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GTCGTTCTCCCTGAAACCAAGTTTCGAATAGATTTCGACTTGTTGGGTACTTAGTTGCTAACGTGGCCAATATTTGTAATATGTTTACGTGTTATCAGTTCCAAGGGAGCATGCGTGCGAAAATAAGGCACTTTAGCAGCCAAGAGTCCACAGTCCAAGTCCAGCATTATCGATAAGTTCGCATCGAATCTCAGC
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..................................................TTAGTTGCTAACGTGGCCAATATTCC....................................................................................................................... 26 2 1 86.00 86 79 6 1 0 0

...........................................................................................................................TAAGGCACTTTAGCAGCCAAGA.................................................. 22 0 1 64.00 64 32 28 2 1 1

..................................................TTAGTTGCTAACGTGGCCAATATTCCC...................................................................................................................... 27 3 1 53.00 53 51 1 0 1 0

..........................................................................................................................ATAAGGCACTTTAGCAGCCAAG................................................... 22 0 1 50.00 50 40 6 2 0 2

...................................................TAGTTGCTAACGTGGCCAATATTTCCC..................................................................................................................... 27 3 1 38.00 38 36 1 1 0 0

...........................................................................................................................TAAGGCACTTTAGCAGCCAAG................................................... 21 0 1 32.00 32 20 12 0 0 0

...................................................TAGTTGCTAACGTGGCCAATATTTCC...................................................................................................................... 26 2 1 28.00 28 27 1 0 0 0

..................................................TTAGTTGCTAACGTGGCCAATATTC........................................................................................................................ 25 1 1 24.00 24 21 3 0 0 0

...................................................TAGTTGCTAACGTGGCCAATATTTC....................................................................................................................... 25 1 1 14.00 14 10 3 1 0 0

...........................................................................................................................TAAGGCACTTTAGCAGCCAAGT.................................................. 22 1 1 10.00 10 8 2 0 0 0

..................................................TTAGTTGCTAACGTGGCCAATA........................................................................................................................... 22 0 1 8.00 8 8 0 0 0 0

...................................................TAGTTGCTAACGTGGCCAATATTCCC...................................................................................................................... 26 3 1 6.00 6 6 0 0 0 0

..................................................TTAGTTGCTAACGTGGCCAATATT......................................................................................................................... 24 0 1 5.00 5 5 0 0 0 0

..................................................TTAGTTGCTAACGTGGCCAAT............................................................................................................................ 21 0 1 4.00 4 4 0 0 0 0

..................................................TTAGTTGCTAACGTGGCCAATATTCTC...................................................................................................................... 27 3 1 3.00 3 3 0 0 0 0

...................................................TAGTTGCTAACGTGGCCAATATTCC....................................................................................................................... 25 2 1 3.00 3 3 0 0 0 0

............................................................................................................................AAGGCACTTTAGCAGCCAAGA.................................................. 21 0 1 2.00 2 0 2 0 0 0

..................................................TTAGTTGCTAACGTGGCCAATT........................................................................................................................... 22 1 1 2.00 2 2 0 0 0 0

...........................................................................................................................TAAGGCACTTTAGCAGCCAA.................................................... 20 0 1 1.00 1 1 0 0 0 0

....................................................................................TTACGTGTTATCAGTTCCAAGGGAGCA.................................................................................... 27 0 1 1.00 1 1 0 0 0 0

...................................................TAGTTGCTAACGTGGCCAAT............................................................................................................................ 20 0 1 1.00 1 0 0 1 0 0

..................................................TTAGTTGCTAACGTGGCCAATATTTC....................................................................................................................... 26 1 1 1.00 1 1 0 0 0 0

............................................................................................................................AAGGCACTTTAGCAGCCAAG................................................... 20 0 1 1.00 1 0 1 0 0 0

..................................................TTAGTTGCTAACGTGGCCAATATC......................................................................................................................... 24 1 1 1.00 1 1 0 0 0 0

...................................................TAGTTGCTAACGTGGCCAATATC......................................................................................................................... 23 1 1 1.00 1 1 0 0 0 0

...........................................................................................................................TAAGGCACTTTAGCAGCCAAGCC................................................. 23 2 1 1.00 1 0 0 0 1 0

....................................................AGTTGCTAACGTGGCCAATATTTC....................................................................................................................... 24 1 1 1.00 1 0 1 0 0 0

........................................................................................................................AAATAAGGCACTTTAGCAGCCAA.................................................... 23 0 1 1.00 1 1 0 0 0 0

...........................................................................................................................TAAGGCACTTTAGCAGCCAAGAC................................................. 23 1 1 1.00 1 0 0 0 1 0

..........................................................................................................................ATAAGGCACTTTAGCAGCCAA.................................................... 21 0 1 1.00 1 1 0 0 0 0

..................................................TTAGTTGCTAACGTGGCCAATATCCC....................................................................................................................... 26 3 1 1.00 1 1 0 0 0 0

..................................................TTAGTTGCTAACGTGGCCAATATTTCC...................................................................................................................... 27 2 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

CAGCAAGAGGGACTTTGGTTCAAAGCTTATCTAAAGCTGAACAACCCATGAATCAACGATTGCACCGGTTATAAACATTATACAAATGCACAATAGTCAAGGTTCCCTCGTACGCACGCTTTTATTCCGTGAAATCGTCGGTTCTCAGGTGTCAGGTTCAGGTCGTAATAGCTATTCAAGCGTAGCTTAGAGTCG
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droMoj3 scaffold_6328:2897908-
2898102 -

dmo_89 GTCGTTCTCCCTGAAACCAAGTTTCGAATAGATTTCGACTTGTTGGGTACTTAGTTGCTAACGTGGCCAATATTTGTAATATGTTTACGTGTTATCAGTTCCAAGGGAGCATGCGTGCGAAAATAAGGCACTTTAGCAGCCAAGAGTCCACAGTCCAAGTCCAGCATTAT----CGATAAGTTCGCATC-----GAATCTCAGC

droVir3 scaffold_13042:903301-
903482 -

dvi_110 -------------AGATCGTGTTTGGTGAGGTTACCGACTTGTTGGGCACTTAGTTGCTAATGTGGCCGATATTTTCAATATGTT---GTGTTAATA-TTGCATGGG--CAT--ATGCAAAAATAAGGCACTTTAGCAGCCAAGAGTCCACAGTCCGAGTCCAGCATTAAAAACCGA-GAGTCTATGCCAAAGAAAACCTAAAC
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GCAAACGTAGGGTATCGGACGTCGGGCCGGCTCACTTACTTTTTGCATATGCATAACCATTTGACAATTATGATTGCTCGAAATCATATTGTCCATTGATTGTGCTGAGGCAATGAGAGAAGAACGTACGAGAATTCAGTGTTGTGCAACGATGTCGG
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.....................................................................................ATATTGTCCATTGATTGTGCTG................................................... 22 0 1 110.00 110 35 30 26 18 1 0

