAGTCGTCCACT-CTGATCCCGATCAATCGATTGCCCAT

dp5 2:10181330-10181497 + dps_455 TGAAGGTCGAGCGTGCCAGGCGCAATTACACTCAGTTCCAG-GAAGAGCAGGTGGGTGCACC--A-GCA-----CA--TTAAA----CATATAAATCTATA-----TATATC-----------------------------T------ATAGC--A----G-----------TGT-GCTTGTA--TAC----CCCAGACAACCAAGACACAGTCGTCCACT-CTGATCCCCATCAATCGATTGACCAT
droWil2 scf2_1100000004902:9022539-

9022701 -
TGAAGGTCGAACGAGCTAGACGTAATTATACACAATTCCAA-GAGGAACAGGTACCA--------------------------CACACATATCAAG--------AATT---------GTTTTGTACTCAA---------TGTAA------CAC--A----AAT-------------ACTTTTC--TTT----TGTAGGCCACCAAAACTCAGTCGTCCACA-CTTATTCCAATCAATCGTTTGCCCAT

droVir3 scaffold_12822:3790401-
3790564 -

TGAAGGTCGAGCGTGCCAGGCGCAATTATACCCAGTTTCAG-GAGGAGCAGGTGGGTGCAGT---------------A----AATCA----A-------------ATTG---AAA--GTCTCTG----AG----------CTAA-------------TGATATAT-----AGT---TC-ATCTA-TTG----TCTAGGCAATTAAAACACAAGCGGCAACA-CTAATACCTATTAATCGTTTGCCCAT

droMoj3 scaffold_6540:17099574-
17099735 -

TGAAGGTCGAGCGTGCCAGGCGCAATTATACGCAATACCAA-GAGGAGCAGGTGGGTGCACT--TAGCA-----AA--TGAAA-------------------------------AGTGTGCTGG----AG----------CTAA------TGCCGA----GAT-------------CCGGTCC---AT----TTTAGGCGACCAAAACACAGACGGCCACC-CTCATACCCATTAATCGGTTGCCCAT

droGri2 scaffold_14906:1382895-
1383059 -

TGAAGGTCGAGCGGGCCCGGCGCAACTATACACAGTACCAA-GAGGAGCAGGTGTGTACACT--C-GGC-----TATA----AATCA----A-------------GTTG------ATGTCCTTG----AA----------CTAA------TAC--A----ATT-------------G-CGGTC--AAT----TTCAGGCAACTAAAACACAAGCAGCCACA-CTCATACCTATCAATCGGCTGCCCAT

droAna3 scaffold_13340:17149374-
17149541 -

TGAAGGTCGAGCGCGCTCGAAGGAACTACACGCAGTTCCAA-GAAGAACAGGTACGAGTCGC-TA-CCC-----CA--ACAGG----TTCAGAAAC------AT-ACTT-------------------GG----------TG-----AAGAGT--A----ATG-------------A-CGTTTATTTT----CACAGGCTACAAAGACACAGTCGTCCACT-TTGATACCCATCAATCGACTGCCCAT

droBip1 scf7180000396424:652032-
652199 -

TGAAGGTCGAGCGCGCTCGAAGGAACTACACCCAGTTCCAA-GAAGAGCAGGTACGAGTCAC-TG-GCC-----CA--CCCAG----TTCACAATC------AT-GGTTACC-----------------------------T-----AAGAGT--A----ATG-------------A-CGTTTATTTT----CGCAGGCCACAAAGACACAGTCGTCCACC-TTGATACCCATCAATCGACTGCCTAT

droKik1 scf7180000302256:110322-
110486 -

TGAAGGTCGAGCGGGCTCGGCGGAATTACACCCAGTTCCAG-GAAGAGCAGGTGACTTAACC-------------ACA----GTCCT----C-TT---------AGTT---------GGTCCGTTCAAAT---------CGCA--------AT--A----AAC-------------CCTTCTC-ATTT----TACAGGCCACCAAGACACAGTCGTCCACC-CTGATACCGATCAACCGACTTCCCAT

droFic1 scf7180000453581:272813-
272965 +

TGAAGGTCGAGCGTGCCAGGAGGAATTACACCCAGTTTCAG-GAGGAGCAGGTGGGCTTAGC--T----------GCA----ATA-------------------------------------------GG---------TGTATCTGACTATT--A-----------------------ATCTATTTTTGTACACAGTCGACCAAGACACAATCGTCCACT-TTGATACCGATCAACCGACTTCCCAT

droEle1 scf7180000491280:3591270-
3591445 +

TGAAGGTCGAGCGAGCCCGCCGGAATTACACTCAGTTTCAG-GAGGAGCAGGTGGGGTTCTACTT-TGCTACTACT--ACTAC----TTTAC--C---------------------------------AA----------TAAAT---------CAGTGGTATATAACAGCGTTT-CCT--TA--ATG----CACAGGCCACCAAGACGCAATCGTCAACG-CTGATTCCAATCAATCGACTTCCCAT

droRho1 scf7180000779501:61345-61505
-

TGAAGGTCGAGCGAGCCCGGCGCAATTACACTCAGTTTCAG-GAGGAGCAGGTGGGCATGGG--T----------GTA----CAC-C----C-TG---------------------------------GG----------CCAGT---------CACTTATA----ACAGAATAC-CTCTCCC--AAC----CGCAGGCCACCAAGACGCAGTCGTCCACT-CTGATACCCATCAATCGACTTCCCAT

droBia1 scf7180000302075:2440004-
2440169 +

TGAAGGTCGAGCGTGCCCGGCGGAACTACACTCAGTTTCAG-GAGGAGCAGGTGGGCCACCT--T---------------G-----------------------------------------------GGTCTACTCAATTCAAT---------TGATTATCTATGACAGACTAT-ACCTCTC--ATC----CGCAGGCCACCAAGACGCAATCGTCCACT-CTGATACCGATCAATCGACTTCCAAT

droTak1 scf7180000415383:115705-
115865 +

TGAAGGTCGAGCGTGCCAGGCGGAATTACACTCAGTTTCAG-GAGGAGCAGGTGGGTTCTTG--T-CTC-----CA--CTTAA----T----------------------------------------------------ACAAC---------AAGATATCTAT-----AATATAGTAACCTA-TTA----CATAGGCCACCAAGACGCAATCGTCCACT-CTGATACCGATCAATCGACTTCCCAT

droEug1 scf7180000409787:1235183-
1235345 +

TGAAGGTCGAGCGTGCCCGGCGGAATTATACTCAATTTCAG-GAGGAGCAGGTGGGTTTTTG--G--T-------TT-----ACTCA----ATAC---------------------------------CG----------CCGA-------------TTATTTATAACATCCCAT-CCTTTGT--ACC----AACAGGCCACCAAGACGCAATCGTCCACT-CTTATACCAATCAATAGACTTCCCAT

dm3 chr3R:24345661-24345822 - TGAAGGTCGAGCGGGCCCGGCGGAACTACACTCAGTTTCAG-GCGGAGCAGGTGGGTTAAGG--T----------ACA----ACCCA----CAAC---------------------------------GG----------TCAAT---------ATGTTATATAT-----AGTAT-GCAACCT--ACT----CACAGGCTACCAAGACGCAGTCGTCCACT-CTGATACCAATCAACCGTCTACCCAT
droSim2 3r:23723760-23723921 - TGAAGGTCGAGCGCGCCCGGCGGAACTACACTCAGTTTCAG-GAGGAGCAGGTGAGTAGAGG--T----------ACA----ACCCA----CAAC---------------------------------GG----------TCAAT---------ATGTTATATAT-----AGTAT-CCAACCT--ACT----CGCAGGCCACCAAGACGCAGTCGTCCACT-CTGATACCAATCAACCGTCTACCCAT
droSec2 scaffold_22:948938-949100 - TAAAGGTCGAGCGCGCCCGGCGGAACTACACTCAGTTTCAGGGAGGAGCAGGTGAGTACAGG--T----------ACA----ACCCA----C-AC---------------------------------GG----------TCAAT---------ATGTTATATAT-----AGTAT-CCAACCT--ACT----CGCAGGCTACTAAGACGCAGTCGTCCACTCCTGATACCATTCAACCGTCTACCCAT
droYak3 3R:22151663-22151827 + TGAAGGTCGAGCGCGCCCGGCGGAACTACACTCAGTTTCAG-GAGGAGCAGGTGCGCTAACC--C----------ACATCC-ACCCA----CTAC---------------------------------GG----------TCAAT---------ATGTTATATAG-----AGTAT-TCTATCC--AAT----CGCAGGCCACCAAGACGCAGTCATCCACC-CTGATACCGATCAACCGACTACCCAT
droEre2 scaffold_4820:3689926-

3690090 +
TAAAGGTCGAGCGCGCCCGGCGGAACTACACCCAGTTTCAG-GAGGAGCAGGTGCGCTAG-------CC-----CACTT-AAACCCT----CCTT---------------------------------GG----------TCAAT---------ATGCTATATAT-----AGTAT-CCTAACT--AAT----CGCAGGCCACCAAGACACAGTCGTCCACT-CTGATACCGATCAACCGACTACCCAT
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droPer2 scaffold_0:10300282-10300453 - dpe_462 TGAAGGTCGAGCGTGCCAGGCGCAATTACACGCAGTTCCAG-GAAGAGCAGGTGGGTGCACC--A-GCA-----CA--TTAAACATA----TAAAGCTATATAT-GTATATC-----------------------------T------ATAGC--A----G-----------TGT-GCTTGTA--TAC----CCCAGACAACCAAGACACAGTCGTCCACT-CTGATCCCGATCAATCGATTGCCCAT
dp5 2:10181330-10181497 + dps_455 TGAAGGTCGAGCGTGCCAGGCGCAATTACACTCAGTTCCAG-GAAGAGCAGGTGGGTGCACC--A-GCA-----CA--TTAAA----CATATAAATCTATA-----TATATC-----------------------------T------ATAGC--A----G-----------TGT-GCTTGTA--TAC----CCCAGACAACCAAGACACAGTCGTCCACT-CTGATCCCCATCAATCGATTGACCAT
droWil2 scf2_1100000004902:9022539-9022701 - TGAAGGTCGAACGAGCTAGACGTAATTATACACAATTCCAA-GAGGAACAGGTACCA--------------------------CACACATATCAAG--------AATT---------GTTTTGTACTCAA---------TGTAA------CAC--A----AAT-------------ACTTTTC--TTT----TGTAGGCCACCAAAACTCAGTCGTCCACA-CTTATTCCAATCAATCGTTTGCCCAT
droVir3 scaffold_12822:3790401-3790564 - TGAAGGTCGAGCGTGCCAGGCGCAATTATACCCAGTTTCAG-GAGGAGCAGGTGGGTGCAGT---------------A----AATCA----A-------------ATTG---AAA--GTCTCTG----AG----------CTAA-------------TGATATAT-----AGT---TC-ATCTA-TTG----TCTAGGCAATTAAAACACAAGCGGCAACA-CTAATACCTATTAATCGTTTGCCCAT
droMoj3 scaffold_6540:17099574-17099735 - TGAAGGTCGAGCGTGCCAGGCGCAATTATACGCAATACCAA-GAGGAGCAGGTGGGTGCACT--TAGCA-----AA--TGAAA-------------------------------AGTGTGCTGG----AG----------CTAA------TGCCGA----GAT-------------CCGGTCC---AT----TTTAGGCGACCAAAACACAGACGGCCACC-CTCATACCCATTAATCGGTTGCCCAT
droGri2 scaffold_14906:1382895-1383059 - TGAAGGTCGAGCGGGCCCGGCGCAACTATACACAGTACCAA-GAGGAGCAGGTGTGTACACT--C-GGC-----TATA----AATCA----A-------------GTTG------ATGTCCTTG----AA----------CTAA------TAC--A----ATT-------------G-CGGTC--AAT----TTCAGGCAACTAAAACACAAGCAGCCACA-CTCATACCTATCAATCGGCTGCCCAT
droAna3 scaffold_13340:17149374-17149541 - TGAAGGTCGAGCGCGCTCGAAGGAACTACACGCAGTTCCAA-GAAGAACAGGTACGAGTCGC-TA-CCC-----CA--ACAGG----TTCAGAAAC------AT-ACTT-------------------GG----------TG-----AAGAGT--A----ATG-------------A-CGTTTATTTT----CACAGGCTACAAAGACACAGTCGTCCACT-TTGATACCCATCAATCGACTGCCCAT
droBip1 scf7180000396424:652032-652199 - TGAAGGTCGAGCGCGCTCGAAGGAACTACACCCAGTTCCAA-GAAGAGCAGGTACGAGTCAC-TG-GCC-----CA--CCCAG----TTCACAATC------AT-GGTTACC-----------------------------T-----AAGAGT--A----ATG-------------A-CGTTTATTTT----CGCAGGCCACAAAGACACAGTCGTCCACC-TTGATACCCATCAATCGACTGCCTAT
droKik1 scf7180000302256:110322-110486 - TGAAGGTCGAGCGGGCTCGGCGGAATTACACCCAGTTCCAG-GAAGAGCAGGTGACTTAACC-------------ACA----GTCCT----C-TT---------AGTT---------GGTCCGTTCAAAT---------CGCA--------AT--A----AAC-------------CCTTCTC-ATTT----TACAGGCCACCAAGACACAGTCGTCCACC-CTGATACCGATCAACCGACTTCCCAT
droFic1

scf7180000453581:272813-272965 +
TGAAGGTCGAGCGTGCCAGGAGGAATTACACCCAGTTTCAG-GAGGAGCAGGTGGGCTTAGC--T----------GCA----ATA-------------------------------------------GG---------TGTATCTGACTATT--A-----------------------ATCTATTTTTGTACACAGTCGACCAAGACACAATCGTCCACT-TTGATACCGATCAACCGACTTCCCAT

droEle1 scf7180000491280:3591270-3591445 + TGAAGGTCGAGCGAGCCCGCCGGAATTACACTCAGTTTCAG-GAGGAGCAGGTGGGGTTCTACTT-TGCTACTACT--ACTAC----TTTAC--C---------------------------------AA----------TAAAT---------CAGTGGTATATAACAGCGTTT-CCT--TA--ATG----CACAGGCCACCAAGACGCAATCGTCAACG-CTGATTCCAATCAATCGACTTCCCAT
droRho1 scf7180000779501:61345-61505 - TGAAGGTCGAGCGAGCCCGGCGCAATTACACTCAGTTTCAG-GAGGAGCAGGTGGGCATGGG--T----------GTA----CAC-C----C-TG---------------------------------GG----------CCAGT---------CACTTATA----ACAGAATAC-CTCTCCC--AAC----CGCAGGCCACCAAGACGCAGTCGTCCACT-CTGATACCCATCAATCGACTTCCCAT
droBia1 scf7180000302075:2440004-2440169 + TGAAGGTCGAGCGTGCCCGGCGGAACTACACTCAGTTTCAG-GAGGAGCAGGTGGGCCACCT--T---------------G-----------------------------------------------GGTCTACTCAATTCAAT---------TGATTATCTATGACAGACTAT-ACCTCTC--ATC----CGCAGGCCACCAAGACGCAATCGTCCACT-CTGATACCGATCAATCGACTTCCAAT
droTak1 scf7180000415383:115705-115865 + TGAAGGTCGAGCGTGCCAGGCGGAATTACACTCAGTTTCAG-GAGGAGCAGGTGGGTTCTTG--T-CTC-----CA--CTTAA----T----------------------------------------------------ACAAC---------AAGATATCTAT-----AATATAGTAACCTA-TTA----CATAGGCCACCAAGACGCAATCGTCCACT-CTGATACCGATCAATCGACTTCCCAT
droEug1 scf7180000409787:1235183-1235345 + TGAAGGTCGAGCGTGCCCGGCGGAATTATACTCAATTTCAG-GAGGAGCAGGTGGGTTTTTG--G--T-------TT-----ACTCA----ATAC---------------------------------CG----------CCGA-------------TTATTTATAACATCCCAT-CCTTTGT--ACC----AACAGGCCACCAAGACGCAATCGTCCACT-CTTATACCAATCAATAGACTTCCCAT
dm3 chr3R:24345661-24345822 - TGAAGGTCGAGCGGGCCCGGCGGAACTACACTCAGTTTCAG-GCGGAGCAGGTGGGTTAAGG--T----------ACA----ACCCA----CAAC---------------------------------GG----------TCAAT---------ATGTTATATAT-----AGTAT-GCAACCT--ACT----CACAGGCTACCAAGACGCAGTCGTCCACT-CTGATACCAATCAACCGTCTACCCAT
droSim2 3r:23723760-23723921 - TGAAGGTCGAGCGCGCCCGGCGGAACTACACTCAGTTTCAG-GAGGAGCAGGTGAGTAGAGG--T----------ACA----ACCCA----CAAC---------------------------------GG----------TCAAT---------ATGTTATATAT-----AGTAT-CCAACCT--ACT----CGCAGGCCACCAAGACGCAGTCGTCCACT-CTGATACCAATCAACCGTCTACCCAT

droSec2 scaffold_22:948938-949100 - TAAAGGTCGAGCGCGCCCGGCGGAACTACACTCAGTTTCAGGGAGGAGCAGGTGAGTACAGG--T----------ACA----ACCCA----C-AC---------------------------------GG----------TCAAT---------ATGTTATATAT-----AGTAT-CCAACCT--ACT----CGCAGGCTACTAAGACGCAGTCGTCCACTCCTGATACCATTCAACCGTCTACCCAT
droYak3 3R:22151663-22151827 + TGAAGGTCGAGCGCGCCCGGCGGAACTACACTCAGTTTCAG-GAGGAGCAGGTGCGCTAACC--C----------ACATCC-ACCCA----CTAC---------------------------------GG----------TCAAT---------ATGTTATATAG-----AGTAT-TCTATCC--AAT----CGCAGGCCACCAAGACGCAGTCATCCACC-CTGATACCGATCAACCGACTACCCAT
droEre2 scaffold_4820:3689926-3690090 + TAAAGGTCGAGCGCGCCCGGCGGAACTACACCCAGTTTCAG-GAGGAGCAGGTGCGCTAG-------CC-----CACTT-AAACCCT----CCTT---------------------------------GG----------TCAAT---------ATGCTATATAT-----AGTAT-CCTAACT--AAT----CGCAGGCCACCAAGACACAGTCGTCCACT-CTGATACCGATCAACCGACTACCCAT
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Flybase annnotation

intron [Dper\GL21825-in]; CDS [Dper\GL21825-cds]; CDS [Dper\GL21825-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAAAATTCAGACGCTCAAGTCCCAGAACACAATGGCCCAGGCAATGAAAGGTGGGTGGGAATGGGATGGGAATGCCGTCGTTCGCTGATTCACTTTCTGTAATCTTGGAATTTTCCCTATTTTTAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

M042

female
body

V057

head

M021

embryo

V050

head

V042

embryo

..................................................GTGGGTGGGAATGGGATGGG.......................................................................................................... 20 0 1 75.00 75 68 3 4 0 0 0

...................................................TGGGTGGGAATGGGATGGG.......................................................................................................... 19 0 1 5.00 5 4 1 0 0 0 0

..................................................GTGGGTGGGAATGGGATGG........................................................................................................... 19 0 1 4.00 4 4 0 0 0 0 0

..................................................GTGGGTGGGAATGGGATGGGA......................................................................................................... 21 0 1 2.00 2 0 2 0 0 0 0

..................................................GTGGGTGGGAATGGGATGGGAATG...................................................................................................... 24 0 1 2.00 2 2 0 0 0 0 0

...........................................................................................................................................CATGCAGAACATGAACCGCCAG............... 22 0 1 1.00 1 0 1 0 0 0 0

....ATTCAGACGCTCAAGTCCCAGAAC.................................................................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................................................GTGTCACCAAGGCCATGCAG.............................. 20 0 1 1.00 1 0 1 0 0 0 0

.................................................................................................................................................GAACATGAACCGCCAGCTGAATCTCC..... 26 0 1 1.00 1 0 0 0 1 0 0

..................................................GTGGGTGGGAATGGGATGGGAA........................................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0

...................................CCCAGGCAATGAAAGGTGTC......................................................................................................................... 20 2 2 0.50 1 1 0 0 0 0 0

Anti-sense strand reads

GTTTTAAGTCTGCGAGTTCAGGGTCTTGTGTTACCGGGTCCGTTACTTTCCACCCACCCTTACCCTACCCTTACGGCAGCAAGCGACTAAGTGAAAGACATTAGAACCTTAAAAGGGATAAAAATCCACAGTGGTTCCGGTACGTCTTGTACTTGGCGGTCGACTTAGAGGGTGTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

M021

embryo

M042

female
body

V057

head

.......GTCTGCGAGTTCAGGGTCTTG.................................................................................................................................................... 21 0 1 2.00 2 1 0 1 0

............CGAGTTCAGGGTCTTGTGT................................................................................................................................................. 19 0 1 2.00 2 2 0 0 0

..................................CGGGTCCGTTACTTTCCACC.......................................................................................................................... 20 0 1 2.00 2 0 2 0 0

........CCTGCGAGTTCAGGGTCTTG.................................................................................................................................................... 20 1 1 1.00 1 1 0 0 0

.........CTGCGAGTTCAGGGTCTTGTG.................................................................................................................................................. 21 0 1 1.00 1 1 0 0 0

...............GTTCAGGGTCTTGTGTTA............................................................................................................................................... 18 0 1 1.00 1 0 0 1 0

...........GCGAGTTCAGGGTCTTGTGTT................................................................................................................................................ 21 0 1 1.00 1 1 0 0 0

..................CAGGGTCTTGTGTTACCGGGT......................................................................................................................................... 21 0 1 1.00 1 1 0 0 0
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droPer2 scaffold_3:1906604-1906779 - dpe_1364 CAAAATTCAGACGCTCAAGTCCCAGAACACAATGGCCCAGGCAATGAAAGGTGGGTG--------------GGAATGGGATGGG-AATGCCGT--------C-GTTCGCTGATTCACT---TTCT-GTAATCTTGGAATTTTCCCT--ATTTTTAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA
dp5 2:19161329-19161504 - dps_660 CAAAATTCAGACGCTCAAGTCCCAGAACACAATGGCCCAGGCAATGAAAGGTGGGTG--------------GGAATGGGTTGGG-AATGCCGT--------C-GTTCGCTGATTCACT---TTCT-GTAATCTTGGAATTTTCCCT--ATTTTTAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA
droWil2 scf2_1100000004943:15508471-

