
ID:

dse_200

Coordinate:

scaffold_10:949236-949299 -

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

CDS [Dsec\GM18990-cds]; utr3 [utr3_minus_9681]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGTCGCCGGCGGTGCCAACAAGTGTGCCACCTTGCGGCATGTGGGTCGCTATGGTGGCTCGCTCAAGGGCGTGTCCGCCGTCAATGCCACGCCCTCGACCGCCGCCGCCCCAGCGGTCCATTCGCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACAG

***********************************(((..((((((((((..((((((.((.((.((((((((...((.......)))))))))).)).))..))))))..))))))))))..)))...***********************************
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..................................................ATGGTGGCTCGCTCAAGGGCG............................................................................................. 21 0 1 102.00 102 77 18 7 0

..................................................ATGGTGGCTCGCTCAAGGGCGT............................................................................................ 22 0 1 73.00 73 32 31 10 0

..................................................ATGGTGGCTCGCTCAAGGGCGTG........................................................................................... 23 0 1 59.00 59 14 11 33 1

...................................................TGGTGGCTCGCTCAAGGGCGTG........................................................................................... 22 0 1 32.00 32 15 7 10 0

..................................................ATGGTGGCTCGCTCAAGGGC.............................................................................................. 20 0 1 29.00 29 25 3 0 1

..................................................ATGGTGGCTCGCTCAAGGGCGTT........................................................................................... 23 1 1 19.00 19 7 11 0 1

..................................................ATGGTGGCTCGCTCAAGGGCGTGT.......................................................................................... 24 0 1 19.00 19 8 8 3 0

...................................................TGGTGGCTCGCTCAAGGGCGT............................................................................................ 21 0 1 15.00 15 10 3 1 1

...................................................TGGTGGCTCGCTCAAGGGCG............................................................................................. 20 0 1 13.00 13 13 0 0 0

.................................................TATGGTGGCTCGCTCAAGGGCG............................................................................................. 22 0 1 8.00 8 2 1 5 0

...................................................TGGTGGCTCGCTCAAGGGCGTGT.......................................................................................... 23 0 1 8.00 8 6 2 0 0

..................................................ATGGTGGCTCGCTCAAGGGCGTGA.......................................................................................... 24 1 1 6.00 6 1 1 4 0

...................................................TGGTGGCTCGCTCAAGGGCGTT........................................................................................... 22 1 1 5.00 5 4 0 0 1

..................................................ATGGTGGCTCGCTCAAGGG............................................................................................... 19 0 1 4.00 4 3 0 0 1

..................................................ATGGTGGCTCGCTCAAGGGCGTTC.......................................................................................... 24 2 1 3.00 3 1 2 0 0

..................................................ATGGTGGCTCGCTCAAGGGCT............................................................................................. 21 1 1 2.00 2 2 0 0 0

..................................................ATGGTGGCTCGCTCAAGGGCGA............................................................................................ 22 1 1 2.00 2 1 1 0 0

..................................................ATGGTGGCTCGCTCAAGGGAT............................................................................................. 21 2 1 1.00 1 1 0 0 0

..................................................ATGGTGGCTCGCTCAAGGGCGTGTC......................................................................................... 25 0 1 1.00 1 1 0 0 0

.................................................TATGGTGGCTCGCTCAAGGGT.............................................................................................. 21 1 1 1.00 1 0 1 0 0

..................................................ATGGTGGCTCGCTCAAGGGTT............................................................................................. 21 2 1 1.00 1 0 1 0 0

..................................................ATGGTGGCTCGCTCAAGGGCGTGTT......................................................................................... 25 1 1 1.00 1 1 0 0 0

.........................................................CTCGCTCAAGGGCGTGTCCGCCGTC.................................................................................. 25 0 1 1.00 1 0 0 1 0

.......................................TGTGGGTCGCTATGGTGGCT......................................................................................................... 20 0 1 1.00 1 0 0 1 0

..................................................ATGGTGGCTCGCTCAAGGT............................................................................................... 19 1 1 1.00 1 0 1 0 0

...................................................TGGTGGCTCGCTCAAGGGCGTGA.......................................................................................... 23 1 1 1.00 1 1 0 0 0

..................................................ATGGTGGCTCGCTCAAGGGCGTGTCC........................................................................................ 26 0 1 1.00 1 0 0 1 0

.................................................TATGGTGGCTCGCTCAAGGGCGA............................................................................................ 23 1 1 1.00 1 1 0 0 0

..................................................ATGGTGGCTCGCTCAAGGGT.............................................................................................. 20 1 1 1.00 1 0 1 0 0

.................................................TATGGTGGCTCGCTCAAGGGCGT............................................................................................ 23 0 1 1.00 1 1 0 0 0

..................................................ATGGTGGCTCGCTCAAGGTT.............................................................................................. 20 2 1 1.00 1 0 1 0 0

...................................................TGGTGGCTCGCTCAAGGATT............................................................................................. 20 3 6 0.17 1 1 0 0 0

Anti-sense strand reads

GCAGCGGCCGCCACGGTTGTTCACACGGTGGAACGCCGTACACCCAGCGATACCACCGAGCGAGTTCCCGCACAGGCGGCAGTTACGGTGCGGGAGCTGGCGGCGGCGGGGTCGCCAGGTAAGCGGTTTGAACTCCTCGCGGTTCTGCGGCAGCTATCGGTGTC
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Species Coordinate ID Alignment
droSec2 scaffold_10:949186-949349 - dse_200 CGTCGCCGGC---------------GGTGCCAACAAGTGTGCCACC-----TTGCGGCATGTGGGTCGCTATGGTGGCTCGCTCAAGGGCGTGTCCGCCGT-----------CAATGCCACGCCCTCGA---CCGCCGCCGCCCCAGCGGT------------------------CCATTCGCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACAG
droSim2 x:1004323-1004486 - CGTCGCCGGC---------------GGTGCCAACAAGTGTGCCACC-----TTGCGGCATGTGGGTCGCTATGGTGGCTCGCTCAAGGGCGTGTCCGCCGT-----------CAATGCCACGCCCTCGA---CCGCCGCCGCCCCAGCTGT------------------------CCATTCCCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACCG
dm3 chrX:1114952-1115115 - dme_392 CGTCGCCGGA---------------GGTGCCAACAAGTGTGCCACC-----TTGCGGCATGTTGGTCGCTATGGTGGCTCGCTCAAGGGTGTGTCTGCCGT-----------CAATGCCACGCCCTCGC---CCGCCGCCGCCCCAGCTGT------------------------CCATTCGCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACCG
droEre2 scaffold_4644:1100258-

1100421 -
CGTCGCCGGC---------------AGTGCCAATAAGTGTGCCACT-----TTGCGACATGTGGGTCGCTATGGTGGCTCGCTCAAGGGTGTGTCCGCCGT-----------CAATACCACGCCCTCGC---CCGCCGCCGCCCCAGCTGT------------------------GCATTCGCCGAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACCG

droYak3 X:1029752-1029915 - CGTCGCCGGC---------------AGTGCCAATAAGTGTGCCACT-----CTGCGACATGTGGGTCGCTATGGTGGCTCGCTCAAGGGTGTGTCCGCCGT-----------CAATGCCACGCCCTCGC---CCGCCGCCGCCCCAGCTGT------------------------CCATTCGCCGAACTTGAGGAGCGCCAAGACGCCCTCGATAGCCACCG
droEug1 scf7180000408973:232998-

233161 +
CGCTGCCGGC---------------ACGGGCAATAAATGTGCCACC-----CTGCGGCATGTGGGTCGCTATGGTGGCTCGCTCAAAGGTGTGTCCGCCGT-----------CAATGCCGCGCCCTCGC---TCGCCGCCGCCCCAGCTGT------------------------CCATTCGCCGAACTTGAGAACCGCAAAAACGCCATCGATAGCGACCG

droBia1 scf7180000302069:826824-
826987 -

CGTCGCCGGC---------------ACGTCCAATAAGTGCGCCACC-----TTGCGGCATGTAGGTCGCTACGGTGGCTCGCTTAAGGGCGTATCCGCCGT-----------CAATGCCGCACCGTTGC---CCGCCGCCGCCCCAGCTGT------------------------CCATTCGCCGAACTTGAGGAGCGCCAAAACACCATCGATATCTACCG

droTak1 scf7180000413933:63055-63221
+

CGCCGCCGGC---------------ACGGCCAATAAGTGTGCCACG-----TTGCGGCATGTGGGTCGCTACGGTGGCTCGCTTAAGGGTGTGTCTGCCGT-----------CAATGCCACGCCCTCTCCAGCCGCCGCCGCCCCAGCAGT------------------------CCATTCGCCAAACTTGAGGAGCGCCATAACGCCGTCGATAGCCACCG

droEle1 scf7180000491043:337841-
338001 +

CGCTGCTGGG---------------A---GCAACAAGTGTGCCACA-----TTGCGGCATGTGGGTCGCTACGGTGGCTCACTGAAGGGTGTGTCCGCTGT-----------CAACGCCACGCCCTCAA---TGCCCGCTGCCCCCGCTGT------------------------GCATTCGCCGAACTTGAGGAGCGCCAAAGCGCCATCAATAGCCACCG

droRho1 scf7180000779976:79973-80130
+

CGCTGCCGG---------------------CAACAAGTGTGCCACT-----TTGCGGCATGTGGGTCGCTACGGTGGCTCGCTGAAAGGTGTGTCCGCCGT-----------CAATGCCACGCCCTCGC---CGGCCGCCGCCCCCGCTGT------------------------CCATTCGCCAAACTTAAGGAGCGCCAAAACACCATCGATAGCCACGG

droFic1 scf7180000454072:2000662-
2000825 +

CGCCGCCGGA---------------TCGGCGAATAAGTGTGCCACG-----CTGCGGCATGTCGGCCGCTACGGTGGCTCTCTGAAGGGTGTGTCCGCCGT-----------CAATGCCACGCCCTCGC---CCGCAGCTGCCCCGGCTGT------------------------CCATTCGCCGAACTTGCGGAGCGCCAAAACGCCTTTAATAGCCACCG

droKik1 scf7180000302469:60909-61078
-

CGCTGCTAGTAGTGGTGGTGGTTCCACGGTCAACAAATGTGCCACA-----CTGCGTCATGTGGGTCGTTATGGTGGCTCTTTGAAGGGTGTGGCTGCTGT-----------GAGTGCTGGACAAATGC---CAG---------CGGCAAT------------------------ACATTCACCGAATTTGAGGAGTGCCAAGACGCCTTCAATAGCCACTG

droAna3 scaffold_12929:976691-976854
+

dan_4057 CGGCGCGGCG---------------GCGGTCAACAAGTGCGCCACG-----TTGCGGCATGTGGGCCGGTATGGGGGCTCCCTCAAGGGTGTGTCGGCGGT-----------GAGTGGCACGTCGGCGA---TGGCCAATGTTCCGGCCGT------------------------TCATTCGCCGAATCTGCGAAGTGCCAAGACTCCATCGATAGCCACCG

droBip1 scf7180000394786:12337-12500
-

GGCCGCTGCG---------------ACGGCCAACAAGTGCGCCACC-----TTGAGGCATGTCGGACGGTATGGTGGCTCCCTCAAGGGTGTGTCGGCGGT-----------GAGTGCCACGTCGGCGG---TGGCCAATGTTCCGGCCGT------------------------TCATTCCCCAAATCTGCGAAGTGCCAAGACTCCGTCGATAGCTACCG

dp5 XL_group1a:4973508-4973650 + TGCGGCG------------------ACGGCCAACAAATGTGCCACA-----TTGCGGCACGTGGGTCGCTATGGGGGCTCGCTCAAGGGTGTCTCC-TCAT-----------CGATGGCCATG--------------GGCGCCTC------------------------------ACCGTCGCCGAATTTGCGCAGCGCCAAGACGCCATCGATAGCCACCG
droPer2 scaffold_25:736369-736508 - CGCCGG------------------------------ATGTGCCACGGCCCGTGACCGCCTGCAAGTCCCTCT-GCGAAACGGTGAAGGGGGAGTGCGCCGC-----------CAATGCCGGTCCGGAG----------CTGATGCAGCTGT-----------------------------GGCCCCCGTTCCTCAGCTGCGAGAGTCTGCC-GCAACCGGAG
droWil2 scf2_1100000004909:2564511-

2564692 -
dwi_5423 CGCTGCC------------------ACGGCCAATAAATGTGCCACA-----TTGAGGCATGTGGGACGCTATGGTGGCTCCCTGAAGGGTGTTGTCGGTGGCGGTGGTGGGTCAATGTCAGGCGG-----------------AACAGCTGGAGTTGGAACCATAAATGGATTGTCGCCGTCACCAAATTTACGCAGTGCCAAGACACCGTCGATTGCAACTG

droVir3 scaffold_12928:5262053-
5262174 +

TGCGGCCGCC---------------ACGGCCAATAAGTGCGCCACG-----CTGCGGCATGTGGGTCGCTATGGTGGCTCCCTGAAGGGCGCCTCG--------------------------------------------------------------------------------CCGTCGCCCAACTTGCGCAGCGCCAAAACGCCATCCATAGCGACGG

droMoj3 scaffold_6359:3776297-
3776415 +

CGCCGCC------------------ACGGCCAACAAGTGCGCCACG-----CTGCGCCACGTGGGCCGCTACGGCGGCTCGCTCAAGGGCGCCTCC--------------------------------------------------------------------------------CCGTCGCCCAATCTGCGCAGCGCCAAGACGCCGTCGATAGCCACAG

droGri2 scaffold_14853:9934994-
9935112 +

CGCCGCA------------------ACGGCAAACAAGTGTGCCACA-----CTGCGTCATGTTGGTCGCTACGGTGGCTCGTTGAAGGGCGCCTC-GCC-------------------------------------------------------------------------------GTCGCCAAATTTGCGTAGCGCCAAGACGCCCTCGATAGCCACCG
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AAAAATAACGTTTCGCTGTGAAAAAACAGTGAAGCAATTGAATGTCACACTGCGTATGAGTGATGAATTTCTGCGTTGGCTATGAAGTTTATTACTCATACGACGTGATGCCTTTCGAAATTTATTCCATGGGCCAACAAATGGATAAAGTGCATAT
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..................................................TGCGTATGAGTGATGAATTTCT..................................................................................... 22 0 1 205.00 205 138 48 13 6

..................................................TGCGTATGAGTGATGAATTTC...................................................................................... 21 0 1 8.00 8 6 1 0 1

.................................................CTGCGTATGAGTGATGAATTTCT..................................................................................... 23 0 1 3.00 3 2 1 0 0

..................................................TGCGTATGAGTGATGAATT........................................................................................ 19 0 1 1.00 1 1 0 0 0

..................................................TGCGTATGAGTGATGAATTT....................................................................................... 20 0 1 1.00 1 0 1 0 0

..................................................TGCGTATGAGTGATGAATTTCTT.................................................................................... 23 1 1 1.00 1 1 0 0 0

......................................................TATGAGTGATGAATTTCT..................................................................................... 18 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TTTTTATTGCAAAGCGACACTTTTTTGTCACTTCGTTAACTTACAGTGTGACGCATACTCACTACTTAAAGACGCAACCGATACTTCAAATAATGAGTATGCTGCACTACGGAAAGCTTTAAATAAGGTACCCGGTTGTTTACCTATTTCACGTATA

***********************************..(((((...(((((..(((((((((((((((((((.((....))...)))))))))))))))))))..))).))...)))))....***********************************
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droSec2 scaffold_31:128675-128831

+
dse_334 AAAAATAACGTTTCGCTGTGAAAAA---------------ACAGTGAAGCAATTGAATGTCA------CACTGCGTATGAGTGATGAATTTCTGCG------TTGGCTATG--A----------------------------------AGTTTATTACTCATACGACG-----TGATGCCTTTCGAAATTTATTCCATGGGCCAACAAA----------------TGGATAAAGTGCA-------------------------------------TAT

droSim2 3r:26748367-26748523 + AAAAATAACGATTCGCTGTGAAAAA---------------ACAGTGAAGCAATTGTATGTCA------CACTGCGTATGAGTGATGCATTTCTGCG------TTGGCTATG--A----------------------------------AGTTTATTACGCATACGACG-----TGATGCCTTTCGAAATTTATTCCATGGGCCAACGAA----------------TGGATAAAGTGCA-------------------------------------TAT
dm3 chr3R:27468407-27468550 + AAAAATAACGT------------------------------------------TGAATGTCA------CACTGCGTATGAGTGATGCATTTGTGCG------TTGGCTATGCGA----------------------------------AGTTTATTACTCATACGACG-----TGATGCCTTTCGAAATTTATTCCATGGGCTAACGAACTCTTCCG-C-AC--TTGAATAAAGTGCA-------------------------------------TAT
droEre2 scaffold_4820:506067-

506239 -
AAAAATAACGCTTGGCTATGAA-----------------AACAGTGTAGCAATTGAATGTCA------CACTGCGTATGAGTGATGCATTTGCGCG------ATGGCTGTG--A----------------------------------AGTTTATTACTCATACGACG-----TGATGCCTTTCGAAATGTATTTCATGGGCCAGCGAACT---------------------CGTGCGTATCTGTAATGCTTTATCAAGAA--------------CAT

droYak3 3R:28405696-28405862 + AAAAATAACGTTTCGCTGTGAA-----------------AACAGTGAAGCAATTGAATGTCA------CACTGCGTATGAGTGATGCATTTGTGCG------TTGGCTGTG--A----------------------------------AGTTTATTACTCATACGACG-----TGTTGCCCTTCGAAATTTATTTCATGGGCCAATGTAACGTCAAG-A-AC--ATGCATAAAGTGCA-------------------------------------TAT
droEug1 scf7180000409488:438479-

438646 -
AAAAAGCTCGTTTAA-CGTTAA------------------GCCCAGACGCGATTTAATGCCA------CGCTGCGTATGAGTGATGCATTTATATG------ACGGCTTTG--C----------------------------------AGTTTATCACTCATACGTCT-----GGTTGTCTTCAGTAATT-ATTTCACAGTGCTCTGAACTGC-AAGGAAACAAGTGAAAAACTTGTA------------------------------------TTAT

droBia1 scf7180000302035:128356-
128519 +

AAAAATTGCGTTTTAATGTGAAAA----------------ACAGTGGAGCGATTTAATGCCA------CACTGCGTATGAGTGATGCGTTTGCGGG------ATGGCTTTG--A----------------------------------AGTTTATTACTCATCCGTCCGCCTGGCCCGCCCTCGGGAATTCACTTCTCGGGGCAACGCACT---------------AG--AAATTGTT----TTTAA-----------------------------CT

droTak1 scf7180000415712:538796-
538970 +

AAAAATTGCGTTTTAACCTGAAAAACAGCGAGGAGTGAACACAGTGAAGCGATTTAATGCCA------CACTGCGTATGAGTGATGCATTTTTGCG------ATGGCTTTG--A----------------------------------AGTTTATTACTCATTCGTCGGACTGGGCTGCCTTTGGGAATTTATTTCGCAGGGAAACTGT----------------TTTTTTAAA--CC-------------------------------------TTT

droEle1 scf7180000491194:1505895-
1506062 +

AAA-ATTGCGCTTAA-CATGAA------------------ACAGTTGAGCGACTTAATGCCA------CACTGCGTATAAACCATGAAGAAATAGGCAACCCTTGGTTTTCAAAAGCGTAGAGATTGTTGAATTGATGACATTTTAAAAGTTCA--------------------ATTG---------ATTTAG--AACAGCTTAATTTG----------------GCGATTAAGTTAG-------------------------------------TTT

droRho1 scf7180000779322:236100-
236242 -

AAAGATTGCGTTTAAACATGAA------------------GTAATGAAGCGATTTTA----G-CAATGAATTGAAT--------------------------------------------------------------------------------------ATGTTA-----AGCTGCCTTGGTAAATGGCTTTAATATACCGACGAG----------------CTTTTGAAATATA-----ATATTCCCATCTTAGTGGCATATTAATTGTACTCC

droFic1 scf7180000454114:150493-
150608 +

AAAAACTGCGCTTTAACGCGAA------------------ATAGTCAACCGATTTAATGCCA------CACTGCGTATGAGTGATG--------AG------AAGGCTCTG--C-----------------------------------GTTTATTACTTATCCGCCG-----AGTTGCCTTTGGAAATTTATTTC----------------------------------------------------------------------------------

droKik1 scf7180000302810:712617-
712723 +

GAAAGTTGCGTTTAAACGAAA--------------------------TTTGTTGTAATGGCAGAAA--AGGTGCGTATGAGTTATAT--TT----G------GTAATAATT--T----------------------------------GGTTTATCACTCATACGCAG-----TGTGGGTTTTTGGGA------------------------------------------------------------------------------------------
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TCGAAGAGAAGCCCCATTAGGCTAAATGTTTACTGCGCTGCCAAAGCAAAAGCAGGCCAGCTTGCCATCGTGGGACAGCCCTCGATTGCATTCTGAGTTGCATTCTGCAGTCAGTTTCCCCAGTTTTTTTTTTTTTTTTTTTGGCGGGGTCAGC
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.................................................................................TCGATTGCATTCTGAGTTGCAT................................................... 22 0 1 26.00 26 26 0

.................................................................................TCGATTGCATTCTGAGTTGCA.................................................... 21 0 1 7.00 7 7 0

.................................................................................TCGATTGCATTCTGAGTTGC..................................................... 20 0 1 3.00 3 3 0

..................................................AGCAGGCCAGCTTGCCATCGTGG................................................................................. 23 0 1 2.00 2 2 0

..............................................................TGCCATCGTGGGACAGCCCTCG...................................................................... 22 0 1 1.00 1 1 0

.................................................................................TCGATTGCATTCTGAGTTGCATT.................................................. 23 0 1 1.00 1 1 0

Anti-sense strand reads

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

Species Coordinate ID Alignment
droSec2 scaffold_1:12222875-

12223028 +
dse_140 TC----GAAGAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCGCTGCCAAA-G--------------------------------CAAAAGCAGG--CCAG-----------------------------------C---------------TTGCCATCGTGGGACA---GCCCTCGATTGCATTCTGA--GTTGCATTCTGC-------------------AGTCAGTTTCCCC-------AGTTT-----------------------TTT-TTTTTTT-TTTTTTGGCG-----GGGTCAGC---------------

droSim2 2r:15363066-15363211 + TC----GAAGAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCGCTGCCAAA-G--------------------------------CAAAAGCAGG--CCAG-----------------------------------C---------------TTGCCATCGTGGGACA---GCCTTCGATTGCATTCTGA--GTTGCATTCTGC-------------------AGTCAGTTTCCCC-------TGT--------------------------------TTTT-TTTTTGGGCG-----GGGTCAGC---------------
dm3 chr2R:14714787-14714946 + dme_403 TT----GAAGAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCGCTGCCAAA-G--------------------------------CAAAAGCAGG--CCAG-----------------------------------T---------------TTGCCATCGTGGGACA---GCCCTCGATTGCATTCTGA--GTTGCATTCTGC-------------------AGCCAGTTTCCCT-------TGTTTT---------------TCTTC--TTT-TGTTTTT-TTTTTGGGCG-----GGGTCAGC---------------
droEre2 scaffold_4845:8906662-

8906813 +
TT----GAAAAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCGCT-CCAAA-G--------------------------------CAAAAGCAGG--CCAT---------------------------------------------------TTGCCGCCGTGGGACA---GCCCTCGACTGCATTCTGA--GTTGCATTCTGT-------------------AGCCAGTTTTTGC-------AG-----------------------CTTTGT-ATTTTGT-TTTTTGGGCG-----GGGTCAGC---------------

droYak3 2R:14481095-14481230 - TT----GAAAAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCGCTGCCAAA-G--------------------------------CAAAAGCAGG--CCAG---------------------------------------------------TTGCCATCGTGGGACA---GCCCTCGATTGCATTCTGA--GTTGCATTCTGC-------------------AGGCAGTTT------------------------------------------------AT-TTTTTGGGCG-----GGGTCAGC---------------
droEug1 scf7180000409663:632326-

632497 -
TCTTTGGCAAAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCCCTGCCAAA-T--------------------------------CAAAAGCAGG--CCAC---------------------------------------------------TTGCCATCGTGGGACA---GCCCTCAATT------CGA--TGCGCATTCTGC-------------------AGCCAGTTTCCCC-------TTTTCCTCCGTTCACATTTGTTGTTC--TTG-TTTTTTT-ATTTTGGGCG-----GGGTCAGC---------------

droBia1 scf7180000302292:1671461-
1671605 -

CT----GGGAAGAAGCCCCA-TTAGGCTAAATGTTA--ACTGCCCCGCCAAA-T--------------------------------CAAAAGCAGG--CCAG---------------------------------------------------TTGCCATCGTGGGACA---GCCCTCGATT------CGC--GGTGCATTCTGC-------------------AGCCGGTTTCCCC-------A------------------------TTT-C-GCTGCTCA-CTTCTGGGCG-----GGGTCAGC---------------

droTak1 scf7180000415991:150947-
151091 +

TG----GAAAAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCCCTGCCAAA-T--------------------------------CAAAAGCAGG--CCAG---------------------------------------------------TTTCCATCGTGGGACA---GCCCTCAATT------CGT--GGTGCATTCTGC-------------------AGCCAGTCGCCCC-------T------------------------TTT-C-GGTCCTCA-CTTTTGGGCG-----GGGTCAGC---------------

droEle1 scf7180000486190:830-984 - TC----GAAGAGAAGCCCCACTTAGGCTAAATGTTA--ACTGCCCTGCCAAA-T--------------------------------CAAAAGCAGG--CCAC---------------------------------------------------TTGCCATCGTGGGACA---GCCCTCGATA------CGT--GGTGCATTCTGC-------------------AGCCAGTTTCCCC-------AGTTTC---------------CCCAGTT-C-GCTGTTCA-CTTTTGGGCG-----GGGTCAGC---------------
droRho1 scf7180000766409:37737-

37881 -
CT----GAAAAGAAGCCCCA-TTAGGCTGAATGTTT--ACTGCCCTGCCAAA-T--------------------------------CAAAAGCAGG--CCAC---------------------------------------------------TTGCCATCGTGGGACA---GCCCTCAATT------CGT--GTTGCATTCTGC-------------------AGCCAGTTTCCCT-------G------------------------GTT-T-GCGCTTCA-CTTTTGGGCG-----GCGTCAGC---------------

droFic1 scf7180000453811:243691-
243839 -

CT----GAAGAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCCCTGCCAAA-T--------------------------------CAGAAGCAGG--CCAG---------------------------------------------------TTGCCATCGTGGGACA---GCCCTCAATT------CGC--GGTGCATTCTGC-------------------AGCCAGTTTCCCC-------A------------------------TTT-C-GCTCTCCACTTTTCGGGCG-----GGGTCAGTACT------------

droKik1 scf7180000302682:429721-
429893 +

GG----TCAAAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCCCTGCCAAA-T--------------------------------CAAAAGCAGG--CCAG-----------------------------------CCAGCCAG-CCAGCAGTTGCCATCGTGGGACAGCAGCCCTCGATT------TGCCTGGTGCATTT-----------------------GCCAGTTTCCCC-------TATTTC-----------TTATTATTT--TTT-GTTTTCT-GCTCTTTGCG-----GGGTCAGC---------------

droAna3 scaffold_13266:17639101-
17639282 -

TC---GGAAAAGAAGCCCCA-ACGGGCTAAATGTTT--ACTGCCCCGCCAAA-T--------------------------------CAAAAGCAGG--GCAG-----------------------------------GCCACTTTTTTTCCGTTTGCCATCGTGGGACA---GCCCTCATTT------CGC--ACTGCATTATGCACTTGCCCCAAGTGGAGGCAGCCCTTATCCCG-------G--------------------------G---CCTC-TTC-GTTTTGGGCGCGGCCGGGCCGGC---------------

droBip1 scf7180000396735:907171-
907350 -

TC---GGAAAAGAAGCCCCA-ACGGGCTAAATGTTT--ACTGCCCCGCCAAA-T--------------------------------CAAAAGCAGG--GCAG-----------------------------------GCCACTTT-TTTCCGTTTGCCATCGTGGGACA---GCCCTCATTT------CGC--ACTGCATTATGCACTTGCCCCAAGTGGAGGCAGCCAGCCTAGTC-------C-----------------------CC--TGG-GTTCTTC-GTTTTGGGCG-----GGGCCGGC---------------

dp5 3:2509602-2509782 + TT----AAAAAGAAGCCCCA-TTAGGC-AAATGTTT--ACTGCCCAGCAAAAGG--------------------------------CAAAAGCAGG--CAAAGTGCTGGCGGCGGAGGAGGAGGAGGTGGAGAACAAG---------------CTGCAATCGTGGGATA---GCCCTCAATT------CGC--GGTGCATTCG-----------------------CTG-GGACCCCACTGCAC-------------------------GCT---CCTCTTCC-ATTTTGGGCG-----GGGTCAGC---------------

droPer2 scaffold_2:2698754-2698934
+

TT----AAAAAGAAGCCCCA-TTAGGC-AAATGTTT--ACTGCCCAGCAAAAGG--------------------------------CAAAAGCAGG--CAAAGTGCTGGCGGCGGAGGAGGAGGAGGTGGAGAACAAG---------------CTGCAATCGTGGGATA---GCCCTCAATT------CGC--GGTGCATTCG-----------------------CTG-GGACCCCACTGCAC-------------------------GCT---CCTCTTCC-ATTTTGGGCG-----GGGTCAGC---------------

droWil2 scf2_1100000004510:2218466-
2218652 +

-------AAAAGAAGCCCCA-TTAGGCAT-ACATTTGGAT--TTCTGTT--GGGCATATGTAGTTATTGCCATTAGACCACCAACGCGAAGGCGTATCCCAC---------ATACAAAAGAACTAGAAC----------------------------------------------TAGAACT------CGT--TGCACATGTTGC-------------------TGTTAGTTGTTGT-------------------------------TC--TTT-TTTTTTT-TTTTTGGGCG-----GGGTCAGTGCTTCAGTTGAGAGC
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CGGGACTGCTATTAACAAAAAAAAAATTGGATAGTTCTCGATCCTGATGCCAAACTCATACGCAGACCAATTACTGCACGCGCATTTTAGCGTAGTGATTGGGTTGCACTTGAGATTGGCAACAAGGGTCCAAGATTCTCCACAATTCGACGTATTAAAGATGTAATGTGT

***********************************(((.((((((..((((((.((((...(((..(((((((((..((((........)))))))))))))..)))...)))).))))))...))))))..))).***********************************
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..................................................................................................TTGGGTTGCACTTGAGATTGGC................................................... 22 0 1 6.00 6 6 0

..................................................................................................TTGGGTTGCACTTGAGATTGG.................................................... 21 0 1 4.00 4 4 0

..................................................................................................TTGGGTTGCACTTGAGATTG..................................................... 20 0 1 2.00 2 2 0

..................................................................................................TTGGGTTGCACTTGAGATTGGA................................................... 22 1 1 1.00 1 1 0

..................................................................................................TTGGGTTGCACTTGAGATTGT.................................................... 21 1 1 1.00 1 1 0

..................................................................................................TTGGGTTGCACTTGAGATTGGT................................................... 22 1 1 1.00 1 1 0

..................................................................................................TTGGGTTGCACTTGAGATTGGCT.................................................. 23 1 1 1.00 1 1 0

..................................................................................................TTGGGTTGCACTTGAGATTGGCAT................................................. 24 1 1 1.00 1 1 0

Anti-sense strand reads

GCCCTGACGATAATTGTTTTTTTTTTAACCTATCAAGAGCTAGGACTACGGTTTGAGTATGCGTCTGGTTAATGACGTGCGCGTAAAATCGCATCACTAACCCAACGTGAACTCTAACCGTTGTTCCCAGGTTCTAAGAGGTGTTAAGCTGCATAATTTCTACATTACACA

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

Species Coordinate ID Alignment
droSec2 scaffold_1:1895874-1896044

-
dse_210 CGGGACTGCTATTAACA-AAAAAAAAATTGGATAGTTCTCGAT--CCTGATGCCAAACTCATACGCAGACCAATTACTGCACGC-GCATTTTAGCG-----------TAGTGATTGGGTTGCACTTGAGATTGGCAACAAGGGTCCAAGATTCTCC-ACAATTC---GACGTATTAAAGA-TGT-----------AATGTGT

droSim2 2r:5068557-5068728 - dsi_32467 CGGGACTGCTATTAACCAAAAAAAAAATTGGATAGTTATCGAT--CCTGATGCCAAACTCATACGCAGAGCAATTACTGCACGC-GCATTTTAGCG-----------TAGTGATTGGGTTGCACTTGAGATTGGCAACAAGGGTCCAAGATTCTCC-ACAATTC---GACGTATTAAAGA-TGT-----------AATGTGT
dm3 chr2R:4249864-4250032 - dme_465 CGAGACTGCTATTAACC-AGAAAAAAA-T-GAAAGTTTTCGAT--CCTGATGCCAAACTCATACGCAGACCAATTACTCCACGC-TCATTTTAGCG-----------TAGTGATTGGGTTGCACTTGCGATTGGCATCAGGGGTCCAAGATTCTCC-ACAATTA---GCCGTATTAAAGA-TGT-----------AATGTGT
droEre2 scaffold_4929:18383228-

18383393 +
CGGGACTGCTATTAACC-GAACA-----TGGATAGTCTTCGAT--CCTGATGCCAAACTCATACGCAGCTCAATTACTTGACGT-GCATTTTAGCG-----------TTGTGATTGGGTTGCACTTGCGATTGGCACCAGGAGTCCGAGATTCTCC-ACAATTC---GACGTATTAAAGA-TGT-----------AATGTGT

droYak3 2L:16905839-16906000 - CGAGACTGCTATTAACC-GAACAA-AG-TGGACAGTCTTCGAT--CCTGATGCCAAACTCATATGCACCTCAATAACTTCAC-------TTTAGCG-----------TTGTGATTGGGTTGTACTTGCGATTGGCAACATGGGTTCAAGACTCTCC-ACAATTC---GACGTATTAAAGA-TGT-----------A-TGTGT
droEug1 scf7180000407691:116860-

117021 -
CGTGCCTGCTATTAACT-GAACACAAA-TGGATAATTTTTGAT--CCTGATGTCCATCTTATCTGTGGCTCAATCATAACA---------ATGGTG-----------TTGTGACTGAGTTGCAACTGAGATGGTCCACCAGTATCAGAGATTTTCC-ACAATTC---TAGGTATTAAAGA-TGT-----------CTCGTGT

droBia1 scf7180000302291:2118620-
2118790 -

CGGGACTGCTATTAACC-GAACACAAA-GGGATGGTCTTCGAT--CTCTATTCCAATCTCGTCCGTAGCTCAGCCATAATACTTAGCATTATAGTG-----------TTGTGACTGAGTTTCGGCTGAGGCTGGCAACGATTCTCTAAGATTCTCC-CCAACTC---GACGTATTAAAGA-TGT-----------CTCGTGT

droTak1 scf7180000415627:124495-
124667 -

CGGGACTGCTATTAACC-GAACACACA-GGGATGCTCTTCGATCTCCTGACGCCAAACTCATCCGCAGCTCATCCACAACACTTGGATCTTCAGTG-----------TTCTGACTGAGTTGCGACTGAGACTGGCAGCAAGTGTCCAAGACTGCCC-CCCATTC---GACGTATTAAAGA-TGT-----------CTCGTGT

droEle1 scf7180000491240:1075257-
1075437 -

CGGAACTGCTATTAAGCCGTACACAAA-CGGATGCTCTTCGAT--CTTGTTGCCAAACTCATCCGCAGCTCAACAA-AACACTT-TGCCTATAGTG-----------TTGCTATTGAGTTGCGACTTAGATTGGCAACAAGTGTCCAGGATTATCC-ACAAACT---GATGTATCAAAGA-TGTAGTAAAACTGTATAGTGT

droRho1 scf7180000770177:371011-
371180 -

CGGGACTGCTATTAACC-GTACACAAA-AGGATGGTCTTCGCT--CCTGTTGCCAAACTCATCCGCAGCTCAACTACAACACTT-GATTTACAGTG-----------TTGTTTCTGAGTTGCGACTGCGATTGACAACAAGTGTCCAAGGCTCTCC-ACAATTA---GTCGTATTAAAGA-TGT-----------ATCGTGT

droFic1 scf7180000453851:2085654-
2085834 +

CGGGACTGTTTCTGACC-GAACACGAG--GAGTACTCTTTGAT--CTTGGTGCCAAACTCATCCGCAGCCCAACCACAACATTA-AGTTCTCGGAGTTGTGGCTTAGTTGTGATTGTGCTGTGGCTGGGATTGGCAACAAGTATCCATGATTATTC-ACAAATC---GACGCATTAAAGAGTGT-----------TTTGTGT

droKik1 scf7180000302277:102548-
102718 -

AGGGACTGCTATTAGCC-GGTTACACT-CGGGCAGTCCTCGAT--CCTGTTGCCAAGCCCGGCCGCAGCTCAGCCACAGCACCA-CACCATGTGTG-----------TAG-AGCCGAGTTGCGACTGAGATTGGTAACAGGACTC-GGGGTTGGCC-TGGACTCTGTAACAGAATAAACG-TGT-----------TTCGTCT

droAna3 scaffold_13266:1744899-
1745052 +

AGGGACTGCTACTAACT-GGACACTAG-TGGATCATCCTTGGT--GCTGTTGCCAGGCTCAGATGCAGCTCAGCCACAA-ACGC-GAAAACGTGTT-----------TTGTGACTGAGTTGCAGATGAGAAGGGCAACAGATATCCGGGAA------------------CGGACCAATTA-TA------------ATTGTAT

droBip1 scf7180000396730:2737824-
2737992 +

AGGGACTGCTACTAACT-GGACACTAG-TGGGTCCTC-CTGAT--ACTGCTGCCAAACTCAGGTGCAGCTCAGTCACAAATCTT-TC-CATGTGAT-----------TTGTGGCAGAGTTGCAAATGAGTGGGGCAGCAGTTATCCGAGTTGGGACCAGTTATC---AATGTATTAAATA-TGT-----------TTCGTGT
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TTGTGTGTGTCACGAACTACAGAAAAATAGTTTATAACGTCTAGACAAGTCACTTTATCTACGCACACAGCCAAGCACCTGGTTTTGTGCGCAGTGTAAGTGAGCAGTCCTCGAGTTGAGCTCAGGTGCTCAGGTGATAAGCTACACATGTATAT

***********************************(((.....(((...((((((...((.((((((.(((((......))))).)))))).))...))))))...))).....)))...***********************************
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..................................................................................TTTTGTGCGCAGTGTAAGTGAG................................................... 22 0 1 17.00 17 7 8 2 0

...................................................................................TTTGTGCGCAGTGTAAGTGAG................................................... 21 0 1 11.00 11 6 4 1 0

...................................................................................TTTGTGCGCAGTGTAAGTGAGC.................................................. 22 0 1 7.00 7 2 3 0 2

..................................................................................TTTTGTGCGCAGTGTAAGTGA.................................................... 21 0 1 7.00 7 5 1 1 0

..................................................................................TTTTGTGCGCAGTGTAAGTG..................................................... 20 0 1 5.00 5 3 2 0 0

..................................................................................TTTTGTGCGCAGTGTAAGTGAGC.................................................. 23 0 1 3.00 3 2 0 0 1

...................................................................................TTTGTGCGCAGTGTAAGTGA.................................................... 20 0 1 3.00 3 1 2 0 0

..................................................................................TTTTGTGCGCAGTGTAAGTGAT................................................... 22 1 1 1.00 1 1 0 0 0

...................................................................................TTTGTGCGCAGTGTAAGTGAGCAT................................................ 24 1 1 1.00 1 1 0 0 0

......................................................................................GTGCGCAGTGTAAGTGAG................................................... 18 0 1 1.00 1 0 0 1 0

..................................................................................TTTTGTGCGCAGTGTAAGTT..................................................... 20 1 1 1.00 1 0 1 0 0

..................................................................................TTTTGTGCGCAGTGTAAGTGT.................................................... 21 1 1 1.00 1 1 0 0 0

..................................................................................TTTTGTGCGCAGTGTAAGTGAGA.................................................. 23 1 1 1.00 1 0 1 0 0

..................................................................................TTTTGTGCGCAGTGTAAGTGAC................................................... 22 1 1 1.00 1 0 1 0 0

Anti-sense strand reads

AACACACACAGTGCTTGATGTCTTTTTATCAAATATTGCAGATCTGTTCAGTGAAATAGATGCGTGTGTCGGTTCGTGGACCAAAACACGCGTCACATTCACTCGTCAGGAGCTCAACTCGAGTCCACGAGTCCACTATTCGATGTGTACATATA

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

Species Coordinate ID Alignment
droSec2 scaffold_9:2893558-2893712 + dse_344 TTGTGTGTGTCAC-GAACTACAGAA---AAATAGTTTATAACGTCTAG-------ACAAGTCACT-TTATCTACGCACACAGCCAAGCACCTGGTTTT-----------------------------GTGCGC---AGTGTAAGTGAGCAGTCCTCG--AG-------------------------------TT--GAGCTCAGGTGCT--CAG--GTGATAAGCTACACATGTATAT---
droSim2 2r:20121911-20122057 + --------GTCAC-GAACTACAGAC---AAATAGTTTATAACGTCTAG-------ACAAGTCACT-TTATCTACGCACACAGCCAAGCACCTGGTTTT-----------------------------GTGCGC---AGTGTAAGTGAGCAGTCCTCG--AG-------------------------------TT--GAGCTCAGGTGCT--CAG--GTGATAAGCTACACATGTATAT---
dm3 chr2R:19612819-19612984 + dme_402 T-GTGTGTGTCAC-GAACTACAGAA---AAATAGTTTATAACGTCTAG-------ACAAGTCACT-TTATCTACGCACACAGCCAAGCACCTGGTTTT-----------------------------GTGAGC---AGTGTAAGTGAGCAGTCCTCG--AGTCACTC---------------GGCACACAAGTT--GAGCTCAGGTGCT--CAG--GTGATAAGCTACA----TATAT---
droEre2 scaffold_4845:20975866-

20976028 +
TCGT--GTGTCAC-GAACTGTAGAA---AAGTAGTTTATAGCGTCTAG-------ACAAGTCTCT-TTATCTACGCACACAGCCGAGCACCTAGTTTT-----------------------------GCGAGC---AGTGTAAGTGAGCAGTCCTCC--AGTCACTC---------------CGCACACGAGTA--GTGCCCAGGTGCA--CGGCGTTGATAAGCTAT--------AT---

droYak3 2R:19590857-19591037 + GCTCGTGTGTCAC-GAACTATAGAA----AATAGTTTATAACGTCTAG-------ACAAGTCGCT-TTATCTACGCACACAGCCAAGCACCTGGTTTT-----------------------------GCGAGC---AGTGTAAGTGAGCAGTCCTCGGCAGTCACTCGATTCCGATTCTCATGGCACACGAGTA--GTGCTCAGGTGCA--CGGCGGTGATAAGCTAT--------AT---
droEug1 scf7180000409474:30964-31134

-
TAGTCTGTGCTGT-GAACTATAGAAA--AAATAGTTTATCACGTCTAG-------ACAAGTCTCT-TTATCTACGCACACAGCCGAGCACTTGGTTTTTTACTATTATTTTAATTTTC-TG--TACGTTG-AC---TGTGTAAGTGAGCAGACCCCG--G--------------------------------------GCTCAGGTGTATACGGCAGTGATAAGCTAT--------A----

droBia1 scf7180000302143:1783487-
1783675 -

TCGTGTAGGGCTC-GAACTATAGAAA--AAATAGTTTATCACGTCTAG-------ACAAGTCTCT-TTATCTACGCACACAGCCAAGTACCTGGTTT-TTACTCATATTTTAATTTTTGTG--TG--GCGAG----AGTCCTAG--TGTAGTGGTCG--AGTCACTA---------------AGCACATAAATAAAGTGCTCAGGTGCA--CGGCAGTGATAAGCTTT--------AT---

droTak1 scf7180000415400:545586-
545773 +

TGGTGTATGTTAT-GAACTATAGAAA--AAATAGTTTATCACGTCTAG-------ACGAGTCTCT-TTATCTACGCACACAGCCAAGTACTTGGCTTTTTACTCATATTTTAATTTTT-TGCTTTGGGTGAG----TGTATAAGTATATAGC---------TTAGTG---------------AGCACATGAGTAAAATGCTCAGGTGTA--CGGCAGTGATAAGCTTT--------AT---

droEle1 scf7180000491201:1158413-
1158610 -

ATGTATATGTTAC-GAACTATAGAAA-AAAATAGTTTATCACGTCTAG-------ACAAGTCTCT-TTATCTACGCACACAACCAAGCACTTAGTTTTTTATTTTTATTTTAATTTTTGTG--TCGGGTGAGTACATATATGAGTAAGTAGCCCTCG--AGTCACTAAA-------------AACACATGAATAAAGTGCTCAGGTGAA--CGGCAGTGATAAGCCC--------------

droRho1 scf7180000778122:37138-37335
-

TCATACATTTTAC-GAACTATAGAAA-TAAATAGTTTATCGCGTCTAG-------ACAAGTCTCT-TTATCTACGCACACAGCCAAGCACTTTGTTTTTTACTCTTATTTTAATTTTTTTG--TCGGCTG-AC---TATATGAGTAAGTAGCCCTCG--AGTCACAC---------------AGCACATGAATAAAGTGCTCAGGTGTA--CGGCAGTGATAAGCTAT--------AGTCA

droFic1 scf7180000453809:597170-
597343 -

TCGTGTGTGTTAT-GAACTATAGAAA--AAATAGTTTATCACGTCTAG-------ACAAGTCTCT-TTATCTACGCACACAGCCGAGCACTTGGTTT-TTACTCTTATTTTAATTTTT-TG--TTGGGTA-AT---TGTGTGAGTGAGTAGCCCTCG--AGTCATTA---------------AACACATGAATAAGGTGCTCAGGTGTA--C-----------------------------

droKik1 scf7180000302470:2112882-
2112987 -

ATACATGTGTTATGGAACTATAGAAA--AAATAGTTTATCACGTCTAGACTCTGTA-GAGTCTCTATTATCTACGCACACACACACGCACACAGCTT---------------------------------------AGTGTAGATGAG---------------------------------------------------------------------------------------------

droAna3 scaffold_13266:8251248-
8251344 +

T-GT--ATG---G-GAACTATAGAAAAAAAATAGTTTATCACGTCTAGACTCTAGACAAGTCTTTATTATCTACGCACACACCCAAGCACTTTGTTTTTTAT-----------------------------GC------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396759:565545-
565634 -

GTGC-TGTG-----GAACTATAGAAA--AAATAGTTTATCACGTCTAGACTCTAGACAAGTCTTTATTATCTACGCACACACCCAAGCACTTTGTTTT-----------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_4:4708840-4708849 - GTGTGTGTGT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droWil2 scf2_1100000004954:2422284-

2422310 -
TTGTTTCTGTTCT-AATATATAAAAA--AA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13049:1208896-
1208918 -

GTGTGTGTGTCGC-GACAGAAAGA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGCGACAGCTGGCACGAAAATGAGAATGAAACCGAAAACTCTGCGCTTGTATGCGTGCGTGCGAGTGTAGATGTGAATTTAATTGTGACACCCACACAAGCGCACACGCACACAGACACCGTAGACGTGGTCATGGTTACAGTGGTTTAAACTTCATTTAAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V113

male
body

V114

embryo

M054

female
body

..................................................ATGCGTGCGTGCGAGTGTAGAT........................................................................................... 22 0 1 13.00 13 12 1 0 0

..................................................ATGCGTGCGTGCGAGTGTAGA............................................................................................ 21 0 1 9.00 9 7 2 0 0

..................................................ATGCGTGCGTGCGAGTGTAG............................................................................................. 20 0 1 7.00 7 7 0 0 0

...................................................TGCGTGCGTGCGAGTGTAGAT........................................................................................... 21 0 1 3.00 3 3 0 0 0

...................................................TGCGTGCGTGCGAGTGTAGA............................................................................................ 20 0 1 1.00 1 0 1 0 0

...................................................TGCGTGCGTGCGAGTGTAG............................................................................................. 19 0 1 1.00 1 1 0 0 0

..................................................ATGCGTGCGTGCGAGTGTA.............................................................................................. 19 0 1 1.00 1 1 0 0 0

...............................................TGTATGCGTGCGTGCGAGTGTAGATG.......................................................................................... 26 0 1 1.00 1 0 1 0 0

.................................................TATGCGTGCGTGCGAGTGTAGA............................................................................................ 22 0 1 1.00 1 1 0 0 0

...................................................TGCGTGCGTGCGAGTGTAGATG.......................................................................................... 22 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

ACGCTGTCGACCGTGCTTTTACTCTTACTTTGGCTTTTGAGACGCGAACATACGCACGCACGCTCACATCTACACTTAAATTAACACTGTGGGTGTGTTCGCGTGTGCGTGTGTCTGTGGCATCTGCACCAGTACCAATGTCACCAAATTTGAAGTAAATTTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

.........................................................................................TGGGTGTGTTCGCGTGTG........................................................ 18 0 3 0.33 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_14:1043035-1043197

-
dse_138 TGC----------------------------------GACAGCTGGCACG------------------------AAAATGAGAATGAAACCG-------------AAA----ACTCTGCGCTTGTATGCGTG----CGTGCGAGTGTAGATGTGAATTTAATTGTGACACCCACACAAGCGCACAC------GCACACA-GACACCGTAGACGTGGTCATGGTTACAGTGG----TT-TAAACTTCATT-----------------TAAAT-----

droSim2 2l:1037636-1037792 - TGC----------------------------------GACAGCTGGCACG------------------------AAAATG------AAACCG-------------AAA----ACTCTGCGCTTGTATGCGTT----CGTGCGAGTGTAGATGTGAATTTAATTGTGACACCCACACAATCGCACAC------GCACACA-GACACCATAGACGTGGCCATGGTTACAGTGG----TT-TAAACTTCATT-----------------TAAAT-----
dm3 chr2L:1089568-1089724 - dme_447 TGC----------------------------------GACAGCTGGCACG------------------------AAAATG------AAACCG-------------AAA----ACTCTGCGCTTGTATGCGTG----CAAGCGAGTGTAGATGTGAATTTAATTGTGACACCCACACAATCGCACAC------GCACACA-GACACCAGAGACGTGGCCATGGTTACAGTGG----TT-TTAGCTTCATT-----------------CAAAC-----
droEre2 scaffold_4929:1131172-

1131338 -
TGC----------------------------------GACAGCTGGCACG------------------------AAAATGAAAATGAAACCGAAACC-------G-AA----ACTCTGCGCTTGTGTGCGTG----CGTGCGAGTGTAGATGTGTATTTAATTGTGACACCCACACCATCG--CAC------GCACACAGGA-CCTATAAACGTGGCCATGGTAACAGTGG----TTTTAAGCATCACT-----------------CTACT-----

droYak3 2L:1066222-1066388 - TGC----------------------------------GACAGCTGGCACG------------------------AAAATGAAAATGAAACCG-------------AAA----ACCCTGTGCTTGTGTGTGTGCTTGTGTGCGAATGTGGATGTGAATTTAATTGTGACACCCACACAATCG--CAC------GCACACAGGACACGATAAACGTGGCCATGGTAACAGTGG----TTTTAAGCTTCATT-----------------TTATT-----
droEug1 scf7180000409005:125264-

125440 +
TGT----------------------------------GACAGCTGGCACG------------------------AAAATGAAAATGAAAACG-------------AAA----ACCCAGAGCCTGTATTCGTA----CATACGAATGTAAATGTGAATTTAATTGTGCCACCCACACACACA--CAT--GCAGGCTATCAGGACACTATAACTATGACCAAGGCAATAGTTGAAGG-----------ATGTTTTTTAGACTTCAAATCAAAC-----

droBia1 scf7180000302188:779213-
779396 +

TGT----------------------------------GACAGCTGGCACG------------------------AAAAGGAAAATGAAAATGAAAAG-------GAAA----ACTCTGCCCCTGTATTCGTA----CATGCGAATGTAAATGTGAATTTAATTGTGCCACCCACACACACG--CAC------GCACACAGGACTCTATAAATATGGATATGACAGTAGTTCAAGGC-CTGAACAGCATT-TTTTCAAACTTC----TAACT-----

droTak1 scf7180000415264:295837-
295999 +

TGT----------------------------------GACAGCTGGCACG------------------------AAAATGAAAGTGAAAAAG------------GAAA----ACTCTGCTCTTGGATTCGTA----CATGCGAATGTAAATGTGAATTTAATTGTGCCACCCACACAGACG--AAC------GCCCACAGGACACCATAAATATGGATATGACAATAGTTCAAGGC-TTG---------------------CAAATTAAGT-----

droEle1 scf7180000491273:2408835-
2408913 +

TGT----------------------------------GACAGCTGGCACG------------------------AA------------------------------------ACTCTGCGCTTGTATTCTTA----CATGCGAATATAAATGTGAATTTAATTGTGCCAACCACACA---------------------------------------------------------------------------------------------------

droRho1 scf7180000764025:2998-3162
-

TCTGGT--------------GGAAAATGGGGAAATGTGACAGCTGGCACG------------------------AAAC----------------------------------------------------TT----CATGCGAATATAAATGTGAATTTAATTGTGCCACCCACACACACG--CAG------GCACCCG----TGTATAACTATGGCCATGACAATAGTGGAAAGT-TTAAACAGGATGTTATTTAAAAAGC----AAACTAACAA

droFic1 scf7180000454155:300321-
300468 -

TGT----------------------------------GACAGCTGGCACG------------------------AAAA-----------------------------------TTTTGCATATGTAT-TGTA----GAAGCGAATATAAATGTGAATTTAATTGTGCCACCCACACACACA--CATAAGCACGCACGCAGGACAATATAACTGTGGTCATAACAATAGTTGGAGGT-TTAAGATTCCTT---------------------------

droKik1 scf7180000302405:308924-
308966 -

CAC----------------------------------A------------------------------------------------------------------------------------TGTACGCATG----TATGCGAATGTAAATGTAAATTTAATTGT---------------------------------------------------------------------------------------------------------------

droAna3 scaffold_12916:4555257-
4555341 -

TGT----------------------------------GACAGCTGGCACGAAAT-----------------------AT--------TAC-------GTATACG----TCAT-----------ACGT-ACTG----TGTGCGAATGTAAATGTGAATTTAATTGTGCTACCCACACA---------------------------------------------------------------------------------------------------

droBip1 scf7180000396737:232337-
232421 +

TGT----------------------------------GACAGCTGGCACGAAAT-----------------------AT--------AAC-------GTATACG----TCAT-----------GTGTA-CTC----TGTGCGAGTGTAAATGTGAATTTAATTGTGCTACCCATACA---------------------------------------------------------------------------------------------------

dp5 4_group3:9527540-9527637 - TGCCGC--------------CTGCGGGGCACATCTGTGACAGCTGGCCCT--------------------------------------------------------------------------------GG----CATGTGAATGTAAATGTGAATTTAATTGTGCTACCCACTCACGCA--CAC------ACACACG-GACAC-----------------------------------------------------------------------
droPer2 scaffold_8:714996-715106 - TGCCGC--------------CTGCGGGGCACATCTGTGACAGCTGGCCCT--------------------------------------------------------------------------------GG----CATGTGAATGTAAATGTGAATTTAATTGTGCTACCCACTCACGCA--CACAC----ACACTCA------CACACACATGGACACG-------------------------------------------------------
droWil2 scf2_1100000004585:4219351-

4219431 +
TGTCAG--------------AGGA-------------------TGTGACTGTGTGTTTGCTCTGTTTC------CA------------------------------------------------ACTGTGGC----TGTAAAAATGTAAATGTAAATTTAATTGTAAGACTC--------------------------------------------------------------------------------------------------------

droVir3 scaffold_13246:2664980-
2665055 -

TGC----------------------------------GCCGCTTTATCTA------------------------CAAATGCAAATGCAAATG--------------------------------TATAAAAG----TGTG---CTGCAAATGTGTATTTAATTGC-------------------AC------GCACAC------------------------------------------------------------------------------

droMoj3 scaffold_6500:22997716-
22997806 -

TGC----------------------------------GAC-GCTATCT-G------------------------GAAATGTAAATGGAATTGT----GTATATGG--------------AAATGCGATGGTG----AATGTGAGTGTGAATGTAAATCTAATTGC-------------------AC------GCACAC------------------------------------------------------------------------------

droGri2 scaffold_15126:4052684-
4052780 -

TGCGACGACGATGACGGCTGCTGCGGTGCAC-------------------------------GGCTGCCATCCAGA----------------------------------------------TATGTAAATG----TGTG-AAATGTAAATGTGAATTTCATTTTAAT-----------TG--CAC------GCACAC------------------------------------------------------------------------------
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mature

1. scaffold_0:11206039-11206059 +
2. dse_221  scaffold_0:11209566-11209586 +

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGCCAGTGGGATCTACATGATTGGAAGCAGTGTGGCGGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTCTGCGAGGCGGTGGCCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAAGTT

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

#
Mismatch

Hit
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Total
Norm Total

V114

embryo

V113

male
body

M054

female
body

V115

head

.......................................................................................CATCTTCTGCGAGGCGGTGGC................................................... 21 0 2 14.50 29 21 6 1 1

.......................................................................................CATCTTCTGCGAGGCGGTGGCC.................................................. 22 0 2 6.50 13 9 2 1 1

.......................................................................................CATCTTCTGCGAGGCGGT...................................................... 18 0 2 3.00 6 6 0 0 0

..........................................................................................CTTCTGCGAGGCGGTGGC................................................... 18 0 2 1.50 3 3 0 0 0

.......................................................................................CATCTTCTGCGAGGCGGTG..................................................... 19 0 2 1.50 3 3 0 0 0

.......................................................................................CATCTTCTGCGAGGCGGTGGCCAT................................................ 24 0 2 1.00 2 2 0 0 0

........................................................................................ATCTTCTGCGAGGCGGTG..................................................... 18 0 2 0.50 1 1 0 0 0

........................................................................................ATCTTCTGCGAGGCGGTGGCC.................................................. 21 0 2 0.50 1 1 0 0 0

.......................................................................................CATCTTCTGCGAGGCGGTGG.................................................... 20 0 2 0.50 1 0 1 0 0

........................................................................................ATCTTCTGCGAGGCGGTGGC................................................... 20 0 2 0.50 1 1 0 0 0

.....................................................................................GTCATCTTCTGCGAGGCGGT...................................................... 20 0 2 0.50 1 1 0 0 0

.......................................................................................CATCTTCTGCGAGGCGGTGGCCA................................................. 23 0 2 0.50 1 0 1 0 0

...........................................................................................TTCTGCGAGGCGGTGGCC.................................................. 18 0 2 0.50 1 1 0 0 0

......................................................................................TCATCTTCTGCGAGGCGGTGGC................................................... 22 0 2 0.50 1 1 0 0 0

........................................................................................ATCTTCTGCGAGGCGGTGGCCAT................................................ 23 0 2 0.50 1 1 0 0 0

..........................................................................................CTTCTGCGAGGCGGTGGCCA................................................. 20 0 2 0.50 1 1 0 0 0

........................................................................................ATCTTCTGCGAGGCGGTGGCCA................................................. 22 0 2 0.50 1 1 0 0 0

Anti-sense strand reads

GCGGTCACCCTAGATGTACTAACCTTCGTCACACCGCCCGCCGCCTCACGCTAGCGGAGCGTAGTTCTGGTTCTTGGACTAGAGTCAGTAGAAGACGCTCCGCCACCGGTAGATACCGGACTAGTGCCGGTAGGACGAAAGGCCGTTGCAGTTGTTCAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

.............................................................................................................................GCCGGTAGGACGAAAGGCCGT............. 21 0 1 1.00 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_0:11209479-11209637

+
dse_221 CGCCAGTGGGATCTACATGATTGGAAGCAGTGTGGCGGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTCTGCGAGGCGGTGGCCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAA-GTT

droSim2 3r:10484072-10484230 + CGCCAGTGGGATCTACATGATTGGAAGCAGTGTGGCTGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTCTGCGAGGCGGTAGCCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAA-GTT
dm3 chr3R:10725635-10725793 - dme_393 CGCCAGTGGAATCTACATGATTGGATGCAGTGTGGCGGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTTTGCGAGGCGGTGGCCATCTATGGCCTGATCACGGCCATCCTGCTGTCCGGCAACGTCAACAA-GTT
droEre2 scaffold_4770:10261697-

10261855 -
CGCCAGTGGAATCTACATGATTGGATGCAGCGTGGCGGGAGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCGGTTATCTTCTGCGAAGCGGTGGCCATCTATGGCCTCATCACGGCCATCCTGCTTTCCGGCAACGTCAACAA-ATT

droYak3 3R:15702076-15702234 + dya_1815 CGCCAGTGGGATCTACATGATTGGATGCAGCGTGGCGGGCGGCGGAGTGCGATCACCTCGCATCAAGACCAAGAACCTGATTTCGGTTATCTTCTGCGAGGCGGTGGCCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAA-ATT
droEug1 scf7180000409794:298392-