.....................................................................................ATATTGTCCATTGATTGTGCT.................................................... 21 0 1 10.00 10 2 2 1 5 0 0

.....................................................................................ATATTGTCCATTGATTGTGCTGT.................................................. 23 1 1 7.00 7 5 1 0 0 0 1

......................................................................................TATTGTCCATTGATTGTGCTG................................................... 21 0 1 4.00 4 0 0 0 4 0 0

......................................................................................TATTGTCCATTGATTGTGCTGT.................................................. 22 1 1 3.00 3 3 0 0 0 0 0

.....................................................................................ATATTGTCCATTGATTGTGCTGA.................................................. 23 0 1 2.00 2 0 0 1 0 1 0

.....................................................................................ATATTGTCCATTGATTGTGCTC................................................... 22 1 1 2.00 2 2 0 0 0 0 0

......................................................................................TATTGTCCATTGATTGTGCTGAGT................................................ 24 1 1 1.00 1 1 0 0 0 0 0

..................................................GCATAACCATTTGACAATTATGA..................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................ATATTGTCCATTGATTGTGCTA................................................... 22 1 1 1.00 1 0 1 0 0 0 0

......................................................................................TATTGTCCATTGATTGTGCTGA.................................................. 22 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................ATTGTCCATTGATTGTGCTG................................................... 20 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................ATATTGTCCATTGATTGTGCC.................................................... 21 1 1 1.00 1 0 1 0 0 0 0

.....................................................................................ATATTGTCCATTGATTGTGCTCT.................................................. 23 2 1 1.00 1 1 0 0 0 0 0

.......................................................................................ATTGTCCATTGATTGTGCTGT.................................................. 21 1 1 1.00 1 0 0 0 1 0 0

Anti-sense strand reads

CGTTTGCATCCCATAGCCTGCAGCCCGGCCGAGTGAATGAAAAACGTATACGTATTGGTAAACTGTTAATACTAACGAGCTTTAGTATAACAGGTAACTAACACGACTCCGTTACTCTCTTCTTGCATGCTCTTAAGTCACAACACGTTGCTACAGCC
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droMoj3 scaffold_6540:6631839-

6631996 +
dmo_152 GCAAACGTAGGGTAT-------CGGACGTCGGGCCGGCTCACTTACTTTTTGCATATGCATAACCATTTGACAATTATGATTGCTCGAAATCATATTGTCCATTGATTGTGCTGAGGCAATGAGAGAAGAACGTACGAGAAT--------TCAGTGTTGTGCAACGATGTCGG

droVir3 scaffold_12855:6284177-
6284324 +

dvi_31 GAAATCGTAGGGTATTCGGCTGCGGCTGTC-------------AACTTTTTGCTGACGCATAAACATTAGACAATATTGTTTACTT-ACAACATATTGTCTATTGATTGTGCTTCGGCACTAAGCTAATATC--TCGAGCAAAAAGCGTGCCAGTGTTGTAAA---------G

droWil2 scf2_1100000004902:7275418-
7275419 +

GC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 2:26779016-26779043 + GGAAAACTCCGGCAC-------TGGA----------------------------------------------------------------------------------------------------------------GCGTAGGGC--------------------------
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AGCGCTCACGACAACATGGGACTTTAGTTACTTATTAAGTTATAAAGTTACAAAAATCTACAATTTTTACGCCGCGCGCGTTTCGTTAATTTTCAGCATCATACGTTAAATGCGCGCTGTGTAAAAATTACATTGATTTATTTTTTATATTGTTATCAGTTTAATTTATAAGTGTGCGAAAAAGAAAAACCAAGT
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...................................................................................................CATACGTTAAATGCGCGCTGTGTA........................................................................ 24 0 1 12.00 12 10 2 0 0

...................................................................................................CATACGTTAAATGCGCGCTGTGT......................................................................... 23 0 1 5.00 5 4 1 0 0

.........................................................CTACAATTTTTACGCCGCGCGC.................................................................................................................... 22 0 1 5.00 5 5 0 0 0

......................................................AATCTACAATTTTTACGCCGCGCGC.................................................................................................................... 25 0 1 4.00 4 3 0 1 0

.........GACAACATGGGACTTTAGT....................................................................................................................................................................... 19 0 1 4.00 4 3 1 0 0

.................................................................................................ATCATACGTTAAATGCGCGCTGTGTA........................................................................ 26 0 1 3.00 3 3 0 0 0

...................................................................................................CATACGTTAAATGCGCGCTGTGTAA....................................................................... 25 0 1 3.00 3 3 0 0 0

.........................................................CTACAATTTTTACGCCGCGCGCGT.................................................................................................................. 24 0 1 2.00 2 0 2 0 0

.......................................................................................................CGTTAAATGCGCGCTGTGTA........................................................................ 20 0 1 2.00 2 2 0 0 0

.......................................................................................................CGTTAAATGCGCGCTGTGT......................................................................... 19 0 1 2.00 2 2 0 0 0

.....................................................................................................TACGTTAAATGCGCGCTGTGTA........................................................................ 22 0 1 2.00 2 2 0 0 0

.......................................................................................................................................................................ATAAGTGTGCGAAAAAGAAA........ 20 0 1 2.00 2 1 1 0 0

.....................................................................................................TACGTTAAATGCGCGCTGTGT......................................................................... 21 0 1 2.00 2 2 0 0 0

....................................................................................................ATACGTTAAATGCGCGCTGTGTA........................................................................ 23 0 1 2.00 2 2 0 0 0

...............................................................................GTTTCGTTAATTTTCAGCAT................................................................................................ 20 0 1 2.00 2 2 0 0 0

......................................................................................................ACGTTAAATGCGCGCTGTGTA........................................................................ 21 0 1 2.00 2 2 0 0 0

.................................................................................................ATCATACGTTAAATGCGCGCTGTGTAAA...................................................................... 28 0 1 2.00 2 1 1 0 0

...................................................................................................CATACGTTAAATGCGCGCTGTGTAAAA..................................................................... 27 0 1 2.00 2 1 1 0 0

....................ACTTTAGTTACTTATTAAGTT.......................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0

...............ATGGGACTTTAGTTACTT.................................................................................................................................................................. 18 0 1 1.00 1 0 0 0 1

............................TACTTATTAAGTTATAAAGTTACAAAA............................................................................................................................................ 27 0 1 1.00 1 1 0 0 0

.....................CTTTAGTTACTTATTAAGTTATAAA..................................................................................................................................................... 25 0 1 1.00 1 1 0 0 0

.....................................................................................................................................................TTGTTATCAGTTTAATTTATAAGTGT.................... 26 0 1 1.00 1 0 1 0 0