15508646 +
GAAAATCCAGACGCTTAAATCCCAAAACACAATGGCACAGGCAATGAAAGGTGCGTCAATCGAATGATTGGGG--TGGACTGGGTAAT---AC--------CTGTCAGCTGATTCATG---CTATTATCTA-------------TT-TCCTTACAGGTGTGACCAAGGCCATGCAGAATATGAATCGTCAATTGAATCTCCCGCAA

droVir3 scaffold_13047:5463216-
5463375 +

AAAAATACAAACGCTTAAATCTCAAAACACAATGGCCCAAGCAATGAAAGGTGTGGG----------------------AGG------G-T-----TTG--CCCATGGGTGATTCATATTTTACT---CATCC-G-----TC-CCTATATTTGTAGGTGTCACCAAGGCCATGCAGAATATGAATCGACAACTGAATCTCCCGCAA

droMoj3 scaffold_6540:15835996-
15836159 +

TAAAATACAAACGCTTAAATCTCAAAACACAATGGCCCAAGCAATGAAAGGTGAGGG--------------G-------A-GAG-AAGG-TTT---------CCATTGATGATTCACAATTTACTTATGATATCG---------TTATTTTCGCAGGTGTCACCAAGGCCATGCAGAACATGAATCGTCAATTGAATCTCCCGCAA

droGri2 scaffold_14906:10837383-
10837547 +

TAAGATACAAACGCTCAAATCTCAAAACACAATGGCACAGGCCATGAAAGGTGGGTG--------------GG--TGGGAGGGG-AA-G-CAC--------C-ATTTCGTGATTCACA---------TTTGGCTAATG--CG-TTT-CGTTTGCAGGTGTGACAAAGGCCATGCAGAACATGAACCGGCAACTGAATCTCCCGCAA

droAna3 scaffold_13340:11264935-
11265093 -

CAAAATACAAACTCTGAAATCCCAGAACACAATGGCGCAGGCCATGAAGGGTAGGGG--------------C-------------------AT--------CTGACAGCTGATTCAGT---AGCTTATTATCTCAACT--TT-CAAACCTTCGCAGGTGTCACCAAAGCCATGCAGAATATGAACCGGCAACTGAATCTCCCGCAA

droBip1 scf7180000396691:174774-
174932 -

CAAAATACAAACTCTGAAATCCCAGAACACAATGGCGCAGGCCATGAAGGGTAGGGG---------------------------------CAT--------CTATCAGCTGATTCAGT---AGCTTATCATCTTAATT--TT-CAAACCTTTGCAGGTGTCACCAAAGCCATGCAGAATATGAATCGCCAGCTGAATCTCCCACAA

droKik1 scf7180000302261:72210-72363
-

CAAAATCCAGACGCTCAAGTCGCAGAACACAATGGCACAGGCTATGAAGGGTGGGTG--------------G-------------------------------ATCACCTGATTATTT---AACTTTTCATACTGAAT--CC-CCT-TTTTTTTAGGCGTGACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCGCAA

droFic1 scf7180000454055:1788061-
1788213 +

CAAAATCCAGACGCTCAAGTCGCAGAACACAATGGCCCAAGCCATGAAGGGTAAACA----------------------------------------------GGTTGCCTTTTTTTT---TGCTTATCAGCTACTAA--AA-CGC-CCTTTTTAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA

droEle1 scf7180000491261:828615-
828774 -

CAAAATCCAGACGCTCAAGTCTCAGAACACAATGGCACAGGCCATGAAGGGTAA-CA-----------------------------------TACATAG--C-GTCAGCTGATTCATT---AGCTTATCATCCCGTAA--AC-CCC-ATTTCCCAGGTGTTACCAAGGCCATGCAAAACATGAACCGCCAGCTGAATCTCCCACAA

droRho1 scf7180000780074:230255-
230413 +

TAAAATCCAGACGCTCAAGTCGCAGAACACAATGGCACAGGCCATGAAGGGTAAGTA---------------------------------------CACA-CATGCGACTGATTCATT---TGCTTATCATTTCGTAA--AA-CCT-TTTTCCCAGGTGTTACCAAGGCCATGCAAAACATGAACCGTCAGCTGAATCTCCCGCAA

droBia1 scf7180000302113:2080981-
2081140 +

CAAAATCCAGACGCTCAAGTCGCAGAACACAATGGCGCAGGCCATGAAGGGTAGATA---------------------------------------TGGGTTAATCAGCTCATCCTTA---GGCTTACTAACTTCATG--TA-CTC-CCCATCCAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCGCAA

droTak1 scf7180000415851:298182-
298332 -

CAAAATCCAGACGCTCAAGTCGCAGAATACCATGGCGCAGGCCATGAAGGGTAAATA---------------------------------------CTGGGCCTATAGATGATTCACT---CATTCATAAC------------CTT-ATCTTTCAGGCGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCGCAA

droEug1 scf7180000409682:733718-
733876 -

TAAAATCCAGACTCTCAAGTCGCAGAACACAATGGCACAGGCCATGAAAGGTAAATA---------------------------------------TTGCACATTTAGGTGATTCATT---AGCTTCTTATCTTAAAA--TT-CC--TCTTTTCAGGTGTAACGAAGGCCATGCAGAATATGAACCGCCAGCTGAATCTCCCACAA

dm3 chr3R:21878902-21879061 + CAAAATTCAGACGCTCAAGTCGCAGAACACAATGGCACAGGCCATGAAAGGTAAACA---------------------------------------TTGGCTATTTGGCTGATTCACC---CGCTTATCAAGCAATTA--TG-CTT-ATCTTCCAGGTGTCACGAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCGCAA
droSim2 3r:21376042-21376201 + CAAAATCCAGACGCTCAAGTCGCAGAACACAATGGCACAGGCCATGAAAGGTAAACA---------------------------------------TTGGCAGTGTAGCTGATTCACC---CGCTTATCAAGCAATTA--TG-CTT-ACCTTTCAGGTGTCACGAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCGCAA

droSec2 scaffold_13:673564-673723 + CAAAATCCAGACGCTCAAGTCGCAGAACACAATGGCACAGGCCATGAAAGGTAGACA---------------------------------------TTGGCAGTGTAGCTGATTCACC---CGCTTATCAAGCAATTA--TG-CTT-ACCTTTCAGGTGTCACGAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCGCAA
droYak3 3R:24595725-24595884 - CAAAATCCAGACGCTCAAGTCCCAGAACACAATGGCGCAGGCCATGAAAGGTAAACA---------------------------------------TTGGATACGCAGCTGATTCATC---GGCTTATCAACTGATTA--TG-CTC-GCTATTCAGGTGTTACGAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCGCAA
droEre2 scaffold_4820:6166087-6166246

-
CAAAATCCAGACGCTCAAGTCCCAGAACACAATGGCACAGGCCATGAAAGGTAAACA---------------------------------------TGGGACATGCGGCTGATTCATT---GGCTTATCAACTGATTA--TG-CTC-GCTTTTCAGGTGTTACGAAGGCCATGCAGAACATGAACCGCCAACTGAATCTCCCGCAA
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Flybase annnotation

CDS [Dper\GL19825-cds]; intron [Dper\GL19825-in]

No Repeatable elements found

mature star

1. dpe_2502  scaffold_18:542994-543012 -
2. dpe_2501  scaffold_18:543266-543284 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCGAGGAGGAAATTCTTCTACTGCGCGAGGGCATAGAGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAAAATTTTCTCTTAGAGGAGGAAAGATAGGACCACGCAAATTGC

************************************************(((((....))))).................((((((((..((((((..((((........)))).)))))).....)))))))).****************************************************
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............................................................................................................................................................GAGGAGGAAAGATAGGACC........... 19 0 1 72.00 72 72 0 0 0 0 0
TGGCTATCGGTTCAGTGCTGG..................................................................................................................................................................... 21 0 2 71.00 142 137 3 2 0 0 0
..........................................................................................................................................................TAGAGGAGGAAAGATAGGAC............ 20 0 1 48.00 48 47 1 0 0 0 0
...............................................................AATTCTTCTACTGCGCGAGG....................................................................................................... 20 0 1 21.00 21 15 3 1 2 0 0
.........................................................................................................................................................TTAGAGGAGGAAAGATAGGAC............ 21 0 1 21.00 21 20 0 1 0 0 0
...............................................................AATTCTTCTACTGCGCGAGGG...................................................................................................... 21 0 1 14.00 14 12 1 1 0 0 0
............................................................................................................................................................GAGGAGGAAAGATAGGACCAC......... 21 0 1 10.00 10 10 0 0 0 0 0
.....................CCTTACAATTGGCATGGTCCT................................................................................................................................................ 21 0 2 10.00 20 14 2 4 0 0 0
................................................................ATTCTTCTACTGCGCGAGGG...................................................................................................... 20 0 1 9.00 9 8 0 0 1 0 0
............................................................................................................................................................GAGGAGGAAAGATAGGAC............ 18 0 1 8.00 8 8 0 0 0 0 0
TGGCTATCGGTTCAGTGCTG...................................................................................................................................................................... 20 0 2 8.00 16 14 1 1 0 0 0
..........................................................................................................................................................TAGAGGAGGAAAGATAGGA............. 19 0 1 7.00 7 7 0 0 0 0 0
................................................................ATTCTTCTACTGCGCGAGG....................................................................................................... 19 0 1 7.00 7 6 0 1 0 0 0
.................................................................TTCTTCTACTGCGCGAGGGCA.................................................................................................... 21 0 1 6.00 6 4 2 0 0 0 0
..........................................................................................................................................................TAGAGGAGGAAAGATAGG.............. 18 0 1 6.00 6 6 0 0 0 0 0
..........................................................................................................................................................TAGAGGAGGAAAGATAGGACC........... 21 0 1 6.00 6 4 0 0 0 2 0
.............................................................................................................................................................AGGAGGAAAGATAGGACCACG........ 21 0 1 6.00 6 6 0 0 0 0 0
.................................................................TTCTTCTACTGCGCGAGGG...................................................................................................... 19 0 1 6.00 6 6 0 0 0 0 0
........................................................................................................................................................CTTAGAGGAGGAAAGATAGGA............. 21 0 1 6.00 6 6 0 0 0 0 0
.............................................................................................................................................................AGGAGGAAAGATAGGACCAC......... 20 0 1 6.00 6 6 0 0 0 0 0
...............................................................AATTCTTCTACTGCGCGAG........................................................................................................ 19 0 2 5.00 10 9 1 0 0 0 0
.............................................................GAAATTCTTCTACTGCGCG.......................................................................................................... 19 0 2 4.50 9 9 0 0 0 0 0
TGGCTATCGGTTCAGTGCTGGC.................................................................................................................................................................... 22 0 2 4.00 8 8 0 0 0 0 0
............................................................................................................................................................GAGGAGGAAAGATAGGACCA.......... 20 0 1 3.00 3 3 0 0 0 0 0
............................................................................................................................................................GAGGAGGAAAGATAGGACCACG........ 22 0 1 3.00 3 2 1 0 0 0 0
...............................................................AATTCTTCTACTGCGCGAGGGT..................................................................................................... 22 1 1 3.00 3 3 0 0 0 0 0
.........................................................................................................................................................TTAGAGGAGGAAAGATAGGA............. 20 0 1 3.00 3 3 0 0 0 0 0
.........................................................................................................................................................TTAGAGGAGGAAAGATAGG.............. 19 0 1 3.00 3 3 0 0 0 0 0
.................................................................TTCTTCTACTGCGCGAGGGT..................................................................................................... 20 1 1 3.00 3 3 0 0 0 0 0
TGGCTATCGGTTCAGTGCTGGT.................................................................................................................................................................... 22 1 2 3.00 6 6 0 0 0 0 0
...CTATCGGTTCAGTGCTGGC.................................................................................................................................................................... 19 0 2 3.00 6 6 0 0 0 0 0
......................CTTACAATTGGCATGGTCCT................................................................................................................................................ 20 0 2 2.50 5 5 0 0 0 0 0
..................................................................................................................................................TTTTCTCTTAGAGGAGGAAAGA.................. 22 0 1 2.00 2 2 0 0 0 0 0
......................................................................................................................................................CTCTTAGAGGAGGAAAGATAG............... 21 0 1 2.00 2 2 0 0 0 0 0
........................................................................................................................................................CTTAGAGGAGGAAAGATAGG.............. 20 0 1 2.00 2 2 0 0 0 0 0
..........................................................................................................................................................TAGAGGAGGAAAGATAGGACCA.......... 22 0 1 2.00 2 2 0 0 0 0 0
.................................................................TTCTTCTACTGCGCGAGGGCATT.................................................................................................. 23 1 1 2.00 2 2 0 0 0 0 0
......................................................................................................................................................CTCTTAGAGGAGGAAAGATA................ 20 0 1 2.00 2 2 0 0 0 0 0
...........................................................................................................................................................AGAGGAGGAAAGATAGGACC........... 20 0 1 2.00 2 2 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
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
.............................................................GAAATTCTTCTACTGCGCGA......................................................................................................... 20 0 2 1.50 3 3 0 0 0 0 0
.................................................................TTCTTCTACTGCGCGAGG....................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................................................................CAAAATTTTCTCTTAGAGGAG........................ 21 0 1 1.00 1 0 1 0 0 0 0
.................................................................TTCTTCTACTGCGCGAGGGCATTT................................................................................................. 24 2 1 1.00 1 1 0 0 0 0 0
..................................................................................................................................................................GAAAGATAGGACCACGCAAA.... 20 0 1 1.00 1 1 0 0 0 0 0
..............................................................................................................................................AAAATTTTCTCTTAGAGGAGG....................... 21 0 1 1.00 1 1 0 0 0 0 0
.......................................................................................................................................................TCTTAGAGGAGGAAAGATA................ 19 0 1 1.00 1 1 0 0 0 0 0
......................................................................................................................................................CTCTTAGAGGAGGAAAGA.................. 18 0 1 1.00 1 0 1 0 0 0 0
.................................................................TTCTTCTACTGCGCGAGGGCC.................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0
.....................................................................................................................................................TCTCTTAGAGGAGGAAAGA.................. 19 0 1 1.00 1 1 0 0 0 0 0
...............................................................AATTCTTCTACTGCGCGAGGGA..................................................................................................... 22 1 1 1.00 1 1 0 0 0 0 0
...........................................................AGGAAATTCTTCTACTGCGCGAGGG...................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0
.......................................................................................................................................................TCTTAGAGGAGGAAAGATAGG.............. 21 0 1 1.00 1 1 0 0 0 0 0
.................................................................TTCTTCTACTGCGCGAGGGC..................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0
.................................................................TTCTTCTACTGCGCGAGGGCT.................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................AATTTTCTCTTAGAGGAGGA...................... 20 0 1 1.00 1 1 0 0 0 0 0
..........................................................................................................................................................TAGAGGAGGAAAGATAGGACCC.......... 22 1 1 1.00 1 1 0 0 0 0 0
....................................................................TTCTACTGCGCGAGGGCAT................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0
................................................................ATTCTTCTACTGCGCGAGGT...................................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0
...............................................................................................................................................................GAGGAAAGATAGGACCACGCAAA.... 23 0 1 1.00 1 1 0 0 0 0 0
...........................................................................................................................................................AGAGGAGGAAAGATAGGAC............ 19 0 1 1.00 1 1 0 0 0 0 0
............................................................................................................................................ACAAAATTTTCTCTTAGAGG.......................... 20 0 1 1.00 1 1 0 0 0 0 0
...............................................................................................................................................................GAGGAAAGATAGGACCACG........ 19 0 1 1.00 1 1 0 0 0 0 0
.............................................................................................................................................................AGGAGGAAAGATAGGACCA.......... 19 0 1 1.00 1 1 0 0 0 0 0
...............................................................................................................................................AAATTTTCTCTTAGAGGAGG....................... 20 0 1 1.00 1 1 0 0 0 0 0
......................................................................................................................................................CTCTTAGAGGAGGAAAGATAGGAC............ 24 0 1 1.00 1 1 0 0 0 0 0
...............................................................AATTCTTCTACTGCGCGAGGT...................................................................................................... 21 1 1 1.00 1 0 1 0 0 0 0
.....................................................................................................................................................TCTCTTAGAGGAGGAAAGAT................. 20 0 1 1.00 1 1 0 0 0 0 0
...................................................CCTCGAGGAGGAAATTCTTCTACTGCG............................................................................................................ 27 0 2 1.00 2 2 0 0 0 0 0
......TCGGTTCAGTGCTGGCCTTA................................................................................................................................................................ 20 0 2 1.00 2 0 2 0 0 0 0
.............................................................GAAATTCTTCTACTGCGCGAG........................................................................................................ 21 0 2 1.00 2 2 0 0 0 0 0
TGGCTATCGGTTCAGTGCTGT..................................................................................................................................................................... 21 1 2 1.00 2 2 0 0 0 0 0
............................................................GGAAATTCTTCTACTGCGCG.......................................................................................................... 20 0 2 1.00 2 2 0 0 0 0 0
.....................................GTCCTCGCTTTCCTCCTCGA................................................................................................................................. 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
.....................CCTTACAATTGGCATGGTCCTC............................................................................................................................................... 22 0 2 1.00 2 0 2 0 0 0 0
.........................................TCGCTTTCCTCCTCGAGGAG............................................................................................................................. 20 0 2 1.00 2 0 1 1 0 0 0
.............................TTGGCATGGTCCTCGCTTTC......................................................................................................................................... 20 0 2 0.50 1 0 1 0 0 0 0
.GGCTATCGGTTCAGTGCTGG..................................................................................................................................................................... 20 0 2 0.50 1 1 0 0 0 0 0
....................................................................................................AATATTCCCTGGGCTCTGC................................................................... 19 0 2 0.50 1 0 1 0 0 0 0
....TATCGGTTCAGTGCTGGCCTT................................................................................................................................................................. 21 0 2 0.50 1 1 0 0 0 0 0
........................................CTCGCTTTCCTCCTCGAGGA.............................................................................................................................. 20 0 2 0.50 1 0 1 0 0 0 0
..........................................................GAGGAAATTCTTCTACTGCGC........................................................................................................... 21 0 2 0.50 1 0 0 0 1 0 0
.......................................................................................................................TGTCCGATGCCCTCACGCAGTC............................................. 22 1 2 0.50 1 0 0 0 1 0 0
........................................CTCGCTTTCCTCCTCGAGGAG............................................................................................................................. 21 0 2 0.50 1 1 0 0 0 0 0
..............GTGCTGGCCTTACAATTGG......................................................................................................................................................... 19 0 2 0.50 1 0 1 0 0 0 0
.....................CCTTACAATTGGCATGGTCC................................................................................................................................................. 20 0 2 0.50 1 1 0 0 0 0 0
...............................................................AATTCTTCTACTGCGCGATT....................................................................................................... 20 2 2 0.50 1 1 0 0 0 0 0
.........................ACAATTGGCATGGTCCTCGCTT........................................................................................................................................... 22 0 2 0.50 1 0 1 0 0 0 0
....................GCCTTACAATTGGCATGGTC.................................................................................................................................................. 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
..........TTCAGTGCTGGCCTTACAATTG.......................................................................................................................................................... 22 0 2 0.50 1 1 0 0 0 0 0
...............................................................AATTCTTCTACTGCGCGAGT....................................................................................................... 20 1 2 0.50 1 1 0 0 0 0 0
................................................................ATTCTTCTACTGCGCGAGT....................................................................................................... 19 1 2 0.50 1 1 0 0 0 0 0
..............................TGGCATGGTCCTCGCTTTCC........................................................................................................................................ 20 0 2 0.50 1 0 1 0 0 0 0
..............................TGGCATGGTCCTCGCTTTCCTC...................................................................................................................................... 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
.................................CATGGTCCTCGCTTTCCTCCTT................................................................................................................................... 22 1 2 0.50 1 0 1 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
..GCTATCGGTTCAGTGCTGG..................................................................................................................................................................... 19 0 2 0.50 1 1 0 0 0 0 0
......................CTTACAATTGGCATGGTCCTCG.............................................................................................................................................. 22 0 2 0.50 1 0 1 0 0 0 0
TGGCTATCGGTTCAGTGCTC...................................................................................................................................................................... 20 1 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 1 0
...............................................................AATTCTTCTACTGCGCGTTT....................................................................................................... 20 3 7 0.14 1 1 0 0 0 0 0

Anti-sense strand reads

ACCGATAGCCAAGTCACGACCGGAATGTTAACCGTACCAGGAGCGAAAGGAGGAGCTCCTCCTTTAAGAAGATGACGCGCTCCCGTATCTCGTCTAAGAGTTATAAGGGACCCGAGACGACAGGCTACGGGAGTGCGTCATGTTTTAAAAGAGAATCTCCTCCTTTCTATCCTGGTGCGTTTAACG
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...................................................TGAGCTCCTCCTTTAAGAA.................................................................................................................... 19 1 2 0.50 1 1 0 0 0

........................................................................................................................CAGGCTACGGGAGTGCGT................................................ 18 0 7 0.14 1 0 0 1 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_18:542927-543112 - dpe_2502 TGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCGAGGAGGAAATTCTTCTACTGCGCGAGGGCATAGAGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAA-AATTTTCTCTTAGAGGAGGAAAGATAGG---ACCACGCAAATTGC
dp5 XL_group1e:1655471-1655657 + dps-mir-

2545a-2
TGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCAAGGAGGAAATTCTTCTACTGCGCGAGGGCATAGGGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAAGAATTTCCTCCTCGAGGAGGAAAGCTAGG---ACCACTCGAATTGC

droWil2 scf2_1100000004577:1906817-
1906828 +

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CATGCTCAATGC

droVir3 scaffold_12963:11913924-
11913940 -

AGG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGCAGGCCCAGTTC

droAna3 scaffold_12916:7565097-
7565132 -

TTG----------------------------------------------------------------------------------------------------------------------------------------------------------AAGGACGAGGGATCAGCCTCCCACGCCCAGTGC

droBip1 scf7180000396554:181595-
181607 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCATGCCCAGTGC

droKik1 scf7180000302389:329979-
329989 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGCCCAGTGC

droFic1 scf7180000454087:296608-
296619 +

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CATGCCCAGTGC

droEle1 scf7180000491028:771622-
771624 +

TG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C

droRho1 scf7180000780250:3802-3813 - ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CATGCCCAGTGC
droBia1 scf7180000302261:1313306-

1313330 +
GG------------------------------------------------------------------------------------------------------------------------------------------------------------------AAACCTCGA---CCCAGGTTCAGAGC

droTak1 scf7180000415438:111327-
111329 -

TG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C

droEug1 scf7180000409231:169107-
169119 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCATGCCCAATGC

dm3 chr2L:15263935-15263937 - TG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C
droSim2 2l:14902569-14902571 - TG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C
droSec2 scaffold_3:1525636-1525638 - TG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C
droYak3 2L:20067037-20067039 + TG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C
droEre2 scaffold_4929:7008787-7008799

-
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCATGTCCAGTGC
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CCTCAACCTCTGCCTCCGTGTCAAGGAAGTCGGAGATGACAGACTACCAAGTGGAGACAGGAAGTTGTGCTGGGGGCGGCTGGCACATACGAGGCGGAGCAGCCCATTGGTGAGTTTGTCCCCCTGTCCCAGAGTCCCCCTCTCTGAACAGCGTTCCATCCTCCACAGCTTTCCACCCAGCAGGGTCCTTCTATGCTTTGCCTACAGACAAATGCCAA

**************************************************((((((...(((((((((...(((((...((((.(((.....((((((...(((....)))...))))))....))).))))...))))).......))))).))))...))))))..**************************************************
Read
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V057

head

V050

head
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body
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M021

embryo
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embryo

................................................................................................................................................TGAACAGCGTTCCATCCTCC...................................................... 20 0 1 28.00 28 15 3 6 4 0 0

................................................................................................................................................TGAACAGCGTTCCATCCTCCA..................................................... 21 0 1 22.00 22 11 4 2 5 0 0

................................................................................................................................................TGAACAGCGTTCCATCCTCCAC.................................................... 22 0 1 9.00 9 5 2 1 1 0 0

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

................................................................................................................................................TGAACAGCGTTCCATCCTCCT..................................................... 21 1 1 3.00 3 2 1 0 0 0 0

................................................................................................................................................TGAACAGCGTTCCATCCTCCACAG.................................................. 24 0 1 3.00 3 1 0 0 0 1 1

................................................................................................................................................TGAACAGCGTTCCATCCTCCACT................................................... 23 1 1 1.00 1 1 0 0 0 0 0

................................................................................................................................................TGAACAGCGTTCCATCCTC....................................................... 19 0 1 1.00 1 1 0 0 0 0 0

................................................................................................................................................TGAACAGCGTTCCATCCTCCG..................................................... 21 1 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

GGAGTTGGAGACGGAGGCACAGTTCCTTCAGCCTCTACTGTCTGATGGTTCACCTCTGTCCTTCAACACGACCCCCGCCGACCGTGTATGCTCCGCCTCGTCGGGTAACCACTCAAACAGGGGGACAGGGTCTCAGGGGGAGAGACTTGTCGCAAGGTAGGAGGTGTCGAAAGGTGGGTCGTCCCAGGAAGATACGAAACGGATGTCTGTTTACGGTT

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

Species Coordinate ID Alignment
droPer2 scaffold_157:39403-39620 - dpe_829 CCTCAAC--CTCTGCCT----------------------------------CCGTGT---------CAAGGAAGTCGGAGATGACAGACTACCAAG---TGGAGACAGGAAGTTGTGCTGGGGGCGGCTGGCACATACGAGGCGGAGCAGCCCATTGGTGAGTTTGT-------------CCCC-----------------CTGTCCCAGAGTCC-------------------------------------------------------------------------CCCTCTCTG---------------------------AACAG--C-GTTCCA---TCCTCCACAGCTTTCCACCCAGCAGGGTCCTTCTATGCTTTGCC-TACAGACAAATGCCAA
dp5 XL_group1a:619469-619682 - dps_2422 CCTCAAC--CTCTGCCT----------------------------------CCGTGT---------CAAGGAAGTCGGAGATGACAGACTACCAAG---TGGAGACAGGAAGTTGTGCTGGG-GCGGCTGGCACATACGAGGCGGAGCAGCCCATTGGTGAGTTTGT-------------C-CC-----------------CTGTCCCAGAGTCT--------------------------------------------------------------------------CCTCTCTG---------------------------AACAG--C-GTTCCA---TCCTCCACAGCTTTCCAC-CAGCAG-GTCCTTCTATGCTTTGCACTACAGACAAATGCCAA
droWil2 scf2_1100000004909:10021222-

10021477 +
CCAG--C--AGCGACAT---CAATGGCAACTCCAG-------CATCGGGAAGCAGCA---------TTGAAAAGACTGAGATGGCAGACTATCAAG---TGGAAACGGGTAGTTGTACCGGC-GTGGCCGGAACATATGAGGCTGAGCAACCTGTGGGTAAGTCCAAATCCA----------------TATT--AATGACT--ATTTTCCA-------TGTCATTTTG--------------------------------------AGTG------------A--------TCTGTG-----------AT--------------CT--CCTGT---TTT---CACATCATAGCTCTTCAT-CAGCAG-CTTTTGCTGTGCTTTGCATTGCAGACCAATGCAAA

droVir3 scaffold_12932:1231700-
1231843 -

CCTCGGT--AGGAGTGGCTCTGGCCG---TGGGCGTGGGCGTGACG-GGCAAACAGT---------CGGAAAAGACCGAGATGACGGACTACCAGG---TGGAAACGGGCAGCTGTGCGGGC-GTACCGGGCACCTACGAGGCCGAACAGCCCATAGGTAGGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6473:15049253-
15049383 -

CCACGTC--GGTGGCCT------------CTGCAGTGGGCGTGGCG-GGCAAACAGA---------CGGACAAGAATGAGATGACGGACTACCAGG---TGGAAACGGGCAGCTGTGCAGGC-GTGGCGGGCACCTACGAAGCCGAACAGCCCATAGGT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14853:4516559-
4516793 +