298550 +
TGCCATCGGGATTTACATGATTGGATGCAGTGTGGCAGGAGGTGGCGTGCGATCCCCCCGGATCAAAACCAAGAACCTGATATCTGTCATATTCTGCGAAGCGGTAGCCATATACGGTTTGATCACAGCCATCCTGCTATCCGGCATTGTTCAGAA-CTT

droBia1 scf7180000302402:3691436-
3691594 -

TGCCAGCGGGATATACATGATCGGCTGCAGCGTGGCCGGCGGCGGCGTGCGATCGCCCCGCATCAAGACCAAGAACCTGATCTCGGTCATCTTCTGCGAGGCGGTGGCCATCTACGGCCTGATCACGGCCATCCTGCTCTCGGGAAGTCTCGTGCA-GTT

droTak1 scf7180000415397:180061-
180219 +

TGCCACCGGGATATACATGATTGGCTGCAGCGTGGCCGGCGGCGGCGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTCTGCGAGGCGGTGGCCATCTACGGCCTGATCACGGCCATCCTGCTCTCGGGCAGCGTGGTGAA-GCA

droEle1 scf7180000486474:1271634-
1271792 +

TGCCATTGGGATTTACATGATTGGCTGCAGCGTGGCGGGCGGTGGAGTACGATCGCCCCGCATCAAGACCAAGAACCTGATCTCGGTCATTTTCTGCGAGGCGGTGGCCATCTACGGCCTGATCACAGCCATCCTGCTCTCCGGAAGTGTGCAGCA-GTA

droRho1 scf7180000777941:33450-33608
-

TGCCATGGGTATTTACATGATTGGGTGCAGCGTGGCTGGTGGCGGAGTGCGATCGCCCCGCATCAAAACCAAGAATCTGATCTCGGTCATCTTCTGCGAGGCGGTGGCCATCTACGGCCTCATCACGGCCATCCTGCTCTCCGGCTCCGTTCAGCG-GTT

droFic1 scf7180000454104:642402-
642560 +

GGCCAGTGGAATCTACATGATTGGATGCAGTGTGTCGGGCGGCGGCGTTCGATCGCCTCGCATCAAGACGAAGAACCTGATCTCAGTCATCTTCTGTGAGGCGGTGGCCATCTACGGCCTGATTACAGCCATCCTGCTTTCTGGCTGTGTGACAAA-GTT

droKik1 scf7180000302461:997473-
997631 +

CGCCCTTGGAATTTATATGATTGGCACAAGCGTTGCTGGTGCCGGAGTCCGATCGCCCCGAATCAAGACAAAGAATCTCATTTCGGTTATTTTCTGTGAGGCAGTAGCCATATATGGTCTGATCACGGCTATCCTGCTCTCCGGAACTGTTCACGA-GTT

droAna3 scaffold_13340:5804540-
5804698 -

CGCCGCCGGAATTTACATGACCGGAGCCAGTATTGCAGGTGGCGGAGTTCGATCGCCGCGCATCAAGACGAAGAACCTTATTTCAATCATCTTCTGTGAGGCGGTGGCTATCTATGGCCTGATCACTGCCATCCTGCTGTCAGGATGTGTTGTGAA-TTT

droBip1 scf7180000396708:3009702-
3009860 +

CGCTGCCGGAATTTACATGACCGGAGCCAGCATTGCAGGTGGAGGCGTTCGATCGCCGCGCATCAAGACGAAGAACCTTATTTCAATTATCTTCTGCGAGGCGGTGGCGATCTATGGCCTTATTACTGCCATCCTGCTGTCAGGATGTGTTGTGAA-TTT

dp5 2:20661131-20661289 - CGCCGTTGGAATCTATACTACGGGGACCAGCATCGTCGGGGGCGGGGTCCGCTCGCCCCGCATCAAGACCAAGAACCTCATCTCGATTATATTCTGCGAGGCAGTGGCCATCTACGGGCTGATCATGGCCATAGTTTTGTCCGGGAGTATAAACAA-CTA
droPer2 scaffold_3:3416247-3416405 - dpe_2524 CGCCCTTGGCATCCACACGACGGGCACCAGCATTGTTGGCGGCGGTGTTAAGGCTCCCCGCATCAAGACCAAGAATTTGATTTCCGTCATCTTCTGCGAGGCCGTCGCCATCTACGGCCTGATCACTGCCATTGTGCTCTCCGGCCAGTTGGAGCA-GTT
droWil2 scf2_1100000004902:8619615-

8619774 -
dwi_5434 CGCCCTGGGCATCCATACAACTGGCACCAGCATTGTGGGCGGCGGTGTTAAGGCTCCCCGCATCAAGACCAAGAATTTGATCTCCGTCATTTTCTGCGAAGCTGTGGCCATTTACGGTTTGATCACTGCCATTGTATTGTCCGGACAACTGGAACAGTTC

droVir3 scaffold_13047:19131285-
19131443 +

dvi_24653 CGCCCTTGGCATACATACCACGGGCACCAGCATTGTGGGCGGCGGCGTTAAGGCGCCACGCATTAAGACCAAGAATCTGATTTCGGTCATCTTCTGTGAGGCCGTCGCCATCTACGGCCTGATCACGGCCATTGTGCTCTCCGGCCAGCTGGAGCA-GTT

droMoj3 scaffold_6540:14560044-
14560202 -

dmo_3158 CGCCCTTGGCATTCACACCACGGGCACCAGCATTGTGGGCGGTGGCGTGAAGGCGCCACGCATTAAGACCAAGAATTTGATTTCGGTTATTTTCTGTGAGGCTGTCGCCATTTACGGCCTCATTACTGCCATCGTGCTCTCTGGTCAGCTGGAGCA-GTT

droGri2 scaffold_14906:12137647-
12137805 +

dgr_470 TGCCCTTGGCATTCATACGACGGGCACCAGTATTGTGGGTGGCGGCGTTAAGGCGCCCCGCATCAAGACCAAGAATCTGATTTCGGTCATTTTCTGTGAGGCTGTCGCCATCTATGGCCTGATCACGGCCATTGTGCTCTCCGGCCAGCTGGAGCA-GTT
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AATGAATGAGTAATTTATATGCCTCCTGTTTAGTTATGCCAATTATTACTCACACGCCATGTTGTCCAAACGCAAGCAAATTTCGTTTGGTTTACGTGACGTGCGGGTAATCTTCATGGTAACATTCATGTCTAAAGTGCCCACCCAAAGTGCAGGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V115

head

M054

female
body

.....................................................................................TTTGGTTTACGTGACGTGCGG................................................... 21 0 1 11.00 11 7 2 2

.....................................................................................TTTGGTTTACGTGACGTGCGGG.................................................. 22 0 1 5.00 5 1 1 3

.....................................................................................TTTGGTTTACGTGACGTGCGGGT................................................. 23 0 1 2.00 2 2 0 0

.....................................................................................TTTGGTTTACGTGACGTGCGGGA................................................. 23 1 1 2.00 2 0 2 0

..................................................CACACGCCATGTTGTCCAAACG..................................................................................... 22 0 1 2.00 2 0 1 1

.....................................................................................TTTGGTTTACGTGACGTGCGGGTT................................................ 24 1 1 1.00 1 1 0 0

..............................................................................AATTTCGTTTGGTTTACGTGACGTGC..................................................... 26 0 1 1.00 1 1 0 0

.....................................................................................TTTGGTTTACGTGACGTGCGGGTA................................................ 24 0 1 1.00 1 1 0 0

.....................................................................................TTTGGTTTACGTGACGTGCG.................................................... 20 0 1 1.00 1 1 0 0

Anti-sense strand reads

TTACTTACTCATTAAATATACGGAGGACAAATCAATACGGTTAATAATGAGTGTGCGGTACAACAGGTTTGCGTTCGTTTAAAGCAAACCAAATGCACTGCACGCCCATTAGAAGTACCATTGTAAGTACAGATTTCACGGGTGGGTTTCACGTCCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V113

male
body

V115

head

V114

embryo

...................................................................................................................................GATTTCACGGGTGGGTTT........ 18 0 1 1.00 1 1 0 0 0

.................................................................................................................................GAGATTTCACGGGTGGGT.......... 18 1 2 0.50 1 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_2:4210418-4210574

+
dse_149 AATG------------------AATGAGTAATTTATATGCCT------CCTGTTT-------------AGTTATGCCAATTATTACTCACACGCCATGTTGTCCAAACGCAAGCAAATTTCGTTTGGTTTACGTGACGTGCGGGTAATCTT----CATGGTAA-CATTCATG---------TCTAAAG-----TGCCCACCCAAAGTGCAGGG

droSim2 3l:4173697-4173853 + dsi_32451 AATG------------------AATGAGTAATTTATATGCCT------CCTGTTT-------------AGTTATGCCAATTATTACTCACACGCCATGTTGTCCAAACGCAAGCAAATTTCGTTTGGTTTACGTGACGTGCGTGTAATCTT----CATGGTAA-CATTCATG---------TCTAAAG-----TGCCCACCCAAAGTGCAGGG
dm3 chr3L:4213582-4213742 + dme_404 AATA--------------TTTGAATATGTAATTGAAATGCCT------GCTGTTA-------------AGTTATGCCGATTATCACTCACACGCCATGTTGTCCAAACGCAAGCAAATTTCGCTTGGTTTGCGTGACGTGCGAGTAATCTT----CATAGTAA-CATACATG---------TCCAATG-----TGCCCACCCAAAGTGCAGGG
droEre2 scaffold_4784:6926035-

6926156 +
ATTG------------------AATAAGTAAATTGAATGCCT------TCTGTTT-------------AGTTATGCCGATTATTACTCACCCGCGATGCT-----------------------------TACGTGACTAACG-ATAATCTG----CAAAGTAA-CATCCAAG---------TCCAAAG-----TGCCCACT-----TGCAGGG

droYak3 3L:4787879-4788001 + ATTA------------------AATAAGTAAGTTTATTGCCT------ACTGTTT-------------AGTTATGCCGCTTATTACTCATACGCCATGTT-----------------------------TACGTGACTAACAGACAATCCT----CGTAGTAA-CAGCCATG---------TCCAAAG-----TGCCCACT-----TGCAGGG
droEug1 scf7180000409466:1979159-

1979320 +
ATTG------------------GGTAACTAATTTGAATACCT------TCCATTT-------------AGTTATGCAGCTTATTACCAACACGCCATGTGGCCAAAACGCAAGCAACTTTTGTTAGGTTACCATGGCGTATGTGTAATTTTT---CCAGGAAA-TTTAAATG---------CTTAAAATTATATACCCACTGATA-GATAGAG

droBia1 scf7180000302428:923562-
923723 +

--TG------------------AATAACCAATTTGAATGCCT------TCGATGT-------------AGTTATGCAGCTGATTACTCACACGCCATGTTGCTTAAACGCTAGTGAATTTCTTTGGGCTTACGTGGCGTATGTATAATGTTTT--CTAGGTAA-CTTAAACATATTAGAAATCCAAAG----TTACCCACT-----CATAGAG

droTak1 scf7180000415707:7752-7908
-

--TG------------------AATAACAAATTTGAATGCCT------TCGCATC-------------AGTTATGCAGTTTATTACTCACACGCCATGTTGCCCAAACGTTAGCCAACTTTGTTAGGTTTACATGGCGTATGGGTAATTCTT---TAAAGAAACCTTAAATA---------TAAAAAGTAAAGTACCCACC-----GTTAGGG

droEle1 scf7180000491249:5083000-
5083173 +

ATTA------------------AATAACAAAGTTGTATGCCT------TCATTTAAGTTATGCAGCTGAGTTATGCAGCTTATTACTCACACGCCATGTTGCCTAAACGAAAGCAAATTTAGGCTGGTTCACGTGTCGTATGAGTAATTTTGTTGTTAGGTAA-CTTCCATG---------TGTAAAAAGAAACACCCACT-----GTTAGAG

droRho1 scf7180000779786:5257-5435
+

AATAAAAATCCCAGAAAAATTAAATAACTAATTTGAATGCCT------TCAATTT-------------AGTTATGCAGCTTATTACTCACACGCCATGTTGCCTAAACGAAAGCAAATTTGAGCTGGCTTACGTGTCGTATGTGTGATTTTATGGCTAAGTAA-CTTGCAAG---------TATAAAGTGAGGTACCCACT-----TTTAGAG

droFic1 scf7180000454113:1447877-
1447882 +

GTAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AG

droKik1 scf7180000302383:601634-
601691 +

AATG------------------AA-------TCTAAATGTCT------TGTGAA--------------ATGTGTGCTAATTATTACTCATACGCAGTGTTGCC--------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13337:14637463-
14637604 +

AATG------------------AATAATTA-TATGAACTTTTATATTTT-CATCA-------------AGCCAT-TAGAATATCACGCATACGCCGTGTGTTCTTGGCTTGAAGGCATGAAAACTAGCCAACGTGTCGTATGAGTGTTTTTT---TGAAGC---------------------------------AAACTCTAGAA-GCTAGAG

droBip1 scf7180000396641:673941-
673944 -

AGAG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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AAGCATGGGCGTGGGCATGAGCGTCGGCAACAAGCACGCATCGAAGCAGCAGCCGCCGTTGCCGGTGGTCAACTGCAACAATAATAACAACGGCATCGGCAATAGCAGCTGCAGCAACGGCGGCGGGAGCAGCAATACCAGCAGCAGCAACGGCAGCAGCAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

V115

head

V113

male
body

.........................................................................................ACGGCATCGGCAATAGCAGCTGC................................................... 23 0 1 11.00 11 5 4 2

.........................................................................................ACGGCATCGGCAATAGCAGCTG.................................................... 22 0 1 3.00 3 2 1 0

..........................................................................................CGGCATCGGCAATAGCAGCTGC................................................... 22 0 1 3.00 3 0 3 0

.AGCATGGGCGTGGGCATGAGC............................................................................................................................................. 21 0 1 2.00 2 1 0 1

..........................................................................................CGGCATCGGCAATAGCAGCTG.................................................... 21 0 1 1.00 1 1 0 0

.......GGCGTGGGCATGAGCGTCGGCAAC.................................................................................................................................... 24 0 1 1.00 1 1 0 0

.......................................ATCGAAGCAGCAGCCGCCGTTGCC.................................................................................................... 24 0 1 1.00 1 1 0 0

..............................................................................................................GCAGCAACGGCGGCGGGAGCAGC.............................. 23 0 1 1.00 1 0 0 1

.....TGGGCGTGGGCATGAGCGTCGGCA...................................................................................................................................... 24 0 1 1.00 1 1 0 0

....................................................................................................AATAGCAGCTGCAGCAACGGC.......................................... 21 0 1 1.00 1 1 0 0

...........TGGGCATGAGCGTCGGCAACAAGCACG............................................................................................................................. 27 0 1 1.00 1 1 0 0

................................................................................................................................................CAGCAACGGCAGCAGCAAC 19 0 2 0.50 1 1 0 0

Anti-sense strand reads

TTCGTACCCGCACCCGTACTCGCAGCCGTTGTTCGTGCGTAGCTTCGTCGTCGGCGGCAACGGCCACCAGTTGACGTTGTTATTATTGTTGCCGTAGCCGTTATCGTCGACGTCGTTGCCGCCGCCCTCGTCGTTATGGTCGTCGTCGTTGCCGTCGTCGTTG

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

#
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Hit
Count

Total
Norm Total
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head

V113
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body
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Species Coordinate ID Alignment
droSec2 scaffold_10:1789812-1789974

+
dse_320 AAGCATGGGCG-T------------------GGGCATGA---GCGT------C---GGCAACAA------GCACGCATCGAAGCAGCAGCCGCCGTTGCC---GGTGGTCAACTGCAACAATAATAACAACGGC------------------------------------ATCGGCAATAGCAGCTGCAGCAACGGC------------------------GGCGGGAGCAGCAATACCAGCAGCAGCAACGGCAGCAGCAAC

droSim2 x:1847337-1847499 + dsi_116 AAGCATGGGCG-T------------------GGGCATGG---GCGT------C---GGCAACAA------GCACGCATCGAAGCAGCAGCCGCCGTTGCC---GGTGGTCAACTGCAACAATAATAACAACGGC------------------------------------ATCGGCAATAGCAGCTGCAGCAACGGC------------------------GGCGGGAGCAGCAATACCAGCAGCAGCAACGGCAGCAGCAAC
dm3 chrX:2005367-2005529 + dme_396 AAGCATGGGCG-T------------------GGGCATGG---GCGT------C---GGCAACAA------GCACGCATCGAAGCAGCAGCCGCCGTTGCC---GGTGGTCAACTGCAACAATAATAACAACGGC------------------------------------ATTGGCAATAGCGGCTGCAGCAACGGC------------------------GGCGGGAGCAGCACCACCAGCAGCAGCAACGGCAGCAGCAAC
droEre2 scaffold_4644:1979689-

1979881 +
der_1539 AGGCATGGGCG-T------------------GGGCATGG---GCGT------C---GGCAACAA------GCACGCATCGAAGCAGCAGCCGCCGTTGCC---GGTGGTCAACTGCAACAATAATAACAACGGCATCGGCATCGGC------AATAGCAGCAGCAGCAGCAGCAGCTGCAG---------------CAACGG---------CAGCGGCAGCGGGAGCAACAACACCAGCGGCAGCAACGGCAGCGGCAGCAAC

droYak3 X:6318256-6318430 - dya_1808 AGGCATGGGCG-T------------------GGGCATGG---TCGT------C---GGCAACAA------GCACGCATCGAAGCAGCAGCCGCCGTTGCC---GGTGGTCAACTGCAACAATAATAACAACGGCATCGGCATC---------GGCAATAG---------------CAGCAG---CAGCAGCAACGGC---------------------AGCGGTAGCAGCAACACCAGCGGCAGCAACGGCAGCAGCAGCAAC
droEug1 scf7180000409093:112312-

112498 -
GGGCATGGGCG-T------------------GGGCATGA---GCGT------CGTCGGCAACAA------GCATGCCTCGAAGCAGCAGCCGCCGTTGCC---GGTGGTTAACTGCAACAACAATAACAATGGCAGC---------------GGCAATAGCAGCAACAG---------------CTGCAACAATGGCAGCAG---------CAGCAACAACAGCGTCAGCAGCAGCAACGGCAGCAGTAGCAACAGCAGCAAC

droBia1 scf7180000301760:1973764-
1973929 +

GGGCATGGTCG-T------------------GGGCATGG---GCATGGGAGGC---GGCAACAA------GCACGCTTCGAAGCAGCAGCCGCCGTTGCC---GGTGGTTAGTTGCAGCAGCAGTAGCAACAACAAC---------------AACAATGG------CAGCAACAA---------CTGCAGCAACGGC---------------------------------AGCGGCAACAACTGCAGCAACGGCAGCAGCAGC

droTak1 scf7180000415191:76909-
77095 +

GGGCATGGTCA-T------------------GGGCGT------CGT------G---GGCAACAA------GCATGCCTCCAAGCAGCAGCCGCCGTTGCC---GGTGGCTAGCTGCAACAACAACAACAATGGCAGTGGCAGT---------GGCAATAG------------------------CTGCAGCAACGGCAGCAACAGCAGCAGCAACAACGGCAGCAACAGTATGAGCAACGGAGGCGGCAGCAACAGCAGCAAC

droEle1 scf7180000491001:1536616-
1536802 +

AGGCATGGGCA-T------------------GGCCATGG---GCGT------G---GGCAACAA------GCATGCTTCGAAGCAGCAGCCGCCTTTGCCGTCGGTGGTCAGTTGCAACAACAATAACAATGGCAGCGGCAGC---------GGCAATAG------CAGTAGCAG---------CTGCAACAATGGC---------------AGCAGCCACAGCAGCAGCAACGGCTGCAGCAGCAACAGCAGCAACGGCAAC

droRho1 scf7180000779506:63670-
63868 +

GGGCCTGGGCG-TGGGCATGGGCATGGGCATGGTCATGG---GCGT------G---GGCAACAA------GCATGCTTCGAAGCAGCAGCCGCCTTTACC---GGTGGTCAACTGCAACAACAATAACAACGGCAGC------------------GGCAATAGCGTTAGGAG------------CTGCAACAACGGC---AG---------CAGCAGCAGCAGCAGCAACAGCCACAGCAGCAGCAGCAACGGCAGCAGCAGC

droFic1 scf7180000454106:1884443-
1884596 +

TG-----GGCA-G------------------CAGCATCAGTGTCGG------C---AGCAACAGCAGCAGC-----GGC--AGCA--------------------------------ACAGCAACAGCAACAGCAGTGGCAGC---------AACAGTAG---------CAACAGCAACAG---------------CAGCAACAGCAACTGCAGCAACAGCAACGACAGCAGCAACAGCAGCAGCGGCGGCGGCGGCGG----

droKik1 scf7180000302685:196370-
196525 +

AG-CAGCAGCA-T------------------TTACAGCA---GCAG------C---AGCAACAGCATCTA--------C--AGCAGCAG--------------------------CAGCAACA---------TCACCAGCAGCAAC------AACAACAGCATCTACAGCAGCAACAGCAG---------------CAGCTG---------CAGCAACATCTACAGCAGCAACAGCAGCAGCATCATCTACAGCAGCAGCAGC

droAna3 scaffold_13248:2270651-
2270812 -

dan_4064 AG-CAGGAGCG-A------------------CGGCAGCA---GCAG------C---AGCCACAGCAGCAA--------C--AGCAGCAG--------------------------CAGCAACAGCAA---CAGCAACAGCAACAGC------AGCAGCAACAGCAGCAGCAACAGCAGCAG---------------CAGCCA---------CAGCAGCAGCAACAGCAGCAACGACAGCAGCAGCAGCAACGTCAGCAGCAGC

droBip1 scf7180000396423:460726-
460892 +

TAGCCTGAGCGGTGCGCAGGATTATCAG---CAGCATCA---GCAG------C---ACCAACAAC----------------ATCAGCAC-----------------------------------CAGCAGCATCAGCAGCACCAGC------AACATCAACAGCATCAGCAGCACCAGCAG---------------CATCAA---------CAGCATCAGCAGCACCAGCAGCACCAGCAACATCAACAGCATCAGCAGCACC

dp5 2:6797356-6797523 + AG-CAACAGCA-G------------------CAGCAGAA---GCAG------C---CGCAGCAGCAGCAGGT-----GC--AGCA---G--------------------------CAACATCAGCAGCA---GCAGGTACAGCAGCAACAGCAGCAACAACAGCAGCAGCAGCAACTGCAG---------------CAGCAG---------CAACTGCAGCAGCAGCAACAGCAGCAACAGCAGCAGCAACATCAGCAGCAGC
droPer2 scaffold_33:723654-723802 + G--CAGCAGCA-G------------------CAGCAACA---GCAG------C---AGCAGCAAC----------------AGCAGCAG--------------------------------CAGCAGCA---ACAGAAGCAGCAGC------AGCAACAGCAGCAACAGCAGCAGTAACAG---------------CAGCAG---------CAGCAACAGCAGCAGCAGCAACAGCAGCAGCAACAGCAACAGAAGCAGCAGC
droWil2 scf2_1100000004968:2076113-

2076277 +
AG-CATCAGCA-A------------------CAACAACA---GCAG------C---AGCAACAACAGC--------ATC--AGCAACAG--------------------------CAACAGCAGCAACAATGGCAGCAACTGCAGC------AGCAACAACAACAACAGCAGCAACAACAA---------------CAGCAG---------CAGCAACAACAGCAACAGCAACAACAACTGCAGCAGCAACAACAACAGCAGC

droVir3 scaffold_13049:14891824-
14891980 -

CAGCAGCAGCA-G------------------CAGCAACA---GCAG------C---AGCAACAA------C----------AGCAGCAG--------------------------CAACAACAGCAA---CAGCTGCAACAACAGC------AGCAGCAACAGCAGCAACAGCAGCAGCAG---------------CAACAG---------CAGCAACAGCAGCAGCAGCAGCAACAACAGCAGCAACAACATCAGCAGCAGC

droMoj3 scaffold_6308:431080-431241
-

AG-CAGCAGCA-A------------------CAGCAGCA---GCAG------C---AGCAACAGCAGCAG--------C--AGCAGCAG--------------------------CAGCAGCAACAGCA---GCAGCAGCAGCAAC------AGCAACAGCAACAGCAGCAGGAGCAGCAG---------------CAGCAG---------CAGCAGCAACAGCAGCAGGAGCAGCAGCAGCAGCAGCAACAGCAGCAGCAAC

droGri2 scaffold_25:4030-4194 - AG-CAGCAGCG-G------------------CAGCAGCA---GCAG------C---AGCAGCAGCAGCAG--------C--AGCGGCAG--------------------------CAGCAGCGGCAGCAGCAGCAGCGGCAGCAGC------AGCAGTAGCAGCGGCAGCAGCAGCAGCAG---------------CAGCGG---------CAGCAGCAGCAGCAGCAGCGGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:1789812-1789974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:1789812-1789974
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_320.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:1847337-1847499
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_116.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:2005367-2005529
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_396.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:1979689-1979881
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1539.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:6318256-6318430
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1808.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409093:112312-112498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:1973764-1973929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415191:76909-77095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491001:1536616-1536802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779506:63670-63868
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:1884443-1884596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302685:196370-196525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:2270651-2270812
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4064.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396423:460726-460892
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:6797356-6797523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_33:723654-723802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004968:2076113-2076277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:14891824-14891980
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6308:431080-431241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_25:4030-4194
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CDS [Dsec\GM16690-cds]; utr3 [utr3_minus_32]

No Repeatable elements found
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hide 3p reads  show mid mismatch reads

TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAATCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAAAAGAAGCAGCAGCAACAGCAACAACAGGCGCAAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

V115

head

M054

female
body

V113

male
body

.....................................................................................TGCTGCCGGACCAACTCTTGGCG............................................................................................................................... 23 0 1 11.00 11 1 9 1 0

.....................................................................................TGCTGCCGGACCAACTCTTGGCGGA............................................................................................................................. 25 0 1 3.00 3 2 0 1 0

......................................................................................GCTGCCGGACCAACTCTTGGCG............................................................................................................................... 22 0 1 2.00 2 0 1 1 0

.....................................................................................TGCTGCCGGACCAACTCTTGG................................................................................................................................. 21 0 1 2.00 2 0 0 2 0

...................GGCAGGAATGGGAGGATTGG.................................................................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0

..............................................................................................................TTAAGTGGTGCATCCGGAGGAGC...................................................................................................... 23 0 1 1.00 1 0 0 0 1

............................................CTTGCAGGGATGGACACTCAGT......................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 1

..................................................................................................ACTCTTGGCGGATTAAGTG...................................................................................................................... 19 0 1 1.00 1 0 1 0 0

.............................................................................................................ATTAAGTGGTGCATCCGGAGGAGC...................................................................................................... 24 0 1 1.00 1 0 0 0 1

...............................................................................................................TAAGTGGTGCATCCGGAGGAGCG..................................................................................................... 23 0 1 1.00 1 0 0 0 1

.........................................................................................................................ATCCGGAGGAGCGGGATCC............................................................................................... 19 0 1 1.00 1 1 0 0 0

.............CAGTTTGGCAGGAATGGG............................................................................................................................................................................................................ 18 0 1 1.00 1 1 0 0 0

............................GGGAGGATTGGGTAATCTTGCAG........................................................................................................................................................................................ 23 0 1 1.00 1 0 0 1 0

.....................................................................................................CTTGGCGGATTAAGTGGTGC.................................................................................................................. 20 0 1 1.00 1 0 0 1 0

....................................................................................................................................................................................CATCGTCTTCGGCTAGTAAAAAGAAGC............................ 27 0 1 1.00 1 1 0 0 0

.....................................................................................TGCTGCCGGACCAACTCTTG.................................................................................................................................. 20 0 1 1.00 1 0 1 0 0

.......................................GTAATCTTGCAGGGATGGACACTCAGT......................................................................................................................................................................... 27 0 1 1.00 1 1 0 0 0

...............GTTTGGCAGGAATGGGAGGATTGGGT.................................................................................................................................................................................................. 26 0 1 1.00 1 1 0 0 0

...........................................................................................................GGATTAAGTGGTGCATCCGGA........................................................................................................... 21 0 1 1.00 1 0 0 1 0

.....................................................................................TGCTGCCGGACCAACTCTTGGC................................................................................................................................ 22 0 1 1.00 1 1 0 0 0

............................................CTTGCAGGGATGGACACTC............................................................................................................................................................................ 19 0 1 1.00 1 1 0 0 0

....................................................GATGGACACTCAGTCGCTGGCTGCG.............................................................................................................................................................. 25 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

ACTTGGATAAACGGTCAAACCGTCCTTACCCTCCTAACCCATTAGAACGTCCCTACCTGTGAGTCAGCGACCGACGCGAATACCGACGACGGCCTGGTTGAGAACCGCCTAATTCACCACGTAGGCCTCCTCGCCCTAGGCCGTTCTCGGTCCGCGTCAGCGTTAGTAGGCGGTGAAGCAGTAGCAGAAGCCGATCATTTTTCTTCGTCGTCGTTGTCGTTGTTGTCCGCGTTTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V115

head

V114

embryo

....................................................................................................................................................GGTCCGCGTCAGCGTTAGTAG.................................................................. 21 0 1 1.00 1 0 1 0

..............................................................GTCAGCGACCGACGCGAATAC........................................................................................................................................................ 21 0 1 1.00 1 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_14:212311-212545

-
dse_1839 TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAA------------------TCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAAAAGAAGCAGCA---GCAACAGCAA---------------------------------------------CAACAGGCGCAAAA

droSim2 2l:200386-200620 - dsi_106 TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAA------------------TCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAAAAGAAGCAGCA---GCAACAGCAA---------------------------------------------CAACAGGCGCAAAA
dm3 chr2L:214238-214472 - dme_410 TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACTCTTGGCGGATTAACTGGTGCATCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGCGCAGTCGCAA------------------TCATCCGCCACTTCGTCATCCTCTTCGGCTAGTAAAAAGAAGCAGCA---GCAACAGCAA---------------------------------------------CAACAGGCACAAAA
droEre2 scaffold_4929:259805-

260039 -
der_1534 TGAACCTTTTTGCCAGTTTGGCTGGAATGGGAGGATTGGGTAATCTGGCGGGGATGGACACTCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGACCATCTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGCGCAGTCGCAA------------------TCATCCGCCACTTCGTCATCCTCTTCGGCCAGTAAAAAGAAGCAGCA---GCAACAGCAA---------------------------------------------CAACAGGCGCAAAA

droYak3 2L:206672-206906 - dya_1802 TGAACCTTTTCGCCAGTTTGGCTGGAATGGGAGGATTGGGTAATCTGGCGGGTATGGATACTCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACTCTTGGCGGATTAGGTGGTGCATCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGCGCAGTCGCAA------------------TCATCCGCCACTTCGTCCTCCTCTTCGGCTAGTAAAAAGAAGCAGCA---GCAACAGCAA---------------------------------------------CAACAGGCGCAAAA
droEug1 scf7180000409461:602617-

602857 +
TGAATTTGTTTGCAAGCTTGGCGGGAATGGGAGGACTAGGAAATCTGGCGGGGATGGATACCCAATCGCTCGCTGCGCTCATGGCTGCTGCCGGACCTACTCTTGGAGGGTTGACAGGCGCGTCAGGAGGAGTGGGTTCCGGCAAGAGCCAGGCGCAGTC------GGGTGGTGG------CTCTTCCGCCGCTTCGTCATCCTCGTCGGCCAGTAAGAAAAAGCAGCA---GCAACAGCAG---------------------------------------------CAACAAGCTCAAAA

droBia1 scf7180000301547:44555-
44807 +

TGAACCTGTTTGCCAGTTTGGCGGGAATGGGAGGATTGGGAAATCTGGCGGGGATGGACACCCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTGACTGGTGCGTCCGGAGGAGCGGGTTCCGGTAAGAGCCAGTCGCAGTCACAGTCGGGTGGTGG------CTCATCCGCTGCTTCCTCATCCTCCTCGGCCAGTAAGAAAAAGCAACA---GCAACAACAG---------------------------------------CAGCAGCAGCAGGCGCAAAA

droTak1 scf7180000413017:324186-
324438 +

TGAATCTGTTTGCCAGTTTGGCGGGAATGGGAGGATTGGGCAATCTCGCCGGGATGGACACCCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGACCAACTCTTGGCGGATTGACTGGTGCATCCGGAGGAGCGGGTTCCGGCAAGAGCCAGGGGCAGTCACAGTCGG---GTGG------CTCATCCGCCGCCTCCTCA---TCCTCGGCCAGCAAGAAGAAGCAGCA---GCAGCAGCAACAACA---------------------------------GCAGCAGCAGCAGGCTCAAAA

droEle1 scf7180000490454:159986-
160244 +

TGAACCTGTTTGCAAGTCTGGCAGGAATGGGAGGACTGGGAAATCTGGCGGGGATGGACACCCAGTCGTTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTAGGCGGATTGACGGGTGCTTCCGGAGGAGCGGGCTCCGGCAAGAGCCAGGTGCAGTCGCAGTCGGGTGGCAG------CTCATCTGCGGCTTCCTCATCCTCTTCGGCCAGCAAGAAAAAGCAGCA---GCAGCAACAGCAACA---------------------------------AGCTCAACAGCAGGCGCAAAA

droRho1 scf7180000779252:239935-
240190 -

TGAACCTGTTTGCAAGCTTGGCGGGAATGGGAGGATTGGGAAATCTAGCGGGGATGGACACCCAGTCGCTGGCTGCACTTATGGCTGCTGCCGGACCAACTCTAGGCGGATTGACTGGTGCTTCCGGAGGAGCGGGTTCCGGTAAGAGCCAGGTGCAGTCGCAGTCCGGCGGTGG------CTCATCCGGTGCTTCCTCATCCTCTTCGGCCAGCAAGAAAAAACAGCA---GCAACAACAA---CA---------------------------------GGCTCAACAGCAGGCGCAAAA

droFic1 scf7180000453904:479755-
480010 -

TGAATCTGTTCGCCAGTCTGGCGGGAATGGGAGGACTGGGCAACCTGGCGGGCATGGACACCCAGTCGCTGGCTGCGCTAATGGCTGCTGCCGGACCAACTCTTGGCGGACTGACCGGTGCTTCCGGAGGAGCGGGTTCCGGCAAGAGCCAGGCGCAGTCGCAGTCGGGCGGAGG------TTCGTCCGCCGCTTCCTCGTCCTCCTCGGCCAGCAAGAAGAAGCAGCA---ACAGCAGCAG---CA---------------------------------GGCCCAACAGCAGGCGCAGAA

droKik1 scf7180000302401:520543-
520816 -

TGAACCTGTTCGCCAGTCTGGCGGGCATGGGAGGTTTGGGCAACTTAGCTGGGATGGACACCCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACTCTTGGCGGTTTGACGGGTTCAGCCGGCGGAGCGGGTTCCGGCAAGAGTCAAGGGCAGTCGTCG---------------------TCGGCCGCC---TCATCCTCCTCGGCCAGCAAGAAGAAGCAACA---GCAGCAGCAGCAACAACAGCAGCAGCAGCAGGCAGCGGCAGCGGCAGCTGCCCAGCAGCAGGCGCAAAA

droAna3 scaffold_12943:4179527-
4179770 +

dan_4050 TGAATCTGTTCGCCAGCTTGGCGGGCATGGGAGGATTGGGCAATCTGGCCGGTATGGACACCCAGTCGCTGGCAGCGCTGATGGCTGCTGCCGGACCATCGCTTGGAGGACTGACAGGCAGTTCCGGAGCGGCGGGATCCAGCAAGAACCAAGGCCAGTC------TGGCGGCGG------CTCCTCCAACTCG---TCCTCATCGTCGGCGAGCAAAAAGAAGCAGCA---GCAGCAACA---------------------------------------GGCGCAACAGCAGGCCCAGAA

droBip1 scf7180000395973:401593-
401836 +

TGAATCTGTTTGCCAGCCTGGCAGGCATGGGAGGATTGGGCAACCTGGCGGGTATGGACACCCAGTCGCTGGCTGCGCTTATGGCGGCTGCCGGGCCTTCTCTCGGAGGGTTGACGGGCAGTTCCGGAGCGACGGGATCCGGCAAGAATCAAGGGCAGTC------TGGTGGCGG------CTCCTCGAACTCG---TCCTCATCATCGGCGAGCAAGAAGAAGCAGCA---GCAGCAACA---------------------------------------GGCGCAACAACAGGCCCAGAA

dp5 4_group1:4397239-4397470
+

dps_3851 TGAATCTGTTTGCCAGCCTCGCGGGCATGGGAGGATTGGGAAATCTGGCGGGCATGGACGCCAATTCGCTGGCTGCGCTCATGGCTGCTGCTGGGCCAACCCTGGGGGGCCTCACAGGCACCTCGGGCG---GGGGTTCCGGCAAGAGTCAGTCGCAGGT------CGGCGGTGGCG------GAGGCGGCAA------CTCCTCCTCGTCCAGCAAGAAGAAGCAACA---GCAGCAGAGC---------------------------------------------GAGGCGGCGCAACT

droPer2 scaffold_5:812647-812878
-

dpe_2515 TGAATCTGTTTGCCAGCCTCGCGGGCATGGGAGGATTGGGAAATCTGGCGGGCATGGACGCCAATTCGCTGGCTGCGCTCATGGCTGCTGCTGGGCCAACCCTGGGGGGCCTCACAGGCACCTCGGGCG---GGGGTTCCGGCAAGAGTCAGTCGCAGGT------CGGCGGTGGCG------GAGGCGGCAA------CTCCTCCTCGTCCAGCAAGAAGAAGCAACA---GCAGCAGAGC---------------------------------------------GAGGCGGCGCAACT

droWil2 scf2_1100000004577:93934-
94186 -

dwi_5426 TGAATCTGTTTGCCAGTTTGGCGGGCATGGGAGGATTGGGTAATCTGGCTGGTATGGATGCCCAGTCGCTGGCTGCGCTCATGGCTGCTGCCGGGCCAACATTGGGTGGCCTAACGGGCAACTCTGGT---GCTGGATCCGGCAAGAGCCAGTCGCAGGG------CGGCGGCGGTGC---ATCTTCATCCACTTCGTCG---TCTTCATCGAGCAAAAAGAAGCAACA---ACAGCAGCAACAACAGCA------------------------------GCAGCAACAACAACAACAAAA

droVir3 scaffold_12963:8889365-
8889587 +

dvi_24647 TGAATCTGTTTGCCAGCCTGGCGGGCATGGGCGGTCTGGGTAATCTGGCCGGCATGGATGCCCAGTCGCTGGCTGCGCTCATGGCTGCTGCGGGACCAACGCTCGGCGGCCTTACAGGCAGCACGA---GCGCGGGCACCGGCAAGAGCCAGTCGCAGTC------CAGCGCTGGCGGCAACTCCTCCAGCGCCTCC---TCATCGGCGGCCAGCAAGAAGAAGCAGCA---ACAG---------------------------------------------------------------AA

droMoj3 scaffold_6500:2441410-
2441638 -

dmo_3157 TGAATCTGTTCGCCAGTCTGGCCGGCATGGGCGGCTTGGGTAATCTGGCCGGCATGGATGCCCAGTCACTGGCTGCGCTCATGGCTGCTGCTGGACCAACGCTTGGCGGCCTCACAGGCAGCACA---AACGCGGGCACCGGCAAGAGCCAGTCGCAGTC------CAGTGGTGGCGGCAACTCCTCCAGCACCTCCTCCTCGTCGGCGGCCAGCAAGAAGAAGCAACA---GCAGCAG------------------------------------------------------------AA

droGri2 scaffold_15252:12898706-
12898973 -

dgr_471 TGAATCTGTTCGCCAGCTTGGCGGGCATGGGCGGTTTGGGTAATCTCGCTGGCATGGATGCCCAGTCGCTGGCTGCGCTCATGGCTGCTGCGGGTCCAACGCTCGGCGGCCTAACCGGCAGCTCGGGC---CTCGGCACCGGCAAGAGCCAGTCGCAGTC------CGGCGGCGGTGGCAGCTCCTCCAGTGCCGGTTCCTCTTCAGCGGCCAGCAAGAAGAAGCAGCAACAACAGCAGCAGCAACAACAACAGCAACAA------------------------CAGCAGCAACAGCAAAA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:212311-212545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:212311-212545
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1839.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:200386-200620
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_106.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:214238-214472
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_410.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:259805-260039
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:206672-206906
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1802.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409461:602617-602857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301547:44555-44807
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413017:324186-324438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490454:159986-160244
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779252:239935-240190
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453904:479755-480010
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302401:520543-520816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:4179527-4179770
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4050.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395973:401593-401836
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:4397239-4397470
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3851.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:812647-812878
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2515.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:93934-94186
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5426.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:8889365-8889587
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24647.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:2441410-2441638
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3157.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:12898706-12898973
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_471.html
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Legend: mature star mismatch in alignment mismatch in read
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TCTACTCGAACCATTTATTTTAATCCTGCTGTTTGCCTACAACTTCTCATGTAAGTCCGGTGAAGTTATCTTAGGTCATAAGTATCACTAAGGCTATGTGAACTCCCCCGGATTTTAGCAACCGTTCTGAAGAATGAAGTCATCTACCAAAGCTGCACGGCGGGTTTG

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V115

head

V114

embryo

V113

male
body

.................................................................................................GTGAACTCCCCCGGATTTTAGT................................................. 22 1 1 9.00 9 4 3 0 2

..................................................GTAAGTCCGGTGAAGTTATCTT................................................................................................ 22 0 1 6.00 6 1 2 2 1

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

..................................................GTAAGTCCGGTGAAGTTATCT................................................................................................. 21 0 1 3.00 3 0 1 1 1

...................................................TAAGTCCGGTGAAGTTATCTTA............................................................................................... 22 0 1 1.00 1 1 0 0 0

................................................................................................TGTGAACTCCCCCGGATTTTAGC................................................. 23 0 1 1.00 1 0 1 0 0

..................................................GTAAGTCCGGTGAAGTTATCTTA............................................................................................... 23 0 1 1.00 1 1 0 0 0

.................................................................................................GTGAACTCCCCCGGATTTTAGA................................................. 22 1 1 1.00 1 1 0 0 0

................................................................................................TGTGAACTCCCCCGGATTTAGT.................................................. 22 3 2 0.50 1 0 1 0 0

Anti-sense strand reads

AGATGAGCTTGGTAAATAAAATTAGGACGACAAACGGATGTTGAAGAGTACATTCAGGCCACTTCAATAGAATCCAGTATTCATAGTGATTCCGATACACTTGAGGGGGCCTAAAATCGTTGGCAAGACTTCTTACTTCAGTAGATGGTTTCGACGTGCCGCCCAAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_1:2684620-2684789 - dse_191 TCTACTCGAACCATTTATTTTAATCCTGCTGTTTGCCTACAACTTCTCATGTAAGTCCGGTGAAGTTATCTTAG--GT--------CATAAGTATCACTAA-GGCTAT-----GTGAAC--TCC-CCCGGATTTTAGCAACCGTTCTGAAGAATGAAGTCATCTACCAAAGCTGCACGGCGGGTTTGGG
droSim2 2r:5855457-5855626 - dsi_3455 TCTACTCGAACCATTTATTTTAATCCTGCTGTTTGCCTACAACTTCTCATGTAAGTCCAGTGAAGTTATCTTAG--GG--------CTTTCGTATCACTAA-GGCTAT-----GTGTAC--TCC-CCCGGATTTTAGCAACCGTTCTGAAGAATGAAGTCATCTACCAAAGCTGCACGGCGGGTTTTGG
dm3 chr2R:5052101-5052270 - dme_463 TCTACTCGAACCATTTATTTTAATCCTGCTGTTTGCCTACAACTTTTCATGTAAGTCCAGTGAAATGATCTTAG--GG--------CATTCGTATCACTAA-GGCTAT-----GTGTAA--TCG-CCTGGATTTTAGCAACCGTTCTAAAGAATGAAGTCATCTACCAAAGCTGCACCGCGGGTTTCGG
droEre2 scaffold_4929:17603776-

17603945 +
TCTTCTGGAACCATTTATTTTGATCCTGCTCTTTGCCTACAACTTTTCATGTAAGTCCAGTGAAGTGATCTTAG--AG--------CATTAGTATCAATAT-AGCTTT-----GTATAC--TCC-CGCGGATTTCAGCAACTGTTCTGAAGAATAAAGTAATCTACCAAAGCTGCACGGCGGGTTTCGG

droYak3 2L:17707674-17707843 - TGTTCTCGAACCATTAATTTTAATCCTGCTATTTGCCTACAACTTTTCTTGTAAGTCCAGTGAAGTGACCTTAG--GG--------CATTAGTTTCACTAA-AGCTCA-----GTGTAC--TCC-TCCGGATTTCAGCAACCGTTCTGAAAAATAAAGTCATCTACCAAAGCTGTACGGCGGGTTTAGG
droEug1 scf7180000409183:694844-

695003 -
TCTACTAGAGCCGTTCATTTTAATCCTGCTCTTTGCCTATAACTTTTCATGTAAGTGCCTTGGGAAGAGTAAGGTT----------AGCCGTGATCACTAA-T---------------C--TTT-TTCCAATTTTAGCAACCGTTTTGAAAAATGAAGTAATATATCAAAGCTGCACAGCGGGTTTCGG

droBia1 scf7180000301506:1680888-
1681056 +

TCTACTCGAGCCCTTCATTTTAGTCCTGCTTTTTGCGTACAACTTCTCGTGTAAGTATAGGGAGACTAACTAAGTC----------GTATATATTTCTTAA-T-ACAA-----GGGTAT--TTC-CATGGTTTTTAGCCACCGTTTTGAAGAATGAAGTCATATACCAGAGCTGCACAGCGGGTTTCGG

droTak1 scf7180000411009:35414-35569
+

TCTACTCGAGCCCTTCATTTTAATCCTGTTATTTGCCTACAATTTCTCGTGTAAGTTGAGTGGGATTAAGTTAGTT----------GGACATTCTCGATAA-T----------------------TTTAGATTTCAGCCACCGTACTGAAGAATGAAGTCATCTACCAAAGCTGCACAGCAGGCTTCGG

droEle1 scf7180000491201:868352-
868514 -

TCTGCTCGAACCCTTTATTCTCATCCTGCTCTTTGCCTACAATTTCTCGTGTAAGTTCAGTGGGATGATCTTTG--CC--------T-----GATCGTTAA-C--TAA-----AGGTAC--TTC-CCCGGATTTCAGCAACCGTTTTGAAGAATGAAGTCATCTACCAGAGCTGTACAGCGGCTTTCGG

droRho1 scf7180000773652:145047-
145215 -

TCTACTCGAGCCCTTCATTCTCATTCTGCTATTTGCCTACAATTTCTCTTGTAAGTCAATTAAGATAATCTTAGTT----------AGGCCTGATCATTAA-T-TTAT-----AGGTTC--TTC-CCCGGATTTTAGCAACCGTCTTGAAGAATGAAGTCATCTACCAAAGCTGCACAGCGGGTTTCGG

droFic1 scf7180000453851:1230716-
1230884 +

TCTTCTTGAACCCTTTATTCTTATCCTGCTCTTTGCCTATAATTTCTCGTGTAAGTGATGTTAAATATTATTGCTT----------AGATCCGGTCGTTGA-G-ATGG-----GGGAAT--TTA-TCACAATTTCAGCAACCGTTTTGAAGAATGAAGTCATCTATCAAAGCTGCACAGCGGGTTTTGG

droKik1 scf7180000302476:2358555-
2358719 +

TCTGCTTGAACCCTTCATTTTAATTCTACTCTTCGCCTACAACTTCTCCTGTAAGTTAGATGCTGCTA-----GCC----------TCAGCTGATCTTTAT-T-GTAT-----GGGGAT--TCCGCTGGGATTTCAGCCACTGTTTTGAAGAATGAAGTCATCTACCAGAGTTGCACGTCCGGTCTTGG

droAna3 scaffold_13266:6720501-
6720669 +

TCTTCTCGAGCCTTTGATTCTGATCCTGCTTTTTGCCTATAACTTCTCGTGTAAGTTTGATCAGAATATTTAAGCT----------GGACATGATCTCTAA-C-TGCA-----GGTGAT--TCC-CCCGGAATCCAGCAACTGTTCTTAAAAATGAAATCATTTATCAAAGCTGCACGGCTGGTTTTCG

droBip1 scf7180000396423:268775-
268943 +

TCTTCTCGAGCCTTTAATTTTGATCCTGCTTTTTGCCTACAACTTCTCGTGTAAGTCTAATCAAAAAATTGAAATT----------TAAAATACTCGCTAA-T-GGCA-----TGTGAT--TCC-CTCGGAATCCAGCAACTGTTCTTAAAAATGAAATCATTTATCAAAGCTGCACGGCTGGTTTTCG

dp5 3:14660459-14660612 - TCTGCTGGAGCCCTTTATATTAATTCTTTTGTTCGCCTACAATTTTTCCTGTAAGTGTTCGTCTGCT-----------TGGGAGGC---TGT-----CT-CAT-TG----------TAT---TT-CCTTTATTGCAGCCACTGTATTGAAGAATCAAATAATCTATCAAAGCTGCACGGCTGGGTTCGG
droPer2 scaffold_4:2955008-2955161 + TCTGCTGGAGCCCTTTATATTAATTCTTCTGTTCGCCTACAATTTTTCCTGTAAGTGTTCGTCTGAT-----------TGGGAGGC---TGT-----CT-CAT-TG----------TAT---AT-CCTTTATTGCAGCCACTGTATTGAAGAATCAAATAATCTATCAAAGCTGCACGGCTGGGTTCGG
droWil2 scf2_1100000004954:5242156-

5242308 -
TCTGATTGAGCCCTTGATATTGATACTCTTATTTGCCTACAATTTCTCATGTAAGTTCGATGTAGAT----T------TGGTATGC---A-AAAT---------CA-----------CAATTT--TTGTCCTTGCAGCCACCATATTTAAGAATCAAGTAATATATCAAAGCTGCACTGCGGGCTTGGG

droVir3 scaffold_12823:1765108-
1765268 +

TCTCTTGGAGCCGCTGATTCTAATTCTGCTCTTCGCCTACAATTTCTCATGTGGGTTGCGCAAGATG-TCCAGGCT----------AAACATGTT----AA-AGCA-----------TATTATT-CGTATATTTCAGCAACCATATTGAAATCTCAAATTATCTATCAGAGCTGCACGGCGGGGTTTGG

droMoj3 scaffold_6496:1059288-
1059444 +

TCTTTTGGAGCCGCTGATCTTGATCTTGCTCTTCTCATATAATTTCTCCTGTAAGTCTTGCATACCG-CATAAACT----------AGATGCAAC---T-AAT-CG-----------T----AA-CTTGTATTTCAGCCACCATATTGAAAACTCAGATCATCTATCAGAGCTGCACGGCGGGCTTTGG

droGri2 scaffold_15245:16272029-
16272192 -

TCTACTGGAACCGTTGATATTGATATTGCTCTTTGCATATAATTTATCAGGTGAGCTTTGAGAACTT----CAG-------CA---GATAACCA------TAA--TACACGTACATGTT--TAC-AACATATTTTAGCTACCGTGCTCCAATCGCAAATCATCTATCAAAGCTGCACAGCTGGCTTGGG
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dsec\GM22011-in]; CDS [Dsec\GM22011-cds]; CDS [Dsec\GM22011-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAAGTGCGCTCCACTGCCCGTCAATCTGGCCACCGCTCGAATCGTCAAAGGTAAGATGAATTTGGCCAAAAAATTAAACATTTTACCATAATTCTTCTTGCAGTGGAGCTGCGCAAGAAGGCGAAGCGCGAAAAACAGGCAGCTAAAAAGGCT

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V115

head

M054

female
body

V114

embryo

..................................................................................TTACCATAATTCTTCTTGCAGT................................................. 22 0 1 21.00 21 8 7 5 1

.................................................................................TTTACCATAATTCTTCTTGCAGT................................................. 23 0 1 2.00 2 1 1 0 0

..................................................................................TTACCATAATTCTTCTTGCAG.................................................. 21 0 1 2.00 2 0 2 0 0

..................................................................................TTACCATAATTCTTCTTGCAGC................................................. 22 1 1 1.00 1 1 0 0 0

.................................................................................TTTACCATAATTCTTCTTGCAGA................................................. 23 1 1 1.00 1 0 0 1 0

..................................................GTAAGATGAATTTGGCCA..................................................................................... 18 0 1 1.00 1 0 0 0 1

Anti-sense strand reads

ATTCACGCGAGGTGACGGGCAGTTAGACCGGTGGCGAGCTTAGCAGTTTCCATTCTACTTAAACCGGTTTTTTAATTTGTAAAATGGTATTAAGAAGAACGTCACCTCGACGCGTTCTTCCGCTTCGCGCTTTTTGTCCGTCGATTTTTCCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_1:13796255-

13796409 +
dse_154 TAAGTGCGCTCCACTGCCCGTCAATCTGGCCACCGCTCGAATCGTCAAAGGTAAGA---TG---------------------------------------------------------------AATTTGG---------CCA--------------------------------AA--AAAT-----------------T--AA------------------------------------------------------------------------------------------------ACATTTTACCATA------------------------------------------------------------------------------A-TTCTTCTT---------GCAGTGGAGCT---------GCGCAAGAAGGCGAAGCGCGAAAAACAGGCAGCTAAAAAGGCTAA

droSim2 2r:16810525-16810689 + CAAGTGCGCTCCACTGCCCGTCAATCTGGCCACCGCTCGAATCGTCAAAGGTAAGA---TG---------------------------------------------------------------AAT-----TTA---------------------TTCTTATTA---------------AAT-----------------T--AA------------------------------------------------------------------------------------------------ACATTTTACTATAAATC------------------------T----------------------------------------------TGTT-AAATTCTT---------GCAGTGGAGCT---------GCGCAAGAAGGCGAAGCGCGAAAAACAGGCAGCTAAAAAGGCTAA
dm3 chr2R:16229905-16230068 + CAAGTGTGCACCACTGCCCGTCAATCTGGCCACCGCTCGAATTGTCAAAGGTAAGA---TG---------------------------------------------------------------AATTTGGCA------------------------------------------AAAAAAAC-----------------T--TA------------------------------------------------------------------------------------------------ACATTTTACTATAATTC------------------------T----------------------------------------------TGTT-CAATTTTT---------GCAGTGGAGCT---------GCGCAAGAAGGCGAAGCGCGAAAAACAGGCAGCTAAAAAGGCTAA
droEre2 scaffold_4845:10382833-

10383000 +
CAAGTGCGCTCCGCTGCCCGTCAATCTGGCCACCGCCCGAATTGTCAAAGGTAAGTTGGTT---G-----------------------------------------------------------ATT-----TTG-----GTA--------------------------------AA--ACAT-----------------C--AA------------------------------------------------------------------------------------------------ACATTGTGCTAAA---------------------------------------------------------------CTT----G-AGCTTTT-TAATTGCT---------GCAGTGGAGCT---------GCGCAAGAAGGCCAAGCGCGAAAAACTGGCGGCTAAGAAGGCTAA

droYak3 2R:12963260-12963423 - CAAGTGTGCTCCACTGCCCGTCAATCTGGCCACCGCCCGAATTGTTAAGGGTAAGA---TG---------------------------------------------------------------ATT-----TTG-----CTA--------------------------------AA--ACAT-----------------C--AA------------------------------------------------------------------------------------------------TCATTGTACTA--------------------------------------------------------------AACACCCCT------TTTT-TAATTCCT---------GCAGTTCTGCT---------GCGCAAGAAGGCCAAGCGCGAAAAACTGGCAGCTAAGAAGGCTAA
droEug1 scf7180000409474:1743886-

1744049 -
CAAGTGCGCACCGTTGCCCGTCAATTTGGCTACAGCCCGGATTGTTAAAGGTAAATAGTTT---TAAAT----------------------------------------------------------------------------------GCTTGTTTTTGTATAAT--------------T-----------------T--TT------------------------------------------------------------------------------------------------ATATA----------TT---------------------------------------------------------------TATTT------TG-TA---------ACTTTACAGTGGAGCT---------GCGCAAGAAGGCCAAGCGTGAAAGATTGGCAGCTAAAAAGGCTAA

droBia1 scf7180000302291:3079877-
3079965 -

AATA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATT-----------------T--AA------------------------------------------------------------------------------------------------ATATTTTAT-----------------------------------------------------------------------TTTT-G-----AA-CC---------AATTTACAGTGGAGCT---------GCGCAAGAAGGCCAAGCGAGACAGATTGGCAGCGAAGAAGGCTAA

droTak1 scf7180000415159:202857-
203099 -

TAAATGCGCCCCGATGCCCGTAAATTTGGCGACCGCTCGCATGGTCAAAGGTAAGT---TTATACGTAATATATTATTTTATATTTTTAAAATAATTTTTAATTATTAAGAAAAAATATTTAAGGTT-----CTT-----CT----------------------TA---------------AT-----------------C--TA-------------------------------------------------------------A------CGACTTCAGGTTAATACGAAT---------TT-------------------------------------------A--------------------GTACAAATTTTATTTT-T-----AA-TT---------TATTTTCAGTGGAGCT---------TCGCAAGAAGGCCAAGCGTGATAGATTGGCAGCAAAGAAGGCTAA

droEle1 scf7180000491201:471575-
471753 +

CAAGTGCGCCCCGTTGCCCGTTAACTTGGCCACCGCCCGCATTGTCAAAGGTGGGT---TC---------------------------------------------------------------AAT-----TTC-----TT----------------C---------------------TGT-----------------T----------------------------------------------------------------------------------------------------------------------------------------------AATTGAATTAATTAATTATTCCTTTGAATGAAATATGTTTTG-T-----A-ATTTTCTT---------ACAGTGGAGTT---------GCGCAAGAAGGCTAAGCGCGACAGGTTGGCAGCTAAAAAGGCTAA

droRho1 scf7180000777843:16259-
16500 -

CAAGTGCGCCCCGATGCCAGTTAATTTGGCAACCGCCCGGATTGTCAAAGGTAAGTACCCT---TTTGG--------------------------GTACCA-----------------------ATTTTGGCA------------------------------------------AAATAAA------------------ACTTTATCCAATTATTGTTTAACTTAATTAAACATTTTATTTAGTATCATACACTCTTGGATTATAAACATAA---------A-----------AATATATG-----------------------------------------------------------------------------TATTTT-T-----AA-TA---------TATTTACAGTGGAGTT---------GCGCAAGAAGGCTAAACGTGATAGATTGGCAGCTAAAAAGGCTAA

droFic1 scf7180000454039:1526971-
1527224 +

CAAATGCGCACCGATGCCCGTCAATTTGGCCACCGCCCAAATGGTCAAAGGTAAGAAAGTT---TTCTT----------------------------CCTA-----------------------ATTTTGGCG------------------------------------------GAAAA--TTGGTAGTATTCCGTAATACAATGTTCACTCATCG------------------------------------CTCTTG------CATCCTTG---------C-----------T----------------CTTAACCCATTTGATTAAAATGTGGCTTGTT-ATTCGA--------------------AGCTAAATATTCTTCT-T-----AA-TG---------TTTTGACAGTTGAGCT---------GCGCAAAAAGGCCAAACGTGATAGAGCGGCTGCTAGGAAGGCTAA

droKik1 scf7180000302471:687035-
687204 +

TAAGTGCGCCCCGATGCCTGTTAATTTGGCAACAGCGCGCATTGTTAAAAGTATTA---TT---------------------------------------------------------------TAT-----ATA-----TTA-------------------------------------TAT-----------------T--TT------------------------------------------------------------AAATATTA---------A-----------T----------------ATTAATT---------------------------------------------------------------TATTT-----TA-TTATTATT---------ATAGCGCTGCTGAAGAAGAAGGCCAGGGCGGAGAAGAAGGCCAAGAAGGCGGAGAAAAAGGCCCA

droAna3 scaffold_13266:3050704-
3050860 -

CAAGTGCGCTCCACTGCCTGTGAACTTGGCCACCGCCCAGATAGTCAAAGGTAAGA---TG---------------------------------------------------------------ATC-----TTT-----CT----------------------AG---------------AC-----------------C--TG-------------------------------------------------------------G--TAT----------TT----------A-ATTAAC--------------CC------------------------T----------------------------------------------TTTT-TAACGATT---------GCAGTGGAACT---------AAGGAAGAAGGCCAAGAAGGACAGGGCCGAAGCGAAAAAGGCCAA

droBip1 scf7180000396427:1515290-
1515451 -

CAAGTGCGCTCCTTTGCCTGTGAACCTGGCTACCGCCCAGTTGGTTAATGGTAAGA---TG---------------------------------------------------------------ATC-----CTA-----CTA----------------TAGTT-----------TAGAATAC-----------------C--CT------------------------------------------------------------------------------------------------GTATCTGAT------------------------------------------------------------------------TTG-T----AA-TTCTCATA---------ACAGTGGAGCT---------AAAGAAGAAGGCCAAGAAAGACAGGGCTGACGCTAAGAAGGCCAA

dp5 3:10292111-10292277 + CAAGTGTGCCCCGCTGCCCATCAACCTGGCCGCCGCTCGGATAGTCAAGGGTAAGTGGGCG---AGTGG----------------------------------------------------------------------------------GTGAGATCTTATAGGAT--------------------------------ACGAT--------------------------------------------------------------------------------------------------GT---------------------------------------------------------------------AATACTCTGCTC------TA-TT---------GGTTTGCAGTGAACCT---------GGCCAAGAAGCGCAAGGCTGATAAGAAGGCCGCCAAGAAGGCCAA
droPer2 scaffold_4:5625941-5626107