...GCTCACGACAACATGGGAC............................................................................................................................................................................. 19 0 1 1.00 1 0 0 0 1

.................................................................................................ATCATACGTTAAATGCGCGCTGTGT......................................................................... 25 0 1 1.00 1 1 0 0 0

......................................................AATCTACAATTTTTACGCCGCGCGCGT.................................................................................................................. 27 0 1 1.00 1 1 0 0 0

.......................................................ATCTACAATTTTTACGCCGC........................................................................................................................ 20 0 1 1.00 1 1 0 0 0

............................TACTTATTAAGTTATAAAGTTACAAA............................................................................................................................................. 26 0 1 1.00 1 1 0 0 0

......................................................................................................ACGTTAAATGCGCGCTGTGTAAAA..................................................................... 24 0 1 1.00 1 1 0 0 0

.......................................................................................................................................................GTTATCAGTTTAATTTATAAGTGTGC.................. 26 0 1 1.00 1 0 0 0 1

.............................................................................................................................................TTTTTATATTGTTATCAGTTT................................. 21 0 1 1.00 1 1 0 0 0

..................................................................................................TCATACGTTAAATGCGCGCTGTGTA........................................................................ 25 0 1 1.00 1 1 0 0 0

.............................................................................................................................AATTACATTGATTTATTTTTTATAT............................................. 25 0 1 1.00 1 1 0 0 0

....................................................................................................ATACGTTAAATGCGCGCTGTGTAAAA..................................................................... 26 0 1 1.00 1 1 0 0 0

.........................................................CTACAATTTTTACGCCGCGCGCGTT................................................................................................................. 25 0 1 1.00 1 1 0 0 0

.................................................................................................ATCATACGTTAAATGCGCGC.............................................................................. 20 0 1 1.00 1 0 1 0 0

..................................................................................................................................................................AATTTATAAGTGTGCGAAA.............. 19 0 1 1.00 1 0 1 0 0

....................................................................................................ATACGTTAAATGCGCGCTGTGT......................................................................... 22 0 1 1.00 1 0 1 0 0

..................................................................................................................................................................AATTTATAAGTGTGCGAAAAAGAAA........ 25 0 1 1.00 1 0 1 0 0

...........................................................................................................AAATGCGCGCTGTGTAAAAATT.................................................................. 22 0 1 1.00 1 1 0 0 0

.........................................................CTACAATTTTTACGCCGCG....................................................................................................................... 19 0 1 1.00 1 1 0 0 0

........................................................................................................GTTAAATGCGCGCTGTGTA........................................................................ 19 0 1 1.00 1 1 0 0 0

.........................................................................................................................................TTATTTTTTATATTGTTATCAGTTT................................. 25 0 1 1.00 1 1 0 0 0

..............................................................................................................................................TTTTATATTGTTATCAGTTT................................. 20 0 1 1.00 1 1 0 0 0

..............CATGGGACTTTAGTTACTTA................................................................................................................................................................. 20 0 1 1.00 1 1 0 0 0

...............................................................................GTTTCGTTAATTTTCAGCATC............................................................................................... 21 0 1 1.00 1 0 0 1 0

...........CAACATGGGACTTTAGTT...................................................................................................................................................................... 18 0 1 1.00 1 0 0 1 0

......................................................................................................................................GATTTATTTTTTATATTGTT......................................... 20 0 1 1.00 1 1 0 0 0

..........ACAACATGGGACTTTAGTTA..................................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0

...................................................................................................................................................................ATTTATAAGTGTGCGAAAAAGAA......... 23 0 1 1.00 1 0 1 0 0

................................................................................................CATCATACGTTAAATGCGCGCTGTGTA........................................................................ 27 0 1 1.00 1 0 1 0 0

............................TACTTATTAAGTTATAAAGT................................................................................................................................................... 20 0 1 1.00 1 0 1 0 0

...................................................................................................CATACGTTAAATGCGCGCTGTGTGG....................................................................... 25 2 1 1.00 1 1 0 0 0

.......................................................ATCTACAATTTTTACGCCGCG....................................................................................................................... 21 0 1 1.00 1 1 0 0 0

.......................................................ATCTACAATTTTTACGCCGCGCGCGT.................................................................................................................. 26 0 1 1.00 1 1 0 0 0

...........................................................................................................................................ATTTTTTATATTGTTATCAGTTT................................. 23 0 1 1.00 1 1 0 0 0

.......................................................ATCTACAATTTTTACGCCG......................................................................................................................... 19 0 1 1.00 1 1 0 0 0

............................TACTTATTAAGTTATAAAGTTACA............................................................................................................................................... 24 0 1 1.00 1 1 0 0 0

....................................................................................................................................................ATTGTTATCAGTTTAATTT............................ 19 0 1 1.00 1 1 0 0 0

.................................................................................TTCGTTAATTTTCAGCATC............................................................................................... 19 0 1 1.00 1 0 0 1 0

....................................................................................................ATACGTTAAATGCGCGCTGTGTAAAAAT................................................................... 28 0 1 1.00 1 0 1 0 0

...................................................................................................CATACGTTAAATGCGCGCTGTG.......................................................................... 22 0 1 1.00 1 1 0 0 0

.........GACAACATGGGACTTTAGTTACTTATTAA............................................................................................................................................................. 29 0 1 1.00 1 1 0 0 0

.............................................................................................................................................................................GTGCGAAAAAGAAAAACCAAGT 22 0 1 1.00 1 0 1 0 0

...............................................................................GTTTCGTTAATTTTCAGCATCATA............................................................................................ 24 0 1 1.00 1 1 0 0 0

..................................................................................................................................................ATATTGTTATCAGTTTAATTTATAAGT...................... 27 0 1 1.00 1 1 0 0 0

.................................................................................................ATCATACGTTAAATGCGCGCTGTGTAA....................................................................... 27 0 1 1.00 1 1 0 0 0

...................................................................................................CATACGTTAAATGCGCGCT............................................................................. 19 0 1 1.00 1 1 0 0 0

..........................................................TACAATTTTTACGCCGCGC...................................................................................................................... 19 0 1 1.00 1 1 0 0 0

........................................................................................................GTTAAATGCGCGCTGTGTAAAAAT................................................................... 24 0 1 1.00 1 0 1 0 0

......CACGACAACATGGGACTTTAGTTACT................................................................................................................................................................... 26 0 1 1.00 1 1 0 0 0

...................................................................................................................................................TATTGTTATCAGTTTAATTT............................ 20 0 1 1.00 1 1 0 0 0