CCACAGC--ATCCACCT----------------------------------CAGTGGGCAGGCAACCAGAAAAGACTGAGATGACGGACTACCAGG---TGGAGACGGGCAGCTGTACGGGT-GTGCCAGGCACCTACGAGGCCGAGCAGCCAATAGGTGATACACA------------------------TTGAGAATCC--AG------------------------TCAA-AAATG----------------------------------------TTAGTTACGAAAATATAT---------------------------ATTGT--CA---ACT---TTCGTTGCAGCTTTGCAT-CAGCAG-CTGTTGCTGTGCTTTGCCCTGCAAACAAATGCCAA

droAna3 scaffold_12929:1760225-
1760437 +

CGTCCAC--ATCG----------------------------------GGTTCCATAA---------CGGGCAAGTCCGAGATGACGGACTATCAGG---TGGAGACTGGCAGCTGTGCCGGA-GCGGCAGGGACCTACGAGGCAGAGCAGCCCATTGGTAAGAGTC--------------------------------------------------------------------------------------------------------------------------------CTGAGAGGTCCTTGGAGCTTAAATACTAAAAC--T--T----ATC---CTTTTTTCAGCTCTCCAT-CAGCAG-ATACTCTTGTGCTTTGCCCTGCAAACCAATGCCAA

droBip1 scf7180000396543:223617-
223830 +

CGTCCAC--ATCG----------------------------------GGTTCCATAA---------CGGGCAAGTCCGAAATGACGGACTACCAGG---TGGAGACTGGCAGCTGTGCCGGT-GCGGCCGGCACCTACGAGGCAGAGCAGCCCATTGGTGAGAGTCC--------------------------------------------------------------------------------------------------------------------------------TTAGAGGTCCTTGGAGTTCAAATCTTATAGT--T--TT---TTC---CATTTTTTAGCTCTTCAT-CAGCAG-ATCCTCCTGTGCTTTGCCTTGCAAACAAATGCCAA

droKik1 scf7180000302610:279025-
279246 -

ACAC-----CTCTGCCA----------------------------------CAAT---------------GAAAACCGAACTCACAGATTACCAAG---TGGAGACGGGCAGTTGTGCTGGG-GTGACGGGAACCTATGAGGCAGAGCAGCCAATTGGTGGGTGGTGATT--------------ACCATGACTAACCTCAC--TT------------------------CTCCTTGATC----------------------------------------CTCG--------TCTTTG-----------AA--------------AC--CCTTT---TTT---TTTGTACTAGCTCTGCAT-CAACAA-ATACTTTTGTGCTTTGCCTTGCAAACGAATGCAAA

droFic1 scf7180000453927:488193-
488455 -

CCTCCGC--TTCGACG-------------------------------GGTTCGTTGG---------CGGGCAAGTCTGAAATGACCGATTACCAAG---TGGAAACGGGGAGCTGTGCCGGA-GCCACCGGAACCTATGAGGCTGAGCAGCCCATCGGTGAGTGATGCTT--------------CCA-GACTTGA------------------------------------------TACCCTATTAAGAAGTTCTTGCTTTAGCAAGTGATGTGTTTATCACTCAACCTCCTCCTT---------------------------ACAAA--CT---CGA---TATTTTCCAGCCCTGCAC-CAACAA-ATACTCTTGTGCTTCGCCTTGCAAACGAATGCCAA

droEle1 scf7180000491011:1038797-
1039007 -

CCTCGAC--ATCG----------------------------------GG---ACTGG---------CGGGCAAATCGGAAATGACCGATTACCAGG---TGGAAACTGGAAGCTGTGCCGGA-GCCACCGGAACTTATGAGGCAGAGCAACCTGTTGGTAAGTTAGG-------------------------------------TTTCAGAGTTTACC---------------------AC--------------------------------------------------ATGCTA---------------------------AGAAG--T-GATTAACGCCCCTTTTCAGCTTTGCAC-CAACAA-ATACTGTTGTGCTTTGCCTTGCAAACGAATGCCAA

droRho1 scf7180000779506:830440-
830697 -

CCTCCAC--ATCGATG-------------------------------GGGTCGATGG---------CGGGCAAATCGGAATTGAACGATTACCAAG---TCGAAACTGGGAGCTGTGGTGGA-GCCACTGGAACTTATGAGGCGGAGCAACCCATCGGTGAGTCTTAAGTGATTGTAAGCT-TA-----------------CTATTTCGGAGA-----TATAACGTATAGT--AGATTA----------------------------------------CGATTCATCCTGCTCCTT---------------------------ACACA--CTTAATCG---TCTTTTCCAGCCTTTCAC-CAACAA-ATTCTGTTGTGCTTTGCCTTGCAAACGAATGCCAA

droBia1 scf7180000301760:1008564-
1008772 -

CCGCGGC--GATG----------------------------------GGTTCGATGG---------CGGCCAAGTCGGAAATGACCGACTACCAGG---TGGAAACCGGCAGCTGTGCCGGA-GCCACGGGCACCTACGAGGCAGAGCAGCCCATAGGTGAGTGCAG-------------T-TCAC----------AGCCC--AT------------------------TTG---------------------------------------------------------CAGTCCTA---------------------------ACCAG--C----CCA---TCTCCTCCAGCCCTGCAC-CAGCAA-ATACTCCTGTGCTTCGCCCTGCAAACCAATGCCAA

droTak1 scf7180000415151:98975-99111
+

A-------CCTCCACTT----------------------------------CGATGG---------CGGGCAAATCGGAAATGACCGATTACCAAGCTGTGGAAACGGGAAGCTGTGCCGGC-GCCACTGGAACCTATGAGGCAGAGCAGCCTATTGGTGAGTAGGA-------------T-CTAC----------AT---TTATTTCAGAGTTC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409277:377004-
377212 -

CATCGAT-----G----------------------------------AGTTCGATGG---------CGGGTAAATCGGAAATGACCGATTACCAAG---TGGAAACTGGAAGTTGTGCCGGG-GCCACCGGAACGTATGAGGCAGAGCAGCCGATTGGTGAGTGTTCAATT-----------------------------------------------------------------TTC----------------------------------------CCAGTCATCCTGCAGCTT---------------------------CCCTA--CT---TTT---ACTTTTCCAGCTTTGCAC-CAACAA-ATACTCTTATGCTTTGCCTTGCAAACCAATGCAAA

dm3 chrX:41718-41949 - CAAC---ACTTCCACGT----------------------------------CAGTTG---------GGGAAAAGTCAGAAATGGGAGATTACCAAA---TGGAAACTGGGAGTTGTGCTGGA-GGCACTGGAACTTATGAGGCGAAGCAATCTGTTGGTGAGCATCAAGCCA----------------TACC--ATGGTTC--AT------------------------TTACCTAATA----------------------------------------CCAGTCGGCCTGTCCCTA---------------------------ATCGA--CT---TTA---CCCTTCGCAGCTTTGCAC-CAACAA-ATACTATTGTGCTTCGCATTGCAAACCAATGCCAA
droSim2 x:31616-31849 - CAAC---ACTTCCACGT----------------------------------CAGTTG---------GGGAAAAGTCAGAAATGGGCGATTACCAAG---TGGAAAGTGGGAGTTGTGCTGGA-GGCACTGGAACTTATGAGGCGAAGCAATCTGTTGGTGAGCATTAAACCA----------------TACCTGAGCATTC--AT------------------------TTACCTAATA----------------------------------------CCAGTCACTCTGTCCCTA---------------------------ATCGG--CT---TTA---CCCTTCGCAGCTTTCCAT-CAACAA-ATACTATTGTGCTTCGCATTGCAAACAAATGCCAA
droSec2 scaffold_108:31566-31799 - CAAC---ACTTCCACAT----------------------------------CAGTTG---------GGGAAAAGTCAGAAATGGGCGATTACCAAG---TGGAAAGTGGGAGTTGTGCTGGA-GGCACTGGAACTTATGAGGCGAAGCAATCTGTTGGTGAGCATTAAACCA----------------TACCTGAGCATTC--AT------------------------TTACCTAATA----------------------------------------CCAGTCACTCTGTCCCTA---------------------------ATCGG--CT---TTA---CCCTTCGCAGCTTTCCAT-CAACAA-ATACTATTGTGCTTCGCATTGCAAACAAATGCCAA

droYak3 X:31600-31834 - CCCCAACACTTCCACGT----------------------------------CAGTTG---------GTGAAAAGTCAGAAATGGCCGATTATCAAG---TGGAAACTGGGAGCTGTGCTGGA-GGCACTGGAACTTATGAGGCGAAGCAATCTGTCGGTGAGCATTAAACCA----------------TAAG--ATTGTTC--AT------------------------ATATTTAATA----------------------------------------CTATTCACCCTCCTCCTA---------------------------ATCCT--CT---TCA---CCCTTCACAGCTTTGCAC-CAACAA-ATACTATTATGCTTCGCCTTGCAAACCAATGCCAA
droEre2 scaffold_4644:26052-26286 - CCCCAACACTTCCACGC----------------------------------CAGTTG---------GGGGGCAGTTAGAAATGTCCGATTATCAAG---TAGAAACTGAGAGCTGTGCTGGA-GGAGCTGGAACATATGAGGCGAAGCGATCTCTTGGTGAGCATTAAACCA----------------TATC--ATTGCCC--AT------------------------GTACCTAATG----------------------------------------GCATTCATCCTACTCCTA---------------------------ATCCT--CA---TCA---CTCTTCGCAGCTTTGCAC-CAACAA-ATACTATTGTGCTTCGCCTTGCAAACCAATGCCAA
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Legend: mature star mismatch in alignment mismatch in read
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No Repeatable elements found

mature

1. dpe_94  scaffold_7:2801633-2801654 +
2. dpe_1725  scaffold_48:457818-457839 -

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAGGAACTGACCAAACTGAACTTCCTGGAGAGTCATAGCTCTGAATTTAAGTAAGCAAGAGATCGATCCATTCAGAGAGCTCCTTAACATCATCCTAATGTCGTTTCTCTCCTGTTAATTACAGTGTAACCCGCAACTACCTCGACTGGCTCACCTCGCTACCCTGGGGCGTCA
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body
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head
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body
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head
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..................................................GTAAGCAAGAGATCGATCCATT...................................................................................................... 22 0 2 34.00 68 25 11 13 14 2 3

..................................................GTAAGCAAGAGATCGATCCAT....................................................................................................... 21 0 2 13.50 27 7 8 7 4 0 1

..................................................GTAAGCAAGAGATCGATCCA........................................................................................................ 20 0 2 3.50 7 5 1 1 0 0 0

..................................................GTAAGCAAGAGATCGATC.......................................................................................................... 18 0 2 2.50 5 0 0 0 0 5 0

...................................................TAAGCAAGAGATCGATCCATT...................................................................................................... 21 0 2 2.50 5 0 4 1 0 0 0

..................................................GTAAGCAAGAGATCGATCC......................................................................................................... 19 0 2 1.50 3 2 0 1 0 0 0

..................................................GTAAGCAAGAGATCGATCCATTT..................................................................................................... 23 1 2 1.50 3 0 1 0 0 2 0

..................................................GTAAGCAAGAGATCGATCCATTCAGA.................................................................................................. 26 0 1 1.00 1 0 0 0 0 1 0

...............................GTCATAGCTCTGAATTTAATG.......................................................................................................................... 21 2 1 1.00 1 0 0 0 0 1 0

.............AACTGAACTTCCTGGAGAGT............................................................................................................................................. 20 0 2 1.00 2 0 0 0 0 2 0

.....................................................AGCAAGAGATCGATCCATT...................................................................................................... 19 0 2 1.00 2 0 0 0 2 0 0

..................................................GTAAGCAAGAGATCGATTT......................................................................................................... 19 2 5 1.00 5 3 2 0 0 0 0

............AAACTGAACTTCCTGGAGA............................................................................................................................................... 19 0 2 0.50 1 0 0 0 0 1 0

...................................................TAAGCAAGAGATCGATCCAT....................................................................................................... 20 0 2 0.50 1 0 1 0 0 0 0

......CTGACCAAACTGAACTTCCTGGAGAGTC............................................................................................................................................ 28 0 2 0.50 1 0 0 0 0 1 0

..................................................GTAAGCAAGAGATCGATCCT........................................................................................................ 20 1 2 0.50 1 0 0 0 1 0 0

...............CTGAACTTCCTGGAGAGTCA........................................................................................................................................... 20 0 2 0.50 1 0 0 0 0 1 0

..................................................GTAAGCAAGAGATCGATT.......................................................................................................... 18 1 2 0.50 1 0 1 0 0 0 0

.............................................................................................................................................TCGACTGGCTCACCTCGCTACCC.......... 23 0 3 0.33 1 0 0 1 0 0 0

..................................................GTAAGCAAGAGATCGATTTT........................................................................................................ 20 3 14 0.07 1 1 0 0 0 0 0

Anti-sense strand reads

CTCCTTGACTGGTTTGACTTGAAGGACCTCTCAGTATCGAGACTTAAATTCATTCGTTCTCTAGCTAGGTAAGTCTCTCGAGGAATTGTAGTAGGATTACAGCAAAGAGAGGACAATTAATGTCACATTGGGCGTTGATGGAGCTGACCGAGTGGAGCGATGGGACCCCGCAGT

**************************************************((((((((((((.(((..((((..((((...........)).))..)))))))..)))))..)))...))))..**************************************************
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Species Coordinate ID Alignment
droPer2 scaffold_48:457716-457889

-
dpe_1725 GAGGAACTGACCAAACTGAACTTCCTGGAGAGTCATAGCTCTGAATTTAAGTAAGCAA----GAGATCGATCC----------------------------------AT-TCAGAG--AGC-TCCTTAACATCATCCTAATGTCG-----TTTC-------TC---------TCCTGTTAATTACAGTGTAACCCGCAACTACCTCGACTGGCTCACCTCGCTACCCTGGGGCGTCA

dp5 XR_group8:7679266-7679439
-

dps_3362 GAGGAACTGGCCAAACTGAACTTCCTGGAGAGTCATAGCTCTGAATTTAAGTAAGCAA----GAGATCGATCC----------------------------------AT-TCAGAG--AGC-TCCTTAACATCATCCTAATTTCG-----TTTC-------TC---------TCCTGTTGATTACAGTGTAACCCGCAACTACCTCGACTGGCTCACCTCGCTACCCTGGGGCGTCA

droWil2 scf2_1100000004540:869876-
870033 +

GAAGAGCTGACCAAACTCAATTTCCTTGAGAGCCACAGCTCAGAGTTTAAGTAAGTGTCTGCAAGCTCGATTC----CTCC--------TGC--CG-------------ACT----CCCGT------------------------------CTAAT------------------CTCTATTTTGCAGTGTCACACGCAACTACCTCGACTGGCTGACCTCTTTGCCATGGGGCGTAA

droVir3 scaffold_13049:13184480-
13184636 -

GAAGAGCTGACCAAGTTAAATTTCTTGGAAAGTCACAGCTCGGAATTTAAGTGAGTCGC----CAG-------CTTTAAAA--------TGT-TAA--------TACAT---------A-T------------------------------TTCATTAAT--T---------TGTC-TCTATTGTAGTGTTACACGAAACTATTTAGACTGGCTCACCTCATTGCCTTGGGGCGTCA

droMoj3 scaffold_6680:14177853-
14178018 +

GAAGAGCTCACCAAGTTGAACTTCTTGGAGAGTCACAGCTCAGAGTTTAAGTGAGTCCCTCTCT-C--------------TCTCTCTCTCTCTCTG-------------AAG--C-TCTGT------------------------------GTAA-TAATATA---------TCCTATTCTTTGTAGTGTTACTCGCAACTATCTGGACTGGCTTACCTCTTTGCCTTGGGGCGTCA

droGri2 scaffold_15110:18623605-
18623765 -

GAGGAACTGACCAAGCTGAACTTCTTAGAAAGTCACAGTTCCGAATTCAAGTGAGTCGT----CAGTCGAT---------TA---------TTATT------CAT------T----TGTCCAAC---------------------------CTCAACAA--TT---------TGGTTTTATTTCTAGCGTTACACGAAATTATTTAGACTGGCTCACCTCATTGCCTTGGGGCGTTA

droAna3 scaffold_13337:17286842-
17287000 +

GAAGAGCTGACCAAGCTGAACTTCCTGGAGAGCCATAGTTCGGAGTTTAAGTAAGTATATCT-------------TGGAAA--------ACC-TTA--------TAAAG----GC-----T------------------------------TCTATTGAT-----CGTATTA---T-CTAATTTTAGTGTCACCCGCAACTACCTCGACTGGCTGACCTCGCTGCCATGGGGCGTCA

droBip1 scf7180000396741:583178-
583336 +

GAAGAGCTGAATAAGCTAAGCTTCCTTGAAAGTCATAGTTCGGAATTTAAGTATGGATA-------------CTTTTAGAG--------CCT-CTT--------TAAAT----GA-----T------------------------------TCTATTAAT-----CAAA---TAAT-TCCATTTTAGTGTAACTCGAAACTACCTGGACTGGCTTACCTCGCTGCCATGGGGCGTCC

droKik1 scf7180000302694:137355-
137515 -

GAGGAGCTGGCCAAGCTAAACTTCCTGGAGAGTCACAGCTCTGAGTTCAAGTGAGTATTA-AGA-A--------------CG---------TTCTG-------------AAAAGACTTAGT-TCATAAA-----------------------AAAC-----TA---------TCCTTTAATACGTAGTGTAACCCGCAACTACCTCGACTGGCTCACATCCCTGCCCTGGGGAGTGA

droFic1 scf7180000453831:157478-
157637 -

GAAGAGCTGACCAAACTGAACTTCCTGGAGAGCCACAGCTCTGAGTTTAAGTAAGAACCTCTAA-T--------------TA---------ATTAG-------------GTT----TTA-C------------------------TATCTTATAACTTATA-----------TCCCTTTGTGTCTAGCGTTACCCGCAATTACCTCGACTGGCTTACCTCTCTGCCCTGGGGCGTTA

droEle1 scf7180000491249:6906338-
6906493 -

GAAGAGCTGACCAAACTGAACTTCCTGGAAAGCCACAGCTCAGAGTTTAAGTAAGGCTTGCTAT-A--------------TC---------ACATA-------------TAG----TTCAT------------------------------ATAACTAATATA---------TACG-TCGATTCCAGTGTAACCCGCAACTACCTCGACTGGCTAACATCCCTTCCGTGGGGCGTTA

droRho1 scf7180000779964:53059-
53215 -

GAAGAGCTGACCAAACTGAACTTCCTGGAAAGCCACAGCTCTGAGTTTAAGTAAGGGCTTCTAT-A--------------GT---------ACATG-------------AAT----TTCGT------------------------------ACAACTAATATC---------TCCTATAATTCGTAGTGTAACCCGCAACTACCTCGACTGGCTCACTTCCCTTCCATGGGGCGTTA

droBia1 scf7180000302377:2005575-
2005731 +

GAGGAGCTGACCAAACTGAACTTCCTTGAAAGCCACAGCTCTGAGTTTAAGTAAGCTCTTCTTT-T--------------CC---------GCGTG-------------AAT----TTCGC------------------------------ATCACTAGCATC---------CCCTTTAATTTCCAGTGTAACCCGCAATTACCTCGACTGGCTCACTTCTTTGCCTTGGGGAGTTA

droTak1 scf7180000415276:125207-
125370 -

GAGGAGCTGACCAAACTGAACTTTCTGGAGAGCCACAGCTCCGAGTTTAAGTAAAATCCGCTAT-A--------------CC---------GCATATCACATCAT------A----TCAGC------------------------------TACCTTAATATG---------TCCTCTAATTTGCAGTGTTACCCGCAATTACCTTGACTGGCTCACCTCATTGCCTTGGGGCGTCA

droEug1 scf7180000409472:151090-
151246 -

GAAGAGTTAACCAAACTGAACTTCCTCGAAAGTCATAGCTCTGAGTTTAAGTAATAATTGATAT-T--------------AC---------ACATG-------------TTA----TATAG------------------------------AAAACTAATATC---------TCCATACATTTTCAGCGTAACCCGTAATTACCTTGACTGGCTCACCTCTCTGCCTTGGGGCGTTA

dm3 chr3L:19603239-19603401 - GAAGAACTCACCAAGCTGAACTTCCTGGAGAGTCATAGTTCCGAGTTTAAGTGAGTTCTACAAA-A--------------TA---------TTTTG-----G-------AAT----TTAGC------------------------------TTAACTAATATGCTCATACTA---C-TTTTTTTTAGTGTAACTCGCAATTACCTCGACTGGCTTACTTCCCTACCTTGGGGCGTTA
droSim2 3l:19253812-19253973 - dsi_862 GAAGAGCTCACCAAGCTGAACTTCTTGGAGAGTCACAGTTCCGAGTTTAAGTGAGTTCTACTGA-A--------------TA---------CTTTG-------------AAT----TTAGC------------------------------TAAACTTATATGCTCCTACTA---C-TTTTTTTTAGTGTAACTCGCAATTACCTCGACTGGCTTACTTCCCTACCTTGGGGCGTCA
droSec2 scaffold_29:306813-306974

-
GAAGAGCTCACCAAGCTGAACTTCTTGGAGAGTCACAGTTCCGAGTTTAAGTGAGTTCTACTAA-A--------------TT---------ATTTG-------------AAT----TTAGC------------------------------TTAACTTATATGCTCCTACTA---C-TTTTTTTTAGTGTAACTCGCAATTACCTCGACTGGCTTACTTCGCTACCTTGGGGCGTCA

droYak3 3L:20940592-20940748 + GAAGAGCTCACCAAGCTGAACTTCCTAGAAAGTCACAGCTCCGAGTTTAAGTGAGTACTTTTTA-A--------------TA---------TTTTG-------------AAT----TTAGC------------------------------TTTCCTTATATG---------TTTCTTTATTTTTAGTGTAACAAGAAATTACCTCGACTGGCTTACTTCCCTACCTTGGGGCGTTA
droEre2 scaffold_4784:19401752-

19401907 -
GAAGAGCTTACCAAGCTGAACTTCCTGGAGAGTCACAGCTCCGAGTTTAAGTGAGTACTTCTAA-A--------------TA---------CTTTG-------------AAA----ATAGC------------------------------TTAATTAAT-TG---------TTCCTTTATTTTTAGTGTAACACGTAATTACCTCGACTGGCTTACTTCCCTACCTTGGGGCGTTA
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mature

1. dpe_324  scaffold_10:2581754-2581775 +
2. dpe_331  scaffold_10:2583602-2583623 +
3. dpe_330  scaffold_10:2584614-2584635 +
4. dpe_2513  scaffold_8585:1007-1028 +
5. dpe_327  scaffold_7193:795-816 +
6. dpe_2512  scaffold_9415:170-191 +
7. dpe_2511  scaffold_9415:890-911 +
8. dpe_332  scaffold_7821:713-734 +

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCAAGATATGAGTACTCCACAAATAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGTCCAGATTTTTTAAACGTTACTTTCCTTAACTCGTATCACAATTCTAGCCTGGCAATTTTGCTTGAAAAATACCTCCTTTTAGAACATTTTGAGATAAGCGCACAATTTTCAAGTGA

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

M042

female
body

V050

head

V042

embryo

V057

head

.......................................................................................................TATCACAATTCTAGCCTGGCAA............................................................. 22 0 8 18.63 149 88 48 11 2 0

.......................................................................................................TATCACAATTCTAGCCTGGCA.............................................................. 21 0 8 14.38 115 62 38 13 1 1

.......................................................................................................TATCACAATTCTAGCCTGG................................................................ 19 0 8 6.00 48 29 14 5 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCAT............................................................. 22 1 8 2.63 21 19 1 1 0 0

........................................................................................................ATCACAATTCTAGCCTGGCA.............................................................. 20 0 8 1.00 8 0 8 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGC............................................................... 20 0 8 1.00 8 3 3 2 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCAAA............................................................ 23 1 8 1.00 8 6 2 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCT.............................................................. 21 1 8 0.88 7 5 1 0 0 1

.......................................................................................................TATCACAATTCTAGCCTGGT............................................................... 20 1 8 0.88 7 6 1 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGT................................................................ 19 1 8 0.38 3 2 1 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCAAT............................................................ 23 0 8 0.38 3 2 1 0 0 0

........................................................................................................ATCACAATTCTAGCCTGGCAA............................................................. 21 0 8 0.38 3 0 3 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCATC............................................................ 23 2 8 0.25 2 2 0 0 0 0

.......................................................................................................TATCACAATTCTAGCCTG................................................................. 18 0 8 0.25 2 2 0 0 0 0

........................................................................................................ATCACAATTCTAGCCTGG................................................................ 18 0 8 0.25 2 0 2 0 0 0

.........................................................................................................TCACAATTCTAGCCTGGCAA............................................................. 20 0 8 0.13 1 0 1 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCAAAA........................................................... 24 2 8 0.13 1 0 1 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCAC............................................................. 22 1 8 0.13 1 1 0 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCTT............................................................. 22 2 8 0.13 1 1 0 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCC.............................................................. 21 1 8 0.13 1 0 1 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCAAGA........................................................... 24 2 8 0.13 1 1 0 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCAG............................................................. 22 1 8 0.13 1 1 0 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGTT.............................................................. 21 2 8 0.13 1 0 1 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCATCA........................................................... 24 3 8 0.13 1 1 0 0 0 0

...........................................................................................................ACAATTCTAGCCTGGCAA............................................................. 18 0 8 0.13 1 0 0 0 1 0

.......................................................................................................TATCACAATTCTAGCCTGCA............................................................... 20 2 9 0.11 1 0 1 0 0 0

.......................................................................................................TATCACAATTCTAGCCTGGCCT............................................................. 22 2 10 0.10 1 1 0 0 0 0

Anti-sense strand reads

CGTTCTATACTCATGAGGTGTTTATTACTAATTTACTTTTAATTCGTTTGTGAAGTTCAAATAATGGTCAGGTCTAAAAAATTTGCAATGAAAGGAATTGAGCATAGTGTTAAGATCGGACCGTTAAAACGAACTTTTTATGGAGGAAAATCTTGTAAAACTCTATTCGCGTGTTAAAAGTTCACT

***********************************.................(((((((..(((.((((...(((........(((...............)))........)))...)))).)))...)))))))...............***********************************
Read
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#
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V057

head
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Species Coordinate ID Alignment

droPer2 scaffold_10:2584511-
2584696 +

dpe_330 GCAAGATATGAGTACTCCACAAATAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGTCCAGATTTTTTAAACGTTACTTTCCTTAACTCGTATCACAATTCTAGCCTGGCAATTTTGCTTGAAAAATACCTCCTTTTAGAACATTTTGAGATAAGCGCACAATTTTCAAGTGA

dp5 4_group4:3553695-
3553880 +

dps_83 GCAAGATATGAGTACTCCACAAGTAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGTCCAGATTTGTTAAACGTTACTTTCCTTAACTCGTATCACAGCTCTAGCCTGGCAATTATGCTTGAAAAATACATCTTTTTAGAAAATTTCGATATAAGCGCACAAGTTTCAAGTGA