+
CAAGTGTGCCCCGCTGCCCATCAACCTGGCCGCCGCTCGGATAGTCAAGGGTAAGTGGGCG---AGTGG----------------------------------------------------------------------------------GTGAGATCTTATAGGAT--------------------------------ACGAA--------------------------------------------------------------------------------------------------GT---------------------------------------------------------------------AATACTCTGCTC------TA-TT---------GGTTTGCAGTGAACCT---------GGCCAAGAAGCGCAAGGCTGATAAGAAGGCCGCCAAGAAGGCCAA

droWil2 scf2_1100000004514:3866447-
3866606 +

CAAGTGTGCTCCGCTGCCAGTGAATTTGGCCCAAGCAAGACAAATTAAGGGTAAGTATTG-----------------------------------------------------------------CC-----ATT-----A-A------------------------------------AGAT-----------------T--TG-------------------------------------------------------------GGTTTT----------TC----------A-ATTGAA--------------TA------------------------T----------------------------------------------TTCT-TTTTTCTT---------GCAGTTGAGTT---------GCGTAAGAAACGCAAACGTGAAATGAAGGCAGCCAAAAAGGCCAA

droVir3 scaffold_12875:9018958-
9019116 -

CAAGTGTGCACCACTTCCCGTCAACTTGGTAACTGCAAAATACGTTAAATGTAAGTGATAC---G-----------------------------------------------------------GTT-----TTTATGTGCCA---AA------------AGTATAAT--------------T-----------------A--AA------------------------------------------------------------------------------------------------TTAAA----------TT------------------------A----------------------------------------------ACCT-CAAAAATT---------GTAGCTCATTT---------GCGCAAACTGAAAAGGCAGGCCAAGCTGGCA-------AAGAAAA

droMoj3 scaffold_6496:18159858-
18160027 +

CAAGTGTGCACCACTTCCGGTCAATCTGGTTGGCGCTTATCAAGTCAACGGTAACTCCTTT-----------------------------------------------------------------------GCG-----CTATCAAA-----TATGTCTTCTATTAT---------------------------------------------------------------------------------------------------------------------------------------ATA----------CT--------------------------------------------------------AATCCT---------------AAACACTACAGCACATTTGAAACAACT---------AAGTAAAGAAGCGAAGGCCGCAAAGAAAGCCGCTAAAAAGGCAGC

droGri2 scaffold_15245:2355621-
2355792 -

CAAATGTGCACCACTTCCAGTCAATTTGGCCACAGCTCATATTGTTAATGGTTAGT---TT---------------------------------------------------------------AA-------------------AAATGTGTTTATCTTTTTTAAGTGCACCCAT----------------------------------------------------------------------------------------------------------AT----------A-TCCAAG-----------------------------------------------------------------------------CATTTTT------TC-TG---------AATTTTTAGGGAAACT---------ACGCAAAATGAAGAAACAGGAAAGGCTTGCGAAAAAGAAGGCTAA
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ATTTTCAATACAGAAAAATAGACACTTGCGCGTATTCAGCTGAAACGGTAGTTTGCAGTTCAATTCGTTGAGTGCTTTCTTTCGAGTATTTAAACTTTTAAAAATACACATTTTTAAAGGCTTAAATCGATTCCGAGTTAATCACTAACCGAACTGAACCGCAAACAGGCCTTTAGATCCAAAGAAAACCCACCGATAGAAACATGTCCAAGCCA

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V113

male
body

M054

female
body

V114

embryo

.................................................................................................................................................TAACCGAACTGAACCGCAAACAG............................................... 23 0 1 7.00 7 5 1 1 0

...............................................GTAGTTTGCAGTTCAATTCGT................................................................................................................................................... 21 0 1 5.00 5 2 1 2 0

....................................................TTGCAGTTCAATTCGTTGAGTG............................................................................................................................................. 22 0 1 4.00 4 2 1 0 1

...............................................GTAGTTTGCAGTTCAATTCG.................................................................................................................................................... 20 0 1 2.00 2 0 2 0 0

.............................................................................................................................................TCACTAACCGAACTGAACCGCA.................................................... 22 0 1 1.00 1 0 0 1 0

...................................................TTTGCAGTTCAATTCGTTGAGTGA............................................................................................................................................ 24 1 1 1.00 1 0 1 0 0

...................................................................................................................................................ACCGAACTGAACCGCAAACAGT.............................................. 22 1 1 1.00 1 0 0 0 1

.................................................................................................................................................TAACCGAACTGAACCGCAAACA................................................ 22 0 1 1.00 1 1 0 0 0

.........................................................GTTCAATTCGTTGAGTGCT........................................................................................................................................... 19 0 1 1.00 1 0 0 1 0

..................................................................................................................................................AACCGAACTGAACCGCAAACAGT.............................................. 23 1 1 1.00 1 0 0 0 1

...............................................................................................................................................ACTAACCGAACTGAACCGCA.................................................... 20 0 1 1.00 1 1 0 0 0

................................................TAGTTTGCAGTTCAATTCGTT.................................................................................................................................................. 21 0 1 1.00 1 1 0 0 0

...............................................GTAGTTTGCAGTTCAATTCGTT.................................................................................................................................................. 22 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TAAAAGTTATGTCTTTTTATCTGTGAACGCGCATAAGTCGACTTTGCCATCAAACGTCAAGTTAAGCAACTCACGAAAGAAAGCTCATAAATTTGAAAATTTTTATGTGTAAAAATTTCCGAATTTAGCTAAGGCTCAATTAGTGATTGGCTTGACTTGGCGTTTGTCCGGAAATCTAGGTTTCTTTTGGGTGGCTATCTTTGTACAGGTTCGGT

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

#
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Hit
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_3:2332077-

2332291 -
dse_1819 ATTTTCAATACAGAAA---AATAGACACTTGC--------GCGTATTCAGCTGAAACGGTAGTTTG------------------------CAGTTCAATTCGTTGAGTGCTTTCTTTCGAGTATTTAAACTTTTAAAAATACACA----T---T-TTTAAAGGCTTAAATCGAT-T-----CCGAGTTAATCACT-AACCGAACTGAACCGCA-AACAGGCCT-TTAGATCCAAAG---AAAA----CCCACCGATA---------GAAACATGTCCAAGCCA

droSim2 2l:6567295-6567509 - dsi_32461 ATTTTCAATACAGAAA---AATAGACATTTGC--------GCGTATTCAGCTGAAACGGTCGTTTG------------------------CAGTTCAATTCGTTGAGTGCTTTCTTTCGAAAATTTAAACTTTTAAAAATACATA----C---T-TTTAAAGGCTTAAATCGAT-T-----CCGAGTTAATCACT-AATCGAACTGAATCGCA-AACAGGCCT-TTAGATCCAAAG---AAAA----CCCACCGATA---------GAAACATGTCCAAGCCA
dm3 chr2L:6793358-6793570 - dme_435 ATTTTCAATACGGAAA---AATAGACATTTGC----------GTATTCAGCTGAAACGCTCGTTTG------------------------CAATTCAATTCGTCGAGTGCTTTATTTCGAATATTTAAACTTTTAAAAATAAATA----T---T-TTTAATGGCTTAAATCGAT-T-----CCGAATTAATCACT-AACCGAACTGAACCGCA-AACAGGCCT-TTAGATCCAAAG---AAAA----CCCACCGATA---------GAAACATGTCCAAGCCA
droEre2 scaffold_4929:15709691-

15709913 -
ATTTTCAACACAGAAA---AATAGACATTTGCTAA--TTTAGACATTTAGCTGCGAC---CATTTG----------------CCCATTTGCAGTTCGA---GTGCAGTGCTTTCTTTGGAATGCTTGAACTTTTAAAAATACGTA----T---T-TTTAATGGTTTGAATCGAT-T-----CCAAGTAAACCACT-AACCGAACTGAACCGCA-AACAGGCCT-TTAGATCCAAAG---AAAA----CCCACCGATA---------GAAACATGTCCAAGCCA

droYak3 2L:6115210-6115446 + dya_1803 ATTTTCAATACAGAAA---AATAAACATTTGC----------GAATTGAGCTGAATCGCTCATTTGCAGTTCAGTTGAATCGCTCATTTGCAGTTCAGTTG---GAGTGGTTTCCTTGAAATCTTAAAACTTTTAAAAATACATA----T---T-TTTATTGGTTTGAATCGAT-TGA---TCAAGCAAATCACT-AACCGAACTGAACCGCAAAACAGGCCT-TTAGATCCAAAG---AAAA----CCCACCGATA---------GAAACATGTCCAAGCCA
droEug1 scf7180000409463:2325833-

2326019 +
ATTT------CAGAAC---ACT-GCC----------------------------------------------------------AGTTTACAATTCAGTTG---AAATGTTTATCATGGATTAA--AAGTTTTTCAAAATATACTCTCGTGTATCTTTTAAAATTCCCACCCCTTTAA---GCATGTTAAACATT-CAC-----TGAACTGTA-CACAGGCCTTTTAGATTCAAAGACAAAGA----CCCACCGAAA---------GTAACATGTCCAAGCCC

droBia1 scf7180000302422:2558348-
2558576 -

ATTTTAAATTGGAAAGAA-GAAAAGTGCTTGCTAAAATATCAGAATATA---AAAGCAGCCGTTCA------------------------CTGTTCAGTTTA--TAATGTTAGACATGGAATTTTT--ATTTTTCAAAGTACATA----TGATT-CCCAAATTCTCCAACCAATTTAAATTACATGCTTTACA-----TTATGCTGAACTGTG-CACAGGCCT-TTAGATACAAAG---AAAA----CCCACCGAAAGCAAA---AGAAATATGTCAAAGCCC

droTak1 scf7180000415361:102142-
102337 +

ATCGGC-----ATAAA---AATCGCCACTTG-------------------------------TTTA------------------------CAGTTCAGTTT---AGATGTTTTACATGGATATTTCACTGCTTTCAAAATCTATT----C---C-TTGAATTA-CCGAACTAACTTAAAACCCATGTAATGCATTAAACCGAACTGTA---CA-CACAGGCCT-TTAGATCCAAAG---AAAA----CCCACCGAAAGCAACGACTGAAATATGTCCAAGCCC

droEle1 scf7180000490640:490491-
490651 -

TTTAATACTACGGAGTTTAAATAA-CGTA---TAAAAAGCAAGTGTATA---AAAGCAGGCGTATA---------------------------------------AACG-------------------------------------TAGTATATGATTTATTA----------G-T-----CCACTTCAA-ACCC-G---AAACTGAACCGTC-TACAGGCCT-TTAGATTTAAAG---AAAA----CCCACCGAAA---------CAAACATGTCGAAGCCC

droRho1 scf7180000778441:56127-
56207 -

T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGAT-T-----CCATGTCAT-AATT-A---AAACT--ACTAAA-CACAGGCCT-TTAGATCAAAAG----AAA----CCCACCGATA----------AAACATGTCCAAGCCA

droFic1 scf7180000453815:131597-
131657 -

A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCGATCTCTG-AACAGGCCT--TAGTTGCA-AG---AAAA----CCCACCGATA----------AAACATGTCCAAGCCC

droKik1 scf7180000302468:363257-
363345 +

AT------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGAA-A-----CCGTGTTATATTCC-ATCTGAACTGTA-CG---CACAGGCCT-TTAAATCCAAAGAACAAAA----CCCACCGCT----------GAAACATGTCCAAGCCC

droAna3 scaffold_12916:8371511-
8371525 -

A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACATGTCGAAGCGA

droBip1 scf7180000396572:3021716-
3021730 +

A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACATGTCAAAGTCA

dp5 4_group1:3902227-3902255
-

A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A---AGAA----CCCACCA-------------AATCATGTCCAAGGCA

droPer2 scaffold_5:1368113-
1368141 +

A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A---AGAA----CCCACCA-------------AATCATGTCCAAGGCA

droVir3 scaffold_12963:3844060-
3844087 +

A-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AA---ACAA----CCCACCAA---------------AATGTCGAAACCG

droMoj3 scaffold_6500:7696803-
7696842 +

T---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATAAAAAC---AAAAACCACCCACCA---------------AAATGTCGAAACCC

droGri2 scaffold_15252:1553004-
1553032 -

A----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAT---ACAA----CCCACCAA---------------AATGTCGAAACCC
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CATTTAAGCAGCTGCTGCCCTTCTACCGACAGCTCCACGGCTACGTTCGTTTTCGTTTGCGGCAGCACTACGGTCCGGATGTGATGCCAGCGGAGGGAAACATACCTATAAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC

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

#
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V113

male
body

V115

head

V114

embryo

M054

female
body

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

.................................................................................TGATGCCAGCGGAGGGAAACAT.................................................. 22 0 1 6.00 6 2 4 0 0

.................................................................................TGATGCCAGCGGAGGGAAACATA................................................. 23 0 1 3.00 3 3 0 0 0

.................................................................................TGATGCCAGCGGAGGGAAT..................................................... 19 1 1 2.00 2 2 0 0 0

.................................................................................TGATGCCAGCGGAGGGAAA..................................................... 19 0 1 1.00 1 0 1 0 0

..................................................................................GATGCCAGCGGAGGGAAACAT.................................................. 21 0 1 1.00 1 0 1 0 0

...............................................................................TGTGATGCCAGCGGAGGGAAACAT.................................................. 24 0 1 1.00 1 0 0 1 0

.................................................................................TGATGCCAGCGGAGGGAA...................................................... 18 0 1 1.00 1 0 1 0 0

.....................................CGGCTACGTTCGTTTTCGTT................................................................................................ 20 0 1 1.00 1 0 1 0 0

..................................................TTTCGTTTGCGGCAGCACT.................................................................................... 19 0 1 1.00 1 0 0 1 0

..................................................................................GATGCCAGCGGAGGGAAACA................................................... 20 0 1 1.00 1 0 0 1 0

..........................................................................................................................AACATGTGGGGTCAGTCG............. 18 0 1 1.00 1 0 0 1 0

........................................................TTGCGGCAGCACTACGGTCCG............................................................................ 21 0 1 1.00 1 0 1 0 0

..........................................................................................................................AACATGTGGGGTCAGTCGTGGA......... 22 0 1 1.00 1 1 0 0 0

.....................................................................................GCCAGCGGAGGGAAACAT.................................................. 18 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

GTAAATTCGTCGACGACGGGAAGATGGCTGTCGAGGTGCCGATGCAAGCAAAAGCAAACGCCGTCGTGATGCCAGGCCTACACTACGGTCGCCTCCCTTTGTATGGATATTCGGACGACCCGTTGTACACCCCAGTCAGCACCTTGCTCGACG

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

Species Coordinate ID Alignment
droSec2 scaffold_3:4010274-4010426

+
dse_309 CATTTAAGCAGCTGCTGCCCTTCTACCGACAGCTCCACGGCTACGTTCGTTTTCGTTTGCGGCAGCACTACGGTCCGGATGTGATGCCAGCGGAGGGAAACATACCTATAAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC

droSim2 2l:8241065-8241217 + dsi_32472 CATTTAAGCAGCTGCTGCCCTTCTATCGACAGCTCCACGGCTACGTTCGCTTTCGTTTGCGGCAGCACTACGGTCCGGATGTGATGCCTGCGGAGGGAAACATACCTATAAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC
dm3 chr2L:8523515-8523667 + dme_443 CTTTTAAGCAGCTGCTGCCCTTCTACCGACAGCTCCACGGCTACGTTCGCTTTCGTTTGCGGCAGCACTACGGTCCGGATGTGATGCCAGCGGAGGGAAACATACCCATAAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC
droEre2 scaffold_4929:9117025-

9117177 +
CATTTAAGCAGCTGCTGCCCTTCTACCGCCAGCTCCACGGCTACGTTCGCTATCGTTTGCGGCAGCACTATGGTCCGGATGTGATGCCGGCGGAGGGTAACATTCCCATAAGCCTCCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC

droYak3 2L:11169016-11169168 + CATTTAAGCAGCTGCTGCCCTTCTACCGACAGCTCCACGGCTACGTTCGCTTCCGTTTGCGACAGCACTACGGTCCGGATGTGATGCCGGCAGAGGGAAACATTCCTATTAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC
droEug1 scf7180000409554:1010373-

1010525 -
CATTCAAGCAGCTTCTACCCTTCTACAGGCAGCTCCACGGCTACGTACGCTACCGTCTGCGGCAGCACTATGGCCCTGATGTGATGCCAGCAGAAGGCAACATCCCTATAAGCCTGCTGGGTAATATGTGGGGCCAATCGTGGAACGAACTGC

droBia1 scf7180000301518:1320694-
1320846 -

CATTCAAGAAACTGCTGCCCTTCTACCAGCAGCTTCACGGCTACGTTCGCTTCCGCCTGCGACAGCACTACGGTCCGGATGTAATGCCAGCGGAGGGGAACATTCCAATAAGCCTGCTGGGCAACATGTGGGGTCAATCGTGGAACGAGCTGC

droTak1 scf7180000413920:148687-
148839 -

CATTCAAGCAGCTGCTGCCCTTCTACAGGCAGCTCCACGGCTACGTGCGCTACCGTCTGCGGCAGCACTACGGTCCGGATGTGATGCCGGCGGAGGGGAACATCCCGATTAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC

droEle1 scf7180000491186:1325025-
1325177 +

CATTTAAGCAGCTGCTGCCCTTCTACAGGCAAATCCACGGCTATGTGCGCTATCGCCTGAGGCAACACTACGGTCCGGATGTGATGCCAGCGGAGGGAAATATACCCATCAGCTTGCTGGGCAACATGTGGGGCCAGTCTTGGAGCGAGCAGC

droRho1 scf7180000779312:349679-
349831 -

CGTTCAAGCAGCTGCTTCCCTTCTACAGGCAGATTCACGGCTATGTACGCTATCGTCTGCGGAAGCACTACGGTCCGGATGTAATGCCAGCGGAGGGGAATATCCCTATAAGCTTGCTGGGCAACATGTGGGGTCAATCTTGGAACGAGCTGC

droFic1 scf7180000454117:185414-
185566 +

CATTTAAGCAGCTGCTGCCCTTCTACAGACAGATCCATGGCTACGTTCGTTACCGTCTGCGACAGCACTACGGTCCGGATGTGATGGCAGCAGATGGAAACATTCCGATAAGTCTACTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC

droKik1 scf7180000302412:653674-
653826 +

CATTCAAGCAACTGCTGCCTTTCTACAGGCAGATCCATGGATATGTGCGCTATCGCCTGCGCCAGCACTATGGTCCGGATGTGATGAAGGCGGACGGAAATATACCCATAAGCCTGCTGGGCAATATGTGGGGCCAGTCATGGACCGAAGTCA

droAna3 scaffold_12916:10167591-
10167743 +

dan_4062 CCTTCAAGCAGCTTCTTCCCTTCTACAGACAAATCCATGGCTATGTGCGGTACCGCCTGAGGCAACACTATGGTCCGGAAGTTGTCCCGGCTGAGGGCAACATCCCGATGAGTCTGCTGGGCAACATGTGGGGGCAGTCGTGGAACGAGGTAA

droBip1 scf7180000396580:867242-
867394 -

CTTTCAAGCAGTTGCTCCCCTTCTACAGACAAATCCATGGCTACGTGCGCTACCGCCTACGGCAGCACTATGGTCCGGACGTAGTCCCGGCTGAGGGCAACATACCGATGAGCCTGCTGGGCAACATGTGGGGGCAGTCGTGGAACGAGGTAA

dp5 Unknown_group_503:3367-3519
-

GTTTCAAGCAACTGCTTCCCTTCTACAGGCAGATCCACGGCTATGTCAGATACCGACTGCGCCAGCATTATGGCGAGGATGTGGTCCCCGCAGAGGGCAACATACCCATGCATCTGCTGGGCAACATGTGGGCTCAGTCGTGGAACGAAGTGA

droPer2 scaffold_5:4192089-4192241
+

GTTTCAAGCAACTGCTTCCCTTCTACAGGCAGATCCACGGCTATGTCAGATACCGACTGCGCCAGCATTATGGCGAAGATGTGGTCCCCGCGGAGGGTAACATACCCATGCATCTGCTGGGCAACATGTGGGCTCAGTCGTGGAACGAAGTGA

droWil2 scf2_1100000004884:913288-
913440 -

CATTTAAAGCCATTTTACCATTCTACCGGCAAGTTCATGGTTACGTTCGTTATCGTTTGCGGCAACATTACGGCGAAGATGTGGTTCCCGCTGAGGGAAACATACCCATGCACTTGCTGGGCAATATGTGGGGTCAGGCCTGGAACGAGGTGA

droVir3 scaffold_12963:14523065-
14523217 -

CCTACAAAGCCCTTCTGCCCTTCTACAGACAGATACACGGTTACGTTAGGTACCGCCTACGCCAGCATTACGGACCTGAGGTGGTGCCTGCTGAGGGCAATATACCCATGCATCTGTTGGGCAATATGTGGGCGCAATCGTGGAACGATGTCA

droMoj3 scaffold_6500:15479058-
15479210 -

CCTACAAAGCATTGCTGCCCTTCTACAGACAGATCCATGGCTATGTGAGGTACCGTCTGCGCCAGCATTATGGACCCGAGGTGGTGCCCGCTGAGGGCAACATTCCCATGCATCTGCTGGGCAACATGTGGGGGCAGTCGTGGAACGAGGTCA

droGri2 scaffold_15252:1980990-
1981142 +

dgr_474 CGTACAAGGCACTCTTGCCATTCTACAGGCAAATCCATGGCTATGTCAGGTATCGTCTGCGTCAGCATTATGGACCCGATGTGGTGCCAGCTGAGGGCAATATACCGATGCATCTGCTGGGCAATATGTGGGCGCAGTCGTGGAACGATGTCA
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GGCCTTCTGTTTTGTGTCTTTGATTGTCGTACTGGCCTGTGCCACGCCCCCCGCCCTCTGTGCCTGCAGTTTAAATAGGCTTAAGTAATGTAGCCGGAAGTGGGTGGTAAAGTGGGTGGTCAACTGGGTGGCGGTGGGGAAAATGGAAAATGCTTAAAGCTTCTAACATTTC

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V113

male
body

M054

female
body

...................................................................................................GTGGGTGGTAAAGTGGGTGGTC................................................... 22 0 1 10.00 10 8 1 1

...................................................................................................GTGGGTGGTAAAGTGGGTGGT.................................................... 21 0 1 8.00 8 2 6 0

...................................................................................................GTGGGTGGTAAAGTGGGTGGTCA.................................................. 23 0 1 1.00 1 1 0 0

....................................................................................................TGGGTGGTAAAGTGGGTGGTC................................................... 21 0 1 1.00 1 0 0 1

Anti-sense strand reads

CCGGAAGACAAAACACAGAAACTAACAGCATGACCGGACACGGTGCGGGGGGCGGGAGACACGGACGTCAAATTTATCCGAATTCATTACATCGGCCTTCACCCACCATTTCACCCACCAGTTGACCCACCGCCACCCCTTTTACCTTTTACGAATTTCGAAGATTGTAAAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V115

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_10:2877223-2877394

+
dse_222 GGCCTTCTG----TTTTGTGTCTTTGATTGTCG---TACTGG----CCTGTGCCACGCC----CCCC-------------------------------GCCC--------TCTG----------------------------------TGCCTGCAGTTTAAATAGGCTTAAG---TAATGTAG---------CCGG-AAGTGGGTGGTAAAGTGGGTGGTCAA----------------------------------------CTGGGT------------------------GGCGGT--------------------------------GG-----------GGAAAATGGAAAATGCTTAAAGCTTCTAACA-TTTC--

droSim2 x:2923896-2924067 + dsi_32464 GGCCTTCTG----TTTTGTGTCTTTGATTGTCG---TAGTGG----CCTGTGCCACGCC----CCCC-------------------------------GCCC--------TCTG----------------------------------TGCCTGCAGCTTAAATAGGCTTAAG---TAATGTAG---------CCGG-AAGTGGGTGGTAAAGTGGGTGGTAAA----------------------------------------GTGGGT------------------------GGCGGT--------------------------------GG-----------GGAAAATGGAAAATGCTTAAAGCTTCTAACA-TTTC--
dm3 chrX:3169718-3169879 + dme_445 GGTCGTCTG----TTTTGTATCTTTGATTGTCG---TACTGC----CCTGGGCCACGCC----CCCCTCC----------------------------GCCT--------TCTG----------------------------------TGCCTGCAGCTTGAATAGGCTTAAGTAGTAATGTAG---------CCGG-AAGTGGGCGGTAAAGTGGGTG--------------------------------------------------------------------------------C--------------------------------GT-----------GGAAAATGGAAAATGCTTAAAGCTTCTAACA-TTTC--
droEre2 scaffold_4690:579040-579219

+
GGCCTTCTG----TTTTGTGTCTTTGATTGTCG---TGCTGC----CCCGAGCCACGCC----CCCTC------------------------------TC--------------------------------------------------CCTGCGGCTTAAATGGGCTTAAG---TAATGTAG---------CCGG-AAGTGGGTGGCAAAGTGAGTGGCAAA----------------------------------------GTGGGTGGTAGAGTGGTTGG------T---GTTGGT--------------------------------AG-----------GGAAAATGGAAAATGCTTAAAGCTTCTAACA-TTTC--

droYak3 X:5213414-5213589 - GGCCTTCTG----TTTTGTGTCTTTGATTGTCGTCGTACTGC----CCTGGGCCACGCC----CCCCT------------------------------GCCT--------ACCG----------------------------------TACCTGCAGCTTAAATAGGCTTAAG---TAATGTAG---------CCGG-AAGTGGGCGGTAAAGGGGGTGGTTGG----------------------------------------GTT---------------GG------A---GGTGGT--------------------------------GG-----------GGAAAATGGAAAATGCTTAAAGCTTCTAACA-TTTC--
droEug1 scf7180000408825:82122-

82309 -
GGCCTTCGG----TTTTGTGTCTTTGATTGTCG---TTCTAC----TCCAGGCCACGTC----CCCCC------------------------------TCCC--------CCCTT-GCCAACCCGTG---------------AGC-AG----AGCAGCTTAAATAGGCTTAAG---TAATGTAG---------CCGG-AAATGGGCGGAAAAGTGGGTGGTTAA----------------------------------------GTTGGT------------------------------------------------------TTGGGGGTGG-----------AGCAAATGGAAAATGCTTGAAGCTTCAAACA-TTTC--

droBia1 scf7180000302126:2047546-
2047696 -

GGCCATCGGT---TTTTGTGTCTTTGATTGTCG---TGCTTGC---CAGGGGCCACACC----CCCAC------------------------------CCAC--------CGACTT-CCGCC----------------------------TCGAGAGCTTAAATAGGCTTAAG---TAATGTAG---------CCGG-AAGTGGGCGG------------------------------------------------------------------------------------------------------------------------------------------GAAAGTGGAAAATGCCTGAATCTGCTAACA-TTTCGG

droTak1 scf7180000415360:106950-
107105 +

GGCCTTCGGT---TTTTGTGTCTTTGATTGTCG---TGCTTCC---CCCAGGCCACGCC----CCCT-------------------------------ACC-------------------------------------------------CCTACGGCTTAAATAGGCTTAAG---TAATGTAG---------CCGG-AAGTGGGCGGAAAAGTGGGTGG--------------------------------------------------------------------------GGCGGC---------------------------------G-----------GGAAAATGGAAAGCGCTTGGAGCTTCTAACA-TTTC--

droEle1 scf7180000490996:342375-
342524 +

GGTCTTCAG-----CTTGTGTCTTTGATTGTCG---TGTTAC----CCCAGGCCACGCC----CCCG--------------------------------CC---------TCTT----------------------------------TGC---CAGGTTAAATAGGCTTAAG---TAACGTAG---------TCGG-AAATGGGTAATGTGG-------TGGA----------------------------------------G-------------------------------TTTT--------------------------------TG-----------GG---AGGGAAAATGCTTCAAGCTTCTAACATTTTC--

droRho1 scf7180000779337:361773-
361938 +

GGTCTTCGG-----TTTGTGTCTTTGATTGTCG---TGTAAC----CCCAGGCCACGCC----CCCC-------------------------------GCCC--------CCTG---------------------------------------TCAGCTTAAATAGGCTTAAG---TAATGTAG---------CCGG-AAGTGGGTGGTGG-GTGGTGGGTGAA----------------------------------------G-------------------------------TTTT------------------------GTGGGGCTAT-----------GAGAAATGGAAAACACTTCAAGCCTCTAACA-TTTC--

droFic1 scf7180000454072:131038-
131145 -

GGCCTTCGA-----CTTGTGCCTTTGACTC-C------------------------------------------------------------------GC--------------------------------------------------CCTCCGGCTGAAATAGGCTTAAG---CAATGTAG---------CCGG-AATTGGTTG--------------------------------------------------------------------------------------------T--------------------------------AG-----------GGAAAATTGAA-ACCCTCTAAGCTC-CGACA-TTTC--

droKik1 scf7180000302344:1189307-
1189500 -

GGCCTTCGG-----TTTGTGTCTTTGATTGTCG---TGTTACCTTA-AGCTGCCACGCC----CCCC-------------------------------CCCC--C------CATC------------GCCGCCCCCTTCTGT------TGCCTGCAGCTTAAATAGGCTTAAG---TAATGTAG---------CCGG-AAGTGGGTGGTTGAGGGG-AGGGAAA----------------------------------------AT-------------------------------GGT------------------------AAAATGCTGAAATGCTGAAATGGAAAATGGAAAATGCT-------ACTCTCG-CTGG--

droAna3 scaffold_12613:236226-
236427 -

dan_4058 GAGCCACG-----TTCTGTGTCTTTGATTGTCG---TGTTAC----CTTAAGCCATAGC----CCGC--CCATGACC-------------------CTGTC-CCT------GACTTCCTAGCCCCTG---------------GGCTAC----AGCTGCTTAAATAGGCTTAAG---TAATGTAG---------CCGG-AAGTGGGTGGCATGG-GGGTGGCA-------------------------------------CTGGCACT---------------GG------GGATTGTTTT--------------------------------GA-----------GGAAAATGGAAAATGCTTCAAGCTTCTACAG-TTTC--

droBip1 scf7180000395930:13274-
13501 -

GAGCCACG-----TTCTGTGTCTTTGATTGTCG---TGTTAC----CTTAAGCCATAGCCTGCCACTGCCCCTGACCCAGACCCAGACCCAGCCTCCTGCC-CCTGACCCTCTG----------------------------GGCTAC----AGCTGCTTAAATAGGCTTAAG---TAATGTAG---------CCGG-AAGTGGGTGGCACTGGGAGGAG--------------------------------------------------GGTATATTACTTACCATCCC-GATTGTTTT--------------------------------GA-----------GGAAAATGGAAAATGCTTCAAGCTTCTACAA-TTTC--

dp5 XL_group1e:2694226-2694451
+

GGCCGTTT--TCGTGTTGTGTCTTTGATTGTCGTCGTGTTAC----CTTAAGCCCCTTC----CACCTCCCATC-------------------------CTC--C------CCTC------------CCAGCCACCTCCTG-------TG--TTCGGCTTAAATAGGCTTAAG---CATCGCTGGTTTCTGGCTCTGGGTCT--G-GCTC--------------TGGCTCCGGCTC---TACCCGGAAGCTGGCAAATGCTGGTACT---------------GG------A---GGAGGG--------------------------------AG-----------GTTACATGGAAAACGTCTGTAACTTTCACAA-TTTC--

droPer2 scaffold_18:1595248-1595470
+

GGCCGTTT--TCGTGTTGTGTCTTTGATTGTCGTCGTGTTAC----CTTAAGCCCCTCC----CCCCGCCCCAA-------------------------CCA--G------CCTG------------GCAGCCACCTCCTG-------TG--TTCGGCTTAAATAGGCTTAAG---CAACGCCGGCTTCTGGCTCT--------G-GCTC--------------TGGCTCCGGCTCTGCTACCCGGAAGCTGGCAAATGCTGGTACT---------------GG------A---GGAGGG--------------------------------AG-----------GTTACATGGAAAACGTCTGTAACTTTCACAA-TTTC--

droWil2 scf2_1100000004401:1012275-
1012411 +

G------------------------------------------------------------------------------------------------------------------------------------------------------------CTTAAATAGGCTTAAG---TAATGTGC---------TCAGGGAGT--GTGGTATGGCAGGGAGAGAA-----------------CTTGAAAGC-GAA------------------------------------------ACATGGGGAAGATAGAGAGAGAAACATAGCGAGGGGGT-----------GGAAGTTAGAGA--ACAAACAGCTTCCACAT-TTCC--
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TATTCAGGGAGAATCGTGTCTCTGGGAAAACGTGTCAATTGAGCGGCGTTTTGGGAAAGTGGGCGGGATTGCGTCCTGGTGGGCGCCACAATGGACCAGCTTTCATTACGGCATCCGCAAAGAATCCTTTGGCCAAATCTATTATAGACTAAATCACTTGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V113

male
body

M054

female
body

..................................................TTGGGAAAGTGGGCGGGAT............................................................................................. 19 0 1 12.00 12 12 0 0

.................................................TTTGGGAAAGTGGGCGGGAT............................................................................................. 20 0 1 2.00 2 1 1 0

..................................................TTGGGAAAGTGGGCGGGA.............................................................................................. 18 0 1 2.00 2 2 0 0

...................................................TGGGAAAGTGGGCGGGAT............................................................................................. 18 0 2 2.00 4 3 0 1

..........GAATCGTGTCTCTGGGAAAAC................................................................................................................................... 21 0 1 1.00 1 0 1 0

...........................................................................................TGGACCAGCTTTCATTACGG................................................... 20 0 1 1.00 1 0 0 1

..................................................TTGGGAAAGTGGGCGGGATT............................................................................................ 20 0 1 1.00 1 1 0 0

Anti-sense strand reads

ATAAGTCCCTCTTAGCACAGAGACCCTTTTGCACAGTTAACTCGCCGCAAAACCCTTTCACCCGCCCTAACGCAGGACCACCCGCGGTGTTACCTGGTCGAAAGTAATGCCGTAGGCGTTTCTTAGGAAACCGGTTTAGATAATATCTGATTTAGTGAACTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

V115

head

V113

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_34:184212-184373

+
dse_311 TATTCAGGGAGA-ATCGTGTCTCT--------------------------------GGGAAAACGTGTCAATTGAGCGGCGTTTT-------GGGAAAG-TG-GGC-GG--GATTGCGTCCTGGTGGGCGCCACAATGGACCA-GCTTTCATTACGGCATCCGCA----AAGAATCCTTTGG--CCAAATCTATTATAGACTAAATCACT-TGA---T

droSim2 x:8373733-8373894 + TATTCAGGGAGA-ATCGTGTCTCT--------------------------------GGGAAAACGTGTCAATTGAGCGGCGTTTT-------GGGAAAG-TG-GGC-GG--GATTGCGTCCTGGTGGGCGCCACAATGGACCA-ACTTTCATTACGGCATCCGCA----AAGAATCCTTTGG--CCAAATCTATAATAGACTAAATCACT-TGA---T
dm3 chrX:8813441-8813597 + dme_466 TGTTCAGGGAGA-ATCGTGTCTCT--------------------------------GGGAAAACGTGTCAATTGAGCGGCGTTTT-------GGGAAAA-TG-GGC-GC--AAATGCGTCCTGGTGGGCGGCACAATGGCCCA-ACTTTCATTACGGCATCCGCA----ACGAATCCTTTGG--CCAAAT-----ATAGACTAACTTACT-TGA---T
droEre2 scaffold_4690:6287165-

6287325 -
CGTTCAGGGGGA-ATCGTGTCTCT--------------------------------GGGAAAACGTGTCAATCGAGTGGCGTTTT-------GGGAAAG-TG-GGC-GG--GGATGCGTCCTGGTGGGCGCTACAATGTCCCA-ACTTTCATTACAGCATCCGCA----AAGAATCCTTTGG--CCAAATC-ATTATTGGGTAAATCACT-TGA---T

droYak3 X:12488986-12489147 - TGTTCAGGGGTAGATCGTGTCTCT--------------------------------GGGAAAACGTGTCAATCGAGTGGCGCTTG-------GGAAAAG-TG-GGC-GG---TGTGCGTCCTGGTGGGCACCACAATGTCCCAAACTTTCATTACAGCATCCGCA----AAGAATCCTTTGG--CCAAATC-ATTATTGAGCGAATCACT-TGA---T
droEug1 scf7180000408176:246657-

246807 +
TA------------------CTCT--------------------------------GGGCGAACGTGTCAATCGAGGGGCGTTTTTTTTTGGGGAAAAG-TG-GGC-GG--AAATGCGCCCCAGTGGGCGCCACAATGGCTCA-ACTTTCATTATAGCATCCGCA----AAGAATCTTTTAA--AGAAATC-TTTATTGAATAGCGAAGT-TGA---T

droBia1 scf7180000301760:2548222-
2548370 +

TGTTCAGGGGGA-ATCGTGTCTCT--------------------------------GGGCGAACGTGTCAATCGAGGGGCGTTCT-------GG-----------------CAGTGCGTCCTGGTGGGCGCCACAATGGCTCA-ACTCTCATTACGGCATCCGCA----AAGAACCTCTTGC--CAAAATC-ATTACAGAACACCCCACT-TGA---T

droTak1 scf7180000415169:1103076-
1103218 -

TGTACAGGGAGA-ATCGTGTCTCT--------------------------------GGGCGAACGTGTCAATCGAGAGGCG-------------------------------AATGCGTCCTGGTGGGCGCCACAATGGCTCA-ACTTTCATTATAGCATCCGCA----AAGAATCTGTGGG--TAAAAATCTTTATAGAATATCCCACT-TGA---T

droEle1 scf7180000491006:2320020-
2320181 +

TGTACAGGGAGA-ATCTTGTCTCA--------------------------------GGGCGAACATGTCAATCGAGGGGCGGAAA-------AGAGAATGGG-GGC-GG--GAATGCGTCCTGGTGGGCGCCACAATGGCCCA-ACTTTCATTATAGCATCCGCA----AAGAATCTTCTGG--CGAAATT-ATTTTCGAATACCACACA-TGA---T

droRho1 scf7180000779841:325348-
325507 +

TGTACAGGGAGAATATGTGTCTCT--------------------------------GGGCGAACGTGTCAATCGAGGGACTAAA--------AAGGAAG-AA-GCC-GG--GAATACGCCCTGGTGGGCACCACAATGGCCCA-ACTTTCATTATAACATCCGCA----AAGAATCT-TAGG--CAAAATG-ATTATCGAATGCTTCACT-TGA---T

droFic1 scf7180000453829:788743-
788903 +

TGTTCAGGGAGA-ATCGCGTCTCT--------------------------------GGGCGAACGTGTCAATCGAGTGGCGTTTTTT-----GGAAAAA-TAAGAAGGGGATTTTGTGTCCTGGTGGGCGCCACAATGGCCCA-ACTTTCATTA-----TTCG-A----AAGGATCTTGCGA--AGAAATC-GTCATAGAATGCCTCACT-TGA---T

droKik1 scf7180000302698:275905-
276103 -

GGATATATGAGA-ATCGTGTCCTTTCCCCTGCGTCTCTTCCTCTCTCTCGTTGAGGGGGCGAACGTGTCAATCGAGAAGCGGCTG-------GAGG----GG-GAG-GA--GAATGTGTCCTGGTGGCTGCCACAATGGCCCA-ACTTTCATTATAGCCTTCGCCATCTAAGAATTTCTTAACGCAAAGCC-ATTAGGGACTACATTGCC-TGTATTT

droAna3 scaffold_13047:657441-
657573 +

TG---------A-GTCGTGTCTCT--------------------------------GGGCGAATGTGTCAATCGGGGGGCGTGTC-------GGG---------GCGGGGAGGAAGTGTCCTGGTGGGCGCCACAATGGCCCA-ACTTTCATTAAAGCATC----------------TCTGG--CAGAGTC-----CAGAGCAGGTCCTCCGAG---T

droBip1 scf7180000396431:445027-
445149 +

TG---------A-ATCGTGTCTCT--------------------------------GGGCGAATGTGTCAATCGGGGGGCGTGCC-------AGG--------GGC-GGCAGGATGTGTCCTGGTGGGCGCCACAATGGCCCA-ACTTTCATTAAAGCGTTT-CA----GAGCAGGTCCTGG--CGA--------------------------G---T

dp5 XL_group1e:8091681-8091683
+

GAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_13:474871-474887
-

CGGTCGGGGAGA-CGTGT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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TGCCCACCTACAATGAAAAGGATAATTTACCCATTATAATATGGCTAATTGTGAAATACATGAAGGCAAGGTGAGTAGCGGCTGCTCTAAGATGCAAATTCAGGCATTTAAAGCACCCCCTTTGCAGCGGCTTGGAATACGAGGTGATTGTGATTGATGATGGTAGTCCGGATGGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

V115

head

.........................................................................................................ATTTAAAGCACCCCCTTTGCAG.................................................. 22 0 1 10.00 10 10 0 0

................................................................................................................................GGCTTGGAATACGAGGTGATTGTG......................... 24 0 1 1.00 1 1 0 0

........................................................................................................................................ATACGAGGTGATTGTGATTGATG.................. 23 0 1 1.00 1 1 0 0

...........................................................................................................................................CGAGGTGATTGTGATTGATGA................. 21 0 1 1.00 1 0 0 1

.........................................................................................................ATTTAAAGCACCCCCTTTGCAGT................................................. 23 1 1 1.00 1 1 0 0

..........................................................................................................TTTAAAGCACCCCCTTTGCAG.................................................. 21 0 1 1.00 1 0 1 0

................................................................................................................................................TGATTGTGATTGATGATGGAT............ 21 2 1 1.00 1 0 1 0

.................................................................................................................................................GATTGTGATTGATGATGGTAGTC......... 23 0 1 1.00 1 1 0 0

...............................CATTATAATATGGCTAATT............................................................................................................................... 19 0 1 1.00 1 0 1 0

..................................................GTGAAATACATGAAGGCAAGC.......................................................................................................... 21 1 1 1.00 1 1 0 0

..................................................................................................................................................ATTGTGATTGATGATGGAT............ 19 2 6 0.17 1 0 1 0

Anti-sense strand reads

ACGGGTGGATGTTACTTTTCCTATTAAATGGGTAATATTATACCGATTAACACTTTATGTACTTCCGTTCCACTCATCGCCGACGAGATTCTACGTTTAAGTCCGTAAATTTCGTGGGGGAAACGTCGCCGAACCTTATGCTCCACTAACACTAACTACTACCATCAGGCCTACCTT

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

#
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M054
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Species Coordinate ID Alignment
droSec2 scaffold_7:3140809-3140985 - dse_1530 TGCCCACCTACAATGAAAAGGATAATTTACCCATTATAATATGGCTAATTGTGAAATACATGAAGGCAAGGTGAGTAGC---GGCT-----GCTCT------AA-GAT---G-CAAATTCAGGCATTTA--AAGCAC---------------------------------CCCCTTTGCAGCGGCTTGGAATACGAGGTGATTGTGATTGATGATGGTAGTCCGGATGGAA
droSim2 2l:19060115-19060291 - TGCCCACCTACAATGAAAAGGATAATTTACCCATTATAATATGGCTAATTGTGAAATACATGAAAGCAAGGTGAGTAGC---GGCT-----GCTCT------AA-GGT---G-CAAATTCAGGCATTTA--AAGCTC---------------------------------CCCCTTTGCAGCGGCTTGGAATACGAGGTGATTGTGATTGATGATGGTAGTCCGGATGGAA
dm3 chr2L:19526114-19526290 - TGCCCACTTACAATGAAAAGGATAATTTGCCCATTATAATATGGCTAATTGTGAAATACATGAAGGCGAGGTGAGTAGC---GGCT-----GCTCT------AA-GGT---G-CAAATTCAGGTATTAA--TTGCTC---------------------------------CCCCTTTGCAGCGGCTTGGAATACGAGGTGATTGTGATTGATGATGGTAGTCCGGATGGAA
droEre2 scaffold_4845:4772697-

4772873 +
TGCCCACCTACAATGAAAAGGATAATTTGCCCATTATAATATGGCTAATTGTGAAATACATGAAGGCAAGGTGAGTACT---GGCT-----GTTCT------GA-GGT---G-TAAATTAAGGCATTTA--AAGCTC---------------------------------CCCCTATGCAGCGGCTTGGAATACGAGGTGATTGTGATTGATGATGGTAGCCCGGATGGAA

droYak3 2R:6022969-6023145 - TGCCCACATACAATGAAAAGGATAATTTGCCCATTATAATATGGCTTATTGTGAAATACATGAAGGCAAGGTGAGTAGA---GGCT-----GCACT------GA-GGT---G-TAAATGCAGGCTTTTA--AAGCTC---------------------------------CCTCATTGCAGCGGCTTGGAATACGAGGTGATTGTGATTGATGATGGTAGCCCGGATGGAA
droEug1 scf7180000409463:1838690-

1838867 -
TGCCCACCTACAATGAAAAGGATAATTTGCCCATTATAATATGGCTAATTGTGAAATACATGAAGGCCAGGTAAGTGGC---GGTT-----TTATA------AT-GGC---A-GAAAAAGATG-ATTTA-AATATATA--------------------------------CCCTATTGCAGTGGCTTGGAATACGAGGTGATTGTTATTGATGATGGCAGTCCGGACGGAA

droBia1 scf7180000302408:441313-
441490 -

TGCCCACCTACAACGAAAAGGATAATTTGCCCATTATAATATGGCTAATTGTGAAATACATGAAGGCCAGGTGAGTGGC---GGCG-----GTTAA------AG--TC--CT-AAAAAACAGGCATTTG--TAGTCCA--------------------------------TTCCTTTGCAGCGGCCTGGAGTACGAGGTGATTGTTATTGATGATGGCAGTCCGGATGGAA

droTak1 scf7180000415115:993384-
993561 +

TGCCCACCTACAACGAGAAGGACAATTTGCCCATCATAATATGGCTAATTGTGAAATACATGAAGGCCAGGTGAGTAGC---ATCC-----TCGAA------AG---T-AAGCAAAAAACAGGCATTTA--AAGTTG---------------------------------TGTATTTTCAGCGGTCTGGAATACGAGGTGATTGTTATTGACGACGGCAGTCCGGATGGAA

droEle1 scf7180000491046:3439283-
3439460 +

TGCCCACCTACAACGAGAAGGACAATTTGCCCATTATAATATGGCTTATTGTGAAATACATGAAGGCCAGGTGAGCAGA---GGCT-----TCTTT------AA-AGC---G-TTAAAACAGGCATTTA--AAGTTCT--------------------------------TCCCGTTGCAGCGGTTTGGAATATGAGGTGATTGTTATTGATGACGGCAGTCCGGATGGAA

droRho1 scf7180000777913:128025-
128201 -

TGCCCACCTACAATGAGAAGGACAATTTACCCATTATAATATGGCTAATTGTGAAATACATGAAGGCTAGGTGAGCAGG---GGTC-----TCTTT------AA-GGC---G-TAAAAACAGGCATTTA--AAGTTA---------------------------------TCCTATTACAGCGGCTTGGAGTACGAGGTGATTGTTATTGATGACGGCAGTCCGGATGGAA

droFic1 scf7180000454003:59002-59176
+

TGCCCACGTACAACGAAAAGGACAATTTGCCAATCATAATTTGGCTAATTGTGAAATACATGAAGGCCAGGTGAGTGGA---GGCT-----TTTTA------AA-GGC------AAAGACAATCATTTA--AAGTTC---------------------------------CCTCTTTTCAGCGGTTTGGAATACGAGGTGATTGTTATTGATGACGGCAGTCCGGATGGAA

droKik1 scf7180000302382:796331-
796507 +

TGCCCACCTACAACGAAAAGGATAATTTGCCAATTATAATATGGCTCATTGTGAAATACATGAAGGCCAGGTGACTAGC---GGCT-----CTTTA------AGAGGC---T-TAAA-ATAGCCATTGC--ATGTTT---------------------------------ACCTTTTGCAGCGGCTACGACTACGAGGTGATTGTTATTGACGACGGCAGTCCGGACGGAA

droAna3 scaffold_12916:12052033-
12052206 +

TACCCACCTACAATGAAAAGGACAATTTACCTATAATAATATGGCTAATTGTGAAATACATGAGTGCCAGGTGAGAAAA---ATAT-----CTTAA------AT-GGC---T-AAAAAATACGA--ATA--ATGTTT----------------------------------ACCTTTCCAGTGGGTACGAGTACGAGGTGATTGTTATTGACGATGGCAGTCCGGACGGAA

droBip1 scf7180000396769:401089-
401262 +

TACCCACCTACAACGAAAAGGACAACTTACCCATTATAATATGGCTGATTGTAAAATACATGAGTGCCAGGTGAGTAAG---AGAT-----GGTTA------AC-AGC---T-AAAA-ACT-ACAATCG--ATGTTT----------------------------------ACCTTCGCAGCGGGTACGACTACGAGGTGATTGTTATTGACGACGGCAGTCCGGATGGAA

dp5 4_group1:1675787-1675967 + TGCCCACCTACAATGAAAGGGACAATTTACCAATTATAATCTGGCTGATTGTGAAATACATGAAGGCCAGGTGAGTAGC---TGTG-----CCAAA------AC-GGT---C-TAAA-ACAGCCTTTAC-AAAGTTCACTC-----------------------------TCCCTGTGCAGCGGCTACGAATACGAGGTGATTGTGATAGACGATGGCAGTCCGGACGGTA
droPer2 scaffold_5:3530495-3530675 - TGCCCACCTACAATGAAAGGGACAATTTACCAATTATAATCTGGCTGATTGTGAAATACATGAAGGCCAGGTGAGTAGC---TGTG-----CCAAA------AC-GGT---C-TAAA-ACA-GCATTTACAAAGTTCACTC-----------------------------TCTCTGTGCAGCGGCTACGAATACGAGGTGATTGTGATAGACGATGGCAGTCCGGACGGAA
droWil2 scf2_1100000004521:6723034-

6723224 -
TGCCCACTTACAATGAAAAGGACAATTTGCCCATTATAATATGGCTAATTGTCAAATACATGAAGGCCAGGTTGGTAGT---TCTC-----CATTAACCACGT--AGCTAAAAACAAAACAAACATTTT--CCTATC----------------------------CCTTTTCCACTTGCAGTGGCTACGAGTACGAAGTGATTGTCATAGACGATGGCAGTCCGGATGGCA

droVir3 scaffold_12723:2914356-
2914532 -

TGCCAACATACAATGAGAAAGACAATTTGCCAATTATTATATGGCTTATTGTGAAATATATGAAAGCTAGGTGAGCACATGACATACTAT----AC--A---TA-CGC---T-GGCAAC---TCGACTA--AAATT-----------------------------------GTCTTTCCAGCGGCTACGAGTACGAGGTGATTGTTATTGACGATGGCAGTCCGGATGGCA

droMoj3 scaffold_6500:16185534-
16185709 -

TGCCCACATATAACGAAAAAGACAATTTACCAATTATCATATGGTTAATTGTAAAATATATGAAAGCTAGGTAAGTTGA---ATTACTATCGAATAACCGAATT-GAT---T-AAAATCAAAT-----------------------------------------------TATTTTTCCAGCGGCTACGACTATGAGGTAATTGTGATCGACGATGGCAGTCCGGATGGCA

droGri2 scaffold_15126:565259-565441
+

TGCCCACATACAATGAAAAGGACAATTTGCCAATTATCATCTGGCTAATTGTGAAATACATGAAAGCCAGGTGAGTTTT---GTCG-----CTATT------CA-C---------------------------------GCTATTTGTGCAATTGATAGTTGAAACTTGCTCTTTTTTTAGTGGCTACAATTACGAGGTGATTGTCATCGATGACGGCAGTCCTGATGGCA
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GTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGTTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAATCAACAACGTCTGCTATAGGTGCGACGCAACATGCGA

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

..................................................ATTGCGTTGGCCAAGCTGCAGGC................................................................................... 23 0 1 4.00 4 2 2 0

..................................................ATTGCGTTGGCCAAGCTGCAG..................................................................................... 21 0 1 4.00 4 2 0 2

...................................................TTGCGTTGGCCAAGCTGCAGG.................................................................................... 21 0 1 2.00 2 0 2 0

..................................................ATTGCGTTGGCCAAGCTGCAGG.................................................................................... 22 0 1 2.00 2 1 0 1

...................................................................................CAGCTGCTGGCCAGCGCATCCG................................................... 22 0 1 1.00 1 0 1 0

.............................GAGATAGCGGAGAAGAAG............................................................................................................. 18 0 1 1.00 1 1 0 0

...............................................CGCATTGCGTTGGCCAAGCTGCA...................................................................................... 23 0 1 1.00 1 0 1 0

.............................GAGATAGCGGAGAAGAAGA............................................................................................................ 19 1 1 1.00 1 1 0 0

Anti-sense strand reads

CAGCGTCGTACAGGTGAACGTCAAGTAGGCTCTATCGCCTCTTCTTCGCGTAACGCAACCGGTTCGACGTCCGGTTCTTCAGGGTCGACGACCGGTCGCGTAGGCGTTGGTTACCTTTTAGTTGTTGCAGACGATATCCACGCTGCGTTGTACGCT

************************************(((((............((((((((((((((((..(((......))).)))))..))))))))))))))))..............***********************************
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#
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No data available in table
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droSec2 scaffold_5:3042312-3042467 + dse_216 GTC--GCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGTTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAATCAA------CAACGTCTG---C---TATAGGT---GCGACGCAACATGCGA--
droSim2 2l:4769010-4769165 + dsi_32450 GTC--GCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAATCAA------CAACGTCTG---C---AACAGGT---GCGACGCAACATGCGA--
dm3 chr2L:4955575-4955730 + dme_401 GTC--GCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAATTGCAGGCCAAGAAATCCCAGCTGCTGGCCAGCGCACCCGCAACCAATGGAAAATCAA------CAACGTCTG---C---AACAGGT---GCGACGCAACATGCGA--
droEre2 scaffold_4929:5032026-

5032178 +
GTC--GCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAGGCGCATTGCGCTGGCCAAATTGCAGGCCAAGAAGACCCAGCTGCTGGCCAGCGCATCCATATCCAACGGAAAATCA---------ACGACTG---C---AACAGGT---GCTCCGCAGCATGCCC--

droYak3 2L:10571233-10571388 - dya_1788 GTC--GCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCACATCCAACGGAAATTCAA------CAACGACTG---C---AACAGGT---GCTCTACAACAATCCA--
droEug1 scf7180000409005:837269-

837427 +
GTC--GCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAGCGCATTGCCTTGGCTAAGCTGCAAGCCAAGAAGTCACAATTACTGTCTACCACATCTACCTCCAATGGAAAATCAC---AATCCAATGATC---A---AACAAGT---GGGAAGCAACAAGTTC--

droBia1 scf7180000302188:1539593-
1539742 +

GTC--GCAGCATGTCCACTTGCAGTTCGTCCGAAATAGCGGAGAAAAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGTGCATC------CGGCGGAAAGTCAG------CCCCGAATC---C---AACAAGT---GCGCTGCAACAAGTCA--

droTak1 scf7180000415705:273693-
273827 +

GTC--GCAGCATGTCCACTTGCAGTTCGTCGGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGTTGCTGGCCAGTGCATC------CGGCGGAAAGTCCA------CCGCGACTG---C---AACAAGT---G-----------------

droEle1 scf7180000491046:2622831-
2622983 +

GTT--GCAGCATGTCCACCTGCAGTTCATCCGAAATAGCGGAAAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAACTGCTGGCCACCACATC------CGCCGGAAAGTCAT------CCACTGCTCCGCC---AACAAAT---GCGCAGCAACAAGTCC--

droRho1 scf7180000779695:7662-7814 + ATC--GCAGCATGTCCACTTGCAGTTCGTCCGAAATAGCGGAGAAGAAGCGCCTTGCGCTGGCCAAGCTGCAAGCCAAGAAGTCCCAACTACTGGCCAACGCATC------CAGCGGAAAGTCAT------CCACAGCTCCTCC---AGCAAAT---GCGCAGCAACAAGTCC--
droFic1 scf7180000453842:1297093-

1297241 -
-TC--GCAGCATGTCATCTTGCAGTTCGTCTGAAATTGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGTTGCTAGCCAGCTCAAC------CAGCGGAAAGCTAA------CCACGAATC---C---AACAAAT---GCGCAGCAACAAGTTG--

droKik1 scf7180000302271:69334-69485
+

GTC--GCGACATGTCCACATGCAGTGCGTCCGAGATTGCGGAGAAGAAGCGCATTGCTCTGTCCAAGCTGCAGGCCAAGAAGTCCCAGCTCCAGGCCAGTGGGAA------TGGCGGGAGACCAGCCC---CGACGATTC---C---AACAGGCGCCGCCCAGCAACAA------

droAna3 scaffold_12943:2696429-
2696577 +

TCCATGCACAATGTCTGCCTGCAGTGCCATCGAAATCGCGGAGAAGAAACGCATTGCACTGGCCAAGCTGCAGGCGAAGAAGGCGCAGATCCTAGCTGGC---------------GGAAAAGCCACCCCGTCCACAAGTG---C---AACAAGT---GTGCAGCAAAAACCGC--

droBip1 scf7180000396535:2094263-
2094401 +

------CACAATGTCTGCCTGCAGTGCCACCGAAATTGCCGAGAAGAAACGCATTGCACTAGCCAAGCTTCAGGCGAAGAAGACACAGCTCCTGGCTGCCGGAGCAGC---------AACCTCGT------CCACAACTC---C---AACAAGT---GCGCAGCAAAAA------

dp5 4_group4:1471207-1471338 + GGC--TTAATATGTCCACTTGTAGCATTGCTGAAATAGCAGAAAAGAAGCGCGCTGCCTTGGCCAAGCTGCAAGCCAAAAAGTCGCAGCTCG---TCAAC---------------------TCTAAGG---CGCCGC------CGACAAAAAAC---GCGCAGCAACAAG-----
droPer2 scaffold_10:473217-473343 + -------AGTATGTCCACTTGTAGCATTGCTGAAATAGCAGAAAAGAAGCGCGCTGCCTTGGCCAAGCTGCAAGCCAAAAAGTCACAGCTCG---TCAAC---------------------TCTA------AGGCGCCGC---CGACAAAAATC---GCGCAGCAACAAG-----
droWil2 scf2_1100000004585:1582250-

1582382 -
GTT--GTGAAATGTCGGCCTGCAGTGCTACGGAAATAGCTGAAAAGAGGCGCATTGCCTTAGCCAAACTGCAAGCCAAGAAGACCCAATTGT------------CCACATCTCCGAAAATTCCAT------CTGCCGCTT---C---AACAGGT---TCGGC-------------

droVir3 scaffold_13246:1175609-
1175728 -

GAC--A-ACCATGTCCGTCTGCACGGCTGCCGAGATAGCTGAGAAGCGACGCATTGCACTGGCCAAGCTGCAGGCGAAAAAGGCCCAAGCGCCGGCCATAAAACCC---------------------------------T---C---AACAAGT---GT-CA-------GCGA--

droMoj3 scaffold_6500:4738876-
4738990 +

----------ATGTCAGTCTGCACAGCAGATGAGATTGCAGAGAAACGGCGCATCGCACTAGCCAAGCTGCAGGCTAAGAAAAACCAAACACCAGCCGTAAATTC------AAACACAAAGCCCG------CCACAA--------------------------------------

droGri2 scaffold_15252:16053753-
16053849 +

----------ATGTCAGTTTGCACATCCGCTGAGATAGCAGAGAAACGTCGCATTGCACTGGCTAAGCTGCAGGCAAAAACTAAAC-----------------------------------------------------------------AAG---GCCCGCCAACAAATTCAA
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GGTTGCAGAATCCCATTTCCACGCGACCTCCAGATGCAATCTTCACACTTCGGAGGGCCATCAAAGAGAGTGCTGTTAATTTTTTCCAGTGCATCTCTTTGTGGCCTTTTCGAAGGCTAGATTGAAAGGTCCTTCTTTTGGGTTCGTTCCGTGAATTAACAGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V113

male
body

M054

female
body

V114

embryo

...........................................................................................CATCTCTTTGTGGCCTTTTCG................................................... 21 0 1 10.00 10 8 1 0 1

...........................................................................................CATCTCTTTGTGGCCTTTTCGA.................................................. 22 0 1 6.00 6 3 1 1 1

..................................................CGGAGGGCCATCAAAGAGAGTGC.......................................................................................... 23 0 1 3.00 3 1 2 0 0

..................................................CGGAGGGCCATCAAAGAGAGTG........................................................................................... 22 0 1 1.00 1 1 0 0 0

............................................................................................ATCTCTTTGTGGCCTTTTCG................................................... 20 0 1 1.00 1 0 1 0 0