......CACGACAACATGGGACTTTAGT....................................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TCGCGAGTGCTGTTGTACCCTGAAATCAATGAATAATTCAATATTTCAATGTTTTTAGATGTTAAAAATGCGGCGCGCGCAAAGCAATTAAAAGTCGTAGTATGCAATTTACGCGCGACACATTTTTAATGTAACTAAATAAAAAATATAACAATAGTCAAATTAAATATTCACACGCTTTTTCTTTTTGGTTCA
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droMoj3 scaffold_6540:14559317-

14559511 -
dmo_3128 A----------------------GCGCTCACGACAACATGGGACTTTA-GTTACTTATTAAGTTATAAAGTTA--------------------------------------CAAAAA--T----CTACA--------ATTTTTACGCCGCGCGCGTTTC--GTTAATTTTCAGCATCA---TAC--------GTT----AAATGCGCGCTGTGTAAAAATTACAT-TGA--TTTATTTTTTATATTGTTAT------------------CAGTTTAA-----------------TTTATA--AGTG--TGCGA-----AAAAGAAAAACCA--------------A--GT

droVir3 scaffold_13047:19131981-
19132164 +

dvi_275 T----------------------ACGAACACGACAACATGGGACTTTA-GTTACTT---AAGTTGAA-A----------------------------------------------AG--T----TAAATATTGCAA-ATTTTTACGCTGCGCACGTTTTTCGTTTATTTTCAGCATCA---AA--------CGTT----GAATGTGCGCCGTGTAAAAATTACGT-TAA--TTTGTTTTTAATATAGTTAA------------------CAATTTGA-----------------TATGCA--TGTG--TG-----CAAATGACAA--A----------------------

droGri2 scaffold_14906:12138348-
12138547 +

T-----------------------CACG----ACGACATGGGACTTTA-GTTACTTATTAAGTTAAA-AA-----------------------------------------GAAAAG--T----TAATTAT---CGAATTTTTACGCTGCGCACATTGC--GCCAATTCTCAGCATCA---ATCCAACAATTGTGCGTTTAATGTGCGCCGTGTAAAAATTGCATTCGA--TTTCTT-CTATTCTAGTTAA----------------ATCAGTTTAA-----------------TTCGTATT------TG-TGTACGAGAG------ACAA-----------------GT

droWil2 scf2_1100000004902:8617947-
8618213 -

A----------------------A-----------ACATGGGACTTTATGTTACTT---AAGTTAAATAGTTACATTTGCATACATACATGCATATAAAATTAAGTTTTTTAATTACTCTTCAATGTTAAT---CA-ATTTTCACGCCCAGCCTGTTTAA-TGCAATTGTCAGCATCA---ATCAAGTTGTCATT----GAATGTGCTTTGTGTGAAAATTAAAAGAAA--GTTA------TAA---TTATTTTCCT-TTCCCTTAAACTAATTTATGTATGTATGTATGTCCGTACGTATGTGTGTGTGCAAAAAGA-TA------ATGA--------------A--GT

dp5 2:20663604-20663811 - ------------------------TGCT----TTAAACTGGGACTTTA-GTTACTTATTAAGTTGAT-AGTTT-----------------------------------TTTGATAAC--T----TAGATGT---TT-ATTTTTACGCCACGCCTACTCG--CGCAATTATCAGCATCCAATTTCAATTGATTGCT----GAGTGTGCATGGTGTAAAAATGACAA-AGA--TTTGTTTATGTAATAATTAT--TCTT-T-------------------------------------------------TGCCGATCGAAAG------ACAATTGTATTGTGTGTGCATGT
droPer2 scaffold_3:3415499-3415715

-
A--TCGA-------------GACACGCT----TTAAACTGGGACTTTA-GTTACTTATTAAGTTGAT-AGTTT-----------------------------------TTTGATAAT--T----TAGATGT---TT-ATTTTTACGCCACGCCTACTCG--CGCAATTATCAGCATCCAATTTCAATTGATTGCT----GAGTGTGCATGGTGTAAAAATGACAA-AGA--TTTGTTTATGTAATAATTAT--TCTT-T-------------------------------------------------TGCCGACCGAAAG------ACAATTGTATTGTGTGTGCATGT

droBip1 scf7180000396708:3004603-
3004792 +

C-------------------GAAACACT----TTAAACTGGGACTTTA-GTTACTTATTAAGTTGAT-AGTTG--------------------------------------GTTAGT--T----AAGCTGT---TA-GTTTTCACGCCTCGCACACTTT--GACAATCACCAGCATCA---CTCAATCGATTGCA----GAGTGTGCCTGGTGTGAAAACGACAAACGACTTTTGTTTTAATAA---T-AT--TCTT-T-------------------------------------------------TGCCAAACGAAAG------ACAA--------------C--GT

droKik1 scf7180000302461:994856-
995063 +

AATCCGAAATCCGATCAGCCGAAACACT----TTAAACTGGGACTTTA-GTTACTTATTAAGTTGAT-AGTTG--------------------------------------GCTAAG--T----TAGCTGT---TG-GTTTTCACGCCTCGCACACTTTTTTCCAATCTCCAGCATCA---CTCAAAGGATTGAGG---GAGTGTGCCCGATGTGAAAACGACAGTAAA--TTTGTTTATTTAA---T-----TAAT-T-------------------------------------------------TGCCAAAAGAAAG------ACAA--------------C--GT

droFic1 scf7180000454104:639903-
640082 +

A----------------------ACGCT----TTAAACTGGGACTTTA-GTTACTTATTAAGTTGAT-AGTTG--------------------------------------GTTAAG--T----TGGCAGT---TG-ATTTTCACGCCCCGCACACTTT---GCAGTCACCAGCATCA---CTCAATAGATTGTG----GAGTGTGCAAGGTGTGAAAAAGACCG-CGA--TTTGTTTATGTAA---T-----TT-T-T-------------------------------------------------TGCTAAACGAAAG------ACAA--------------C--GT

droEle1 scf7180000486474:1268150-
1268332 +

A----------------------ACGCT----TTAAACTGGGACTTTA-GTTACTTATTAAGTTGAT-AGTTG--------------------------------------GTTAAG--T----TAGCAGT---TG-GTTCTCACGCCTCGCACACTTT---GCAGTCACCAGCATCA---TTAAATCGATTGTG----AAGTGTGCTCGGTGTGAAAACGACGG-CGA--TTTGTTTATATAA---T-----TATT-T-------------------------------------------------TGCCGAACGAAAG------ACAA--------------CGTGT

droTak1 scf7180000415397:174607-
174789 +

A----------------------ACGCT----TTAAACTGGGACTTTA-GTTACTTATTAAGTTGAT-AGTTG--------------------------------------GTTAAG--T----TGGCAGT---TG-GTTTTCACGCCTCGCACACT-C---GCAGTCAGCAGCATCA---CTCAATCGATTGCC----GAGTGTGCACGGTGTGAAAACGACGG-CGA--TTTGTTTATATAA---T-----TTTTTT-------------------------------------------------CGCCAAACGAAAG------ACAT--------------CATGT