Generated: 09/08/2015 at 08:19 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
0
0
0
0
1
0
1
1
0
1
1
1
0
1
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2584511-2584696
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_324.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2581754-2581775
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_331.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2583602-2583623
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_330.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2584614-2584635
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2513.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_8585:1007-1028
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_327.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7193:795-816
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2512.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9415:170-191
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2511.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9415:890-911
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_332.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7821:713-734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2584511-2584696
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_330.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:3553695-3553880
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_83.html


ID:

dpe_147

Coordinate:

scaffold_11:485825-485887 -

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

CDS [Dper\dhd-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCAAGTCCCTGGCCCGCAAGTACTCCACAAAGGCGATGGTCATCAAGATCAATGTGGACAAGTTCTTAGATCTGGTGGATCAATACAAGATCAAGAACATGCCCACATTTATCTTCCTACGGGGCACGACGCGCCTTGCCCGCTTCAGCGGCGCCGATGAGCA

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

#
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Norm Total

M042

female
body

M021

embryo

V042

embryo

V057

head

..................................................AATGTGGACAAGTTCTTAGATCT.......................................................................................... 23 0 1 7.00 7 0 6 1 0

...................................................ATGTGGACAAGTTCTTAGATCT.......................................................................................... 22 0 1 4.00 4 1 3 0 0

................................................TCAATGTGGACAAGTTCTTAGA............................................................................................. 22 0 1 2.00 2 0 2 0 0

..........................................................................................TCAAGAACATGCCCACATTTAT................................................... 22 0 1 2.00 2 2 0 0 0

.........................................................................................ATCAAGAACATGCCCACATTTA.................................................... 22 0 1 1.00 1 1 0 0 0

.....................................................GTGGACAAGTTCTTAGATCTGG........................................................................................ 22 0 1 1.00 1 1 0 0 0

.........................................................................................ATCAAGAACATGCCCACATTT..................................................... 21 0 1 1.00 1 1 0 0 0

....................................................TGTGGACAAGTTCTTAGATCTG......................................................................................... 22 0 1 1.00 1 1 0 0 0

.........................................................................................ATCAAGAACATGCCCACATTTAA................................................... 23 1 1 1.00 1 0 0 1 0

..................................................AATGTGGACAAGTTCTTAGATCG.......................................................................................... 23 1 1 1.00 1 0 1 0 0

..........................................................................................TCAAGAACATGCCCACATTTAA................................................... 22 1 1 1.00 1 1 0 0 0

..................................................AATGTGGACAAGTTCTTAGATC........................................................................................... 22 0 1 1.00 1 1 0 0 0

...............................................................................TCAATACAAGATCAAGAAC................................................................. 19 0 1 1.00 1 1 0 0 0

....................................................TGTGGACAAGTTCTTAGATCTGG........................................................................................ 23 0 1 1.00 1 1 0 0 0

...........................................................................................CAAGAACATGCCCACATTTAT................................................... 21 0 1 1.00 1 1 0 0 0

..........................................................................................TCAAGAACATGCCCACATTTATAA................................................. 24 2 1 1.00 1 1 0 0 0

.......................................TCATCAAGATCAATGTGGACA....................................................................................................... 21 0 1 1.00 1 1 0 0 0

................................................TCAATGTGGACAAGTTCTTAGAT............................................................................................ 23 0 1 1.00 1 0 1 0 0

..................................................AATGTGGACAAGTTCTTAGATCC.......................................................................................... 23 1 1 1.00 1 0 1 0 0

.................................................................................................................TTCCTACGGGGCACGACGCGCCT........................... 23 0 2 0.50 1 1 0 0 0

Anti-sense strand reads

AGTTCAGGGACCGGGCGTTCATGAGGTGTTTCCGCTACCAGTAGTTCTAGTTACACCTGTTCAAGAATCTAGACCACCTAGTTATGTTCTAGTTCTTGTACGGGTGTAAATAGAAGGATGCCCCGTGCTGCGCGGAACGGGCGAAGTCGCCGCGGCTACTCGT

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

#
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M042

female
body

M021

embryo

V057

head

V042

embryo

AGTTCAGGGACCGGGCGTT................................................................................................................................................ 19 0 1 1.00 1 0 1 0 0
.....................................................................................GTTCTAGTTCTTGTACGGGTGT........................................................ 22 0 1 1.00 1 1 0 0 0
.....................................................................................GTTCTAGTTCTTGTACGGGTG......................................................... 21 0 1 1.00 1 1 0 0 0
GGTTCAGGGACCGGGCGTT................................................................................................................................................ 19 1 1 1.00 1 0 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_11:485775-485937 - dpe_147 TCAAGTCCCTGGCCCGCAAGTACTCCACAAAGGCGATGGTCATCAAGATCAATGTGGACAAGTTCTTAGATCTGGTGGATCAATACAAGATCAAGAACATGCCCACATTTATCTTCCTACGGGGCACGACGCGCCTTGCCCGCTTCAGCGGCGCCGATGAGCA
dp5 XL_group1a:3922811-3922973 - dps_91 TCAAGTCCCTGGCCCGCAAGTACTCCACAAAGGCGATGGTCATCAAGATCAATGTGGACAAGTTCTTAGATCTGGTGGATCAATACAAGATCAAGAACATGCCCACATTTATCTTCCTACGGGGCACGACGCGCCTTGCCCGCTTCAGCGGCGCCGATGAGCA
droWil2 scf2_1100000004909:8002048-

8002210 +
TTAAATCTCTGGCCCGTCAATATGCCGGCAAGGCGGTGTTCATTAAAATCAATGTGGATAAATTTGAAGAGCTCACGGAGAAATATAATGTCCGCAGCATGCCCACTTTTGTATTTCTCAAGGGTATGAGACGTGTCAGCAGTTTCTCCGGAGCCGATGATGA

droVir3 scaffold_12928:3292529-
3292691 +

TCAAATCCCTGGCACGCCAATACGCCAGCAAGGCGATCGTTATCAAAGTCAACGTCGACAAATTTGACGAGCTGGTGGAAAAGTACAAGGTGCGCAGCATGCCAACGTTTGTCTTCCTCAAGGGCAATCGCAGCTTGGGCAAAATCATTGGCGCCGACGAGCA

droMoj3 scaffold_6482:2461584-
2461746 +

TGAAAGCACTCGCGCGCCAGTACGCCAACAAGGTGGACGTAATTAAGATTAATGTGGACCGATTCGATGATTTGGTGGAAACCTACAAGGTGCGCAGCATGCCTACATTTGTGTTCATCAAGAACAATCGAAAAATTGGCCGAGTCATTGGAGCAGATGAGCA

droGri2 scaffold_14853:2402374-
2402536 +

TCAAATCGCTAGCTCGTCAATACGCCAGCAAAGCCATCGTACTCAAGATTAATGTGGACAAATATGACGAGCTCGTCGAAAAGTACAAGGTGCGCAATATGCCAACATTTGTGTTCCTCAAGGGCAACCGGAGCATGGGCAAAGTCATCGGCGCCGATGATCA

droAna3 scaffold_13117:3988392-
3988554 +

TCAAGTCCCTGGCACGGAAATACTCCACCAAGGCGGTGGTCATCAAGATCAATGTGGACAAGTTCGATGATCTGACGGAGAAGTATCGTGTCCGGAGCATGCCCACCTTTGTCTTCTTGAAGAACAATCGCAAAGTGGGCGGATTCTCCGGCGCCGATGAGGA

droBip1 scf7180000396383:390100-
390262 -

TCAAGTCGCTGGCGCGAAAGTACTCCACCAAGGCGGTGGTCCTCAAGGTCAATGTGGACAAGTTCGAGGAGCTGTCGGAGAAGTATCGCGTCCGGAGCATGCCCACGTTCGTCTTCCTCAAGAACAATCGCAAGGTGGGCGGCTTCTCGGGCGCCGACGAGGA

droKik1 scf7180000302610:67155-67317
+

TCAAGGCGCTGGCCAGGAAGTATGCCTCCAAGGCGGTGGTCCTCAAGGTCGATGTGGACAAGTATGACGAGTTGACGGAGCGCTACAAGGTGCGCAGCATGCCGACCTTTGTCTTCCTGAAGAACAACCGGCGAGTGGGATCCTTCAGCGGCGCCGATGAAGA

droFic1 scf7180000454045:321894-
322056 +

TCAAGTCACTGGCCAGGAAGTACTCGTCCAAGGCTGTCGTAATCAAGGTCAACGTGGACAAGTTCGAAGGGCTGTCGGAACGCTACAATGTCCGCAGCATGCCCACGTTCGTCTTCCTTAAGAGCAACCACCGCGTGGGCTCGTTTTCCGGTGCCGATGAGGA

droEle1 scf7180000491272:227420-
227582 -

TGAAATCGCTGGCCAGGAAGTACTCGACCAAGGCCGTGGTCCTCAAGATCGATGTGGACAAGTTTGAGGAGTTGACGGAGCGCTACAAGGTGCGCAGCATGCCCACCTTCGTTTTCATCAAGAACAATCGCCGTTTGGCATCTTTTTCTGGCGCCGATGACCA

droRho1 scf7180000779588:245009-
245171 +

TGAAATCGCTGGCCAGGAAGTACTCCTCCAAGGCCGTGGTTCTCAAGATCGATGTGGACAGGTTCGACGAGCTGACGGAGCGCTACAAGGTGCGCAGCATGCCCACCTTCGTCTTCATCAAGAACAATCGTCGTGTGGCTGCTTTTTCTGGAGCGGATGAGCA

droBia1 scf7180000301345:302252-
302414 -

TGAAGTCGCTGGCCAGGAAGTACTCCACCAAGGCGGTGGTCCTCAAGATCGACGTGGACAAGTTCGAGGAGCTGACCGAGCGCTACAAGGTGCGCAGCATGCCCACCTTCGTGTTCCTCAAGAACAACCGCCGCGTGGCCGCCTTCTCCGGCGCCGACGAGTA

droTak1 scf7180000415769:421271-
421433 +

TGAAATCGCTGGCCAGGAAGTACTCATCCAAGGCCGTCGTCCTCAAGATCGATGTGGACAAGTTCGAGGAGCTGACGGAGCGCTACAAGGTGCGCAGCATGCCGACCTTCGTCTTCCTCAAGAACAATCGTCGCGTGGCCGCATTTTCCGGCGCGGATGAGCA

droEug1 scf7180000409182:131962-
132124 +

TAAAAGCACTGGCCAGGAAATACTCAACCAAGGCCGTAGTTCTCAAGATTGATGTGGACAAGTTCGACGAGCTGACGGAGCGCTACAAGGTGCGCAGCATGCCCACTTTTGTGTTCCTCAAAAAGGATCGTCGTGTGGCCGCATTCTCCGGCGCTGATGAGCA

dm3 chrX:5206614-5206776 + TCAAATCGCTGGCCAGAAAATACTCCAGCAAGGCGGTGGTGCTCAAGATCGATGTGGACAAATTCGAGGAGCTGACGGAGCGCTACAAGGTGCGCAGCATGCCAACGTTTGTCTTTTTGCGCCAAAATCGACGCTTGGCCTCCTTTGCCGGCGCCGACGAGCA
droSim2 x:4855173-4855335 + TCAAATCGCTGGCCAGAAAGTACTCCAGCAAGGCGGTGGTGCTCAAGATCGACGTGGACAAGTTCGAGGAGCTGACGGAGCGCTACAAGGTGCGCAGCATGCCCACCTTCGTCTTTCTGCGCCAGAATCGCCGCCTGGCCTCCTTCGCCGGCGCCGACGAGCA
droSec2 scaffold_4:1545842-1546004 - TCAAATCGCTGGCCAGAAAGTACTCCAGCAAGGCGGTGGTGCTCAAGATCGACGTGGACAAGTTCGAGGAGCTGACGGAGCGCTACAAGGTGCGCAGCATGCCCACCTTCGTCTTTCTGCGCCAGAATCGCCGCCTGGCCTCCTTCGCCGGCGCCGACGAGCA
droYak3 X:3259286-3259448 - TCAAATCGCTGGCCAGAAAATACTCCACCAAGGCCGTGGTGCTCAAGATCGATGTGGACAAGTTCGAGGAGCTGACGGAACGCTACAAGGTGCGCAGCATGCCCACCTTTGTCTTTCTGCGCAACAATCGCCGCCTGGCCGCCTTCTCCGGCGCCGACGAGCA
droEre2 scaffold_4690:2561716-

2561878 +
TGAAATCGCTGGCCAGAAAGTACTCCAGCAAGGCGATCGTCCTCAAGATCGATGTGGACAAGTTCGAGGAGCTGACGGAACGCTACAAGGTCCGCAGCATGCCCACCTTCGTCTTTTTGCGCAACAATCGCCGGCTGGCCGCCTTCTCCGGCGCCGACGAGCA
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Legend: mature star mismatch in alignment mismatch in read
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intron [Dper\GL19545-in]; CDS [Dper\GL19545-cds]; CDS [Dper\GL19545-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AAGAGGACTGTTTTCGCACACAACAGCATATCGAATCGGAATATTGTTCAGTGAGTATTTTCCATAACCGTTGAAAGTCTGAATTCTTATGGAGATTTACTCACAGCGATGCCAACATGCTCATTGAGTCCGTGCCGTTCACGTCTGTGGGTAAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

M042

female
body

M021

embryo

V050

head

V042

embryo

V111

male
body

....................................................................................TCTTATGGAGATTTACTCACA................................................... 21 0 1 7.00 7 1 0 3 3 0 0

.......................................................................TGAAAGTCTGAATTCTTATGGAGATTT.......................................................... 27 0 1 6.00 6 5 1 0 0 0 0

.......................................................................TGAAAGTCTGAATTCTTATGGAGATT........................................................... 26 0 1 5.00 5 4 0 0 0 0 1

....................................................................................TCTTATGGAGATTTACTCACAG.................................................. 22 0 1 5.00 5 0 5 0 0 0 0

..................................................GTGAGTATTTTCCATAACCGT..................................................................................... 21 0 1 3.00 3 1 1 0 1 0 0

.......................................................................TGAAAGTCTGAATTCTTATGGAG.............................................................. 23 0 1 3.00 3 2 0 0 1 0 0

.......................................................................TGAAAGTCTGAATTCTTATGGAGAT............................................................ 25 0 1 2.00 2 2 0 0 0 0 0

..............................................................................CTGAATTCTTATGGAGATTTACTCACAG.................................................. 28 0 1 2.00 2 0 0 2 0 0 0

....................................................................................TCTTATGGAGATTTACTCACAGT................................................. 23 1 1 2.00 2 1 1 0 0 0 0

.....................................................................................CTTATGGAGATTTACTCACAGT................................................. 22 1 1 2.00 2 1 0 0 1 0 0

.....................................................................................CTTATGGAGATTTACTCACAG.................................................. 21 0 1 2.00 2 1 1 0 0 0 0

..................................................GTGAGTATTTTCCATAACC....................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................CTTATGGAGATTTACTCACAGA................................................. 22 1 1 1.00 1 0 1 0 0 0 0

..........................................................................AAGTCTGAATTCTTATGGAGATTTACT....................................................... 27 0 1 1.00 1 0 1 0 0 0 0

........................................................................GAAAGTCTGAATTCTTATGGAGATT........................................................... 25 0 1 1.00 1 1 0 0 0 0 0

..GAGGACTGTTTTCGCACACAAC.................................................................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0

.........................................................................AAAGTCTGAATTCTTATGGA............................................................... 20 0 1 1.00 1 0 0 1 0 0 0

....................................................................................TCTTATGGAGATTTACTCACAGC................................................. 23 0 1 1.00 1 0 1 0 0 0 0

.......................................................................TGAAAGTCTGAATTCTTATG................................................................. 20 0 1 1.00 1 0 0 0 0 1 0

...................................................................................TTCTTATGGAGATTTACTCA..................................................... 20 0 1 1.00 1 1 0 0 0 0 0

....................................................................................TCTTATGGAGATTTACTCA..................................................... 19 0 1 1.00 1 0 0 0 1 0 0

..................................................GTGAGTATTTTCCATAACCG...................................................................................... 20 0 1 1.00 1 0 0 0 0 1 0

.......................................................................TGAAAGTCTGAATTCTTATGGAGA............................................................. 24 0 1 1.00 1 1 0 0 0 0 0

.......................................................................TGAAAGTCTGAATTCTTATGGAT.............................................................. 23 1 1 1.00 1 1 0 0 0 0 0

....................CAACAGCATATCGAATCGGG.................................................................................................................... 20 1 1 1.00 1 0 0 1 0 0 0

..............CGCACACAACAGCATATCGAATCGGG.................................................................................................................... 26 1 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

TTCTCCTGACAAAAGCGTGTGTTGTCGTATAGCTTAGCCTTATAACAAGTCACTCATAAAAGGTATTGGCAACTTTCAGACTTAAGAATACCTCTAAATGAGTGTCGCTACGGTTGTACGAGTAACTCAGGCACGGCAAGTGCAGACACCCATTTG

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

#
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No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_1:7974292-7974447

+
dpe_589 AAGAGGACTGTTTTCGCACACAACAGCATATCGAATCGGAATATTGTTCAGTGAGTAT--------------------------------------------------TTTCCATAACCGTTGAAAG-----------------------------------------------------------------------------------------------TCTGAATTC-------------------TTATGGAG------------------------------------------------------------------------------------------------ATTTACTCACAGCGATGCCAACATGCTCATTGAGTCCGTGCCGTTCACGTCTGTGGGTAAAC

dp5 4_group3:6482807-6482962 + dps_1595 AAGAGGACTGTTTTCGCACACAACAGCATATCGAATCGGAATATTGTTCAGTGAGTAT--------------------------------------------------TTTCCATAACCGTTGAAAG-----------------------------------------------------------------------------------------------TCTGAATTC-------------------TTATGGAG------------------------------------------------------------------------------------------------ATTTACTCACAGCGATGCCAACATGCTCATTGAGTCCGTGCCGTTCACGTCTGTGGGTAAAC
droWil2 scf2_1100000004521:4668422-

4668579 -
AAACGTTCCGTTTTTGCCCATAATACTATACCCAATCGTAATGTTATTCAGTAAGTTAA----------------------------------------------------------TGTGTCC----------------------------------------------------CA-------------------------------------------TCT---------AAAAGGAGTCTTAATTACTTTATAC------------------------------------------------------------------------------------------------ATTTTTTTACAGCGATGCCAATATGCTTATTGAGGCAGTCCCCTTTACTTCGGTTGGTAAAC

droVir3 scaffold_12963:2360541-
2360695 -

dvi_10140 AAACGGGCAGTATTTCCGCACAATACTGTAGCCAATCGCAATATAATTCAGTAAGTTTTCAAATA---GTTTTTAGT----------------------------------------------AAA----------------------------------ATATGATCGATTAATG-----------------------------------------------------------------------------TG-----------------------------------------------------------------------------------------------------GTTATTACAGTGATGCCAATATGCTGATTGAGGCCGTTCCATTCACATCGGTTGGCAAAT

droMoj3 scaffold_6500:27609007-
27609165 -

AAACGAACAGTATTTCCACACAACACGGTTGCCAATCGCAATATAATTCAGTAAGTTGCAATAAAGAGGATTTCCTCAACGCATGATT-----------------------------------------------------------------------------------TAATG-----------------------------------------------------------------------------TGTG-------------------------------------------------------------------------------------------------TATTTCTTGCAGTGATGCCAATATGATGATTGAGGCCATTCCATTCACTTCGGTTGGCAAAT

droGri2 scaffold_15252:2049290-
2049454 -

AAGCGTACAGTATTTCCGCACAACACTGTCGCCAATCGCAATATGATTCAGTAAGTTTTAATTGG------------------------------------------------GTGTTTGTTGAGTGACTGGAGA-------------------------ATCTGAT----TAATG-----------------------------------------------------------------------------T-------------------------------------------------------------------------------------------------GTCTTTTTTTTGCAGTGATGCTAATATGCTGATCGAGGCCGTGCCGTTCTCATCTGTTGGTAAAT

droAna3 scaffold_12916:4317236-
4317404 -

AAGAGAACAGTATTCGCCCACAACACCGTTTCCAATCGCAACATAGTGCAGTAAGTAGA------AAGGATTAAAGCAAAGGATCCTAGCAGGCAAATAACTGTTTTTTCTTC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATAATCTCCTAGCGATGCCAACATGCTCATCGAATCGGTGCCCTTCACATCGGTGGGCAAGC

droBip1 scf7180000396737:463692-
463854 +

AAGCGAACTGTATTCGCCCATAACACCGTATCCAATCGCAATATAGTTCAGTAAGTAGA------AAGGATTAAATTAAAGAGTTATAGCAGGGAAGTAATT------GT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTATAATCTCATAGCGATGCCAACATGCTCATCGAATCGGTGCCGTTCACATCGGTGGGCAAAC

droKik1 scf7180000302677:369726-
369933 +

AAAAGAACAGTCTTCGCACACAATACCGTGGCCAATCGCAATATAGTTCAGTGAGTAAA----------------------------------------------------------CCAGGGAAAA--------ATATATATTTGTGGTTTTTGGGAAGATATT-----------CCTCCTTTAGCTCTTTTTGACTTTGTAATTAACAAATTCATTTGTTTT-----------------------------------------------------------------------------------------------------------------------------------TGAATCCTTAGCGACGCCAACATGCTCATTGAGTCCGTGCCCTTCTCGTCGGTGGGCAAAC

droFic1 scf7180000454111:621009-
621066 +

A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCCACAGCGACGCCAATATGCTCATTGAATCGGTGCCGTTTACATCGGTGGGCAAGC

droEle1 scf7180000490644:378755-
378815 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCACCCACAGTGATGCCAACATGCTTATCGAATCGGTGCCATTTACTTCGGTGGGCAAAC

droRho1 scf7180000779170:60678-
60738 +

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTACCCACAGTGACGCCAACATGCTTATTGAATCGGTGCCGTTTACTTCGGTGGGCAAGC

droBia1 scf7180000302422:1964195-
1964270 -

AAGCGAACAGTTTTCGCACATAATACCGTATCGAATCGAAATGTAGTTCAGTAAGTAAA----------------------------------------------------------CCAATTG----------------------------------------------------CA-------------------------------------------ACCTGAAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415871:65518-
65578 -

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCACCCACAGTGACGCCAACATGTTAATCGAATCGGTGCCGTTTACTTCGGTGGGCAAAC

droEug1 scf7180000407253:566302-
566362 +

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCACTCACAGCGATGCCAACATGTTAATTGAATCAGTGCCGTTCACTTCGGTAGGCAAAC

dm3 chr2L:11131713-11131936 + AAGCGAACCGTTTTCGCACATAATACCGTTTCGAATCGCAACGTAGTACAGTGAGTAGA----------------------------------------------------------CCAAATG----------------------------------------------------CG-------------------------------------------TACTGAATTT-------------------TGAGGGGGGTTGGTTCTTTAAAAGAATAGTCTGGCTTGCTTTTAGTTTAAATCTATATGCTGGATG--------------------GTATTTTAATCCAATTCTATTTATCCACAGCGACGCCAACATGTTGATTGAATCGGTGCCGTTTACTTCGGTGGGGAAAT
droSim2 2l:10789926-10790144 + dsi_19703 AAGCGAACCGTTTTCGCACATAATACCGTTTCGAATCGCAACGTAGTACAGTGAGTAGA----------------------------------------------------------CCAAATG----------------------------------------------------CA-------------------------------------------TCCTGAATTTTGAAAGGGAGTTTAGT--------------------------------------------TTAGTTTAAATCTAAATACTGGATGGTGAATATATACTAAGATTGGTATTTTAATCCAATTCTATTTACCCACAGCGACGCCAACATGTTGATTGAATCTGTGCCGTTTACTTCGGTGGGCAAAC
droSec2 scaffold_3:6533093-6533306

+
AAGCGAACCGTTTTCGCGCATAATACCGTTTCGAATCGCAACGTAGTGCAGTGAGTAGA----------------------------------------------------------CCAAATG----------------------------------------------------TT-------------------------------------------TT-----------------------------------------TTTTTTTAAGTATAGTC--------TTTTAGTTTAAATCTAAATGCTGGATGGTGAATATATACTAAGATTGGTATTTTAATCCAATTCTATTTACCCACAGCGACGCCAACATGTTGATTGAATCTGTGCCGTTTACTTCAGTGGGCAAAC

droYak3 2L:7528167-7528228 + A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTACCTACAGCGATGCCAACATGTTGATTGAATCGGTGCCGTTCACTTCGGTGGGGAAAC
droEre2 scaffold_4929:14311774-

14311861 -
AAGCGAACCGTTTTCGCACATAACACCGTTTCGAATCGCAATGTAGTTCAGTGAGTAGA----------------------------------------------------------CCAAGTG----------------------------------------------------CA-------------------------------------------TCCTGAAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTAAGGGGGT

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
1
0
1
1
1
1
1
1
1
0
1
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:7974292-7974447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:7974292-7974447
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_589.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:6482807-6482962
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1595.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:4668422-4668579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:2360541-2360695
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_10140.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:27609007-27609165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:2049290-2049454
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:4317236-4317404
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396737:463692-463854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302677:369726-369933
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454111:621009-621066
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490644:378755-378815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779170:60678-60738
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:1964195-1964270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415871:65518-65578
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407253:566302-566362
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:11131713-11131936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:10789926-10790144
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_19703.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:6533093-6533306
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:7528167-7528228
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:14311774-14311861