...........................................................................................CATCTCTTTGTGGCCTTTTCGT.................................................. 22 1 1 1.00 1 1 0 0 0

...........................................................................................CATCTCTTTGTGGCCTTTTCGAT................................................. 23 1 1 1.00 1 0 0 1 0

...........................................................................................CATCTCTTTGTGGCCTTTTCGAA................................................. 23 0 1 1.00 1 1 0 0 0

.........................................................................................TGCATCTCTTTGTGGCCTTTTCG................................................... 23 0 1 1.00 1 1 0 0 0

............................................................................................ATCTCTTTGTGGCCTTTTCGA.................................................. 21 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

CCAACGTCTTAGGGTAAAGGTGCGCTGGAGGTCTACGTTAGAAGTGTGAAGCCTCCCGGTAGTTTCTCTCACGACAATTAAAAAAGGTCACGTAGAGAAACACCGGAAAAGCTTCCGATCTAACTTTCCAGGAAGAAAACCCAAGCAAGGCACTTAATTGTCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V115

head
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_11:59702-59864 - dse_206 GGT----------------T--G--------------------CA---------GAA------T--------------CCCATT--TCC---------ACGCGACC---------TC-CAGATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTGT--------------------------------------TAATTTTTTCCAGT--GCATCTCTTTGTGGCCTTTTCG-------AAGGCTAGATTGAAAGGTCCTTC------TT-T-----TGGGTTCGTTCCGTGAATTAACA------GG--------------------------
droSim2 3l:19738956-19739141 - dsi_26799 GGGCGG-------ATGGGAT--G--------------------CA---------GAA------TCAACT----A-CATCCCATT--TCC---------ACGCGACC---------TC-CAGATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTGT--------------------------------------TAATTTTTTCCAGT--GCATCTCTTTGTGGCCTTTTCG-------AAGGCTAGATTGAAAGGTCCTTC-----TGT-T-----TGGGTTCGTTCCGCGAATTAACA------GATTGG----------------------
dm3 chr3L:20149161-20149363 - dme_467 GGGCAG-------ATGGGAT--G--------------------CA---------GAA------TCACCT----A-CATCCCATT--CCC---------ACGCGGCC---------TC-CAGATGCAATCTTCACACTTCGGAGGGGCCATCAAAGAGAGTGCTAC-----G--TGGCTT-----CGTCGCTG----------GTAATTTTTGCCAGT--GCATCTCTTTTTGGTCTTTTCG-------AAGGCTAGATTGAAGGGTCCTTC-----ATT-T-----TGGGTTCGGTCCATGAATTAACA------GATTGG----------------------
droEre2 scaffold_4784:19876342-

19876544 -
GGGCTGGATGCGGATGGGTT--A--------------------CA---------GAA------TCAGCA----A-CAACCCATG--CCC---------ACGCG-CC---------TC-CAGATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTT------G--G--CGGC----GGGCGCTA----------CTAATTTTTGTCAGT--GCATCTCTTTGTGGC-TTTTTG-------AAGGCTAGATTGAAAGGTCCTTC------TT-------AAGGGTCGGTCCGTGAATTTACA------GATTGG----------------------

droYak3 v2_chr3L_random_040:5241-
5454 -

GGGCGG-------ATGGGAT--A--------------------CA---------GAA------TCACCA----A-CATCCCATC--CCC---------ACGCGACCTCCAATCC-TCCAAGATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTTT-----GAGG--CGGTAGGCGGTCGCTA----------GTAATTTTTTTCAGT--GCATCTCTTTGTGGCCTTTTCG-------AGAGCTAGATTGAAAGGTCCTAT------TT-------TTGGGTCGGTCCGTGAATTTACA------GATTGG----------------------

droEug1 scf7180000409711:5801024-
5801226 +

GGGCGG-------TTGGGAT--T--------------------CT---------GAT------TCACTT----A-CCCCGTATCC-ACC---------CCCCGCCC---------TC-CAGATGCAATCTTCACACTTCAGAG-GGCCATCAAAGAGAGTGCTCT-----G--G--CAGC----AGTAGGAA----------GTCATTTTTGTCAGT--GGATCTCTTTGTGGCCCTTTTG-------AAGGCTAGATTAAAAGGCTCGGTTCGTCGTT----------TTTTGGGCCTTGAATTTACA------GATTAG----------------------

droBia1 scf7180000302193:2928152-
2928351 -

GGGCG--------TTGGGAC--T--------------------GG---------GAT------TCACTT----G-CCCCCTTTCT-TCC---------TCGGGGCC---------CA-CAGATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTCT-----G--G--CTGT----AGTCGCCA------AATCGAAGTTTTTGCCAGT--GGACCTCTTTGTGGCCCCTTTG-------AAGGCCAGATTACGAGGCCCTTT------TT----------GTTTGGTCCTTGAATTTACA------GATTAG----------------------

droTak1 scf7180000415868:105039-
105221 -

GGGCTGG------CAGGGAT--T-----------------------------------T------------------------T--CCA---------TCACGGCCTC------CCA-CAGATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTCT-----G--G--CAGTCAGTAGTCGCAAGTCGCAAATCGCAATTTTTGTCAGTGTGAACCTCTTTGTGGGCCCTTTG-------AAGACCAGATTAAAAGGCTC------------------------------TTGAATTTACA------GATTAG----------------------

droEle1 scf7180000491193:4461994-
4462193 -

GG-CGG-------CTGGGTC-----------------------C------------------------TACTTAACCCCCTTTTTTTCC---------CGGCCTCC---------TC-CAGATGCAATCATCACACTTCACAA-GGCCATCAAAGAGAGTGCTCT-----G--G--CGGC----AGTCGCAA----------GCGATTTTTGCCAGT--GGACCTCTTTGTGGCGCTTTTG-------AAGGCTAGATTAAAAGGCTCTTT------TT----------GTTTGGTCCTTGAATTTGCAGATACAGATTAG--------------------GC

droFic1 scf7180000454113:2159900-
2160095 +

GGGCGG-------GCGGGC------------------------------------ATTT----------------TATCCCGCC--CCC---------TCTCT-CC---TTTTTCCG-CAGATGCAATCTTCACACTTGGGAG-GGCCATCAAAGAGAGTGCTGC-----G--G-----CACAAAGTCGCCA----------GTGATTTTTGTCAGT--GGATCTCTTTGTGGCCCCTTCG-------AGGTCTGAATTAAAAGGTTCGCC------TT-T-----TCGGTTTGGTCCTTGAATTTGCA------GATTAG----------------------

droKik1 scf7180000302441:2884920-
2885109 -

GGGCTCTTG------GGGATG-G--------------------CA---------GGG------TTGCCTACCTA-CCCACTTGTGTGCC---------AGCCTGCC---------GC-CTGATGCAATCTTCACACTCC-CAG-GGCCATCAAAGAGAGTGCTCTCCTCTG--G-----C----AGTCGCAA----------GTGATTTTTG-------------CTTGGTGGTCCTTTTG-------AAGGCTAAATTAAAAGGCTTTTT------GT----------TTTGGGTCCCCAAATTCACA------GA--------------------------

droAna3 scaffold_13337:6271396-
6271626 -

GGGCAGG------CTGGGGGGAGGGCTCAGGGGATAAAGGGTCCTGGGTG----------------AGT----A-CGTCCTGT---CCC---------TC--GCCC---------CCCAGAATGCAATCTTCACACTTA---------CTCAACGAGATTGCTTT-----G--A-----C----AGTTGAAA----------GTAATTTTTGTCAGT--GGACTTCTTTGCGGCTCTTTTTCGGAAAGGA-------------GGCACTCT------CTAAAGACATTGGCTGGGTCCTTGAGATTTCT------GATTACATTTTCCTTTAACCTTAAGGAC

droBip1 scf7180000396709:26936-
27150 -

GGGTGGACAGGG------GAG-GGGCTAAGGGGTTAAAGGGGCCTGGGTGAGTACGTCCTGGACCAC-----------CCCCTT--TCC---------C-----GC---------CC-AAAATGCAATCTTCACACTTA---------CTCAACGAGATTGCTTT-----G--A-----C----AGTTGAAA----------GTAATTTTTGTCAGT--GGACTGCTTTGCGGCTCATTTTCGGGGCGGA-------------GGCTCTCT------CTCAAGACATTGGCTGGGTCCTTGAGATTTCT------GATTAC----------------------

dp5 XR_group6:2022768-2022910
-

GGCACCCCTTTG------GCG-GCGGCAACCACTTGAAGCTC----GACGTA--------------TC----------------CG-CGCTCCGTTCC-----------------------------GCTTCGCATTCGA--------------GAAAGTACATACATAT----AG----------------CTTATGGATT-------CTG-------------C-------------------------------TTACGATGGATACC------TT-T-----CAAATTTAATCCAGGAACTTCCA------AG--------------------------

droPer2 scaffold_9:315940-316082
-

GGCACCCCTTTG------GCG-GCGGCAACCACTTGAAGCTC----GACGTA--------------TC----------------CG-CGCTCCGTTCC-----------------------------GCTTCGCATTCGA--------------GAAAGTACATACATAT----AG----------------CTTATGGATT-------CTG-------------C-------------------------------TTACGATGGATACC------TT-T-----CAAATTTAATCCAGGAACTTCCA------AG--------------------------

droMoj3 scaffold_6496:17066599-
17066600 +

AG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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TAACACTCAGCTTTTTTTCGGCCCACATATTGTCTGGATGCAGCCCATATCCAAGTACTATAGGTTATATATTATTGAGGGTTATTTAGCCTGTCAGTAATTGGAGGAGGGCACATAAACCACCGTGCTAGCTACCCATAAATTGCACATTAGATAA

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

#
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Norm Total

V113

male
body

V115

head

V114

embryo

M054

female
body

....................................................................................TTTAGCCTGTCAGTAATTGGAG................................................... 22 0 1 8.00 8 6 2 0 0

....................................................................................TTTAGCCTGTCAGTAATTGGAGG.................................................. 23 0 1 4.00 4 1 2 1 0

....................................................................................TTTAGCCTGTCAGTAATTGGAGGA................................................. 24 0 1 3.00 3 1 1 1 0

.....................................................................................TTAGCCTGTCAGTAATTGGAG................................................... 21 0 1 2.00 2 0 1 0 1

....................................................................................TTTAGCCTGTCAGTAATTGGA.................................................... 21 0 1 2.00 2 2 0 0 0

.....................................................................................TTAGCCTGTCAGTAATTGGAGG.................................................. 22 0 1 1.00 1 0 1 0 0

....................................................................................TTTAGCCTGTCAGTAATTGGAGGAA................................................ 25 1 1 1.00 1 1 0 0 0

Anti-sense strand reads

ATTGTGAGTCGAAAAAAAGCCGGGTGTATAACAGACCTACGTCGGGTATAGGTTCATGATATCCAATATATAATAACTCCCAATAAATCGGACAGTCATTAACCTCCTCCCGTGTATTTGGTGGCACGATCGATGGGTATTTAACGTGTAATCTATT

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V113

male
body

V114

embryo

.................AGCCGGGTGTATAACAGACCT....................................................................................................................... 21 0 1 1.00 1 1 0 0

.........................................TCGGGTATAGGTTCATGAT................................................................................................. 19 0 1 1.00 1 0 0 1
Show Alignment With Reads
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Species Coordinate ID Alignment
droSec2 scaffold_9:1378090-

1378246 +
dse_187 TAACACTCA-G------------------CTTTTTT-TCGGCC-------------CACATATTGT-----CTGGATGCAGCCCATATCCAAGTACTATAG------GT---------------------------------------------------------------------------------TATATA-TTATTGAGGGTTATTTAGCCTGTCAGT-------AATTGGAGGAGGGC-------------------------------------------ACA--TAAACCACCGTG-----CTAG--CTACCCATAAAT--TGCACATTAGATAA

droSim2 2r:18605608-18605764 + TAACACTCA-G------------------CTTATTT-TCGGGC-------------CACATGTTGT-----CTGGATGCAGCCCATATCCAAGTACTATAG------GT---------------------------------------------------------------------------------TATATA-TTATTGAGGGTTATTTAGCTTGTCAGT-------AATTGGAGGAGGGC-------------------------------------------ACA--TAAACCACCGTG-----CTAG--CTACCCATAAAT--TGCACATTAGATAA
dm3 chr2R:18067743-18067909 + dme_459 TAGCACTCA-G------------------CTTATTT-TCGGGC-------------CACATATTGT-----TTGAAAGCAGCCCATATCCAAGTTCTACAT------GT-------------------GTG-----------------------------------------------------------TATATA-TTATTGAGAGTTATTTTGCTTGTCAGTTAGCAGTAATTGGAGGAGGGC-------------------------------------------ACA--TAAACCACCGTG-----CTAG--CTACCCATAAAT--TACACATTAGATAA
droEre2 scaffold_4845:12207191-

12207370 +
AAGCACGCA-G------------------CTCACTT-TCGAAC-------------CACACACAGT-----CTGGAAGAACCCCATATCCAAGTACT----------------------------------------------------GCCTATCTAT----------------------ATGGATAGGTGGATA-TTATTGTGGGCTATTTGGCTTGGCAGTTAGCAGTAATTGTGG---GGCAACC---------------------------------------GTC--GTAACCACCGTG-----CTAG--CTGCTCATAAATTACACACATTAGATAA

droYak3 2R:17813837-17814026 + TAGCACTCA-T------------------CTCATCT-TCGGGC-------------CAGGTATTTTTTATTTTGGCAGATCCCCATATTCAAGTACTACA------------------------------------ATATAGAGA-------------------------------GATATATAGATAGTTAGATA-TAATCGTGTGTTATTTGGCTTGGCAGTTAGCAGTAATTGTGG---GGCGACC---------------------------------------ACC--GAAACCACCGTG-----TTAG--CTGCCCATAAAT--TACACGTTAGATAA
droEug1 scf7180000409663:76779-

76875 +
TTGGGGACC-A-------------TTGG-G--GACT-TAGAGACGAACCCGCTATTTACAT----------------------------------------A------------T-TGTTCTACGAATACCCTTTAACAACTGCACAGAGCCTATCAATTGGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------TATT-----A

droBia1 scf7180000301506:2419721-
2419894 +

CAGCACGAT-C---------------AT-C-------TCGAGACGAGCCCGCTGTTTACAA----------------------------------------A------------T-GGTTCTATAGGTACCCTGTACGCAGTTTGTAAAGCTTATCGAAGTG-----------------------------------ATAATGAGGGCTGA-TGGTTTGTCATTAAGTGGCCATTAGGG---GGC-------------------------------------------ATATAGTAACCTCCGTT-----T--G--GAGACCATAAAT--CATGTACTTGATAA

droTak1 scf7180000415346:244802-
244891 -

TAGCACTCG-A-------------TT---------A-TCGAGACGAGCCCGCCGGTTACAA----------------------------------------T------------T-GGTTCTATAAGTACCCTATAACTAGTATATAGAGCCTATATAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGCTTT

droEle1 scf7180000486721:875-1062
-

TAGCACTCG-A-------------TCA-----ACTT-CTGAGCAGAGCCCGCTGTTTACAA----------------------------------------A------------T-CATTCTAGGGGTACCCTGTTTCTGGTAGATAGAGCTTATTAGTTGG-------------------------------ATA-TCAATATGGGTAACATGGTTGGCCAGTTAGGAGTTATTCT--------------------------------CAATTATTTAC--------ATA--GTAAACTTCGTT-----TTAG--CTACTCATAAAT--TAGTCACTTTATAA

droRho1 scf7180000777716:31565-
31737 -

TAGCACTCG-G-------------ACAA----AGCT-TTAAGGCGAGCCCGCTGTTTACAA----------------------------------------T------------T-CGTTCTAGGTGTACCCTATTATTTAAAGATAGAGCTTATTTGTCGGA-------------------------------TA-TTATT----------TTGGTTATTATTTGTAGTTATTTGT---------------------------------------------------ATA--AGAACCTCGGTTTTATATCGG--TTGCTCATAAAT--TACGCACTTGATCA

droFic1 scf7180000453858:513679-
513847 +

TAGCACTCC-A-------------TCAG-TTCTTCT-TCGGGGCGAGCCCGCTGTTTACAA----------------------------------------A------------T-ATATCTGTGTTTGCGCTATACCAAGAACATTGGGCTTATCAGTTAGA-------------------------------TA-TTTAAATGG------------------------------------GCCATACAACTCTTAA-GTT-------TAT---------------------TTTATTACATTT-----AAAG--ATGCCGATTTAT--TTTTGACATGATTA

droKik1 scf7180000302232:5477-
5581 -

TCGCTCACC-C-TGCATGGGATGTTA---------------------------------------------------------------------------T------------TGGATACTATTACCTAGCAGCCACCCTTAGCCATAA-------------------------------------------ATATTTAAT-----------------------GGGAGTCATTGCAGGG----------------------------------------------------------------------------------GCAAT--TGCACACTAGATAA

droAna3 scaffold_13266:10729230-
10729247 -

CAATATTTG-T------------------TTTCTTT-T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396428:1158034-

1158239 -

TAGCCACCA-GATCGAT-CGA---TCAAGC--CTCTTCGGGGCCGAGCCCGTTGTTTAAAA----------------------------------------AT-----------T-AATTTTAGGAATGCGCTACTTTTGGTTGTTAAAGCTTATCAGCAGATTTCATTATTGGGGGGT--------------GTA-CGATTGGGGGT-----------------------------------------------------TTTAAT--TGTTTGTTTACCCAGCTAGCCA--TAAACCATCATG-----GTAGAACTACTTTAAAAA--TGAATACTCGTTCG

dp5 3:19280300-19280510 - AAATGCTCAAAATCGATGCGATGATCAG-CTTCTCGGTGGAGCCGAGCCCGCATTTTACAT----------------------------------------ACATACATATGTATGTGTTCTATGTACGCGCTACAACCCTTGGACAGAGTCCATCAGCTCAGTTGTA-------------------------------TAT-----------------------------GGCTTTAGCA---------------GGGACTATACTTTCCATG--CCA-TACGCTATACA--TATACCTTCATT-----CA-----TTCCACTGAAT--TGCACTTCCGAAAG

droPer2 scaffold_37:282677-282875
-

AAATGCTCAAAATCGATGCGATGATCAG-CTTCTCGGTGGAGCCGAGCCCGCATTTTACAT----------------------------------------A------------TGGGTTCTATGTACGCGCTACAACCCTTGGACAGAGTCCATCAGCTCAGTTGTA-------------------------------TAT-----------------------------GGCTTTAGCA---------------GGGACTATACTTTCCATG--CCA-TACGCTATACA--TATACCTTCATT-----CA-----TTCCACTGAAT--TGCACTTCCGAAAG
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GTTGAGACAACAAAAGAGCTAGAAGCGTAGCACTATGAACAGCATACACAGTGAGTATTTGGCATTTAGTGCGGTGGCGTTGCTCCAGCGGTACTGATATGGCGCTCCTGCCCGCCCCCGTCACGTATCCCTATTCCCATCGCGCAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG

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

#
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Hit
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Total
Norm Total
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embryo
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male
body

V115

head
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female
body

...................................................................AGTGCGGTGGCGTTGCTCCAGCG........................................................................................................... 23 0 1 11.00 11 11 0 0 0

.............AAGAGCTAGAAGCGTAGCA..................................................................................................................................................................... 19 0 1 3.00 3 3 0 0 0

.....................................................................................................................................................................AGTACATCAGCCTGCTGACGCTG......... 23 0 1 1.00 1 1 0 0 0

...........AAAAGAGCTAGAAGCGTAGC...................................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0
GTTGAGACAACAAAAGAGCTAGAAGC........................................................................................................................................................................... 26 0 1 1.00 1 1 0 0 0
...............................................................ATTTAGTGCGGTGGCGTTGCTCCAGCG........................................................................................................... 27 0 1 1.00 1 0 1 0 0
...................................................................AGTGCGGTGGCGTTGCTCCAG............................................................................................................. 21 0 1 1.00 1 1 0 0 0
...GAGACAACAAAAGAGCTAGAAGCGTA........................................................................................................................................................................ 26 0 1 1.00 1 0 1 0 0
........................................................................................................CTCCTGCCCGCCCCCGTCACGTA...................................................................... 23 0 1 1.00 1 0 0 1 0
.TTGAGACAACAAAAGAGCTAGAAGC........................................................................................................................................................................... 25 0 1 1.00 1 1 0 0 0
...................................................................AGTGCGGTGGCGTTGCTCCA.............................................................................................................. 20 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

CAACTCTGTTGTTTTCTCGATCTTCGCATCGTGATACTTGTCGTATGTGTCACTCATAAACCGTAAATCACGCCACCGCAACGAGGTCGCCATGACTATACCGCGAGGACGGGCGGGGGCAGTGCATAGGGATAAGGGTAGCGCGTCACTTGCGGTTATGCGACTTCATGTAGTCGGACGACTGCGACTGGGACGTC

*******************************************************(((((...((.((...((((((.((((..((...((((.((......)).))))...)).)))).))).)))..)))).)))))......****************************************************
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droSec2 scaffold_10:2358963-2359159

-
dse_758 GTT---GAGACAA------CAAAA--GAGCTAGAA----------GCGTA---GCACTATGAACAGCATACACAGTGAGTAT-----TTGGC--------ATTTAGTGCGGTGGCGTTGCTCCAG-----CGGTACTGATATGGCGCTCCTGCCCGCCCCCGTCACGT------ATCCCTAT------TCCCATCGCGCAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG

droSim2 x:2399628-2399824 - dsi_32465 GTT---GAGACAA------CAAAA--GAGCTAGAA----------GCGTA---GCACCATGAACAGCATACACAGTGAGTAT-----TTGGC--------CTTTAGTGCGGTGGCGTTGCTCCAG-----CGGTACTGATATGGCGCTCCTGCCCGCCCCCGTCACGT------ATTCCTAT------TCCCATCGCGCAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG
dm3 chrX:2597391-2597584 - dme_457 GTT---GAGACAA------T---A--GAGCTAGAA----------GCGTA---GCACCATGAATAGCATACACAGTGAGTAT-----TTGGC--------CTTTAGTGCGGTGGCGTTACTCCAG-----CGGTACTGACATGGCGCTCCTGCCCGCCCCCGTCACGT------ATTCCTAT------TCCCATCGCACAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG
droEre2 scaffold_4690:23886-24087 - GTT---GAGAAAA------CAAAAGAGAGCTAAAG----------GCATAGCAGCAACATGAACAGCATACACAGTGAGTAT-----TTGGC--------CTTTAGTATGGCGGCGTTGCTCCAG-----CGTTACTGATATGGCGCTCCTGCCCGCCCCCGTCACAT------ATTCTTAT------TCCCGTCGTCCAGTGAACGCCAATACGCTGAAGTACGTCAGCCTGCTGACGCTGACCCTACAG
droYak3 X:5752737-5752935 + GTT---GAGAAAA------CAAAAGAGAGCTAGAA----------GCGTA---GCACCATGAACAGCATACACAGTGAGTAT-----TTCGC--------CTTTAGTGTGGCGGCGTTGCTCCAT-----CGGTACTGATATGGCGCTCCTGCCCGCCCCCATCCCGT------ATTCCTAT------TCCCATCGCCCAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG
droEug1 scf7180000409061:116151-

116338 -
GTA---TAAAAAA------CAAGA--GAGTTTCAA----------ACGGA---GCAGCATGAAT---ATACACAGTGAGTAT-----TTGGT--------TATTAGTTGTGCGGCGTTGCTCCAA-----CAGTACTGACATGGCGCTCCTTCCCGCACCCGTCACCT------ATT------------CCTATCGTCCAGTGAATGCCAATACTCTAAAGTACATCAGTCTGCTGACGCTGACCCTCCAG

droBia1 scf7180000302126:2754002-
2754207 +

GTT---GGGGAGACAAAGGCAAGG--GAGTTTGAC----------GCCGA---GCAGCATGAAT---ATACACAGTGAGTAG-----ATGGC--------CTTTAGTCGAGTGGCGTTGCTCCAG-----CAATACTGACATGGCGCTCCTGCCCGCCCCCGTCTCCT------ATGCCTATGCCCATGCCCATCGGCCAGTGAACGCCAATACCCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG

droTak1 scf7180000415769:953328-
953522 -

GCA---AAGTAAA-----ACAAGG--GAGTTTGAA----------GCGGA---GCAGCATGAAT---ATACACAGTGAGTAC-----TTGGC--------CTTTAGTCGAGTGGCGTTGCTCCAG-----CGATACTGACATGGCGCTCCTGCCCGCCCCCGTCACCT------ATTCCTAC------TCCCATCGCCCAGTGAACGCCAATACCCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG

droEle1 scf7180000490141:394092-
394296 +

GTTTTTGGAGTTG------AAG--------T-TGCGCGACTAACAAAAGA---GCAGCATGAAC---ATACACAGTGAGTAGAGTATTTGGC--------CTTTAGTCGAGTGGCGTTGCTCCAG-----CCGTACTGACATGGCGCTCCTGCCCGCACCCGTCACCT------ATTCCTAT------TCCCATCGCCAAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACTTTGCAG

droRho1 scf7180000779467:425549-
425736 +

GTT---GGGAAAA------CAAAA--GAGTTTAAA----------TCGGA---GCAGCATGAAC---ATACACAGTGAGTAT-----TTGGC--------CTTTAGTTGAGTGGCGTTCCTCCAG-----CCGTACTGACATGGCGCTTCTGCCTGCACCCGTCACCT------ATT------------CCTATCGCCCAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCTTGCAG

droFic1 scf7180000454072:639877-
640079 +

GTT---TAGAAAA------CAATA--G--TT-CGA----------GCGGA---GCAGCATGAAC---ATACACAGTGAGTAG-----TTAGC--------CTCCAGTCGATTGGTGTCGCTCCAG-----CCGAACTGAAATGGCGCTTCTGCCCGCACCTGCCACATACTCATACTCCTACTCGTATCCCCGCCGCCTAGTGAACGCCAACACGTTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAA

droKik1 scf7180000302495:104322-
104513 -

ATC---GGAATAA------AAGGC--AAACACAAC----------TTGGA---GCACAATGAAC---ATACACAGTGAGTAG-----ATGGGGTTTATGTGTTTAGTTGGCCGCCGTCGCTCCAGAACTGCTGTACTGACACCA---TGCTACCCGCACCCGTCT------------------------ACTATCGTCCAGTGAACACCAACACGCTGAAGTACATCAGCCTGCTGACGCTGACGCTCCAG

droAna3 scaffold_13248:482504-
482588 +

G-------------------------------------------------------------------------------------------------------------------------------------------------CTGCTACCCGCACCCATCTCTT------ATCG---------------CCCCACAGTGAACACCAACACCCTCAAGTACGTCAGCCTGCTGACTCTAACGCTCCAG

droBip1 scf7180000394736:17775-
17859 -

G-------------------------------------------------------------------------------------------------------------------------------------------------CTGCTACCCGCACCCATCTCTT------ATCG---------------CCCCACAGTGAACACCAATACCCTCAAGTACGTCAGCCTCCTGACTCTGACGCTCCAG

dp5 XL_group1e:1992831-1992985
-

A-------------------------------------------------------CCATGAAT---ATCCATAGTGAGTAA-----TATAC----ATATGTTTAGTTGGATCCGAACTCTTCAT-----AATTAATGTCACAATGCTGTTGCCCGCTCCCATTT------------------------CTTATCGTACAGTGAACACGAACACTCTGAAGTACATCAGTCTCCTAACGCTAACGCTGCAG

droPer2 scaffold_18:843207-843361 - A-------------------------------------------------------CCATGAAT---ATCCATAGTGAGTAA-----TATAC----ATATGTTTAGTTGGATCCGAACTCTTCAT-----AATTAATGTCACAATGCTGTTGCCCGCTCCCATTT------------------------CTTATCGTACAGTGAACACGAACACTCTGAAGTACATCAGTCTCCTAACGTTAACGCTGCAG
droWil2 scf2_1100000004515:2984205-

2984395 +
AC---------AA------CAAA---------TAA----------GAAAA---GTACAATGAAT---ATACATAGTGAGTAT-----AAAAC----ATAACTTTAGATGATCTTTAACTCTCAAT-----TGGCATTGACATGCCACTACTGCCTGCTCCCGTTTATT------ATCGTTACCGGTTTCGAAATCGTCCAGTGAACGCCAATACGCTTAAGTACATTAGTCTCCTAACACTAACACTACAG

droVir3 scaffold_12970:2159655-
2159718 +

TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTACTCGTGCAGTTAACACCAACACCCTGAAGTACATAAGTCTGCTGACTTTGACGCTGCAG

droMoj3 scaffold_6473:13301385-
13301448 -

TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCTCTATTGCAGTTAACGCCAACACACTCAAGTATGTGAGCCTGCTCACATTGACCTTACAA

droGri2 scaffold_15203:8890943-
8891006 -

TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCAAACAAACAGTGAACGCCAATACGCTCAAGTACGTGAGTCTGTTAACGTTGACCCTACAG
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AATTCACGAATGGCACACGCATTTAAAAGCAAATTTCATACTGGAATGGGTGATATTTTGGAACGCCCTTATATACTATATCTATATAGGCATCCTGAAATATCACCCATCTAAATTTACCAACCCCTTTTGCACTTACACACAGCACTTATGATTTT
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.....................................................................................ATAGGCATCCTGAAATATCACC................................................... 22 0 1 8.00 8 5 1 2 0

..................................................TGATATTTTGGAACGCCCTTAT...................................................................................... 22 0 1 3.00 3 0 1 1 1

..................................................TGATATTTTGGAACGCCCTTATAT.................................................................................... 24 0 1 3.00 3 3 0 0 0

......................................................................................TAGGCATCCTGAAATATCAC.................................................... 20 0 1 1.00 1 1 0 0 0

..................................................TGATATTTTGGAACGCCCTTATA..................................................................................... 23 0 1 1.00 1 0 1 0 0

..................................................TGATATTTTGGAACGCCCTT........................................................................................ 20 0 1 1.00 1 0 0 1 0

......................................................................................TAGGCATCCTGAAATATCACC................................................... 21 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

TTAAGTGCTTACCGTGTGCGTAAATTTTCGTTTAAAGTATGACCTTACCCACTATAAAACCTTGCGGGAATATATGATATAGATATATCCGTAGGACTTTATAGTGGGTAGATTTAAATGGTTGGGGAAAACGTGAATGTGTGTCGTGAATACTAAAA
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droSec2 scaffold_0:16380941-16381098

+
dse_162 AA-----TTCACGA-----------ATGGCAC--------------ACG----------------------------------------------------------------------------------CATTTAAAA---------------GCAA--------ATTTCA--TACTGGAATGGGTGATATTTT---GGAACG---C------------CC--------------------------------------------------TTATATACTA-------TATCTA---------TATA----------------------GGC--ATCCTG-AAATAT----C-A-------------------------------------------C--CCATCTAAA-TTTACCA------------------ACCCC-TTTTGCACTTAC--AC----AC------A-----------GCACTTATG-----ATTTT-

droSim2 3r:15510348-15510505 + AA-----TTCACGA-----------AAGGCAC--------------ACG----------------------------------------------------------------------------------CATTTTAAA---------------GCAA--------ATTTCA--TACTGGAATGGGTGATATTTT---GGAACT---T------------CC--------------------------------------------------TTATATACTA-------TATTTA---------TATA----------------------GGC--ATCCTG-AAATAT----C-A-------------------------------------------C--CCATCTCAA-TTTACCA------------------CCCCC-TTTTGCACCTAA--AC----AC------A-----------GCACTTATG-----ATTTT-
dm3 chr3R:5515867-5516034 - AA-----TTCACGA-----------AAGGCAC--------------ACG----------------------------------------------------------------------------------CATTTAAAA---------------TCAA--------ATTTCA--TACTAGAATGGGTGATATTTT---AGAACTA--TTT-TAGAA----CC--------------------------------------------------TTATATATTA-------TATTTA---------TATA----------------------GGC--ACCCTGAAAATAT----C-A-------------------------------------------C--CCATCTCAA-TTTACCA------------------CCCCCTTTTTGCACCTAC--AC----AC------A-----------GCACTTATG-----ATTTT-
droEre2 scaffold_4770:16081366-

16081514 +
AT-----TTCACGA-----------AAGGCAC--------------ACT----------------------------------------------------------------------------------CATTTAAAA---------------GTAA--------A-TTCA--TACTAGAATGGGTGATATTTC---AGACCT---C------------CC--------------------------------------------------TT------TA-------TATTCA---------TATG----------------------GGG--ACCCTG-CTATAT----C-A-------------------------------------------A--CCATCTTTA-TTTTCCA------------------CCC---TTTTGCACCAAC--AC----AG------A-----------GCACTTATG-----ATTTT-

droYak3 3R:9570118-9570273 - AA-----TTCACGA-----------AAGGCAC--------------ACT----------------------------------------------------------------------------------CACTCAAAA---------------GCAA--------ATTTCA--TTCTAGAATGGGTGATATTTT---GGACCT---C------------C---------------------------------------------------CCATATT-TA-------TATTCA---------TTTG----------------------GGG--ACCCTG-AAATAT----C-A-------------------------------------------C--CCATCTTTATTTTACCA------------------CCCCC----TGCACCCAC--ACAC--AC------A-----------GCACTTATG-----ATTTT-
droEug1 scf7180000407136:170135-

170298 +
AA-----TTCACGA-----------AAAGCAC--------------ACA----------------------------------------------------------------------------------CAA---------------------ACTC--------ATTTCA--TAATAGGATGGTAGATATTTCT--TGACCA---TT-------------------------------------------------A-GC----------TT--ATCCAA-------AGGCTA---------GGTA----------------------AAG--GTCTAA-AAATAT----C-A-------------------------------------------C--CCGTCTGAA-TC-ACC--------------------TCCC----TGCACCTAT--AAACACACACCTACAACAC----ATGCAATTTATG-----ATTTT-

droBia1 scf7180000302402:3002193-
3002268 -

AT-----T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTG-AAATAT----C-A-------------------------------------------C--CCATCTGAA-AT-ACCA------------------CC-CC----TGCACCTAC--ACACCCACACC---ATTAC----AAGCAATTTATG-----ATTTT-

droTak1 scf7180000415653:564048-
564142 -

TA-----TATAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CT-------TGTTTA---------A-------------------------------ATCCG-ATATAT----C-A-------------------------------------------C--CCATCTTAA-ACTTGTA------------------CCCCC----AGCACCTTTAAACACACACACC---ATCAC----AAGCAATTTATG-----ATTTT-

droEle1 scf7180000491047:120367-
120593 +

AA-----GTCACAA-----------AAAGAGC--------------ACT--TA------------------------------------------------------------------------CACATCCATTACAAA---------------ACAA--------AAC-AATTGGTCAGGATGGGTGATATTTC---AGACCA---TTTTCAATACTT-CT----------TTTT----ACTCTACTTTGATCTGTTAAGC--AAAGCTTT-TAT--T------------AACTGAAAGGCTA-----GCAAT------------------AAAAAATAG-AAATAT----C-G-------------------------------------------C--CCATCTAAA-TTTACCA------------------CCCCG----TGCACCAATTCACACACACACA---AACAC----ATGCAATTTATG-----ATTTT-

droRho1 scf7180000777865:298676-
298925 -

AA-----GTCACAA-G---------AAAGCAC--------------TTA----------------------------------------------------------------------------CACATCCATTTACAAAA--AATTAAGG---ACAAGATGTTCCATTTCT--TACCAAGATGGGTGATATTTC---AGACCT---TTG-CAATG-TATTA----AATTAATAC----------------AATGAAAAATT--TAAATGTT-TAT--T-------ATTCATTAT---------AA-TAATATTTAGCTTTATGTAACTAGGC--TAACTG-AAATAT----C-A-------------------------------------------C--CCAACCGAA-GTCACCA------------------CCCCC----TGCACCAAC--ACACACAAACC---AACAC----ATGCAATTTATG-----ATTTT-

droFic1 scf7180000454104:1325303-
1325481 +

AA-----CTCACACAA---------CACACCC--------------ACACTATTCCCAAAAAATA-------------------------------------------------------------------AACTAGGA---------------GCAAGGTGCTCCACTTCG--TACGAAGATCGGTGATATTTT---AAAATA---TTT-CAA---------------------------------------------------------------------------------------------------------------------------GGAG-AAATAT----C-A-------------------------------------------C--CTACTCCAG-TTAACCA------------------CACCT-CCTTGCACACAC-AACACACACACCAAACACAC----ATGCAATTTATG-----ATTTT-

droKik1 scf7180000302461:169642-
169903 +

AG-----TAAAAACAA---------AAAGCAC--------------ACACCAGCCATGAAAATCCAC-----------------------------------------------------------------AT-TTCCA---------------CC----------ATTTTC--AACTGAACTGAGGGATATTTTTTTAAAACTACTCTG-CAGAA-TATTATTTAAAATAATATT----AGAACACTTTGATT---TAAGCCGAAAGCA---TATGTTCTTTGTTGTT------TTAGGCGTA-----AAA--------------------------TCG-AG----TTTATAATCGAACTAAATTTAAAAAAAAATATCT----------------C--TCTA-TGAG-CCTCACA------------------CCCA--CTTTGCACAA-------------CC---AACAC----ATGCAATTTATG-----ATTTT-

droAna3 scaffold_13250:53870-54040 - GT-----TGCACCA-A---------AAATCAC--------------ACA----------------------------------------------------------------------------------CTATTTTCA---------------TGAT--------TTTTCA--TTTAGATATGAA--------------------------------------------------ATAAGCTATATTTTTAATTATTATAC--ATATTTTA--------TA-------TATATA---------TAAA----------------------AGT--ATTCAA-AAATAT----C-G-------------------------------------------C--TTATTTCAA-TCATCCA------------------CCTCC----TGCACTTAC--AC----AA------AACAC----ATTTAATTTATA-----ATTTT-
droBip1 scf7180000396413:609347-

609528 -
GT-----TGCACAA-----------CAGTCCC--------------ACA----------------------------------------------------------------------------------CAAATTTCA---------------TTAT--------TTTTCA--TTTAAGAATGAA--------------------------------------------------ATAAGCTATATTTTAAATTATGAATC--AGATTTCT-TAT--G-------ATTTGTTTT---------TA-A----------------------AGG--ATTTAA-AGATATATGAA-G-------------------------------------------C--TTATTTCAA-TTATCCA------------------CCCCC----TGCACTTAC--ACACACAG------AACAC----ATTAAACTTATA-----ATTTT-

dp5 2:5542442-5542565 + AC-----TATACAT-ATGTACATATATGGCACCAATACTATACCCCACA--------------------CTGTTCACTTTGGCAGAGGTGAAAGATCAGATTCTGAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGG----------------------AGA-----------------------------------------------------------------------------------------------------------T-CTCTGCACAC----------AC------T--GCAATTGATTATTATTTG-----ATTTT-
droPer2 scaffold_19:1259221-1259250

+
AC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------A--CACTGCAATTGATTA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTATTTG-----ATTTT-

droWil2 scf2_1100000004902:10776246-
10776483 -

CA-----TACACAC-A---------CAAACAC--------------ACT--TTTCCT----------------------------------------------------------------------AATCCTTCCACAAAT--CTCACAGG---CCATAAAGT---ATATCC--AGTTGAGATAGGAAAAAACTT---G---------------------------------------------------------TGAAAA--A--------CAAATTCTGAGTCGTT------TGAGACTCA-----GAAAC------------------CATTAATTG-AG----TTAGT-G----------------------CATCGATCAATTGGCCACTCACCTCCACCTCAA-CC-TCCACCTCCACCTTCACCTTCACCCCATCTTAGCACAC----------AC------ATCAC----ATGCAATTTATG-----ATTTTT

droMoj3 scaffold_6540:33934147-
33934332 -

AA-----TCCAAAA-GTTAAATTTTAAAGCAA--------------ACTGGAACTGTGTTTATCCACAATTTTTTGCTTT-----ATGAGAGGAATATTTTTCTGAGCGTAGACACATACACGCATACACACATTAACACCGTTAC-CGACACAGAGA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AC-ACA----------------------CCTGCCTTTTGCACCTAT--------TT------T--GCAATTTATTTTGAGTTTGTATTATGAT-

droGri2 scaffold_15074:2556751-
2556855 +

ACAAATACTCACGC-----------TACAAAC--------------ACA----------------------------------------------------------------------CCCACACACACACATCCACACAC--ACTCCACACATACA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AC-TTGTCC-------------------TGCCT-CTTTGCACAT----------TG------C--GCAA-----TTTCTTTTG-----ATTTT-
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Flybase annnotation

utr3 [utr3_minus_3161]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGAGCACTTACCTCAGCTCAAAAAGAAACCTATCGCAGCACAATGTACTTATGCCTGTCCATGTCGGAGTTCCATATTGTAGTCTACGAGTTTCTCTACGATATGAGGTCTTTGGCAATGTGTGTGTTATCATATGTGTATAACGTCTTCTTAGGTAGTACATTTTACTTGCTTATAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

V113

male
body

M054

female
body

......................................................................................................ATGAGGTCTTTGGCAATGTGTGTGT................................................... 25 0 1 5.00 5 5 0 0

......................................................................................................ATGAGGTCTTTGGCAATGTGTGTGTT.................................................. 26 0 1 3.00 3 0 2 1

......................................................................................................ATGAGGTCTTTGGCAATGTGTGT..................................................... 23 0 1 2.00 2 1 1 0

...................AAAAAGAAACCTATCGCAGCA.......................................................................................................................................... 21 0 1 1.00 1 0 1 0

..................................................ATGCCTGTCCATGTCGGAGTTCCATA...................................................................................................... 26 0 1 1.00 1 1 0 0

.....................................................................................................................................................CTTAGGTAGTACATTTTA........... 18 0 1 1.00 1 0 0 1

........................................CAATGTACTTATGCCTGTCCA..................................................................................................................... 21 0 1 1.00 1 0 0 1

......................................................................................................ATGAGGTCTTTGGCAATGTGTG...................................................... 22 0 1 1.00 1 1 0 0

Anti-sense strand reads

ACTCGTGAATGGAGTCGAGTTTTTCTTTGGATAGCGTCGTGTTACATGAATACGGACAGGTACAGCCTCAAGGTATAACATCAGATGCTCAAAGAGATGCTATACTCCAGAAACCGTTACACACACAATAGTATACACATATTGCAGAAGAATCCATCATGTAAAATGAACGAATATT

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V113

male
body

M054

female
body

V114

embryo

...CGTGAATGGAGTCGAGTTTTT.......................................................................................................................................................... 21 0 1 1.00 1 0 0 0 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_1:8643224-

8643401 -
dse_176 TGAG--CACTTAC---C------------TCAGCTCAAA----------AAGAAACCTA--TCGC----------------A--GCACAATGTACTT----------ATGCC-----TGTCCATGTC------GGAGT---------TC-------------CATATTGTAGTCTACGAGTTTCTCTACGATATGAG-----GTCTTT--GGC-----AAT-----------------------------------------GTGTGTGTTATCATAT--G------TGT--------------------------------------------------ATAACGTCTTCTTAGGTA----GTACA-TTTTACTT-GCTTATAA-----

droSim2 2r:11820472-11820650 - dsi_32468 TGAG--CACTTAC---C------------TCAGCTCAAT----------TAGAAACCTA--TCGC----------------A--GCTCAATGTACTT----------ATGCC-----TGTCCCTGTC------GGAGT---------TC-------------CATATTGTAGTCTACGAGGTTCACTACGATATGAG-----CTCTTT--GGC-----AAT-----------------------------------------GTGTGTGTTATCATAT--G------TGT--------------------------------------------------ATAACGTCTTCTTAGATA----TTACA-TTTTACTT-GCTTATAA----G
dm3 chr2R:11150576-11150754 - dme_442 TGAG--CACTTAC---C------------TCAGCTCAAT----------TAGAAACCTA--TCGC----------------A--GCTCAATGTACTT---------TATGCC-----TGTCCCTGTC------GGAGT---------TC-------------CGTATTGTAGTCTACGAGGTTCACTACGATATAAG-----CTTCTT--GGC-----AAT-----------------------------------------GTGTGTATTATTATAT--G------TGT--------------------------------------------------ATAACGTCTTCTTAGATA----GTGAA-TTTTACTT-GCTTATAA-----
droEre2 scaffold_4845:14719662-

14719833 +
der_1536 TGAG--CACTTAC---C------------TCAGCTCAAT----------TAGA-ACCTA--TCGC----------------A--GCCCAATGTACTT----------ATACC-----TGTCCCTGTC------GAAGT---------TC-------------CATTTTGTAGTCTACGAGGTTCACTACGATATGGG-----CTCTTT--GGC-----AAT-------------------------------------------GTGTGTTATCATAT--G------TGT--------------------------------------------------ATAACGT---CTTAGATA----GTACA-TTTTACTT-GCTTATAG-----

droYak3 2R:11072237-11072418 - TGAG--CACTTAC---C------------TCAGCTCAAT----------TAGAAACCTA--TCGC----------------A--GCAT-ATGTACTT----------ATACC-----TGTCCCTGTC------GAAGT---------TA-------------CATTTTGTAGTCTACGAGGCTCACTACGATATGTA-----CTGTTT--GGC-----AAT-------------------------------------------GTGTGTTATCATAT--GTGTACGAGT--------------------------------------------------ATAACGTCTTCTTAGATA----GTACA-TTTTACTT-GCTTATCT----G
droEug1 scf7180000409672:8154-

8343 -
TGAG--CTCTTAC---C------------TCAACTCAAT----------TAGAAACTTA--TCGC----------------A--GCCTAATGTACTT----------ATACC-----TGTAACTC---------GAGT---------TA-----------CCC--------ATATACGATATCCCATATGATATCAG-----CTCTTC--TGT-----AATGTGT------GT-----------GTGTCTGTATGTGTGT----GTGTGTTAGCATAA-------CGTGT--------------------------------------------------ATTACGTATCCTTAGATA----GTCCA-TTTTACTT-GCTTATAT-----

droBia1 scf7180000302143:261904-
262077 +

TGAG--CACTTAC---C------------TCAACTCAAT----------TAGAAACTTA--TCGC----------------A--GCCTAGTGTACTT----------ATACC-----TGCAACCC--------CGAGT---------CC-------------CGAATTGTAGACCTCGAGGTTCGCCACAATATCAG-----CTCCTC--CGT-----AAT-------------------------------------------GTGTGTTGGCATAT--G------TGT--------------------------------------------------ATACCGCCTCCTTAGATA----GTCCA-TTTTACTC-GCTTATGT-----

droTak1 scf7180000415878:859119-
859297 +

TGAG--CACTTAC---C------------TCAACTCAAT----------TAGAAACTTA--TCGC----------------A--GCCTATTGTACTT----------ATACC-----TGTAACTCT--------GAGT---------CC-------------CATATTGTAGA---------TCACTACAGTATCAA-----CTCTTCTTTGT-----AAT-------------------------------------------GTGTGTTGACATATATG------TGT--------------------------------------------------ACAATGTCTCCTTAGATAGTCAGTCCACTTTTACTT-GCTTACATATATG

droEle1 scf7180000491214:4007756-
4007916 -

TGAG--CGCTTAC---C------------TCAACTCAAT----------TAGAAACTTA--TCGC----------------A--GCCTAATGTACTTGTACTTACTTATACC-----TGTAACTCTGTGAGTC-GTGT---------CG-------------CATGTTGTAGTCCAC------------------AG-----CTCTTG--TGT-----AAT-------------------------------------------GT--------------G------TGT--------------------------------------------------ATATCGTCTCCTTAGCTA----GTCCG-TTTTACTT-GCTTATGT-----

droRho1 scf7180000776849:680827-
681000 +

TGAG--CACTTAC---C------------TCAACTCAAT----------TAGAAACTTA--TCGC----------------A--GCCTAATGTACTT----------ATACC-----TGTAACTCTG------TGAGT---------CC-------------CATATTGTAGTCTACAAC-TTCACTACGATATCAG-----CTCTTC--TGT-----AAT-------------------------------------------GTGTGTTAGC-TAC--G------TGT--------------------------------------------------ATATCGTCTCCTTAGATA----GTCCA-TTTTACTT-GCTTATAT-----

droFic1 scf7180000453342:771787-
771934 +

TGAG--CACTTAC---C------------TCGTCTCAAT----------TAGAAACTTA--TCGC----------------A--ACCTAATGTACTT----------ATACC-----TGTAACTCCGCGTCCC-GAGT---------CC-------------CGTGTTGTAT-----------------------------------------------AT-----------------------------------------GTGTGTGTTACCATTT--G------TGT--------------------------------------------------ATATCGCCTGTTTAGATA----GTCCA-CTTTACTA-GTTAAACG-----

droKik1 scf7180000302476:157888-
157983 -

TGAG--CACGCACCACC------------TCAAGGCAAT----------TGGAAACTTATATCGC----------------A--GC----------------------------------AACTCTGT--------GT---------C-------------------------------------------------------------------------------------------------------------------------------------------------GT---------------------------------------------CTCGTCTCAACTTAGATA----GTCCG-TTTTACTT-GCTTATAC-----

droAna3 scaffold_13266:7568321-
7568512 -

TACG--CACTTAC---C------------TCAACGCAAT----------TAGTTACTTA--TCGC----------------A--GCCCAAAGTACTT----------GCAACATTATTGTATCTCTGCGG------ATTCCAGGAATCC-------------CAGGCTAGAAA-TCCAATTTTCGCTACGATATCAACCCAACTCTCC--TCC-----AAT-----------------------------------------ATATAT------------ATGTGCGGC-------------A-------------------------------------TTATCGTCTACTTAGATA----GTCCA-TTTTACCT-TCTTATAT-----

droBip1 scf7180000396759:1248387-
1248569 +

TACG--CACTTAC---C------------TCAACGCAAT----------TAGTAACTTA--TCGC----------------A--GCCCACAGTACTT----------GCAACATTAATGTAACTCTC------CGGATTCCAG----------------------------GAATCCCATTTTCGCTACGATATCAACTCAACTCTCC--TCCTCCAAAAG-----------------------------------------ATATAT------------ATGTGCGGC-------------A-------------------------------------TTATCGTCTACTTAGATA----GTCCA-TTTTACTT-GCTTATAT-----

dp5 3:541712-541938 - dps_3845 TTTA--CACTTAC---C------------TTAACAAAAT----------GTAAAACTCA--ATTC----------------A--ACATAATGTACTT----------AATAG-----TATT--TCTGTGA------GCACCTTGAACCCATTAGTACGATCCC--------AACTACAATTTTCACTACGAAATCAA-----AGTTTTTAT-------A-T---------------------------------------ACATATGTATTAGCATAG--G------TATGTGGCTGCCAGAATTATCTTATTGTGTGCGTTCTGC--------------AAGGTTACCAGTTAGTTA----GTCCA-TTTTACTT-GTTCGTAA-----
droPer2 scaffold_2:706732-706958

-
dpe_2516 TTTA--CACTTAC---C------------TTAACAAAAT----------GTAAAACTCA--ATTC----------------A--ACATAATGTACTT----------AATAG-----TATT--TCTGTGA------GCACCTTGAACCCATTAGTACGATCCC--------AACTACAATTTTCACTACGAAATCAA-----AGTTTTTAT-------A-T---------------------------------------ACATATGTATTAGCATAG--G------TATGTGGCTGCCAGAATTATCTTATTGTGTGCGTTCTGC--------------AAGGTTACCAGTTAGTTA----GTCCA-TTTTACTT-GTTCGTAA-----

droVir3 scaffold_10324:900494-
900696 +

dvi_24654 AAAAAGCAAACAC---TAAAACTCAAAAATCTATATAGT--------T-ATAAAACTTA--GAGC----------------AAAACTTATTGTACTT----------ACGCT-----T-TGCCTATA------TAAGTA--------TC-------------TGTACTGTTATGTATGTAA-------TAGTGTTGA-----TTAACC----AACT--AAT----------TAATATATATTAACTGCTTGTATCTGTAT----GTGTGC-----------------------------------------------------------------------TAATATTTGGTTAGTTA----GTTCA-TTTTACTT-ATTTATAT-----

droMoj3 scaffold_6496:2771576-
2771757 +

CAAA--CAAAAAA---C------------TCTATATAGAGAGATATATATAAAAACTTA--AAGC----------------A--ACTTGTTGTACTTATGCA-----TTGCC-----TATATATCT--------ATATA--------TC-------------TGTACTGTTAT-------------------GTCTTGCAAATTCTAC----ATAC--AAT----------TT-----------------------------ATATATATGTGCGTGT--C------TGT--------------------------------------------------GTATTATATAGTTAGTTA----GTCCA-TTTTACTTTATTTATGT-----

droGri2 scaffold_15245:8588359-
8588544 +

TAAA--TATGTAC---T------------TCTGTGTGAA----------AATATATTAGTCCTGCAACTACTGAAAATATCA--GCTAAATGTGCAT----------GTGTG-----TGTGTGTGTG------TGTGT---------GT-------------GTG---------------------------------------------T-------G-T--GTGTGTGTGT----GT-----------------------GTGTGTGTATGTGTC-----------------------------------TGTGTGTGTTT-GTATAATCATCTATATAT---AGTTAGTTAGTTA----GTCCA-TTTTACTT-ATTTATGT-----
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ID:

dse_583

Coordinate:

scaffold_0:20320949-20321021 -

Confidence:

candidate

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dsec\GM23507-in]; CDS [Dsec\GM23507-cds]; CDS [Dsec\GM23507-cds]; utr3 [utr3_minus_8615]; utr3 [utr3_minus_8616]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCATGCGACACAGCCAGATGATCATATCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGTTTTGTGGGAAATCCATTAATTTGCATGATAAGCTTTGTATTTCTCTCATTTTCTGCATGTATAGGAATGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V114

embryo

V115

head

M054

female
body

..................................................GTAAGCAGTTTTGTGGGAAATC..................................................................................................... 22 0 1 6.00 6 3 3 0 0

..................................................................................................TTTCTCTCATTTTCTGCATGTAT.................................................... 23 0 1 2.00 2 0 1 0 1

..................................................GTAAGCAGTTTTGTGGGAAAT...................................................................................................... 21 0 1 2.00 2 1 0 1 0

..................................................GTAAGCAGTTTTGTGGGAAA....................................................................................................... 20 0 1 2.00 2 1 0 1 0

..................................................................................................TTTCTCTCATTTTCTGCATGTATAG.................................................. 25 0 1 1.00 1 0 0 0 1

..................................................GTAAGCAGTTTTGTGGGAA........................................................................................................ 19 0 1 1.00 1 0 0 1 0

.......................................................................................TAAGCTTTGTATTTCTCTCATT................................................................ 22 0 1 1.00 1 0 0 0 1

..................................................GTAAGCAGTTTTGTGGGAAATA..................................................................................................... 22 1 1 1.00 1 1 0 0 0

...................................................TAAGCAGTTTTGTGGGAAAT...................................................................................................... 20 0 2 0.50 1 0 1 0 0

Anti-sense strand reads

CGTACGCTGTGTCGGTCTACTAGTATAGCTCACGGACCGCGTGCACCGCCCATTCGTCAAAACACCCTTTAGGTAATTAAACGTACTATTCGAAACATAAAGAGAGTAAAAGACGTACATATCCTTACGGCTAAACCGTAAGGGAAGTGACCAGCATCCGTAAACACCTCAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V114

embryo

M054

female
body

........................................................................................................................................CGTAAGGGAAGTGACCAGCATCCG............. 24 0 1 1.00 1 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_0:20320899-

20321071 -
dse_583 GCATGCGACACAGCCAGATGATCATATCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGT-----------TTTGTGGGAAA----TCCATTAATTTGCATGATAAGCTTTGTATT----------------TC--------------------------------------TCTCATTTTCTGCATGT---------------------ATAGGAATGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT

droSim2 3r:19520351-19520523 - GCATGCGACACAGCCAGATGATCATATCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGT-----------TTTGTGGGAAA----TCCATTAATTTGCATGATAAGCTTTGTATT----------------AC--------------------------------------TCTCATTTTCTGCATGT---------------------ATAGGAATGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT
dm3 chr3R:19982990-19983162 - dme_461 GCATGCGACACAGCCAGATGATCATATCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGT-----------TTTGTGGGAAA----TCTATTAATTTGCATGATGAGATTTGTATT----------------AC--------------------------------------TCTCATTTTCTGCATGT---------------------ATAGGAATGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT
droEre2 scaffold_4820:8074465-

8074637 +
GCATGCGACACAGCCAGATGATCATTTCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGT-----------TTTGTAGGAAA----TCTATTAATTTGCATGATAAGCTTTGCATT----------------CC--------------------------------------TTTCATTTTCTGCATGT---------------------ATAGGAATGCCGATTTGGCATTCCGTTCACTGGTCGTAGGCATTTGTGGAGTTT

droYak3 3R:26519738-26519910 + GGATGCGACACAGCCAGATGATCATATCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGA-----------TTTGTAGGAAA----TCTAATAATTTGCATGATGAGCTTTGCATT----------------AC--------------------------------------TTTCATTTTCTGCATGT---------------------ATAGGAATGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT
droEug1 scf7180000409798:406187-

406354 +
GCATGCGACAGAGTCAGATAATCATCTCCAGTGCCTGGCGGACATGGCGGGTAAGCTGT-----------CATCTAGAAAA---------TAACTTGCATGATGAGCTTTATTTT----------------AC--------------------------------------TTTCATTTTCTGCACGT---------------------TTAGGAATGCCGATTTGGCATTCCTTTCACTGGTCGTAGGCATTTGTGGAGTTT

droBia1 scf7180000302136:333780-
333949 -

GCATGCGGCACAGCCAGATGATCATTTCGAGTGCGTGGCGCACGTGGCGGGTAAGCCA----G----------CCAAGGAA----CATATTAATTTGCATGATGAGCCTTATTTT----------------AC--------------------------------------TTTTATTTTCTGCATGT---------------------TCAGGAGTGCCGATTCGGTATTCCCTTCACTGGTCGTAGACACTTGTGGAGCTT

droTak1 scf7180000414373:58342-
58514 +

GCATGCGGCACAGCCAGATGATCATCTCGAGTGCCTGGCGCACGTGGCGGGTGAGCACT-----------TCTCTAGGGAA----TCTATTTATTCGCATTATTTTTTACATTTT----------------AC--------------------------------------TTATATTTTCTGCATGT---------------------TTAGGAGTGCCGCTTTGGCATTCCCTTCACTGGTCGTAGACATTTGTGGAGCTT

droEle1 scf7180000491008:287513-
287683 -

GAATGCGGCACAGTCAGATGATCATCTCGAGCGCCTGGCGCACGTGGCGGGTGAGCAGA-----------TTTCCATGAAA----TTTGTT-ACTTGCATGACGTCCTTTACTTT----------------AC--------------------------------------TTTCATTTTCTGCATGT----------------------TAGGAGTGCCGGTTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT

droRho1 scf7180000779477:61677-
61845 -

GCATGCGGCACAGTCAGATGATCATCTCGAGCGCCTGGCGCACGTGGCGGGTGAGCAGT-----------TTTCTAGGGGG----ATTTTTTACATGCATGACGTAT-TTA---------------------CT---------T-------T-------------------TTTGCTTTTCCGCATGT----------------------AAGGAGTGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT

droFic1 scf7180000453912:1150988-
1151160 -

GGATGCGGCATAGCCAGATGATCATCTCGAGTGCCTGGCGCACGTGGCGGGTGAGTAGT-----------TTCCTAGTGAATTTC-TTTTT--AATGCATGATGGGCTTTATTTT----------------A---------------------------------------TTTCATTTTCTGCATGT---------------------TTAGGAGTGCCGATTCGGCATTCCCTTTACTGGTCGTAGGCACTTGTGGAGTTT

droKik1 scf7180000302778:403873-
404054 -

GTATGCGACAGAGCCAGATGATCATCTCGAGCGCCTGGCGGACGTGGCGGGTAAGTTCG---GC------TTTGCAATATC--GGTCCTCT--AACGCACAGCATGACTTGATTTT--------TTCTTTAAC--------------------------------------TTTAATTTTATGCATGT----------------------TAGGAGTGCCGTTTTGGCATTCCCTTCACGGGTCGTAGGCATTTATGGAGTTT

droAna3 scaffold_13340:22512423-
22512594 +

GGATGCGGCAAAGCCAGATGATTATCTCCAGTGCTTGGCGGACGTGGAGGGTGAGCCAT-----------ACTTTTGAGTT--AGTCTACA--AATGCATGAATTGTTTTACTTT----------------AC--------------------------------------TTTCGTTTTCTGCATGT----------------------TAGGAGTGCCGATTCGGTATTCCCTTTACAGGCCGTAGGCACTTGTGGAGTTT

droBip1 scf7180000396721:643924-
644095 -

GGATGCGACAGAGTCAGATGGTTATCTCCAGTGCTTGGCGGACGTGGAGGGTAAGCCAT-----------ACTCTTGAGTT--AGTCTACA--AATGCATGAATTGTTTTACTTT----------------AC--------------------------------------TTTCGTTTTCTGCATG----------------------GTAGGAGTGCCGATTCGGTATTCCCTTTACAGGCCGTAGGCACTTGTGGAGTTT

dp5 2:14519347-14519534 - GCATGCGGCACAGCCAGATGGTTATATCGAGTGCCTGGCGCACTTGGCGAGTAAGTGTTCCAGCTCCAGC--------------------T--GCTGCATGATAT---T---------------TA------TT---------TCTTAATTTTTC--------GTTGATTTG-----TTTCTGCATGTTCTTT-----CGTTCT--TTCGTAGGAGTGCCGCTTTGGCATTCCCTTCACTGGCCGTAGGCACTTGTGGAGTTT
droPer2 scaffold_0:5901808-5901995