droEug1 scf7180000409794:294260-
294438 +

A----------------------ACGCT----TTAAACTGGGACTTTA-GTTACTTATTAAGTTGAT-AGTTG--------------------------------------GTTAAG--T----TGGCAGT---TG-GTTTTCACGCCTCGCATACT-T---GCAGTCACCAGCATCA---CGAAATCGATTGTG----GAGTGTGCACGGTGTGAAAACGACGG-TAA--TTTGTTTATATAA---T-----TTTT-T-------------------------------------------------CGCCAAACGAAAG------ACAT-----------------GT

dm3 chr3R:10728263-10728441 - A----------------------ACGCT----TTAAACTAGGACT-TA-GTTACTCATTAAGATGAT-AGTTG--------------------------------------GTTAAG--T----TGGCAGT---TG-GTTTTCACGCCTCGCACGCT-C---GCAGTCACCAGCATCA---CTCAATCGACTGTG----GAGTGTGCACGGTGTGAAAACGACCG-TGA--TTTGTTTATTTCA---T-----TTCT-T-------------------------------------------------TGCCAAACGAAAG------ACAT--------------C--GT
droSim2 3r:10481481-10481659 + A----------------------ACGCT----TTAAACTAGGACT-TA-GTTACTTATTAAGATTAT-AGTTG--------------------------------------GTTAAG--T----TGGCAGT---TG-GTTTTCACGCCTCGCACGCT-C---GCAGTCACCAGCATCA---CTCAATCGACTGTG----GAGTGTGCACGGTGTGAAAACGACCG-TGA--TTTGTTTATTTAA---T-----TTCT-T-------------------------------------------------TGCCAAACGAAAG------ACAT--------------C--GT
droSec2 scaffold_0:11206908-

11207086 +
A----------------------ACGCT----TTAAACTAGGACT-TA-GTTACTTATTAAGATTAT-AGTTG--------------------------------------GTTAAG--T----TGGCAGT---TG-GTTTTCACGCCTCGCACGCT-C---GCAGTCACCAGCATCA---CTCAATCGACTGTG----GAGTGTGCACGGTGTGAAAACGACCG-TGA--TTTGTTTATTTAA---T-----TTCT-T-------------------------------------------------TGCCAAACGAAAG------ACAT--------------C--GT

droYak3 3R:15699424-15699602 + A----------------------ACGCT----TTAAACTAGGACT-TA-GTTACTTATTAAGATGAT-AGTTG--------------------------------------GTTAAG--T----TGGCAGT---TG-GTTTTCACGCCTCGCACACT-T---GCAGTCACCAGCATCA---CTCAATCGACTGTG----GAGTGTGCACGGTGTGAAAACGACGG-CGA--TTTGTTTATTTAA---T-----TTCT-T-------------------------------------------------TGCCAAACGAAAG------ACAT--------------C--GT
droEre2 scaffold_4770:10264357-

10264535 -
A----------------------ACGCT----TTAAACTAGGACT-TA-GTTACTTATTAAGATGTT-AGTTG--------------------------------------GTTAAG--T----TGGCAGT---TG-GTTTTCACGCCTCGCACACT-T---GCAGTCACCAGCATCA---CTCAATCGACTGTG----GAGTGTGCATGGTGTGAAAACGGCGG-CGA--TTTGTTTATTTCA---T-----TTCT-T-------------------------------------------------TTCCAAACGAAAG------ACAT--------------C--GT
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ID:

dmo_3123
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Confidence:
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Canonical miRNA
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to intron [Dmoj\GI22407-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAGGTGTCTACGTGTATGTGAGTGTGTGTGTGTGTTTGTGTGTACCGTTGCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCTTATCAAAATTGACAACGCTTAACTGTGCTTGAGGTAGCCTAATTGTTTCAACAAGCTTCCCGCCGAGTTGTGCATGTGCGACATGGAGTGTGTGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M060

embryo

V110

male
body

V041

embryo

V056

head

V049

head

...........................................................TCGAAATTGGTTAAGCGTTTGTT.................................................................................................... 23 0 1 20.00 20 17 1 1 1 0

...........................................................TCGAAATTGGTTAAGCGTTTGT..................................................................................................... 22 0 1 2.00 2 0 2 0 0 0

................................................................................................TGACAACGCTTAACTGTGC................................................................... 19 0 1 1.00 1 1 0 0 0 0

.................................................................................................................................................................TGTGCGACATGGAGTGTGTGT 21 0 1 1.00 1 1 0 0 0 0

...................................................................................................CAACGCTTAACTGTGCTTGAGG............................................................. 22 0 1 1.00 1 1 0 0 0 0

..............................................................................................ATTGACAACGCTTAACTGT..................................................................... 19 0 1 1.00 1 0 0 1 0 0

...........................................................TCGAAATTGGTTAAGCGTTTGTC.................................................................................................... 23 1 1 1.00 1 1 0 0 0 0

...........................................................TCGAAATTGGTTAAGCGTTTGTTT................................................................................................... 24 1 1 1.00 1 1 0 0 0 0

............................................................CGAAATTGGTTAAGCGTTTGC..................................................................................................... 21 1 1 1.00 1 1 0 0 0 0

..............................................................................................ATTGACAACGCTTAACTGTGC................................................................... 21 0 1 1.00 1 1 0 0 0 0

...............................................................................................TTGACAACGCTTAACTGTGCT.................................................................. 21 0 1 1.00 1 1 0 0 0 0

...........................................................TCGAAATTGGTTAAGCGTTTGTTGTGCC............................................................................................... 28 1 1 1.00 1 1 0 0 0 0

...........................................................TCGAAATTGGTTAAGCGTT........................................................................................................ 19 0 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

ATCCACAGATGCACATACACTCACACACACACACAAACACACATGGCAACGATTTATGAAGCTTTAACCAATTCGCAAACAACACGAATAGTTTTAACTGTTGCGAATTGACACGAACTCCATCGGATTAACAAAGTTGTTCGAAGGGCGGCTCAACACGTACACGCTGTACCTCACACACA

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

#
Mismatch

Hit
Count

Total
Norm Total

M046

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droMoj3 scaffold_6540:25792862-

