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AGAGGAGGAGGACGTTTGGCACGTATTGAGATCATTGCGACACAAGGAGGTGGAAGGCCATCCGATTGTTATGTATCTATATGCATAATACCCGATAACAGTCAGAAAGGCGCTTTCACTTCATGTGCCGAATAGAGTCAACGCAGAACAAGCTAAAATTGTTATTGTGTT
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................................................................................................AACAGTCAGAAAGGCGCTTTCACT................................................... 24 0 1 921.00 921 856 39 15 10 1

................................................................................................AACAGTCAGAAAGGCGCTTTCA..................................................... 22 0 1 409.00 409 377 31 0 1 0

................................................................................................AACAGTCAGAAAGGCGCTTTCAC.................................................... 23 0 1 280.00 280 251 26 1 2 0

.................................................................................................ACAGTCAGAAAGGCGCTTTCACT................................................... 23 0 1 70.00 70 55 5 8 2 0

.................................................................................................ACAGTCAGAAAGGCGCTTTCA..................................................... 21 0 1 50.00 50 44 6 0 0 0

...............................................................................................TAACAGTCAGAAAGGCGCTTTCACT................................................... 25 0 1 34.00 34 30 2 0 2 0

.................................................................................................ACAGTCAGAAAGGCGCTTTCAC.................................................... 22 0 1 33.00 33 33 0 0 0 0

...............................................................................................TAACAGTCAGAAAGGCGCTTTCA..................................................... 23 0 1 21.00 21 18 3 0 0 0

................................................................................................AACAGTCAGAAAGGCGCTTTC...................................................... 21 0 1 19.00 19 17 2 0 0 0

................................................................................................AACAGTCAGAAAGGCGCTTTCACTT.................................................. 25 0 1 9.00 9 9 0 0 0 0

................................................................................................AACAGTCAGAAAGGCGCTTTCACA................................................... 24 1 1 7.00 7 7 0 0 0 0

................................................................................................AACAGTCAGAAAGGCGCTTT....................................................... 20 0 1 6.00 6 6 0 0 0 0

................................................................................................AACAGTCAGAAAGGCGCTTTCACC................................................... 24 1 1 5.00 5 2 0 2 1 0

...............................................................................................TAACAGTCAGAAAGGCGCTTTCAC.................................................... 24 0 1 4.00 4 4 0 0 0 0

................................................................................................AACAGTCAGAAAGGCGCTTTCC..................................................... 22 1 1 3.00 3 3 0 0 0 0

................................................................................................AACAGTCAGAAAGGCGCTTTCAT.................................................... 23 1 1 3.00 3 3 0 0 0 0

................................................................................................AACAGTCAGAAAGGCGCTTTCT..................................................... 22 1 1 3.00 3 3 0 0 0 0

...................................................................................................AGTCAGAAAGGCGCTTTCACT................................................... 21 0 1 2.00 2 2 0 0 0 0

...............................................................................................TAACAGTCAGAAAGGCGCTTTT...................................................... 22 1 1 2.00 2 2 0 0 0 0

.................................................................................................ACAGTCAGAAAGGCGCTTTCACA................................................... 23 1 1 2.00 2 2 0 0 0 0

..................................................TGGAAGGCCATCCGATTGTTA.................................................................................................... 21 0 1 1.00 1 1 0 0 0 0

...............................................................................................TAACAGTCAGAAAGGCGCTTTC...................................................... 22 0 1 1.00 1 1 0 0 0 0

...............................................................................................TAACAGTCAGAAAGGCGCTTT....................................................... 21 0 1 1.00 1 1 0 0 0 0

..................................................................................................CAGTCAGAAAGGCGCTTTCA..................................................... 20 0 1 1.00 1 1 0 0 0 0

................................................................................................AACAGTCAGAAAGGCGCTTTCAA.................................................... 23 1 1 1.00 1 1 0 0 0 0

.................................................................................................ACAGTCAGAAAGGCGCTTTCC..................................................... 21 1 1 1.00 1 1 0 0 0 0

..............................................................................................ATAACAGTCAGAAAGGCGCTTTCA..................................................... 24 0 1 1.00 1 1 0 0 0 0

...............................TCATTGCGACACAAGGAGG......................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0

.................................................................................................ACAGTCAGAAAGGCGCTTTCACC................................................... 23 1 1 1.00 1 0 0 1 0 0

................................................................................................AACAGTCAGAAAGGCGCTTTCACTA.................................................. 25 1 1 1.00 1 1 0 0 0 0

................................................................................................AACAGTCAGAAAGGCGCT......................................................... 18 0 1 1.00 1 0 1 0 0 0

.................................................................................................ACAGTCAGAAAGGCGCTTTCT..................................................... 21 1 1 1.00 1 1 0 0 0 0

...............................................................................................TAACAGTCAGAAAGGCGCTTTCACA................................................... 25 1 1 1.00 1 1 0 0 0 0

.................................................................................................ACAGTCAGAAAGGCGCTTTCAA.................................................... 22 1 1 1.00 1 1 0 0 0 0

................................................................................................AACAGTCAGAAAGGCGCTTTCG..................................................... 22 1 1 1.00 1 1 0 0 0 0

..................................................................................................CAGTCAGAAAGGCGCTTTCACT................................................... 22 0 1 1.00 1 1 0 0 0 0

.................................................................................................ACAGTCAGAAAGGCGCTTTC...................................................... 20 0 1 1.00 1 1 0 0 0 0

.................................................................................................ACAGTCAGAAAGGCGCTTTCG..................................................... 21 1 1 1.00 1 1 0 0 0 0

...............................................................................................TAACAGTCAGAAAGGCGCTT........................................................ 20 0 1 1.00 1 1 0 0 0 0

.................................................................................................ACAGTCAGAAAGGCGCTTT....................................................... 19 0 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

TCTCCTCCTCCTGCAAACCGTGCATAACTCTAGTAACGCTGTGTTCCTCCACCTTCCGGTAGGCTAACAATACATAGATATACGTATTATGGGCTATTGTCAGTCTTTCCGCGAAAGTGAAGTACACGGCTTATCTCAGTTGCGTCTTGTTCGATTTTAACAATAACACAA
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004909:7960586-

7960756 +
dwi_52 AGAGGAGGAGGACGTTTGGCACGTATTGAGATCATTGCGACACAAGGAGGTGGAAGGCCATCCGATTGTTATGTATCTATAT-GCATAATACCCGATAACAGTCAGAAAGGCGCTTTCACTTCATGTG--------------CCGA-ATAGAGTCAACGC---AGAACAAGCTAAAATTGTTATTGTGTT

droVir3 scaffold_13042:903140-903271
-

GAAGCGAAAGGCCCT--------------------------------------------TTTCGACTGCTATGTGCATTTTTTGACTAGTCATAGATAACAGTCTGAAAGGGCCTTTTGGCTCAGATG--------------CAAACACAGCGATAACGATAACGATAACGATAACAATAACGATAACTT

droMoj3 scaffold_6328:2903580-
2903608 -

AGACAATGAGAGAGGGTTGAGAGCATTGA-----------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15081:2047655-
2047669 -

AGAGAGAGAGGAAGT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13417:2461004-
2461093 -

TG--------------------------------------------------GAAGGCCTATCGACTGCTATGTGTACTTCA-GGATG------AATAACAGTCAGAAAGGCGCTTTCACACCAAGTGAGATCCGGCCCCTGCAGAC-------------------------------------------

droBip1 scf7180000395874:33015-33107
-

TG--------------------------------------------------GAGGGCCTATCTACTGCTATGTGTACCTCA-GGATG------AATAACAGTCAGAAAGGCGCTTTCACACCAAGTGAGATCCGGCCCCTGCAAAC----------------------------------------GTC

Generated: 09/08/2015 at 08:04 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
1
1
1
0
1
1
1
0
3
2

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7960586-7960756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7960586-7960756
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_52.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:903140-903271
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:2903580-2903608
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2047655-2047669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:2461004-2461093
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395874:33015-33107


ID:

dwi_5419

Coordinate:

scf2_1100000004945:407335-407434 +

Confidence:

candidate-rescued

Class:

Canonical miRNA

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

AATACATGATATATCCTCCAAATGTGAATTAGATATAAGTTATATCCAGTGATCGATTTAATTGCCGTCTTGCAGGGTCTTTGTAAAGAATCCAGGTCCAAATTAAATTCTTTATAGATCCTGCGATTCTGGGCAATTGAATGACACACTGAAACGTCCCGAACTTACCAAATATATATCTATATCTAATTGTATGTGTA
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.................................................................................................................ATAGATCCTGCGATTCTGGGC.................................................................. 21 0 1 39.00 39 35 3 1 0 0

................................................................................................................TATAGATCCTGCGATTCTGGGC.................................................................. 22 0 1 16.00 16 15 1 0 0 0

.................................................................................................................ATAGATCCTGCGATTCTGGGCA................................................................. 22 0 1 16.00 16 9 5 2 0 0

...............................................................................................................TTATAGATCCTGCGATTCTGGGC.................................................................. 23 0 1 11.00 11 6 4 0 0 1

.................................................................................................................ATAGATCCTGCGATTCTGGGCAATT.............................................................. 25 0 1 11.00 11 11 0 0 0 0

................................................................................................................TATAGATCCTGCGATTCTGGGCAATT.............................................................. 26 0 1 9.00 9 8 0 1 0 0

.................................................................................................................ATAGATCCTGCGATTCTGGGCAAT............................................................... 24 0 1 8.00 8 6 1 0 0 1

................................................................................................................TATAGATCCTGCGATTCTGGGCAAT............................................................... 25 0 1 8.00 8 6 1 0 1 0

.............................................................................................................CTTTATAGATCCTGCGATTCTGGGC.................................................................. 25 0 1 7.00 7 7 0 0 0 0