+
GCATGCGACACAGCCAGATGGTTATATCAAGTGCCTGGCGCACTTGGCGAGTAAGTGTTCCAGCTCCAGC--------------------T--GCTGCATGATAT---T---------------TA------TT---------TCTTAATTTTTT--------GTTGATTTG-----TTTCTGCATGTTCTTT-----CGTTCT--TTCGTAGGAGTGCCGCTTTGGCATTCCCTTCACTGGTCGTAGGCACTTGTGGAGTTT

droWil2 scf2_1100000004943:7165924-
7166117 -

GGATGAGGCACAGTCAGATGGTTATCTCCAGTGCCTGGCGAACGTGGCGTGTAAGTAGAT-AGATGC-----------TAA----TCGGCC--AATGCATGATAAAACCAA---------------------TC---------AATC------AATCTCTT--AT------TTCTAATTTCTGCATGTTGACT-----TATCTG--TCTATAGGAATGCCGTTTTGGTATTCCTTTCACGGGTCGTAGACATCTGTGGAGTTT

droVir3 scaffold_12822:2967962-
2968154 +

dvi_2640 GCATGCGCCACAGCCAAATGGTCATCTCGAGTGCGTGGCGCACGTGGCGTGTAAGTAGC--TGCTGC-------------------------------ACTGCAGCATT-------TGCATGGCTA------TC---------ACAAAATTTGAT--------GTACATATTT-----CTATATATGATTTTTTTATTTTTATA--TATGTAGGAGTGCCGTTTCGGCATTCCCTTCACGGGCCGTAGGCATTTGTGGAGTTT

droMoj3 scaffold_6540:7429118-
7429313 -

GCATGCGACACAGCCAAATGGTCATCTCGAGTGCCTGGCGCACGTGGCGTGTAAGTACT--GGCTGCA-C--------------------T----------GCTTCATT-------TGCATGCCT---------A--AATATTATAATATT-----------TGTACATATTT-----ATATAAAATTTGTTGTTATTTTTATATTTACATAGGAGTGCCGTTTTGGCATTCCCTTCACGGGCCGTAGGCATTTGTGGAGTTT

droGri2 scaffold_14906:4501255-
4501449 +

GTATGCGCCACAGTCAAATGGTCATCTCGAGTGCGTGGCGCACGTGGCGAGTAAGTAGC--AGCTGC---------------------ATT-----GCATTGCAGGATT-------TGCATGCCC---------TATA-----ATCT------TATATCTCATGTACATAT--------TTTATATATTATTT-----TAATTGTTTCTGTAGGAGTGCCGTTTCGGCATTCCCTTCACGGGCCGTAGGCATTTGTGGAGTTT
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GCTGCCGGCTCTCTCCACATCTGAGTTGTGCCTATTTGAGCTCCTGGGGTGAGGCACAAAGGAGACGGAGCCAGATAGTGTTCCGTCTCCTTTGTGGCTATTTTTAAAGCCACAAAGCCCCGTCTTCTGCTTCCCAGCTATTTGTGATGGAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

V113

male
body

V115

head

..................................................GAGGCACAAAGGAGACGGAGC.................................................................................. 21 0 1 10.00 10 8 1 1 0

.................................................TGAGGCACAAAGGAGACGGAGC.................................................................................. 22 0 1 2.00 2 1 0 0 1

.................................................................................TCCGTCTCCTTTGTGGCTATT................................................... 21 0 1 1.00 1 1 0 0 0

....................................................GGCACAAAGGAGACGGAGC.................................................................................. 19 0 1 1.00 1 1 0 0 0

...................................................AGGCACAAAGGAGACGGAGC.................................................................................. 20 0 1 1.00 1 1 0 0 0

...................................................AGGCACAAAGGAGACGGAG................................................................................... 19 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

CGACGGCCGAGAGAGGTGTAGACTCAACACGGATAAACTCGAGGACCCCACTCCGTGTTTCCTCTGCCTCGGTCTATCACAAGGCAGAGGAAACACCGATAAAAATTTCGGTGTTTCGGGGCAGAAGACGAAGGGTCGATAAACACTACCTTA

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V113

male
body

V114

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_6:728011-728163

-
dse_156 GCTGCCGGCTCTC-------------------------------------TCCACATCTGAGTTGTGCCTATTTGAGCTCCTGG-GGTGAGG-----CACAAAGGAGACGGAGCCAG--ATAGTGTTCC-----GTCTCCTTTGTGGCTATTTTTAAAGCCACAAA--GCCCCGTCTTCT-----G---CTTCCCAGCTATT-----------------------------------------------------------------------------------------TGTGATGGAAT

droSim2 3r:562739-562924 - dsi_32452 GCTGCCGGCTCTC-------------------------------------TCCACATCTGAGTTGTGCCTATTCGAGCTCCTGG-GGTGAGG-----CACAAAGGAGACGGAGCCAG--ATAGTGTTCC-----ATCTCCTTTGTGGCTATTTTTAAAGCCACAAA--GCCCCGTCTTCT-----G---TTTCCCAGCTATTTCG-C-GCTAGTTGTCAGTCCAGATCGATCCAA------------------------------------------------------CTTGTGATGGAAT
dm3 chr3R:627985-628062 - GCGGCCGGC--TC-------------------------------------TACACCTCT---------------GAGCTCCTGG-GGTGAGG-----CACT------------------ATCTGGTTCC-----GTCTCCTTTGTGGCTATTTTTAAAGC-C--------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4770:935900-

936033 -
C-------------------------------------------------------------------------ACCCTCCTGG-GGTGAGG-----CACT------------------ATCTGGTTCC-----GTCTCCCTTGTGGCTATTTTTAAAGCCACAAA--GCCGGGTCTTCT-----G---CTTCCCAGCCATTTCG-C-GCTAGTTGTCAGTTCAGATCGATGTAC------------------------------------------------------CTTATGATCGAAT

droYak3 3R:946964-947099 - GTTACCAAC--TA-----------------------------------------------------------------GTCTGG-GATAAGG-----CATT------------------AGCTGCTTCCG---TGTCTCCTCTGTGGCTCCTTTTTAAAA--------GCCACGTCTTCT-----G---ATTCCCAGCCATTTTG-T-GTTATTAGTCAGTCCAGATCGGTCTAA------------------------------------------------------TGTATAATGGATT
droEug1 scf7180000409759:562257-

562429 -
GCTGCG---------------------------------------------------------TCTGGCTATCGGAGTTCCTGG-GGTGAGG-----CACT------------------TACCAGATCC-----GTCTCCTTTGTGACTATATTTAAGTC-GCATTT------GCCTACA-----G---TTTCTTAGACTTCTTG-C-ATCGAGCATCGAACTAGGTTGTTTTGACAGTAGGAATTTTGC----------------CAGACTAATTC---TT-------TTTGAATCGCACT

droBia1 scf7180000302411:362044-
362159 -

GCTGCGTCC--TC-------------------------------------TGCATTTCCGAGTTCTGCCCATAACAGTTCCTGG-GGTGAGG-----TTAT------------------ATCTAGA-CC-----GTCTCCATTGTGACTATTTTTAACTC-GCATGCT-----GTCTCTA-----G--ATTTTTTAA--------------------------------------------------------------------------------------------------------A

droTak1 scf7180000415261:499561-
499757 +

GCTGCCTCC--TC-------------------------------------TGCATTTCTGAGCCCTGCCTATTCAAGTTCCTGG-GTTGAGG-----CTCT------------------ATCCGGTTTC-----TTCTTCATTGGGGCTATTTTAAAGTC-GCGTTA----------GCAACTATGTA-GTTTCC--------TG-C-AACTATAGCCAAACAAAATTTAACTAATTGTATAAATTTATTGACACCTCCGAATTTGTAGAAGAATAT---TG-------T-----TTGGAAT

droEle1 scf7180000491104:2403922-
2404018 -

GCTGCCTCC--TC-------------------------------------TGCATTTTTGAGTTCTGCATATTCGAGTTCCTGGGGGTGAGA-----AT------AGACT----CTTCTATCTGGTTCC-----GTCTCCTTTGTGACTATTTTTA--------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000778917:8474-
8566 +

GCTGCCTCC--TC-------------------------------------TGCATTTCTGAGTTCTGCATATTCGAGTTCCTGG-GGTGAGG-----GTCT-------------TCTCTATCTGGTTCC-----GTCTCCTTTGTGGCTATTTTTA--------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453903:234663-
234820 -

GCTGCCTTC--T--------------------------------------TGCATCTCTGT-TTCTGCATATTCTAGTTCCTGG-GGTAAGG-----CTCT-------------CT---ATCTGGTTCCTTCTGTTCTGCTTTGTGACTATTTTTAGGTG-GCATTTCG-----CCT--T-----G---TTTTCCGGCCATTTTG-TTGTTGA------GT------------------------------------------------------TTCTTAATTTCCTATCTGTTAT----C

droKik1 scf7180000302634:320675-
320767 -

TTGGTTGTC-----------------------------------------TCCATTTCAGTTTTCTGCACTTTTGAGTTCCTGG-GGTGAGACAAAGGT--------------TCAT--TTATTTTTCA-----ATTTCCCTTATGGCTATTTTTA--------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13340:22849098-
22849198 -

TCTGTCGCCAATC------------------------------TCACCCG-G---------------------CGACTGCCTGG-TATGTGC-----C------------------------------T-----TCCTCCTTTGTGGCTATTTTTAAGAC-GCATTTA------CTTTCA-----A---TTTTCCAGAGATA-----------------------------------------------------------------------------------------CATAGT----A

droBip1 scf7180000396424:1121644-
1121749 -

GCTGGTGGC--TGCCTTG---------------------------------------------TCTGCATTTTCGTGTTCCTGG-GGTGATG----------------------------------------------CCTTTGTGGCTATTTTTAAGTC-GCATTTA------CTTTGA-----G---TTTTCCAGAGATCTTGGT-ACTAGCT--------------------------------------------------------------------------------------A

dp5 2:22164678-22164802 + GCTGCCTAC--TGCGCTGTTTGCCTATTTGCTATCTGCTGATGTCTGGCT-GCGTCT-----------CCATTTGTATTCCTCG-AATGTGA-----CTCT-------------CT---CTCCCCTCCCTT--TGTCTCCTTTGTGGCTATTTTTAAGAG-GGT------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_3:4945718-
4945842 +

GCTGCCTAC--TGCGCTGTTTGCCTATTTGCTATCTGCTGATGTCTGGCT-GCGTCT-----------CAATTTGTATTCCTCG-AATGTGA-----CTCT-------------CT---CTCCCCTCCCGT--TGTCTCCTTTGTGGCTATTTTTAAGAG-GGT------------------------------------------------------------------------------------------------------------------------------------------
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GTATCCTTCGCATAACAATACATATATAATGTACAATATAATGGGTAGCAAGATGCTCGTGTTCTCCCGTTTCGATGTTCATTTTTCGGTACTTGAGTGCTAAATATGTTTTACATGTATGAACATGTATGAACATGTGCAATATATTTAGTACTCTAGTGCCGTCACACAGCTCGATGTCCTGGAAACTTGTTGCCATAATACCAAGACGTCTTCTATTCTAG

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

M054

female
body

V114

embryo

V113

male
body

.................................................................................................TGCTAAATATGTTTTACATGT.......................................................................................................... 21 0 1 4.00 4 1 1 2 0

................................................................................................GTGCTAAATATGTTTTACATGT.......................................................................................................... 22 0 1 3.00 3 2 0 1 0

......................................................................................................................................ATGTGCAATATATTTAGTACT..................................................................... 21 0 1 2.00 2 1 1 0 0

......................................................................................................................................ATGTGCAATATATTTAGTACTC.................................................................... 22 0 1 1.00 1 1 0 0 0

.......................................................................................................................................TGTGCAATATATTTAGTACTC.................................................................... 21 0 1 1.00 1 0 1 0 0

..................................................................................................GCTAAATATGTTTTACATGTA......................................................................................................... 21 0 1 1.00 1 0 0 0 1

.................................................................................................TGCTAAATATGTTTTACATG........................................................................................................... 20 0 1 1.00 1 1 0 0 0

....................................................................................................TAAATATGTTTTACATGT.......................................................................................................... 18 0 2 0.50 1 0 0 0 1

Anti-sense strand reads

CATAGGAAGCGTATTGTTATGTATATATTACATGTTATATTACCCATCGTTCTACGAGCACAAGAGGGCAAAGCTACAAGTAAAAAGCCATGAACTCACGATTTATACAAAATGTACATACTTGTACATACTTGTACACGTTATATAAATCATGAGATCACGGCAGTGTGTCGAGCTACAGGACCTTTGAACAACGGTATTATGGTTCTGCAGAAGATAAGATC

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V115

head

V114

embryo

M054

female
body

...................................................................................................................................TTGTACACGTTATATAAATCAT....................................................................... 22 0 2 36.00 72 48 14 6 4

..............................................................................................CTCACGATTTATACAAAATGT............................................................................................................. 21 0 1 26.00 26 23 2 1 0

.............................................................................................ACTCACGATTTATACAAAATGT............................................................................................................. 22 0 1 20.00 20 14 2 3 1

.............................................................................................TCTCACGATTTATACAAAATGT............................................................................................................. 22 1 1 2.00 2 2 0 0 0

....................................................................................................................................TGTACACGTTATATAAATCAT....................................................................... 21 0 2 2.00 4 4 0 0 0

...................................................................................................................................TTGTACACGTTATATAAATCA........................................................................ 21 0 2 1.50 3 2 1 0 0

.............................................................................................ACTCACGATTTATACAAAATG.............................................................................................................. 21 0 1 1.00 1 0 0 0 1

...............................................................................................TCACGATTTATACAAAATGT............................................................................................................. 20 0 1 1.00 1 1 0 0 0

...................................................................................................................................TTGTACACGTTATATAAATC......................................................................... 20 0 2 0.50 1 1 0 0 0

....................................................................................................................................TGTACACGTTATATAAATCA........................................................................ 20 0 2 0.50 1 1 0 0 0

..................................................................................................................................ATTGTACACGTTATATAAATCAT....................................................................... 23 1 2 0.50 1 0 0 0 1

.....................................................................................................................................GTACACGTTATATAAATCAT....................................................................... 20 0 2 0.50 1 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_8:1734609-1734832

-
dse_235 GTATCCT---------TCGC--------------------------------------------ATAACAATACATATATAATGTACAATATAATGGGTAGCAAGATGCTCGTGTTC--TCCCGTTTCGATGTT----------------CATTTTTCGGTACTTGAGTGCTAAATATGTTTTACATGTATGAACATGTATGAACATGTGCAATATAT----------------------TTAGTACTCTAGTGC------------C-GTCACACAGCTCGATGTCCTGGAAACTTGTTGCCATAATACCAAGACGTCTTC----------------------------------------------------------------------TATTCTAG------

droSim2 x:18341739-18341952 - dsi_32477 GTATCCT---------TCGC--------------------------------------------ATAACAATACATATAGAATGTATAATATAATGGGTAGCATGATGCTCGTGTTC--TCCCGTTTCGATGTT----------------CATTTTTCGGTACTTGAGTGCTAAATATGATT----------TACATGTATGAACATGTGCAATATAT----------------------TTAGTACTCCAGTGC------------C-GTCACACAGCTCGATGTCCTGGAAACTTGTTGCCATAATACCAAGACGTCTTC----------------------------------------------------------------------TATTCTAG------
dm3 chrX:19452361-19452625 - dme_462 ATGTCCTGGAAACTTTTTGCCATAATACCAAGACTTCTCCTATTCTAGATATTCTAAAAAAACAATAATAATA-------AGTGTATAATATAATGGGCAGCATGATGTTCGTGTTATTTTTCGTTTCGTTGTT----------------CATTTTTCGGTACTTGAGTGCTAAATATGTTG----------AACATGCATGAACATGTGCAATATAT----------------------TTAGTACTCCAGTGCCGACAAGTTTGTT-GTCACACAGCTCAATGTCCTGGAAACTTTTTGCACGAATACCAAGAT-------------------------------------------------------------------------------TCTAG------
droEre2 scaffold_4690:9688622-

9688737 -
GTT-----------------------------------------------------------------------------------------------------------------G--TCCGGTTGCGTTGG-----------------TACTTTTTGGTACTTGAGTGCACAAAA-----------------------------------------TT---------------------TATAGT-------------------TT-GTCATACAGTGCGAAGTCCCTGAAACTTGTTGCCTTAATACCAAGCTGACTCT----------------------------------------------------------------------TTTTCAAG------

droYak3 X:11886114-11886258 + GTT-----------------------------------------------------------------------------------------------------------------C--TCCAGTTTCGTTGGT---------TTGCTGGTAGTTTTTGGTACTTGAGCGCAGAAAA-----------------------------------------TTTCAGAGGCTTCGTATTGTATATATAGT-------------------CT-GTCATACAGTACGAAGTCCCGGAAACTTGTTGCCATAATACCAAGATGACTTC----------------------------------------------------------------------TTTCCCAG------
droEug1 scf7180000409230:880046-

880107 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C-GTAATACAGTGCGAAATCCCAGGAACTTATTGCGATAATACCAAGATGTCGCC----------------------------------------------------------------------TCTATCAG------

droBia1 scf7180000302069:1151383-
1151480 +

GA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAA-----------------------------------------TTTCTGAGGTTTCGTATTGTATATAGAAT-------------------CTAGTCATACAATACAAAATCCCGGAAACTTGTTGCGATAATACCAAGATGTCTTC----------------------------------------------------------------------ATGTGGAA------

droTak1 scf7180000415169:845110-
845273 +

GTT-----------------------------------------------------------------------------------------------------------------C--CCTAGTTCCATAATCCATCCTTCGTAGTAAGTAGTTAATGGTAGTTAACTGCAGAAAA-----------------------------------------TTTCTGAGCTTTCGTATTGTATATAGAAT-------------------TC-AGCATACAGTACGAAATCCCGGAAACTTGTTGCGATAATACCAAGGTGTCGTCCTCTC-----------------------------------------------------A-----------TATGTGTGCTA--T

droEle1 scf7180000490751:1118492-
1118557 -

G-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCATACAGTACGAAATCCCGGAAACTTGCTGCGATAATACCAAGGAGTTGTT----------------------------------------------------------G-----------TGTTCGAGCAC--T

droRho1 scf7180000761121:190453-
190563 +

G-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCATACAGTACGAAATCCCGGAAACTTGCTGCGATAATACCAAGATGTCTCCGGCCCGAATGGTCTTATTTCCCCGATGTAGTGACAGCGTAGGAATGAG-T--------A-----------TGTTCTAT------

droFic1 scf7180000454073:1733572-
1733677 -

GTA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGTATATAGAAT-------------------TC-TTCATACAGTACGAAGTCCCGGAAACTTGCTGCGATAATACCGAGATTGCAGCTTC-G-G-----------------------------------------GACTTCGCTGGTTTCTTTTCTTTCTTTTTA------

droAna3 scaffold_13417:2468150-
2468193 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCATACAGTACGAGATCCCGGAAACTCGCTGCCATAATACCAGG--------------------------------------------------------------------------------------------

droBip1 scf7180000395874:40469-
40512 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCATACACTACGAGATCCCGGAAACTCGCTGCCATAATACCAGG--------------------------------------------------------------------------------------------

droWil2 scf2_1100000004515:307815-
307833 -

AA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAGTTTTT----------------------------------------------------------------------TATTGTGG------

droVir3 scaffold_13050:365958-
366062 +

TAC-----------------------------------------------------------------------------------------------------------------A--T-------------------------------------------------------------------GTACACACACACATTAATGCGCG---TCTGC----------------------TTCGCATTCTATTGC------------A-TGTTAACAGCA--TGGTAATTGCGACTTTTTTCTGTAATGCTATTTTAGTTCC----------------------------------------------------------------------TATTT---------

droMoj3 scaffold_6496:16956201-
16956247 +

T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTGGCCATGCGATCAAGAAGGGCGGCACTT-----------------------------------------------------G-----------TATTTGAGCTCATT
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TTCGAAGTTACTAATACTAAGCAATAGGCAGCAGGCTTTTCGTTTGTGTGTGCCTGCTCCCTCTCGCGTATAGTATATACCCATGTGCCAGAGAGAGCAAGCCGAAAACGAAAAGAGAGCGAGAGTCGGGCGAAGGAAAAAAATATCGCCACAGTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V114

embryo

M054

female
body

V115

head

...................................................................................TGTGCCAGAGAGAGCAAGCCGA................................................... 22 0 1 6.00 6 4 2 0 0

...................................................................................TGTGCCAGAGAGAGCAAGCCG.................................................... 21 0 1 3.00 3 1 0 1 1

...................................................................................TGTGCCAGAGAGAGCAAGCC..................................................... 20 0 1 2.00 2 2 0 0 0

..................................................TGCCTGCTCCCTCTCGCGTATA.................................................................................... 22 0 1 1.00 1 0 1 0 0

....................................................................................GTGCCAGAGAGAGCAAGCCGA................................................... 21 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

AAGCTTCAATGATTATGATTCGTTATCCGTCGTCCGAAAAGCAAACACACACGGACGAGGGAGAGCGCATATCATATATGGGTACACGGTCTCTCTCGTTCGGCTTTTGCTTTTCTCTCGCTCTCAGCCCGCTTCCTTTTTTTATAGCGGTGTCAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V114

embryo

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

Species Coordinate ID Alignment
droSec2 scaffold_22:40513-40668 - dse_167 TT---CGAAG------TTACTAATACTAAGCAATAG--GCAGCAGGCTTTTC-----GTTTG-T--GTGTGCCTG------CTCCCTC----T--------CGCGT---ATAGTATATACCC----ATGTGCC--A--GAGAGA-----------------GCAAGCCGAAAACGAAAAG-----------------------------------------------------------A--GAGCGAGAGTC---------------------------------------G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT------
droSim2 3r:22831763-22831918 - dsi_32449 TT---CGAAG------TTACTAATACTAATCAATAG--GCAGCAGGCTTTTC-----GTTTG-T--GTGTGCCTG------CTCCCTC----T--------CGCGT---ATAGTATATACCC----ATGTGCC--A--GAGAGA-----------------GCAAGCCGAAAACGAAAAG-----------------------------------------------------------A--GAGCGAGAGTC---------------------------------------G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT------
dm3 chr3R:23406994-23407150 - dme_400 TT---CGAAG------T-ACTAATACTAATCAATTG--GAGGCAGGCTTTTC-----GTTTG-T--GTGTGCCTG------CTCCCTC----T--------CGCGT---ATAGTATATACCC----ATGTGCC--A--GAGAGA-----------------GCAAGCCGAAAACGAAAAGAG---------------------------------------------------------A--GCGCGAGAGTC---------------------------------------G--GAC----GAA---GGAAAAAA--ATATCGCCACAGTT------
droEre2 scaffold_4820:4630735-

4630883 +
der_1529 TT---CCAAG------T-ACCAATACTATGTAATAG--AAAGAGGGATTTTC-----ATTTG-T--GCGTGCCTG------CTCCCTC----T--------CGCGT---ATAGTATATACAC----ATGTGCA--A--GAGAGA-----------------GCAAGCCGAA------AAG-----------------------------------------------------------A--GAGCGAGAGTC---------------------------------------G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT------

droYak3 3R:23081054-23081202 + TT---CAAAG------T-ACCAATACTGTGTAATAC--AAAGCAGGCTTTTA-----ATTTG-T--GTGTGCCTG------CTCCCTC----T--------CGCGT---ATAGTATATACAC----ATGTGCA--A--GAGAGA-----------------GCAAGCCGAA------AAG-----------------------------------------------------------A--GAGCGAGAGTC---------------------------------------G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT------
droEug1 scf7180000409770:888896-

889037 -
TT---TCAAG------T-ACTA------GTCATTTC--TTT---GGCATTTT-----ATTTG-T--GTGTAATTA------CTCTCTCTATCTCTCTGCATGGCGT---ATAGTATATACAC----ATGTGCA--A--AAGAGA---------------------------------AAG-----------------------------------------------------------A--GAGCGAGAGTC---------------------------------------G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT------

droBia1 scf7180000302075:1520953-
1521054 +

GT---TGCAG------T-ACTG------CT---------------------------------------GG--TGAG----AGAGCCC----T--------CGCGT---ATAGTATATACAC----ATGTGCA--A--AAGAGA-----------------GG------GA------GAG-----------------------------------------------------------A--GAG-------C---------------------------------------G--GGC----GAA---G-AAAAAAATATCTCCCCACAGCT------

droTak1 scf7180000413872:284297-
284432 -

TT---TCAAG------T-AGTA------CTCAAATCTCTCC---GT--ATTT-----GTATGTG--GTGTG--TGGG----AGAGCAT----T--------CGCGT---ATAGTATATACAC----ATGTGCA--A--AAGAGA-----------GAAAGAGCAGGCCGAA------AAG-----------------------------------------------------------A--GAG----------------------------------------------------C----GAA---TGAAAAAA--ATATCGCCACAGTT------

droEle1 scf7180000491261:1896685-
1896822 -

CT---TGAAG------C-TCTA------CTCATTTC--TCT---GG--C-TC-----ATTTG-T--GTGTG--TG------CCGTTTC----T--------CACGT---ATAGTATATACAC----ATGTGGAAAA--GAGAGA-----------------GCAAGCCGAA------AAG-----------------------------------------------------------A--GAGCAAGAGTC---------------------------------------G--GGC----GAA---GGAAAAAA-AATATCGTCACAATT------

droRho1 scf7180000767320:9615-9757
-

AACTCTTAAC------T-ATTG------CTCGTTTC--TCT---GG--TTTT-----GTTTG-T--ATGTG--TG------CCGTCTC----T--------CACGT---ATAGTATATACAC----ATGTGCAAAAGTGAGAGA-----------------GCAATCCGAA------AAG-----------------------------------------------------------A--GAGCAAGAGTC---------------------------------------G--GGC----GAA---GAAAAAAA--ATATCGCCACAGTT------

droFic1 scf7180000453826:309218-
309365 +

TT---TTAAG------T-ACTA------CCCATTGC--TGT---GG--T-TCTACGAGTTTG-T--GTGGGTTTGCAGT--CTCTCGC----T--------CGCGT---ATAGTATATACAC----ATGTGCAAAT--GAGAGA-----------------GCAAGCCGAA------AAG-----------------------------------------------------------A--GAGCGCGAGTC---------------------------------------G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT------

droKik1 scf7180000302697:675425-
675570 -

ATATTTCAAG------T-ACTG------CTCATTTC--TCA---GC-TTTTC-----TTCGC-C--GTGTG----------CGCGCTC----T--------CGCGTACTATAGTATATACAC----ATGTGGG--G--GAGAGA---------AAGAGAGAGCGAGACGAA--------------------------------------------------------------------A--GAGAGAGAGTC---------------------------------------G--GGC----GAA---TGAAAAAA--ATATCGCCACATTT------

droAna3 scaffold_13340:19285509-
19285749 +

dan_4052 CAAAATTATTTCAATAT-ATTT------CTCATATC--TTT---CT--A-----------CC-A--AAGCGCCTG------TGTGTTC----T--------CACCT---ATAGTATATATAG----CAGCGCCACT--GGGAGA-----------------GTGAAATTTTAATCAAGAGAGAGA---------------GAGGTAGTCGGGCACTTGCCGTCTCGAGTCTAGAGAAAGA--GAGAGAGAGCTCTCCCAAACGGTAAAGCATGTCCGAACCGGGTATGGATAAATGGCTAGCGAACTCGAACAAAA--GCGAACTCGAAGAT------

dp5 2:9056150-9056281 - TT---TC--------------------------------------------------GC----TGTG--TG--TGCGGTCGTTCTCTC----C--------C-CAT---AAAGTATATACACACACATATAGA--A--GAGAGAGCCCAGCGAAAGAGA-------------------------------------------------------------------------GTGGGAGAGAGCGTGAGAGTG---------------------------------------AATGGC----AGA---GGAAAAAAATATATCGTCTCAGTT------
droPer2 scaffold_0:2869233-2869364

-
TT---TC--------------------------------------------------GC----TGTG--TG--TGCGGTCGTTCTCTC----C--------C-CAT---AAAGTATATACACACACATATAGA--A--GAGAGAGCCCAGCGAAAGAGA-------------------------------------------------------------------------GTGGGAGAGAGCGTGAGAGTG---------------------------------------AACGGC----AGA---GGAAAAAAAAAAATCGTCTCAGTT------

droWil2 scf2_1100000004902:3644410-
3644413 -

AG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TT------

droMoj3 scaffold_6540:32543020-
32543112 +

C--------------------------------------------------------------------------------------------------------------------------------------A--GAGAGC-----------------GCAAACCAAAAAAAAAAAAAAA-CGACTTTCTTTGTGCC---------------------------------------G--CAGCAGCAGCG---------------------------------------G--CGC----CAG---CGGCAGCG--ATGTCGCCGTCGTTTTAGTT
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CATATAGCGACCCAAGTGAAGGGAATCGCCAGCAGCAGTAGCAAACAACAGAAGCAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCAGCACCCGCCCACTCCAACGTATCCACCTCCGTTTCCTCCAGCACAATAGAAACCTCTGTTTTGCCGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V114

embryo

V115

head

V113

male
body

.............................................................................TGTGCCGCTGTCGCCCTTGCCG............................................................................................................. 22 0 1 3.00 3 3 0 0 0

.............................................................................TGTGCCGCTGTCGCCCTTGCC.............................................................................................................. 21 0 1 2.00 2 1 1 0 0

................................................................................................................AAACGGCAGAGGCAACGGCAG........................................................................... 21 0 1 2.00 2 1 0 1 0

......................................................................................................................CAGAGGCAACGGCAGCAGCAGA.................................................................... 22 1 1 1.00 1 0 0 1 0

...................................................................................................CAACAACAACAGCAAACGGCAGAGGC................................................................................... 26 0 1 1.00 1 0 0 0 1

................................................CAGAAGCAACTGGCCAGT.............................................................................................................................................. 18 0 1 1.00 1 0 1 0 0

.....................................................................................................................GCAGAGGCAACGGCAGCAGCAGC.................................................................... 23 0 1 1.00 1 0 1 0 0

..........................................................................GCCTGTGCCGCTGTCGCCCTTGC............................................................................................................... 23 0 1 1.00 1 0 1 0 0

....................GGGAATCGCCAGCAGCAGT......................................................................................................................................................................... 19 0 1 1.00 1 0 1 0 0

................................................................................................................AAACGGCAGAGGCAACGGCAGCAGC....................................................................... 25 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

GTATATCGCTGGGTTCACTTCCCTTAGCGGTCGTCGTCATCGTTTGTTGTCTTCGTTGACCGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGTTGTTGTTGTCGTTTGCCGTCTCCGTTGCCGTCGTCGTCGTCGTGGGCGGGTGAGGTTGCATAGGTGGAGGCAAAGGAGGTCGTGTTATCTTTGGAGACAAAACGGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V115

head

V113

male
body

V114

embryo

...................................................................................................................GCCGTCTCCGTTGCCGTCGTCG....................................................................... 22 0 1 2.00 2 1 1 0 0
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Species Coordinate ID Alignment
droSec2 scaffold_9:543248-543455 + dse_1843 CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGC------------AGTAGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAACCTCTGTTT------------TGCCGC
droSim2 2r:17766310-17766517 + dsi_32456 CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGC------------AGTAGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------TGCCGC
dm3 chr2R:17211888-17212089 + dme_419 CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGCAGC------------AGCA--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCGTTT------CCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------TGCCGC
droEre2 scaffold_4845:11355676-

11355880 +
der_1520 CATA---TAGCGACCCAAGTCAAGGGAATCGCCAGCAGTAGC---------------A--------------------------AG---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCCACCTCC-------------------------------GGTTCCCTTAGCACAATAGAAGGCTCTGCTT------------CGCCGC

droYak3 2R:11976229-11976433 - dya_1795 CATA---TAGCGACCCAAGTCAAAGGAATCGCCAGCAGCAAC---------------A--------------------------AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC-------------T------CCAACGTATCAACCTCCGTTTCCT-------------------------------CCAGCACAATAGAAGCCTCTGTTT------------CGCCGC
droEug1 scf7180000409474:730362-

730572 -
CACC---TTGCGACCCAAGCTAAGGGAATCGCCAGCAGCAGC---------AGTAGCA--------------------------------AA-CAGAAG---CAACTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AAC---AAG---CGCCCAC-------------T------GTAATCCATCCACCG------GACCT----------------------AGTACGACCAGCACCATAGAAGCCTCCGTTT------------CGCCGC

droBia1 scf7180000302143:1194589-
1194823 -

CATA---TTGCGACCCAAGCGAAGGGAATCGCCACCAGCAGC------AGCAGTAGCA--------------------------------AG-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AGTAGCACTAGCAGTAGC---ACC---CGCCCAC-------------T------CCAACCCATCCGCCTCCGCCGCGTCT----------------------AGCACCATCAGCACCATAGAAGCCTCCGTTT------------TACCGC

droTak1 scf7180000415722:103138-
103312 +

CATA---TTGCGACCCAAGCCAAGGGAATCGCCAGCAGTAGC---------------A------------------------------------AGAAA---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AG---------CAGTAGC---ACC---CGC--------------------------------------------------------------------------------CAGCACCATAGAATCCTCCGTTT------------CACCGC

droEle1 scf7180000491232:161869-
162076 -

CATCACCTTGCGACCCAAGCAAAAGGAATCGCAAGCAGCAGC---------------A--------------------------------AA-CAGAAG---CATCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ATC---CGCCCAC-------------A------CCAACCCATCCGCCT------CCTCC----------------------AGCACCACGAGCACCATAGAAGCCTCTGTTT------------CGCCGC

droRho1 scf7180000780265:156473-
156683 -

CATC---TAGCGAACCAAGCAAAAGGAATCGCTAGCAGTAGC---------------A--------------------------------AA-CAGAAG---CAGCTACCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AG---------CAGCAGC---AAC---CGCCCAC-------------A------CCAACCCATCCGCCT------CCACC----------------------AGCACCACGAGCACCATAGAATCCTCCGTTT------------CGCCCC

droFic1 scf7180000453811:56703-
56922 -

CATCACCTTGCCAGCCAAGCAAAAGGAATCGCCAGCAGTAGC---------------A--------------------------------AA-CAGAAA---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACC---CGCCCAC----------TCAGCTTACTCCAATCCATCCGCCT------CATCT----------------------AATACCACCGCCACGATAGAAGCCTCTGTTT------------CGCCGC

droKik1 scf7180000302411:441422-
441668 +

CACC---ATCCGCCCCAAGGAAAGGGAGTCGCCAGCAGTAGC---------------A--------AGCATCAG---CACCAGCACCAGCAG-CAGAAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CAGCAGCACTGCC---CGCCCAC-------------T------TCCACT---CCACTT----------CTACAAGTTTAAATTCTGCCTCCACCACCACCAACATCATAGAATCCTCCGTAT------------CGCCGC

droAna3 scaffold_13266:5014085-
5014313 +

dan_91 CACC---AGCCGACGCAGGGAAAAGGAATCGCCGGCA-----------------------------AACAGCA---GGCCAACCAACAGCAG-CAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCAAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CGGCAGAGACACC---CGCCCAAGC-----------A------TCAACT--TCCACCT------CCACC----------------------AGTAGCACCAGCATCATAGAATCCTCAGTTT------------CGCCGC

droBip1 scf7180000395751:823775-
824000 +

CACC---ATCCGACGCAGGGAAAAGGAATCGCCAGCA-----------------------------AACAACAGCAGGCCAACCAA---CAG-CAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCTAC------ATCAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CGGCAGAGACTCC---CGCCCAA-------------A------CACCCA---CCACCT------CCTCC----------------------AGTAGCACGAGCACCATAGAATCCTCCGTTT------------CGCCGC

dp5 3:9802137-9802349 - dps_3826 CA----------ACACAACCGAAAGGAGTCCGCAGTATC------------AGTAGAC-----------AA------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------TAGCAGC---ACCACCTACAACCACAAC-------------------CACACTCGTCT------CATCC----------------------GCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGC
droPer2 scaffold_4:5118111-5118332

-
dpe_2480 CAGC----------ACAACCGAAAGGAGTCCGTAGTATC------------AGTAGAC-----------AA------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------TAGCAGC---ACCACCTACAACCACAAACACACTCGT----------CTCATCCGCCC------ACTCC----------------------GCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGC

droWil2 scf2_1100000004510:1465966-
1466124 +

dwi_5424 AG-------------------GAGGGAAGTGGTAGTGGTAGC---------GGTAGCA------------------GTT---------------------------CGTCCAATAACA------------AGCTGTTGCCCCTGCCACAACAAAAACAACAGCAACACACAGAGGCAACAACTTCTGGAAC---------------------TGC---CGT---CACCGCA----------TCATC-----CCAA-------------------TC----------------------------------CACTAAAGAAGCTTAT---T------CCACTTCACCAC

droVir3 scaffold_12875:18068715-
18068893 -

dvi_24649 CAGA---AAC----C-----------------CAGC---------------------A--------AACAACAA---------CCA---CAACCAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCAGCA---ACGCCAG---------CAGCAGC---TTC---CACATAC-------------T------CCAATACAGCAACAGCAGAAACCT-------------------------------CC------------GCCTCCGTCTCAGATTCCACAGCGCCAC

droMoj3 scaffold_6496:11689326-
11689523 -

dmo_3164 CATC---A--------------------------ACAGTAGCAACAAC-GCAGCAGAAACCCAGCAAACAACAA---------CAA---CAA-CAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCCGCA---ACGCCAG---------CAGCAGC---TTC---CACATAC-------------T------C------------CTCCAA----TTC-------------------------AGCAAAAG-----CAGATACCTCCGTTTCAGAGTCAATAGCGCCGC

droGri2 scaffold_15245:4197227-
4197430 -

dgr_473 CAAC---AACA-------------------GCCAACA--CGCAACAGCAGCAGCAGAAAACCAACAA---A------------CAC---CAA-CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCGGCAGCAACGCCAG---------CAGCTGC---TTC---CACCACA----------TCAT----------C--ATCATCATCCAA----TCC----------------------ATCAATAAAAG-----CAGAAG---CTGGGT------CCACGAGGCCGC
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Legend: mature star mismatch in alignment mismatch in read
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intron [Dsec\GM24444-in]; CDS [Dsec\GM24444-cds]; CDS [Dsec\GM24444-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTAAGGTCTTCAGATGGAGGAAAAGCTCGCACTTGCATTTCATAACTTCTGAAATCCTTTCCGAAACTCAGGTTAAGGTTTTCACCCAGCCCAACTACACGGAGAACTTTGTCCAGGCCAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

M054

female
body

V115

head

V114

embryo

..................................................GTAAGGTCTTCAGATGGAGGAA................................................................................................... 22 0 1 4.00 4 2 1 0 1

...................................................TAAGGTCTTCAGATGGAGGAA................................................................................................... 21 0 1 3.00 3 1 1 1 0

..........................................................................................CATAACTTCTGAAATCCTTTCCGA......................................................... 24 0 1 2.00 2 0 2 0 0

..............................................................................................................................................AACTACACGGAGAACTTTGTCCA...... 23 0 1 1.00 1 1 0 0 0

.....................AGCCAGGAACCAGTGGAT.................................................................................................................................... 18 0 1 1.00 1 0 0 0 1

.....................AGCCAGGAACCAGTGGATTGC................................................................................................................................. 21 0 1 1.00 1 0 0 1 0

.........................AGGAACCAGTGGATTGCGCAAAAAGG........................................................................................................................ 26 0 1 1.00 1 1 0 0 0

...............GTCAGAAGCCAGGAACCAGTGG...................................................................................................................................... 22 0 1 1.00 1 0 0 0 1

...................GAAGCCAGGAACCAGTGG...................................................................................................................................... 18 0 1 1.00 1 0 1 0 0

..........................................................................................CATAACTTCTGAAATCCTTTCCG.......................................................... 23 0 1 1.00 1 0 1 0 0

.........................AGGAACCAGTGGATTGCGCA.............................................................................................................................. 20 0 1 1.00 1 1 0 0 0

.......................................................GTCTTCAGATGGAGGAAAAGCTCG............................................................................................ 24 0 1 1.00 1 0 0 1 0

..........................................................................................................................................GCCCAACTACACGGAGAACTTTGTCCAG..... 28 0 1 1.00 1 0 1 0 0

...................GAAGCCAGGAACCAGTGGATTGCG................................................................................................................................ 24 0 1 1.00 1 1 0 0 0

..................AGAAGCCAGGAACCAGTGGATT................................................................................................................................... 22 0 1 1.00 1 0 0 1 0

......................................................GGTCTTCAGATGGAGGAAAAGCT.............................................................................................. 23 0 1 1.00 1 0 0 1 0

.............................................................................................................................................CAACTACACGGAGAACTTT........... 19 0 1 1.00 1 0 0 0 1

.......CTACGAGGGTCAGAAGCCAGGAACCAGT........................................................................................................................................ 28 0 1 1.00 1 0 0 0 1

..................................................GTAAGGTCTTCAGATGGT....................................................................................................... 18 1 2 0.50 1 0 0 1 0

Anti-sense strand reads

GTTTCGGGATGCTCCCAGTCTTCGGTCCTTGGTCACCTAACGCGTTTTTCCATTCCAGAAGTCTACCTCCTTTTCGAGCGTGAACGTAAAGTATTGAAGACTTTAGGAAAGGCTTTGAGTCCAATTCCAAAAGTGGGTCGGGTTGATGTGCCTCTTGAAACAGGTCCGGTA

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

#
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Hit
Count

Total
Norm Total

V113
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body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_0:8221049-8221219

-
dse_466 CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTAAGGTCTTCAG--AT-GGAGG---------------------AAAAGCTC----------------------------GCACTT-----GCATTTCAT--------AACTT-CT---GAAATCCTTTCCGA--------------------A--ACTCAGGTTAAGGTTTTCACCCAGCCCAACTACACGGAGAACTTTGTCCAGGCCAT

droSim2 3l:15739944-15740112 - CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTAAGGTTC--AG--AT-AGAGA---------------------AAGAGCTC----------------------------GCACTT-----GCATTTCAT--------AACTT-TT---GAAATCCTTTCCGA--------------------A--ACTCAGGTTAAGGTTTTCACCCAGCCCAACTACACGGAGAACTTTGTCCAGGCCAT
dm3 chr3L:16121392-16121562 - dme_469 CAAAGCCCTATGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTAAGGTCTTCAG--GT-GGCGG---------------------AAAAGCTC----------------------------GCACTT-----GCATTTTAT--------AACTT-CT---GAAATCGTTTCCGA--------------------A--TCTCAGGTTAAGGTTTTCACCCAGCCCAACTACACGGAGAACTTTGTCCAGGCCAT
droEre2 scaffold_4784:18369135-

18369305 -
CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTGAGGTCTTCAG--AT-GGCGG---------------------AAAAACTC----------------------------GCAGTT-----ACATTTCAT--------AACTT-CT---GAAATCCATTTCCA--------------------A--TCTCAGGTTAAGGTTTTCACCCAGCCGAACTACACGGAAAACTTTGTCCAGGCCAT

droYak3 3L:22056019-22056189 + CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTGAGATCTTCAA--AG-GGCGG---------------------AGAAAATC----------------------------GTAGTT-----GCATTTCAT--------AACTT-CT---GAAATCAATTTCCA--------------------A--TCCTAGGTTAAGGTTTTCACCCAGCCAAACTACACGGAAAACTTTGTCCAGGCTAT
droEug1 scf7180000409711:1219795-

1219964 +
CAAAGCCCTACGAGGGTCAAAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTGAGGTCTTAAA---A-AATAT---------------------AAGAGCTC----------------------------CCAATT-----TCATCTTCT--------AACTT-GT---GAAATGAATTTCCA--------------------A--ACGCAGGTTAAAGTTTTCACCCAACCGAACTACACGGAAAACTTTGTTCAAGCCAT

droBia1 scf7180000302428:3998382-
3998551 +

CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTGGGGTCTCTGG--AT-CATAC---------------------AAAAGCTC-----------------------------TGTAA-----CCATCTCAA--------AACTT-GT---GAAATCCAATCCGA--------------------A--ACCCAGGTTAAAGTGTTCACCCAACCCAACTACACGGAGAACTTTGTCCAGGCCAT

droTak1 scf7180000414337:197349-
197521 +

CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTGGGGTCTTCAG--AA-GGTGC---------------------AAAAACCC-----------------A----------CCGGAT-----CCATCTTCT--------AACTTTGT---GAAACCCATCCCCA--------------------A--TCGCAGGTTAAAGTTTTCACCCAACCGAACTACACGGAAAACTTTGTCCAGGCCAT

droEle1 scf7180000491249:7320613-
7320783 +

CAAAGCCCTACGAGGGTCAAAAGCCAGGCACCAGTGGATTGCGCAAAAAGGTGGGGTCTGAAA--AA-AATTC---------------------A-AAACCC----------------------------CCAATT-----GCATCTCCT--------AACTT-GT---GAAATCTGTTT-----------------TCC--AA--TCACAGGTAAAAGTTTTCACCCAGCCGAACTATACGGAAAACTTTGTCCAGGCCAT

droRho1 scf7180000776525:9806-9977
+

CAAAGCCCTATGAGGGTCAAAAGCCAGGCACCAGTGGATTGCGCAAAAAGGTGGGGTCCGAAAAAAT-AGTGC---------------------AAACCCCC----------------------------GAAC-A-----TCATTTC-T--------AACTT-GT---GGAACCGCTTT-----------------TCC--GA--TCTCAGGTAAAAGTTTTCACTCAACCGAACTACACGGAAAACTTTGTCCAGGCCAT

droFic1 scf7180000453839:1504111-
1504283 -

CAAAGCCCTACGAGGGTCAAAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTGGGATCCGAGCAAATAAGTC----------------------TCAAACCC----------------------------TAAAAT-----TCATCTTAT--------AAATT-GT---TAAATGTTTTTCCA--------------------A--TGGTAGGTCAAAGTTTTTACCCAACCGAATTACACGGAAAACTTTGTCCAAGCTAT

droKik1 scf7180000302486:2825651-
2825829 -

CAACGCCCTACGAGGGTCAGAAGCCAGGCACCAGTGGATTGCGCAAAAAGGTTCGCCACTGAA--A---------------------ACGGGACAAAGATCC----------------------------GTGTTGTCATCTCATCT--T--------AACTT-GG---GAAATCCCTTCTTG----------------A--AATCTCGCAGGTGAAAGTCTTCACCCAGGCAAACTACACTGAGAACTTTGTCCAGGCTAT

droAna3 scaffold_13337:10495681-
10495853 +

CAACGATCTACGAGGGTCAGAAGCCAGGCACCAGTGGCTTGCGCAAAAAGGTCAGTTTGGAAA-----ATTC----------------------AC----------------------------AGATCTTTTCACTTAACTTATTTAAC--------AAATT-TT---TAAATCTCTTCATC--------------------C--TCAAAGGTTAAAGTTTTCACCCAACCCCATTACACTGAGAACTTTGTCCAGGCCAT

droBip1 scf7180000396569:873531-
873703 -

CAACGATCTACGAGGGTCAGAAGCCAGGAACCAGTGGCTTGCGCAAAAAGGTCAGTTCGGAAA-----------------------------------ACTC-----------------AT---AGATCTTCCTCCTAAACTTATTTCGA--------AAACT-TT---CAAATCTTTTCGTC--------------------A--TCGCAGGTAAAAGTTTTTACCCAACCCCATTACACTGAGAACTTTGTCCAGGCCAT

dp5 XR_group8:1795952-1796121 - CTACGCCCTACGAGGGCCAGAAGCCAGGCACCAGTGGATTGCGCAAAAAGGTCGAAAACTAAA--T---------------------TCAAG----AAAATC-----------------ATCTCGGGTCT-----------------CTC--------G------------AATTG-------TCCCATTCTGCTCCTCC--GC--CCACAGGTGAAGGTTTTCGTGCAGCCCAACTACACGGAAAACTTTGTCCAGGCCAC
droPer2 scaffold_24:1254169-1254338

+
CTACGCCCTACGAGGGCCAGAAGCCAGGCACCAGTGGATTGCGCAAAAAGGTCGAAAACTAAA--T---------------------TCAAG----AAAATC-----------------ATCTCGGGTCT-----------------CTC--------G------------AATCG-------TCCCATTCTGCTCCTCC--GC--CCACAGGTGAAGGTTTTCGTGCAGCCCAACTACACGGAAAACTTTGTCCAGGCCAC

droWil2 scf2_1100000004511:4929928-
4930133 +

CTAAACCCTATGAGGGTCAAAAGCCTGGCACTAGCGGATTACGCAAAAAGGTAATTTACCAT----T-TAAAT---------------------AATATTTCACAATATCAAGGAAAATGAAC-ACATTA------TTAACATATGTACATACATACATACAT-ATGTATATATATATTCG----------------------ATTCCATAGGTAAAGGTTTTCACTCAGCCCAATTATACGGAAAATTTTGTTCAATGCAT

droVir3 scaffold_13049:3971653-
3971813 +

CAACGCCCTACGAGGGCCAAAAGCCCGGCACCAGCGGGCTGCGCAAAAAAGTCAGTTACAATC---------GAAATTTACAGTTACACGGCACACA----------------------------------------------------G--------CAATT-GT---GAATTATTTTT----------------------------CCAGGTTAAAGTGTTCACGCAGCCCAACTACACGGAAAACTTTGTCCAATGCAC

droMoj3 scaffold_6654:147204-147357
-

CTACACCATATGAAGGCCAAAAACCAGGCACTAGCGGACTACGCAAAAAAGTCTATTAGAA--------ATGG-----------------------AAATTT----------------------------ACAGTT-----ACAATTTTT--------TAAAT-GT---AA----------GC--------------------T--TTGCAGGTGAAAGTATTCACGCAGCCCAACTACACGGAAAATTTTGTACAATGCAT

droGri2 scaffold_15110:10772216-
10772387 -

CAACCCCCTACGAGGGTCAGAAACCAGGCACCAGCGGATTACGCAAAAAAGTCAGTTACAAAA-----AACCA---------------------AAAAAAAT-----------------AT----------AGTTA-----T-------T--------ATCTTGAT---GCAGCTGA-TCAGC-----------ATCAACTAAA--TTCCAGGTTAAAGTTTTCACGCAGCCCAATTACACAGAGAACTTTGTGCAATGCAC
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dsec\GM20568-in]; CDS [Dsec\GM20568-cds]; CDS [Dsec\GM20568-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTGGAGTGGGTGGCAGGTGGACGGGCCAGCTGGTCCGTACGTGGCCCCATTAATCCCCATTTCCGCGATGGCTTATGCAATATTATTAATTCGTGCAGGTCGTGCGGTGGCCT

**************************************************(((((...((((((...((.((..(((((((....))))))))).))..))))))....)))))...**************************************************
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..................................................GTGGGTGGAGTGGGTGGCA.................................................................................................. 19 0 1 9.00 9 5 3 0 1

Anti-sense strand reads

CTCCGTGACCCAAGGACCCGTTCCAGGACCAGCTCTTCAACGACGCCATTCACCCACCTCACCCACCGTCCACCTGCCCGGTCGACCAGGCATGCACCGGGGTAATTAGGGGTAAAGGCGCTACCGAATACGTTATAATAATTAAGCACGTCCAGCACGCCACCGGA

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

Species Coordinate ID Alignment
droSec2 scaffold_1:3399141-3399307

-
dse_349 GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTGG--------A----G----TGGGTGGCAGGTGGAC----------------------GGGCCAGCTGGTC-CGTACGTGG-CC---CC-ATTAATC-CCCATTTCCGC------GA---TGGCT--T-ATGCAATATTA-TTAATTCGTGCAGGTCGT-GCGGTGGCCT

droSim2 2r:6565735-6565901 - dsi_6537 GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTGG--------A----G----TGGGTGGCAGATGGAC----------------------GGGCCAGCTGGTT-CGTACGTGG-CC---CC-ATTAATC-CCCATTTCCGC------GA---TGGCT--T-ATGCAATATTA-TTAATTCGTGCAGGTCGT-GCGGTGGCCT
dm3 chr2R:5788360-5788526 - dme_407 GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTGG--------A----G----TGGGTGGCAGGTGGAC----------------------GGGCCAGCTGGTC-CGTACGTGG-CC---CC-ATTAATC-CCCATTTCCGC------GA---TGGCT--T-ATGCAATATTA-TTAATTCGTGCAGTTCGT-GCGGTGGCCT
droEre2 scaffold_4929:8580048-

8580206 +
GAGGCACTGGGTTCCTGGGCAAGGTTTTGGTCGAGAAGTTGCTGCGGTGAGTGGGTGG--------AAA--G---------------TGGAC----------------------GGGCCAGCTGGTC-CGTACGTGG-CC---CC-ATTAATA-CCCATTATGTG-----CCA---TGGCT--T-ATGCAATATTA-TTAATTCGTGCAGGTCGT-GCGGTGGCCT

droYak3 2L:18413945-18414102 - GAGGCACTGGGTTCCTGGGCAAGGTTTTGGTCGAGAAGCTGCTGCGGTGAGTGGGTGG--------AAG--G---------------TGGAT----------------------GGGCCAGCTGGTC-CGCACGTGG-CC---CC-ATTAATC-CCAATTTCCGC------GA---TGGCT--T-ATGCAATCTTA-TTAATTCGTGCAGGTCGT-GCGGTGGCCT
droEug1 scf7180000409209:387565-

387723 +
GAGGTACTGGGTTCCTAGGCAAGGTCCTGGTCGAGAAATTGCTGCGGTAAGTGGGTGG--------AAA--G---------------TGGGA----------------------GGAGCAGCTGGTC-CGTACGTGG-CC---CC-ATTAATC-CCAATTTTCGC-----TCA---TGGCT--T-ATGCAATATTA-TTAATTCCTGCAGGTCGT-GTGGTGGACT

droBia1 scf7180000301506:919171-
919338 +

GAGGCACTGGCTTCCTGGGCAAGGTCCTGGTCGAGAAGCTGCTGCGGTAAGTGGCTAG--------AAA--G----TGGGTGGCCAGTGGGC----------------------A-GGCAGCTGCTC-CATGCGTGA-CC---TC-ATTAATC-CCAATTTCCGC------CA---TGGCT--T-ATGCAATATTA-TTAATTCCTGCAGGTCGT-GCGGCGGCCT

droTak1 scf7180000415870:481016-
481179 +

GAGGCACTGGGTTCCTGGGCAAGGTGCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTGGTTCCACC-GGA--G---------------TGGGC----------------------G-GGCAGCTGGTC-CGAACGTGG-CC---CC-ATTAATC-CCAATTTCCGC------CT---CGGCT--T-ATGCAATATTA-TTAATTCCTGCAGGTCGT-GTGGCGGCCT

droEle1 scf7180000491107:1307841-
1308001 +

GCGGCACTGGTTTCCTGGGCAAGGTCCTGGTCGAGAAACTGCTGCGGTAAGTGGGCGC--------AGA--G---------------TGGGC----------------------GGGGCAGCTGGTC-CGTACGTGG-CC---CC-ATTAATA-CCAATTTCCGC------CAATTTGGCT--T-ATGCAATATTA-TTAATTCCTGCAGGTCGT-GTGGTGGCCT

droRho1 scf7180000768901:30931-
31088 -

GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGCTGCTGCGGTAAGTGGGCGG--------CAA--G---------------TGGGC----------------------GGGGCAGCTGGTC-CGTACGTGG-CC---CC-ATTAATC-CCAATTTCCGC------CA---TGGCT--T-ATGCAATATTA-TTAATTCCTGCAGGTCGT-GTGGTGGCCT

droFic1 scf7180000453858:952956-
953134 +

GAGGCACTGGCTTCCTGGGCAAGGTCCTGGTCGAGAAGCTGCTGCGGTGAGTGGGCGG--------A----G----TGGGGG---------AGACTAAGCGGAGCG-AGGGGGCGGGGCAGCTCTTC-CGTACGTGG-CC---CC-ATTAATC-CCAATTTCCGC------CA---CGGCT--T-ATGCAATATTA-TTAATTCCTGCAGGTCGT-GCGGCGGCCT

droKik1 scf7180000302476:2755028-
2755196 -

GCGGCACTGGATTCCTGGGCAAGGTCCTGGTCGAGAAGCTGCTACGGTGAGTGGGCGG--------A----GC---TGAGC-------------------TGTGCT--GGGCGCTAGCCAGCTGGTC-CGTACGTGGCCC---CC-ATTAATC-CCAATTGAC-C------CT---TTGCT--T-ATGCAATATTA-TTAATTCGTGCAGGTCGT-GTGGCGGCCT

droAna3 scaffold_13266:15297917-
15298095 -

GAGGCACAGGATTCCTTGGAAAAGTCCTGGTGGAGAAACTGCTGAGGTCAGTGTGTGGCGACTAAT---AA-CAAATGGGTGGTGTGTGGGA----------------------AAGTAATCTGCGC-TGCACGTAGACC---CC-ATTAATC-CAAGTTGC---------TT---TCGCTAAT-ATGCATCATTA-TGACTTCCTACAGGTCCT-GCGGTGGGCT

droBip1 scf7180000396547:1749894-
1750072 +

GAGGCACTGGGTTCCTTGGAAAAGTCCTGGTGGAGAAACTTCTAAGGTCAGTATGTGGCGACTAAT---AA-TTAATGAGTGGTGTGTGGGA----------------------AAGCTATCTTCGC-TGCACGTAGACC---CC-ATTAATC-CAAGTTGC---------TT---TCGCTAAT-ATGCATCATTA-TGACTTCTTCCAGGTCCT-GTGGTGGGCT

dp5 3:10987194-10987368 + GAGGCACTGGATTCCTGGGAAAGGTCCTGGTCGAGAAGCTTTTGCGGTGAGTGGGTGGTT--------GGG-CGGATG----------------------TGTGCTTGGGTCGAAGGTTAGCTGGCCTCGCACGGCG-CACATCA-ATTAATC-TCAATCTGT---------------GCTCATGTTGCAATATTA-TTAATTACCGCAGCTCGT-GTGGCGAACT
droPer2 scaffold_4:6308596-6308770

+
GAGGCACTGGATTCCTGGGAAAGGTCCTGGTCGAGAAGCTTTTGCGGTGAGTGGGTGGTT--------GGG-CGGATG----------------------TGTGCTTGGGTCGAAGGTTAGCTGGCCTCGCACGGCG-CACATCA-ATTAATC-TCAATCTGT---------------GCTCATGTTGCAATATTA-TTAATTACCGCAGCTCGT-GTGGCGAACT

droWil2 scf2_1100000004514:932358-
932509 +

GAGGCACTGGTTTCTTGGGCAAGGTGCTGGTGGAGAAACTATTAAGGTGAGTGGGTGG--------GCG--G---------------TGCGC----------------------G-CACACTGAAGT-TAAACGTGT-TT---GCAATTATTT-TCAATT-AT---------------GCT--T-ATGCAATATTAATTAATTTTTGCAGGTCGT-GTGGCGAATT

droVir3 scaffold_12875:20454606-
20454683 -

C--------------------------------------------------------------------------------------------------------------------------------ACACGTGA-CC---TC-AATAATT-CTCAATTATGT------TA---A--CTGAG-ATTATGCGTTA-TTAATTTTTGCAGCTCGT-GTGGCGAACT

droMoj3 scaffold_6540:13477686-
13477812 +

GCGGCACTGGATTCTTTGGCAAAAGT----------------------------------------------------------------------------------------AAGTTGGCAAACG-CGAACGTGA-CT---TG-AATAATTGATTACTTACGAACTGA-TT---TTGTACGC-AGTTATTATTGAGAAACTGTTGCGTGTTACGGAGGTGGCTC

droGri2 scaffold_15245:11091844-
11091902 +

GCGGCACTGGTTTTCTTGGAAAAGTTCTGGTGGAGAAGCTGCTGCGGTAAGTGATTGG--------A---------------------------------------------------------------------------------------------------------------------------------------------------------------
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GCTTTTGGATAAGGACTCTGGGGGGCTAAGGATATATGCGGGGGCGGGTATGCGGGTGTAGTTGGTGGTGGGCGCGGCAGAGCAGGCGCACTCCTGGCAACTCTCTCGCAAACTCTCTCGCGCGCTCTCTCGTAAACTCTCTGTGGACGAGGACTCCAATCC

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

#
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Norm Total

V115

head

V114

embryo

V113

male
body

..................................................TGCGGGTGTAGTTGGTGGTGGGCG........................................................................................ 24 0 1 4.00 4 1 3 0

..................................................TGCGGGTGTAGTTGGTGGTGGG.......................................................................................... 22 0 1 2.00 2 0 1 1