25793043 +
dmo_3123 TAGGTGTCTACG----------------TGT--A------TGTGAGTGTGTGTGT--G--------TGT--------TT----------GT---------GTGTACCGTTGCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATCAAAATTGACAACGCTTAACTGTGCTTGAGGTAGCC--TAATTGTTTCAACAAGCTTCCCGCCGAGTTGTGCATGTGCGACATG---GAGTGTGTGT

droVir3 scaffold_12855:6808851-
6808987 -

dvi_24643 TGTG----CG----------T--GGGTGTGT--G--------------------------------------------------------T---------GTGTGCCTTTTCTAAATACCTTGAAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACGACGCTTAACTGTGCTTCAGGTAGCC--TAATTGCTTCAACAAGCCACCCACCGGGTCG-------------------------TGT

droGri2 scaffold_14906:2963104-
2963260 -

dgr_468 A-TG----------------TGTGTGTGA----------------------------------GTGT--------GTGTC--------------------GAGTACCGGCGCTAAATACTTCTGAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACAACGCTTAACTATGCTTGAGGTAGCC--TAATTGTTTCAACAAGCTTCCCGCCGGGCTGTGGTTTT---------CTGTGTGTGTTT

droWil2 scf2_1100000004943:14640087-
14640209 +

TGTG----TGTA--------------TGTGTTTG------T----------------G--------TGT--------GT-----GT---GT---------GTG-----GACTTAAATACTTCGAAATTGATTAAGCGTTTGTTGTGTTCCATTTCA-ATTTGACTATGCTTAACTATGCTTGAGGTAGCCTCTAATTGCTTC-------------------------------------------------

dp5 2:21156541-21156731 - dps_3835 AGTG----TA----------TCTGCATGTGTCACCGTATCTG--------------------TATCT--------GTATCCTGTAT---CT---------CCGTGCTTCG-TTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACATCACCTGAAGAGGATGAGTGACACACATGACTGTGTGT
droPer2 scaffold_3:3931038-3931234 - dpe_2496 TGTG----TGAGTGTA----TCTGCATGTGTCACCGTATCTG--------------------TATCT--------GTATCCTGTAT---CT---------CCGTGCTTCG-TTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACATCACCTGAAGAGGATGAGTGACACACATGACTGTGTGT
droAna3 scaffold_13340:3669042-

3669181 -
TATCTCTTTGTG------------------G--G------CCTATCCGTGTGTTTGTG--------TGT--------GT-----GA--T-----------GAGAG-TCTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TACCA-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--AAGATAAATCTACAA--------------------------------------------

droBip1 scf7180000396712:683526-
683665 +

TATA----TCTC--------TGCCTTTGCGA--G------CCCATCCGTGTG--------------T-------------CTGTGT---GT---------GTGAG-CCTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TATCG-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--AAGATGAATCTACA---------------------------------------------

droKik1 scf7180000302639:1624797-
1624947 +

TGGGCGTTTCTC--------TGCAGCTGTGT--G------TG--------------------CGTGT--------GCGGCCTGTGCGTCCTGT-------GTGTG-TTTGCATAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCT---TATCA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCAACAGAC------------------------------------------

droFic1 scf7180000454055:1329879-
1330020 -

GATG----------------TCGGCATGTGT--G------CGTGTGCGTGTATGT--G--------TGT--------GT-----GC--------------CTGTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCCGTGCTTGAGGTAGCC--AAATTGATTCTACGAGC------------------------------------------

droEle1 scf7180000491280:3121561-
3121702 -

TGTG----------------TGTGTGTGTGT--G------TGTATCTGTGTGCAT--G-----------------------TGTGT---GT---------GTGTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGTC---CATCA-AATTGACATCGCTTAGCTGTGCTTGAGGTAGCC--AAATTGATTCTACATGC------------------------------------------

droRho1 scf7180000779501:512619-
512746 +

G-----------------------TATGCGTCAG------------T----------GTGTGTATCT--------GTG----------CCT---------GGGTGCTTTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGTC---CATCA-AATTGACAATGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCTACA---------------------------------------------

droBia1 scf7180000302136:2259480-
2259622 -

TG----------------------TATGCGT--G------TG--------------------TATCT--------GTGTCCTACGT--CCTGTGTGTACTTTGTACTTTGCCTAAATACTTCGAAATTAACCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATCGTTTCCACATGC------------------------------------------

droTak1 scf7180000415257:293365-
293501 -

G-TG----TGTG--------TGTGTATGCGT--G------TGTAT------------------CTCT--------GTGTCCTGT----------------GAGTACTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATTGTTTCAACA---------------------------------------------

droEug1 scf7180000409798:1138165-
1138315 +

TCGG----CAGCTG------TATGTATGTGT--G------TG--------------------TATCTGTGTAGCTGTGTCCTGTGT--CCT---------GTGTACTTTGCCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCATCA---------------------------------------------

dm3 chr3R:21413247-21413386 - dme_166 TGCG----------------TCTGTATGCGT--G------TG--------------------TATCT--------GTGTCCTGTGC--CCT---------GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGC------------------------------------------
droSim2 3r:20925642-20925780 - dsi_32434 G-CG----------------TCTGTATGCAT--G------TG--------------------TATCT--------GTGTCCTGTGC--CCT---------GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CTTTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGC------------------------------------------
droSec2 scaffold_13:201192-201331 - dse_150 TGCG----------------TCTGTATGCGT--G------TG--------------------TATCT--------GTGTCCTGTGC--CCT---------GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGC------------------------------------------
droYak3 3R:25065943-25066090 + dya_69 TGGCTGTATGCG--------TGCGTATGCGT--G------TG--------------------TATCT--------GTGTCCTGTGC--CCT---------GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---AATTC-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCAACATGC------------------------------------------
droEre2 scaffold_4820:6629149-

6629304 +
CAGCTGTGTGCCTGTATGCGTGTGTGTGCGT--G------TG--------------------TATCT--------GTGTCCTGTGC--CCT---------GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGCTTGTCGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCCTGAGGTAGCC--AAACTGTTTCAACATGC------------------------------------------
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure
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Flybase annnotation

intron [Dmoj\GI16459-in]; CDS [Dmoj\GI16459-cds]; CDS [Dmoj\GI16459-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCCAGCTGCAGGGCGAAGACGAGGCGCAGCCGCAGCGTGTGGCCATCAAGGTGAGTGTTTAGAGCTGGTTCACCTACCTCAGGCCCAAACTGAAGCACCGTCCCCATCCACTTGCAGAGTCTGCGCAAGGGCGCCAGCGAGTTTGCAGAGCTGCTGCAGGAGGCGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M046

female
body

V049

head

M060

embryo

V041

embryo

V056

head

V110

male
body

...............................................................................................CACCGTCCCCATCCACTTGCAG.................................................. 22 0 1 7.00 7 4 1 0 1 0 1

................................................................................................ACCGTCCCCATCCACTTGCAGT................................................. 22 1 1 5.00 5 2 2 0 1 0 0

................................................................................................ACCGTCCCCATCCACTTGCAG.................................................. 21 0 1 4.00 4 3 1 0 0 0 0

................................................................................................ACCGTCCCCATCCACTTGCA................................................... 20 0 1 2.00 2 1 1 0 0 0 0

...............................................................................................CACCGTCCCCATCCACTTGC.................................................... 20 0 1 1.00 1 0 0 0 0 1 0