............................................................ATTGCCGTCTTGCAGGGTCTTTGTAAA................................................................................................................. 27 0 1 7.00 7 6 0 1 0 0

................................................................................................................TATAGATCCTGCGATTCTGGGCA................................................................. 23 0 1 7.00 7 1 6 0 0 0

..................................ATAAGTTATATCCAGTGATCGATTTA............................................................................................................................................ 26 0 1 5.00 5 5 0 0 0 0

.........................................................TTAATTGCCGTCTTGCAGG............................................................................................................................ 19 0 1 5.00 5 5 0 0 0 0

......................................................GATTTAATTGCCGTCTTGCAGG............................................................................................................................ 22 0 1 5.00 5 5 0 0 0 0

............................................................................GTCTTTGTAAAGAATCCAGGTC...................................................................................................... 22 0 1 5.00 5 4 0 1 0 0

....................................................................................................................GATCCTGCGATTCTGGGC.................................................................. 18 0 1 4.00 4 3 1 0 0 0

...............................................................................................................TTATAGATCCTGCGATTCTGGGCAATT.............................................................. 27 0 1 4.00 4 4 0 0 0 0

..............................................................................................................TTTATAGATCCTGCGATTCTGGGC.................................................................. 24 0 1 4.00 4 4 0 0 0 0

.....................................................CGATTTAATTGCCGTCTTGCA.............................................................................................................................. 21 0 1 4.00 4 4 0 0 0 0

............................................................ATTGCCGTCTTGCAGGGT.......................................................................................................................... 18 0 1 4.00 4 4 0 0 0 0

.....................................................CGATTTAATTGCCGTCTTGC............................................................................................................................... 20 0 1 4.00 4 4 0 0 0 0

.....................................................CGATTTAATTGCCGTCTTGCAGGGT.......................................................................................................................... 25 0 1 4.00 4 4 0 0 0 0

....................................................................................................................GATCCTGCGATTCTGGGCA................................................................. 19 0 1 3.00 3 3 0 0 0 0

..............................................................TGCCGTCTTGCAGGGTCTTTGTAAAGA............................................................................................................... 27 0 1 3.00 3 3 0 0 0 0

.................................................................CGTCTTGCAGGGTCTTTGTAAAGA............................................................................................................... 24 0 1 3.00 3 3 0 0 0 0

............................................................ATTGCCGTCTTGCAGGGTC......................................................................................................................... 19 0 1 3.00 3 3 0 0 0 0

.....................................................CGATTTAATTGCCGTCTTGCAGGGTC......................................................................................................................... 26 0 1 3.00 3 3 0 0 0 0

..................................ATAAGTTATATCCAGTGATCGATTT............................................................................................................................................. 25 0 1 3.00 3 3 0 0 0 0

.......................................................ATTTAATTGCCGTCTTGCAGG............................................................................................................................ 21 0 1 3.00 3 3 0 0 0 0

..........................................................................................................................................GAATGACACACTGAAACGTCC......................................... 21 0 1 3.00 3 3 0 0 0 0

............................................................ATTGCCGTCTTGCAGGGTCTTTGTAA.................................................................................................................. 26 0 1 3.00 3 3 0 0 0 0

............................................................ATTGCCGTCTTGCAGGGTCTTTGTA................................................................................................................... 25 0 1 3.00 3 2 0 1 0 0

.........................................ATATCCAGTGATCGATTTA............................................................................................................................................ 19 0 1 3.00 3 3 0 0 0 0

............ATCCTCCAAATGTGAATTAGAT...................................................................................................................................................................... 22 0 1 3.00 3 3 0 0 0 0

..................................ATAAGTTATATCCAGTGATC.................................................................................................................................................. 20 0 1 3.00 3 3 0 0 0 0

.........................GAATTAGATATAAGTTAT............................................................................................................................................................. 18 0 1 2.00 2 2 0 0 0 0

........................................................TTTAATTGCCGTCTTGCAGG............................................................................................................................ 20 0 1 2.00 2 2 0 0 0 0

............................................................................................................................GATTCTGGGCAATTGAATGACACACT.................................................. 26 0 1 2.00 2 2 0 0 0 0

............................................................................GTCTTTGTAAAGAATCCAGGTCC..................................................................................................... 23 0 1 2.00 2 2 0 0 0 0

.....................................................................................................................................................................................ATATCTAATTGTATGTGT. 18 0 1 2.00 2 2 0 0 0 0

....................................................................................................................GATCCTGCGATTCTGGGCAAT............................................................... 21 0 1 2.00 2 2 0 0 0 0

....................................AAGTTATATCCAGTGATCGATTTA............................................................................................................................................ 24 0 1 2.00 2 2 0 0 0 0

....................................................................................................................................................CTGAAACGTCCCGAACTTACC............................... 21 0 1 2.00 2 0 2 0 0 0

......................................GTTATATCCAGTGATCGATTTA............................................................................................................................................ 22 0 1 2.00 2 2 0 0 0 0

..............................................................................CTTTGTAAAGAATCCAGGTC...................................................................................................... 20 0 1 2.00 2 2 0 0 0 0

...........................................................................................................................................................................ATATATATCTATATCTAATTGTATGT... 26 0 1 2.00 2 2 0 0 0 0

......................................................................................................................................AATTGAATGACACACTGAAAC............................................. 21 0 1 2.00 2 2 0 0 0 0

.................................................................................................................ATAGATCCTGCGATTCTGGGCAA................................................................ 23 0 1 2.00 2 0 0 0 1 1

...............................................................GCCGTCTTGCAGGGTCTTTGTAAAGA............................................................................................................... 26 0 1 2.00 2 2 0 0 0 0

.........................................................................................ATCCAGGTCCAAATTAAAT............................................................................................ 19 0 1 2.00 2 2 0 0 0 0

............................................................ATTGCCGTCTTGCAGGGTCTTTGTAAAG................................................................................................................ 28 0 1 2.00 2 0 0 2 0 0

..................................ATAAGTTATATCCAGTGAT................................................................................................................................................... 19 0 1 2.00 2 2 0 0 0 0

..............................................................................................................TTTATAGATCCTGCGATTCTGG.................................................................... 22 0 1 2.00 2 0 0 0 2 0

...............................................................................................................TTATAGATCCTGCGATTCTGGGCA................................................................. 24 0 1 2.00 2 2 0 0 0 0

..........ATATCCTCCAAATGTGAATTAGAT...................................................................................................................................................................... 24 0 1 2.00 2 2 0 0 0 0

.......................GTGAATTAGATATAAGTTAT............................................................................................................................................................. 20 0 1 2.00 2 2 0 0 0 0

............................................................................................................................GATTCTGGGCAATTGAAT.......................................................... 18 0 1 1.00 1 1 0 0 0 0

..............................................................................................................................TTCTGGGCAATTGAATGACACACT.................................................. 24 0 1 1.00 1 1 0 0 0 0

..............................................................................................................................................GACACACTGAAACGTCCCGAACTTACC............................... 27 0 1 1.00 1 1 0 0 0 0

.............................................................TTGCCGTCTTGCAGGGTCTTTGTAAAG................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0

................................ATATAAGTTATATCCAGTGATCGATTTA............................................................................................................................................ 28 0 1 1.00 1 1 0 0 0 0

..............................................CAGTGATCGATTTAATTGCC...................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0

............................................................................................................TCTTTATAGATCCTGCGATTCTGGGC.................................................................. 26 0 1 1.00 1 1 0 0 0 0

.......................................................ATTTAATTGCCGTCTTGC............................................................................................................................... 18 0 1 1.00 1 1 0 0 0 0

...................................................................................................................................................................................CTATATCTAATTGTATGTGT. 20 0 1 1.00 1 1 0 0 0 0

.................................................................................................................ATAGATCCTGCGATTCTGGGCAATTGA............................................................ 27 0 1 1.00 1 1 0 0 0 0

..............................................................................................................TTTATAGATCCTGCGATTCTGGGCA................................................................. 25 0 1 1.00 1 0 1 0 0 0

..............CCTCCAAATGTGAATTAGATATAAGT................................................................................................................................................................ 26 0 1 1.00 1 1 0 0 0 0

..........................................................................................................................................GAATGACACACTGAAACGTCCCGAACT................................... 27 0 1 1.00 1 1 0 0 0 0

......................TGTGAATTAGATATAAGTTAT............................................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0

............................................................................................................................GATTCTGGGCAATTGAATGACAC..................................................... 23 0 1 1.00 1 1 0 0 0 0

...........................................................................................................................................AATGACACACTGAAACGTCCCGAA..................................... 24 0 1 1.00 1 1 0 0 0 0

...............................................................GCCGTCTTGCAGGGTCTTTGTAAA................................................................................................................. 24 0 1 1.00 1 1 0 0 0 0

.........................................................................................ATCCAGGTCCAAATTAAATTC.......................................................................................... 21 0 1 1.00 1 1 0 0 0 0

..........................................................................................................ATTCTTTATAGATCCTGCGATT........................................................................ 22 0 1 1.00 1 1 0 0 0 0

..............................................................TGCCGTCTTGCAGGGTCTTTGTAAAG................................................................................................................ 26 0 1 1.00 1 0 1 0 0 0

.......................................................................................................TAAATTCTTTATAGATCCTGC............................................................................ 21 0 1 1.00 1 1 0 0 0 0

...................................................ATCGATTTAATTGCCGTCTTGCAGG............................................................................................................................ 25 0 1 1.00 1 1 0 0 0 0

..............................................................................CTTTGTAAAGAATCCAGGTCCA.................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

.........................................................................................................AATTCTTTATAGATCCTGCGATT........................................................................ 23 0 1 1.00 1 1 0 0 0 0

.....................................................................................................................................................TGAAACGTCCCGAACTTACCAAATA.......................... 25 0 1 1.00 1 1 0 0 0 0