.........................................................................................ACTCCTGGCAACTCTCTCGCAA................................................... 22 0 1 1.00 1 1 0 0

..................................................TGCGGGTGTAGTTGGTGGTGGAT......................................................................................... 23 2 1 1.00 1 1 0 0

..................................................TGCGGGTGTAGTTGGTGGTGGA.......................................................................................... 22 1 1 1.00 1 1 0 0

Anti-sense strand reads

CGAAAACCTATTCCTGAGACCCCCCGATTCCTATATACGCCCCCGCCCATACGCCCACATCAACCACCACCCGCGCCGTCTCGTCCGCGTGAGGACCGTTGAGAGAGCGTTTGAGAGAGCGCGCGAGAGAGCATTTGAGAGACACCTGCTCCTGAGGTTAGG

************************************.((((.(((.((((.((((((...(((((.(((.((((((.((...))..)))).)).))).)))))..)))))).)))).))).))))..***********************************
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Species Coordinate ID Alignment
droSec2 scaffold_0:19573348-

19573509 -
dse_171 GCT----TTTGGATAAGGA--CTCTGGGGG--GCTAAGGATA-------------------------------------TAT---G--CGGGGGCGG--GTATGC-GGGTGTAGTTGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTG-----------------G-C------------------------AA--------------CTC--TCTCGCAAACTCTC--------------TC--GCGCGCTC----------------TCTCGTAAACTCTCTGTGGA---------------CGAGGA------------CTCCAAT-CC

droSim2 3r:18751720-18751869 - ACT----TTGGGATAAGGA--CTCTGGGGG--GCTAAGGATA-------------------------------------TAT---G--CGGGGGCGG--GTATGC-GGGTGTAGTTGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTG-----------------G-C------------------------AA--------------CTC--TCTCGCGCG----------------------------CTC----------------TCTCGTAAACTCTCTCTGGA---------------CGAGGA------------CTCCAAT-CC
dm3 chr3R:19209515-19209675 - GCT----TTGGGATAAGGA--CTCAGGGG---ACTAAGGATA-------------------------------------TAT---G--CGGGGGCGG--TTATGC-GGGTGTAGTTGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTT-----------------G-C------------------------AA--------------CTC--TCTCGTAAACTCTC--------------TCTAGCGCGCTC----------------TCTCGTAAACTCTC--TGGA---------------CGAGGA------------CTCCAAA-CC
droEre2 scaffold_4820:8840098-

8840283 +
CTT-------GGATAAGGA--CTCTGGGGG--GCTAAGGATAATCGGGGGCG---GCGGTGCGTGTGTATGGGTGTGTGGGT---G--CGGTG------GTGTGC-GGCTGTAGTTGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTT-----------------G-C------------------------AA--------------CTC--TCTCGTGAAGTTTC--------------CC--GCACGCTC----------------TCGCGTTAACTCTC--CGCT---------------CCAGGACCCTT-------------T-CC

droYak3 3R:20088962-20089129 - GGG----CTTGGATAAGGA--CTCTGGGGGGCGCTAAGGACATTCGGGGGCG---GGG----------------------A-----------TGCGG--GGGTGC-GGGTGTAGTTGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTT-----------------G-C------------------------AA--------------CTC--TCTCGTAAACTTTC--------------TC--GCACGCTC----------------TCGCGTTAACTCTG--CGCG---------------CCAGGACCCTT-------------TCCA
droEug1 scf7180000409473:129319-

129470 +
ATT-------GGGTAAGGA--CTCTGGGG---GTTAAGGATT-------------------------------------TTC---G--AAAGAGTGGGGCTTTAG-GGGGTTAGTCGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTT-----------------G-C------------------------AA--------------CTC--TCTCTTGCT----------------------------CTC----------------TCTGGTAAACTCTC--TAG---------------------ACCCTTTCGTGCCTTCCCCC-CT

droBia1 scf7180000302075:4729535-
4729689 -

GGG----CTTGGTTAAGGA--CTCTGGGG---GCTAGGGACT-------------------------------------TTT---T-GG--GGGCGGGGGTTTTT-GGGAGTAGTTGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTT-----------------G-C------------------------CACCAAGAGAGAGTTGCTC--GCTCTCTAT----------------------------CTC----------------TCTGGCTAGCTCTC--CAG---------------------GCCCTT-------------T-CC

droTak1 scf7180000414295:293275-
293421 -

GGG----ATTGGGTAAGGA--CTCTGGGG---GCTACGGATT-------------------------------------TTG---------GGGTGA--GGGCTC-GGGAGTAGTTGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTT-----------------GAT------------------------AA--------------CTC--TCTCGCACACTCTC--------------T--------CTC----------------TCTCGTAAACTCTC--TGG------------------AA-GCCCTT-----------CAT-CC

droEle1 scf7180000491261:373946-
374092 +

GCTGGGGATGGGGTAAGGA--CTCTGGGG---GTTACGGACT-------------------------------------TGG---T--AGGGGGCGG--GGGTTCGGGGAGAAGTTGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTT-----------------G-C------------------------AA--------------CTC--TCTCTCGGACT--------------------------TTC----------------TCTCGAACACTCTC--CAG---------------------ACCCTT-------------T-CT

droRho1 scf7180000780099:180314-
180446 -

ATT-------GGGTAAGGA--CTTTGGGG---GCTAACGATT-------------------------------------TGG----------GGCGGG-GGTTAG-GGCAGAAGTTGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTT-----------------G-C------------------------AA--------------CTC--TCTCACGGACT----------------------------C----------------TCTCGTCCACTCTC--CAG---------------------ACCCTT-------------T-CC

droFic1 scf7180000453906:640438-
640575 +

ATT-------GGGCAAGGA--CTCTGGGG---GTTAAGGATT-------------------------------------CGG--------GGGGCGG--GGATGC-GGGAGAAGTTGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAT--------------------------------------------------------TCCTT-----------------G-C------------------------AA--------------CTCTCTCTCTCGGACT--------------------------CTC----------------TCTTGTCCGCTCTC--CAG---------------------ACCCTT-------------T-CC

droKik1 scf7180000301815:63204-
63348 +

TTT------GGGGAAAGGA--CTCTGGGG---GTTAAGGAGT-------------------------------------GAA----------GGCGG--G--AGC-GGGGGCCAATGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCCTT-----------------G-C------------------------AA--------------CTC--TCTCGCGAACCAGCTCGCTCTATGT--------CTCTCTC----------------TCCCTGAAGCTC----------------------------ACTCC--------------T-TC

droAna3 scaffold_13340:20344963-
20345100 +

T--------TGAGAAAGGA--CTCTGGGG---GTTAAGGACC-------------------------------------AGAGCCGAGGGGTGGCGG--GGGC-----CCGAAGTCGGTGGTGGGCGCGGC-------GGAGC------------------AGGCGCAC--------------------------------------------------------TCCTT-----------------G-G------------------------AA--------------CTC--TCTCACAA-CCGTC--------------T--------AGC----------------TCTCGCAATCTCTC--CGA-------------------------TT-------------A-CC

droBip1 scf7180000396413:2053152-
2053293 -

ATT-------GAGAAAGGA--CTCTGGGG---GTTAAGGACC-------------------------------------AGAGCCGAGGGGTGGTGG--GGGC-----GCGAAGTCGGTGGTGGGCGCGGC-------GGAGC------------------AGGCGCAC--------------------------------------------------------TCCCT-----------------G-C------------------------AA--------------CTC--TCTCACGG-CTGTC--------------T--------AGC----------------TCTCGC-CATTTTC--CGA---------------------TTACCG-------------T-TC

dp5 2:2690987-2691125 - GCT----------AAAGGA--CTCACGGGGG-GGTAGTAAAG-------------------------------------TAG--TATGGGGGAGTGG--AGCACA-CAGCTTAGTCGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCTAT-----------------A-C------------------------AA--------------CTC--TCTCTCT--CTCTC------TGGGT------------------------------------CTCTCTCTT--CGT---------------------ACCCCG-------------T-CC
droPer2 scaffold_7:1661035-1661175

+
GCT----------AAAGGA--CTCACGGGG--GAGTAGTATA--------------------------------------GTAGTATGGGGGAGTGG--AGCACA-AAGCTTAGTCGGTGGTGGGCGCGGC-------AGAGC------------------AGGCGCAC--------------------------------------------------------TCTAT-----------------A-C------------------------AA--------------CTC--TCTCTCTCTCTCTC------TGGGT------------------------------------CTCTCTCTT--CGT---------------------ACCCCG-------------T-CC

droWil2 scf2_1100000004943:9241312-
9241498 -

GCA----GGCAGTAAAGGATACTTTGGAG---CATGCCAGTA----------TAAAGTATACACATACATACATACATATAT---G--CAGAGGCAG--TGAGCC-CA----GTTTGGTGGTGGGCGCGGCATTTAGCAGAGC------------------AAGCGCAC--------------------------------------------------------TCTCT------------------------------------------------------------------CTCGTTT-CT--------------------------CTCCCTCAGTGATTTGCTCTTACAATAAGGTCT--C-GT---------------TGTGGA------------CTCTCCT-TT

droVir3 scaffold_13047:8843673-
8843781 -

CCC----CT---------------------------------------------------------------------------------------------------------TGGATGGTGGGCGCGGC-------AGGACCCCAGTCAGAGTCT--GCAGGAATAC--------------------------------------------------------TCTCTGGAGCAACACACTCTGAA-A------------------------AG--------------CTC--TCTCGCAC-CT--------------------------CTC----------------TCTCATT--TT-------------------------------GTCG-------------A-TG

droMoj3 scaffold_6540:31835697-
31835940 +

TAA----ATAAGCAAAC-----GTTG------CGTATGGAGT-------------------------------------TGT---A--AGTGGGAGG--CGTAGC-CCGCCCATTAGTTGGTGGGCGCGGC-------AGTAGCCCAGTCAAAGGCCGAGCAGGAATACACACACTCGCTCGCCCTCGCCCACTCCCTCTCTCTGTCTCTGTCTCCCTCTCTCTCTCTCTGGAGTTACACACATGCGA-A------------------------AG--------------CTC--TCTCGCGC-ACGC------------------------------------------------TTAACTCTCTCTGCATCTTTCCTCTCTCTCCGCTCT------------CCCCGCT-CC

droGri2 scaffold_15074:786765-
786941 +

CCC-------------------------------------------------------------------------------------------------------------CGTAAATGGTGGGCGCGGC-------AGGACCCACGTCAGAATCTGTGCAGGAAAGC--------------------------------------------------------TCTCTGGAATCGCATACTCTCAAAATACTCTCTTTCTAGCATGGTTTTAAT--------------CTC--GCTCTTGTTCCCGCTCTCTCTCTCTCTCTCTCTCGCTCTCCCTCATTATCT------------TACTCTC--TTG----------------------------------CTCGCGG-TC
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CCTTCAATGGGTCGCGGTCGTGAAGCTCCAGTGGTCTGGCTCCACTTCATTCAGCTCGTCGTCGGCGAAAGAGATTATCTCTACTCTTGCTCCGCGGCGAGCGATCGCTTATATAACCGCATGGCTCCCGAGTGGAGAAGAGGGCTATAAAACGGCGTG

***********************************.(((..............((((((((.(((...(((((..........)))))...)))))))))))..............)))....************************************
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V115

head

......................................................................................TTGCTCCGCGGCGAGCGATCGC................................................... 22 0 1 5.00 5 4 1 0 0

..................................................TCAGCTCGTCGTCGGCGAAAGAG...................................................................................... 23 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

GGAAGTTACCCAGCGCCAGCACTTCGAGGTCACCAGACCGAGGTGAAGTAAGTCGAGCAGCAGCCGCTTTCTCTAATAGAGATGAGAACGAGGCGCCGCTCGCTAGCGAATATATTGGCGTACCGAGGGCTCACCTCTTCTCCCGATATTTTGCCGCAC
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droSec2 scaffold_23:642653-642811 + dse_188 CCTTCAATGGGTCGCGGTCGT------GAAG-CTCCAGTG-GT------------------------------------CTGG------CTCCACTTCATTCAG----------C------------------------------------------------------TC------GTCGTC---GGCGAAAGAGATTATCTCT-ACTCTTGCTCCGCGGC----------G--AGCG----ATCGCTTATAT---------AACCG-C-----------ATGGCTCCCGAGTGGAGAA-------------------------------G-------AGGG---CTATAAAA-CGGCGT----G
droSim2 2r:21248290-21248448 + CCTTCAATGGGTCGCGGTCGT------GAAG-CTCCAGTG-GT------------------------------------CTGG------CTCCACTTCATTCAG----------C------------------------------------------------------TC------GTCGTC---GTCGAAAGAGATTATCTCT-GCACTTGCTCCGCGGC----------G--AGCG----ATCGCTTATAT---------AACCG-C-----------ATGGCTCCCGAGTGGAGAA-------------------------------G-------AGGG---CTATAAAA-CGGCGT----G
dm3 chr2R:20785625-20785784 + dme_460 CCTTCAATGGGTCGCGGTCGT------GAAGTCTCCAGTG-GT------------------------------------CTGG------CTCCACTTCATTCAG----------C------------------------------------------------------TC------GTCGTC---GGCGAAAGAGATTATCTCT-GCACTTGCTCAGCGGC----------A--AGCG----ATCGCTTATAT---------AACCG-C-----------ATGGCTCCCGAGTGGAGAA-------------------------------G-------AGGG---CTATAAAA-CGGCGT----G
droEre2 scaffold_4845:22155472-

22155630 +
CCTTCAATGGGTCGCGCTCGG------GAAG-CTCCAGTG-GT------------------------------------CTGG------CTCCACTTCATTCAG----------C------------------------------------------------------TG------GTCGTC---GGAGAAAGAGATTATCTCT-GCACTTGCTCCGCGGC----------G--AGCG----ATCGCTTATAT---------AACTC-C-----------ATGGCTCCCGAATGGAGAA-------------------------------G-------AGGG---CTATAAAA-CGGCGT----G

droYak3 2R:20748716-20748874 + CCTTCAATGGGTCGCGGTCGT------GAAG-CCCCAGTG-GT------------------------------------CTGG------CTCCACTTCATTCAG----------C------------------------------------------------------TC------GTCGTC---GGAGAAAGAGATTATCTCT-GCACTTGCTCCGCGGC----------G--AGCG----ATCGCTTATAT---------AACCC-C-----------ATGGCTCCCGAGTGGAGAA-------------------------------G-------AGGG---CTATAAAA-CGGCGT----G
droEug1 scf7180000409464:1147449-

1147611 +
CCTTCATTGGGTCGCGGTCGT------GGAG-CTCCAGTG-GTCGT---------------------------------GGAG------CTCCACTTCATTCAG----------T------------------------------------------------------TC------GTCGCC---GTCGAAAGAGATTATCTCT-GCACTTGCTCGACGGC----------G-TCGCG----ATCGCTTATGT---------AACCA-C-----------ATAGCTCCCGAGTGGAGAA-------------------------------G-------AGGG---CTATAAAA-CGGCGT----G

droBia1 scf7180000301754:5750816-
5750976 +

CCTTCAATGGGTCGCGCCCGT------GGAG-CTCCAGCGCGT------------------------------------CTGG------CTCCACTTCATTCGG----------C------------------------------------------------------GC------GTCGTC---GCCGAAAGAGATTATCTCT-GCACTTGCTCGGCGGC----------G-TGGCG----GCCGCTTATGT---------AACCC-G-----------GTGGCTCCCGAGTGGAGAA-------------------------------G-------AGGG---CTATAAAA-CGGCGA----G

droTak1 scf7180000415805:439160-
439329 -

CCTTCAATGGGTCGCGGTCGT------GGAG-CTCCGGCGGGT------------------------------------CTGGCCTGGTCTCCACTTCATTCGG-----------------------------------------------------------------------------------CCGAAAGAGATTATCTCT-GCACTTGCTCGACGGC--------GTCGTCGCG----ATCGCTTATGT---------AACCC-C-AAGCGGCTACATGGCTCCCGAGTGGAGAA-------------------------------G-------AGGG---CTATAAAA-CGGCGT----G

droEle1 scf7180000491214:2162233-
2162383 +

CCTTCAATGGGTCGCGGTCGCTGTTGTGAAG-CTCCAG---------------------------------------------------CTCCAGTGGGTTT-G----------C------------------------------------------------------TCGTCACCGCCGCC---GCCGAAAGAGATTATCTTT-GCACTTGCTCGACGGC----------G-TCGCG----ATCGCTTATGT---------AACCC-C----------TATGTCTCCCGAG------------------------------------------------------TATAAAA-CGGCGC----G

droRho1 scf7180000779661:49080-
49224 -

CCTTCAATGGGTCGCGGTCGT------GGAG-CTCCAGTGGGT------------------------------------CTGG--------------------------------------------------------------------------------------TC------GTCGCC---GCCGAAAGAGATTATCTTT-GCACTTGCTCGGCGGC----------G-TCGCG----ATTGCTTATGT---------AACCC-C-----------ATGGCTCCCGAGTGGAGAC-------------------------------G-------AGGG---CTATAAAA-CGGCGC----G

droFic1 scf7180000453858:712448-
712611 -

CCTTCAATGGGTCGCGGCCGT------GGAG-CTCCAGAG-GG------------------------------------GCTG------CTCCACTCGATTCAGCTCATTC-----------------------------------------------------------A------GTCGCC---GCCGAAAGAGATTATCTCT-GCACTTGCTCGACGGC----------G-GCGCG----ACCGCTTATGT---------AACC--C-----------ACGGCTCCCGAGTGGGGAA-------------------------------G-------AGGG---CTATAAAA-CGGCGC----G

droKik1 scf7180000302366:921496-
921644 +

CCTTCAATGGGTCGCGGTCGT------GG-----------------------------------------------------------------CTCCATTCAT----------C------------------------------------------------------TC-------TTGTC---GTCGAAAGAGATTATCTCT-GCACTTGCTCGGTGGC--TCGGTGGCCGTCGCGTCTCGTCTCTTACAT---------AACCCAGCTC--------CCAGCTCCCAGCTCCAGA-----------------------------------------------CTATAAAA-CGGCGC----G

droAna3 scaffold_13266:12073869-
12073982 +

CCTTCAATGGGTCGCGGTCGT------GG--------------------------------------------------------------------------------------------------------------------------------------------TC------GTGGTC---GCTGAGAGAGATTATCTCTTGCACTTGCTCG------------------CGCA----GCCGCTTACAT---------AACC-------------------TTCCTCGTGGGC-C-------------------------------A-------AGCG---GTATAAAG-CGGCGC----G

droBip1 scf7180000396547:405432-
405556 -

CCTTCAATGGGTCGCGGTCGTGGTC------------GTG--------------------------------------------------------------------------G------------------------------------------------------TC------GTGGTC---GCCGAGAGAGATAATCTCTTGCACTTGCTCG--CG-------CAGCC-----A----GCCGCTTACAT---------AACC-------------------TTCCTCGTGGGGCA-------------------------------A-------AGCG---GTATAAAG-CGGCGC----G

dp5 3:1873329-1873513 + CCTTCAATGAGTCGTGCTGGC------AG-------------------------CAGACCCTGCCTCTGC--CACAAGTTCAG------TTCAGCTCAATTCAT----------C------------------------------------------------------TC------GTCGTC---G----GAGAGATTATCGCCTGCACTTGCCA--CAG-------CGGCCGTCGCGTCGCACCACTTACAT---------AACCT-C-----------A--ACTTCGGAG---------------------CTCGAGAGCTCTGCTCCA-------AGCGCGCGTATAAAA-CGGCGC----G
droPer2 scaffold_2:2056363-2056547

+
CCTTCAATGAGTCGTGCTGGC------AG-------------------------CAGACCCTGCCTCTGC--CACAAGTTCAG------TTCAGCTCAATTCAT----------C------------------------------------------------------TC------GTCGTC---G----GAGAGATTATCGCCTGCACTTGCCA--CAG-------CGGCCGTCGCGTCGCACCACTTACAT---------AACCT-C-----------A--ACTTCGGAG---------------------CTCGAGAGCTCTGCTCCA-------AGCGCGCGTATAAAA-CGGCGC----G

droWil2 scf2_1100000004510:1812426-
1812651 +

CCTTCAATGGGTCGTGGTCGT------CGA-----CGATG-GTCGTGGTGTAAGGTAGCTTCGCCTCTGCAGCTCTGCGT------------CTCTTCA----TCTCTTTGCATCGTCATCAGCGACGTCGTCGCCGTTGTTGTCT--------------------------------TCT--CTCT--TGCAAAGATTATCTCTGGCACTTGCCT--CAA-------CGACTGGCACA----AC-GCTGGCTTCAGTTACATAATCT-GTTT--------TTGG---CC-----------------------------------------A--TTTGGTTTG---GTATAAAAGCAGCAT----G

droVir3 scaffold_12823:2378190-
2378352 +

CCTTCAATGGGCCGTCGTCGT------C-----TGCAGAC-GC------------------------------------CCGC---------CCGTTCGCTCTC----------T------------------------------------------------------CT------CTCGCTCTCA--GCTCAAGATTATCTTTGGCACTTGCC----------------------------AACACTTACAT---------AACGG-C-----------G--ACTCA----------GGCTAAA--------TTCGGCATCTCCCGTTGG--TTT--GGTTCGTGTATAAAA-ACGCGCCGCTG

droMoj3 scaffold_6496:1742658-
1742671 +

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TATAAAA-CGGGCC----G

droGri2 scaffold_15245:15691895-
15692093 -

CCTTCAATGGGCTGCTGACTTCGTC------------GTC--------------------------------------------------------------------------G-------------------TCGTTGTTGTCTGTGGCTGCTGCAGACTCCCAGTGGC------GTCG--CTCATTG--GAAGATAATCTCTTGCACTTGCTGTGAGACGA----C---G-GCG-C----ACCACTTACAT---------AACGA-G-----------------------AGGCCAAGCTCAATTCGGTGGCTCAATGGCGGTGGTTCGCATTTG-GTTTCGTGTATAAAA-CGCGCC----G
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(CTG)n Simple_repeat Simple_repeat +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTGTCGGACCTGGACTCACGTCCCACCACGCTGCGTCGACTGCTGAAGGAGCAGAAGATGGCGCTGGATGCCGGCGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGGCGATCCTGGACCTGTGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V114

embryo

V115

head

..........................................................................CGCGCTGGAGAACCTGCTGC.............................................................................................................. 20 0 1 2.00 2 1 1 0

.........................................................................GCGCGCTGGAGAACCTGCTGCT............................................................................................................. 22 0 1 2.00 2 2 0 0

.......................................................................CGGCGCGCTGGAGAACCTG.................................................................................................................. 19 0 1 1.00 1 0 0 1

..........................................................................CGCGCTGGAGAACCTGCTG............................................................................................................... 19 0 1 1.00 1 1 0 0

.....................................................................................................................................GCCAGCGCCAGGAGCAGTTGCGTCTGCA........................................... 28 0 1 1.00 1 0 1 0

..........................................................................CGCGCTGGAGAACCTGCTGT.............................................................................................................. 20 1 1 1.00 1 0 0 1

..........................................................................CGCGCTGGAGAACCTGCTGCT............................................................................................................. 21 0 1 1.00 1 1 0 0

...........................................................................................................................................GCCAGGAGCAGTTGCGTCTGCA........................................... 22 0 1 1.00 1 0 1 0

..................................................................................................................CAGCAGGCGCTGCAGCAGCGT..................................................................... 21 1 2 0.50 1 0 0 1

Anti-sense strand reads

GACAGCCTGGACCTGAGTGCAGGGTGGTGCGACGCAGCTGACGACTTCCTCGTCTTCTACCGCGACCTACGGCCGCGCGACCTCTTGGACGACGACGTTGTCGTCGTCTGACTCGTCGTCCGCGACGTCGTCGCGGTCGCGGTCCTCGTCAACGCAGACGTCGTCAAGGTCCTCCGCGTCGCGGTCCGCTAGGACCTGGACACG

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

#
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Hit
Count

Total
Norm Total

No data available in table
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_1:2777257-2777460

-
dse_1852 CTG----TCGGACCTGGACTCACGTCCCACCACGCTGCGTCGACTGCTGAAGGA---GCAGA--------------------------------AGATGGCGCTGGATGCCGGCGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC---------------AGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGGCGA------------------------TCCTGGACCT-------------------------------GTGC

droSim2 2r:5947918-5948121 - dsi_105 CTG----TCGGACCTGGACTCACGTCCCACCACGCTGCGTCGACTGCTGAAGGA---GCAGA--------------------------------AGATGGCGCTGGATGCCGGCGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC---------------AGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGGCGA------------------------TCCTGGACCT-------------------------------GTGC
dm3 chr2R:5145332-5145535 - dme_255 CTG----TCGGACCTGGACTCACGTCCCACCACGCTGCGTCGCCTGCTGAAGGA---GCAGA--------------------------------AGATGGCGCTGGATGCCGGCGCGCTGGAGAATCTGCTGCTGCAGCAGCAACAGACTGAGCAGCAGGCACTGCAGCAGCGCCAGCGCCAGGAGC---------------AGCTGCGTCTGCAGCAGTTTCAGGAGGCGCAGCGCCAGGCGA------------------------TCCTGGACCT-------------------------------GTGC
droEre2 scaffold_4929:17512622-

17512825 +
CTG----TCGGACCTGGACTCACGTCCCACTACGCTGCGCCGACTGCTAAAGGA---GCAGA--------------------------------ACATGTCGCTGGATGCCGGGGCGCTGGAGAACCTGCTGCTACAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC---------------AGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGGCGA------------------------TCCTGGATCT-------------------------------GTGC

droYak3 2L:17799673-17799876 - CTG----TCGGACCTGGACTCGCGTCCCACTACGCTGCGTAGACTGCTGAAGGA---GCAGA--------------------------------ACATGTCGCTGGATGCCGGGGCGCTGGAGAACCTGCTGCTACAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC---------------AGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGGCGG------------------------TCCTGGATTT-------------------------------GTGC
droEug1 scf7180000409183:787293-

787496 -
CTA----TCGGACATGGACTCGCGTCCCTCAACGCTACGTCGCCTTCTAAAGGA---GCAGA--------------------------------ACATGTCACTGAGTCCAAGTGCGCTGGAGAACCTGCTGTTGCTACAGCAACAGACCGAGCAGCAGGCGCTGCAGAAGCGTCAGCGCGAGGAGC---------------AGCTGCGTCTGCAGCAGTTCCAAGAGGCGCAGCGTCAAGCGA------------------------TCCTGGAACT-------------------------------TTGC

droBia1 scf7180000301506:1579442-
1579645 +

CTC----TCGGATCTGGACTCGCGTCCCACCACGCTGCGTCGCCTGCTGAAGGA---GCAGA--------------------------------ACATGTCGCTGGATCCTGGTGCGCTGGAGACTCTGCTCCTGCAGCAACAGCAGACCGAACAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC---------------AGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGGCAGGCGA------------------------TCCTGGATCT-------------------------------GTGC

droTak1 scf7180000415274:102757-
102960 -

CTC----TCGGACCTGGACTCGCGTCCCACCACGCTGCGTCGCCTGCTAAAGGA---GCAGA--------------------------------ACATGGCGCTGGATCCAGGTGCGCTGGAGAGCCTGCTCCTGCAGCAGCAGCAGACCGAGCTGCAGGCACTGCAGCAGCGCCAGCGCCAGGAGC---------------AGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGTCAGGCGA------------------------TCCTGGATCT-------------------------------GTGC

droEle1 scf7180000491201:969916-
970119 -

CTG----TCGGACCTGGACTCGCGTCCCACCACGCTGCGTCGCCTACTGAAGGA---GCAGC--------------------------------ACATGTCGCTGGATCCGGTTGCGCTGGAGAATCTGCTGCTGCAACAGCAGCAAACCGAGCAGCTGGCGCTGCAGCAGCGCCAGCGTCAGGAGC---------------AGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGTCAGGCGA------------------------TCCTCGATCT-------------------------------GTGC

droRho1 scf7180000777222:48764-
48967 +

CTC----TCGGACATGGACTCGCGTCCCACCACGCTGCGTCGCCTGCTGAAGGA---GCAGC--------------------------------ACATGTCGCTGGATCCGGGTGCGCTGGAGAATCTGCTGCTGCAACAGCAGCAAACCGAGCAGCAGGCACTGCAGCAGCGCCAGCGCCAGGAGC---------------AGCTGCGACTGCAGCAGTTCCAGGAGGCGCAGCGTCAGGCGA------------------------TTTTGGATCT-------------------------------GTGC

droFic1 scf7180000453851:1129627-
1129830 +

CTA----TCGGACCTGGACTCGCGTCCTACCACGCTGCGTCGCCTGCTGAAGGA---GCAGC--------------------------------ACATGTCGCTCGATCCGAGTGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGTCCGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC---------------AGCTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGTCAGGCGA------------------------TCCTGGATCT-------------------------------GTGC

droKik1 scf7180000302476:538734-
538937 -

CTG----TCGGACCTGGATTCGCGTCCCACCACCCTGCGCCGTCTACTAAAAGA---GCAGA--------------------------------ACATGTCCCTGGATCCAGAGGCGTTAGAGAATCTGCTACTGCAGCAGCAGCTGACCGAGCAGCAGGCGCTGCAGGAGCGCCAGCGGCAAGAGC---------------AGCAGCGTTTGCAGCAGTTTCAAGAGGCCCAGCGCCAGGCAA------------------------TCCTTGAGTT-------------------------------GTGT

droAna3 scaffold_13266:8423733-
8423939 +

CTC----ACCGACCTGGACTCGCGTCCCGCCACGTTGCGTCGCCTGCTGAAGGATCAGCAGC--------------------------------CCATGACGCTGGATCCGGAGGCGCTGGAGAGCCTCCTGCTGCAACAGCAACTGAACGAACAGCAGGCCCTGCAGGAACGCCAGCGCCAGGAGC---------------AGTTGCGCCTGCAGCAGTTCCAGGAGGCCCAGCGCCAGGCCA------------------------TCCTGCTGAT-------------------------------GTGC

droBip1 scf7180000396759:388801-
389007 -

CTC----ACCGACTTGGATTCGCGTCCCGCCACATTGCGTCGCCTGCTGAAGGATCAGCAGC--------------------------------CCATGACGCTGGATCCAGAGGCGTTGGAGAGCCTACTGTTGCAGCAACAGCTATCGGAGCAACAGGCCCTGCAGGAGCGCCAGCGGCAGGAGC---------------AGCTGCGCCTGCAGCAGTTCCAGGAGGCCCAGCGCCAGGCGA------------------------TCCTGCAGAT-------------------------------GTGC

dp5 Unknown_group_304:3613-3793
-

dps_3848 GGC---------------CGCAGGCCCCACC-------------TTCACCGGGG---GCAGAGGAAGAGCTGCTCCAGAGTCGGCCGCCGGATGACAACGCGCGCGACCAAGGGGATCAGCAGCAGCAGCAGCAGCAGCATCAGCAGCAGCAGCAGCATCAGCAGCAGCAGCAGCATCAGCAGCAGC---------------AGCAGCGTCAGCAGCAGCAGCAGCA--------------------------------------------------------------------------------------

droPer2 scaffold_25:402423-402595 - TAC--------------------------------------GGCAGCAGCAGAAGCAGTACC--------------------------------AGAAGCAGAAGCATCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGTACCAGCAGCAGCAGGAGCAGGAGCAGCAGCAGTACCAGAAGC---------------AGCAGCAGCAGCAGCAGTACCAGAAGCAGCAGCATCAGCAGC------------------------AGCAGCAGCA-------------------------------GTAC
droWil2 scf2_1100000004822:1799301-

1799504 +
dwi_5420 CTC----ACCGAACTGGACTCGCGTCCAAGTACCTTGAAGAGATTGGAGCAAAT---GCAAT--------------------------------TGCCACTGCTCGATCAGGAGGTGCTCGAAAGTCTTTTGCTACGTGAACAGATGAACGAGAAGCAGGCATTGCAGCAAAGACAACTGGAGGAGC---------------AACAAAGGCTCCAGCAGCTTCAAGAGGCCAAAAGGAAAGCCA------------------------TTCTGGAGTT-------------------------------ATGT

droVir3 scaffold_12875:14433744-
14433984 -

CTT----TCCGAAATGGAATCGCATCCAAACACGCTGCGCCGCCTGCTGCACAC---ACAAC--------------------------------AGTCGCC------CGGCTGGCCCATGGAGCAGCTGCAGCTCGAACAGGAGCTGCTCGAGAAGCTGCAACAGCAGC------------GGGAGCAACAGCAAATGGATCAGCTGCC---------------GCCGGGCAGACAGCAGCCGCGCCTGGCCAATTCCTTGGATCGCACGGCAACGCTGCAGATCGTGCAGATACAGACCGTAATGCCCATGC

droMoj3 scaffold_6496:9144855-
9145034 -

CCAGATGTCAGACGAGGACAAGAGCAACAGCACC----------AGCGGCAGCG---GCAGC--------------------------------AGCAGTA------------GCGGCAGCAGCAGCGGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCGGCAGCAGCAGCAGCAGCGGCAGCAGC---------------AGCAGCGGCAGTAGCAGCAGCAGCAGCAGCAACAGCAG------------------------------CAGCAGCG-------------------------------GCAG

droGri2 scaffold_15245:14428726-
14428914 -

CTC----TCCGAAATGGAGTCACATCCAAACACGCTGCGCCGCATGCTGCACAC---ACAGC--------------------------------AGTCACC------CGGCTGGTCCATGGAGCAGTTGCAACTGG------AGCAG---GAGCTGCTAGCGACACTGCAGCAGGAGCAACAGCAGC---------------AAACGGATCAACAGCAGATGCAGCAGA-ACACCGCAAATCGA-----------------------ATGGCAGCGCT-------------------------------GCAC
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AACGAGGCGGAGGCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCGGGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGATTCGGTGCAGGAGTTCCCGGTCACG

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

#
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Count

Total
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V114

embryo

M054

female
body

V113

male
body

V115

head

...................................................................................GATGGAGAAGAAAAACCCGGC..................................................................................... 21 0 1 2.00 2 2 0 0 0

.........................................................................................................CGGCCGCGCATTGCCATTCTCA.............................................................. 22 0 1 1.00 1 0 1 0 0

............................................CAGCGGGGACCTGCGCGAGATTGGC........................................................................................................................ 25 0 1 1.00 1 1 0 0 0

.........................................................................................................................................................ATTCAGCAGGATTCGGTGCAG............... 21 0 1 1.00 1 0 0 1 0

............................................................GAGATTGGCAAGCGATTGGTGGCGAT....................................................................................................... 26 0 1 1.00 1 0 0 1 0

..........................................................GCGAGATTGGCAAGCGATTGGTGGCGAT....................................................................................................... 28 0 1 1.00 1 0 0 1 0

.................................................................................................................................................................GGATTCGGTGCAGGAGTTCCC....... 21 0 1 1.00 1 1 0 0 0

....................................................................................................................TGCCATTCTCACGCAGGGCTGC................................................... 22 0 1 1.00 1 1 0 0 0

.....................................................................AAGCGATTGGTGGCGATGGA.................................................................................................... 20 0 1 1.00 1 1 0 0 0

...........GGCTCAGTCGTTCGCCGAG............................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0

...................................................................................................................................................CTGCTTATTCAGCAGGATTCGGTGCAGGA............. 29 0 1 1.00 1 0 0 1 0

..............................................................GATTGGCAAGCGATTGGTGGCG......................................................................................................... 22 0 1 1.00 1 0 1 0 0

.......................................................................................................................................................TTATTCAGCAGGATTCGGT................... 19 0 1 1.00 1 1 0 0 0

.........................................................................GATTGGTGGCGATGGAGA.................................................................................................. 18 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

TTGCTCCGCCTCCGAGTCAGCAAGCGGCTCCGGGTCGTCACCGGGTCGCCCCTGGACGCGCTCTAACCGTTCGCTAACCACCGCTACCTCTTCTTTTTGGGCCGCGCCGGCGCGTAACGGTAAGAGTGCGTCCCGACGCTAGGACATGACGAATAAGTCGTCCTAAGCCACGTCCTCAAGGGCCAGTGC
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Species Coordinate ID Alignment
droSec2 scaffold_0:5185161-5185349 - dse_1846 AACGAGGCGGAGGCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droSim2 3l:12704025-12704213 - dsi_32458 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
dm3 chr3L:13013576-13013764 - dme_245 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACG
droEre2 scaffold_4784:13021109-

13021297 -
der_1523 AACGAGGCGGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droYak3 3L:13092479-13092667 - dya_1798 AACGAGGCAGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droEug1 scf7180000409711:6101265-

6101453 -
AACGAGGCGGAGGCACAAGCCTTCGCCGAGGCCCAGAATTGGCCAAGTG---GGGATCTTCGTGAGATTGGCAAGCGTCTGGTGGCGATGGGCAAATTAAATACGACGCGGCCGCGCATTGCTATCCTCACGCAGGGCTGTGATCCTGTCCTGCTTATCCAACAGGA---CTCGGTACAGGAGTTCCCGGTCACG

droBia1 scf7180000302193:2253856-
2254044 -

AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGACCCCGTGCTGCTCTTCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droTak1 scf7180000415706:66147-66335
-

AACGAATCGGAGGCTCAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGCCTGGTGGCGCTGGACAAGCTGAATCCGGCGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

droEle1 scf7180000491255:1412089-
1412277 -

AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGATGGACAAGCTGAATCCGACGCGACCCCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droRho1 scf7180000769477:967-1151 + AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCAAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGCTGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGT----
droFic1 scf7180000454048:724234-

724422 +
AATGAGGCTGAGGCCCAGGCCTTCGCCGAGAAACAGAATTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACA

droKik1 scf7180000302272:666717-
666905 -

AATGAGGCGGAGGCGCAGGCCTTTGCCGAGGCCCAAAAATGGCCGAGCG---AGGATCTGCGTGAGATTGGCAAACGTCTGGTGGCAATGGACAAACTAAATCCGTCGCGGCCACGCATTGCCATCCTCACGCAGGGTTGTGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACA

droAna3 scaffold_13337:4137395-
4137583 +

dan_4038 AACGAGGCGGAGGCGCAGGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAGCTGAACTCGTCGAGGCCGCGCATTGCCATTCTCACGCAGGGCTGTGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACA

droBip1 scf7180000395450:265900-
266088 +

AACGAGGCGGAGGCGCAAGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGATAAGCTGAATACCTCAAAGCCTCGAATTGCCATTCTCACGCAGGGTTGCGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

dp5 XR_group6:4377266-4377454 - dps_3829 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droPer2 scaffold_9:2666447-2666635 - dpe_2483 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droWil2 scf2_1100000004511:5276750-

5276938 +
dwi_5417 AATGAGGCGGAGGCTCATGCCTTTGCCACTGGCCAGGGCTGGCCAACGG---ATGATCTGCGCGAGATTGGCAAACGTATAGTCGGTCTGGAGAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATCCGGTGTTGCTCATTCAAAAAGA---TTCGGTTGAAGAGTTTCCGGTTACA

droVir3 scaffold_13049:22492152-
22492343 +

dvi_158 AACGAGGCGGAGGCGCACGCCTTTGCCACTGCGCAAGGTTGGCCCGCCGACAATGATCTGCGTGAGATTGGCAAGCGCCTGGTCGCGCTGAATAAACTCAATACGGGGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTTATACAGCACGA---TTCGGTCCAGGAGTTTCCAGTGACA

droMoj3 scaffold_6680:17099712-
17099903 +

dmo_114 AACGAAGCAGAGGCCCATGCCTTTGCCACGGCGCAAGGCTGGCCCGCCGATGCGGATCTGCGTGAGATTGGCAAACGTTTGGTGGCACTGCCCAAAATCAATTCAGAGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTCATCCAGCACGA---CAAGGTCCAGGAGTTCCCGGTCACA

droGri2 scaffold_15121:203613-203807
+

dgr_465 AATGAGGCGGAGGCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGTTCCCAGTTACA
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dsec\GM17595-in]; CDS [Dsec\GM17595-cds]; CDS [Dsec\GM17595-cds]; utr5 [utr5_minus_12408]; utr5 [utr5_minus_12409]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAGACCTGCATTTCCCAAACTCAAAGAGAAACTGGAGGATCCTGATCCAGGTTTAGCCAGCATACCACATACATTATTCTGCAGCTATTTCTTCCATGCAATCCATGTATCTAATGCACTGCTATTCTGGTTTTACAGGTGTTCAATCAGCTGCCGTGAATGTAATATGTGAACTAGCACGTAAGAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V114

embryo

V115

head

V113

male
body

.....................................................................................................................ACTGCTATTCTGGTTTTACAGT................................................. 22 1 1 8.00 8 0 5 1 2

....................................................................................................................CACTGCTATTCTGGTTTTACAG.................................................. 22 0 1 5.00 5 4 1 0 0

....................................................................................................................CACTGCTATTCTGGTTTTACA................................................... 21 0 1 2.00 2 1 0 1 0

.....................................................................................................................ACTGCTATTCTGGTTTTACAG.................................................. 21 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

CTCTGGACGTAAAGGGTTTGAGTTTCTCTTTGACCTCCTAGGACTAGGTCCAAATCGGTCGTATGGTGTATGTAATAAGACGTCGATAAAGAAGGTACGTTAGGTACATAGATTACGTGACGATAAGACCAAAATGTCCACAAGTTAGTCGACGGCACTTACATTATACACTTGATCGTGCATTCTTG

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

M054

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_20:265627-265814 - dse_1044 GAGACCTGCATTTCCCAAACTCAAAGAGAAACTGGAGGATCCTGATCCAGGTTTAGCC-------------------AGCATACCA---CATAC--------------------AT-T--ATTCTGCAGCTATTTCTTCCATGCA-ATCCAT------------GTATCTAATGCACTGC-----------------------------TATTC-----T---------GGTTTTACAGGTGTTCAATCAGCTGCCGTGAATGTAATATGTGAACTAGCACGTAAGAAC
droSim2 x:12963147-12963331 - GAGACCTGCATTTCCCAAACTCAAAGAGAAACTGGAGGATCCTGATCCAGGTTTAACC-------------------AACATACCA---CATAC--------------------AT-C--ATTCTGCAGCTATTT---CCATGCA-ATCCAT------------GTATCTAATGCACTAC-----------------------------TATTC-----T---------GGTTTTACAGGTGTTCAATCAGCTGCCGTGAATGTAATATGTGAACTAGCACGTAAGAAT
dm3 chrX:13627208-13627394 - GAGACCGGCATTTCCCAAACTCAAAGAGAAACTTGAGGATCCTGATCCAGGTTTAAAC-------------------AACATA------CATAT--A--------------TATAT-C--ATCCTGCTGATATTT---CCATGCA-ATTCAT------------ATATCTAATGCACTAC-----------------------------TATTT-----T--------GGGTTTTACAGGTGTTCAATCAGCTGCCGTGAATGTGATTTGTGAACTAGCACGTAAGAAT
droEre2 scaffold_4690:13256339-

13256515 +
GAGACCTGCATTTCCCAAACTCAAAGAAAAACTGGAGGATCCCGATCCAGGTTTAACC-------------------AAAATA------CAGAT--AAT-----------------------TTTGCAGCTATTT---CGATGGG-ACT--T------------GTGTCTAATACACTAC-----------------------------TATTC-----T----------GTTTTCTAGGTGTTCAATCGGCTGCCGTGAATGTTATTTGTGAACTAGCACGTAAGAAT

droYak3 X:7921258-7921440 - GAGACCAGCATTTCCCAAACTCAAAGAGAAACTCGAGGATCCTGATCCAGGTTTAATC-------------------AAAATA------CACAT--TAC-----------------------TCTGCAGCCATTTA--AAATGGA-ATT--T------------GTTTCTAATGCACTGC-----------------------------TGTTT-----TG-----TTCTGCTTTCTAGGTGTTCAATCAGCTGCCGTGAACGTTATTTGTGAACTAGCACGTAAGAAT
droEug1 scf7180000409008:47604-

47786 -
GAGACCTGCATTTCCCAAACTCAAGGAGAAACTTGAGGATCCAGATCCAGGTTCAATT-------------------ATAACA------CAGAC--AAT-----------------------TGTGCAGCATTTTA--AGAAGGA-AAT--T------------GATTCTAATGCATATA-----------------------------TCTAT-----TG-----TTTGTTTTTAAAGGTGTTCAATCAGCTGCCGTGAATGTTATTTGTGAATTAGCGCGTAAGAAT

droBia1 scf7180000302041:647633-
647821 -

GAGGCCTGCATTTCCCAAACTCAAGGAGAAGCTGGAGGATCCAGACCCAGGTTCAACC-------------------CTAGAT-TA---CATAA--TAT-----------------------TCCAAAGCTCTTT---GGAGGGGAATG--T-------------CACCTTAGGCCTTTC-----------------------------TAACC-----CGGTTTCTTACTCTCCCTAGGTGTTCAATCAGCTGCCGTGAATGTTATTTGCGAACTAGCGCGTAAGAAT

droTak1 scf7180000414562:534968-
535146 +

GAGACCTGCATTTCCCAAACTCAAGGAGAAACTGGAGGACCCAGATCCAGGTTTAACT-------------------GATAA-------TATAA--CAT-----------------------AATACAGCTATTC---AAATGGA-AAT-----------------ACTATATGTTTTTA-----------------------------TATTCTTTTCT---------GTTACTTCAGGTGTTCAATCGGCTGCCGTTAATGTTATTTGCGAGTTAGCGCGTAAGAAT

droEle1 scf7180000491044:95588-
95769 +

GAGACCTGCATTTCCCAAACTCAAGGAAAAACTAGAGGATCCAGATCCAGGTTTAATC-------------------GATAATCTG---CACAA--TAT-----------------------TGTGCAGCAATTG---GCGCG-A-ATT--T------------GAACTTAATTGTTTTG-----------------------------TGTTT-----CG-------GTCTCTTTTAGGTGTTCAATCAGCTGCCGTGAATGTTATTTGTGAGTTAGCGCGTAAGAAT

droRho1 scf7180000779342:7597-7776
+

GAGACCTGCATTTCCCAAACTTAAGGAAAAACTGGAGGACCCAGATCCAGGTTCAATC-------------------GAAAA-------AAAAAAATTT-----------------------TCAGCAGCTGTTA---ACGTGAA-ACT--T-------------TACTTCATACATTTC-----------------------------TGTTT-----TG-------TTTTCTTCTAGGTGTTCAATCAGCTGCCGTGAATGTTATTTGTGAATTAGCGCGTAAGAAT

droFic1 scf7180000454073:1342285-
1342462 +

GAGACCTGCATTTCCCAAACTCAAGGAGAAACTGGAAGATCCAGATCCAGGTTTAAAC-------------------AAAAA-------CAGAC--AAT-----------------------TTGAATGCTTTTA---ACATGGA-ATT--T-------------TATTATATGCATTTC-----------------------------TTTTT------------TCCATTTTTTTAGGTGTTCAATCAGCTGCCGTGAATGTTATTTGTGAATTAGCGCGTAAGAAT

droKik1 scf7180000302592:1586093-
1586261 -

GAGGCCAGCATTTCCCAAGCTGAAAGAGAAACTGGAGGATCCAGATCCAGGTTTAAAA-------------------CACATG----------------------CC---------CTAA------------CTA--------GA-ATA--TC-------------AATTAATACATTTT--------------------ATTGATTC-C--TT-----TG-----GC-CAATTTTCAGGAGTTCAATCCGCCGCCGTGAATGTTATATGTGAATTAGCGCGTAAGAAT

droAna3 scaffold_13248:2849217-
2849374 -

GCGACCTGCATTTCCCAAACTCAAAGAGAAACTGGAAGATCCAGATCCAGGTTTTATC-------------------TTAAAT-T-----ATAT--AAT-----------------------TT----------------------------------------TAACTATAAATTTTAA-----------------------------GATTTT----T--------GTATTTTTTAGGCGTCCAATCAGCTGCCGTGAATGTTATTTGTGAATTAGCACGTAAGAAC

droBip1 scf7180000396429:158638-
158795 +

AAGACCTGCATTTCCAAAACTCAAAGAGAAACTGGAAGATCCAGATCCAGGTTAAACG-------------------AAAAT--T-----ATAC--CA---------------------A---ATATAGCT--TT---AGATGGT---A--AA---------TT---TTAT---------------------------------------------------------ATATTTTTTAGGTGTCCAATCAGCTGCCGTGAATGTTATTTGTGAATTAGCACGTAAGAAT

dp5 XL_group1e:1271537-1271708
-

GAGACCTGCCTTTCCAAAACTCAAAGAGAAACTGGAAGACCCCGATCCAGGTTCAGC-----------------------ATTTA-AAAA---------CGA--------------------------------------------ATC-------------------------TATT--CGGTCGTGATCCTCTTTATAATGGTGTTGTGTT-------------TTCGGTTTTGTAGGTGTTCAATCCGCTGCCGTGAATGTCATTTGTGAATTAGCGCGTAAGAAT

droPer2 scaffold_18:117685-117856 - GAGACCTGCCTTTCCAAAACTCAAAGAGAAACTGGAAGACCCCGATCCAGGTTCAGA-----------------------ATTTA-AAAA---------CGA--------------------------------------------ATC-------------------------CATT--CAGTCGTAATCCTCTTTATAATGGCGCTGTGTG-------------TTCGGTTTTGCAGGTGTTCAATCCGCTGCCGTGAATGTCATTTGTGAATTAGCGCGTAAGAAT
droWil2 scf2_1100000004909:7682629-

7682783 -
AAAACCTGCATTTCCGAAACTCAAAGAGAAACTGGAAGATCCAGATCCAGGTTATTCA----------------AACGAAATATT-AAAA---------GAA--------------------------------------------ATC-------------------------CATT--TATTTTA----------------------AATTC-----T----------TGTCTGCAGGTGTCCAATCTGCTGCCGTAAATGTCATTTGTGAGTTAGCACGTAAGAAT

droVir3 scaffold_12970:8004107-
8004266 -

GCGACCTGCATTTCCCAAACTGAAAGAGAAGCTCGAGGATCCGGATCCAGGTGTGCC-----------------------ATGCA-CAAA---------TGC--ACT---------TTAA------------CTC--------CA-ATG--TTAAATAATTA--TA----------------------------------A--------------------------TTGTATTCTTAGGTGTACAATCGGCTGCTGTTAATGTCATTTGTGAGCTGGCGCGCAAGAAT

droMoj3 scaffold_6482:1526740-
1526905 +

GCGGCCCGCGTTTCCCAAGCTGAAAGAGAAACTCGAGGATCCAGATCCAGGTGCTTTC----------------------------CAGC---------CGCACGCCTACAGATGT-------ATATAGCTACTA---GAGT------A--AC---------CA---TTAT--------------------------------------------------------ATATTTTGCCAGGCGTACAATCGGCTGCTGTCAATGTCATTTGTGAGCTGGCGCGCAAGAAT

droGri2 scaffold_15203:11067117-
11067276 +

GCGACCTGCGTTCCCCAAGCTTAAAGAGAAACTCGAGGATCCGGATCCAGGTGCGTTCGTAGCATCCTGCATCTCATGATATCTA-ATAT---------CAC---------------------------------------------------------------------ATGCATG--------------------------------------------------TATTATTGTAGGTGTACAATCGGCTGCTGTCAATGTGATTTGTGAGCTAGCACGTAAGAAT
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dsec\GM12786-in]; CDS [Dsec\GM12786-cds]; CDS [Dsec\GM12786-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGGACCACAATGCGCAGACCGTCGTGCTGCTCTCATCGCTGGATGATATAGTAGGTTGCATTAGATTTCCCATCGAATTGCGATACTAATCCAATGTACTCCACAGAACTTTGCACAGTTTTGGCCAGATGAGGCCACGCCCATCGAGAGCGATCA

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

V115

head

V113

male
body

...................................................................................TACTAATCCAATGTACTCCACAG.................................................. 23 0 1 7.00 7 3 2 1 1

....................................................................................ACTAATCCAATGTACTCCACAG.................................................. 22 0 1 1.00 1 0 1 0 0

................................................................................CGATACTAATCCAATGTACTCCACAG.................................................. 26 0 1 1.00 1 1 0 0 0

........................................................................TCGAATTGCGATACTAATCCAAT............................................................. 23 0 1 1.00 1 0 0 1 0

................GACCGTCGTGCTGCTCTCATCGCTGG.................................................................................................................. 26 0 1 1.00 1 1 0 0 0

......ACAATGCGCAGACCGTCGTGC................................................................................................................................. 21 0 1 1.00 1 0 0 0 1

...................................................................................TACTAATCCAATGTACTCCACA................................................... 22 0 1 1.00 1 0 1 0 0

..............................................................................................................TTGCACAGTTTTGGCCAGATGAG....................... 23 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

CCCTGGTGTTACGCGTCTGGCAGCACGACGAGAGTAGCGACCTACTATATCATCCAACGTAATCTAAAGGGTAGCTTAACGCTATGATTAGGTTACATGAGGTGTCTTGAAACGTGTCAAAACCGGTCTACTCCGGTGCGGGTAGCTCTCGCTAGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

......................GCACGACGAGAGTAGCGACCT................................................................................................................. 21 0 1 1.00 1 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_4:4167252-4167407

+
dse_1294 GGGACCACAATGCGCAGACCGTCGTGCTGCTCTCATCGCTGGATGATATAGTAGGTTGCAT---TAGA--TTT--C--CCATC------------G-----------------------------------------------------------------------------------------------------------------------------------------------------------------AATTGCGA-------TAC-TAATC-C------------------------------A-------ATGT------ACTC-CACAGAACTTTGCACAGTTTTGGCCAGATGAGGCCACGCCCATCGAGAGCGATCA

droSim2 3r:24668867-24669023 + GGGACCACAATGCGCAGACCGTCGTGCTGCTCTCATCGTTGGATGATATAGTAGGTTGCAC---AAGA--TTT--C--CCATC------------G-----------------------------------------------------------------------------------------------------------------------------------------------------------------AATCGTGA-------CAC-TAATA-CC-----------------------------A-------ATGT------ACTC-CACAGAACTTTGCACAGTTTTGGCCAGATGAGGCCACGCCCATCGAGAGCGACCA
dm3 chr3R:25308745-25308901 + GGGACCACAATGCGCAGACCGTCGTGCTGCTCTCATCACTGGATGATATAGTAGGTTGCAT---TAGA--TTT--C--CCATC------------G-----------------------------------------------------------------------------------------------------------------------------------------------------------------AATTGCGA-------TAC-TAATC-CC-----------------------------A-------ATGT------ACTC-CGCAGAACTTTGCACAGTTTTGGCCAGATGAGGCCACGCCCATCGAGAGCGATCA
droEre2 scaffold_4820:2696936-

2697092 -
GGGACCACAATGCACAGACCGTCGTGCTGCTCTCATCCCTGGACGATATAGTAGGTTGCAT---GGGA--CTG--C--TCATC------------G-----------------------------------------------------------------------------------------------------------------------------------------------------------------AATCGTGA-------CAC-TAATC-CA-----------------------------A-------ATGT------ACTC-CACAGAACTTCGCCCAGTTTTGGCCGGATGAGGCCACGCCCATCGAGAGCGATCA

droYak3 3R:21175252-21175408 - GGGACCACAATGCACAGACCGTCGTGCTGCTCTCATCCCTGGACGATATAGTAGGTTGAAT---GGGG--ATG--C--ACATC------------G-----------------------------------------------------------------------------------------------------------------------------------------------------------------AATTGTGA-------CAC-TAATC-CT-----------------------------A-------ATGT------ACTC-CACAGAACTTTGCCCAGTTTTGGCCGGATGAGGCCACGCCCATCGAGAGCGATCA
droEug1 scf7180000409787:253169-

253326 -
GGGACCACAATGCCCAGACAGTCGTGTTGCTATCATCTCTGGATGATATAGTGAGTATATA---ATGA--TTG--C--TCTTA------------G-----------------------------------------------------------------------------------------------------------------------------------------------------------------AAAGTAAA-------TAC-TAATT-AAG----------------------------A-------TT-TT-----TCCC-TTTAGAACTTTGCCCAGTTTTGGCCGGATGAGGCCACGCCCATCGAGAGCGATCA

droBia1 scf7180000302136:2798729-
2798887 -

GGGACCACAATGCACAGACTGTCGTACTGCTCTCATCCCTGGATGATATAGTAAGTATTAG---AAGA--TTA--C--TTTTA--T-A--TCT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------ATAAA-------TAC-TGATT-TAC----------------------------A-------TTGA------TTCA-CTCAGAACTTTGCCCAGTTCTGGCCGGATGAGGCCACGCCCATCGAGAGCGATCA

droTak1 scf7180000415765:871794-
871951 -

GGGACCACAATGCACAGACCGTCGTGCTGCTCTCATCTCTGGATGATATAGTGAGTACA-T-ACTAAT--TTT--A--AAATC------------T------------------------------------------------------------------------------------------------------------------------------------------------------------------ATAAAGA-------TTA-TAATT-TAC----------------------------A-------TTTT------CCCC-CTCAGAACTTTGCCCAGTTTTGGCCGGATGAGGCCACGCCCATCGAGAGCGATCA

droEle1 scf7180000491280:1523119-
1523362 +

GGGACCACAATGCACAGACAGTCGTGCTGCTCTCATCCTTGGATGATATAGTAAGTATCTG---GAAAG-GGT--T--CGAAA---------------------------------------TATCTCAATTGGTTTAAGGGTTTTTGTACTGCATATATGAATAAAAGAAAAACGTTTCTATTAGTTTTTCT-----------------------------------------------ACATG---------------------------------------TTTTTCTTCTGAAAAATGTAGCTAATTTAT-------GT-TT-----TCTT-TCCAGAACTTTGCCCAGTTTTGGCCGGATGAGGCCACGCCCATCGAGAGCGATCA

droRho1 scf7180000777929:9699-9959
+

GGGACCACAATGCACAGACCGTCGTGCTGCTTTCATCACTGGATGATATAGTAAGTATA-G-A--AA----------------------------------TCTCTAAAGTTTTAAAAAAAATATTTCAGGTGTCTTAAAG------------------------------------TTCTATGGATATTTCTGGTAGAACGAAATAAAACGTTTGGAAACTTATAGGAAAAATAGGAATACATA---------------------------------------T--TTCTTCTGAGAAGTTTA-CTAATGTAT-------AA-TT-----TCCT-TTCAGAACTTTGCCCAGTTTTGGCCGGATGAGGCCACGCCCATCGAGAGCGATCA

droFic1 scf7180000453776:609483-
609645 +

GGGACCACAATGCACAGACCGTCGTGCTGCTCTCATCCCTGGATGATATAGTAAGTGGTTA---AGGA--GTGTCCCCTTTTA-------AAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------G----GAAAA--TTC-TAAATTAA-----------------------------T-------CTGTT-----TCCC-ATTAGAACTTTGCCCAGTTTTGGCCGGATGAGGCCACGCCCATCGAGAGCGACCA

droKik1 scf7180000302466:120832-
120994 -

GGGACCACAATGCACAGACTGTCGTGCTGCTCTCGTCGCTTGACGATATTGTGAGTGTA-G-A--AGA----G--T---C-------------------------TAA-------------------------------------------------------------------------------------------------------------------------------------TTTTCTCT-----------T----GAATTCTTTAGTAAATATT-----------------------------C-------TTGAT-----TTTT-ATTAGAACTTTGCCCAGTTTTGGCCGGATGAGGCCACGCCCATCGAGAGCGATCA

droAna3 scaffold_12911:4996480-
4996639 +

GGGATCACAATGCACAGACCATCGTGCTTCTATCCTCTCTGGATGACATAGTGAGTATTAA---TAGAGATTT--C--CCAT-AAC-T--------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCAAGG-------GTC-TAATT-TG-------------------------------------CCGTC-----TTTC-TTCAGAACTTCGCCCAATTCTGGCCAGATGAGGCTGCGCCCCTTGAGAGTGATCA

droBip1 scf7180000396640:1833120-
1833277 +

GGGATCACAACGCACAGACCATCGTGCTGCTATCCTCTCTGGATGATATAGTGAGTACAAT---TAGAG-TTT--T--CCAAG------------C-----------------------------------------------------------------------------------------------------------------------------------------------------------------ATTCAGGA-------TTG-TAATT-TG-----------------------------C-------TT-TT-----TTCC-TTCAGAACTTTGCCCAATTTTGGCCGGATGAGGCTACGCCCATTGAGAGTGATCA

dp5 2:2169756-2169914 + GGGACCACAATGCGCAGACCGTCGTGCTGCTCTCCTCCCTCGATGATATAGTAAGTTAATCGA--A-----TGAAC---CAT-CAT-T--TCT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGCA--TTA-TAAAACCT-----------------------------T-------TTGC------TCTC-CACAGAACTTTGCCCAGTTCTGGCCAGACGAGGCCACGCCCATCGAGAGCGATCA
droPer2 scaffold_7:2337354-2337512