ID:

dpe_759

Coordinate:

scaffold_14:222447-222518 -

Confidence:

confident-exception

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\GL14648-in]; CDS [Dper\GL14648-cds]; CDS [Dper\GL14648-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATGCAAATATTTTCAAAATGTGGGCATTTTATGCGCAAAATTGCTATCAGGTAAGGGCCTACACATATTTCTTTATAGTATTTGTGTAAAATACATAATTAATATGTGTTAATCCCTAACAGATATATTGATATTGTTGCCGGACTGGCCGTCACCGCAAAGGGTCACATTG

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

#
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M042

female
body

M021

embryo

V050

head

V057

head

V042

embryo

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

....................................................AAGGGCCTACACATATTTCTTTATAGT............................................................................................. 27 0 1 2.00 2 0 2 0 0 0

..................................................GTAAGGGCCTACACATATTTCTTT.................................................................................................. 24 0 1 2.00 2 1 0 0 1 0

...................................................................................................TAATATGTGTTAATCCCTAACAG.................................................. 23 0 1 2.00 2 2 0 0 0 0

..................................................................................................TTAATATGTGTTAATCCCTAACA................................................... 23 0 1 2.00 2 0 0 1 1 0

....................................................................................................AATATGTGTTAATCCCTAACA................................................... 21 0 1 2.00 2 0 0 0 0 2

................................................................................................AATTAATATGTGTTAATCCCT....................................................... 21 0 1 1.00 1 1 0 0 0 0

.....................................................................................................ATATGTGTTAATCCCTAACAGT................................................. 22 1 1 1.00 1 0 0 1 0 0

..................................................GTAAGGGCCTACACATATTTCTTTATAG.............................................................................................. 28 0 1 1.00 1 1 0 0 0 0

.........................................................................TATAGTATTTGTGTAAAAT................................................................................ 19 0 1 1.00 1 0 0 0 1 0

...................................................TAAGGGCCTACACATATTTCTTTA................................................................................................. 24 0 1 1.00 1 1 0 0 0 0

.........................................................................TATAGTATTTGTGTAAAATACATAATT........................................................................ 27 0 1 1.00 1 0 0 1 0 0

...................................................TAAGGGCCTACACATATTTCTT................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

.........................................................CCTACACATATTTCTTTATAGT............................................................................................. 22 0 1 1.00 1 1 0 0 0 0

..................................................GTAAGGGCCTACACATAT........................................................................................................ 18 0 1 1.00 1 1 0 0 0 0

...................................................................................................TAATATGTGTTAATCCCTAACAGT................................................. 24 1 1 1.00 1 1 0 0 0 0

..................................................................................................TTAATATGTGTTAATCCCTAAC.................................................... 22 0 1 1.00 1 0 0 1 0 0

...................................................................................................TAATATGTGTTAATCCCTAACA................................................... 22 0 1 1.00 1 0 0 0 0 1

..........TTTCAAAATGTGGGCATTACT............................................................................................................................................. 21 3 3 0.33 1 0 0 0 0 1

Anti-sense strand reads

TACGTTTATAAAAGTTTTACACCCGTAAAATACGCGTTTTAACGATAGTCCATTCCCGGATGTGTATAAAGAAATATCATAAACACATTTTATGTATTAATTATACACAATTAGGGATTGTCTATATAACTATAACAACGGCCTGACCGGCAGTGGCGTTTCCCAGTGTAAC

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

#
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Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_14:222397-222568 - dpe_759 ATGCAAATATTTTCAAAATGTGGGCATTTTATGCGCAAAATTGCTATCAGGTAAGGGCC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACACATATTTC------------------------------------------------T-----------------------TTATAGTATTTGTGTAAAATACATAATTAATATGTGTTAA-----------TC--------------------------CCTAACAGATATATTGATATTGTTGCCGGACTGGCCGTCACCGCAAAGGGTCACATTG
dp5 XL_group1e:10778413-

10778584 -
dps_2791 ATGCAGATATTTTCAAAATGTGGCCATTTTATGCGCAAAATTGCCATTAGGTAAGGGCC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACACATATTTC------------------------------------------------T-----------------------TTATAGTATTTGTGTAAAATACATAATTAATATGTGTTAA-----------TC--------------------------CCTAACAGATATATTGATATTGTTGCCGGACTGGCCGTCACCGCAAAGGGTCACATTG

droWil2 scf2_1100000004909:8283636-
8283795 -

ATGCAGATCTTTTCCAAATGTGGACATTTTATGCGTAAAATTGCCATCAGGTAAGTGGC----------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGA--------------------------------------------GAAAAAAAGGATATCCT--------CATGATT-------------------------------------CAACACCAA---------------------------------------------TTT-----------------------T----------------AT--------------------------TCCCTTAGATATATTGATATAGTGGCTGGTCTGGCTGTCACAGCCAAGGGACACATTG

droVir3 scaffold_12726:1033945-
1034131 -

dvi_1867 ATGCAAATCTTTTCCAAATGCGGACATTTTATGCGTAAAATTGCAATCAGGTACGTGTG-----------------------------------------------------------------------------------------------------TGTGTGTGTGTGTGTGTGTGCGTGTGTGTTATTGAAT-----TGAAT---C------TAT-----ATGTCAAAAA---------------------------------------------------------------------------------ATTTGCC-------------------------------------------------------------------------------------------------------AATCA--------AT--------------------------CTTTGTAGGTATATTGATATCGTTGCGGGTCTGGCTGTCACCGCCAAGGGTCACATTG

droMoj3 scaffold_6473:9128895-
9129080 +

ATGCAAATCTTCTCCAAGTGCGGCCATTTTATGCGAAAAATTGCAATTAGGTGCGTGCT--------------------------------------------------------------------------------------------------------------------------------------GAATGATTGTGAATGTCC---------------------------------------------------------------------------------------------TGCCCCAAACTG------------------------------------------------T-----------------------ATATAT------TGTATACAACATGCTAATTGTGTGATCT-TT--------GT--------------------------GTATATAGGTATATTGATATTGTTGCGGGTCTGGCTGTAACTGCCAAGGGACACATTG

droGri2 scaffold_14853:5466268-
5466436 -

ATGCAGATCTTTTCCAAATGTGGTCACTTTATGCGCAAAATTGCAATCAGGTTGGCAGC----------------------------------------------------------------------------------------------------------------------------------------------------------------------CAAC--------------------------------------------TAACAGCAGCATTCATTTCAATTCAATTGCTTAA---------------------------------------ACATA---------------------------------------------TTT----------------------TT------TT--------GC--------------------------TCTTGCAGATATATTGATATCGTTGCTGGCCTGGCTGTTACCGCCAAGGGTCACATTG

droAna3 scaffold_13248:3479812-
3479982 -

ATGCAGATCTTCTCCAAGTGTGGACACTTTATGCGCAAGATAGCCATCAGGTAGGGAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------A----------TTAGTAAGGT-----------------------------------GTATTAGTT-----------------------------------------------------------------------------------------------------------GT----------------------GCC------T--------CCATCCTTCTATATGTTTGTGTCCTCCATCCTTCAGGTACATCGACATCGTGGCCGGATTGGCTGTCACCGCCAAGGGACACATCG

droBip1 scf7180000396431:788686-
788850 +

ATGCAGATCTTCTCCAAGTGCGGTCACTTTATGCGCAAGATTGCCATTAGGTAAGGAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGCCAAATAATTGTCCATCTCCCAACCTTCTATATTCTTGTCTTGTGTATCCTTCAGATACATTGACATCGTGGCAGGATTGGCTGTCACCGCCAAGGGTCACATCG

droKik1 scf7180000302344:1432665-
1432863 +

ATGCAGATATTTTCCAAATGCGGACACTTTATGCGCAAGATAGCCATCAGGTGAGGCAC--------------------------------------------------------------------------------------------------------------------------------------TAATAACTATAATTATATTACATTAATTTATTATATAAA----A--------------------------------------------------------------------------------------------------TAGT---AAACACGAATTTAATTAATTTCT-----------------------TTA---------------------------AATGTTTT---TA--------TC--------------------------ATCAATAGATATATAGACATTGTTGCTGGACTGGCTGTCACCGCCAAGGGCCACATTG

droFic1 scf7180000453829:1036147-
1036336 +

ATGCAGATCTTCTCCAAGTGCGGACACTTTATGCGCAAGATAGCCATTAGGTGAGTATT----------------------------------------------------------------------------------------------------------------------------------------------------------------------ATATTAAAAT---------------------------------------------------------------------------------GCTTGTCATTTGTGGCAATTAGCATACTGCT--------------------------------------------TGA------TGTGCAGTTCTTATTAATTATGTATT----A--------TT--------------------------GTTTTCAGGTACATTGATATCGTTGCGGGATTGGCTGTCACGGCAAAGGGACACATCG

droEle1 scf7180000491006:2592959-
2593057 +

TG------------------------------------------TATCAAATAAATGAA----------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGT------------------------------------------------------------------------GATTT-------------------------------------------------------------------------------------------------------------AAATAAGT---AATTT--------CC--------------------------TTCGGCAGATACATCGATATCGTAGCGGGATTGGCTGTCACGGCCAAGGGGCACATCG

droRho1 scf7180000763611:51556-
51666 -

TTATAGATTTTTTTAAAATAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAAATTTAAA-------------------------------------------------------------------TAACTAATTCGGAGTAATTC--------CT--------------------------TTCGGCAGATACATCGATATCGTAGCGGGATTGGCTGTCACGGCTAAAGGGCACATCG

droBia1 scf7180000301760:5024855-
5024943 +

TAAAAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAG-------------------------------------------------------------------------TAACTAATTTAAATAAATTC--------CC--------------------------CATTGCAGATACATCGATATCGTGGCGGGACTGGCTGTCACCGCTAAGGGTCACATCG

droTak1 scf7180000415211:143319-
143417 +

AGA-----------------------ATTTATTTG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAATCTAT-TGACTAATTCGGATTAA-TT--------GC--------------------------CTTCGCAGATACATTGACATCGTAGCGGGCTTGGCTGTTACGGCTAAGGGTCATATCG

droEug1 scf7180000409032:907681-
907767 -

ATGCAGATCTTCTCCAAGTGCGGACACTTTATGCGCAAGATTGCCATCAGGTAAATATA----------------------------------------------------------------------------------------------------------------------------------------------------------------------GTTG------ATTG------------------------------------------------------------------------------------------------------------------------------------------------------------ATCTTTATATAATATATA---------------------------------------------------------------------------GT-----------------------------------

dm3 chrX:9063969-9064141 + ATGCAAATCTTTTCCAAGTGCGGACACTTTATGCGCAAGATAGCTATTAGGTAAGTGTA----------------------------------------------------------------------------------------------------------------------------------------------------------------------AATA-------------------------------------------------------------------------------TATAAAAAACTAAACAATTGGGGAAATAAGTTAATAACACAAA---------------------------------------------TTT----------------------GCA------T--------TC--------------------------ATCCACAGATACATTGATATCGTGGCTGGCTTGGCTGTCACAGCTAAGGGTCACATTG
droSim2 x:8610135-8610304 + ATGCAAATCTTCTCCAAGTGCGGACACTTTATGCGCAAGATAGCTATCAGGTAAATATA----------------------------------------------------------------------------------------------------------------------------------------------------------------------AATA-TAAAA---------------------------------------------------------------------------------TCTAAACAATTAGGGAACTAAGTTAATAACACAAA---------------------------------------------TTT----------------------GCA------T--------TC--------------------------ATCCGCAGATACATTGATATCGTTGCTGGCTTGGCTGTCACAGCAAAGGGTCACATCG
droSec2 scaffold_34:423425-423594 + ATGCAAATCTTCTCCAAGTGCGGACACTTTATGCGCAAGATAGCTATCAGGTAAATATA----------------------------------------------------------------------------------------------------------------------------------------------------------------------AATA-TAAAA---------------------------------------------------------------------------------ACTAAACAATTAGGAAACTAAGTTAATAACACAAA---------------------------------------------TTT----------------------GCA------T--------TC--------------------------ATCCACAGATACATTGATATCGTTGCTGGCTTGGCTGTCACAGCAAAGGGTCACATCG
droYak3 X:12252637-12252920 - ATGCAAATCTTCTCCAAGTGCGGACACTTTATGCGCAAGATCGCCATCAGGTAAATATAATTTTCATGACATGTACATCTAAAAACTAAATGAAGTTGTTAACCTTTTAAAATCTGAGGGAAGTTTATTAATAGATGAATTTTAAATTGTTGTTGAAAGGCATGTCTAAGAATAGGCA------------------------------------------------------------------------------------------------------------------------------CGCAAATATCT--------------------TAGTAATTAATACAAA----------------AATTAATAAACA-----------------TTT----------------------GCA------T--------TC--------------------------ATTCACAGGTACATTGATATCGTTGCGGGTTTGGCCGTCACAGCTAAGGGCCACATCG
droEre2 scaffold_4690:6053676-

6053901 -
ATGCAAATCTTCTCCAAGTGCGGACACTTTATGCGCAAGATCGCCATCAGGTAAATATA-----------------------------------------------------------------------------------------------------TATAAATATATA---------------------------------------------------GTAATTAGA----TTAGCAAGGCGGTATTTAATGATATATGTACATTCAAGAAAAAA--------------------------------CTCC-----------------------------------------------CTTT--GTAATCACCATTTGCGAAATTATAATATTT----------------------GTA------T--------TC--------------------------ATTCACAGATACATTGATATCGTTGCGGGTTTGGCTGTCACAGCTAAGGGCCACATCG
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TCTTGTTAACAGCTTTTGCTTTTTTGTTTACCTCACTCGCAATTTGTCTGTACTTAAAACCATTTGTTCGTTTTTATTGTTCTTATTGTGTTTATTATTATTGCATTTTTAATGACGAACTGATGGTTTAAAGTACAAGCAAAGTGCAAGTTTCACCTTTTTCGAAATTGCCAATTATTATGAAAATA

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

V050

head

M042

female
body

M021

embryo

V042

embryo

V111

male
body

..................................................TACTTAAAACCATTTGTTCGTT.................................................................................................................... 22 0 1 31.00 31 6 7 14 1 2 1

..................................................TACTTAAAACCATTTGTTCGT..................................................................................................................... 21 0 1 7.00 7 4 0 2 1 0 0

..................................................TACTTAAAACCATTTGTTCGTTT................................................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

AGAACAATTGTCGAAAACGAAAAAACAAATGGAGTGAGCGTTAAACAGACATGAATTTTGGTAAACAAGCAAAAATAACAAGAATAACACAAATAATAATAACGTAAAAATTACTGCTTGACTACCAAATTTCATGTTCGTTTCACGTTCAAAGTGGAAAAAGCTTTAACGGTTAATAATACTTTTAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_1:1709209-1709396 + dpe_322 T-----CTTGTTAACAGCTTT-TGCT------------TTTTTG-----TTTACCTCAC--TCGC------AATTTGTCTGTACTTAAAACCATTTG-TTCGTTT------TTATTGTTCTTA-TTGTGTTTATT--AT--TAT---T-G--CAT-------------------------T--TTTAATGACGAACTGATGGTT--TAAAGTACAAGCAAAGTGCA-------AGTTTCA------------------------------------------------------------------------CCT--TTTTCGAAATTGCCAATTATT--------------------------ATGAAAATA--
dp5 4_group3:234371-234558 + dps_243 T-----CTTGTTAACAGCTTT-TGCT------------TTTTTG-----TTTACCTCAC--TCGC------AATTTGTCTGTACTTAAAACCATTTG-TTCGTTT------TTATTGTTCTTA-TTGTGTTTATT--AT--TAT---T-G--CAT-------------------------T--TTTAATGACGAACTGATGGTT--TAAAGTACAAGCAAAGTGCA-------AGTTTCA------------------------------------------------------------------------CCT--TTTTCGAAATTGCCAATTATT--------------------------ATGAAAATA--
droWil2 scf2_1100000004521:12231584-

12231847 -
C-----CTTGTTAATAGCTTTTTGCT------------TT---------TTTACCTCAT--CAAC------ACTTTGATTGTAATTGAAACTGTTTAAAGCATTT------CCCTTGTTGTCAATAGTGTTCA-T--TT--TCTTTTT-T--TACTTAATTTAATTTAATTATTTTTTGCA--TATAACGCTTAAC-GTGGTCG--TCAAAAGCAATCAAAGTGTTTTTG---GGGTTCT---ACGTTTTCATTGTA-TACATATATATTTATAC--------------------TATTATAAAATAGTTTAAATTTTTTTCAAAATTGCCAATTATT--------------------------C---GGACA--

droVir3 scaffold_12723:4015059-
4015324 +

dvi_23304 T-----TTTTTTG----GTTT-TATT------------TTTTTTCT---TAAACCACGTTTTGTC------GCCTTGCTTGCGATTAAAAGCAGTCGAACGGGTT------TCATTGTTGTAA-TTATATTTTAT--TT--------------GT-T-----------------------T--TTGAAAAGCGTTT-GATTGTT--TTGAATGCAAGCAAGGTGTTATTA----GGTTGACCCATGTTTTTAACATACTACATACACATGCAGACATCCAGACAGGCAAACATAAATTTATAAAC-------------------TAGTTTTGTTTATTGAATGAAAAACAAATGGCCAACTTCTT---CGATTTA

droMoj3 scaffold_6500:14710021-
14710198 -

TTCTGCCTTGTTGACAGCTTTGTGCTTTTCATTTTCTTACATTTGT---TTGATCACGAATTGGC------GCTTTGCTTGCGCTTAAAACTAATTGAACGGGTT------TCATTGTTGTAG-TTATATATTTT--AT--TTG---TTTAATTTTA-----------------------TTTTTGAAATGCGTTC-AATAGAGGTTTGCCAGCAAGCAAGGTGC------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15252:3644378-
3644525 -

T-----CTTGTTAACAGCTTT-TGCT------------CTTTTT-----TTTACCTCGATTCAGC------GCTTTGCTTGCGCTTAAAGCCATTTAAACGGGTT------TCATTGTTGTAA-TTATATTATAT--TT--TAT---T-T---GT-T-----------------------T--TTGAAGTGCGTTT-AATAGTT--TTGGATGCAAGCAAGGTG-------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_12916:13774631-
13774831 -

dan_4040 T-----CTTGTTAACAGCTTT-TGCT------------TTTTTTTTTTATGTACCTCAG--AGGCG----TTTTTTGTGTGTGCCTAAGACTAC-CG-CCCGGTT------TGCTTGTTGTAA-TTGTGTGTTT-GTAT--TAT---TTT--TATTA-----------------------TTTTTTAAGAACTGGC-GGAAGTT--TTAGGGGCAGACAAAGCTATGCCA-ACAGATTCA------------------------------------------------------------------------ACT--TTTTCAAAATTGCCAACTTGT------------------------------GAACA--

droBip1 scf7180000396535:738654-
738840 -

T-----CTTGTTAACAGCTTT-TGCT------------TTTTTT-----TGTACCTCAT--AGGC------CCTTTGTTTGCGCCCAAGACTACCTC-CCCGATT------TGCTTGTTGTCA-TTGTGTTCTTT-TAT--TAT---T-T--TATTTTTTTTT-----------------G--TTTAAGTACGGGC-GGCAGTT--TTTAGCGCAGACAAA-------------GATTCA------------------------------------------------------------------------AGT-TTTTTCAAAATTGCCAATTTAT------------------------------GAAGA--

droKik1 scf7180000302677:189885-
190085 +

T-----CTTGTTAACTGCTTT-TGCT------------TATT-T-----TATACCTCAC--TGGCCCC---TGTTTGTCTGTGCCTAAGATCATCGC-GTCGCCTTGATTATCATTGTTGTCA-TTGTGTTGTGT--AT--TAT---T-T--TAGTT-----------------------T--TTTAAGGACGAAC-GATAATG--TTAGGTGCAGGCAAGGCAAAGCCAAATAGATTCA------------------------------------------------------------------------CCC--TTTTCG-AATTGCCAATAATT------------------------------GAACATA

droFic1 scf7180000454144:360272-
360465 -

T-----CTTGTTAACAGCTTT-TGCT------------TTTTTT-----TTTACCTCAG--TGGC------TTTTTGCCTGCGCCAAAGATCGTCCA-CTCGTTT------TGATTGTTGTCA-TTGTGTTCTATATAT--TAT---T-T--TATTA-----------------------T--TTTAAGGACGAGCCAATGGTG--TTCGGGGCAGGCAAAGCGAGGCCA-ATAGATTCA------------------------------------------------------------------------CCG--TTTTCAAAATTGCCAATTATT------------------------------GAACA--

droEle1 scf7180000491186:2985986-
2986176 -

T-----CTTGTTAACAGCTTT-TGCT------------TTTT-T-----TTTACCTCAG--TGGCT-----GCTGTGCCTGCGCCAAAGACCATCCA-CTCGTTT------TCATTGTTGTAA-TTGTGTTCTAT--AT--TGT---T-T--TATTA--------------------------TTTAAGGACGAGC-AATGGTG-TTTGGGGGCAGGCAAAGCGAAGCCA-ATAGATTCA------------------------------------------------------------------------CCG--TTTTCAAAATTGCCAATTACT------------------------------GAACA--

droRho1 scf7180000779234:260078-
260265 +

T-----CTTGTTAACAGCTTT-TGCT------------TTT--T-----TTTACCTCAC--TGGC------TTTTTGCCTGCGCCAAAGATCATTCA-CTCGTTT------TCATTGTTGTAA-TTGTGTTCTAT--AT--TAT---T-T--TATT------------------------T--TTTAAGGACGAGC-AATGGTG--TTAGGGGCAGGCAAAGCGGAGCCA-ATAGATTCA------------------------------------------------------------------------CCG--TTTTCAAAATTGCCAATTACT------------------------------GAACA--

droBia1 scf7180000301468:35129-35329
-

T-----CTTGTTAACAGCTTT-TGCT------------TTT--T-----TTTACCTCAG--CGGCTTGCATTTGCTGCCTGCGCCCAAGATCATCCA-CTCGTTT------TCATTGTTGTCA-TTGTGTTCTATATAT--TAT---T-T--TATTA-----------------------G--TTTAAGGACGAGC-GGAGGTG--TTAGGGGCAGGCAAGGCGAAGCCT-ATAGATTCA------------------------------------------------------------------------AAGTTTTTTCAAAATTGCCAATTACT------------------------------GAACATA

droTak1 scf7180000415667:579347-
579537 +

T-----CTTGTTAACAGCTTT-TGCT------------TTT--T-----TTTACCTCAG--CGGC------TTTTTGCCTGCCCCAAAGATCATCCA-CTCGTTT------TGATTGTTGTAA-TTGTGTTCTAT--ATTATAT---T-T--TATTA-----------------------T--TTTAAGGACGAGC-GATGATG--TTCGGAGCAGGCAAGGCAAGGCCT-ATAGATTCA------------------------------------------------------------------------ACG--TTTTCAAAATTGCCAATTACT------------------------------GAACA--

droEug1 scf7180000409554:4977650-
4977841 +

T-----CTTGTTAACAGCTTT-TGCT------------TTT--T-----TTTACCTCAG--TGGC------TTTTTGCCTGCGCCAAAGATCATGCA-CTCGATT------TCATTGTTGTAA-TTGTGTTCCAT--ATTTTTT---A-T--TATTA-----------------------T--TTTAAGGGCGAGC-AATGGTG--TTAGGAGCAGGCAAAGCGAAGCCAAATAGATTCA------------------------------------------------------------------------ACG--TTTTCAAAATTGCCAATTACT------------------------------GAACA--

dm3 chr2L:9935027-9935218 - T-----CTTGTTAACAGCTTT-TGCT------------TTTTTT-----TTTACCTCAG--TGGC------TATTTGCCTGCGACACAGACCATGCA-CTCGTTT------TCATTGTTGTAA-TTGTGTTCTAT--AT--TAT---TTT--TATTA-----------------------T--TTTAAGGACGAGC-TGTGGTG--CTGAGAGCAGGCAAAGCACAGCCA-ATAGATTCA------------------------------------------------------------------------ACG--TTTTCAAAATTGCCAATTACT------------------------------GAACA--
droSim2 2l:9633178-9633370 - T-----CTTGTTAACAGCTTT-TGCT------------TTTTTTT----TTTACCTCAG--TGGC------TATTTGCCTGCGCCACAGACCATGCA-CTCGTTT------ATATTGTTGTAA-TTGTGTTCTAT--AT--TAT---TTT--TATTA-----------------------T--TTTAAGGACGAGC-TGTGGTG--CTGGGAGCAGGCAAAGCGCAGCCA-ATAGATTCA------------------------------------------------------------------------ACG--TTTTCAAAATTGCCAATTACT------------------------------GAACA--
droSec2 scaffold_3:5381854-5382047 - T-----CTTGTTAACAGCTTT-TGCT------------TTTTTTTT---TTTACCTCAG--TGGC------TATTTGCCTGCGCCACAGACCATGCA-CTCGTTT------ATATTGTTGTAA-TTGTGTTCTAT--AT--TAT---TTT--TATTA-----------------------T--TTTAAGGACGAGC-TGTGGTG--CTGGGAGCAGGCAAAGCGCAGCCA-ATAGATTCA------------------------------------------------------------------------ACG--TTTTCAAAATTGCCAATTACT------------------------------GAACA--
droYak3 2L:12625727-12625915 - T-----CTTGTTAACAGCTTT-TGCT------------TTT--T-----TTTACCTCAG--TGGC------TTTTTGCCTGCGCCAAAGACCATGCA-CTCGTTT------TCATTGTTGTAA-TTGTGTTCTAT--AT--TAT---T-T--TATTA-----------------------T--TTTAAGGACGAGC-AATGGTG--TTGGGGGCAGGCAAAGCGCAGCCA-ATAGATTCA------------------------------------------------------------------------ACG--TTTTCAAAATTGCCAATTACT------------------------------GAACA--

droEre2 scaffold_4929:10555277-
10555465 -

T-----CTTGTTAACAGCTTT-TGCT------------TTT--T-----TTTACCTCAG--TGGC------TTTTTGCCTGCGCCAAAGACCATGCA-CTCGTTT------TAATTGTTGTAA-TTGTGTTCTAT--AT--TAG---T-T--TATTA-----------------------T--TTTAAAGACGAGC-AATGGTG--TTGGGTGCAGGCAATGCGTAGCCA-ATAGATTCA------------------------------------------------------------------------ACG--TTTTCGAAATTGCCAATTACT------------------------------GAACA--
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AGCCAGCGTCAACCAAAGCCATCATGCGACGCCGCCCACCAGCAATGAGCGTAAGTTTTTTGCTGCATTTTCTCCAAGCTCGTGCAACGTCATTGATTTTCTTTTGAGCAGCTGTCTGCGAGGACTACGTTCTTCATGTGCATATGCCGAACAAAAGTTTC