..........................................................................................................................................GAATGACACACTGAAACGTCCCGA...................................... 24 0 1 1.00 1 1 0 0 0 0

........................................TATATCCAGTGATCGATTTAA........................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0

......................................................GATTTAATTGCCGTCTTGCAGGGT.......................................................................................................................... 24 0 1 1.00 1 0 0 1 0 0

.................................TATAAGTTATATCCAGTGATC.................................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0

.......................................................ATTTAATTGCCGTCTTGCAGGGTC......................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0

...........TATCCTCCAAATGTGAATTAGA....................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 1 0

.....................................................CGATTTAATTGCCGTCTTGCAGG............................................................................................................................ 23 0 1 1.00 1 1 0 0 0 0

....................................................................................................................GATCCTGCGATTCTGGGCAA................................................................ 20 0 1 1.00 1 1 0 0 0 0

.............................................................TTGCCGTCTTGCAGGGTCTTTGTAAAGA............................................................................................................... 28 0 1 1.00 1 0 0 1 0 0

..............................................................................................................................................GACACACTGAAACGTCCCGAAC.................................... 22 0 1 1.00 1 1 0 0 0 0

..................................................................................................................................................CACTGAAACGTCCCGAACT................................... 19 0 1 1.00 1 1 0 0 0 0

.............................................CCAGTGATCGATTTAATTGC....................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0

........ATATATCCTCCAAATGTGAAT........................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1

..........................................................TAATTGCCGTCTTGCAGG............................................................................................................................ 18 0 1 1.00 1 1 0 0 0 0

..............................................................TGCCGTCTTGCAGGGTCTTTGTAAA................................................................................................................. 25 0 1 1.00 1 1 0 0 0 0

.........................................................................................................................................TGAATGACACACTGAAACGTCCC........................................ 23 0 1 1.00 1 1 0 0 0 0

....................................................................................................................GATCCTGCGATTCTGGGCAATT.............................................................. 22 0 1 1.00 1 1 0 0 0 0

............................................................................................................................GATTCTGGGCAATTGAATG......................................................... 19 0 1 1.00 1 1 0 0 0 0

........................................................................................................................................................AACGTCCCGAACTTACCAAAT........................... 21 0 1 1.00 1 1 0 0 0 0

.....................................................................................................................ATCCTGCGATTCTGGGCAATT.............................................................. 21 0 1 1.00 1 0 0 1 0 0

..........................................................TAATTGCCGTCTTGCAGGGT.......................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0

.................................................................................................................ATAGATCCTGCGATTCTG..................................................................... 18 0 1 1.00 1 1 0 0 0 0

..................................ATAAGTTATATCCAGTGATCGAT............................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0

.....................................................................................................................................................TGAAACGTCCCGAACTTACCAAA............................ 23 0 1 1.00 1 1 0 0 0 0

....................................................TCGATTTAATTGCCGTCTTGCA.............................................................................................................................. 22 0 1 1.00 1 1 0 0 0 0

.................................TATAAGTTATATCCAGTGATCGATTTA............................................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0

...................................................................................................................AGATCCTGCGATTCTGGGCA................................................................. 20 0 1 1.00 1 1 0 0 0 0

.......................................TTATATCCAGTGATCGATTTA............................................................................................................................................ 21 0 1 1.00 1 1 0 0 0 0

............................................................................................................................................ATGACACACTGAAACGTCCCGAACT................................... 25 0 1 1.00 1 1 0 0 0 0

..................................ATAAGTTATATCCAGTGATCGA................................................................................................................................................ 22 0 1 1.00 1 1 0 0 0 0

..TACATGATATATCCTCCAAATGT............................................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0

..........ATATCCTCCAAATGTGAA............................................................................................................................................................................ 18 0 1 1.00 1 1 0 0 0 0

..............................................................TGCCGTCTTGCAGGGTCTTTG..................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0

......................................................................................................................................AATTGAATGACACACTGA................................................ 18 0 1 1.00 1 1 0 0 0 0

........ATATATCCTCCAAATGTGAATT.......................................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

.......................................................................................GAATCCAGGTCCAAATTAAAT............................................................................................ 21 0 1 1.00 1 1 0 0 0 0

........................................TATATCCAGTGATCGATTTA............................................................................................................................................ 20 0 1 1.00 1 1 0 0 0 0

...............................................................................................................................................ACACACTGAAACGTCCCGAACTTACC............................... 26 0 1 1.00 1 1 0 0 0 0

....................................AAGTTATATCCAGTGATCG................................................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0

...............................................................................................................TTATAGATCCTGCGATTCTGGG................................................................... 22 0 1 1.00 1 0 1 0 0 0

............................................................ATTGCCGTCTTGCAGGGTCTTT...................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

........................................................................................AATCCAGGTCCAAATTAAATTCT......................................................................................... 23 0 1 1.00 1 1 0 0 0 0

......................................................GATTTAATTGCCGTCTTGCAGGGTC......................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0

....................................AAGTTATATCCAGTGATC.................................................................................................................................................. 18 0 1 1.00 1 1 0 0 0 0

...................................................................................................................AGATCCTGCGATTCTGGGC.................................................................. 19 0 1 1.00 1 1 0 0 0 0

............................................................................................................................................ATGACACACTGAAACGTCCCGA...................................... 22 0 1 1.00 1 1 0 0 0 0

..............................................................................................................................................GACACACTGAAACGTCCCG....................................... 19 0 1 1.00 1 1 0 0 0 0

................................................................................................................TATAGATCCTGCGATTCTGGGCC................................................................. 23 1 1 1.00 1 0 1 0 0 0

..............................................................................................................TTTATAGATCCTGCGATTCTGGGCAAT............................................................... 27 0 1 1.00 1 1 0 0 0 0

...........................................................AATTGCCGTCTTGCAGGGT.......................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0

...............................................................................TTTGTAAAGAATCCAGGTCCA.................................................................................................... 21 0 1 1.00 1 1 0 0 0 0

...............................................................................................................TTATAGATCCTGCGATTCTG..................................................................... 20 0 1 1.00 1 0 0 0 1 0

......................................................................TGCAGGGTCTTTGTAAAGA............................................................................................................... 19 0 1 1.00 1 0 0 0 1 0

........ATATATCCTCCAAATGTGAATTAGAT...................................................................................................................................................................... 26 0 1 1.00 1 0 0 0 1 0

........................................................................................................AAATTCTTTATAGATCCTGCGATTCTG..................................................................... 27 0 1 1.00 1 1 0 0 0 0

...............................................................................................................................................................................ATATCTATATCTAATTGTATGTGT. 24 0 1 1.00 1 1 0 0 0 0

.............................................................................................................CTTTATAGATCCTGCGATTCTGGGCA................................................................. 26 0 1 1.00 1 0 1 0 0 0

.............................................................TTGCCGTCTTGCAGGGTCTTTGTAAA................................................................................................................. 26 0 1 1.00 1 1 0 0 0 0

.................................TATAAGTTATATCCAGTGAT................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0

...........................................ATCCAGTGATCGATTTAA........................................................................................................................................... 18 0 1 1.00 1 1 0 0 0 0

......................................................................................................................................AATTGAATGACACACTGAAACGTCCCG....................................... 27 0 1 1.00 1 1 0 0 0 0

.................................................................................................................ATAGATCCTGCGATTCTGGGCAATTG............................................................. 26 0 1 1.00 1 1 0 0 0 0

.....................................................................................................................................................................................ATATCTAATTGTATGTGTA 19 0 1 1.00 1 1 0 0 0 0

..........................................TATCCAGTGATCGATTTA............................................................................................................................................ 18 0 1 1.00 1 1 0 0 0 0

...ACATGATATATCCTCCAAATGT............................................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

............................................................................................................................................ATGACACACTGAAACGTCCCGAA..................................... 23 0 1 1.00 1 1 0 0 0 0

..........................................................................................................................................GAATGACACACTGAAACGTCCC........................................ 22 0 1 1.00 1 0 0 1 0 0

.....ATGATATATCCTCCAAATGTGAAT........................................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0

...............................................................................................................TTATAGATCCTGCGATTC....................................................................... 18 0 1 1.00 1 0 1 0 0 0

............ATCCTCCAAATGTGAATTAGATA..................................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0

..........ATATCCTCCAAATGTGAATTAGA....................................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0

.................................................................................................................................................ACACTGAAACGTCCCGAACTTACCAAAT........................... 28 0 1 1.00 1 1 0 0 0 0

..........................................................................................................................................GAATGACACACTGAAACGTCCCGAAC.................................... 26 0 1 1.00 1 1 0 0 0 0

.......................................................................................................................................ATTGAATGACACACTGAAAC............................................. 20 0 1 1.00 1 1 0 0 0 0

..........................................................TAATTGCCGTCTTGCAGGGTC......................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0

..........................................................................................................................................GAATGACACACTGAAACGT........................................... 19 0 1 1.00 1 1 0 0 0 0

...................................................................................................................AGATCCTGCGATTCTGGGCAATT.............................................................. 23 0 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

TTATGTACTATATAGGAGGTTTACACTTAATCTATATTCAATATAGGTCACTAGCTAAATTAACGGCAGAACGTCCCAGAAACATTTCTTAGGTCCAGGTTTAATTTAAGAAATATCTAGGACGCTAAGACCCGTTAACTTACTGTGTGACTTTGCAGGGCTTGAATGGTTTATATATAGATATAGATTAACATACACAT

***************************************************...(((.((.(((((((((((...(((((((((((..(((((((((...............)))))))))))))))))))).....))))))))))))))))..*********************************************
Read
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#
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M045
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body
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body

V118

embryo

M020

head

..............................................................ACGGCAGAACGTCCCAGAAAC..................................................................................................................... 21 0 1 1.00 1 1 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004945:407285-