+
GGGACCACAATGCGCAGACCGTCGTGCTGCTGTCCTCCCTCGATGATATAGTAAGTCAATCGA--A-----TGAAC---CAT-CAT-T--TCT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGCA--TTA-TAAAACCT-----------------------------T-------TTGC------TCTC-CACAGAACTTTGCCCAGTTCTGGCCAGACGAGGCCACGCCCATCGAGAGCGATCA

droWil2 scf2_1100000004902:8090071-
8090234 +

GGGACCACAATGCCCAGACAGTGGTGTTGCTCTCCTCGCTGGATGAGATTGTAAGTTTAAT---TTGGGAGTA--C--TTTG-GATTT--TCTTTG-----------------------------------------------------------------------------------------------------------------------------------------------------------------GTTTCTGA-------T-C-TAATC-A--------------------------------------A--TC-----AATT-TATAGAACTTTGCACAATTCTGGCCCGACGAGGCCACGCCCATTGAGAGCGATCA

droVir3 scaffold_12822:2851404-
2851570 +

GGGACCACAATGCGCAGACCATTGTCCTGCTCTCCTCGCTGGACGACATTGTGAGTTTGAA---GTGCAACAG--C----AC-CAT-TCAA-G---AAAAATCTCTG-------------------------------------------------------------------------------------------------------------------------------------ACATG---------------------------------------C------------------------------------TT-CTTCTTTTCGTTAATAGAACTTTGCGCAGTTCTGGCCAGACGAGGCCACGCCCATCGAGAGCGATTA

droMoj3 scaffold_6540:26782539-
26782692 +

GGGACCACAATGCACAGACCATCGTGCTGCTCTCCTCGCTGGATGATATTGTAAGTTCGTC----------T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACGCACGATAAGGA----------------------C-AC-----------------------------AGACACTAAA--CTCTATTCAT-TGCAGAACTTTGCCCAGTTCTGGCCGGATGAGACCACGCCCATCGAGAGCGATTA

droGri2 scaffold_14624:3598954-
3599116 +

GGGATCATAATGCGCAAACAGTTGTGCTTCTCTCCTCACTGGATGACATCGTAAGTTAGCC------------------------------------------CCTAAAGTC------------------------------------------------------------------------------------------------------------------------ACGGGAAGATTCGCTCTCGCTAAGAA----------------------C-TC-----------------------------A-------TTGT------TTCT-TTCAGAATTTTGCCCAATTCTGGCCGGACGAGGCCACGCCCATCGAGAGCGATTA
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation

utr3 [utr3_minus_8043]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAAAGTAATGAAAACAAAACCAAGCAACAAAAACAGTAATCGTAATGAACAAACAAATGCGGTCGAACATCAGTAAGTCGAACTAGATCTACGAATATAGTTCGCCTTGCGGAGGTTCGTCTGTGTGCTTAAAGTAATGTATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAGTTGTTGCAAGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V115

head

V113

male
body

V114

embryo

.........................AACAAAAACAGTAATCGTAATGAAC......................................................................................................................................... 25 0 1 2.00 2 0 0 0 2

...............................................................CGAACATCAGTAAGTCGAA......................................................................................................... 19 0 1 1.00 1 1 0 0 0

.........................................................................................................................................................AGTGAGCCTTGTGTTTAGTT.............. 20 0 1 1.00 1 1 0 0 0

................................................ACAAACAAATGCGGTCGAA........................................................................................................................ 19 0 1 1.00 1 1 0 0 0

.............................AAAACAGTAATCGTAATGAACAAACA.................................................................................................................................... 26 0 1 1.00 1 0 1 0 0

................................................................................AACTAGATCTACGAATAT......................................................................................... 18 0 1 1.00 1 0 0 0 1

................................................................................................ATAGTTCGCCTTGCGGAGGTTCGTC.................................................................. 25 0 1 1.00 1 0 0 0 1

.........................................GTAATGAACAAACAAATGCGGTCGAAC....................................................................................................................... 27 0 1 1.00 1 0 0 0 1

.............................AAAACAGTAATCGTAATGAACAAACG.................................................................................................................................... 26 1 1 1.00 1 0 1 0 0

.............................................................................................................................................................AGCCTTGTGTTTAGTTTAGTTGTTG..... 25 0 1 1.00 1 0 0 0 1

....................................................................................................TTCGCCTTGCGGAGGTTCGTCT................................................................. 22 0 1 1.00 1 0 0 1 0

...............................................................................................TATAGTTCGCCTTGCGGAGGTT...................................................................... 22 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

GTTTCATTACTTTTGTTTTGGTTCGTTGTTTTTGTCATTAGCATTACTTGTTTGTTTACGCCAGCTTGTAGTCATTCAGCTTGATCTAGATGCTTATATCAAGCGGAACGCCTCCAAGCAGACACACGAATTTCATTACATACGTTGTTCAAATCACTCGGAACACAAATCAAATCAACAACGTTCG

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_12:131806-131992

+
dse_1848 CAAAGTAATGAAA---------------------ACA------AAACCAAGCA-------A-CAAAAAC------------------AGT-AATCGTAATGAACAAACAAATGCGGTCGAACATCAGTAAGTCGAACTAGATCTACGAAT-------------------------------------ATAGTTCGCCTTGCGGA-GGTTCGTCTGTGTGCTTAAA-GTAAT---------G----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG-------------TTGTTGCAA----------GC

droSim2 3r:7258338-7258533 + dsi_32443 AAAAGTAATGAAA---------------------ACA------AAACCAAGCA-------A-CAAAAAC------------------AGT-AATCGTAATGAACAAACAAATGCGGTCGAGCATCAGTAAGTCGAACTAGATCTACGAAT-------------------------------------ATAGTTCGCCTTGCGGA-GGTTCGTCTGTGTGCTTAAA-GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG-------------TTGTTGCAA----------GC
dm3 chr3R:14020065-14020265 - dme_386 AAATGTAATGAAA---------------------ACA------AAACCAAGCA-------A-CAAAAAC------------------TGT-AATCGTAATGAACAAACAAATGCGGTCGAATATTCGTAAGTCGGACTAGATCTA--------------------------------TGTAACGAATATAGTTCGCCTTGCGGA-CATTCGACTGTTTGCTTAAA-GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG-------------TTGTTGCAA----------GC
droEre2 scaffold_4770:7615273-

7615466 +
der_1525 AAAAGTAAAGAAA---------------------ACA------AAACCAAGCA-------A-CAAAAAC------------------AGT-AAACGTAATGAACAAACAAATGCGGTCGAGCTTCCGTAAGTCGGACCACAACTAGAAAC---------------------------------------AGTTCGCGGTATGGA-CGTTCGACTGTATGCTTAAA-GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG-------------TTGTTGCAA----------GC

droYak3 3R:2621982-2622175 - dya_132 AAAAGTGAAGTAA---------------------ACA------AAACCAAGCA-------A-CAAAAAC------------------AGT-AATCGTAATGAACAAACAAATGCGGCCGAGCTTCTGTAAGTCGGACTAGAACTAGAAT---------------------------------------TAGTTCGTCTTATGGA-CGTTCGACTGTATGCTTAAA-GTAATGTTAAACATG----------TATGCAACAAGATTAGTGAGCCTTGTGTTTAGTTTAG-------------TTGTTGCAA----------GC
droEug1 scf7180000409246:369730-

369963 -
AAAAGTAAAAAAA---------------------GGA------AAACTAAGCA-------A-GAAAAGC------------------AGT-AATCGTAATGAACAAACAAATGCAGTTGAACTTCTGTAAAACGAACTACAATTAGAAGTAAAAGTAAAATTTATAAATGAACTTGAAGTTCTGCTTGTGGTTCGAATTAGAGA-CGTTCGACTGTGTACTTAAATGTAATGTTAAACATG----------TATGCAACAAGTTCAGTGAGCCTTGTGATTAGTTTCG-------------TTGTTGCAA----------AC

droBia1 scf7180000299102:1950375-
1950605 +

AAAAGTAAAGAAA---------------------ACA------AAACCAAGCA-------GGCAAAAAT------------------AGT-AATTGTAATGAACAAACGAGCACAGTCGAACTTCTGTATGTCAAACTAGAACTAGAAATACGAGCAAAATCTGTAAAGAAACTTGAAGTTCTCTTTTTGATTCGACTCACAGA-TATTCGACTGCA---CTAAA-GTAATATAAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG-------------TTGTTGCGA----------AC

droTak1 scf7180000414450:147916-
148092 -

AA------------------------------------------------------------CAAAAAC------------------AGT-AATCGTAAAAAACA--------CAGTTTAATTTCTTTACGTCCAACTAGAACTAGAAATACAAGTAAAATCTTTGAAAGAACTTGGAGTTCTATTTGTAGTTCGATTTACAG-------------------------AATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG-------------TTGTTGCAA----------AC

droEle1 scf7180000491008:2241875-
2242104 +

AAAAGTAAAAAGA---------------------AAA---------AGAAAATCCAAGCACGCAAAAAC------------------AGT-AATGTCAATAAACAAGCAAAAACAGTCGATCTTCTACAAGTCGAACTAGAACTAGAATCACAAGTTAAAT---------AACTTGAAGTTCTGTTTATGGACCGAAGATGTAACATTTCGACTGTATACTAAAA-TAAATGTAAAAAATG----------TATGCAACAAGTTAGGTGAGCCTTGCGTTTAGTTTAG-------------TTGTTGCAA----------AC

droRho1 scf7180000778633:31130-
31365 -

AAAAGTAAAGAAA---------------------ACA-----AAAACCAAGCA-------AGCAAAAAA----------------ACAGT-AATCCCAATGAACAAGCAAACACAGTCGGTCTTCTATAAGTCGAACTATAACTGGAAATACAAGTACAATTACAAAGCTAAATAGAAGTGATGTTTATGGTTCGAGTTATAGT-AGTTCGACAGTATACTTAAA-GTGATGTTAAACATG----------TATGCAACAAGTTAAGTAAGCCCTGTGT-TAGTTTAG-------------TTGTTGCAA----------AC

droFic1 scf7180000453800:497450-
497681 -

AAAAGTAATGAAA---------------------ACA------AAACCAAGCA-------A-ACAAAGC------------------AGT-AATCGTAAAGAACAAGCAAAAACAGTCGAACTTCTATAAGTCGAGCTAGAAAAAGAAAAGCAAGTAATATCTCGAAAC-AACTTAAAGTTCTCATTTTAGTTCGAGTTGTAGA-TGGTCGTGTGTTTACTTAAA-GTAATGTTAAACATG----------TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG-------------TTGTTGCAA----------AC

droKik1 scf7180000302809:267108-
267252 +

AAAGAGAAGGTTG---------------------ACA------AAAACAAGCA-------G-CAAAGGCAACAGCAACACA----GCAGT-AATCTAAATGAGCAAGCAAATA------------------------------------------------------------------------------------------------------TATACTTAAA-GTAATGTTAAACATG----------TACGCAACTAGTTAAGTGAGTCCT-CGTTTAGTTTAG-------------TCGTTACAA----------CC

droAna3 scaffold_13340:15787928-
15788063 -

AATAGTACTGATA---------------------TGA-----GAAAGCATGCA-------A-C---AGC------------------AGT-AACCTTAATGAACAAGCAAAT--------------------------------------------------------------------------------------------------------ATACTTAAA-GTAATGTTTAACATCT------ACATATGCAACAAGTTAAGTGAGTCTTTTGTTTAGTTTAG-------------TTGTTGCAACGAG------GC

droBip1 scf7180000396708:4248370-
4248526 +

AAAAGTACTGAAA---------------------TGAATTGAAAAACCATGCA-------A-CAGCAGC------------------TGCAAACCTTAATGAACAAGCAAAT--------------------------------------------------------------------------------------------------------ATACTTAAA-GTAATGTTTAACATCTATGCAAACATATGCAACAAGTTAAGTGAGTCTTTTGTTTAGTTTAG-------------TTGTTGCAACGACGCAAAAGC

dp5 2:29111724-29111907 - CAGAGCAGGGAAGCAAGCCCCCTCCCCACCCAGAAAG---------GGAACGA-------A-CAGGCAC-ACAGAAACCCAGCCGGGAGT-AATCATAAAAAG-------------------------------A----G----AGAAACAAAAGCAAAA--------------------------------------------------------ATACTTAAA-GTAATGTTAAA---A----------TATGCAACAAGTCTAGCAAGTCTTCTGTTTAGTTCACACTCTACTCTCTACCCCTCGAA----------AC
droPer2 scaffold_6:4436018-

4436201 -
CAGAGCAGGGAAGCAAGCCCCCTCCCCACCCAGAAAG---------GGAACGA-------A-CAGGCAC-AGAGAAACCCAGCCGGGAGT-AATCATAAAAAG-------------------------------A----G----AGAAACAAAAGCAAAA--------------------------------------------------------ATACTTAAA-GTAATGTTAAA---A----------TATGCAACAAGTCTAGCAAGTCTTCTGTTTAGTTCACACTCTACTCTCTACCCCTCGAA----------AC

droMoj3 scaffold_6496:20413049-
20413127 -

TAAAGAAAACAA--------------------------------ACAAAATTA-------A-TAAAAAC------------------CGA-AAACACAAACAAAAAACAAAAACAAAACAACAGCAACAAAATACA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TC

droGri2 scaffold_14853:6508943-
6509018 -

AATAACAGTAATA---------------------TCA------AAAAACAAAA-------A-CAAAAAC------------------A---AAACAAAACAAACAAACAAACAA----CAACA-----------------------------------------------------------------------------------------------------------------------------------ACAACAAGTCAAA-------------------------------------------------------

Generated: 09/08/2015 at 07:46 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
0
1
1
1
0
1
0
1
0
1
4

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:131806-131992
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:131806-131992
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1848.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7258338-7258533
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32443.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:14020065-14020265
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_386.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:7615273-7615466
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1525.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2621982-2622175
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_132.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409246:369730-369963
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299102:1950375-1950605
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414450:147916-148092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:2241875-2242104
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778633:31130-31365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:497450-497681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302809:267108-267252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15787928-15788063
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:4248370-4248526
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29111724-29111907
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4436018-4436201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:20413049-20413127
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:6508943-6509018


ID:

dse_1838

Coordinate:

scaffold_22:111559-111727 +

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read
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Show Alternate Folds
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Antisense to intron [Dsec\GM16331-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATAATACTTTGTTAAAGGACATTCGCTAGGTACTAAAGGAGTTAACAAACAGCTGGGCCCTTCGCGGGCACTGCTGACCTTGCCCGAGAGCAGAATCCCAAGGATCGGGATTCAATCTCCACCTGATCCTTGGGAGTTTACCCAGGGACAGGCCAGCTTACATCATCGCGGGCTAACCCTCGAAGAATGCATAAACATATGTGTGTATATGTAGGTATGTATGTATATTGGTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

M054

female
body

V113

male
body

V114

embryo

........................................................................................AGCAGAATCCCAAGGATCGGG................................................................................................................................................................ 21 0 1 2.00 2 1 1 0 0

..............AAGGACATTCGCTAGGTACTA.......................................................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 1 0

........................................................................................AGCAGAATCCCAAGGATCGGGA............................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0

........................................................................................AGCAGAATCCCAAGGATCGGGT............................................................................................................................................................... 22 1 1 1.00 1 0 0 1 0

.........................CTAGGTACTAAAGGAGTTAAC............................................................................................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0

.........................................................................................GCAGAATCCCAAGGATCGGGT............................................................................................................................................................... 21 1 1 1.00 1 1 0 0 0

.............................................................................................................ATTCAATCTCCACCTGATCCT........................................................................................................................................... 21 0 1 1.00 1 0 1 0 0

........................................................................................AGCAGAATCCCAAGGATCGT................................................................................................................................................................. 20 1 1 1.00 1 0 0 1 0

................................................................................TGCCCGAGAGCAGAATCCCAAGGATCGG................................................................................................................................................................. 28 0 1 1.00 1 1 0 0 0

...................................................................................................................................................ACAGGCCAGCTTACATCATCG..................................................................................................... 21 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

TATTATGAAACAATTTCCTGTAAGCGATCCATGATTTCCTCAATTGTTTGTCGACCCGGGAAGCGCCCGTGACGACTGGAACGGGCTCTCGTCTTAGGGTTCCTAGCCCTAAGTTAGAGGTGGACTAGGAACCCTCAAATGGGTCCCTGTCCGGTCGAATGTAGTAGCGCCCGATTGGGAGCTTCTTACGTATTTGTATACACACATATACATCCATACATACATATAACCAATGTTAAATTTTATCTTTGAGAACGTTTGAGTAAGCT

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

M054

female
body

V113

male
body

V114

embryo

.........................................................................................................................GGACTAGGAACCCTCAAATGGGT............................................................................................................................. 23 0 1 913.00 913 545 128 173 67

..........................................................................................................................GACTAGGAACCCTCAAATGGGT............................................................................................................................. 22 0 1 595.00 595 333 90 135 37

...........................................................................................................................ACTAGGAACCCTCAAATGGGT............................................................................................................................. 21 0 1 192.00 192 122 51 12 7

...................................................................................GGCTCTCGTCTTAGGGTTCCTAGC.................................................................................................................................................................. 24 0 1 168.00 168 55 74 17 22

...................................................................................GGCTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 22 0 1 141.00 141 29 99 11 2

........................................................................................................................TGGACTAGGAACCCTCAAATGGGT............................................................................................................................. 24 0 1 90.00 90 44 4 42 0

....................................................................................GCTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 21 0 1 85.00 85 37 15 32 1

....................................................................................GCTCTCGTCTTAGGGTTCCTAGC.................................................................................................................................................................. 23 0 1 82.00 82 40 22 15 5

............................................................................................................................CTAGGAACCCTCAAATGGGT............................................................................................................................. 20 0 1 63.00 63 38 24 0 1

.....................................................................................CTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 20 0 1 51.00 51 34 12 5 0

.........................................................................................................................TGACTAGGAACCCTCAAATGGGT............................................................................................................................. 23 1 1 27.00 27 8 4 15 0

........................................................................................................................AGGACTAGGAACCCTCAAATGGGT............................................................................................................................. 24 1 1 20.00 20 11 1 7 1

.........................................................................................................................GGACTAGGAACCCTCAAATGGG.............................................................................................................................. 22 0 1 16.00 16 0 15 1 0

.......................................................................................................................TTGGACTAGGAACCCTCAAATGGGT............................................................................................................................. 25 1 1 16.00 16 5 0 11 0

..........................................................................................................................GACTAGGAACCCTCAAATGGG.............................................................................................................................. 21 0 1 15.00 15 0 15 0 0

.....................................................................................CTCTCGTCTTAGGGTTCCTAGC.................................................................................................................................................................. 22 0 1 13.00 13 3 8 1 1

.........................................................................................................................AGACTAGGAACCCTCAAATGGGT............................................................................................................................. 23 1 1 12.00 12 5 2 4 1

...................................................................................GGCTCTCGTCTTAGGGTTCCTAG................................................................................................................................................................... 23 0 1 12.00 12 2 9 0 1

...................................................................................GGCTCTCGTCTTAGGGTTCCT..................................................................................................................................................................... 21 0 1 11.00 11 0 8 1 2

....................................................................................GCTCTCGTCTTAGGGTTCCTAG................................................................................................................................................................... 22 0 1 9.00 9 2 4 3 0

............................................................................................................................CTAGGAACCCTCAAATGGGTC............................................................................................................................ 21 0 1 7.00 7 3 4 0 0

..................................................................................TGGCTCTCGTCTTAGGGTTCCTAGC.................................................................................................................................................................. 25 1 1 6.00 6 5 0 1 0

..................................................................................TGGCTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 23 1 1 6.00 6 0 6 0 0

......................................................................................TCTCGTCTTAGGGTTCCTAGC.................................................................................................................................................................. 21 0 1 5.00 5 1 4 0 0

.....................................................................................CTCTCGTCTTAGGGTTCCTAG................................................................................................................................................................... 21 0 1 4.00 4 0 4 0 0

........................................................................................................................CGGACTAGGAACCCTCAAATGGGT............................................................................................................................. 24 1 1 4.00 4 3 0 1 0

...........................................................................................................................ACTAGGAACCCTCAAATGGGTC............................................................................................................................ 22 0 1 3.00 3 1 1 0 1

..........................................................................................................................GACTAGGAACCCTCAAATGG............................................................................................................................... 20 0 1 3.00 3 1 2 0 0

...................................................................................TGCTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 22 1 1 3.00 3 1 1 1 0

.......................................................................................CTCGTCTTAGGGTTCCTAGC.................................................................................................................................................................. 20 0 1 3.00 3 1 2 0 0

............................................................................................................................CTAGGAACCCTCAAATGGG.............................................................................................................................. 19 0 1 3.00 3 0 3 0 0

.........................................................................................................................CGACTAGGAACCCTCAAATGGGT............................................................................................................................. 23 1 1 3.00 3 3 0 0 0

.............................................................................................................................TAGGAACCCTCAAATGGGT............................................................................................................................. 19 0 1 2.00 2 0 2 0 0

.............................................................................................................................TAGGAACCCTCAAATGGGTC............................................................................................................................ 20 0 1 2.00 2 2 0 0 0

........................................................................................................................TGGACTAGGAACCCTCAAATGGG.............................................................................................................................. 23 0 1 2.00 2 0 2 0 0

...........................................................................................................................ACTAGGAACCCTCAAATGGG.............................................................................................................................. 20 0 1 2.00 2 0 2 0 0

........................................................................................................................GGGACTAGGAACCCTCAAATGGGT............................................................................................................................. 24 1 1 2.00 2 1 1 0 0

....................................................................................GCTCTCGTCTTAGGGTTCCT..................................................................................................................................................................... 20 0 1 2.00 2 0 2 0 0

..........................................................................................................................GACTAGGAACCCTCAAATGGGTC............................................................................................................................ 23 0 1 2.00 2 0 2 0 0

.................................................................................TTCGCTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 24 3 1 1.00 1 1 0 0 0

........................................................................................TCGTCTTAGGGTTCCTAGC.................................................................................................................................................................. 19 0 1 1.00 1 0 1 0 0

...................................................................................GGCTCTCGTCTTAGGGTTCCTAGCCC................................................................................................................................................................ 26 0 1 1.00 1 1 0 0 0

...........................................................................................................................ACTAGGAACCCTCAAATGG............................................................................................................................... 19 0 1 1.00 1 0 1 0 0

..................................................................................CGGCTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 23 1 1 1.00 1 0 1 0 0

.........................................................................................................................GGACTAGGAACCCTCAAATGGGTC............................................................................................................................ 24 0 1 1.00 1 1 0 0 0

................................................................................................................................................CCCTGTCCGGTCGAATGTA.......................................................................................................... 19 0 1 1.00 1 1 0 0 0

.................................................................................ATGGCTCTCGTCTTAGGGTTCCT..................................................................................................................................................................... 23 2 1 1.00 1 0 0 1 0

..........................ATCCATGATTTCCTCAATTGT.............................................................................................................................................................................................................................. 21 0 1 1.00 1 0 1 0 0

...........................................................................................................................TCTAGGAACCCTCAAATGGG.............................................................................................................................. 20 1 1 1.00 1 0 1 0 0

........................................................................................................................AGGACTAGGAACCCTCAAATGGG.............................................................................................................................. 23 1 1 1.00 1 0 1 0 0

.....................................................................................ATCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 20 1 1 1.00 1 0 1 0 0

.................................................................................TTGGCTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 24 2 1 1.00 1 1 0 0 0

......................................................................................................................TTTGGACTAGGAACCCTCAAATGGGT............................................................................................................................. 26 2 1 1.00 1 0 0 1 0

...................................................................................AAATCTCGTCTTAGGGTTCCT..................................................................................................................................................................... 21 3 1 1.00 1 0 0 1 0

....................................................................................TCTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 21 1 1 1.00 1 0 1 0 0

.........................................................................................................................GGACTAGGAACCCTCAAATGG............................................................................................................................... 21 0 1 1.00 1 0 1 0 0

.......................................................................................CTCGTCTTAGGGTTCCTAG................................................................................................................................................................... 19 0 1 1.00 1 0 1 0 0

..................................................................................GGGCTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 23 0 1 1.00 1 0 1 0 0

...................................................................................AGCTCTCGTCTTAGGGTTCCTAGC.................................................................................................................................................................. 24 1 1 1.00 1 1 0 0 0

..........................................................................................................................TACTAGGAACCCTCAAATGGGT............................................................................................................................. 22 1 1 1.00 1 1 0 0 0

.....................................................................................TTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 20 1 1 1.00 1 1 0 0 0

......................................................................................TCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0

.................................................................................TTGGCTCTCGTCTTAGGGTTCCTAGC.................................................................................................................................................................. 26 2 1 1.00 1 1 0 0 0

..............................................................................................................................AGGAACCCTCAAATGGGTC............................................................................................................................ 19 0 1 1.00 1 0 1 0 0

...................................................................................CGCTCTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 22 1 1 1.00 1 0 1 0 0

...................................................................................GGCTCTCGTCTTAGGGTTC....................................................................................................................................................................... 19 0 1 1.00 1 0 1 0 0

..................................................................................AGGCTCTCGTCTTAGGGTTCCT..................................................................................................................................................................... 22 1 1 1.00 1 1 0 0 0

.....................................................................................GGCTCGTCTTAGGGTTCCTAGC.................................................................................................................................................................. 22 2 1 1.00 1 1 0 0 0

......................................................................................ATTCGTCTTAGGGTTCCTA.................................................................................................................................................................... 19 2 6 0.17 1 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_22:111509-111777 + dse_1838 ATAATACTTT--G-TTA---------------AAGGACAT-TCGCTAG---GTACTAA--------AG-GAGTTAACAAACAGCTGGGCC--------CTTCG--CGGGCAC-------------------------------------T-GCTGACCT-TGCCCGAGAGCAGAATCCCAAGGATCGGG------A-----TTCAATC------TCCACCTG-----------------------ATCCTT--GGG-----------------------------------------------------------------------------------------AGT--TTACCCAGGGACAGGCCAGCTTACATCATC------------GCGGGC------------------TA-ACCCTCGAAGAATGCATAAACA-------------------------TATGT-------G-----------TGTATATGT----AGGTATGTATGTAT-ATTG------GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------
droSim2 3r:22893157-22893417 + dsi_32470 --------TT--G-TTA---------------AAGGACAT-TCGCTAG---GTACTAA--------AG-GAGTTAACAAACAGCTGGGCC--------CTTCG--CGGGCAC-------------------------------------T-GCTGACCT-TGCCCGAGAGCAGAAACCCAAGGATCGGG------A-----TTCAATC------TCCACCTG-----------------------ATCCTT--GGG-----------------------------------------------------------------------------------------AGT--TTACCCAGGGACAGGCCAGCTTACATCATC------------GCGGGC------------------TA-ACCCTCGAAGAATGCATAAACA-------------------------TATGT-------A-----------TGTATATGT----AGGTATGTATGTAT-ATTG------GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------
dm3 chr3R:23468119-23468391 + dme_454 ATAATACTTT--G-TTA---------------AAGGACAT-TCGCTAG---GTACTAA--------AG-GAGTTAACAAACAGCTGGGCC--------CTTCG--CGGGCAC-------------------------------------T-ACTGACCT-TGCCCGAGAGCAGAAACCCAAGGATCGGG------A-----TTCAATC------TCCACCTG-----------------------ATCCTT--GGG-----------------------------------------------------------------------------------------AGT--TTACCCAGGGACAGGCCAGCTTACATCATC------------GCGGGC------------------TA-ACCCTCGAAGAATGCATAAACA-------------------------TATGT-------A-----------TGTATATGTATGTAGGTATGTATGTAT-ATTG------GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------
droEre2 scaffold_4820:4568989-

4569247 -
der_100 -TAATACTTT--G-TTA---------------AAGGACAT-TCGCTAA---GTACTAA--------AG-GAGTTAACAAACAT-TGGGCC--------CTTCG--CGGGCAC-------------------------------------T-ACTGTCCT-TGCCCGTGGGCAGAAGCCCAAGGATCGGG------A-----TTCTATG------TACACCGC-----------------------ATCATT--GGG-----------------------------------------------------------------------------------------AGT--TTGCCCAGGGACAGGCCAGTTTACATCATCTATACACCTTACGCGGGC------------------TA-GCCCTTGAAGAATGCATAAACA-------------------------TATA------------------------------------------GGTAT-ATTG------GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------

droYak3 3R:23018621-23018851 - dya_101 ATAATACTTT--G-TTT---------------AAGGATAT-TCTCTAA---ATACTAA--------AG-GAGTTAACAAACAT-TGGGCC--------CTTCG--CGGGCAC-------------------------------------T-ACTGTCCT-TGTCCTTGGGCTCAAACCCAAGGATCCGA------A-----TTCAATG------TACACCGG-----------------------ATCATT--GGG-----------------------------------------------------------------------------------------AGT--TTACCCAGGGACAGGCCAGTTTACATCATCTATACACCTTGCG-------------------------------------------------------------------------------------------------------------------TATAGGTAT-ATTG------GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------
droEug1 scf7180000409770:952477-

952722 +
ATAATACTTT--G-TTA---------------AAGGATAT-TTGCTAC---ATGCTAA--------AGGATGTTAACAAACAT-TGGGCC--------CTCTGTGAGGGCAC-------------------------------------T-ACTGTCCT-TGTCCATAAGCAGAATCCCAAGA---------------------------------------------------------------TCATT--AGG-----------------------------------------------------------------------------------------GAG--TTTCTTAGGGACAGGTCAGTTTACATTATCTATACACCTTCCAAGGGC------------------TA-ACCATTGAAGAATGCATAAACA-------------------------TATAT-------A-----------------------------TGTATGTAT-ATTG------GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------

droBia1 scf7180000302075:1453603-
1453846 -

ATAATACTTT--G-TTA---------------AGGGATATTTCGCTAC---ATACTAG--------GG-GAGTTAACAAAAAT-TG-GCC--------CTCTG--CGGGCTC-------------------------------------T-ACTGACCT-TGCCCCTGAGCAGTTTACCAAGA---------------------------------------------------------------TCATT--GGG-----------------------------------------------------------------------------------------ATC-CTTGATCTGGGGCAGGCCAGCTTACACTATCTATGCACCTCTCAAGGGC------------------TG-GCCATTGAAGAGTGCATAAACA-------------------------CATA----------------------------------GGTATGTA--TAT-TTTG------GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------

droTak1 scf7180000413872:362717-
362904 +

ATAATACTTT--T-TTA---------------AAGGATAT-TTGCTAC---ATACTAA--------AG-GAGTTAACAAACGT-TGT----------------------------------------------------------------GCTGACCC-TGCCCTTGGGCACAGTCCCAAGG---------------------------------------------------------------TCATT--GGG-----------------------------------------------------------------------------------------AATACTTGCTCAGGGGAAGGTCAGCTT-TATTATCTATACA-------------------------------------------------TTAATG-------------------------TAT----------------------------------------------AT-TTTG------ATTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------

droEle1 scf7180000491261:1964159-
1964416 +

ATAATACTTT--G-TTA---------------AAGGATAT-TCGCTAC---ATACTAA--------AG-GAGTTAACAAACAT-CGGGCC--------CTCTGGTTGGGCAG-------------------------------------T-ACTGTCCT-TGCCCAAGAGCAGTGTCCTAGGGTTCA-G------A-----TTAAATT------TCATCCTT-----------------------TTCTGT--GGC-----------------------------------------------------------------------------------------GAA--TTGCTCAGGGGCAGGTCAGCTTACAGTATCTATACACCTTTCAAGGAC------------------TAAACCATTGAAGAATGCATAAACA-------------------------TAT----------------------------------------------AT-ATCG------GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------

droRho1 scf7180000779391:18249-
18515 -

ATAATACTTT--G-TTA---------------AAGGATAT-TCGCTAC---ATACTAA--------AG-GAGTTAACAAACAT-TGGGCC--------CTCTGG-GGGGCAG-------------------------------------T-ACTGTCCT-TGCCCATGAGCAGAAACCTAGGGTTAAGATGTGAT-TTTAATCCAATT------TCATCCTT-----------------------TTTTTT--GCG-----------------------------------------------------------------------------------------GAA--TTGCTCAGGGGCAGGACAGCTTACATCATCTATACACCTTCCAAGGGC------------------TA-ACCATTGAAGAATGCATAAACA-------------------------TAT----------------------------------------------AT-ATCG------GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------

droFic1 scf7180000453826:246788-
247043 -

ATAATACTTT--G-TTA---------------AAGGACAT-TCGCTAC---GAACTAG--------AG-GATTTAACAAACAT-TGTGGC--------CTCTG---GGGCTC-------------------------------------T-ACTGTCTG-TGCCCACAAGCATTTACCCAAGA-TCAGG------G------CCTATA------TACACCTG-----------------------ATCTTTCAAGG-----------------------------------------------------------------------------------------GAT--TTGCTCCTGGGCAGATCAGCTTACATTATCTATACAACTTCCAAGGGT------------------TG-ACCATTGAAAATTGCATAAACA-------------------------CATAC-------A---------------------------------------ATCG------GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------

droKik1 scf7180000302697:740312-
740538 +

T-----------------------------------GTGT-TCGCTAC---ATACTAGGGACTAGGGG-GAGTTAACAAACAT-CGGGC------------------------------------------------------------T-GCTGCCTTCTGCCCCTGGACAGTGACCTGAGCTGGGGCTGTGG--TTAAATTCAATT------TACACCTGGCCGGATCGCAAGAGCATCCCTCCTCTCC--GGG-----------------------------------------------------------------------------------------GAT--CTGCCCAGGGGCAGGACAGCGCATATCCTCAACATACTTT-----------------------------------------------------------------------------------------------------------------------------G-------TTTAGTGTACAATTTAAAATAGAAACTCTTGCAAACTCT--------------

droAna3 scaffold_13340:19221620-
19221878 -

T------TTC--G-TTA---------------AGGGATAT-TCGCTAC---ATACTAA-------AAG-GAATTAACAAACAT-TGAGCC--------T--CG--TGGCCAA-------------------------------------T-GCTGTCCT-TGCCCCTAGGGGGAGACCTTTGTTCC---------A-----TTTAATTTAATACTACA-----------------------------------GGT-----------------------------------------------------------------------------------------GAT--CCTCCCAGGGACAGGACAGCTCACATCATCTATACACACTCCAAGGATAATAGTATCT-------------TATTGGACTATGCATAAATA-------------------------TATAA-------A----------------------------------CTAT-GTCGGTTTAATATACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------

droBip1 scf7180000396413:3143007-
3143250 +

T------TTC--A-TTA---------------AGGGATAT-TCGCTAC---ATACTAA-------AAG-GAATTAACAAACAT-TGAGCC--------T---------------------------------------------------------CAT-GGCCCCTGGGCGGAGGCCTGTCTTTC---------ATTGAATTTAATA-----CTACA-----------------------------------GGT-----------------------------------------------------------------------------------------GAT--CCTCCCAAGGACAGGACAGCTCACATCATCTATACACACTCCAAGGATAATCGTATCT-------------TATTGGACTATGCATAAATA-------------------------TATAT-------A----------------------------------CTAT-GTCGGTTTAATATACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------

dp5 2:3822320-3822636 + ATAATACTTTGTG-ATA---------------AGGGATAT-ACTCTATATAATACTAA--------AG-GAATTAACAAACAT-TCTCTCTCTCAGCCCTCT---CAGACCCAGGGGCGGCACCCGAATGCAGGTGGTTTTCTTTTGGTTA----------------------AAA-------------------------TTCAATT--------------ATCGGATCGGTAAAGCCACCATCTGC----CGTGTGTCCGCCACTGGGAGAGAATCAGCTTATATGTATCATCATCTAA------------------------------------------------------------------------------GTATACACGTTCCATGGGG-ATAGTATAGTATAGCCTCA-ACCGATGGATAGTGTATAG---------------------------------------------------------------------------TTATCGGGGCTTTAGTATACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------
droPer2 scaffold_7:528054-528362 - T------TGT--G-TTA---------------AGGGATAT-ACTCTATATAATACTAA--------AG-GAATTAACAAACAT-TCTCTCTCTCAGCCCTCT---CAGACCCAGGGGCGGCACCCGAAAGCAGGTGGTTTTCTTTTGGTTA----------------------AAA-------------------------TTCAATT--------------ATCGGATCGGTAAAGCCACCATCTGC----CGTGTATCCGCCCCTGGGAGAGAATCAGCTTATATGTATCATCATCTAA------------------------------------------------------------------------------GTATACACGTTCCATGGGG-ATAGTATAGTGTAGCCTCA-ACCGATGGATAGTGTATAG---------------------------------------------------------------------------TTATCGGGGCTTTAGTATACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA---------
droWil2 scf2_1100000004902:3707109-

3707366 +
ATAATAATTC--G-ATAATAATCATAATAATAATAGATAA-TAGATA----ATACTAA--------AC-GAATTAACAATTATGTGGGAT-------------------CGG-------------------------------------T-A-------------TTGAGCATAATCCCAATATTTGGC--------------CA------------------------------------------------AGG-----------------------------CAATCTGGACACTCTTGCCTCCATACACTTTCCATTTGCATTTCTCTGGCAAGTGTAAGGAGT--TGT--------------------------------------------------------------------------------------------------------------------TTGTTGTGT--TTTTCTTCTTTGTATATGT----AAG-ATATA---A-------TTTAACATACAATTTAAAATCGAAACTCTTGCAAACTCATTCGAGATC-----

droVir3 scaffold_12855:2154342-
2154377 -

AT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATTGAAAATAGAAACTCTTGCAAACTCATTTGA---------

droMoj3 scaffold_6540:32460978-
32461173 -

CTTAAGTTAT--G-TTA---------------ACAAAACT-TCTCTT----------------------------ACGAGTGT-TAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-----------------------------------------------------------------------------------------TAT--TTTCTT--------------TGGTATTCATTATACGCTTGCCAAAAATGAAAA----------------TCTTTTGGAAAGAGCATAAACCAATTTCAGCTAGCCGAAATTTGCTTT--GTGTTATAGACTGTAT-------------------------------T-ATAGGGTATATACAAAATTTAAAATAGAAACTCTTGCAAACTCAATCGA---------

droGri2 scaffold_15074:2155763-
2156029 -

CTGTTGCTTA--TTTTA---------------AGAACCAT-TGCCTAA---ATAGTTA-------ACG-AATTTAACAAAAGT-TTGGC------------------------------------------------------------TA----ACAT-----CTTGAG-AGT---------------------------------------------------------------------------------G----------------------AATTTACCAAACTCCTCACAAAT----TCATACACTTTCCAATAGC--------------------------CAGCAC--------------------------------------AAATGGTGATTTTT-------------TATTGGAAGGGGTATCAAATAATTTCAGCTAGCCGAAATTAACAATATTTGTTGTAG--TGTATTATTTT----------------------GTAT-GTGGTCTGTATACATAATTTAAAATAGAAACTCTTGCAAACTCATTCGAGATTTTTCA
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ID:

dse_561

Coordinate:
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Genomic Locale:
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation

Antisense to intron [Dsec\GM23668-in]; intron [Dsec\GM26405-in]; CDS [Dsec\GM26405-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTCGAGACCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGGGTATAATTGCGGATTATCAAGGGAATTTGATTCTAATGATTATACCTTTTACAGTGCCATCTATGATAAGGAGCGCCAAATGATCTACAAAATCGATGAGGTGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V114

embryo

M054

female
body

V113

male
body

..................................................GTGGGTATAATTGCGGATTATCA..................................................................................... 23 0 1 3.00 3 2 1 0 0

....................GGTGCACAAGATCAAGTATCAGTGT................................................................................................................. 25 0 1 1.00 1 0 1 0 0

..CGAGACCCAGATCGAGGCGGTGCACA.................................................................................................................................. 26 0 1 1.00 1 0 0 0 1

....AGACCCAGATCGAGGCGGTGCA.................................................................................................................................... 22 0 1 1.00 1 1 0 0 0

...................................................................................ATTCTAATGATTATACCTTTTACA................................................... 24 0 1 1.00 1 0 0 1 0

....................................................................................TTCTAATGATTATACCTTTTACAG.................................................. 24 0 1 1.00 1 0 0 1 0

..................................................GTGGGTATAATTGCGGATTAT....................................................................................... 21 0 1 1.00 1 1 0 0 0

...................................................................................ATTCTAATGATTATACCTTTTACAG.................................................. 25 0 1 1.00 1 0 1 0 0

.............TCGAGGCGGTGCACAAGATC............................................................................................................................. 20 0 1 1.00 1 0 0 0 1

Anti-sense strand reads

GAGCTCTGGGTCTAGCTCCGCCACGTGTTCTAGTTCATAGTCACACTATTCACCCATATTAACGCCTAATAGTTCCCTTAAACTAAGATTACTAATATGGAAAATGTCACGGTAGATACTATTCCTCGCGGTTTACTAGATGTTTTAGCTACTCCACG

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_0:18326411-18326568

+
dse_561 C-TCGAGACCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGGG-TATAATTGC-------------------GGAT-TATCAAGGGAA--TTTGA-TT------CTAATGA------------------------TT----AT-----------------A----CCTTTTACAGTGCCATCTATGATAAGGAGCGCCAAATGATCTACAAAATCGATGAGGTGC

droSim2 3r:17494819-17494977 + CCTCGAGACCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGGG-TATAATTGC-------------------GTAT-TATCAAGGGAA--TTTGA-TT------CTAATGT------------------------TT----TT-----------------A----CCTTTTACAGTGCCATCTATGATAAGGAGCGCCAAATGATCTACAAAATCGATGAGGTGC
dm3 chr3R:17956119-17956277 + CCTCGAGGCCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGCG-TATAATTGG-------------------GAAT-TATCCATGGAA--TTTGA-TT------GTAATGA------------------------TT----AT-----------------A----TTTTTTACAGTGCCATCTATGATAAGGAACGCCAAATGATCTACAAAATCGATGAGGTGC
droEre2 scaffold_4820:10121874-

10122030 -
CCTCGAGGCCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGGG-TATAGCTTG-------------------CGAC-TAACAAGGGCA--CTCAA-TT------CTAATGA------------------------TT----AT-----------------A------CTGCACAGTGCCATCTACGACAAGGAGCGCCAAATGATCTACAAAATCGACGAGGTGC

droYak3 3R:18804196-18804353 + C-TCGAGGCTCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGGG-TACAATACG-------------------TGAT-TATCAAAGTGA--TGAGA-TA------CCAATGA------------------------TT----AT-----------------G----CCACTTACAGTGCCATCTATGACAAGGAGCGCCAGATGATCTACAAAATCGATGAGGTGC
droEug1 scf7180000409768:72694-72857

+
CCTCGAAACCCAGATCGAGGCGGTGCACAAGATCAAATATCAGTGTGATAAGTAAA-TAGATCTTA----AA--TATA----------T--CTTAAATGG---TC-------TGTTA-------ATATTAG----------------ATT----TA-----------------TGA-TATATTTTTAGTGCCATCTATGACAAGGAGCGTCAAATGATCTACAAAATCGATGAGGTGC

droBia1 scf7180000302402:5784821-
5784986 -

CCTCGAGACCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGGG-TATCTCTGG----GA--TACA----------T-CTTTAAACAAA--TATAT-TA------ATAATG-------T-----------------AT----CC--A--------------AA-TTCTTCCTCAAGTGCCATCTACGACAAGGAGCGTCAAATGATCTACAAAATCGATGAGGTGC

droTak1 scf7180000415711:1095404-
1095566 -

CCTCGAGACCCAGATCGAGGCGGTGCACAAGATCAAATATCAGTGTGATAAGTGGG-TATATCTGG----GA--AATA----------T-TCCCATAGCAA---T-------TGTTA-------ATATTAA-----------------TT----GT-----------------A--TTCCCCTTTAAGTGCCATCTATGACAAGGAGCGTCAAATGATCTACAAAATCGATGAGGTGC

droEle1 scf7180000491212:2443820-
2443979 +

C-TCGAGGCGCAGATCGAGGCGGTGCATAAGATCAAATATCAGTGTGATAAGTGGG-TATATCTGG----GT-------------ATAA-TAACAGATAA---TT-----T--CTCA-------ATTT---ATA------AACA----------T----------------------CATTTTTAAAGTGCCATCTATGACAAGGAGCGTCAAATGATCTACAAAATCGATGAGGTGC

droRho1 scf7180000780293:60348-60506
-

C-TCGAGGCGCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTAAG-TATGCCTGA----AA--T----------------CACAAACAAC--TT-------TCTCA-------ATATTAA----------ACG----------CC-----------------A--TTTAATTTAAAGTGCCATTTATGACAAGGAGCGTCAAATGATCTACAAAATCGATGAGGTGC

droFic1 scf7180000454106:1113528-
1113686 +

C-TCGAGGCCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGCGACAAGTAAG-TGTATCTTA----AG-------------AGAA-TATCAAAGGA---TT-------TCTTA-------GTAG--------------------TTAACAA----------------------TGCCTTTTCAGTGCCATCTACGACAAGGAGCGTCAAATGATCTACAAAATCGATGAGGTGC

droKik1 scf7180000302461:2118275-
2118430 -

C-TCGAGGCTCAGATCGAGGCTGTGCACAAGATCAAATATCAGTGTGATAAGTGGG-TATAAGTAG----GA--T-------GTT---A-----TAT--TCTATTT----------T-------ATATTAT----------A------TT----AT-----------------A--T-TTTTCCAAAGTGCCATCTATGACAAGGAGCGTCAGACGATCTACAAAATCGACGAGGTAC

droAna3 scaffold_13340:8957795-
8957952 +

CCTCGAGGCCCAGATCGAGGCTGTGCACAAGATCAAGTATCAGTGTGATAAGTAAGATGTCTCTAG------------CAATGCT---T-----TGA--TGTATTTAT-T---------------TATTAA----------ACT----------T----------------------TGACTTTGCAGTGCCATCTACGACAAGGAGCGGCAAATGATCTACAAAATCGATGAGGTGC

droBip1 scf7180000396712:110087-
110251 +

CCTCGAGGCCCAGATCGAGGCTGTGCACAAGATCAAATATCAGTGTGATAAGTAAG-TGAATCCATCT-------AC-CTATCCG---TG-------GGTG--TATGATCT---------ATGA------------------------TT----ATGT---------G-----ACC-TCCATTTCCAGTGCCATCTACGACAAGGAGCGGCAAATGATCTACAAAATCGATGAGGTGC

dp5 2:12123657-12123814 + C-TCGAGGCCCAGATCGAGGCTGTGCACAAGATCAAATATCAGTGTGATAAGTGAG-TAAATCTT--------------------ATATA--GGAGATGGG--------TTCCAT--CC-----A-------------------TAGATC----TT-----------------GCC-CCTTTTTGCAGTGCCATCTATGACAAGGAGCGTCAAATGATCTACAAAATCGATGAGGTAC
droPer2 scaffold_0:8372961-8373116 - C-TCGAGGCCCAGATCGAGGCTGTGCACAAGATCAAATATCAGTGTGATAAGTGAG-TAAATCCT--------------------ATATA--GGAGATGGG--------TTCCAT---------A-------------------TAGATC----TT-----------------GCC-CCTCTTTGCAGTGCCATCTATGACAAGGAACGTCAAATGATCTACAAAATCGATGAGGTAC
droWil2 scf2_1100000004943:12096631-

12096792 +
C-TAGAGGCTCAAATTGAAGCGGTACATAAAATTAAATATCAGTGTGATAAGTGAG-TAATA---G----AA--T----TTT---AAATA-AATAACTAAA--------TTATAT---TA----ATGT--------------------TT-----G-----------------GCTTTTCTTTTCTAGTGCCATCTATGATAAAGAGCGCCAAATGATCTACAAAATAGATGAGGTAC

droVir3 scaffold_13047:8528825-
8528983 -

C-TGGAGACACAGATCGAAGCTGTGCGCAAAATAAAGTATCAGTGTGATAAGTAAG-TAAATCTGTCT---------------------------------------------GTCA-------ATTT---GCAAGATGAAACATCAATT----TA-----------------GAA-TCCAATTGTAGCGCCATTTATGATAAGGAGCGTCAAATGATCTATCGCATCGATGAGGTGC

droMoj3 scaffold_6540:27630766-
27630934 +

C-TGGAGACACAGATCGAAGCTGTGCACAAGATTAAATATCAGTGTGATAAGTGAG-TCGAACTATCTTTTGAATACT-TCTCAA---TG-------AAAG--CA-----TATGA---TA----ATCT--------------------GT-----G-----------------AACTTTACTCTGCAGCGCCATTTATGATAAGGAGCGTCAAATGATCTATCGCATCGATGAGGTGC

droGri2 scaffold_15074:1089041-
1089210 +

C-TGGAGACCCAGATCGAGGCTGTGCACAAGATTAAATATCAGTGTGATAAGTAAG-TGTCACAA-------------CTTTATT---T-----TGT--TATATATTT-C---------------GATTGA----------ATT----------C---GAACGGTTCTCAAATG----CCAATTGCAGCGCCATTTATGATAAGGAGCGTCAAATGATCTATCGCATCGATGAGGTGC

Generated: 09/08/2015 at 10:35 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18326411-18326568
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18326411-18326568
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_561.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:17494819-17494977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:17956119-17956277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:10121874-10122030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:18804196-18804353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409768:72694-72857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5784821-5784986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415711:1095404-1095566
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:2443820-2443979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780293:60348-60506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:1113528-1113686
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302461:2118275-2118430
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:8957795-8957952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396712:110087-110251
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:12123657-12123814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:8372961-8373116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:12096631-12096792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:8528825-8528983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:27630766-27630934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:1089041-1089210


ID:

dse_1851

Coordinate:

scaffold_0:4015619-4015708 -

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

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

CDS [Dsec\GM24702-cds]; intron [Dsec\GM24702-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AAGCTTCTGCAATAGCTAATGCTACCGCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGTGAACAAGTGTCGAGGCTCAAGGGGCGTAAAATCGCACAATTGGATCGGTCAACTTGCTCAGCTGGACCTTCAACTACTCATCCACCCACCACAATCTTTGCACTAAACACCTATTGCTGGGATAAGAT

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

#
Mismatch

Hit
Count

Total
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V113

male
body

V115

head

M054

female
body

V114

embryo

.....................................................................................................TTGGATCGGTCAACTTGCTCAGC.................................................................. 23 0 1 5.00 5 2 2 0 1

.....................................GAGAAGTAACGATGGAGGCGC.................................................................................................................................... 21 0 1 1.00 1 0 1 0 0

.....................................................................................................TTGGATCGGTCAACTTGCTCAGT.................................................................. 23 1 1 1.00 1 0 1 0 0

.....................................................................................................TTGGATCGGTCAACTTGCTCAG................................................................... 22 0 1 1.00 1 1 0 0 0

..............................................CGATGGAGGCGCTGGTGGG............................................................................................................................. 19 2 6 0.50 3 1 1 1 0

..............................................CGATGGAGGCGCTGGTGG.............................................................................................................................. 18 1 3 0.33 1 0 1 0 0

...............................................GATGGAGGCGCTGGTGGG............................................................................................................................. 18 2 17 0.29 5 2 0 3 0

Anti-sense strand reads

TTCGAAGACGTTATCGATTACGATGGCGTCCGTGATTCTCTTCATTGCTACCTCCGCGACCACTTGTTCACAGCTCCGAGTTCCCCGCATTTTAGCGTGTTAACCTAGCCAGTTGAACGAGTCGACCTGGAAGTTGATGAGTAGGTGGGTGGTGTTAGAAACGTGATTTGTGGATAACGACCCTATTCTA

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_0:4015569-

4015758 -
dse_1851 AAGCTTCTGCA------------------------ATAGCTAATGCTACC---------------------GCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGTGAACAAGTGTCGAGGCTCAAGGGGCGT----------------AA--------AATCGCACAATTGGATCG--------GTCA------ACTTG----------------------CTCAGCTGGACCTTCAACTACTCATCCA-------CCCACCACAATCTTTGCACTAAACACCTATTGCTGGGATAAGAT

droSim2 3l:11531345-11531534 - dsi_36 AAGCTTCTGCA------------------------ATAGCTAATGCTACC---------------------GCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGTGAACAAGTGTCGAGACTCAAGGGGCGT----------------AA--------AATCGCACAATTGGGTCG--------GTCA------ACTTG----------------------CTCAGCTGGACCTTCAACTACTCATCCA-------CCCACCACAATCTTTGCACTAAACACCTATTGCTGGGATATGAT
dm3 chr3L:11829563-11829773 - dme_458 AAACTTCTGCA------------------------ATAACTAATGCTACCACAACAGAAGGGAATCGAATCTCAGGCACTAAAAGAAGTAACGATGGAGGCGCTGGTGAACAAGAGTCGAGACCCAAACAGCGT----------------AC--------AATCGCACAATTGGATCG--------TTCA------ACTTG----------------------CTCAGCTGGACCTTCAACAACTCATCCA-------TCCACTACAATCTTTGCACTAAACACCTATTGCTGGGATATGAT
droYak3 3L:11839375-11839410 + A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATCTTCAAACTGAACACCTACTGCTGGGAAAGGAT
droEug1 scf7180000409554:3289914-

3290082 +
G---------------------------------------------------------------------------CGCAAAGAGAAAGATCGACGGAGAATTTGATGAACATGTTTTAAGTTCAAAGCGGCCA----------------GA--------TTTAGTAATTGGGGATCA--------A-CA------AATTGCAAAGGAAAATAAA------------GAGAGAGCCTCGTCTTCTAAGACA-------CCACACAAAATCTTCGCACTGGACACCTATTGCTGGGATATCAT

droBia1 scf7180000302188:1829832-
1830072 -

AAGCTTCTGGAGAACGAG---AAAGTAATGCAGAAAAAGCTTCGTCTTGCGCATCAGAAGAGAATCTAAACGCGGGCACAAAGAGAAAAACCGAAGAAGATGCTTCGGAAAATGCTTTTGTAGCCATACGATTAAAGA------AGGATGACTCTCCGGCTTCGGTAAC--------A--------G-AA------AATTCCC-GGGAAAAT----------------------------CAACACATCCATTTTTCAGATACAACTATCTTCGCACTGAACACTGATTGCTGGGTAGTTGT

droTak1 scf7180000415705:584828-
585092 -

AAGCTTCTGGAAGTGGCGGGGCGAGTAATGGGGAAAAAGCTTTAGCTACCTCATCGGAAGAGAGTCGGAGTGCCGGAACAAAGAGAAAGAACGAAGAAAATGATTGTG------------TAGCCAAGCGGCGGAAAGAGACAAAAGACGACTCTTCGGTTTTGGTATC--------AGAGGAACAA-GCGAATGGGATTTCCGAGAAAAATAACGAGGGAACTTTTACTGGATCTTC---------GCCT-------CCCACAACTATCCTCGCCTTAAACGTCTATTGCTGGGATGTTAT

droEle1 scf7180000491273:348108-
348297 +

AGGCTAACGAAT------------GTAATGGTGAAAAAGCTTTA---------------------------GCAAGAACAAAGAGAAAACCCGAAGCAGAAGCTTCTGAAAATGTTTCAAGTGCAAAGCGGCGT----------------GA--------AAAAGCAGAACAAGATGG--------GAC----------------------------------CTCTACCGGATCTTCTCTCCCTAAAACA-------CCAACAACTATATTCTCCCTGAACACCTATTGCTGGAATACTAT

droFic1 scf7180000453924:782249-
782483 -

AAGCTTCTGAATATGGTGGACAGAAGGATGGGGAAAAAGCTTTA---------------------------CCAGAAAC---AAGAAAAAATGAGTCAGAAGGTTGTGAAGATGTTCCGGGAACAAAGCGTCGCAAAATCACAGTCGAAAACTCTTTGGTTTTAGAACC---------------------------AATCTCCCAGGGAAATGAAGAGAAAAACCGAGCTGCATCTTTGGCTCCGAAAACA-------C---CCGAAATCTTTTTACTGAACACCTACTGCTGGGAAAGAGT

droKik1 scf7180000302468:1176203-
1176254 -

ATCCAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CA-------CTTAAATCTATATTGGACTTAAACGAGTATTGCTGGATCGCCTT

droBip1 scf7180000396554:1430939-
1431063 -

AAGAAACGCAAA-----------------------------------------------------------------ATCAGTAAAAATAATGCGGAAGATTTAGCTGCGCCCTCTTCAAGCTCCCAAAGGCTT----------------CC--------A---------------------------------------------------------------------------------TCCAAAGCC-------TCGTCCAATATTTTAGTCCTCAACTACGATTGCTTAGAAAGAAT

dp5 4_group4:4495769-4495810
+

C--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACAACTGTTTTTGATTTAAACGAAGATTGCTGGATAGAGTT

droPer2 scaffold_10:3406855-
3406888 +

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCTCGTGTTAAACGAGGATTGCTGGAGAGAGAT
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

utr5 [utr5_plus_3251]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GACACGGAGTCGCCAGAACGATGGTGTGTCCTGGCCAGACAGCCCGTCTCCAGGCGGAGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGCGGCGGAGTATCCTCGACAGCCAATCCATCCCGATCCTTCCTTTCGCGACTCGCGACTCTTCGCGTGCCGCCTCGACTTGCACT

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

#
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Hit
Count
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Norm Total

V115

head

V114

embryo

..............................................................AGTTGCGGTTTGCTATCGCGG.................................................................................................. 21 0 1 2.00 2 1 1

..............................................................AGTTGCGGTTTGCTATCGCG................................................................................................... 20 0 1 1.00 1 1 0

....................................................................................ACTACACAACGTGCGGCGGA............................................................................. 20 0 1 1.00 1 1 0

Anti-sense strand reads

CTGTGCCTCAGCGGTCTTGCTACCACACAGGACCGGTCTGTCGGGCAGAGGTCCGCCTCAAGTCAACGCCAAACGATAGCGCCGTGATGTGTTGCACGCCGCCTCATAGGAGCTGTCGGTTAGGTAGGGCTAGGAAGGAAAGCGCTGAGCGCTGAGAAGCGCACGGCGGAGCTGAACGTGA

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

#
Mismatch

Hit
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Norm Total

No data available in table
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_1:655253-655433 + dse_1850 GACACGGAGTCGCCAGAA-----C-------GATGGTGTGTCCTGGCCAGACAGCCCGTCTCCA--------------------------------------------------------------------GGCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATC--CTC-----------------------------GACAG---------CCAA-----------------------------------TCCATCCCGATCCT---------TC---CTTT----CGCGA-----------C---------TCG-CGA------------------CTCTTCGCGTGCCGCCTCGAC--TT---------------GCACT
droSim2 2r:3835535-3835722 + dsi_214 GACACGGAGTCGCCAGGA-----C-------GATGGAGTGTCCTGGCCAGACAGCCCGTCTCCA--------------------------------------------------------------------GGCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATC--CTC-----------------------------GACAG---------CCAA-----------------------------------TCCATCCCGATCCT---------TC---CTTT----CGCGA-----------C---------TCT-CGA----------A-TCGCGACTCTTCGCGTGCCGCCTCGAC--TT---------------GCACT
dm3 chr2R:2986001-2986188 + dme_430 GACACGGAGTCGCCAGGA-----C-------GATGGAGTGTCCTGCCCAGACAGCCCGTCTCCA--------------------------------------------------------------------GGCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATC--CTC-----------------------------GACAG---------CCAA-----------------------------------TCCTTCCCGAACCT---------TC---CTTT----CGCGA-----------C---------TCA-CGA----------C-TCTCAACTCTTCGCGTGCCGCCTCGAC--TT---------------GCACT
droEre2 scaffold_4929:19580927-

19581089 -
GACGCGGAGGCACCAGGA-----C-------GACGGAGTGTCCTGGCCAGACAGCCCGTCTCCA--------------------------------------------------------------------TGCGG-------CGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGCAGTATC--CTC-----------------------------GACAA---------GC--------------------------------------------------T---------TC---CT-G----CGCGA-----------T---------TCC-CGA----------G----------CTCGCGTGGCGCCTCGAC--TT---------------CCACT

droYak3 2L:15698312-15698474 + dya_1814 GACGCGGAGTCGCCAGGA-----C-------GATGGAGTGTCCTGACCAGACAGCCCGTCTCCA--------------------------------------------------------------------TGCGG-------AGTTCAGTTGCGGCTTGCTAACGCGGCACTACACAACGTGC-GGCGGAGTATC--CTC-----------------------------GACAT---------CC--------------------------------------------------T---------TC---CT-G----CGCGA-----------T---------TTC-CGA----------C----------TTCGCGTGCCGCCTCGAC--TT---------------CCACT
droEug1 scf7180000409672:5008810-