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

#
Mismatch

Hit
Count

Total
Norm Total

V050

head

V057

head

M042

female
body

M021

embryo

V111

male
body

.......................................................................................CGTCATTGATTTTCTTTTGAGCAG.................................................. 24 0 1 14.00 14 5 5 3 1 0

........................................................................................GTCATTGATTTTCTTTTGAGCAG.................................................. 23 0 1 6.00 6 4 1 1 0 0

......................................................................................ACGTCATTGATTTTCTTTTGAGCAG.................................................. 25 0 1 2.00 2 1 1 0 0 0

.......................................................................................CGTCATTGATTTTCTTTTGAGCA................................................... 23 0 1 1.00 1 0 0 1 0 0

....................ATCATGCGACGCCGCCCACC......................................................................................................................... 20 0 1 1.00 1 0 0 0 0 1

Anti-sense strand reads

TCGGTCGCAGTTGGTTTCGGTAGTACGCTGCGGCGGGTGGTCGTTACTCGCATTCAAAAAACGACGTAAAAGAGGTTCGAGCACGTTGCAGTAACTAAAAGAAAACTCGTCGACAGACGCTCCTGATGCAAGAAGTACACGTATACGGCTTGTTTTCAAAG

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

#
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Hit
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Species Coordinate ID Alignment
droPer2 scaffold_2:1816101-1816261 + dpe_1020 AGCCAGCGTC------------AACCAAAGC---CATCATGCGACGCCGCCCACCAGCAATGAGCGTAAGTTTT------TTG-CT-GCATTT-----TCTCC-----------------AA---------GCTC--G-----TG---CAA--CGTCAT-T---GAT-----T---TTCT--TTTG-----AGCAGCTGTCTGCGAGGACTACGTTCTTCATGTGCATATGCCGAACAAAAGTTTC
dp5 3:1639101-1639261 + dps_945 AGCCAGCGTC------------AACCAAAGC---CATCATGCGACGCCGCCCACCAGCAATGAGCGTAAGTTTT------TTG-CT-GCATTT-----TCTCC-----------------AA---------GCTC--G-----TG---CAA--CGTCAT-T---GAT-----T---TTCT--TTTG-----AGCAGCTGTCTGCGAGGACTACGTTCTTCATGTGCATATGCCGAACAAAAGTTTC
droWil2 scf2_1100000004514:1283679-

1283849 -
GGCCAGTGCTGCCGCCAACCAGAGCCAAAGTAATCAGTT------GACGTCTTCCTGCAATGAATGTGAGAGTT------CAT-TT-GCTTAT-----TTAT-------------------------------TT--ATTATTAT---CAA--TTGTAT-T---AAC-----TTT-C-TA--TGAT-----TTCAGTGCAATCCGAGGACTATGTACTCCATGTACATATGCCAAACAAGAGTTTT

droVir3 scaffold_12875:11833059-
11833208 +

AGTCAAC------------------CAA---AGCGATCA------GCCGCATAGGAACAATGGATGTAAGTACA------TAT-AT-GCCTGC-----AAAC---------------------------CAAATT--G-----GT---TAA--TTAA-T-G---CACT----TTT-TGTT--ATTT-----ATTAGCCCAATATGAAGATTACGTTCTTCATGTACACATGCCAAACAAGAGTTTT

droMoj3 scaffold_6496:15028016-
15028174 -

GCGCAAG---------------AACCAAAGCAGT---CA------GCCGCATAAGAACAATGAATGTAAGTAAA------TAT-TGAAT----AA-TGAATGT-----------------------AAACATAAA--A-----TA---TAA--CATAAT-A---TAAT----TTT-ATTT--GTTT-----ATTAGCCCACTCTGAAGATTATGTTCTTCAGGTACATATGCCAAACAAGAGTTTT

droGri2 scaffold_15245:11681558-
11681718 +

AGGCAAC------------------CAA---AGCAATCA------GCCGCATAAGAGCAATGAGTGTAAGTAAT------TT-----GC----AT-CAACTTT---------------GG----AACATTTTTTA--AT---------TGT--CTAA-T-A---AATTTGCAC----T-AATTTTGAAAATCTTAGCCCATTCGGAAGATTATGTGCTCCATGTGCATATGCCCAACAAGAGTTTC

droAna3 scaffold_13266:1940695-
1940860 +

A---AGC------------------------AGTCAACC------GCCGCCCACCAGCCATGACTGTGAGTAGGAGTTCTGGT-TT-GG----CCTCTCCAATTTTCAGATTTTCCCC--AA------------A--A-----AA---ACA--CCCACT-GATT-CA-----TTG-ATCT--CTTC-----TGCAGCGCTCCTCGACGAGTACGTCATCCATGTGCACATGCCCAACAAGAGCTTC

droBip1 scf7180000396730:2926943-
2927108 +

A---AGC------------------------AGTCAACC------GCCGCCCACCAGCCATGACTGTGAGTAGGAGTTCTGGT-TT-GA----GCTGTCCAATTTCCAGATTTTCCCC--GA------------A--A-----AA---AAA--CCCCTT-GATT-AA-----TTG-ATCT--CTTC-----TGCAGCGCTCCTCGACGAGTACGTCATCCATGTGCACATGCCCAACAAGAGCTTC

droKik1 scf7180000302471:1581974-
1582135 -

AGCCAGCGGC------------AGCCACAACAGTCTACC------GCCGCCCACCCAAAATGAGTGTGAGTGTG------AGA-AT-GCGAGC-----TT-TG-----------------AG---------TCTC--G-----TGAGATAT--CTCAA--G---AAT-----TCTGTCTT--CTTC-----CCCAGTGTCCCTCGAGGAGTATGTCATCCACGTGTATATGCCGAACAAGAGCTTC

droFic1 scf7180000454039:613684-
613831 -

AGCCAGC------------------------AGTCAACC------GCCGCCCACTAAAAATGAGTGTGAGTTTT------GGG-TTTCT----CC-A--C--T------------------ATT----CTAGCTC--A-----GA---AAA--CTTAAT-A---AAA-----TGT--CTT--CTTT-----TTCAGTATTCCCGGAGGAATACCTCATCCACGTGCATATGCCGAACAAGAGCTTT

droEle1 scf7180000491201:1770649-
1770804 -

AGCCAGC------------------------AGTCAACC------GCCGCCCACTAAAAATGAGTGTGAGTTTT------GGG-TTTGC----CC-TCGATT----------------GG----GCCATCGCATC--AC----TA---AAA--CTGCAT-G---TCT-----GTT-TTTT--TTTC-----TACAGTACTCCCCGAGGAGTACCTCATCCACGTGCATATGCCGAACAAAAGCTTT

droRho1 scf7180000780066:321261-
321413 +

AGCCAGC------------------------AGTCAACC------GCCGCCCACTAAAAATGAGTGTGAGTTTT------GGG-TTTGC----CT-TCGCTC----------------GG----ATCATCTTACC--A-----CA---AAATATACAAC-A---AC----------ATGT--CTTT-----TTCAGTACTCCCCGAGGAGTACCTCATCCACGTGCATATGCCGAACAAGAGCTTC

droBia1 scf7180000302143:2798240-
2798388 -

AGCCAGC------------------------AGTCAACC------GCCGCCCACTAAAAATGAGTGTGAGTTTC------CAG-TGTCC---------CCTCC-----------------------GATTGTTTC--G-----TG---TAA--CTGA-T-G---AAATGACAC----T-TC-TATC-----CTTAGTATTCCCCGAGGAGTACCTCATCCACGTGCATATGCCGAACAAGAGCTTC

droTak1 scf7180000415379:181556-
181704 -

AGCCAGC------------------------AGTCAACC------GCCGCCCACTAAAAATGAGTGTGAGTTTC------GAG-ATTGG----CC-CTCCTCC-----------------------GATTGGTTT--A-----CT---AAG--ATAAA--------CTCGA-T----TTC--TTTC-----TGCAGTATTCCCCGAGGAGTACCTCATCCACGTGCATATGCCGAACAAGAGCTTT

droEug1 scf7180000409474:2632373-
2632522 +

AGCCAGC------------------------AGTCAACC------ACCGCCCACTAAAAATGAGTGTGAGTTTT------GGT-CTTCT---------ACTTC-----------------GATT----TCGGACC--A-----CA---AAA--CTAAAT-G---AAA-----TAT-ATGT--CTTC-----AACAGTATTCCTCGAGGAGTATCTCATCCACGTGCATATGCCGAACAAGAGCTTC

dm3 chr2R:15323935-15324087 - AGCCACC------------------------AGTCAACC------GCCGCCCACTAAAAATGAGAGTGAGTTAT------GCCACTTGG----CC-CCACTAC-----------------------CACCACATC--A-----TA---AAA--CTAAAT-G---AAA-----TCT-ATTT--CCCC-----GCCAGTTAACTCCGAGGAGTATCTCATCCACGTGCATATGCCGAACAAGAGCTTC
droSim2 2r:15975683-15975833 - AGCCACC------------------------AGTCAACC------GCCGCCCACTAAAAATGAGAGTGAGTTAT------GCT-CTTGC----CC-C-CCTAC-----------------------CACCACACC--A-----TA---AAA--CTAAAT-G---AAA-----TCT-ATTT--CCCC-----GCCAGTTCACTCCGAGGAGTATCTCATCCACGTGCATATGCCGAACAAGAGCTTC
droSec2 scaffold_1:12839940-12840091

-
AGCCACC------------------------AGTCAACC------GCCGCCCACTAAAAATGAGAGTCAGTTAT------GCT-CTTGC----CC-CCCCTAC-----------------------CACCACACC--A-----TA---AAA--CTAAAT-G---AAA-----TCT-ATTT--CCCC-----GCCAGTTCACTCCGAGGAGTATCTCATCCACGTGCATATGCCGAACAAGAGCTTC

droYak3 2R:13852461-13852609 + AGCCACC------------------------AGTCAACC------GCCGCCCACCAAAAATGAGAGTGAGTTAT------ACA-CTTGC----CC-A--C--------------------AG--CCCC-----TC--A-----TA---ACA--CTAAATTG---AAATCG----TATTTT--TCTC-----GCCAGCACACTCCGAGGAGTATCTCATCCATGTGCATATGCCGAACAAGAGCTTT
droEre2 scaffold_4845:9522588-

9522735 -
AGCCACC------------------------AGTCAACC------GCCGCCCACCAAAAATGAGAGTGAGTTAT------GCA-CTTGC----CC-A--C-----------------------------TGCCCCACA-----TA---AAA--CTAAAT-A---GTATCG----TATTTT--GCTC-----GCCAGCACACTCCGAGGAGTACCTCATCCACGTGCATATGCCGAACAAGAGCTTT
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Legend: mature star mismatch in alignment mismatch in read
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No Repeatable elements found
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hide 3p reads  show mid mismatch reads

GAAACTGGCCCAAGAATTTTCACCAAATGGAAAAGTTGTTAAAGAATTGGCAGAGTTGCCAACAGCGTTCGTTGGCGAGCAAACGTCCGCCTCGGCAACTCTCGCACAACACACACAAACAGAGAGCCACACTACTCGCTCGTTCGCTCACTCACTC

***********************************...........((((((((((((((....(((..((((........))))..)))...))))))))).)).))).............***********************************
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M042
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body

V057

head

V050

head

M021

embryo

V111

male
body

V042

embryo

.....................................................................................TCCGCCTCGGCAACTCTCGCA................................................... 21 0 1 19.00 19 10 4 3 0 2 0

.....................................................................................TCCGCCTCGGCAACTCTCGCAC.................................................. 22 0 1 5.00 5 1 0 2 1 1 0

.....................................................................................TCCGCCTCGGCAACTCTCGCACT................................................. 23 1 1 3.00 3 0 1 0 2 0 0

.....................................................................................TCCGCCTCGGCAACTCTCGCAA.................................................. 22 1 1 1.00 1 0 0 1 0 0 0

...................................................................................CGTCCGCCTCGGCAACTCTCG..................................................... 21 0 1 1.00 1 0 1 0 0 0 0

.......................................................................TTGGCGAGCAAACGTCCGCCTCGGCAACT......................................................... 29 0 1 1.00 1 0 1 0 0 0 0

.......................................................................TTGGCGAGCAAACGTCCGCCTCGGCAAC.......................................................... 28 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................TCCGCCTCGGCAACTCTCGC.................................................... 20 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................TCCGCCTCGGCAACTCTCGTT................................................... 21 2 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

CTTTGACCGGGTTCTTAAAAGTGGTTTACCTTTTCAACAATTTCTTAACCGTCTCAACGGTTGTCGCAAGCAACCGCTCGTTTGCAGGCGGAGCCGTTGAGAGCGTGTTGTGTGTGTTTGTCTCTCGGTGTGATGAGCGAGCAAGCGAGTGAGTGAG

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

V057

head

M042

female
body

...................................................................................GCAGGCGGAGCCGTTGAGAG...................................................... 20 0 1 1.00 1 0 1

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_28:1015901-1016057

-
dpe_321 G--------AAACTGGCCC------AAGAATTTTCACCA-AA------TGGAAAAGTTGTTA-AAGA-ATTG------GCAGAGTTGCCAACAGC------GTTCGT-----------TGG-----------------------C-GAGCAAACGTCCGCCTCGGCAACTCTCGCACAACACACACAAACAGAGAGCCACAC-------------------------TACTCGCTCGTTCGCTCACT-------------------------------------------------------CACTC

dp5 XL_group1a:2578828-2578984
-

dps_79 G--------AAACTGGCCC------AAGAATTTTCACCA-AA------TGGAAAAGTTGTTA-AAGA-ATTG------GCAGAGTTGCCAACAGC------GTTCGT-----------TGG-----------------------C-GAGCAAACGTCCGCCTCGGCAACTCTCGCACAACACACACAAACAGAGAGCCACAC-------------------------TACTCGCTCGTTCGCTCACT-------------------------------------------------------CACTC

droWil2 scf2_1100000004909:6990724-
6990921 +

GTAAAATATAAACTAGCAAAAGTAAAAGAATTTTCACAA-AACAACGGGGAAAATGTTGTTA--AGA-ATTATTAGCAGCAGAGTTGCCACCAATACCAATGTTTGTAGCTTACGTCTCTCGCTCGCTCTGGCTCTCCCATACACA-------------------------------------CACAC------------------------------------------ACGCACACACACAAACG---------------------CACCAACA-----ACAGAGGCCCATTCACTCACACAGCA

droVir3 scaffold_13042:4560291-
4560437 +

A--------AATA-------------------------------------AAGACGCTGCCA-ACGGTCATA------ACGAAGTTGCGAACAGA------G------------------------------------------C-CACCAGACGGCCATCA----AGTTGATGCATGGCACGGGCAGACAGAGCTTGTCACTCAGTCAGTCATTCATTCATTTACTCATTCATTCATTCATTCACT-------------------------------------------------------CACTC

droMoj3 scaffold_6473:9897532-
9897584 +

C--------GGCATAGCTC------GGAAAACA-----------------------ATGCAC-AAGC-AC----------------------------------------------------------------------------------------------------------------------------------------------------------------ACGCACGCACACGCACG-------------------------------------------------------CACAC

droGri2 scaffold_14830:1986574-
1986594 -

C--------ACTC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTACACACACT-------------------------------------------------------TCCAC

droAna3 scaffold_12929:1900959-
1901107 -

G--------AAACTGGCCG------CACAATTTTCACAAAAG------CGGAAAAGTTGTCAAAAGA-ATTG---CCACCAGTGTTGCCACCAGG------TTGCGG---------T-AC--------------------------------------------------------------------------------------------------------------TCGCTCTCACTCACACTTACGCATGCAAAAAAAAAATGGGGAAACAAAAAAATGAAAAACCGTT--------CAGGC

droBip1 scf7180000396543:360976-
361067 -

G--------AAACTGGCCG------CACAATTTTCACAAAAG------CGGAAAAGTTGTCAAAAGA-ATTG------CCAGTGTTGCCACCAGG------TTGCGG-----------TGT-----------------------C-------------------------------------------------------------------------------------------G--CTCTCACT-------------------------------------------------------CACTC

droKik1 scf7180000302610:173064-
173171 -

G--------AAACTGGCCG------CACAATTTTCACAA-AG------CGGAAAAGTTGTCA-AAGA-ATTG------GCAGAGTTGCCAACATC------GCTTCT-----------CGGGCTCTCT---TCCC-----------------------------------------------------------------------------------------------TCTCTTGCACACGAACA-------------------------------------------------------AGCAC

droFic1 scf7180000454072:3020305-
3020368 -

G--------AAACTAGCCG------CACAATTTTCACAA-AG------CGGAAAAGTTGTCA-AAGA-ATTC------GCAGAGTTGCCAACA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491001:1419514-
1419619 -

G--------AAACTGGCCG------CACAATTTTCACAA-AG------CGGAAAAATTGTCA-AAGA-ATTG------GCAGAGTTGCCAACTTT------TGTCAA-----------GC-----------------------ACA-------------------------------------CACAC----------------------------------------AGTCGCTCGCTTGCTCGCT-------------------------------------------------------CGCTC

droRho1 scf7180000777610:9933-10036
+

G--------AAACTGGCCG------CACAATTTTCACAA-AG------CGGAAAAGTTGTCA-AAGA-ATTG------GCAGAGTTGCCAACTTT------TTTCAA-----------AC-----------------------ACA-------------------------------------CACAC------------------------------------------ACTCTCGCTCGCTCGCT-------------------------------------------------------CATTC

droBia1 scf7180000301760:4511987-
4512059 -

G--------AAACTGGCCG------CACAATTTTCACAA-AG------CGGAAAAGTTGCCA-AAGA-ATTG------GCAGAGTTGCCAGCATT------GCCCGT-----------T--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415211:33860-
33951 +

G--------AAACTGGCCG------CACAATTTTCACAA-AG------CGGAAAAGTTGCCA-AAGA-ATTG------GCAGAGTTGCCAACATC------GCTCGT-----------TC------------------------------------------------------------------------------------------------------------------TCGGCCGCTCGCT-------------------------------------------------------CGCCT

droEug1 scf7180000409182:450421-
450501 -

G--------AAACTGGCCG------CAGAATTTTCACAA-AG------CGGAAAAGTTGCCA-AAGA-ATTG------GCAGTGTTGCCAACATC------GCCCGT-----------TTT-----------------------C-------------------------------------------------------------------------------------------GTACA------------------------------------------------------------------

dm3 chrX:1906919-1906977 - G--------AAACTGGCAG------C--AGTTTTCACTA-GG------CGGAAAAGTTACCA-AAGA-ATTG------GCAGAGCTGCCA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSim2 x:1748762-1748820 - G--------AAACTGGCAG------C--AGTTTTCACTA-GG------CGGAAAAGTTGCCA-AAGA-ATTG------GCAGAGTTGCCA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_10:1692193-1692251

-
G--------AAACTGGCAG------C--AGTTTTCACTA-GG------CGGAAAAGTTGCCA-AAGA-ATTG------GCAGAGTTGCCA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droYak3 X:6419800-6419881 + G--------AAACTGGCCG------CACAGTTTTCACTA-GG------CGGAAAAATTGCCA-AAGA-ATTG------GCAGAGTTGCCATCATC------CTACGT-----------GC-----------------------GC-----------------------------------------------------------------------------------------------------G-------------------------------------------------------CAAGC
droEre2 scaffold_4644:1877612-

1877690 -
G--------AAACTGGCCG------CACAGTTTTCACTA-GG------CGGAAAAGTTGCCA-AAGA-ATTG------GAAGAGTTGCCATCACA------CTTCGG-----------GC-----------------------GCA-------------------------------------AG--------------------------------------------------------------------------------------------------------------------------
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ATCCCACCTACTCGTTCCGAGAACTGGTCGAGCAGGCTATTCTGCAAGTGGTAAGTGTGTGGAGATAGTCGCGACAGTGGGTTCCGTTCCGCTTGATTTATCACTCTTTATCACTCTTACAGGAAGGTGCCTTTGCCATTGCCGTGAAGTCCAAACACTTCCCCGGAGAGTG

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

#
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Count

Total
Norm Total

V111

male
body

M021

embryo

M042

female
body

V057

head

V042

embryo

..................................................GTAAGTGTGTGGAGATAGT....................................................................................................... 19 0 1 14.00 14 14 0 0 0 0

..................................................GTAAGTGTGTGGAGATAGTCGC.................................................................................................... 22 0 1 3.00 3 3 0 0 0 0

............CGTTCCGAGAACTGGTCGAGCA.......................................................................................................................................... 22 0 1 3.00 3 0 2 0 0 1

..................................................GTAAGTGTGTGGAGATAGTCGCGAC................................................................................................. 25 0 1 3.00 3 3 0 0 0 0

..................................................GTAAGTGTGTGGAGATAGTC...................................................................................................... 20 0 1 2.00 2 2 0 0 0 0

..............................................................................GGGTTCCGTTCCGCTTGATTTATCACTCT................................................................. 29 0 1 1.00 1 0 0 1 0 0

.................................................................TAGTCGCGACAGTGGGTTCCGTTCC.................................................................................. 25 0 1 1.00 1 0 1 0 0 0

................................................................................................TTTATCACTCTTTATCACTCTTACA................................................... 25 0 1 1.00 1 0 0 1 0 0

..................................................GTAAGTGTGTGGAGATAGC....................................................................................................... 19 1 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

TAGGGTGGATGAGCAAGGCTCTTGACCAGCTCGTCCGATAAGACGTTCACCATTCACACACCTCTATCAGCGCTGTCACCCAAGGCAAGGCGAACTAAATAGTGAGAAATAGTGAGAATGTCCTTCCACGGAAACGGTAACGGCACTTCAGGTTTGTGAAGGGGCCTCTCAC
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droPer2 scaffold_6:270342-270513 - dpe_1866 ATCCCACCTACTCGTTCCGAGAACTGGTCGAGCAGGCTATTCTGCAAGTGGTAAGTGTGTGGA---------------------------------------------------------------------------GATAGTCGCGACAGTGGGTTCCGTTCCGCTTGATTTATCACTCTTTA------------------------TCACTCTTACAGGAAGGTGCCTTTGCCATTGCCGTGAAGTCCAAACACTTCCCCGGAGAGTG
dp5 2:24971653-24971824 - dps_776 ATCCCACCTACTCGTTCCGTGAGCTGGTCGAGCAGGCTATTCTGCAAGTGGTAAGTGTGTGGA---------------------------------------------------------------------------GATAGTCGCGATAGTGGGTTCCGTTCCGCTTGATTTATCACTCTTTA------------------------TCACTCTTACAGGAAGGTGCCTTTGCCATTGCCGTGAAGTCCAAACACTTCCCCGGAGAGTG
droWil2 scf2_1100000004943:13604433-