..................ACGAGGCGCAGCCGCAGCGTGT............................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

................................................................................................ACCGTCCCCATCCACTTGCAGA................................................. 22 0 1 1.00 1 1 0 0 0 0 0

...............................................................................................CACCGTCCCCATCCACTTGCA................................................... 21 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

CGGTCGACGTCCCGCTTCTGCTCCGCGTCGGCGTCGCACACCGGTAGTTCCACTCACAAATCTCGACCAAGTGGATGGAGTCCGGGTTTGACTTCGTGGCAGGGGTAGGTGAACGTCTCAGACGCGTTCCCGCGGTCGCTCAAACGTCTCGACGACGTCCTCCGCGT

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droMoj3 scaffold_6328:3578537-

3578703 +
dmo_521 GCCAGCTGCAGGGCGAAGACGAGGC------GCAGCCGCAGCGTGTGGCCATCAAGGTGAGTGT------------TTAGAG---------CTGGTTC-------------------------------------AC------CTACCTCAGGCCCAAACTGAAGCACCGTC-C-CCATCCACTTGCAGAGTCTGCGCAAGGGCGCCAGCGAGTTTGCAGAGCTGCTGCAGGAGGCGCA

droVir3 scaffold_13042:3133208-
3133367 +

GTCAGCTGCAGGCCGAGGACGAGGC------GCAGCCGCAGCGTGTTGCCATCAAGGTGAGTGG------------AGCAG-----C-AG-TTTTTT---TT-TTTGCCACAATT---------------CAAGGAT------T-------------------------CTC-CTCGCC---TTTACAGAGTCTGCGCAAGGGCGCCAGCGAGTTCGCGGAGCTGCTGCAGGAAGCGCA

droGri2 scaffold_15081:3113544-
3113713 -

GCCAGCTGCAGGGCGGCGAGGGCGACAATTCGCCGCCACAGCGCGTGGCAATCAAGGTAAATGACTACCTGGATTGATTG----------AC------------------------------CAACTGACTGATGATATTTG-T-------------------------TACTTGCATT---CGTTTAGAGCCTGCGCAAGGGCTACAGTGAGTTTGCCGAGCTGCTCCAGGAGGCGCA

droWil2 scf2_1100000004515:1025942-
1026041 -

GTGAACTTCAGCTTGAGCACGAGAA------GGAGCCGCAACGTGTTGCGATCAA-------------------------------------------------------------------------------------------------------------------------------------GAGTCTCCGCAAGGGAGACTCTGAGTTTGCCGAACTGCTGCAGGAGGCTCA

dp5 XL_group1e:869188-869350 - GAGACTTGCATTCCGAGGACAAGAA------GGATTCGCAGCGCGTGGCTATAAAGGTGATTAA------------ACAAGGCCT-T-AG-TCTTAA--GAT-------------A----------------TAGAA-----ACC------ATTCTAAACCC-------TTG---CTTA---TACACAGAGCCTGCGTAAGGGTGCCAGCGAGTTTGCGGAGCTGTTGCAGGAGGCGCA
droPer2 scaffold_30:334332-334494 + GAGACTTGCATTCCGAGGACAAGAA------GGATTCGCAGCGCGTGGCTATCAAGGTGATTAA------------ACTAGGCAA-C-AG-TCTTAA--GAT-------------A----------------TAGAA-----ACC------ATTCTAAGCCC-------TTG---CTAA---TACACAGAGCCTGCGTAAGGGTGCCAGCGAGTTTGCGGAGCTTCTGCAGGAGGCGCA
droAna3 scaffold_13417:943471-943627

+
dan_4070 GACAACTGCAAACCGAGGACTCCAA------GGAGCCGCAGCGTGTGGCCATCAAGGTGAATAGGTG---------TCCTTG---ATA--GCTAGTCC----------------------------TGATAGCTAAT------C-------------------------TTGTATGTCC---TTTTCAGAGCCTGCGGAAAGGCGCCAGCGAGTTTGCGGAGCTCCTCCAGGAGGCTCA

droBip1 scf7180000396362:250497-
250574 -

CCTAGCTAA-------------------------------------------------------------------------------------------------------------------------------T------G-------------------------TAGTGTTTCC---TTTTCAGAGCCTGCGGAAAGGAGCCAGCGAGTTTGCGGAACTCCTCCAGGAGGCCCA

droKik1 scf7180000302724:153247-
153409 -

GCCAGCTGCAGACGGAGGATGCCAA------GGAACCACAGCGGGTTGCCATCAAGGTGTGTTA------------TGTCCG---GTT--TCCTAGCAAGGTG----------------T-------AGGT--------------------GGTCTAAACCG-------TAGCTCATCC---CCCACAGAGTCTGCGCAAGGGCGCCAGCGAGTTCGCGGAGCTGCTCCAGGAGGCCCA

droFic1 scf7180000453882:910999-
911160 -

GTCAGTTGCAGACGGAGGACTCCGG------GGAGCCCCAGCGAGTGGCCATCAAGGTGAGTCA------------CTCCTG----T-------GAAGTGGGG-----CATCCGC--------AATGGATTATTGGA------A-------------------------CCCTTTCAA----TCCTCAGAGCTTGCGGAAAGGAGCCAGCGAATTCGCCGAGTTGCTGCAGGAAGCGCA

droEle1 scf7180000490214:338333-
338496 +

GTCAGCTGCAGACGGAGCACTCCGA------GGAGCCGCAGCGGGTGGCCATCAAGGTGAGTCA------------TCTTGG---------CCGAAAATACAA----------------T--CATTCCATCAATGACTCCC--T-------------------------CGATCCGAAT---CCTCTAGAGCCTGCGCAAGGGAGCGAGTGAATTTGCTGAGCTGCTGCAGGAGGCTCA

droRho1 scf7180000779189:1783-1946 + GTCAGCTGCAGACGGAGGACTCCGA------GGAGCCCCAACGAGTGGCCATTAAGGTGAGTAG------------TCCTAG---------CCAGAAACGTGG------AG-------TCACCGCCCGACTAATGAC------C-------------------------CCCTC-TTAT---CCCCCAGAGCCTGCGAAAGGGAGCCAGCGAATTTGCAGAGCTGCTGCAGGAGGCCCA
droBia1 scf7180000302126:3958274-