407484 +
dwi_5419 --AATACATGATATATCC--------TCCAAAT-GTGAATTAGATATAA-------------G-------TTATATCCAGTGATCG------ATT--TAATTGCCGTCTTGCAGGGTCTTTGTAAAGAATCCAGGTCCAAA-TTAAA-TT--CTTTATAGATCCTGCGATTCTG-GGCAATTGAAT-G-ACACA--------------------------------CT-----------------------------------------------------------------------------------------------------GAAACGTCCCG-AACTTACCAA--ATATATAT-CTATAT-CT-AAT------TGTATGTGTA

droVir3 scaffold_12963:14467376-
14467605 -

dvi_24646 --AC--------ATGTC--------CAACAGT-------TTAG-------------------CAAGTCTATGT--------A----------ATG--TAACTGCCGTCTTGCAACGCCT--GTGGATA-CAAAGGTCCAAAAA-----TT-AATCCACACGAGTTGCGATTCTG-GGCAGTTGA-------------------------------------TTTTACTAAAATCTT--TATGCACATGTAAACATG----------GGAG-------------AGTGT--C-------AGCATTCC-TTGGGAACTACAGCAACGGCAATAGA---TCC--AAATAACCAA--ATATAAGC-GTGTACTAT-A-ATTAT-----ATGCACA

droMoj3 scaffold_6500:15423802-
15424035 -

dmo_3155 --AATCCACAACACATTCCCACAACCAACGAT-T-----TTGGACGGTAGAC----AACAGCA-------CAGCAGCCGGCACTCG-----TCTT--TAACTGCCGTCTTGCAGCTCCT--GTGGATG-CCCAGGTCCAATAA-----GT-AATCCACACGTGCTGCGATTCCG-GGCAGTTGAGG-GGA-GCAA-CAGG-----------------------------------------------------------------------------------------------------ATTCCTTTAAGAACTACA--GCTAGCAATAGA---TTC--AACTAACCAA--ATATAAAT-GTGTGCACA-A-TTGTC-----ACATGTT

droGri2 scaffold_15252:2029230-
2029466 +

dgr_469 --AA---TAGAGGAATC---------ATCATA-----------ATTTG--TATATCAATCT-A-------TAT--------AATCTTACAATGAT--TAACTGCCGTCTTGCCGGGCCT--GTGGGCA-CCCAGGTCCAAA-CAAAAGTT--GCCCACATGCTCGGCGATTCTG-AGCAGTTAAA-----------------------CT-CA---GT---------TTAA--CTT--CATTCACA-----------------------------------------A-CT-------GACATTCC-TTGAGAGCTACAGCTACGGCAATGAACGTCCC--AACTTACCAA--ATATATCT-ATATGCTAT-A-TAGCA-----ATGTGCA

dp5 4_group3:7165278-7165537 - dps_30 --AACAAAAGATAAAAC---------T---AATCTCGGATCGGATGTTC-------------C-------TTA--------AAC---------CT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAAAT-----TTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------G-GGA---TCCACCT--TTAAATCACACTTAAAGCTA--TGTGCACA-G------------AGTACAGT---------------AGTAC-CCGCGAAGCGACATTCC-TTGAGAGCTG----G---CCACTAGATGTCCCCACACTTACCAA--ATATATCTTATATGCTCT-A-TCTCTAA----------
droPer2 scaffold_1:8612690-8612949

-
dpe_229 --AACAAAAGATAAAAC---------T---AATCTCGGATCGGATGTTC-------------C-------TTA--------AAC---------CT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAAAT-----TTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------G-GGA---TCCACCT--TTAAATCACACTTAAAGCTA--TGTGCACA-G------------AGTACAGT---------------AGTAC-CCGCGAATCGACATTCC-TTGAGAGCTG----G---CCACTAGATGTCCCTACACTTACCAA--ATATATCTTATATGCTCT-A-TCTCTAA----------

droAna3 scaffold_12916:9587988-
9588224 -

dan_4042 --AA--G-------------------------------------------------GAACCGT-------TT----------ATCT------CCCATTAACTGCTGTCTTGCAGAGTCT--GTGGAC---G-TGGTCCAAA-T-----TT--GTCTACAGCCACTGCGATTCCG-GGCAGTTGAAAGTGAT--AA-TACG-GAC---TCCCCAAAAACACATCACATCT-GCGCTT--TGTGCACC-GC--------------A-----------------------C-CCA-----AGACATTCC-TTGAGAGCCA----GACGGCACTAGACGTCCC--AACTTACCAAAAATATATCTTATACGCTCT-A-CCTATAACGTATGTGTA

droBip1 scf7180000396580:1442858-
1443097 +

TTAA---G------------------------------------------------GATCAGCA------TT-----------TCT------CCCATTAACTGCCGTCTTGCAGCGTCT--GTGGAC---G-TGGTCCAAA-T-----TT--GTCTACAGCCGCTGCGATTCCGGGGCAGTTGCAAGTGAAACCA-TACG-GAT---TCCTCAA--ATACATCACATCT-GCGCTT--TGTGCACC-GC--------------AC----------------------C--CC-----AGACATTCC-TTGAGAGCCA----GACGGCACTAGACGTCCC--AACTTACCAAAAATATATCTTATACGCTCT-A-CCTATAACGTATGTGTA

droKik1 scf7180000302246:274528-
274750 +

--------------------------------------------------------------------------------------------------AACTGCTGTCTTGCAGCGCCT--GTGGAC---TGTGGTCCAAA-T-----TA-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAGT-GGC--CGA-TGC------------------TGGATCGCACTTAACGCTTCGTGTGCACC-GC----AGAGAAGAGTTCAGT---------------AAT-C-CC-------GACATTCC-TTGAAAGCTACA--GACGGCCCTAGACGTCCC--AACTTACCAAAAATATATCTTATATGCTCTTA-TCTGTAACGTATGTGTA

droFic1 scf7180000453924:1051734-
1052013 +

--AA---GAGATAGG-----------A------------TCGGATTGGAGTGGATCGATCGCC-------TGG--------GATCT------GCC--TAACTGCCGTCTTGCAGCG-CC--GTAGAC---TTTGGTCCAAAAT-----TT-AGCCTACGGCCGCTACGATTCCG-GGCAGTTGAAA-GGATCCAG-GATGCGAGT-CGCC-CA---ACCCTTCACACTTAACGCTT--TGTGCACC-GT--------------ACAGTTCAGTAGTTCAGTACAGTAC-CC-------GACATTCC-TTGAGCGCTA----GACGGCACTAGACGTCCC--AACTTACCAA--ATATATCTTTTATGCTCT-A-TCTATTACGT----AAT

droEle1 scf7180000491046:1758552-
1758820 +

--GA--AGAGATAAGTC---------AACGGA-------TCGGATTGGAGTG----GATCGGA-------TTG--------CGTCT------GCC--TAACTGCCGTCTTGCAGCA-CT--GTAGTC---TTTGGTCCAAAAT-----TT-AGTCTACAGCCGCTGCGATTCTG-GGCAGTTGAAA-GGATGCAATGATGACAG---GCC-CA---GACCATCACACTTAACGCTT--TGTGCACC-GT--------------ACACTTC-------------AGTTCCCC-------GACATTCC-TTGAGAGCTA----GACGGCACTAGACGTCCC--AACTTACCAA--ATATAAATTTTATGCTCT-A-TCTAT------TGTATA

droRho1 scf7180000780028:158231-
158492 +

--GA--GGAGATAAGTC---------AACGGA-------TCGGATTGGAATG----GATTGGA-------TTG--------GATCT------GCC--TAACTGCCGTCTTGCAGCG-CT--GTATTC---TTTGGTCCAAAAT-----TT-AGTCTATAGTCGCTACGATTCTG-GGCAGTTGAAA-TGATCCAA-GACGAGAG---GCC-CA---ATCCATCACACTTAACGCTT--TGTGCACC-GT--------------ACAGTTC-------------AGTAC-CA-------GACATTCC-TTGAGAGCTA----GACGGCACCAGACGTCCC--AACTTACCAA--ATATATCTTTTATGCTCT-A-TCTAT-----------A

droBia1 scf7180000302188:2122015-
2122277 +

--GA-------TAAGTA---------AACAGAT--CGGATTGGACTGGAGTG----GATCGGA-------TTG--------CATCG------GCC--TAACTGCTGTCTTGCAGGG-CC--GTAGAC---TTTGGTCCAAAAT-----TT-AGTCTACGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GACGAGAG---ACT-CA---GTCCACTAGACTTAACGCTT--TGTGCACC-GT--------------ACAGTTC------------CAGTAC-AC-------GACATTCC-TTGAGAGCTA----GACGGCTCTAGACGTCCC--AACTTACCAA--ATATATCTTTTATGCTCT-A-TCTAT-----------A

droTak1 scf7180000415438:753004-
753219 -

--GA---------------------------------------------GTG----GATCGGA-------TGG--------CATCT------GCC--TAACTGCTGTCTTGCAGGG-CC--GTGGAC---TTTGGTCCAAAAT-----TT-AGTCTATGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCCA-AATGAGAG---ACC-CA------------ACCTAACGCTT--TGTGCACC-GT--------------A-----------------------C-CC-------GACATTCC-TTGAGAGCTA----GACGGCAATAGACGTCCC--AACTTACCAA--ATATATCTTTTATGCTCT-A-CCTAT-----------A

droEug1 scf7180000409554:3024185-
3024454 -

--AA--AGAGATAACTC---------AACAGG-------TCGGATTGGAGCG----GATCGGA-------TTG--------AATCT------GAT--TAACTGCTGTCTTGCAGCG-CT--GTAGAC---TGTGGTCCAAAAT-----TT-AGTCTATAGTCGCTGCGATTCTG-GGCAGTTGTAA-GGATAAAAAGATGAGAG---GCC-CA---AACCATCACACTTAACGCTT--TGTGCACC-AT--------------ACAGATT-------------AGTAC--C-------GACATTCC-TTGAGAGCTA----GACGGCACTAGACGTCCC--AACTTACCAA--ATATATCTTTTATGCTCT-A-TCTATAATGTATGT---

dm3 chr2L:3067718-3067978 + dme_436 --AA---GAGATAAGTT---------AACAGA-------TTGGATTTGCGTC----GATCGGA-------TTG--------AATCT------GCC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAAAT-----TA-AGTCTACAGTCTCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GCT-CA---GTCCATAACACTTAACGCTT--TGTGCACC-GT--------------ACAATTT-------------AGTAC-CC-------GACATTCC-TTGAGAGCTA----GACGGCACCAGACGTCCC--AACTTACCAA--ATATATCTTTTATGCTCT-A-TCTAT-----------A

droSim2 2l:2946902-2947163 + dsi_32463 --GA--AGAGATAAGTC---------AACAGA-------TTGGATTTGCGCC----GATCGGC-------TTG--------AATCT------GCC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAAAT-----TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GCC-CA---GTCCATAACACTTAACGCTT--TGTGCACC-GT--------------ACAATTC-------------AGTAC-CC-------GACATTCC-TTGAGAGCTA----GACGGCAGCAGACGTCCC--AACTTACCAA--ATATATCTTTTATGCTCT-A-TCTAT-----------A
droSec2 scaffold_5:1224960-1225221