13604603 -
ATCCAAATTACTCGTTCCGGGAACTCGTCGAGCAGGCCATTCTACAAGTGGTAAGTGCATTTA-----------ACTGA------------TAGGCGGTTATCAGGCTACTA----AGCA-CTTA-----------------------------------ATTCCGATT-------------------------------GCTG--AT----TACTTACAGGAAGGCGCATTTGCCATTGCCGTAAAGTCCAAGTATTTCCCCGGTGAATG

droVir3 scaffold_13047:13614705-
13614885 +

dvi_16838 ATCCCAACTACTCGTTCCGTGAGCTGGTGGAGCAGGCCATACAGCAAGTGGTAAGTAACCC-ATTGAT-GTG-AAAACCAAGGTTCATTAT--------------------G----AGCA-CTTGATTATGT---GGCTATATTCG----------------------------------TG-T------------------------TTCCTGTTTAAAGGAGGGTGCATTTGCAATTGCTGTAAAATCGAAGCATTTCCCAGGCGAGTG

droMoj3 scaffold_6540:10860849-
10861032 +

ATCCCAACTACTCGTTCCGGGAGCTCGTGGAGCAGGCGATTCTGCAAGTGGTAAGTGAGTCCACTCAG-GTG-GAAACCGAATCTCATTAT--------------------GTTATAGAATCCTCATGATGTGT----------------------------T------------TCACTTG-T------------------------TTCGTGCTGACAGGAAGGCGCATTTGCCATTGCAGTTAAATCGAAGCATTTCCCGGGCGAGTG

droGri2 scaffold_15074:401940-402113
-

ATCCCAACTACTCGTTCCGCGAACTGGTCGAGCAGGCCATACAACAAGTGGTAAGTTAATTCA-----------AAACCTAACCTTATTAAGGACAAACT---------------------CTTATTGATGTCATGACTTTATTGA----------------------------------T-------------------------------GTTTTGTAGGAGGGCGCATTTGCCATTGCTGTCAAGTCGAAGCATTTCCCCGGCGAGTG

droAna3 scaffold_12911:1983818-
1983981 +

ACCCCACCTACTCGTTTCGCGAGTTGGTCGAGCAAGCTATACAGCAGTTGGTAAGTTTGCCCGA---T-GCT-AGAATTAAAGT--------------------------TC----A--------------------------------------------------------------------CCACATTACACATATTCAAAAAT----CATTCGCAGGAAGGTGCTTTTGCAGTCGCTGTAAAATCAAAGTATTTTCCTGGCGAGTG

droBip1 scf7180000396714:1067973-
1068136 -

ACCCCACCTACTCCTTTCGCGAGTTGGTAGAGCAGGCTATACAGCAGTTGGTAAGATTGACCTA---T-GAG-AGCATTGAAGT--------------------------TA----A--------------------------------------------------------------------ACACATTGAACTTATCCCAAAAC----CGTACGCAGGAAGGGGCTTTTGCAGTCGCTGTCAAGTCAAAGTATTTCCCTGGAGAGTG

droKik1 scf7180000302297:46177-46331
-

ACCCCACATACTCGTTCCGCGAGTTGGTCGAGCAGGCTATTCTGCAAGTGGTAAGTGGTCCCAATGGA-GTG-T----------------------------------------------------------------------------------------------------------CTATACCACCTAAAATC--GGCCC--TT----CTCCTACAGGAAGGCGCTTTTGCCATTGCCGTGAAGTCTAAGCACTTCCCCGGAGAGTG

droFic1 scf7180000454068:15701-15862
-

ACCCCACCTATTCGTTCCGCGAGCTGGTCGAGCAGGCCATCCTTCAAGTGGTATGTTGTCCA-C---GGTATCAGCCGTGCAG---------------------------CA----A--------------------------------------------------------------------CCAACTAAATTT--TGCAAACCC----CCTGTGCAGGAAGGCGCTTTTGCTATCGCTGTGAAGTCCAAGCACTTTCCCGGAGAATG

droEle1 scf7180000491278:33183-33345
+

ACCCCACGTACTCATTCCGCGAGCTGGTCGAGCAGGCCATCCTTCAAGTGGTAAGTTGTTTT-T---TGTCGTAGCTAA------------GGAGCAACTCTCAG-TCAGTG----A--------------------------------------------------------------------CCACCTGAAA-------------------TTTGCAGGAAGGCGCCTTTGCTATTGCGGTGAAGTCCAAGCACTTTCCTGGAGAGTG

droRho1 scf7180000775729:3799-3959 + ACCCCACATACTCGTTCCGCGAGCTGGTCGAGCAGGCCATCCTTCAAGTGGTAAGTTGGCTCT----GGGCGCAGCTAT-ATAG--------------------------TC----A--------------------------------------------------------------------CCACCTAAAATGTA----ATAAT--C-GTTGTGCAGGAAGGCGCCTTTGCCATTGCGGTGAAGTCCAAGCACTTTCCCGGAGAGTG
droBia1 scf7180000301256:49076-49175

+
ATCCCACATACTCGTTTCGTGAACTGGTCGAGCAGGCCATTCTCCAAGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAAGGCGCCTTTGCCATTGCCGTGAAGTCCAAGCATTTTCCCGGAGAGTG

droTak1 scf7180000410621:31069-31168
-

ATCCCACCTACTCGTTTCGCGAGCTGGTCGAGCAGGCCATCCTCCAAGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAAGGCGCCTTTGCCATTGCCGTGAAGTCCAAGCATTTTCCCGGAGAGTG

droEug1 scf7180000409540:3761-3860 + ACCCCACCCACTCTTTCCGCGAGTTGGTTGAACAGGCTATCCTCCAGGTT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAAGGCGCCTTTGCTATTGCTGTGAAGTCCAAGCATTTTCCTGGAGAATG
dm3 chr3RHet:2477494-2477593 + ACCCCACCTACTCCTTCCGCGAGCTGGTCGAGCAAGCCATCCTTCAAGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGGGCGCCTTTGCTATTGCCGTAAAGTCAAAATACTTTCCCGGAGAGTG
droSim2 2l:22493057-22493156 - ACCCCACCTACTCGTTCCGCGAGCTGGTCGAGCAAGCCATCCTTCAAGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGGGCGCCTTTGCTATTGCCGTAAAGTCCAAATACTTTCCCGGAGAGTG
droSec2 scaffold_6:105530-105629 + ACCCCACCTACTCGTTCCGCGAGCTGGTCGAGCAAGCCATCCTTCAAGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGGGCGCCTTTGCTATTGCCGTAAAGTCCAAATACTTTCCCGGAGAGTG
droYak3 3R:327480-327579 + ATCCCACCTACTCGTTCCGCGAGCTGGTCGAGCAAGCCATCCTTCAAGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGGGCGCCTTTGCTATTGCCGTAAAGTCCAAGTACTTTCCCGGAGAGTG
droEre2 scaffold_4770:334345-334444

+
ACCCCACCTACTCGTTCCGCGAGCTGGTCGAGCAAGCCATACTTCAAGTG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGGGCGCCTTTGCTATTGCCGTAAAGTCCAAGTACTTTCCCGGAGAGTG
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AAAAGTTTCAGTTGTCCAATAAAAAACAATCTTTGGATGAACCAGCAATACATTGCTTTCAGAGGGCTCGCTCATCGTTATTTGATAGTAATCGCACCTGAAATATGTCAAGTAATGATGGGCGTATACCTCCCGGCAAGGTCAAACTCAATAACATTGTGAAATAAACCGATTTCCTTCTGTAAATTAAGA
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head

.........................................................................................................TGTCAAGTAATGATGGGCGTAT................................................................. 22 0 1 4.00 4 3 1 0 0

...................................................................TCGCTCATCGTTATTTGATAG........................................................................................................ 21 0 1 3.00 3 1 0 1 1

.........................................................................................................TGTCAAGTAATGATGGGCGTATACA.............................................................. 25 1 1 2.00 2 2 0 0 0

.........................................................................................................TGTCAAGTAATGATGGGCGTA.................................................................. 21 0 1 2.00 2 0 1 1 0

.........................................................................................................TGTCAAGTAATGATGGGCGTATA................................................................ 23 0 1 1.00 1 0 1 0 0

.......................................................................................................TATGTCAAGTAATGATGGGCGTA.................................................................. 23 0 1 1.00 1 0 1 0 0

...................................................................TCGCTCATCGTTATTTGATAGTA...................................................................................................... 23 0 1 1.00 1 0 0 1 0

...................................................................................................GAAATATGTCAAGTAATGATGGGCGTA.................................................................. 27 0 1 1.00 1 1 0 0 0

...................................................................TCGCTCATCGTTATTTGAT.......................................................................................................... 19 0 1 1.00 1 0 1 0 0

...................................................................TCGCTCATCGTTATTTGATAGT....................................................................................................... 22 0 1 1.00 1 0 0 1 0

.................................................................GCTCGCTCATCGTTATTTGAT.......................................................................................................... 21 0 1 1.00 1 0 1 0 0

..........................................................................................................GTCAAGTAATGATGGGCGTATA................................................................ 22 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TTTTCAAAGTCAACAGGTTATTTTTTGTTAGAAACCTACTTGGTCGTTATGTAACGAAAGTCTCCCGAGCGAGTAGCAATAAACTATCATTAGCGTGGACTTTATACAGTTCATTACTACCCGCATATGGAGGGCCGTTCCAGTTTGAGTTATTGTAACACTTTATTTGGCTAAAGGAAGACATTTAATTCT

**************************************************(((((....((((...(((((((((((((((((((....((......))....)))))))))))))))))))....))))..)))))...****************************************************
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droPer2 scaffold_1:5491394-5491585 + dpe_2495 AA-AAGTTTCAGTTGTCCAATA-AAAAACAATCTTTGGATGAACCAGCAATACATTGCTTTCAGAGGGCTCGCTCATCGTTATTTGATAGTAATCGCACCTGAAATATGTCAAGTAATGATGGGCGTATACC---TCCCGGCAAGGTCAAACTCAATAACATTGTGAAATAAACCGATT---TCCTTCTGTAAATTAAGA
dp5 4_group3:4018551-4018742 + dps-mir-

2560
AA-AAGTTTCAGTTGTCCAATA-AAAAACAATCTTTGGATGAACCAGCAATACATTGCTTTCAGAGGGCTCGCTCATCGTTATTTGATAGTAATCGCACCTGAAATATGTCAAGTAATGATGGGCGTATACC---TCCCGGCAAGGTCAAACTCAATAACATTGTGAAATAAACCGATT---TCCTTCTGTAAATTAAGA

droWil2 scf2_1100000004521:2360386-
2360506 -

AT-TT-CA-----TAA-TAATCAATTGAAAA-TCTAATATTT-------------------------------------------TTTTCTGGAGTAATC-------------------ATTGGTTTTTTCATTTTTTTGTTAAGGTCAAACTCAATAACATTGTGAAATTTAACAATT---ACATT-----AACTAAAA

droAna3 scaffold_12916:6082150-
6082205 +

---------------------------------------------------------------------------------------------------------------------------------------------CAAGGTCAAACTCAATAACATTGTGAAATAACACAATT---ACTTTCGGCCGATTGGCT

droBip1 scf7180000396568:758124-
758187 -

C-----------------------------------------------------------------------------------------------C----------------------CA----------------CCAACAAGGTCAAACTCAATAACGTTGTGAAATAATACAAAT---AATTCTGGCCGATTGGCT

droKik1 scf7180000302408:651272-
651406 -

AGAGGGCT-----CGTTCGATCGACTGATAA-CTTTGGATTG-------------------------------------------AATACAGGTGGCATCCAGAATAATTAAAGTCATACT----------------CAAACAAGGTCAAACTCAATAACATTGTGAAATAACACAATTGTTACTTTTGGTCGATTTGCT

droFic1 scf7180000453924:287081-
287166 -

G-----------------------------------------------------------------------------------------------CATCCAGAATAATTCAAGTAATGCT----------------CAAACAAGGTCAAATTCAATAACATTGTGAAATACAACAATT---ACTTTTGGTCTACCGGCT

droEle1 scf7180000491273:865547-
865632 +

G-----------------------------------------------------------------------------------------------CATCCAGAATAATTCAAGTAGCACT----------------CAAACAAGGTCAAACTCAATAACATTGTGAAATAGCACCATT---AATTTTGTTCGATTTTCT

droRho1 scf7180000779970:32987-33118
-

GA-GGGCT-----CGTTCGATCAACTGATAG-CTATGAATGG-----C-------------------------------------AGTACAGGTGGCATCCAGAATAATTCAAGTAGTACT----------------CAAACAAGGTCAAACTCAATAACATTGTGAAATAACACAATT---ATTTTTCTTCGATTGGGA

droBia1 scf7180000302261:149631-
149716 -

G-----------------------------------------------------------------------------------------------CATCCAGAATAATTCAAGAAATACC----------------CAAACAAGGTCAAGCTCAATAACATTGTGAAATAGAACAATT---ACTTTTGGTCGATTTGCC

droTak1 scf7180000413208:75209-75294
-

G-----------------------------------------------------------------------------------------------CATCCAGAATAATTCAAGTAATACT----------------CAAACAAGGTCAAATTCAATAACATTGTGAAATAGCACAATT---ACTTTTGGTCGATTTGCT

droEug1 scf7180000409554:4170551-
4170636 -

G-----------------------------------------------------------------------------------------------CATCCAGAATAATTCAAGTAGTACT----------------CAAACAAGGTCAAATTCAATAACATTGTGAAATAGAACCATT---ACTTTTTGTCGATTTGCT

dm3 chr2L:2373868-2373953 - G-----------------------------------------------------------------------------------------------CATCCAGAATAACTCAAGTAATGCT----------------CAAACAAGGTCAAACTCAATAACATTGTGAAATAGCACAACT---ACTTCTGGTCGATTTTCA
droSim2 2l:2264903-2264988 - G-----------------------------------------------------------------------------------------------CATCCAGAATAATTCAAGTAATGCT----------------CAAACAAGGTCGAACTCAATAACATTGTGAAATAGCACAATT---ACTTCTGGTCGATTTTCA

droSec2 scaffold_5:545531-545616 - G-----------------------------------------------------------------------------------------------CATCCAGAATAATTCAAGTAATGCT----------------CAAACAAGGTCAAACTCAATTACATTGTGAAATAGCACAATT---ACTTCTGCTCGATTTTCAdroYak3 2L:2356495-2356627 - GA-GGGCT-----CGTTCGATC-ACTGATAG-CTTTGAATTT-------------------------------------------CGTACAGGTGGCATCCAGAATAATTCAAGTAATACT----------------CAAACAAGGTCAAACTCAATAACATTGTGAAATGGCACAACTACAACTTCTGTTCGATTATCA
droEre2 scaffold_4929:2413348-

2413478 -
GA-GGGCT-----CGTTCAATC-ACTGATAA-CTTTGAATTC-----C-------------------------------------CGTACAGGTGGCATCCAGAATAATTCAAGTAATACT----------------CAAACAAGGTCAAACTCAATAACATTGTGAAATAGCACAACT---AATTCTGGTCGATTTTCA

Generated: 09/08/2015 at 07:53 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
1
1
1
1
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:5491394-5491585
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:5491394-5491585
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2495.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:4018551-4018742
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2560.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:2360386-2360506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:6082150-6082205
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396568:758124-758187
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302408:651272-651406
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453924:287081-287166
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491273:865547-865632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779970:32987-33118
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:149631-149716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413208:75209-75294
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:4170551-4170636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:2373868-2373953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:2264903-2264988
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:545531-545616
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:2356495-2356627
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:2413348-2413478


ID:

dpe_2487

Coordinate:

scaffold_5:2613114-2613181 +

Confidence:

confident-exception

Class:

Mirtron

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

CTTTTGTAGATTTTTCATATGTGAAAGTCAACGCAATTCCATGTGGTTAGGTGGGTACCTAAATATCTTAATTATAATTTTCCGTTAGGAACTTACAAAGGTATTTTTGTACCGACAGGCCTTTTCTATGGCGCTAAAAGCATAATTCTGGTGTTTGGCATACATCTA
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..................................................GTGGGTACCTAAATATCTTAAT................................................................................................ 22 0 1 16.00 16 6 5 3 0 1 1

........................................................................TATAATTTTCCGTTAGGA.............................................................................. 18 0 1 3.00 3 0 0 0 3 0 0

..................................................GTGGGTACCTAAATATCTTAA................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0

........................................................................TATAATTTTCCGTTAGGAACTT.......................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

..................................................GTGGGTACCTAAATATCTTA.................................................................................................. 20 0 1 1.00 1 0 1 0 0 0 0

........................................................................TATAATTTTCCGTTAGGAACTTACA....................................................................... 25 0 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

GAAAACATCTAAAAAGTATACACTTTCAGTTGCGTTAAGGTACACCAATCCACCCATGGATTTATAGAATTAATATTAAAAGGCAATCCTTGAATGTTTCCATAAAAACATGGCTGTCCGGAAAAGATACCGCGATTTTCGTATTAAGACCACAAACCGTATGTAGAT
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droPer2 scaffold_5:2613064-2613231

+
dpe_2487 CTTTTGTAGATTTTTCATATGTGAAAGTCAACGCAATTCCATGTGGTTAGGTGGGTACCTAAATATCTTAATTATAATTTTCCG---TTAGGAACT----------TAC-----------------------AAAGG----T----------------ATTTTTG-----TACCGACAGGCCTTTTCTATGGCGCTAAAAGCATAATTCTGGTGTTTGGCATACATCTA

dp5 4_group1:2592719-2592886 - dps_239 CTTTTGTAGATTTTTCATATGTGAAAGTCAACGCTATTCCATGTGGTTAGGTGGGTACCTAAATATCTTAATTATAATTTTCCG---TTAGGAACT----------TAC-----------------------AAAGG----T----------------ATTTTTG-----TACCGACAGGCCTTTTCTATGGCGCTAAAAGCATAATTCTGGTGTTTGGCCTACATCTA
droVir3 scaffold_12963:4588919-

4589061 -
-------------------TGCGAAAGTGAACGCAATTCCATGTGGTTAGGTATGTTCGCC-AGCTAT-------------ACA---TTTATATC--TTTTGATATTAC-----ATT---------GATTAT---------------TTTTTATTTTT----TTA-----TTTTTGCAGGACTTGTCTATGGCGTTAAGGGTCTGATACTTGTATTCGG----------

droMoj3 scaffold_6500:8495816-
8495947 -

-------------------TGCGAAAGTGAACGCAATTCTATGTGGTTAGGTAAGTACTTGAATATCT-------------ATT---TCAAATT------------CG-TTTTAATTAATCG------------------TCCACT----------T-----------ACTTTTTGCAGGACTTGTTTATGGCGTTAAGGGTCTTATATTGGTATTTGG----------

droBip1 scf7180000396554:1423059-
1423191 +

-------------------TGTGAAAGTCAACGCAACTCCATGTGGTTGGGTGGGTACTCTAAC-TAT-------------TCT---TAGTTAGT-CCTTTGAC-----------TAAATAG------------------TTAATC----------T-----------TTTTGTTTCAGGTCTTGTCTACGGCTTCAAAGGTTTAATCCTGGTATTTGGC---------

droKik1 scf7180000302235:132564-
132702 -

-------------------TGTGAAAGTCAACGCAACTCAATGTGGTTGGGTACGTACCTATTTCATT-------------TTGTTATTAAGAAAT--------------------------TCCTTTATATAAAGT----T----------------ATC--TGGACTTTTTTTTCAGGTCTTGTTTATGGCTTCAAGGGCCTGATCCTGGTGTTTGG----------

droFic1 scf7180000453316:79293-
79433 +

-------------------TGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTTTTTAATCAGTT-------------TCT---TTAGGAAAT--TTA-----TG-TTACTATTAATTA--------------------------ATGAA--TT-----------ATCCCTTCTAGGTCTTGTCTATGGCTTCAAGGGACTAATCCTGGTGTTTGGTCTA------

droEle1 scf7180000491046:1482269-
1482404 +

-------------------TGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTACCAAAAGCGCT-------------CCT---TTTCGAAC-----------AA-----AA-------CTCTTACTAT---------------AATGGAATATC-----------TAATATTCAGGTCTTGTGTATGGCTTCAAGGGGCTAATCCTGGTGTTTGGC---------

droBia1 scf7180000302261:1570770-
1570902 -

-------------------TGTGAAAGTCAACGCAACTCCATGTGGTTGGGTAGGTCTTACATATAAA-------------TCT---TTAAGAGC-----------CG-----AACTAATAG------------------TAATATTAC-------------TTG-----TGTTTTCAGGTCTCGTCTACGGCTTCAAGGGGCTGATCCTGGTGTTCGGC---------

droTak1 scf7180000412373:124394-
124532 +

-------------------TGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTCATATAATCTAT-------------ACT---TGTACGAT-TTTTTGAT-TA------------------ATATTAT---------------AATTTAATATT-----------TAATTTACAGGTCTCGTTTATGGCTTCAAGGGGCTAATCCTGGTGTTTGGC---------

droEug1 scf7180000409452:1590826-
1590965 +

-------------------TGTGAAAGTCAACGCAACTCTATGTGGTTAGGTATGTCTCAAAACTACT-------------TCT---TAAATATC-TTTCCGAA-CTG-----------------TTATAAT---------------ACTTAAATTTA-----------TCATCTATAGGTCTTGTGTATGGCTTCAAGGGGCTAATCTTGGTGTTTGGC---------

droSim2 2l:14581968-14582099 + -------------------TGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTTGTGATATCGAT-------------ACA---TTAGGATC--ATTTAAT-----------AA-----------TA------ATATTTATAT------------------A-----CTTTTGCAGGTCTTGTATACGGCTTCAAGGGGCTAATCCTGGTGTTTGGC---------
droSec2 scaffold_3:1292333-1292464

+
-------------------TGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTTGTGATATCGGT-------------ACA---TTAGGAACA----------TAC----------------ATATAAT----ATATTAATAT-----------------------TACTTTGCAGGTCTTGTATATGGCTTCAAGGGGCTAATCCTGGTGTTTGGC---------

droYak3 2L:15139031-15139157 + -------------------TGTGAAAGTCAACGCAACTCCATGTGGTTGGGTATGTTGCAAAATATGC-------------ACA---TTAATCAC------------------------------ATATAAT------ATTTATAT----------T-----------ATTTTTTTCAGGTCTTGTATATGGCTTCAAGGGGCTAATCCTGGTGTTTGG----------
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CGCTACTCAGCACAACCGAAAGGAGTCCGTAGTATCAGTAGACAACACCAACAGCAGCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCACAACAGCAAACGACAGAGGCAACGGCAGCCACGCCAGTAGCAGCACCACCTACAACCACAAACACACTCGTCTCATCCGCCCACTCCGCCACCACGAGCATCATAGAAGCCTCCGCCTCGCCGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M021

embryo

V042

embryo

M042

female
body

V057

head

V050

head

................................................................................................................AAACGACAGAGGCAACGGC.................................................................................................. 19 0 1 4.00 4 3 1 0 0 0

.............................................................................................................AGCAAACGACAGAGGCAACGGC.................................................................................................. 22 0 1 2.00 2 0 1 1 0 0

.................................ATCAGTAGACAACACCAACAGCAGCAGCT....................................................................................................................................................................... 29 0 1 2.00 2 2 0 0 0 0

................................................................................................................AAACGACAGAGGCAACGGCAG................................................................................................ 21 0 1 2.00 2 0 0 0 1 1

....................................................................................................................................................................AAACACACTCGTCTCATCCGCCCA......................................... 24 0 1 1.00 1 0 0 1 0 0

........................................GACAACACCAACAGCAGCAGCT....................................................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0

...................................CAGTAGACAACACCAACAGCAGCAGCT....................................................................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0

...........................................................................................................ACAGCAAACGACAGAGGC........................................................................................................ 18 0 1 1.00 1 0 0 1 0 0

................................................................................................................AAACGACAGAGGCAACGGCAGC............................................................................................... 22 0 1 1.00 1 0 1 0 0 0

.............................................................................................................AGCAAACGACAGAGGCAACGGCA................................................................................................. 23 0 1 1.00 1 0 0 1 0 0

Anti-sense strand reads

GCGATGAGTCGTGTTGGCTTTCCTCAGGCATCATAGTCATCTGTTGTGGTTGTCGTCGTCGACGGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGGTGTTGTCGTTTGCTGTCTCCGTTGCCGTCGGTGCGGTCATCGTCGTGGTGGATGTTGGTGTTTGTGTGAGCAGAGTAGGCGGGTGAGGCGGTGGTGCTCGTAGTATCTTCGGAGGCGGAGCGGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

V111

male
body

M042

female
body
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_4:5118111-5118339

-
dpe_2480 CGCTACTC------A------G-------------CACAACCGAAAGGAGTCCGTA------GTATCAGTAGAC-----------AA------------CACC---AAC----------AGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCA---------GTAGCAGC---ACC-ACCTAC-AACCACAAACAC--------ACTC-------------GTCTCATCCGCCCACTCC---------------------------GCCACCACGAGCATCATAGAAGC---CTCCGC-CTCGCCGC

dp5 3:9802137-9802356 - dps_3826 CGCTAC-------------------------TCAACACAACCGAAAGGAGTCCGCA------GTATCAGTAGAC-----------AA------------CACC---AAC----------AGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCA---------GTAGCAGC---ACC-ACCTAC-AACCACAACC------------------------------ACACTCGTCTCATCC---------------------------GCCACCACGAGCATCATAGAAGC---CTCCGC-CTCGCCGC
droWil2 scf2_1100000004510:1465954-