3958426 -
GTCAGTTGCAGACGGAGGACTCCGA------GGAGCCGCAGCGGGTGGCCATTAAGGTGAGTTG------------TCTG----------GCCGGAAGAGTGG-----CAACCTC----------------AATC--------A-------------------------TCCG-TGCAT---CCCCTAGAGCCTGCGAAAGGGAGCCAGCGAGTTCGCGGAGCTGCTCCAGGAGGCCCA

droTak1 scf7180000415394:852176-
852334 -

GTCAGTTGCAGACGGAGGACTCCGA------GGAGCCGCAACGAGTGGCCATCAAGGTGGGTTG------------TGATT-----T-AC-TTTTGTATGTGG-----CACTTTT---------------AATAAAT------C-------------------------CCC-GTAATT---CCTCTAGAGCCTGCGAAAGGGAGCCAGCGAGTTTGCCGAGCTTCTGCAAGAGGCCCA

droEug1 scf7180000409631:100358-
100521 -

GTCAGCTGCAAACAGAGGACTCCGA------AGAGCCACAGCGAGTGGCCATCAAGGTGAGTTA------------TCTTCA----------TGGAAACCAGG-----CAC-------GTTTCTATTGACAGTTGAT------C-------------------------TGC-CTTAAC---CCTATAGAGCCTGCGAAAAGGTGCCAGCGAATTTGCAGAGCTGCTTCAGGAAGCACA

dm3 chrX:10966781-10966939 - GTCAGTTGAAGACGGAGGACTCCGA------GGAGCCGCAACGAGTGGCCATCAAGGTGAGTAG------------TCTTCG---GTA--GCCGGAAAAGGGG----------------C-------AACTTTTGAA------C-------------------------TGCTTTCGAT---CCTCCAGAGCCTGCGCAAGGGAGCCAGTGAATTTGCCGAGCTGCTTCAGGAGGCTCA
droSim2 x:10423157-10423315 - GTCAGTTGAAGACGGAGGACTCCGA------GGAGCCGCAACGAGTGGCCATCAAGGTGAGTAG------------TCTGCG---GTA--GCCGGAAAAGGGG----------------C-------CACTATTGAC------C-------------------------TGGTTTCGAT---CCTCCAGAGCCTCCGCAAGGGAGCCAGTGAATTTGCCGAGCTGCTCCAGGAAGCTCA
droSec2 scaffold_15:1678080-1678238

-
GTCAGTTGAAGACGGAGGACTCCGA------GGAGCCGCAACGAGTGGCCATCAAGGTGAGTAG------------TCTGCG---GTA--GCCGGAAAAGGGG----------------C-------CACTATTGAC------C-------------------------TGGTTTCGAT---CCTCCAGAGCCTCCGCAAGGGAGCCAGTGAATTTGCCGAGCTGCTCCAGGAAGCTCA

droYak3 X:11151146-11151308 + GTCAGTTGAAAACGGAGGACTCCGA------GGAGCCGCAACGAGTGGCCATCAAGGTGAGTCA------------GTCAGTCTG-C-G---CGGAAAAGGG-------------AGGGC-------AACTATTGAT------C-----------------C-------TGGTCTTGAT---ACTCCAGAGCCTTCGCAAGGGCGCCAGTGAATTTGCCGAGCTGCTCCAGGAGGCCCA
droEre2 scaffold_4690:4158582-

4158735 +
GCCAGTTGAATACGGAGGACTCCGA------GGAGCCGCAACGCGTGGCCATCAAGGTGAGTAG------------TGTACG---------CCGGCAAAGGGG----------------C-------AACTATTGAC------T-------------------------TGGCT-TGAT---CCTCTAGAGCCTCCGCAAGGGAGCCAGCGAATTTGCCGAGCTGCTCCAGGAGGCTCA
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCTACATATCAGTAAAAGAAACAAAACAGCCTTATTATATTTCACATGAACTTTGAACTCAACAAGACAGCTGTGGAGCTAGATGCGAAGCATAAGCACTCGCTTGGCCTAGCCTCACACCTATTTTGCTGTGTTCCCAGCTCCGTTTTATTATTAGCTTCAACTTGTTTACTTTCTGATACAGCCTCAGTAT

****************************************************..((((.((.(((((.((.(((((.(((((..((.((((..........)))).))))))).))))).)).))))).)).))))....*****************************************************
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head
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embryo
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body

V049

head
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embryo

...................................................................CAGCTGTGGAGCTAGATGCGAAGC...................................................................................................... 24 0 1 5.00 5 1 2 0 2 0 0

.......................................................................................................TTGGCCTAGCCTCACACCTATT.................................................................... 22 0 1 2.00 2 1 0 1 0 0 0

....................................................................AGCTGTGGAGCTAGATGCG.......................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0

...................................................................CAGCTGTGGAGCTAGATGCGAAG....................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0

.......................................................................................................TTGGCCTAGCCTCACACCT....................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

....................................................................AGCTGTGGAGCTAGATGCGAAGA...................................................................................................... 23 1 1 1.00 1 0 1 0 0 0 0

...................................................................CAGCTGTGGAGCTAGATGCG.......................................................................................................... 20 0 1 1.00 1 0 0 0 0 1 0

.......................................................................................................TTGGCCTAGCCTCACACCTATTT................................................................... 23 0 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

GGATGTATAGTCATTTTCTTTGTTTTGTCGGAATAATATAAAGTGTACTTGAAACTTGAGTTGTTCTGTCGACACCTCGATCTACGCTTCGTATTCGTGAGCGAACCGGATCGGAGTGTGGATAAAACGACACAAGGGTCGAGGCAAAATAATAATCGAAGTTGAACAAATGAAAGACTATGTCGGAGTCATA

*****************************************************..((((.((.(((((.((.(((((.(((((..((.((((..........)))).))))))).))))).)).))))).)).))))....****************************************************
Read
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male
body
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M046
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body

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droMoj3 scaffold_6680:12843573-

12843765 -
dmo_3130 CCTA-CATATCAGTAAAAGAAACAAAACAGCCTTATTATATTTCACATGAACTTTGAACTCAACAAGACAGCTGTGGAGCTAGATGCGAAGCATAAGCAC-----TCGCTTGGCCTAGCCTCACACCTATTTTGCTGTGTTCCCAGCTCCGTT--TTATTATTAGCTT---CAACTTGTTTACTTTCTGATACAGCCTCAGTAT

droVir3 scaffold_13049:14445189-
14445317 +

dvi_65 C---------------------------------------------------TATGAACTCAACAATACAGCTGTGGAGCTAGCTGTGAAGCATTAGC-TTGGATTGTCGCCAGCTGGCTTCACAGCTATGTTGTAGGGTTCCCAGCTTGGTTCTTTATTGATAATTTGGCCAA-----TTGCTTT------------------

droGri2 scaffold_15110:15768979-
15769127 -

CATATCATATCGAGAGGTTAAGCAA--CATACTTAT--------GAGTGAACTTGGAATTTCAGAATATAGCTGAGCAGCTAGCAT------------------ATCTCACAGCTTGGCTTCACAGCTATATTTTGATGTACCCGGTTC------------------------ACATACTTGCATTTTGAT---GATTGATAAT
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