+
dse_1854 --GA--AGAGATAAGTC---------AACAGA-------TTGGATTTGCGTC----GATCGGC-------TTG--------AATCT------GCC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAAAT-----TT-AGTCTACAGTCACTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GCC-CA---GTCCATAACACTTAACGCTT--TGTGCACC-GT--------------ACAATTC-------------AGTAC-CC-------GACATTCC-TTGAGAGCTG----GACGGCACCAGACGTCCC--AACTTACCAA--ATATATCTTTTATGCTCT-A-TCTAT-----------A

droYak3 2L:3063716-3063968 + dya_1801 --GA--AGAGA----------------------------TCGGATCGGCGTC----GATCGGA-------TTA--------AGTCT------GCC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTTGGTCCAAAAT-----TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAAAGAGAGCC-CG---GTCCATAACACTTAACGCTT--TGTGCACC-GT--------------ACAATTC-------------AGTAC-CC-------GACATTCC-TTGAGAGCTA----GGCGGCACCAGACGTCCC--AACTTACCAA--ATATAAATTTTATGCTCT-A-TCTAT-----------A
droEre2 scaffold_4929:3115460-

3115710 +
der_1527 --GA--AGAGA----------------------------TCGGATTGGCGTC----AATCGGA-------TTG--------AATCT------GCC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAAAT-----TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GATGAGAG---GCC-CA---GTCCATGACACTTAACGCTT--TGTGCACC-GT--------------ACATTTT------------CAGTAC-AC-------GACATTCC-TTGAGAGCTA----GGCGGCACCAGACGTCCC--AACTTACCAA--ATATATCTTTTATGCTCT-A-TCTAT-----------A
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GATAACCCTAACCTCCATGGATCCGGAGGAGGTGCTAACGAATTTAAATGGTAGAGTGATTTTCAAATGATTGAAGTTGAATTTTTGATTCATTTGATTATCTTTTTTCTTACAGATCCTCAAAAATCTACTGCTACTGTGGATGAAATACAAAAAGCATCAGCT
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head
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...................................................TAGAGTGATTTTCAAATGATTG............................................................................................ 22 0 1 42.00 42 32 5 4 1 0

....................................................AGAGTGATTTTCAAATGATTG............................................................................................ 21 0 1 5.00 5 1 4 0 0 0

...................................................TAGAGTGATTTTCAAATGATT............................................................................................. 21 0 1 3.00 3 1 0 2 0 0

..................................................GTAGAGTGATTTTCAAATGATTG............................................................................................ 23 0 1 2.00 2 1 0 1 0 0

..................................................GTAGAGTGATTTTCAAATGATT............................................................................................. 22 0 1 2.00 2 1 1 0 0 0

.....CCCTAACCTCCATGGATCCGGAGGA....................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 1

........................................................................................TTCATTTGATTATCTTTTTTCTT...................................................... 23 0 1 1.00 1 0 1 0 0 0

.........................................................................................TCATTTGATTATCTTTTTTCTTACA................................................... 25 0 1 1.00 1 0 0 0 0 1

....................................................AGAGTGATTTTCAAATGAT.............................................................................................. 19 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

CTATTGGGATTGGAGGTACCTAGGCCTCCTCCACGATTGCTTAAATTTACCATCTCACTAAAAGTTTACTAACTTCAACTTAAAAACTAAGTAAACTAATAGAAAAAAGAATGTCTAGGAGTTTTTAGATGACGATGACACCTACTTTATGTTTTTCGTAGTCGA

******************************************************.((((.(((..((((((((((((((......)))))).))))))))..))).))))....***************************************************
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Species Coordinate ID Alignment
droWil2 scf2_1100000004514:2790756-

2790916 +
dwi_108 ATAACCCTAACCTCCATGGATCCGGAGGAGGTGCTAACGAATTTAAATGGTAGAGTGA---TTTTCAAATGAT---TGA-AGTTGAAT------T-TT-TGATTCATTTG--ATT----AT-CTTTTTTCTTACAGATCCTCAAAAATCTACTGCTACTGTGGATGAAATACAAAAAGCATCA--------------

droVir3 scaffold_12875:10507129-
10507278 +

dvi_24644 ATACCGCAGGCATCAGTGGATCCCGAGCAGGTTATGACCAATCTGCATGGTAAGTGGC---GCATAAAACGGC---TCA-A--AAGAG--------TT-C------CACT--AAT----GT-C--TTGATTTGCAGATCCCCAGAAGTCGATAGCAGTTGTCAATGAGGTGCAAAAGGCGTCT--------------

droMoj3 scaffold_6496:16472912-
16473069 -

ATACCGCAGGCATCCGTGGATCCGGAGCAAGTTATGACCAATCTGCATGGTAAGTGAATGAGTCACAAATGGT--------TCTTCAT--------TT-TCTCACTTTCC--CTT----CC-C-TTCTCGTTGTAGATCCCCAGAAATCAATCGCTGTTGTCAATGAGGTGCACAAGGCTTCT--------------

droGri2 scaffold_15245:3627003-
3627167 +

ATACCGCAAGCATCTGTGGATCCCGAGCAGGTTATGACCAATCTGCATGGTGAGTGGC---GCTCAACTCAAT---CCA-AAAACAACTGCAACATTA-TATATCT--CAATTTC----T--C-ACCATTTTGTAGATCCCCAGAAGTCAATTGCTGTCGTCAATGAGCTACAGACGGCATC---------------

dp5 3:10647547-10647708 + ATTACCCTGACCTCAATGGACCCCGAGGAGGTTATGATTAATCTGAACGGTAGGTTGC---CCTCT--TTTTTTTTATT---GATGAT--------GCTTGA-TCTAACA--AATATTTAA-T-CCTGCCAAATAGATCCACAGAAATCGATAGCCAGCGTGGACGAAATTAAGCAAGCGTCC--------------
droPer2 scaffold_4:5976704-5976864 + ATTACCCTGACCTCAATGGACCCCGAGGAGGTTATGATTAATCTGAACGGTAGGTTGC---CCTCTTTTTTTT---ATT---GATGAT--------GCTTGC-TCTAACA--AATATTTGA-T-CCTGCCCAATAGATCCACAGAAATCGATAGCCAGCGTGGACGAAATAAAGCAAGCGTCC--------------
droAna3 scaffold_13266:10620825-

10620989 +
ATAACTCTCACCTCTATGGATCCCGATGATATTATGCCCAATCTTAATGGTATGTGTT---TTTATTTATAAA---CTC-AAAGGT-T--------CA-CAATTCTAATT--ATT----GT-A-TTTCTTCAACAGATCCGCAAAAATCAACAGCTAGCGTCGATGAAATCAGACATGCATCCGGTAGCA-------

droBip1 scf7180000396428:1048101-
1048259 +

ATAACTCTCACCTCTATGGATCCTGATGATATCATGCCCAATCTTAATGGTTTGTGTT---TTCTTTATTTAA---ACT-GGAAAGTT--------CC-CCATTATAATC--ATT----AT-A-TTCCTTCGACAGATCCTCAAAAATCAACAGCTAGCGTAGATGAAATCAGACATGCATCC--------------

droKik1 scf7180000302385:312726-
312877 -

ATCACGCTTACGTCCATGGATCCCGATGATATTATGCCCAATCTTAATGGTTAGTAGA---GACTAAATTCCT-----T-TTAAAC----------TT-TGTTTCTAACT--TCT----G--T-TACCTCCATTAGATCCCCAGAAATCCACAGCCAGCGTGGATGAAATCCGACAAGCCT----------------

droFic1 scf7180000453948:1887849-
1888006 +

ATCACGCTCACGTCCATGGATCCCGATGATATTATGCCAAACTTAAATGGTGAGAAAA----CTATTAGTACT---TTA-ATATATTC--------TG-CGATTCTAAAG--TGT----TT-T-TTTCTCCACCAGATCCCCAGAAGTCTACAGCAACTGTGGATGAAATCAAACATGCTTCA--------------

droEle1 scf7180000491214:699050-
699216 +

ATCACACTTACGTCCATGGATCCTGACGATCTTATGCCCAATTTGAATGGTAAGTGTT---TTAACTTATACT---TTTTCTGATGAT--------GG-CAATTCTAATT--AAT----GA-T-TTCCTCTAACAGATCCCCAAAAATCAACAGCCACTGTGGATGAAATCAAACATGCTTCGACGCCAA-------