1466124 +
dwi_5424 CCTCCT-------CA------TCAA----------------AGGAGGGAAGTGGTAG---TGGTAGCGGTAGCA------------------G------------------------------------TTCGTCCAATAACAA------------GCTGTTGCCCCTGCCACAACAAAAACAACAGCAACACACAGAGGCAACAACTTCTGGAAC---------------------TGC---CGTCA--------CC---------------GCATCATC--------CCAAT----------------------------------------------------CCACTAAAGAAGCTTATTCCAC-TTCACCAC

droVir3 scaffold_12875:18068715-
18068909 -

dvi_24649 AACAACGC-----------------------------------------------A------GCAGCAACAGAAACCCAGCAAACAA---------------C---AA---CCACAACCAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCAGCA---ACGCCA---------GCAGCAGC---TTCCACATAC--TCC---------------------------------AATACAGCAA---C--AGCAGAAACCT-CCGCCTCC---------GTCTC------------A---GA---TTCCAC-AGCGCCAC

droMoj3 scaffold_6540:3229590-
3229816 -

CCCTGCAC------A------GCGGCAA--------------------------------------C---AGCAGC---------TTCA---AGTCGAGCGGCAG------CAACACAAACAGA---CGATCGCCCAATGCACAGCAGCAGCCGCCGCCGTTGCCCATGAA----AA---ACGGCAGCAA---GCAGAGCCAGCAGCAA------C---------------------ACG---AC-TCCCAGT--ACCA------ACATCTCAGCTACAAC--------ATGACACACCTGCAAC--ACCTGAATGCACGCACC------------AACAACACG--CTCGACCGCAAA---CACGGCCACGGCCAC

droGri2 scaffold_15245:4197227-
4197420 -

dgr_473 CAACACG--------------------------------------------CAACA------GCAGCAGCAGAAAACCAACA---AA------------CACC---AAC----------AGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCGGCAGCAACGCCA---------GCAGCTGC---TTCC--------ACC---------------ACATCATCATCATCATCCAAT-------------CC---------------------------ATCAATAAAAG-----CAGAAGCTGGGTCCAC-GAGGCCGC

droAna3 scaffold_13266:5014061-
5014313 +

dan_91 CGCCAC-CAGCATCACCACCACCAGCACCAGCCGACGCAGGGAAAAGGAATCGCCG------GCAA-----------------ACAGCA---GGCCA---ACC---AACAGCAGC----AGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCAAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCA---------GCGGCAGAGACACCCGCCCAAGCATC---------------------------------AACT--TCCACCTCCACC---------------------------AGTAGCACCAGCATCATAGAATC---CTCAGT-TTCGCCGC

droBip1 scf7180000395751:823763-
824000 +

CGCCAT-------CA------CCACCACCATCCGACGCAGGGAAAAGGAATCGCCA------GCAA-----------------ACAACAGCAGGCCA---ACCAACAGC----------AGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCTAC------ATCAGCAAACGACAGAGGCAACGGCAGC------CACGCCA---------GCGGCAGAGACTCCCGCCCAAACACC---------------------------------CA-----CCACCTCCTCC---------------------------AGTAGCACGAGCACCATAGAATC---CTCCGT-TTCGCCGC

droKik1 scf7180000302411:441407-
441668 +

CGCCAT-CA---GCA------CCATCACCATCCGCCCCAAGGAAAGGGAGTCGCCA------GCAGT---AGCA--------AGCATCA---GCACCAGCACCAGCAGC----------AGAAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCA---------GCAGCAGCACTGCCCGCCCAC--TTCC------ACTCCACTTCTACAAG------TTTAAA---TTCTG---------------------CCTCC---------ACCACCACCAACATCATAGAATC---CTCCGT-ATCGCCGC

droFic1 scf7180000453811:56703-
56934 -

CGCCAT-CA---CCA------CCATCACCTTGCCAGCCAAGCAAAAGGAATCGCCA------GCAGT---AGCA--------------------------------AAC----------AGAAA---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC--TC---------------AGCT-TACT--------CCAATCCATCCG---------------------CCTC------ATCTAATACCACCGCCACGATAGAAGC---CTCTGT-TTCGCCGC

droEle1 scf7180000491232:161869-
162088 -

CGCCAT-CA---TCA------CCATCACCTTGCGACCCAAGCAAAAGGAATCGCAA------GCAGC---AGCA--------------------------------AAC----------AGAAG---CATCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ATCCGCCCAC--ACC---------------------------------AACCCATCCGCCTCCTCC---------------------------AGCACCACGAGCACCATAGAAGC---CTCTGT-TTCGCCGC

droRho1 scf7180000780265:156473-
156698 -

CGCCAT-TA---TCA------CCATCATCTAGCGAACCAAGCAAAAGGAATCGCTA------GCAGT---AGCA--------------------------------AAC----------AGAAG---CAGCTACCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------A---------GCAGCAGC---AACCGCCCAC--ACC---------------------------------AACCCATCCGCCTCCACC---------------------------AGCACCACGAGCACCATAGAATC---CTCCGT-TTCGCCCC

droBia1 scf7180000302143:1194589-
1194835 -

CGCCAT-------CA------CCATCATATTGCGACCCAAGCGAAGGGAATCGCCACCAGCAGCAGCAGTAGCA--------------------------------AGC----------AGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AGTAGCACTAGCAGTAGC---ACCCGCCCAC--TCC---------------------------------AACCCATCCG---------------------CCTCCGCCGCGTCTAGCACCATCAGCACCATAGAAGC---CTCCGT-TTTACCGC

droTak1 scf7180000415722:103126-
103312 +

CGCCAT-------CA------CCATCATATTGCGACCCAAGCCAAGGGAATCGCCA------GCAGT---AGCA---------------------------------------------AGAAA---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------A---------GCAGTAGC---ACCCGC-----------------------------------------------------------------------------------------------CAGCACCATAGAATC---CTCCGT-TTCACCGC

droEug1 scf7180000409474:730362-
730584 -

CGCCAT-------CA------CCATCACCTTGCGACCCAAGCTAAGGGAATCGCCAG---CAGCAGCAGTAGCA--------------------------------AAC----------AGAAG---CAACTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AAC---AAGCGCCCAC--TGT---------------------------------AATCCATCCA---------------------CCGG------ACCTAGTACGACCAGCACCATAGAAGC---CTCCGT-TTCGCCGC

dm3 chr2R:17211876-17212089 + dme_419 CGCCAT-------CA------CCAACATATAGCGACCCAAGTGAAGGGAATCGCCA------GCAGCAGCAGCA-----------------------------AACAAC----------AGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC--TCC---------------------------------AACGTATCC------------------------------------GTTTCCTCCAGCACAATAGAAGC---CTCTGT-TTTGCCGC
droSim2 2r:17766298-17766517 + dsi_32456 CGCCAT-------CA------CCAACATATAGCGACCCAAGTGAAGGGAATCGCCA------GCAGCAGTAGCA-----------------------------AACAAC----------AGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC--TCC---------------------------------AACGTATCCA---------------------CCTCC---------GTTTCCTCCAGCACAATAGAAGC---CTCTGT-TTTGCCGC

droSec2 scaffold_9:543236-543455 + dse_1843 CGCCAT-------CA------CCAACATATAGCGACCCAAGTGAAGGGAATCGCCA------GCAGCAGTAGCA-----------------------------AACAAC----------AGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC--TCC---------------------------------AACGTATCCA---------------------CCTCC---------GTTTCCTCCAGCACAATAGAAAC---CTCTGT-TTTGCCGCdroYak3 2R:11976229-11976445 - dya_1795 CGCCAT-------CA------CCAACATATAGCGACCCAAGTCAAAGGAATCGCCA------GCAGC---AACA-----------------------------AACAAC----------AGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC--TCC---------------------------------AACGTATCAA---------------------CCTCC---------GTTTCCTCCAGCACAATAGAAGC---CTCTGT-TTCGCCGC
droEre2 scaffold_4845:11355664-

11355880 +
der_1520 CGCCAT-------CA------CCAACATATAGCGACCCAAGTCAAGGGAATCGCCA------GCAGT---AGCA-----------------------------AGCAAC----------AGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC--TCC---------------------------------AACGTATCCA---------------------CCTCC---------GGTTCCCTTAGCACAATAGAAGG---CTCTGC-TTCGCCGC
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GACAAAAGCGTGGGTACTTGTTTGAAAGAACATATCGAAGGGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTCAAACATTGCTCGACTTCAGAGCCTCAACATTACGCCTAGAGAACGCAAGCAGCTTTCGACCATGCATACCACCAGCGAACG

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

M042

female
body

V057

head

M021

embryo

V050

head

..........................................................................................TCGACTTCAGAGCCTCAACAT................................................... 21 0 1 8.00 8 1 1 5 0 1

..................................................GATGGGACTCGTCTAGAACGAGC......................................................................................... 23 0 1 2.00 2 0 0 0 2 0

..........................................................................................TCGACTTCAGAGCCTCAACA.................................................... 20 0 1 2.00 2 0 0 1 0 1

...........................GAACATATCGAAGGGTTGGTAGT................................................................................................................ 23 0 1 1.00 1 0 0 0 1 0

...................................................ATGGGACTCGTCTAGAACGA........................................................................................... 20 0 1 1.00 1 0 0 0 1 0

.............................................................................................ACTTCAGAGCCTCAACAT................................................... 18 0 1 1.00 1 0 0 1 0 0

..................................................GATGGGACTCGTCTAGAACGG........................................................................................... 21 1 1 1.00 1 0 0 0 1 0
GACAAAAGCGTGGGTACTTGTT............................................................................................................................................ 22 0 1 1.00 1 0 0 0 1 0

Anti-sense strand reads

CTGTTTTCGCACCCATGAACAAACTTTCTTGTATAGCTTCCCAACCATCACTACCCTGAGCAGATCTTGCTCGCCTTAAAGTTTGTAACGAGCTGAAGTCTCGGAGTTGTAATGCGGATCTCTTGCGTTCGTCGAAAGCTGGTACGTATGGTGGTCGCTTGC

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

#
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Hit
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Norm Total

V042

embryo
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head
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Species Coordinate ID Alignment
droPer2 scaffold_56:124044-124205 + dpe_157 GACA---AAAGCGTGGGTACTTGTT-TGAAAGAACAT-----AT-C-GAA--G-GGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCAAGC-AGCTTTCGACCAT-GCATAC-CACCAGCGAACG
dp5 XL_group3b:100238-100400 + dps_110 GACA---AAAGCGTGGGTACTTGTTTTGAAAGAACAT-----AT-C-GAA--G-GGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCAAGC-AGCTTTCGACCAT-GCATCC-CACCAGCGAACG
droWil2 scf2_1100000004515:1719065-

1719070 -
GGCA---AA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12970:5369119-
5369199 -

dvi_24642 ----------------------------------------------------------GGTAGTGATGGGACTCACCTAGAACGAGTGGAATATT--AAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGAA------------------------------------------

droMoj3 scaffold_6473:4951753-
4951833 -

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

droGri2 scaffold_15203:9467769-
9467849 +

-----------------------------------------------------------GTAGTGATGGGACTCAACTAGAACGAGTGGAATTTTAAAAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGA-------------------------------------------

droAna3 scaffold_13334:472139-472306
+

dan_4039 TATG---GAAGC--GGGAACTTGTTCTGAAAGATCAA--ACAAT-T-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTT-GAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCTTAGAGAAAAGACAAC-AGCTTTAGATCAATGCCAACCCGCT-TAGGAAG

droBip1 scf7180000396431:1081260-
1081392 -

----------GC--GGGAACTTGTTCTGAAAGATCCA-----ACAGTGAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTG-AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGACCAGACAAC-AGCTTT---------------------------

droKik1 scf7180000302698:307832-
307977 -

A-CA---TAAGC--GGGAACTTGTTCTGAAAGACCCAATACAAA-A-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AATTTTAGATCA---------------------

droFic1 scf7180000454073:1443011-
1443147 +

----------GC--GGGAACTTGTTCTGAAAGAACCA-----AAAT-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAACCGACAAC-AGCTTTAGATCA---------------------

droEle1 scf7180000491044:215078-
215220 +

AATA---TAAGC--GGGAACTTGTTCTGAAAGACCCT-----AA-A-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGCGAAC-GACAACTAGCTTTAGATCA---------------------

droRho1 scf7180000779510:38401-38550
+

ACTG---TAAGC--GGGAACTTGTTCTGAAAGACCCT-----AA-A-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGCATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTTTAGATCAATGCGACC-------------

droBia1 scf7180000302041:563683-
563823 +

ACTG---TAAGC--GGGAACTTGTTCTGAAAGACCCC-----AG-A-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC---AGCCGCGCTCG-ACTTCAGAGCCTCAGCATTACGCC-TAGAGAAC-GACATC-AGCTTTAGATCA---------------------

droTak1 scf7180000414393:30846-30988
-

----------GC--GGGAACTTGTTCTGAAAGACCAA-----AC-T-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCGTCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTTTAGATCAATGCGACC-------------

droEug1 scf7180000408958:35963-36101
-

----------GC--GGGAACTTGTTCTGAAAGACCGA-----AAAA-TAAAAGAAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTTTAGATCA---------------------

dm3 chrX:13553568-13553711 + dme_424 ACCA---TAAGC--GGGAACTTGGTCTGAAAGACCCC-----AA-A-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAATGAGTGGAAATTCA-AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACATC-AGGTTTAGATCAT--------------------
droSim2 x:12890287-12890429 + dsi_32459 ACCA---TAAGC--GGGAACTTGGTCTGAAAGACCCC-----AA-A-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACATC-AGGTTTAGATCAT--------------------

droSec2 scaffold_20:193509-193651 + dse_1847 ACCA---TAAGC--GGGAACTTGGTCTGAAAGACCCC-----AA-A-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACATC-AGGGTTAGATCAT--------------------droYak3 X:7836409-7836553 + dya_1799 AACAATGTAAGC--GGGAACTTGTTCTGAAAGACCCA-----AA-A-TAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTTTAGATCA---------------------
droEre2 scaffold_4690:13329686-

13329820 -
der_1524 ----------GC--GGGAACTTGTTCTGAAAGACCCA-----AA-C-TTA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GACAAC-AGCTTTAGATCA---------------------
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATGCGGCCACGCCCAAGGAGTCGGCTGGTGAGGAAGGAGCGGCCGGCGAGGTAAGTGAATGCTGGATGCATACCAATGTGAGCCAGTCCGCTAATTCCCTTGCATCTATCCATTCACTAGAAAAAGGAGTCTGAAGAGCACTCGGAGAACGATAAAGATCTGACCACCGA
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...................................................TAAGTGAATGCTGGATGCATACC................................................................................................ 23 0 1 3.00 3 3 0 0 0 0 0

..................................................GTAAGTGAATGCTGGATGCAT................................................................................................... 21 0 1 2.00 2 0 2 0 0 0 0

.................GAGTCGGCTGGTGAGGAAGG..................................................................................................................................... 20 0 1 2.00 2 0 0 0 2 0 0

.......CACGCCCAAGGAGTCGGCT................................................................................................................................................ 19 0 1 2.00 2 2 0 0 0 0 0

...................................................................................................TTGCATCTATCCATTCACTAG.................................................. 21 0 1 1.00 1 0 0 0 0 0 1

...................................................................................................TTGCATCTATCCATTCACTAGT................................................. 22 1 1 1.00 1 0 0 1 0 0 0

......................................................................................................................................................GATAAAGATCTGACCACCGA 20 0 1 1.00 1 0 0 1 0 0 0

.......................................................................................................................GAAAAAGGAGTCTGAAGA................................. 18 0 1 1.00 1 0 0 1 0 0 0

..................................................GTAAGTGAATGCTGGATGCATACC................................................................................................ 24 0 1 1.00 1 0 0 0 0 1 0

.................................................................................................................................TCTGAAGAGCACTCGGAG....................... 18 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................................................CTGAAGAGCACTCGGAGAAC.................... 20 0 1 1.00 1 0 0 1 0 0 0

...................GTCGGCTGGTGAGGAAGGAGC.................................................................................................................................. 21 0 1 1.00 1 0 0 0 1 0 0

...................................................TAAGTGAATGCTGGATGCAT................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0

...................GTCGGCTGGTGAGGAAGGAGCGGCCGGC........................................................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0

..................................................GTAAGTGAATGCTGGATGCA.................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0

....................................................................................................................................GAAGAGCACTCGGAGAACG................... 19 0 1 1.00 1 0 0 1 0 0 0

..............................................................................................TTCCCTTGCATCTATCCATTCAC..................................................... 23 0 1 1.00 1 0 0 0 0 1 0

.TGCGGCCACGCCCAAGGAGTCGGCTG............................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

..........................................................................................................................AAAGGAGTCTGAAGAGCACT............................ 20 0 1 1.00 1 1 0 0 0 0 0

...........CCCAAGGAGTCGGCTGGTG............................................................................................................................................ 19 0 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

TACGCCGGTGCGGGTTCCTCAGCCGACCACTCCTTCCTCGCCGGCCGCTCCATTCACTTACGACCTACGTATGGTTACACTCGGTCAGGCGATTAAGGGAACGTAGATAGGTAAGTGATCTTTTTCCTCAGACTTCTCGTGAGCCTCTTGCTATTTCTAGACTGGTGGCT

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

Species Coordinate ID Alignment
droPer2 scaffold_5:1180140-1180309

+
dpe_1746 ATGCGGCCACGCCCAAGGAGTCGGCT------------GGTGAG---GAAGGAGCG---------------GCCGGCGAGGTAAGTGAA------------TG---C----TGGATG----------------------CATACCAATGTGAG--------C------CAGTCC--G--------------CTAATT-----------------------------CC------------------------CTTGCATCTAT-------------CCATTCACTAGAAAAAGGAGTCTGAAGAGCACTCGGAGAACGATAAAGATCTGACCACCGA

dp5 4_group1:4084479-4084648 - dps_1409 ATGCGGCCACGCCCAAGGAGTCGGCT------------GGTGAG---GAAGGAGCG---------------GCCGGCGAGGTAAGTGAA------------TG---C----TGGATG----------------------CATACCAATGTGAG--------C------CAGTCC--G--------------CTAATT-----------------------------CC------------------------CTTGCATCTAT-------------CCATTCACTAGAAAAAGGAGTCTGAGGAGCACTCGGAGAACGATAAAGATCTGACCACCGA
droWil2 scf2_1100000004945:317420-

317584 +
ATGCAGCCACTCCCAAAGAG---GGT------------GCTGGA---GAAGCAGCA---------------AGTAGTGAGGTAGGCATAAAATCCCACA------AA----------------------------------------AAA-----------TTATTCC------------------------AA--TTTTGTGTAA-----------------CTTTAAAT-------------TC-----------------TAATTT------GA---AATGTAGAAAAAGGACACGGAAGACCATTCGGAAAATGACAAAGATTTGACAACCGA

droVir3 scaffold_12723:3023769-
3023945 +

ATGCGGCAACGACAAAGGAA---AAGAGTCCCGGCGGCAGCGAG---GAAGCAGCG---------G---GCGCCGGAGAGGTAAGTCCC------AACCAGCAAGCA----------------------------------------GGG-----------TAGTCGC------------------------T-------GTTTA-----------------AACTCA-TT-------------T---------TGAATCGA-----TG------CA---ATTGCAGAAAAAGGAGACCGAAGAGAACTCTGAAAACGACAAAGATTTAACCACCGA

droMoj3 scaffold_6500:6844475-
6844649 -

ATGCGGCGACGCCAAAGGAA---GCA------------AACGAGGATGCGGCTGCA---------------GCGGGCGAGGTGAGAAAC------------TC---G----AACGGG----------------------AA----CATAAT--TACGAAAC-------GAGCTT--AAA----A-------CGATT--------C-----------------TCCC-CATT-------------TC-----------------TAATTG------TA---ATTGCAGAAAAAGCCGACCGAAGAGAACTCTGAGAACGACAAAGATCTAACCACCGA

droGri2 scaffold_15126:459183-
459350 -

ATGCATCGACGCCAAAGGAA---AAG------------AGCGAG---GATGCAGCGTCAGCAGCTGCTGCTGGCGGCGAGGTAAATTGC------AACA----------------------------------------------AAGGGGAG--------T------AAA-------------------------TTCAATGTGA-----------------CATCA-ATT------------TA----------TGTT------TTT-----GCT---TTTGCAGA------AGGGCGAAGAGAACTCGGAGAATGACAAAGATCTAACCACCGA

droAna3 scaffold_12916:10082180-
10082333 +

ATGCAGCCACTCCCAAGGAG---GGC------------GGAGAT---GAAGCAGCA---------------GCTGGAGAGGTAAGATAC------------TG---A----AGATCT----------------------TT----TATAGA--AGATTCTC-------------------------------------------TA----------------AATT-GGAG-------------TT-----------------ATAT-------------TTCGCAGAAAAAGGATACAGAGGAGAGTTCGGAGAACGACAAAGATCTGACCACCGA

droBip1 scf7180000396580:953518-
953674 -

ATGCAGCCACTCCGAAGGAG---GGC------------GGCGAT---GAAGCTGCG---------------GCTGGGGAGGTAAGACTT-----------------G----AACA----------------------------------------------------C--TTTC---------------------------------------------------TTA-TTTTGAAAAACTTCCTC-----------------TCAATGGGAATGTT---CTTACAGAAAAAGGAAACCGAGGAGAGCTCTGAGAACGACAAAGATCTGACCACCGA

droKik1 scf7180000302412:560591-
560769 +

ATGCGCCCACACCCAAAGAG---GCT------------GGTGCA---GATGGAGAAGTAGCAGCGGGAACAGCCGGAGAGGTATGCCAA------------CTACTA---------------------------------------AAATGAT------------GGC--TTTC--T--------------CAAATT---------------------------TT-AATG-------------TAATAT--TTTGTA--------TAT-----GTC---CACACAGAAAAAGGAAACCGAGGAGAACTCTGAGAATGACAAAGATCTGACCACCGA

droFic1 scf7180000454117:77580-
77738 +

ACGCTGCCACGCCCAAAGAA---GGT------------GGCGAT---GAAGCGGCG---------------TCAGGAGACGTAAGAAAA------------AG---A----AATTTA----------------------GG----AATTGT--TAAGATTT-------------------------------------------GA----------------AAAT-AACC-------------TT-----------------TTGTTT-----TCC---CCCACAGAAAAAGGAATCGGAGGAGCACTCTGAGAACGACAAAGATTTGACCACCGA

droEle1 scf7180000491186:1216468-
1216686 +

ATGCTGCCACGCCCAAAGAA---GGA------------GGCGAT---GAAGCAGCG---------G---CGACGGGAGAGGTAAGCAAA------------AG---G----AATAAAATAATTTAAGGGGCTCTTAAAAAAAACCAAATTGAT--------C------TAGGCATAAACATAAATATTTCT-TA--TTACG-----TACCATTCTAAACACA----------------------------TT-----------TTATTT-----CGC---CTCCCAGAAAAAGGAATCGGAGGAACATTCTGAGAACGACAAAGATCTGACCACCGA

droRho1 scf7180000771933:93771-
93961 +

ACGCTGCCACGCCCAAAGAG---GGA------------GGCGAT---GAAGCGGCG---------------ACGGGAGAGGTAAGCAAA------------AT---G----AATTTG----------------------AT----AAGATT--TGAAAAAC-------CAGACC--AAC-TAAATAAGTCG-AT--GTATT-----TACCATTCTAATTATG----------------------------TT-----------TAATAT------CC---CCCATAGAAAAAGGAATCGGAGGAGCATTCTGAGAACGACAAAGATCTAACCACCGA

droBia1 scf7180000301500:215619-
215776 -

ATGCTGCCACGCCCAAGGAA---GGC------------GGAGAT---GAGGCGGCG---------------ACGGGAGAGGTAAGTTAA------------AT---AGTGAAGTTTA--------------------------TCACCTG------------------------------------------------------------------------GACTTA-CT-------------T----------ACAACTACCCATAT------TA---CTCACAGAAAAAGGAAACGGAGGAGCATTCGGAGAACGACAAAGATCTGACCACCGA

droTak1 scf7180000415629:144566-
144723 +

ATGCAGCCACGCCCAAAGAG---GGA------------GGCGAT---GAAGCGGCG---------------ACGGCTGAGGTAAGAGAA------------AT---C----ATTTTA----------------------GA----AATATA--GAAGAAAT-------------------------------------------C-----------------TAAT-CACT-------------TC-----------------CTATTT-----CCC---CCCACAGAAAAAGGAAACTGAGGAGCAGTCTGAGAACGACAAGGATCTGACCACCGA

droEug1 scf7180000409461:452762-
452917 +

ACGCTGCCACACCCAAAGAG---GGT------------GGCGAT---GAAGCGGCG---------------GCGGGAGATGTAAGCAAA------------AA---C----AATATT----------------------AA----AATCTA----AAAACA-------------------------------------------AA----------------GACT-GATT-------------TC-----------------TCATTT------TC---GCTACAGAAAAAGGAAACGGAGGAGCATTCTGAGAACGACAAAGATCTGACCACTGA

dm3 chr2L:8427047-8427207 + ACGCTGCCACGCCCAAAGAG---GGT------------GGTGAT---GAAGCGGCG---------------GCGGTAGAGGTAAGCAAA------------TC---A----TATCTT----------------------CA----AATGTG--TACGTCTC-------------------------------------------AT----------------GACT-GATG-------------TG----TT-----------TAATTT-----ACG---CCAATAGAAAAAGGAAACTGAGGAGCATTCTGAGAACGACAAAGATCTGACCACCGA
droSim2 2l:8153996-8154154 + dsi_13205 ACGCTGCCACGCCCAAAGAG---GGT------------GGTGAT---GAAGCGGCG---------------GCGGTAGAGGTAAGCAAA------------TC---A----TATCCT----------------------CA----AATGTG--TGCGGCTC-------------------------------------------AT----------------GATT-GATG-------------TA-----------------TAACTT-----TCG---TCAATAGAAAAAGGAAACTGAGGAGCATTCTGAGAACGACAAAGATCTGACCACCGA
droSec2 scaffold_3:3923337-3923495

+
ACGCTGCCACGCCCAAAGAG---GGT------------GGTGAT---GAAGCGGCG---------------GCGGTAGAGGTAAGCAAG------------TC---A----TATCCT----------------------CA----AATGTG--TTTGGCTC-------------------------------------------AT----------------GATT-GATG-------------TA-----------------TAATTT-----TCG---TCAATAGAAAAAGGAAACTGAGGAGCATTCTGAGAACGACAAAGATCTGACCACCGA

droYak3 2L:11064995-11065153 + ATGCTGCCACGCCCAAAGAG---GGT------------GGTGAT---GAAGCGGCG---------------GCGGTAGAGGTAAGAAAA------------TC---A----TATTTA----------------------CA----ATAGTG--TACGGCCC-------------------------------------------GT----------------GACT-GATG-------------TC-----------------TCATTC-----CAC---ACAATAGAAAAAGGAAACAGAGGAGCATTCTGAGAACGACAAAGATCTGACCACCGA
droEre2 scaffold_4929:17335770-

17335928 +
ATGCTGCCACGCCCAAAGAG---GGC------------GGTGAT---GAAGCGGCG---------------GCGGTAGAGGTAAGCAAA------------TC---A----TATTTT----------------------CA----AATGTG--TACGGGTC-------------------------------------------AT----------------GACT-GATG-------------TA-----------------TCATTT-----GCC---TTGATAGAAAAAGGAAACTGAGGAACATTCTGAAAATGACAAAGATCTGACCACCGA
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