droRho1 scf7180000777956:234979-
235138 +

ATCACACTGACGTCCTTGGATCCTGACGATCTTATGCCCAATTTGAATGGTTAGAGTT---ATTACTTTTGGG---CCTTCTAAAGCT--------TG-CCATTCTAATT--TAT----GG-T-TTTATTTTACAGATCCCCAAAAATCGACCGCCACTGTGGATGAAATCAAACATGCCTCA--------------

droBia1 scf7180000301754:3018124-
3018292 +

ATCATACTTACATCAATGGATCCTGACGAT---ATGCCCAACTTGAACGGTTAGTACA---ACCACTTTTACA---TCT-GTGAATAT--------AG-AAATTCATATC--CAT----GC-T--CTGCCCAACAGATCCCCAAAAATCCACAGCTAGTGTGGATGAAATCAAACGTGCTTCGTCCTTCAACTACCC

droTak1 scf7180000415138:156075-
156234 +

ATCGTACTTACGTCAATGGATCCCGACGATATTATGCCGAATTTAAATGGTTAGTCAT---ATCACTTTTAAT---TAA-ATGAACAT--------TT-TGATTCTAATG--ATT----GG-TTTCCCCGTCGCAGATCCCCAGAAATCCACAGCCAGTGTCGATGAAATCAAGCAGGCTTCA--------------

droEug1 scf7180000409672:1544605-
1544763 +

ATTACACTTACATCTATGGATCCAGACGATATTATGCCTAATTTAAACGGTTAGTAGT---TTTACTTATCAT---TTA-ATAAATAT--------CG-TTGTTTTAATT--AAC----AC-T-TTCGTCTACCAGATCCCCAGAAATCCACAGCTAGCGTGGATGAAATCATGCATGCTTCA--------------

dm3 chr2R:13562223-13562380 - ATCACCCTTACGTCCATGGATCCCGACGATATTATGCCGAATTTGAACGGTTAGTACT---AATATTTATTTT---CCT-AGGAATAT--------TG-TGG-TTTAATA--TTC----GC-A-TTTCGTTGACAGATCCCCAAAAGTCTACGGCCAGTGTAGATGAAATCAAATATGCTTCA--------------
droSim2 2r:14254531-14254702 - dsi_6185 ATCACCCTAACGTCCATGGATCCCGACGATATTATGCCCAATTTGAACGGTTAGTACT---AACATTTATTTT---TCT-AGGAATAT--------TG-TGG-TTTAATA--AAC----GC-A-TTTCCTCGACAGATCCCCAAAAATCTATGGCCAGTGTAGATGAAATCAAAAAGGCTTCAACGCCCAGCTTCAT
droSec2 scaffold_1:11061457-11061614

-
ATCACCCTAACGTCCATGGATCCCGACGATATTATGCCCAATTTGAACGGTTAGTACT---AACATTTATTTT---TCT-AGGAATAT--------TG-TGG-TTTAATA--AAC----GC-A-TTTCCTCGACAGATCCCCAGAAATCTATGGCCAGTGTAGATGAAATCAAAAAGGCTTCA--------------

droYak3 2R:15621459-15621631 + ATCACCCTTACGTCCATGGATCCCGACGATATTATGCCCAATTTGAACGGTTAGTACT---ATTATTTATTGT---TCT-AAGAATGT--------TG-TGGTTTTAATA--CGC----GC-T-TTAATTCCACAGATCCCCAGAAATCGATAGCAAGTGTGGATGAAATCAATCAGGCTTCAGCTCCCAGCTTACT
droEre2 scaffold_4845:7791658-

7791830 -
ATCACCCTTACGTCGATGGATCCCGACGATATTATGCCCAATTTAAACGGTTAGTACT---CTTACTTATTGT---TCT-AAGAATAT--------TG-TGG-TTTATTA--AAC----GCTA-TTAATTCGACAGATCCGCAGAAATCTACAGCCAGTGTAGATGAAATCAAACATGCTTCATCTCCCAGCTTCAT
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCAGTGAACTATTCCGATTAATTAAAGTGTGTGCAAGTGAACTCTAAGAGAACTCTAAGAAAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGATTCAATGTTTTCTATTGGCATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACAAGATACAAAAAACAAAACATATCTCTCTCTCTCTTTCTCTCTATAAATAT

******************************************************************************************.........((...((((..((..((((....(((..(((.(((............))).)))...)))....)))).))..))))..))*************************************************
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V118
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V117
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body
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body

M020

head

V119

head

...............................................................................................................................................AATGTTCAGCAAGACAACACGT................................................................ 22 0 1 4.00 4 2 0 2 0 0

...............................................................................................................................................AATGTTCAGCAAGACAACACG................................................................. 21 0 1 3.00 3 1 0 2 0 0

.........................................................................................................GTTTTCTATTGGCATCGTGT........................................................................................................ 20 0 1 2.00 2 0 2 0 0 0

.............................................................................GGTCTACGTTTGTGTTACATG................................................................................................................................... 21 0 1 2.00 2 0 0 0 2 0

......................................................CTAAGAAAGTGTGTTTGTTT........................................................................................................................................................... 20 0 1 2.00 2 1 1 0 0 0

...........................................................................CTGGTCTACGTTTGTGTTACATGATTC............................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0

................................................................................................................................................ATGTTCAGCAAGACAACACGTCAGA............................................................ 25 0 1 1.00 1 1 0 0 0 0

....................................GTGAACTCTAAGAGAACT............................................................................................................................................................................... 18 0 1 1.00 1 1 0 0 0 0

......................................................CTAAGAAAGTGTGTTTGTTTGCT........................................................................................................................................................ 23 0 1 1.00 1 1 0 0 0 0

.................................................................TGTTTGTTTGCTGGTCTACGTT.............................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 1

..............................................................................................CATGATTCAATGTTTTCA..................................................................................................................... 18 1 1 1.00 1 0 0 0 1 0

.............................................................................................................................................CAAATGTTCAGCAAGACA...................................................................... 18 0 1 1.00 1 1 0 0 0 0

................................................................................CTACGTTTGTGTTACATGA.................................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0

............................GTGTGCAAGTGAACTCTAAGAGAA................................................................................................................................................................................. 24 0 1 1.00 1 1 0 0 0 0

...............GATTAATTAAAGTGTGTGCAAGTG.............................................................................................................................................................................................. 24 0 1 1.00 1 0 1 0 0 0

.........................................................................................................GTTTTCTATTGGCATCGTGTAGGC.................................................................................................... 24 0 1 1.00 1 0 0 0 1 0

...............................................................................................................................................AATGTTCAGCAAGACAACACGTCAGA............................................................ 26 0 1 1.00 1 1 0 0 0 0

.........................................................................................................GTTTTCTATTGGCATCGTGTAGGCT................................................................................................... 25 0 1 1.00 1 1 0 0 0 0

.......................................................................................................ATGTTTTCTATTGGCATCGTGTA....................................................................................................... 23 0 1 1.00 1 0 0 1 0 0

...........................................CTAAGAGAACTCTAAGAAAGTGT................................................................................................................................................................... 23 0 1 1.00 1 0 1 0 0 0

..........................................................GAAAGTGTGTTTGTTTGCT........................................................................................................................................................ 19 0 1 1.00 1 0 1 0 0 0

.............................................................................GGTCTACGTTTGTGTTACATGATTCA.............................................................................................................................. 26 0 1 1.00 1 0 0 1 0 0

..............................................................................................................CTATTGGCATCGTGTAGGC.................................................................................................... 19 0 1 1.00 1 1 0 0 0 0

.................................................................TGTTTGTTTGCTGGTCTACGTTTGT........................................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0

..............................................................................................................................................AAATGTTCAGCAAGACAACACG................................................................. 22 0 1 1.00 1 0 0 1 0 0

...................AATTAAAGTGTGTGCAAGTGAACT.......................................................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0

........................................................................................................TGTTTTCTATTGGCATCGTGTAGGC.................................................................................................... 25 0 1 1.00 1 0 1 0 0 0

.........................AGTGTGTGCAAGTGAACTCTAAGA.................................................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

GGTCACTTGATAAGGCTAATTAATTTCACACACGTTCACTTGAGATTCTCTTGAGATTCTTTCACACAAACAAACGACCAGATGCAAACACAATGTACTAAGTTACAAAAGATAACCGTAGCACATCCGAATTAATTAAGTGTTTACAAGTCGTTCTGTTGTGCAGTCTCATTTGTTGTTCTATGTTTTTTGTTTTGTATAGAGAGAGAGAGAAAGAGAGATATTTATA

*************************************************.........((...((((..((..((((....(((..(((.(((............))).)))...)))....)))).))..))))..))******************************************************************************************
Read
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#
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M045
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..........................................................................................................................................................................................................AGAGAGAGAGAAAGAGAGATA...... 21 0 20 0.05 1 0 1

............................................................................................................................................................................................................AGAGAGAGAAAGAGAGATA...... 19 0 20 0.05 1 0 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004902:91341-

91569 -
dwi_5413 CCAGT-GA----ACT-----------------------------------------------------------------------ATTCCGATT-------AATTA-------AAG--TG------TGTGC------------------------------------------------AAGT--------------------------------------------------------------GAACTCTAAGAGAACTCTAAG-AAAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGATTCA------ATGTTT--TC--------------TATT-----------GG-C------------------------ATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACAAGATACAAAA-AA---------------------------------------------C---------------------------AAAAC-----------------------------------------------------ATATCTCTCTCTCTCTTTCTCTCTATAAATAT

droVir3 scaffold_13047:936646-
936885 -

dvi_24633 AACGT-GA----TCCCAACCAT---------------------------------------------------CCCGG-----CCGTGACCCAGTGATAAGCA----------AGTG--CTTGGTGCTCCGCGATTTGTGATATGTAATA-----------------------------AGTGCCTCT----CGATAATACCGT-----------------------------------------------GCGACAGAATTCTGAG-AAAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGCGAAGTCTCGACGGCTGC-T--------------GCAG-----------------------------------ACTCGTCATGTAGATTA-AG-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:4939403-
4939691 -

dmo_3125 CCA-GTGA----TAA-----------------------------------------------------------------------GCAACAAGT-------GATTAGTGATTAGTG--ATTAGTGTTTCGTGATTTATGATTTGTGATTTGTGATCT--G------------CATTTCAGTGGCTAT----CGATGAGAGAC-----------------------------------T---------GCAACGAGACAAATCTAAG-AAAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGATGAAATCCTGTCAGCTGT-T--------------GCAA-----------------------------------GTTCGTCATGTAGATTA-AGCAACGCACAAATGTTCAGCAAGACAACACGTCAAAGCTAGCCGCAAATAATCGAA-T-TTA---------------------------------------------T-----------------A---------TACACCG------------------------------------------------------------ATATATATATATATATATAT

droGri2 scaffold_14906:5355598-
5355895 +

dgr_460 CTAATCAACCAAT-----CAAACCAA------------------------------------------------TCGG-----CCATGACCCAGT-------GATAA-------GTG-----------------------ATATGTGATT-----------------------------GGTG-----------------------------------------------------------CCTCTCGCACGAAGAGAAGTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTCGAACTAACGCCAGCAGC-TGCTGCTGCTGCTCCTGCTG-----CGGGTGC----------------------GTTCGTCATGTAGGTTA-AGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCAATCGATCGGG-T-TTA---------------------------------------------TATA-------TGTGTATAATACATAAAAA-----------------------------------------------------ATATATTTATCTGTTTATCTGTTTATAAA---

dp5 2:7251381-7251764 - dps_3824 GCCATTAACCATT-----GGAACCACTACGAATACAAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCCCAGTGACCAAGT-------GATAA-------GTGTGCG------TGTGC------------------------------------------------GTGT--GT-------------CTT-----------------------------------------------ACCAAAGAACTCTGAT-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGA-----------TGCCC---T--------------TTATGGACTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTA-ATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAATGTA-T-CTAATAAACTGCCAGTATGATATATCTTTCTCCAAATAAACAAAAA------------------AAA---------AACAACAAACGCATGCTGCAGGAAGTCTATAATTACCCGAAAGA-------------------------------------------
droPer2 scaffold_0:1111984-

1112366 -
dpe_2478 GCCATTAACCATT-----GGAACCACTACGAATACGAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCCCAGTGACCAAGT-------GATAA-------GTGTGCGTGTGCGTGTGC------------------------------------------------GTGT--GT-------------CTT-----------------------------------------------ACCAAAGAACTCTGAT-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGA-----------TGCCC---T--------------TTATGGATTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTA-ATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAATGTA-T-CTAATAAACTGCCAGTATGATATATCTTTCTCCAAATAAACA----------------------AAA---------AACAACAAACGCATGCTGCAGGAAGTCTATAAATACCCGA-A---------------------------------------------

droAna3 scaffold_13340:938892-
939108 +

dan_4036 GCA-TCATC-GATAT----------------------------------------------------------------------------AAGT-------GATTT-------CTT-----------------------TTCTTC-----GC------------------------------------------GAGGACAC---------CCAGGATCTGGATCTGGATCTGGAACTGAATCTGGAGCAGCATGAGAACTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGG----------AGGTCC-TCT--------------TCGG-----------GGCT------------------------TCCCTGTAGGCTT-AGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAGGACA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000394085:58640-
58831 -

GCA-TCCACCATT----------------------------------------------------------------------------ACGAGG-------GATTA-------------------------------------------------------------C----CATC-----------CATGA--GAAGACAC---------CC------------------------AGGACCTGGATCTGCATGAGAACTCTGAGAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACAAGG----------AGGTCCTCCC--------------AAGG-----------GGCC------------------------TTCCTGTAGGCTT--GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAAGA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302475:1404871-
1405081 +

CT-----------------------------------------------------------------------AAAGA-----CCCTGACCCAGT-------GATTA-------GTG-----------------------TTATTT-----ACGGTGGAAA--AAT--------------------------TCAATGGAAACTCAAAATGATC------------------------AACTACTGCACCGGCCTGAGAACTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG----------A-----TCCA--------------TAAA-----------GGAC------------------------TCCATGTAGGCTT-AGCAACTCACAGATGTTCAGCAAGACAACACGTCTAAATAATCAACAAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453800:2293538-
2293826 +

GCAATCGA----TTT----------------------------------------------------------GAAGA-----CCCTGACCCAGT-------GATTA-------GTG-----------------------ATATTT-----ACAGCTTA-C--AGCTCAAAAAAAC----------------GCAATGGAAAA----------------------------------CTTTATCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG----------A-----TCCA--------------AATT-----------GGAT------------------------TTCCTGTGGGCTT-AGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAATACAACAGGAGATGCCAAGA---------------------------------------------TAAGCTGCGAAAATTGTTAAAAATACTACAAAACAACA-----------------------------------------------------TTAAATTTTTTTCCT------TATTTT

droEle1 scf7180000490995:524340-
524636 -

GCAGTCGA----TCT----------------------------------------------------------GAAGA-----CCATGACCCAGT-------GATTAATGG--AGTG-----------------------ATAATT-----ACAGCTCA-A--AGC--------------------------CCAATGGAAAC-----------------------------------TTCACCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGA----------A-----TCCG--------------AAAT-----------GGAT------------------------TTCCTGTAGGCTA-CACAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGGATT---------G---------------------------------------------TCTACGGAATTGGTTCAAA---------AACAACAAA---------------GTAA------------AAGAATACCTTAACTTTAATTCTTTTTGTTTCTCTCTTGATTAATTT

droRho1 scf7180000777158:35348-
35542 -

CCA-TCGA----TCT----------------------------------------------------------GAAGA-----CCCTGACCCAGT-------GATAA-------GTG-----------------------ATACTT-----ACAGCCCA-A-------------AC----------------CCAATGGAAAC-----------------------------------TCTACCTG-----------GATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGA----------A-----TCCG--------------AAAT-----------GGAT------------------------TTCCTGTAGGCTT-ACCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302402:8304810-
8305022 +

CCT-TCGA----TTCGA----T-----CC--------------------------------------------GAAGA-----CCCTGACCCAGT-------GATTA-------GTG-----------------------ATATTG-----ACGGCCCA-A--CATT--------------------------CCATGGAAAC----------------------------------GCCTATCTGGAGCAGCAAGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACGGGC----------A-----ACCC--------------AAAG-----------GGCT------------------------TTCTCGTAGAATT--GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415380:1425459-
1425681 -

CCA-TCGA----TTTGA----T-----GT--------------------------------------------GAAGA-----CCCTGACCCAGT-------GATTA-------GTG-----------------------ATATTT-----ACAGCTCA-A--CAT--------------------------CCCATGGAAAC-----------------------------------TTTATCTGAAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG----------A-----TCCG--------------AAAT-----------GGAT------------------------TTCCTGTAGACTT-GGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGATGCAAGG----------------------------------------------------------------------------------------------------------------------A---------------------------------------------

droEug1 scf7180000409692:688176-
688379 +

CC------------------------------------------------------------------------------------------AGT-------GATTA-------GTG-----------------------ATATTT-----ACAGCTCT-AACTATAAG---GAAA----------------CCAATGGAAAG-----------------------------------TCTATCTGGAGCAGCATGAGATCTATGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGG----------A-----TCCG--------------GAAT-----------GGAT------------------------TTCCTGTAGATTT-GGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGAAATGGAA-GA-------------------------------------------------------------------------------------------------------------------------------------------------------------------

dm3 chr3R:6217130-6217336 + dme_164 CC------------------------------------------------------------------------------------------AGT-------GATTA-------GTG-----------------------ATATTA-----ACAGCTAA-C--CATTCC----TAT----------------CCAATGGATGC---------TC------------------------CATATCTGGAGTAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGG----------A-----CTTC--------------AAAT-----------GGAT------------------------TTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGATACAA-GA---------------------------------------------T--------------------------------------------------------AG------------AA---------------------------------------------
droSim2 3r:14862080-14862284 - CC------------------------------------------------------------------------------------------AGT-------GATTA-------GTT-----------------------ATATTA-----ACAGCTCA-C--CATTCC----CAT----------------CCAATGGACGC-----------------------------------CATATCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTAGGG----------A-----CTCC--------------AAAT-----------GGAT------------------------TTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGATACAA-GA---------------------------------------------T--------------------------------------------------------AT------------AA---------------------------------------------
droSec2 scaffold_0:15728124-

15728328 -
dse_143 CC------------------------------------------------------------------------------------------AGT-------GATTA-------GTT-----------------------ATATTA-----ACAGCTCA-C--CATTCC----CAT----------------CCAATGGACGC-----------------------------------CATATCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCAGGG----------A-----CTCC--------------AAAT-----------GGAT------------------------TTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGAGATACAA-GA---------------------------------------------T--------------------------------------------------------AT------------AA---------------------------------------------

droYak3 3R:10242874-10243089 + CCA-TCGA----ATT----------------------------------------------------------GAAGA-----CATTGACCCAGT-------GATTA-------GTG-----------------------ATATTA-----ACAGCTTA-C--CATTCCCC--CATC---------------CCAATGGACGC-----------------------------------CATATCTGGACCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGG----------A-----TTCC--------------AAAT-----------GGAA------------------------TTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4770:15403127-

15403342 -
CCA-TCGA----ATT----------------------------------------------------------GAAGA-----CATTGACCCAGT-------GATTA-------GTG-----------------------ATATTA-----ACATTTCC-C--CATTCA----CATC---------------CCATTGGACGC---------CA------------------------TGGATCTGGAGCCGCACGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCAGGG----------G-----TTCC--------------AAAT-----------GGAT------------------------TTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGGA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAACCAGTTTCAATTGGTTATTGTGGCAGGTCGGTCGATTAACCACAGTGGTATGGAAGAGATAGCAAAAAGTTCAATTAAAAATGTACAATCTTGACTAAATCAACATTTGTTAACTCCTTCCCTACAGGACACAACTGAACATAACCGCAGAAATAGCAACAACTACAACAACTACAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

M045

female
body

V118

embryo

V119

head

V117

male
body

..........................................................................................................CATTTGTTAACTCCTTCCCTACAG.................................................. 24 0 1 6.00 6 3 3 0 0 0

...................................................TATGGAAGAGATAGCAAAAAGTT.......................................................................................................... 23 0 1 2.00 2 0 0 1 1 0

..........................................................................................................CATTTGTTAACTCCTTCCCTACA................................................... 23 0 1 2.00 2 1 1 0 0 0

..........................................................................................................CATTTGTTAACTCCTTCCCTA..................................................... 21 0 1 1.00 1 1 0 0 0 0

............................................................................................................TTTGTTAACTCCTTCCCTACAGG................................................. 23 0 1 1.00 1 1 0 0 0 0

..........................................................................................................................................TGAACATAACCGCAGAAATAGCAAC................. 25 0 1 1.00 1 0 0 1 0 0

...................................................TATGGAAGAGATAGCAAAAAGT........................................................................................................... 22 0 1 1.00 1 0 0 1 0 0

............................................................................................................TTTGTTAACTCCTTCCCTACAGT................................................. 23 1 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

ATTGGTCAAAGTTAACCAATAACACCGTCCAGCCAGCTAATTGGTGTCACCATACCTTCTCTATCGTTTTTCAAGTTAATTTTTACATGTTAGAACTGATTTAGTTGTAAACAATTGAGGAAGGGATGTCCTGTGTTGACTTGTATTGGCGTCTTTATCGTTGTTGATGTTGTTGATGTT

***********************************.....((((...))))..(((((((.(((((((..((.((........)).))....((((.....))))..))))))).)).)))))...(((.......))).....************************************
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#
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Total
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head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004585:4878995-

4879174 -
dwi_5418 TAACCAGTTTCAATTGGTTATTGTGGCAGGTCGGTCGATTAACCACAGTG-GTAT----GGAAGAGATAGCAAAA-----AGTTCAATTAA-------------AAATGTACAATCTTGACTA----AATCAACATTTGTTAACTCC-----TTCCCTACAGGAC--ACA-------ACTGAAC---------------ATAACCGCAGAAATAGCAACAACTACAACA---ACTACAA

droVir3 scaffold_13246:2198392-
2198433 -

TAACCAGTTTCCGTTGGTTATTGCGGCAGGTCGGTCGTTT-------------AA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6500:26320842-
26320880 -

TAACCAGTTTAAGTTGGTTATTGCGGCAGGTCGGTCGAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15126:3759891-
3759932 +

TAACCAGTTTCCGTTGGTTATTGTGGCAGGTCGGTCG--T-------------TG----AA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 4_group1:4971462-4971611 - dps_3834 AATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACC----GGCGTGTGTAA----GGGAGTGATAACAAAA-----A-TTAAGAAAAAA-------TCC-------AAAAAAATAATT--------CAATATTTGTTAACTCT-----TTCCTTGCAGAAA--CT-------AAGC------------------------GAACAAGAAGGAGG---------------CTTTAA
droPer2 scaffold_5:245800-245949 + dpe_116 AATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACC----GGCGTGTGTAA----GGGAGTGATAACAAAA-----A-TTAAGAAAAAA-------TCC-------AAAAAAATAATT--------CAATATTTGTTAACTCT-----TTCCTTGCAGAAA--CT-------AAGC------------------------GAACAAGAAGGAGG---------------CTTTAA
droAna3 scaffold_12943:3625663-

3625801 -
dan_4041 TAACCAGTTTCAATCGGTTATTGCGGCAGGTCGGTCGAGT-------------AA----GGGAGTGATAACAAAA-----A-TTCAGTCAA-G--TCCATTAA-------C----------C---------AATATTTGTTAACTCT-----TTCCTTGCAGATATACT-------AAAC-----------CACAAAGAGAAGTAACCA-------------------------AAAAA

droBip1 scf7180000396433:509888-
510040 -

TAACCAGTTTCAATTGGTTATTGCGGCAGGTCGGTCGAGT-------------AA----GGGAGTGATAACAAAA-----A-TTAAGTCAAGA--CCAA-TAA-------C----------C---------AATATTTGTTAACTCT-----TTCCTTGCAGATA--CCA-------AACGGATACTAACCCA---------------AAAAAACAAAAAAGAA---TAACAG--ACAG

droKik1 scf7180000302643:149852-
149998 +

TAACCAGTTTCAATTGGTTATTGCGGCAGGTCGGTCGAGT-------------GAGAGGCGCTGTGTTAAAAAAA-----A-TCAAGTCAAAA--A----TCG-------AAAAT------AAA------CATTATTTTTAAACTCT-----TTCCTTGCAGAGATACCCAA------CC------------AAAGAGCAAACCGGA-----A--------------T------AGAAA

droFic1 scf7180000453842:593653-
593790 +

TAACCAGTTTCGATTGGTTATTGTGGCAGGTCGGTCGACC----CC-------CA----GAGAGTGATGATAAAA-----A-TAAAGTCAAAA--AGAGTTTA-------C----------TTATATGAT--ACTACTTTTTCCTCT-----CTCCTTGCAGTTA--ACAAA------AC-------------------AGAGCTAC---------------------------TAAAA

droEle1 scf7180000491186:1152343-
1152484 +

TAACCAGTTTCAATTGGTTATTGCGGCAGGTCGGTCGATT-------------TT----GGCAGTGATAATAAAAA----A-GGAAGGCAAGC--CAAATATA-------C----------T---------AATATTTATTTACCAT-----CTCATTGCAGTTA--ACTAA------TC-------------------ACAGCAATTAACGT-----------TAGAA---ACT-GGC

droRho1 scf7180000771933:31918-32048
+

TAACCAGTTTCAATTGGTTATTGCGGCAGGTCGGTCGATT-------------TT----GGAAGTGATACTAAAAA--A-----AAGGCAAGC--CGAATGTA-------C----------TGATAATAT--AT-TCTGCTTATTTT-----CTCCTTGCAGTTA--ACCAA------AC-------------------ACAGTAACTA------------------------------

droBia1 scf7180000302422:6989060-
6989199 -

TAACCAGTTTCGATTGGTTATTGGTGCAGGTCGGTCGACT-------------TG----AAGAGTGCTAATAACAA-CA-----AATGTAAAA--CGAATTAA-------C----------T---------TATATTTGTTTACTCT---CTCTCCTTGCAGTTA--AAAAA------GA-----------------GGGCAGCAACTAAGAAGG------------------C--CAA

droTak1 scf7180000415708:336737-
336868 -

TAACCAGTTTCGATTGGTTATTGCGGCAGGTCGGTCGACT-------------TG----AACAGTGATATTAAAAA--G-----AAGGCTCGA--TGATTTCA-------C----------T---------AACACTTATTTAC--T-----TTCATTGCAGTTA--ACAAAAACCAAGC-------------------ACATCAAC---------------------------TTAAA

droEug1 scf7180000409767:196164-
196312 -

TAACCAGTTTCGATTGGTTATTGCGGCAGGTCGGTCGATC-------------TC-ATTCCCAGTGATAATAAACAAAA-----AATCTCAGTTACCAG-TTG-------C----------T---------AATATCTATTTACTCT---CTCTCCTTGCAGTTA--ACACA------AA-------------------ACAAGAACTAACAA-----------CCATA---ACTAAAA

dm3 chr2L:21114471-21114616 + TAACCAGTTTCAATTGGTTATTGCGGCAGGTCGGTCGACT-------------TG----AAGAGTGATAGTAATA-----A-AAAAGGCAAGA--TGAACTTAAACATGAACAAAATTGACTT---------ACTCTTTTCTC---TT--TTCTCCTGGCAGGTG--AAGAA------AC-------------------ATAGCAGC---------------------------TGAAA
droSim2 2l:20546307-20546446 + TAACCAGTTTCAATTGGTTATTGTGGCAGGTCGGTCGACT-------------TG----AAGAGTGATAGTACAAA--A-----AAGGCAAGA--TTAACTTA-------ACAAAATTGACTT---------ACTCCTTTCTT---TTTTCTCTTCTGGCAGGTG--AAGAA------AC-------------------ATAGCAGC---------------------------TGAAA
droSec2 scaffold_18:1032822-1032961

+
TAACCAGTTTCAATTGGTTATTGTGGCAGGTCGGTCGACT-------------TG----AAGAGTGATAGTACAAA--A-----AAGGCAAGA--TTAACTTA-------ACAAAATTGACTT---------ACTCCTTTCTT---TTTTCTCTTTTGGCAGGTG--AAGAA------AC-------------------ATAGCAGC---------------------------TGAAA

droYak3 2R:1654706-1654848 - TAACCAGTTTCAATTGGTTATTGTGGCAGGTCGGTCGACT-------------TG----AAGAGTGATAGCAATAA--AAA-GGAAGGCAAGA--TAAACTTA-------TTAAAATTGA-TT---------ACTC-----TT---TT--TTCTCCTTGCAGGTC--AAGAA------AC-------------------ATTACAGCTGAAAAAGGA--------------------AC
droEre2 scaffold_4845:3378455-

3378596 -
TAACCAGTTTCAGTTGGTTATTGTGGCAGGTCGGTCGACT-------------TG----AAGAGTGATAGTGATAA--GAA-TTAAGGCA-GA--TAAACTTA-------T----------C---------GAAACTGGTGTACTCTT--TTATCCTTTTAGGTA--AAGAA------AC-------------------ATAACAGCTGAAAAAGGAA---------------CC----
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