5008993 +
GACTTGGAGTCACCAAGACGGAAAAC----------AGAGTCCTGGCCAGACAGTCAGTCTCCA--------------------------------------------------------------------GTCGG-------AGTTCAGTTGCGGTTTGCTAACGCGGCACAACACAACGTGC-GGCGGAGTATC--CTC-----------------------------GATAT---------CCTC------------GA-TATATCCTTT--ACATCCTCGACATCCCGGTCCT---------TC---C----------------TTCGCGTT---------CC--------------------------TTCGAGTGG----------------------------CCATT

droBia1 scf7180000302292:3153996-
3154165 -

GACTTGGAGTCACCAGGTCCTGAGACAGAGTCGCGGACCATCCTGGCCAGACAGTCGGTCTCCA--------------------------------------------------------------------GCCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATC--TTT-----------------------------GAGCTCCCAGATATTCTC------------GA-------------ATATCCTCGACACCCCGATCCT------------------------------------------------------------------------------------------------------------------AACT

droTak1 scf7180000415382:228067-
228255 +

GACTTGGAGTCACCAGAAGGGAAAACCGAGCCACGGAGTATCCTGGCCAGACAGTCAGTCTCCG--------------------------------------------------------------------GCCGG-------AGTTCAGTTGCGGTTTGGTATCGCGGCACTACACAACGTGC-GCCGGAGTATC-----A------------------GTATCCT-----------CGAAAACCTT------------------------G--ACATCCTCGACATCCCGATCCT---------TC---C----------------ATCGCGTC---------CCTC---GACT-----------------TTC----------------------------------GGACT

droEle1 scf7180000491265:108262-
108516 +

GACCTGGAGTCGCCAGGAGCGGAAGCAGCGCCACGGAGTGTCCTGCCCAGACAGCCAGTCTACG--------------------------------------------------------------------GGCCG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC--GCGGAGTGTC--CTCGGTATCCTCAGTATCCTCGGTA-----------TCCTCGACATCCTC------------------------G--ACATCCTCGACAGCCCGATCCTTCTG-----------------------TTCCTTCGCGTTGTTCGACTTTCT-C------------------GA-TTGTCGCGTACCGCCTCGAC--TTCAGCTCCACTCGAGTGGACT

droRho1 scf7180000780072:163341-
163563 -

GACTTGAAGTCACCAGGACCGAAAACAGAGCCACGGAGTGTCCTGGCCAGACAGTCAGTCTCCG--------------------------------------------------------------------GCCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACATAACGTGC--GCGGAGTATC--CTC-----------------------------GAAATCCTCGACATCCTC------------------------G--ATATCCTCGACATCCAGATCCT---------TT---C----------------TTCGCGTT---------CCTC---GACT-----------------TTCGCGTACCGCCTCGAC--TTCAAGTCCATTCGAGTGGACT

droFic1 scf7180000453955:273979-
274179 -

GACTTTCGGGCTCCAAGACAGAAAGCAGAGCCACCAAGTATCCTGGCCAGACAGTCAGTCTCCG--------------------------------------------------------------------GCCGG-------AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATC--CTC-----------------------------GAAGT---------CCTA------------------------G--ATATCCTCGACATCCCGATCCT---------TC---C-----------------TCGCGTT---------CCTC---GAGT-----------------TTCGCTTACCGCCTTTAC--TCCA-------------GCCCA

droKik1 scf7180000302640:92209-
92371 +

GACTTGGAGTCGCCAGGA-----C-------GCGCAAACATCCT-GCCAGACTGCCGGGCCCCAG----------------------------T--------------------------------------GGCGG-------AGTTCAGTTGCTATTTGCCAGCGCGGCTCTACACAACGTGC-GGCGGACTTGC-------------------------TATCCTCTCGACAA---------CGTT------------------------C--------------------------AG-----------------------TTCCATCGAGCT---------CCCC---GAATT---ACG----------TACGCGTC----------------------------------

droAna3 scaffold_13266:3223061-
3223251 +

dan_4049 GACAGGACCTCAGCAGAATC----------------AGTGTCCTGGCTAGACAGCCCGGCTCCG-----------------------------T--------------------------------------GACAG-------CGTTCAGTTGCGGTTTGCTTACGCGGCAGAACACACCGTGC-GGCGGCCTATC--CTC-----------------------------GCCAT---------CCTT-----------------------------------TGCATCCTG-------AGATCCTTCGTCCTTT----T----------------------------G---GCATTTTATTTTACGCGTTCCTTCGGCTCTCGAATCCAC--TT---------------GAGTG

droBip1 scf7180000396427:1694032-
1694207 +

GACCT-----CAGCAGAAGC----------------GTTGTCCTGGCTAGACAGACCGGCTCCG-----------------------------C--------------------------------------GACAG-------CGTTCAGTTGCGGTTTGCTAACGCGGCACAACACACCGTGC-AACGGCTAATC--CTT-----------------------------GCCAA---------TTTT-----------------------------------GGCATCCTG-------AGATCCTTCGTCTATT----T----------------------------G---GCATT---TTT----------TACGCGTTCCTCCGGCTCGCTTC--------------TCGCA

dp5 3:1271492-1271697 + GACTTGGCGTCACCACCA-----AGCAGCGT-GCAGCGTGTCCTTGCCAGACAGCCGGGCTCCG--------------------------------------------------------------------AACGGAGTCCGTAGTTCAGTTGCGGTTTACAAGCGCGCCACTACACAACGTGCAGGCGGAGTATA-----G------------------CTATCTTTA-----TCCCAGA-----------------------------------CAT----------------------------C---CTTTGGCACGCGCTTCCCTCGTGTT---------CC-----GTTTG---ATC----------TACGCGTACCGTCTGCACCGTT---------------TCCGT
droPer2 scaffold_2:1446954-1447159

+
GACTTGGCGTCACCACCA-----AGCAGCGT-GCAGCGTGTCCTTGCCAGACAGCCGGGCTCCG--------------------------------------------------------------------AACGGAGTCCGTAGTTCAGTTGCGGTTTACAAGCGCGCCACTACACAACGTGCAGGCGGAGTATA-----G------------------CTATCCTTA-----TCCCAGA-----------------------------------CAT----------------------------C---CTTTGGCACGCGCTTCCCTCGTGTT---------CC-----GTTTG---ATC----------TACGCGTACCGTCTGCACCGTT---------------TCCGT

droWil2 scf2_1100000004513:2577709-
2577954 +

GACTTGCCGTCACCGGT-------------------AGTGTCCTTGGTAGACAGCACGGCTCCAGCTCCAGCTCCGGCGCACAGTTCCAACTCCGACAAAAAACTTTGACTCCGGTTTGGTTTCAGTTTCAGAATGAGTTCA--GTTTCAGTTGCGGTTTGCTAGCGCGGCAAAACACAACGTGCAGGCGGAAAATC--CAC-----------------------------TTCAA---------TTTCTACTTGGGCAACGAATATATTCGCTACGCATATTCGA--------------------------------------------------------------------------------------------CTTTCCGCTTTTCC--TT---------------CCACT

droVir3 scaffold_10324:1142305-
1142425 +

GACTTGGCGTCTCCAGGCAT----------------GTTGCCACTGGCAGACAGCGTGTCCTTGTCTCCGGCTTCTGG------------CA----------------------------------------GCGGC-------AAATCAGTTGCGGTTTTCAGACGCGGCACAACACAACGTGC-AAGCGGATATC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6496:4898037-
4898153 -

GACTTGACGTCTCCGGGCAT----------------GTTGCCACTGGCAGACAGCGTGTCCTTGTTTCTGGCTTTTGG------------CCAT----------------------------------------GGC-------AAATCAGTTGCGGTTTGGTAACGCGGCACAACACAACGTGCAAGCGGA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15245:9224381-
9224572 +

GACTTTGCGTCTCCAGGCAT----------------GTTGCCACTGGCAGACAGCGTGTCCTTGTCTCCGGCTTCTGG------------CTGT----------------------------------------GTC-------AAATCAGTTGCGGTTTGCAAACGCGGCACAACACAACGTGCAAGCGGAT---CCGGTT-----------------------------GATGTG-GTGACGTTCTT------------------------G--TTAACGTTAACG--CCAACGCT---------TC---GC---------------TTCGCTTT---------TCA-CTG-----------------A-GTTTCGCGTGC---------------------------------
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GTAGCAACGTTTACAATCCGCGAAAGTGCCGTCGCAGAATTTTCCGGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGACAGTTCCGATCAGTCCGCACTAAACCC

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

V115

head

V113

male
body

M054

female
body

.......................................................................................................TTGGATGCTCTCAGTATTGGTTATT........................................................... 25 0 2 1.00 2 1 1 0 0

........................................................................................................TGGATGCTCTCAGTATTGGTTAT............................................................ 23 0 2 1.00 2 0 2 0 0

...................................................................ATGTGGCACTTCCAATGAGAT................................................................................................... 21 1 2 0.50 1 0 0 0 1

..............................................................................................TGCAAGGCGTTGGATGCTC.......................................................................... 19 0 2 0.50 1 1 0 0 0

...........................................................................................AATTGCAAGGCGTTGGATG............................................................................. 19 0 2 0.50 1 0 0 1 0

............................................................................................................TGCTCTCAGTATTGGTTATTGG......................................................... 22 0 2 0.50 1 1 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGT............................................................... 21 0 2 0.50 1 0 1 0 0

.............................................................................................................................ATTGGCGAGATTGGCCCCGGGACAGC.................................... 26 0 2 0.50 1 0 0 1 0

..............................GTCGCAGAATTTTCCGGCGG......................................................................................................................................... 20 0 2 0.50 1 0 0 0 1

.............................................................................................TTGCAAGGCGTTGGATGCTCTCA....................................................................... 23 0 2 0.50 1 1 0 0 0

...................................................................................GAGAAATCAATTGCAAGGCGTTGGA............................................................................... 25 0 2 0.50 1 1 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGTTT............................................................. 23 1 2 0.50 1 0 1 0 0

.............................................................TAACCAATGTGGCACTTCCAATG....................................................................................................... 23 0 2 0.50 1 1 0 0 0

........................................................................................................TGGATGCTCTCAGTATTGGTTATT........................................................... 24 0 2 0.50 1 1 0 0 0

Anti-sense strand reads

CATCGTTGCAAATGTTAGGCGCTTTCACGGCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGGTTACACCGTGAAGGTTACTCTTTAGTTAACGTTCCGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCGGGGCCCTGTCGTAATGATCTGTCAAGGCTAGTCAGGCGTGATTTGGG

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

#
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Hit
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Norm Total

M054

female
body

V113
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body

........................................................................CGTGAAGGTTACTCTTTAGTTA............................................................................................. 22 0 2 0.50 1 0 1

..........................ACGGCAGCGTCTTAAAAGGCC............................................................................................................................................ 21 0 2 0.50 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_2807:1085-1271 + dse_1845 G--TAGCAACGTTTA----------------------CAATCC------GCGAAAGTGC----------------CG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT-A---------GAC-------------------AGTTCCGATCAGTCCG----CACT-AAACCC----
droSim2 3r:26724016-26724202 + dsi_32457 G--TAGCAACGTTTA----------------------CAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT-A---------GAC-------------------AGTTCCGATCAGTCCG----CACT-AAACCC----
dm3 chr3R:27444043-27444229 + dme_422 G--TAGCATCGTTTA----------------------CAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT-A---------GAC-------------------AGTTCCGATCAGTCCG----CACT-AAACCC----
droEre2 scaffold_4820:530477-530664

-
der_1522 G--TAGCAACGTCTA----------------------CAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGGCAGCATAACT-A---------GAC-------------------AGTTCCGATCAGTCCG----CACT-AAACCCT---

droYak3 3R:28380157-28380343 + dya_1797 G--TAGCAACGTTTG----------------------TAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACC-A---------GAC-------------------CGTTCCGATTAGTCCG----AATT-AAACCC----
droEug1 scf7180000409488:463420-

463601 -
G--TAGCAACGTT-A----------------------CAAATC------GCGAAAGTGC----------------------------AGAA---TTT------TCCGGCC-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGACAGCATTTCT-A---------AGC-------------------AGTTTCGTTCAGTCCG----AGTTAAAACTC----

droBia1 scf7180000302035:101881-
102083 +

A--GAGCAACGTTTT-----------------------GAATC------GCGAAAGTGC----------------AGTCGGCGTAGCAGAC---TTTC-CTCCTCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCTGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGTCACT-AGG-TC--TAGGC-------------------AGTTCCGATCAGTCCG----AGTT-AAACCC----

droTak1 scf7180000415712:510640-
510848 +

G--CAGCAACGTTTTCCACTTCCATTTC---------CCGACC------GCGAAAGTGC----------------------------AGAT---TTTCCCTTTTCCCGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGTTTGGCCCCGAGGCAGCATAACT-A-TATC--TAG--------------ATCCG--GGTTCCGATCAGTCCG----AGTT-AAACCC----

droEle1 scf7180000491194:1479822-
1480037 +

AATTAGCAACGTTTG----------------------TAAATC------GCGAAAGTGC----------------T--CGGAGTCTCAGAC---TTT------TTTGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGACGTTGGATGCTCTCAGTATTGGTTATTGGCAAGATTGGCCCCGAGACAGCAGTATT-C-------TAGGCACTTGGATACCAATCCAATAGTTCCGATCAGTCCG----ACTTTAATACC----

droRho1 scf7180000779322:264797-
265012 -

G--TAGCAACGTTTG----------------------TAAATC------GAGAAAGTGCTTGGGGACGCGGTCGCAG------TCGCAGAC---TTT------TCCGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATAGGCCCCTAGGCAGCAATATT-A---------GGCACTGG-------TACCCATAGTTCCGATCAGTCCG----AATT-AAACCC----

droFic1 scf7180000454114:125762-
125965 +

G--TAGCAACAGTAA----------------------AAAATC------GCGAAAGTGC----------------AG------TCGAAGAG---TTT------ACCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGGTATT-G---------GGCACTAG-------ACCCTATAGTTCCGATCAGTCCG----AATTTGAACCCAACA

droKik1 scf7180000302810:681812-
682012 +

G--AGACAAAAAACA---C-----------AACCGTAAGAATCGCGAGTGGGAAAGAGT---G------------GG------ACGCGGTG---T-A------TCCGGCGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGGAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCAGGCAGCTATAGT-T---------G-T-------------------TGTTCCGCTTAGTCCG----AG-T-AATTTT----

droAna3 scaffold_12911:3664259-
3664461 -

dan_200 G--AAGCAACAA--A------CC--ATCCGTACCGGAAGAATC------GCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGGCCCGAGACAACTGTTGT-C-------CACCC-------------------ACTCT-----AGTCCGTTCTAGTTTGACTCT--CG

droBip1 scf7180000396640:523305-
523505 -

G--AAGCAACAATTC----------ATCGAAACCGGAAGATTC------GCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGACTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCCTTGGATGCTCTCAGTATTGGTTTTTGGCGAGATTGGCCCCGCGGCAACTGTTGT-C-------TACCC-------------------AGTCTAGTCCATTCTA----GGTT-GCCCCT----

dp5 2:16675555-16675698 - dps_3828 G---------------------------------------------------------------------------------------------------------------GGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAG-AGT-TACA---AT-------------------TGTAAAGATAGATTAG----CGCT-TAAGCA----
droPer2 scaffold_0:3721652-3721795

+
dpe_2482 G---------------------------------------------------------------------------------------------------------------GGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAG-AGT-TACA---AT-------------------TGTAAAGATAGATTAG----CGCT-TAAGCA----

droWil2 scf2_1100000004902:9400240-
9400376 +

dwi_5416 G------------------------------------------------------------------------------------------------------------------CTTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGAAGCATCTAAAAGCAGCTTTAAG-T-T-AACA--AAC-------------------AATT-AGATTGTTAAG----CATT-AT---A----

droVir3 scaffold_13047:9559455-
9559595 -

dvi_24635 G---------------------------------------------------------------------------------------------------------------GGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGAAGAACCCAAACACAGCTATAAG-A---------AAC---------------CA--AAAATAAAATAAACAA----CAAA-AGACAC----

droMoj3 scaffold_6540:7667646-
7667784 -

dmo_270 G---------------------------------------------------------------------------------------------------------------AGTTTTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGAAGAGCTCAAACACAGCTATAAG-A---------AAC-------------------GAAACCATCAAATATA----TGAT-ATAAAC----

droGri2 scaffold_14906:2448932-
2449065 -

dgr_463 G---------------------------------------------------------------------------------------------------------------GGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACAGCAATAATTA-AAAC--CAA--------------ATACA-----------------A----CAAC-AAAAAA----
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AGAGGCAGAGAAAAGAAAAGAAGAGAAAAGCCGAGAAGCCAAAAGTGTCTGCCCCCTAGAAATGGGGGATATATGTATTTCGAGTTCCCCGATTCCGAACCGGAGTTTTGAGTTTATAAATAAGTTCCAGGCGGAAAAGTCGGAGGAACAAGAGAGAGGGAAACATACATTATTTTCACGTACTTCTCTCTGTCTCTCTCGCTTCGTCATCGCAGCTGCTGCCGTGCGCTTGTGTGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V115

head

V113

male
body

V114

embryo

M054

female
body

............................................................................................................................TTCCAGGCGGAAAAGTCGGAGGAACC....................................................................................... 26 1 1 1.00 1 1 0 0 0

............................................................................................................................TTCCAGGCGGAAAAGTCGGAGG........................................................................................... 22 0 1 1.00 1 1 0 0 0

............................................................................................................................TTCCAGGCGGAAAAGTCGGAGGAA......................................................................................... 24 0 1 1.00 1 0 0 1 0

...............................................................................................................................................................................................................CATCGCAGCTGCTGCCGTGCGCT....... 23 0 1 1.00 1 0 1 0 0

......................GAGAAAAGCCGAGAAGCCAAAAGTG.............................................................................................................................................................................................. 25 0 1 1.00 1 1 0 0 0

............AAGAAAAGAAGAGAAAAGA.............................................................................................................................................................................................................. 19 1 20 0.05 1 1 0 0 0

Anti-sense strand reads

TCTCCGTCTCTTTTCTTTTCTTCTCTTTTCGGCTCTTCGGTTTTCACAGACGGGGGATCTTTACCCCCTATATACATAAAGCTCAAGGGGCTAAGGCTTGGCCTCAAAACTCAAATATTTATTCAAGGTCCGCCTTTTCAGCCTCCTTGTTCTCTCTCCCTTTGTATGTAATAAAAGTGCATGAAGAGAGACAGAGAGAGCGAAGCAGTAGCGTCGACGACGGCACGCGAACACACG

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_2:4126517-4126753

-
dse_1840 AGAGGCAGAGAAAAGAAAA-----GAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGG-GGA---TATA--------------TGTAT---TTCG-------AGTTCC---------------------------------------C-CGATTCC------------------------------------------------G--AACCGGAGTTTTGAGTTTATAAATAAGTTC--------------CAGGCG-GA-AA-AGTCGGA--------GGAA-CAAGAGAGAGGGAAACATACATTATTTTCAC------G------TACTTCTCTCTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGCCG------------------------------------------------------------------------------------------TG-CGC----------TTGTGTGC

droSim2 3l:4094320-4094554 - dsi_150 AGAGGCAGAGAAAAGAAAA-----GAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGG-GGA---TATA--------------TGTAT---TTCG-------AGTTCC---------------------------------------C-CGATTCC------------------------------------------------G--AACCGGAGTTTTGAGTTTATAAATAAGTTC--------------CAGTCG-GA-AA-AGTCGGA--------GGAA-CAA--GAGAGGGAAACATACATTATTTTCAC------G------TACTTCTCTCTGC-CTCTCTCGCTTCGTCATCGCAGCTGCTGCCG------------------------------------------------------------------------------------------TG-CGC----------TTGTGTGC
dm3 chr3L:4134010-4134246 - dme_412 AGAGGCACAGAAAAGAAAA-----GAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGG-GGA---TATA--------------TGTAT---TTCG-------AGTTCC---------------------------------------C-CGATTCC------------------------------------------------G--AACCGGAGTTTTGAGTTTATAAATAAGTTC--------------CAGTCG-GA-AA-AGTCGTT--------GGAA-CAAGAGAGAGGGAAACATACATTATTTTCTC------G------TACTTCTCACTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGCCG------------------------------------------------------------------------------------------TG-CGC----------TTGTGTTC
droEre2 scaffold_4784:6843042-

6843274 -
der_1517 AGAGACAGAAAAA-----A-----GAAAAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGGGG--GA-TATA--------------TGTAT---TTCG-------AGTTCC---------------------------------------C-CGATTCC------------------------------------------------G--AACAGGAGTTTTGAGTTTATAAATAAGTTC--------------CAGTCG-GA-AA-AGTCGGA--------GGAA-CAAGGGAGAGGAAAACATACATTATTTTCCC------G------TACTTCTCTCTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGCCG------------------------------------------------------------------------------------------TG-CGC----------TTGTGTGC

droYak3 3L:4705266-4705494 - dya_1792 AGAGACAGAGA---------------AAAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGGTG--GA-TATA--------------TGTAT---TTCG-------AGTTCC---------------------------------------CCCGATTCC------------------------------------------------G--AACCGGAGTTTTGAGTTTATAAATAAGTTC--------------CAGTCG-GA-AA-AGTCGGT--------GGAA-CAAGGGAGAGGGAAACATACATTATTTTCCC------G------TACTTCTCTCTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGCCG------------------------------------------------------------------------------------------TG-CGC----------TGGTGTGC
droEug1 scf7180000409466:1900969-

1901206 -
AAAAGA----------GAG-----AAAAAGAAAAGCCAAGAAGCCA---GAAGTGTCTGCCCCC-TCG-AAATGGGTG--GA-AATTTCGCTGCCCTGCCGTGTGT---TTCG-------GGTTCC---------------------------------------CCCGATTCC------------------------------------------------G--ATCCGGAGTTTTGAGTTTATAAATAAGTTC--------------CAGTCT-GA-AA-AG---AA--------GGAA-GAAGAGAGAAGGAAACATACATTATTTTCCC------G------TATTTTTCTCTGT---CTCTCGCTTCGTCATCGCAGCTGCTGCTG------------------------------------------------------------------------------------------TG-TGT----------TTGTGTGT

droBia1 scf7180000302428:833690-
833918 -

AAGGG------------AG-----GAGGGGAAAAGCCAAGAAGCCA---GAAGTGTCTCC-CCC-TCA-AAATGGGTG--GA-T--------------------AT---TTCG-------AGTTCC---------------------------------------CCCGATTTG------------------------------------------------G--ATCCGGAGTTTTGAGTTTATAAATAAGTTC--------------CAGTCCTGA-AG-AC--GAACGAGCCAGAGAG-CGAGGGAGAGGGAGACATGCGTTATTTTCCC------G------TATTTTCCTCTGT---CTCTCGCTTCGTCATCGCAGCTGCTGCTGCC------------------------------------------------------------------------CC--------------TG-TGT----------TTGTGTCT

droTak1 scf7180000415778:22354-
22566 +

AAAAAA-GAGAAA-----A-----AAAAACGAAAACCAAGAAGCCA---GAAGTGTCTCC-CCC-TCG-AAATGGGTG--GA-T--------------------AT---TTCG-------AGTTCC---------------------------------------CCCGATTTC------------------------------------------------G--ATCCGGAGTTTTGAGTTTATAAATAAGTTC-------T-----CCAGTCC-GCAGG------CA--------AGAA-TGA----GA--AAG----AGAT---TTTC-C------G------TATTTTCCTCTATTCTCTCTCGCTTCGTCATCGCAGCTGCTGCTGCT---------------------------------------------------------------------GCTGC--------------TG-CGC---------------TGC

droEle1 scf7180000491249:4987979-
4988157 -

AGAGAA--------------------AAAGA--------------------AAAGTCTGCCCCC-TC--AAATGGGT-GA-A-T--------------------GT---TTCG-------GTTTCC---------------------------------------CCCGATT--------------------------------------------------------CGGAGTTTTGAGTTTATAAATAAGTTC--------------CAGTCT-GA-CATA----------------AA-AAAGCGAGAAGGAAACATACAT---TTTCCC------C------TATTTCTCTATGT---CTCTCGCTTCGTCATCGCAGCTGC-GCT--------------------------------------------------------------------------------------------C-TGT----------TTGTGTGT

droRho1 scf7180000779198:19071-
19236 +

AGAGAA--------------------AAAGA--------------------AAAGTCTGCCCCC-TC--AAATGGGTG--GA-T--------------------GT---TTCG-------GGCTCC---------------------------------------CCCG--------------------------------------------------------ATCCGGAGTTTTGAGTTTATAAATAAGTTC--------------CAGTCT-GA-CG-A----------------AA-AAAGAGAGAAGGAAACATACAT---TTTCCC------C------TATTTCTCTATGC---CTCTCGCTTCGTCATCGCAGCTGCTGC--------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454113:1363530-
1363734 -

AGAGAGA--GAAA-----------AAAAAGAAAAGCCAAGAAGTCA---GAAGTGTCTGCCCCC-TCGAAAACGGGTG--GAA--TA-----------------------------------TTCC---------------------------------------C-TG--TCC------------------------------------------------G--ATTCGGAGTTTTGAGTTTATAAATAAGTTC--------------CAGTCT-GA-GG-A----------------AA-CACGAGAGAAGGAAACATACAT---TTTCCC------C------TATTTCTCTCTTT---CTCTCGCTTCGTCATCGCAGCTGCTGCTT-----------------------------------------------------------------------------------------TTG-TGC----------TTGTGTGT

droKik1 scf7180000302383:514810-
515042 -

AGAGAA----AAAGCAAGA-----GGAGA---------GGAAGCCAGAAGAAGTGTCTGCCCCCGTCG-AAATGGGC-AA-AG--ATTCGC-----TGCCGTGTGT---TTTG-------GGCTCC---------------------------------------CCCAA-TCC------------------------------------------------GTCGTCCGGAGTTTTGAGTTTATAAATAAGTTG-------GTGTCTCCAGTTC-GCAGC-AG---CA--------GCAGCAGAGCGAGAGGCAAAC--ACAT---TTTCTC------------------------GT---CTCTCGCTTCGTCATCGCAGCTGCTGTT----------------------------------------------------------------------------------------------TGTTTGTGTGTATGTGTGTGT

droAna3 scaffold_13337:14554277-
14554504 -

GAAAAA---------AAAATAGGAAAAA-----------------A---GAAGTGCCTGGCA-G-TC--GGATGGGA-GA-AA--TTTTGA-----TGCCGTGTGT---TCTG-------TGCTCC---------------------------------------CCCA---------------------------------------------------------ACCGAAGT-TTGAGTTTATAAATAAGTCC-------ATGTTTCCAG------AGG---------------------------ATAGAAAA----ACAT---TTTCCGTCCGACGTCGTCGTCGCCGTCGCTGT-CGCTGTCGCTTCGTCATCGCAGCTGCTGCGC----------------------------------------------------------------------TGCAGCTGCGGCGTTAGCTTTGTCGT----------TTGTGTTT

droBip1 scf7180000396641:755021-
755238 +

AAAATACGAAA---------------AA-----------------A---GAAGTGCCTGGCA-G-TC--GGATGGGA-GA-AA--TTTTGA-----TGCCGTGTGT---TCTG-------TGCTCC---------------------------------------CCCA---------------------------------------------------------ACCGAAGT-TTGAGTTTATAAATAAGTCC-------ATGTTTCCAG------AGG---------------------------ATAGAAAA----ACAT---TTTCCGTCCGACGTCCCCGTCGACGTCGCTGT-TGCGGTCGCTTCGTCATCGCAGCTGCTGCGC----------------------------------------------------------------------TGCAGCTGCGGCGTTAGCTTT----G----------TCGTTTGT

dp5 XR_group8:8300041-8300295 - AGAAGT---------------------------------------A---GAAGTGCTTGCCCCC-CTC-ATATGGGT-GA-AA--TTTTTT-----TCCCGTGTGT---TCTATGTGCTT-------------------GTTGT---GCCTTTCC----------CCCAAACCC------------------------------------------------GTCAACCGGAGT-TTGAGTTTATAAATAAGTTC-------ATGTTTCCAG------AGG--------------------------------AA----TACAT---TTTTC------------------------TGC-CTCCCTGCCACCGCCGCCGCTGCTGCTGCTGCTGCTGATGTCGCTCTGCCTCTGCCATCGTAGTCGTCGCTT--CGTCATCGTGTTGGCCAGCAGCTGCGCTGCAGCTGAG----------------------------------
droPer2 scaffold_40:490597-490851 - AGAAGT---------------------------------------A---GAAGTGCTTGCCCCC-CTC-ATATGGGT-GA-AA--TTTTTT-----TCCCGTGTGT---TCTATGTGCTT-------------------GTTGT---GCCTTTCC----------CCCAAACCC------------------------------------------------GTCAACCGGAGT-TTGAGTTTATAAATAAGTTC-------ATGTTTCCAG------AGG--------------------------------AA----TACAT---TTTTC------------------------TGC-CTCCCTGCCACCGCCGCCGCTGCTGCTGCTGCTGCTGATGTCGCTCTGCCTCTGCCATCGTAGTCGTCGCTT--CGTCATCGTGTTGGCCAGCAGCTGCGCTGCAGCTGAG----------------------------------
droWil2 scf2_1100000004762:4227391-

4227619 -
AA-------------------------------------------------------TGCTGCT-GTC-TACCGTGT-GT-TC--TTTATA-----GCCTATGTGC---ATAATGTTTTC-------------------GTTTT-----CTATCC----------CCCACCCCCACCAACAGACAAAAAAAAAAAAAAAAAGAAGAAGAAGAGGAAGAAAAAGTCAACCGGAGT-TTGAGTTTATAAATAAGTTC-------ATGTTTCCAG--------------------------------------AGGAAAA----CATTATTTTCCG------T------TGCTGCTGTCTCG---CTGCTGCTTCGTCATCGT----------------------------------------------------------------------------------GCAGCTGAA-----AGTTT---------------------TGT

droVir3 scaffold_13049:1991446-
1991459 +

G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TG-TGC----------GTGTGTGT

droMoj3 scaffold_6654:1847045-
1847301 +

AACGAA------AAAAAAA----------GA-------AGAAGCCAGAAGAAGTGTTTGCTTC------ATATGGGT-GA-AA--TT--GC-----CCCCGTGTGTTTTTTCA-------AGTTCCTTACAGTGTGGCTGTTGTTTTGCCA--GCGCTAAATCCCC------CC------------------------------------------------T--TACCGGAGTTTTGAGT-TATAAATAAAATTTCGTTCAAAGTTTCCAG------AGG-------------------------------AAAA----ACAT---TTTT------------------------------------G--CCGTCACCTCAGCCGCAGCC--------------------------AGCGT---------TTACAGTCATCGTGA--GGCAGCAGCTGCGCTGCAGCTG------------CA-CAT----------TTGTTTGT

droGri2 scaffold_15110:3050112-
3050131 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGCCCCCG------------------------------------------------------------------------------------------TG-TGT----------TTTTTTG-
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Legend: mature star mismatch in alignment mismatch in read
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TTGGACGATTAGGCCTTTTCTACGGCAACAAGACACAGGTTCCCCTGACGGTAAGTAAATTAGTTTCTGAAATATTTCAGCAATTAAATTGCTTTCTTCTCAGAACTTTAATCCTGTGCTGCAATGGTCTGCCGAGGATGCGCTTAAGCTGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

V115

head

..................................................GTAAGTAAATTAGTTTCTGAAATATT............................................................................. 26 0 1 1.00 1 1 0 0

..................................................................................................................TGTGCTGCAATGGTCTGCCGAGGATG............. 26 0 1 1.00 1 0 0 1

...................................................TAAGTAAATTAGTTTCTGAAA................................................................................. 21 0 1 1.00 1 0 0 1

..................................................GTAAGTAAATTAGTTTCTG.................................................................................... 19 0 1 1.00 1 1 0 0

.......................................................................................................................TGCAATGGTCTGCCGAGGAT.............. 20 0 1 1.00 1 0 1 0

..................................................GTAAGTAAATTAGTTTCTGA................................................................................... 20 0 1 1.00 1 0 1 0

..........................................................................................................TTTAATCCTGTGCTGCAATGGG......................... 22 1 1 1.00 1 1 0 0

Anti-sense strand reads

AACCTGCTAATCCGGAAAAGATGCCGTTGTTCTGTGTCCAAGGGGACTGCCATTCATTTAATCAAAGACTTTATAAAGTCGTTAATTTAACGAAAGAAGAGTCTTGAAATTAGGACACGACGTTACCAGACGGCTCCTACGCGAATTCGACTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_14:393845-393997 - dse_843 TTGGACGATTAGGCCTTTTCTACGGCAACAAGACACAGGTTCCCCTGACGGTAAGTAAA--TTAGTTTCTGA--AAT---------------ATT---------TCA---------------------GCAATTA-AA---------TTG---------CTTTCTTCTCAGAACTTTAATCCTGTGCTGCAATGGTCTGCCGAGGATGCGCTTAAGCTGAA
droSim2 2l:382778-382930 - dsi_15240 TTGGACGATTAGGCCTTTTCTACGGCAACAAGACACAGGTTCCCCTGACGGTAAGTAAA--TTAGTTTCTGA--AAT---------------ATT---------TCA---------------------GCCATTA-AA---------TTG---------CTTTCTTCTCAGAACTTTAATCCTGTGCTGCAATGGTCTGCCGAGGATGCGCTTAAGCTGAA
dm3 chr2L:410024-410176 - dme_468 TAGGACGATTAGGCCTTTTCTACGGCAACAAGACACAGGTTCCCCTGACAGTAAGTAAA--TTAGTTTCTGA--AAC---------------ATT---------CCA---------------------GGCATTA-CA---------TTG---------CTCTCTTTTCAGAACTTCAATCCTGTGCTGCAATGGTCTGCCGAGGATGCGCTTAAGCTGAA
droEre2 scaffold_4929:461459-461615

-
TTGGTCGATTAGGCCTTTTTTACGGCAACAAGACACAAGTTCCCCTCACGGTAAGTAAA--TTATTTTCTAA--AAT---------------ATT---------TCA---------------------GCCAATA-AATA-----CGTTG---------CTTCATTCGCAGAACTTCAATCCCGTGCTGCAATGGTCTGCCGAGGATGCGCTCAAGCTGAA

droYak3 2L:393777-393933 - dya_1818 TTGGACGATTAGGCCTTTTCTACGGCAACAAGACACAGGTTCCCCTGACAGTAAGTAAA--TTATATTCTGA--AAT---------------ATT---------GTA---------------------GCCATTA-TATA-----CGTTG---------CTTTCTTCGCAGAACTTCAACCCCGTGCTGCAATGGTCTGCCGAGGATGCGCTCAAGTTGAA
droEug1 scf7180000409554:1138894-

1139053 -
TGGGACGACTGGGTCTGTTCTATGGTAACAAGACACAAGTCCCTCTGACGGTATGTACA--TATTTTTTTGA--AAT---------------CTT---------AAA---------------------ACCAATA-CATT-------T-CCTTTT---TATTTTTTCGCAGAACTTTAATCCCGTGTTGCAGTGGTCCGCAGAGGATGCTCTTAAGCTAAA

droBia1 scf7180000302261:3431374-
3431532 +

TGGGACGATTGGGCCTCTTCTACGGCAACAAGACGCAGGTTCCCCTGACGGTAAGCACGAACGGTTTTCAAA--AAT---------------CTT---------CAA---------------------AACGCTG-AATA-----ATTTT---------CATTTTCTGCAGAACTTTACGCCCGTGCTGCAATGGTCCGCCGAGGATGCGCTCAAGCTGAA

droTak1 scf7180000413017:107409-
107573 +

TGGGACGATTGGGACTGTTCTACGGCAACAAGACGCAGGTTCCACTGACGGTAAGGAAA--TAC---TCTAT--CGT---------------ATT--TAAAAGATCTGAA------------------GTTATTA-AC---------TTG-TTTT---AACTTTAATCCAGAACTTCAATCCCGTTTTGCAATGGTCCGCCGAGGATGCGCTCAAGCTGAA

droEle1 scf7180000491026:426998-
427165 +

TGGGACGATTGGGCCTGTTTTATGGTAACAAGACGCAGGTTCCCCTGACTGTAAGTATT--TAC---TTGGT--TGGCGTTGGCT-------ATG---------TTTGGT------------------GGCATTA-CAAT-------T-TCCCGC---CTTTTGCTTGCAGAACTTTAATCCCGTGCTGCAATGGTCCGCCGAGGATGCGCTCAAGCTGAA

droRho1 scf7180000779917:254448-
254606 +

TGGGAAGATTGGGCCTGTTTTACGGCAACAAGACGCAGGTTCCCCTCTCTGTAAGTATT--TAC-TTGGTTG--GAT---------------ATC---------TTT---------------------GCATTTTAAT---------TTTCGTTCC---CTTTATTTTCAGAACTTTAATCCCGTGCTGCAATGGTCTGCCGAGGATGCGCTCAAGCTGAA

droFic1 scf7180000453904:679991-
680153 -

TGGGACGATTGGGCTTGTTCTACGGCAACAAGACACAGGTTCCCCTGACGGTAAGTTTA--T--------GC--AAT---------------ACT---------TAT-----ACTTAGTAATCTTTAAACGAATA-CATT-------T------T---AAATCCATTGCAGAACTTTAGTCCCGTCTTGCAATGGTCCGCTGAGGATGCGCTCAAGCTGAA

droKik1 scf7180000302270:751691-
751854 +

TGGGAAGATTGGGACTGTTTTATGGCAACAAGACACAGGTTCCCCTAACGGTGAGTAGA--ACT---CTAG---TCT--------GCTTTT--GA---------TTT-------AC-ATAAATTTAAAACGTA----------------TAAT------TTTCCTTTCTAGAACTTTAATCCTGTGCTGCAATGGTCCGCTGAGGATGCTCTCAAGTTGAA

droAna3 scaffold_12943:4843899-
4844062 +

TGGGTCGTTTGGGGTTATTCTATGGCAACAAGACTCAGGTTCCGCTAACGGTGAGTTTGAATTATTTA------------------TTTTAAATATT-------TT--------ATA-----------ATA-ATT-ATTA---AC--CACCAA------TGTCCATTACAGAACTTCAATCCCGTACTGCAGTGGTCCGCTGAAGATGCGCTCAAGCTGAA

droBip1 scf7180000395654:190695-
190859 -

TGGGACGTTTGGGTCTATTCTATGGCAACAAGACACAGGTTCCCCTAACGGTGAGTTTTAATTAT-----A---TTT--------ATTTTAAAGA---------TTT-------AC---------------AATA-AATTTTAAC--TCCTAT------TTTCCCTTTCAGAACTTCAATCCCGTACTGCAGTGGTCCGCTGAAGATGCGCTCAAGCTAAA

dp5 4_group3:1223673-1223835 + TGGGGCGGCTAGGCCTCTTCTATGGTAACAAGACACAGGTCCCCCTCTCGGTAAGAGTC--CAT---CTTGA--AAGAGTAGTCC-------------------TCTGCA------------------GGC-CTA-AATA---------TCATTTT---CGTTTCTTGTAGAACTTCAATCCCGTGCTGCAATGGTCCGCTGAGGAGACGCTCAAGCTGAA
droPer2 scaffold_1:2694498-2694660 + TGGGGCGGCTAGGCCTCTTCTATGGTAACAAGACACAGGTCCCCCTCTCGGTAAGAGTC--CAT---CTTGA--AAGAGTAGTCC-------------------TCTGCA------------------GGC-CTA-AATA---------TCATTTT---CGTTTCGTGTAGAACTTCAATCCCGTGCTGCAATGGTCCGCTGAGGAGACGCTCAAGCTGAA
droWil2 scf2_1100000004585:2794455-

2794616 +
TGGGACGATTAGGTCTCTTCTATGGCAATAAGACGCAGGTTCCTCTAACGGTGAGTGGAAATTG------AA--AAT---------------ATT---------TAA--TGATTCCGA----------CACACTA-AA---------TCGGATT-----ATCCATTTGTAGAACTTTAATCCTGTGCTGCAATGGTCGACGGATGAGGCGCTCAAATTGAA

droVir3 scaffold_12963:18812043-
18812203 -

TCGGTCGTTTGGGCTTGTTCTATGGCAACAAGACGCAAGTGCCGCTGACGGTGAGTAAT--TGT---CCGGATGAAT---------------CTA---------TAT---------------------AGTAATA-TATA-----TCTAA----TTCCTTTTGCATTTTAGAACTTTAATCCTGTGCTGCAATGGTCTGCCGAGGACACGCTCAAGTTGAA

droMoj3 scaffold_6500:24357048-
24357209 +

TGGGCCGCTTGGGACTATTCTACGGCAATAAGACGCAAGTGCCGCTGACGGTAAGTTAG--TT-GTGGCTGT--AAT---------------ATG---------TAC-----GTATA-----------GGA-CTG-ATCG---AATGTTC---------TTTCCCGTTTAGAACTTCCATCCTGTGCTGCAGTGGTCCGCCGAAGAGGCGCTCAAGTTGAA

droGri2 scaffold_15252:6728532-
6728696 -

TGGGACGTTTGGGTCTCTTCTATGGCAACAAGACGCAAGTGCCGCTAACGGTGAGTGAT--CCATT----TA--AAT---------------ATA---------TAT--AAAATACAA----------AACTGAA-AA-----CT--GATCAA-T---CTTTGTCGTGTAGAACTTTAATCCCGTGCTGCAATGGTCCGCTGAGGAGACGCTCAAGTTGAA
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AAGTATATAGTATCCTTCGTATAGCATATAGAATGTATAATGTATAATGGGTAGCATGATGTTCGTGTTCTCCCGTTTCGATGTTCATTTTTCGGTACTTGAGTTCTAAATATGTTTTACATGTATGAAAATGTATGAACATGTGCAATATATTTAGTACGCCAGTGTCGACAAGTATATAGTATCCTTCGCATAACAATACATATATAATGTACAATATAATGGGTAGCAAGATGCTCGTGTTCTCCCGTTTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M054

female
body

V113

male
body

V115

head

V114

embryo

......................................................................................................GTTCTAAATATGTTTTACATGT.................................................................................................................................. 22 0 1 2.00 2 1 1 0 0

.....................................................................................................AGTTCTAAATATGTTTTACATG................................................................................................................................... 22 0 1 1.00 1 1 0 0 0

............................................................................................................................................ATGTGCAATATATTTAGTACGC............................................................................................ 22 0 1 1.00 1 0 0 0 1

............................................................................................................................................ATGTGCAATATATTTAGTACG............................................................................................. 21 0 1 1.00 1 0 0 1 0

..........................................................................................................TAAATATGTTTTACATGT.................................................................................................................................. 18 0 2 0.50 1 0 1 0 0

Anti-sense strand reads

TTCATATATCATAGGAAGCATATCGTATATCTTACATATTACATATTACCCATCGTACTACAAGCACAAGAGGGCAAAGCTACAAGTAAAAAGCCATGAACTCAAGATTTATACAAAATGTACATACTTTTACATACTTGTACACGTTATATAAATCATGCGGTCACAGCTGTTCATATATCATAGGAAGCGTATTGTTATGTATATATTACATGTTATATTACCCATCGTTCTACGAGCACAAGAGGGCAAAG

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V115

head

M054

female
body

V114

embryo

.........................................................................................................................................TTGTACACGTTATATAAATCAT............................................................................................... 22 0 2 36.00 72 48 14 4 6

...................................................................................................ACTCAAGATTTATACAAAATGT..................................................................................................................................... 22 0 1 13.00 13 11 0 2 0

....................................................................................................CTCAAGATTTATACAAAATGT..................................................................................................................................... 21 0 1 6.00 6 6 0 0 0

..........................................................................................................................................TGTACACGTTATATAAATCAT............................................................................................... 21 0 2 2.00 4 4 0 0 0

.........................................................................................................................................TTGTACACGTTATATAAATCA................................................................................................ 21 0 2 1.50 3 2 1 0 0

.....................................................................................................TCAAGATTTATACAAAATGTAC................................................................................................................................... 22 0 1 1.00 1 1 0 0 0

...........................................................................................................................................GTACACGTTATATAAATCATGC............................................................................................. 22 0 1 1.00 1 0 0 0 1

....................................................................................................CTCAAGATTTATACAAAATGTAC................................................................................................................................... 23 0 1 1.00 1 0 0 0 1

..........................................................................................................................................TGTACACGTTATATAAATCA................................................................................................ 20 0 2 0.50 1 1 0 0 0

...........................................................................................................................................GTACACGTTATATAAATCAT............................................................................................... 20 0 2 0.50 1 1 0 0 0

.........................................................................................................................................TTGTACACGTTATATAAATC................................................................................................. 20 0 2 0.50 1 1 0 0 0

........................................................................................................................................ATTGTACACGTTATATAAATCAT............................................................................................... 23 1 2 0.50 1 0 0 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_8:1734760-1735013

-
dse_237 AAGTATATAGTATCCTTCGTATAGCATATAGAATGTATAATGTATAATGGGTAGCATGATG---------TTCGTGTTCTCC-CGTTTCGATGTTCATTTTTCGGTACTTGAGTTCTAAATATGTTTTACATGTATGAAAATGTATGAACATGTGCAATATATTTAGTACGCCAGTGTCGACAAGTATATAGTATCCTTCGCATAACAATACATATATA----------------------------------------------------------------------------------ATGTACAATATAATGGGTAGCAAGATGCTCGTGT--TCTCCCGTTTC

droSim2 x:18341880-18342131 - AAGTATATAGTATCCTTTGTATAGCATATAGAATGTATAATAT--AATGGGTAGCATGATG---------TTCGTGTTCTCC-CGTTTCGATGTTCATTTTTCGGTACTTGAGTGCTAAATATGATTTACATGTATGAAAATGTATGAACATGTGCAATATATTTAGTACGCCAGTGCCGACGAGTATATAGTATCCTTCGCATAACAATACATATAGA----------------------------------------------------------------------------------ATGTATAATATAATGGGTAGCATGATGCTCGTGT--TCTCCCGTTTC
dm3 chrX:19452505-19452786 - dme_470 ATAT------------------------------------TGCCAATTGGATAACTTGGTGGTCCGCACTTTCGTATTCTCCGCTTTTAGTTGTTCATTTTTCGGTACTTGAGTGCTAAATATGT----------TGAACATGCATGAACATGTGCAATATATTTAGTACTCCAGTGCCGACAAGTACAT--------------------ACATATATAGGTTGTCAATGTCCTGGAAACTTTTTGCCATAATACCAAGACTTCTCCTATTCTAGATATTCTAAAAAAACAATAATAATAAGTGTATAATATAATGGGCAGCATGATGTTCGTGTTATTTTTCGTTTC
droEre2 scaffold_4690:9688725-

9688737 -
GT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTCCGGTTGC

droYak3 X:11886165-11886205 + AATTTCAGAGG---CTTCGTATTGTATATATAGTCTGTCATACA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droTak1 scf7180000415169:845110-

845122 +
GT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCCTAGTTCC

droWil2 scf2_1100000004511:567451-
567501 +

GTGCATAAAATG--------------------------------------------------------------------------------------------------------TAAATATTCATTAAATATATAAATGTGTATGACTATGTG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:29855275-
29855321 -

AG-AATATAGAATACAGAATATAGAATATAGAATATAGAATATAGAAT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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ACGTTTACTTAGTAGCAAGAATCACACGTTTTTGCAGACGGCATTTTCTATTCGGAAACCTGTATAAAAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCATTGCGAAAGGCTTTCATGGGAGCCGCCGCCCCATCAATCGAAACTGCAGTCGGTTACG

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

M054

female
body

V114

embryo

V115

head

........................................................................TTTGAGCTCCAGTTTGCTGTCG............................................................................................ 22 0 1 4.00 4 2 1 0 1

...........................GTTTTTGCAGACGGCATT............................................................................................................................................. 18 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

TGCAAATGAATCATCGTTCTTAGTGTGCAAAAACGTCTGCCGTAAAAGATAAGCCTTTGGACATATTTTCCAAAACTCGAGGTCAAACGACAGCACTCGTTTGTCGTTTTACACCAGGTTTCGGCGGTAACGCTTTCCGAAAGTACCCTCGGCGGCGGGGTAGTTAGCTTTGACGTCAGCCAATGC

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_1:2429395-2429580

+
dse_1835 ACG-TT----TACTTAGTAG-CAAGAATCACACGTTTTTGC--A------GACGGCAT--TTT--------------CTATTCGG----AAA-CCTGTATA-A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA--------------TTGCG--------AAAG------GC-----------T--TTCATGGGAGCCGCCGC----------------CCCAT-CAATCGAAACTGCAGT-CGGTTACG----

droSim2 2r:5600449-5600634 + dsi_32438 ACG-TT----TACTTAGTAG-CAAGAATCACACGTTTTTGC--A------GACGGCAT--TTT--------------CTATTCGG----AAA-CCTGTATA-A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA--------------TTGCG--------AAAG------GC-----------T--TTCTTGGGAGCCGCCGC----------------CCCAT-CAATCGAAACTGCAGT-CGGTTACG----
dm3 chr2R:4791612-4791794 + dme_379 ACG-TT----TACTTAGTAC-CAAGAATCACACGTTTTTGG--A------GACGGCAT--TTT--------------CTATTCGG----AAA-CCTATATA-A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA--------------TTGCG--------AAAG------GC-----------T--TTCATGGGAGCC---GC----------------CCTAT-CAATCGAAACTGCAGT-CGGTTACG----
droEre2 scaffold_4929:17858137-

17858312 -
der_75 GCG-TT----TACTTAGTAC-TAAGAATCACACATTTTTGC--A------GAGGGCAT--TTT--------------CTTTT-GG-----AA-GCTGTGTA-A----------------------AAGGCTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA--------------ATCCG--------ATAG------G----------T-G--CTTTGGGG-------GC----------------CCCAA-TAATCGAAACTGCAGT-CGGTC-CG----

droYak3 2L:17449448-17449623 + dya_1784 GTG-TT----TACTTATTAC-TAAGAATCACACATTTTTGC--A------GAGGACAT--TTT--------------CGTTT-GG-----AA-CCTTTGTA-A----------------------AAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTAGTCCAAAGCCGACA--------------ATTCG--------ACAG------G----------T-G--TTTTGGGG-------GC----------------CCCAC-TTATCGAAACTGCAGT-CGGTT-AG----
droEug1 scf7180000409183:445681-

445854 +
GAG-TG----C-------AG-TAAGAATCACACATTTTTGA--A------GAGATCAT--TTTT-------------CTATTCTC----AAA-CTTGTATA-C----------------------AAGGTTTTGAGCTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGCGGTCCAAAATCGCCT--------------GTCCG--------AAAG------G----------T-G--TTTTTGGGGG-----TC----------------ACCAT-AAATCTAAACTGCAGT-TGATT-CG----

droBia1 scf7180000302291:2735848-
2736014 +

GAG-TG----C-------AA-AGAGAATCACACATTTTTGC--A------GA--GCAT--TTT--------------CTATTCCA-----AA-CATGTTTA-C----------------------AAGGTTTCGGACTACAGTTTGCTGTCGTGAGCAAACAGCAAAACGTTTTCCGAAGTCGCC----------------TGCG--------AAAG------T----------T-A--CTTTAAGG-------GC----------------ACCAC-AAATCGAAACTGCAGT-TGGTTTGG----

droTak1 scf7180000415386:451363-
451535 -

AGAGTG----C-------AA-TAAGAATCACACATTTTTGC--A------GAGAGCAT--TTT--------------CTTTTTAG-----AA-CATGTTTA-C----------------------AAGGTTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTTTTCCAAAATCGCCA--------------ATTCG--------AAAG------T----------T-A--TTTTGAGG-----GCGC----------------ACCAC-AAATCTAAACTGCAGT-TGGTT-TG----

droEle1 scf7180000490483:67747-
67915 -

GAG-TG----T-------AT-TAAGAATCACACATTTTTGC--A------GAGG-TATATTTT--------------CTTTTTCG-----AA-TATGTATA-C----------------------AAGGTTTTGAACTACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAACTGAAA--------------ATTCA--------AAAG------G----------T-T--TTATTGGG-------GC----------------ACCAC-AAATCGAAACTGCAGT-TGGTT-------

droRho1 scf7180000780108:150187-
150354 +

GAG-AA----T-------AC-TAAGGATTACACATTTTT-C--A------GAGATTAT--TTAT-------------CTTTTTCA-----AA-AATGTAGA-C----------------------AAGGTTCTGAACTATAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAGAATCGAAA--------------TT-TG--------AAAG-----------------T-A--TTTTTGGG-------TC----------------AAAAC-AAATCGAAACTGCAGT-TGGTT-TG----

droFic1 scf7180000453851:1506165-
1506336 -

TAG-TG----T-------AC-TAAGAATCACACATTTTTGC--A------GGGAGCAT--TTTT-------------CTTTTTTA----AAA-CGTGTAGA-A----------------------AAGGTTTTGAACTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGCGGCCCAAAACCGCAA--------------ATTCA--------AACA------G----------A-A--TTTTTGGG-------GC----------------ACTAC-AAACCGAAACTGCAGT-TGGTT-TG----

droKik1 scf7180000302682:1354886-
1355065 +

GAG-TGAGAAC-------TC-TAAGAATCACACATTTTTAGACA------GAAGGTAT--TTC--------------CTTTTTCG-----AA-CCTGTACA-C----------------------AAGGTTCTGGACTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCTCAGAGCCGACT--------------TTCCG--------AAAA---C--G----------T-ATTTTTTTGGG-------GG----------------ACTAC-AAATCAAAACTGCAGT-TGGTTTGG----

droAna3 scaffold_13266:1225288-
1225478 -

dan_4056 GAG-TT----TACTA------AAAGAATCACACATTTTTGC-CAAAAAAAAAGAGCAT--TTTTTTTCTTC-TTTCGATTTTCGA----AAA-GTTCTGAA-A----------------------ATGGTTTTGAACTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAGCCGCCC-----------A--TTCCGC-----CGAAAC------G----------GGT--TTA------------------------------ATTAC-AAATCAAAACTGCAGA-TGATT-TG----

droBip1 scf7180000396730:2224846-
2225050 -

GAG-TT----TACT-------TAAGAATCACACATTTTTTGACAAA----AAAAACAT--TTTTTATGTTCGATTCGAAATTCGAAAAAAAA-GGTTCATA-C----------------------AAGGTTTTGAACTCCAATTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAGCCGCCA--------------TTCCGC-----CGAAAG------GT---TGA------CATTTTGGGT----GG-GTA---------------TTTCC-AAGTCAAAACTGCAGAACGACT-TG----

dp5 3:13606079-13606257 - dps_3844 AAA-TT----AATT-------TAAGAATCACACATTTTTGA--A------GATG-CGT---TT--------------GTTTTAAG------A-ACTTTGTC-T----------------------GAGATTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCACAAAATGAACA--------------TTCGG--------ATGG------ACTTTAAG------AATTTTGAG---TTAGGGG----------------CCTTC-AGATCAAAACTGCAGT-TGGTT-TA----
droPer2 scaffold_2:8013574-8013752

+
AAA-TT----AATT-------TAAGAATCACACATTTTTGA--A------GATG-CGT---TT--------------GTTTTAAG------A-ACTTTGTC-T----------------------GAGATTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCACAAAATGAACA--------------TTCGG--------ATGG------ACTTTAAG------AATTTTGAG---TTAGGGG----------------CCTTC-AGATCAAAACTGCAGT-TGGTT-TA----

droWil2 scf2_1100000004510:2696663-
2696874 -

dwi_5429 ATT-AT----TTGCTAGTAGAGAAAAAACACACATTTTTTT--G------A--------------------------TTTTTCAG----AAA-ATTCTCATAAAAATTGTTCTCTTTGTCAAATGTGGATTTTGTATCAAATTTTGCTGTCGTGAGCAAACAGCAAAAATTGACACAAAACCCTC------------------GAATGACCCGATCTTCACATAA-----------T--TCCATGA--------ATTTTCCG-------GGCTTTGGATAGTCAAAACTGCAGT-TGACTGGA----

droVir3 scaffold_12875:1774792-
1774976 +

dvi_24661 G------------------------AATCACACATATTTAC--T------GAAAGCAT--TTG--------------TTTTCC-A-----ACACATTCA-G-A----------------------TAGATTTTGAACTCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTGAAA----ATTTCCTACCTTAAG--A-----GTAG------AC-----------T--CTTCTGGTCGCTTCCAA------AAAAAAAC--AAAAA-CAACCAAAACTGCAGT-TGGTTACG----

droMoj3 scaffold_6496:13717199-
13717331 -

dmo_3156 AA---------------------------------------------------------------------------------------------------------------------------TAGATTTTGAACTCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTGAATTTAAATTCCCCA--CTCGAAGAGC-G-GAAG------GT-----------T--TT--CCAA-------AC----------------TTTTA-ATACCAAAACTGCAGT-TGGGT-TAAAAG

droGri2 scaffold_15112:3869016-
3869173 +

AAA-GT----TATCT------AAAGAATCACACATTTTTTAT-C------GA--------------------------------------AA-CCAATA--------------------------TAGATTTTGGACCCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTAAAA--------------ATTCA--------TC-T------ACTTTCGAAAGT-A--------G---TCAAAAT----------------ATTCC-AAACCTAAACTGCAGT-TGGTT-------

Generated: 09/08/2015 at 09:53 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
0
1
1
0
0
1
0
1
0
0
5

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2429395-2429580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2429395-2429580
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1835.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5600449-5600634
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32438.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4791612-4791794
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_379.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17858137-17858312
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_75.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17449448-17449623
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1784.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:445681-445854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2735848-2736014
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415386:451363-451535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490483:67747-67915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780108:150187-150354
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1506165-1506336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302682:1354886-1355065
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1225288-1225478
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4056.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2224846-2225050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:13606079-13606257
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3844.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:8013574-8013752
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:2696663-2696874
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5429.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:1774792-1774976
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24661.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:13717199-13717331
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3156.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:3869016-3869173


ID:

dse_1144

Coordinate:

scaffold_29:415969-416042 -

Confidence:

candidate

Class:

Mirtron

Genomic Locale:

intron
[View on UCSC Genome Browser {Cornell Mirror}]
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGTGCTGTGAGCAGATGCTGGATTGCTGTCGTTCTGGGTATTGGTACCAGGTGAGGGTGGAATAATTGAAATATAACCGAAATCGAATCTAATTTGTATGGGTTTTCATTTTTTCCGCAAACAGCTGGTGCAAAACACGATGAATCGCACACGAATCTACGTATTTCTGGGGGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V115

head

M054

female
body

V114

embryo

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

....................GATTGCTGTCGTTCTGGGT....................................................................................................................................... 19 0 1 2.00 2 2 0 0 0

.......................................................................................................TTTCATTTTTTCCGCAAACAGT................................................. 22 1 1 1.00 1 0 1 0 0

.................................................................................................................................GCAAAACACGATGAATCG........................... 18 0 1 1.00 1 0 0 0 1

......................................................................................................TTTTCATTTTTTCCGCAAACAGA................................................. 23 1 1 1.00 1 0 0 0 1

..............................................................................................................................GGTGCAAAACACGATGAATCGC.......................... 22 0 1 1.00 1 0 0 0 1

......................................................................................................TTTTCATTTTTTCCGCAAACAG.................................................. 22 0 1 1.00 1 0 0 0 1

...........................GTCGTTCTGGGTATTGGTAC............................................................................................................................... 20 0 1 1.00 1 0 0 0 1

........GAGCAGATGCTGGATTGCT................................................................................................................................................... 19 0 1 1.00 1 0 0 0 1

............AGATGCTGGATTGCTGTC................................................................................................................................................ 18 0 1 1.00 1 0 0 0 1

Anti-sense strand reads

TCACGACACTCGTCTACGACCTAACGACAGCAAGACCCATAACCATGGTCCACTCCCACCTTATTAACTTTATATTGGCTTTAGCTTAGATTAAACATACCCAAAAGTAAAAAAGGCGTTTGTCGACCACGTTTTGTGCTACTTAGCGTGTGCTTAGATGCATAAAGACCCCCG

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_29:415919-416092 - dse_1144 AGTGCTGTGAGCAGATGCTGGATTGCTGTCGTTCTGGGTATTGGTACCAGGTGAGGGTGGAATAATTGA----------AATATAACCGAAAT-----CGAATCTAA----------------------------------------T-TTGTATGGGTTTTCAT------------------TTTTTCCGCAAACAGCTGGTGCAAAACACGATGAATCGCACACGAATCTACGTATTTCTGGGGGC
droSim2 3l:19363380-19363543 - dsi_6715 AGTGCTGTGAGCAGATGCTGGACTGCTGTCGTTCTGGGTATTGGTACCAGGTGAGGGTGGAGTGATTGA----------AATATAACCGAAAT-----CGAATCTAA----------------------------------------T-TTGT----------AT------------------TTTTTTCGCAAACAGCTGGTGCAAAACACGATGAATCGCACACGAATCTACGTATTTCTGGGGGC
dm3 chr3L:19718257-19718430 - AGTGCTGTGAGCAGATGCTGGACTGCTGTCGTTCTGGGTATTGGTACCAGGTGAGGGAGGAATGATTGA----------AATTTAACCCAAAT-----CGAATCTAA----------------------------------------T-TTGTATGTGTTTTCAT------------------TTTTTCCGCAAACAGCTGGTGCAAAACACGATGAATCGCACACGAATCTACGTATTTCTGGGGGC
droEre2 scaffold_4784:19510860-

19511027 -
AGTGCTGTGAGCAGATGCTGGACTGCTGTCGTTCTGGGTATTGGTACCAGGTGAGGAAT----GATTGA----------AATGTAACCGAAAT-----CCAATTTCA----------------------------------------T-TTACATGGGT--TCAT------------------GTTTTTCGCAAACAGCTGGTGCAAAACACTATGAACCGCACACGAATCTACGTATTTCTGGGGGC

droYak3 3L:20808935-20809102 + AGTGCTGTGATCATATGCTGGACTGCTGTCGTTCTGGGTATTGGTATCAGGTGAGAACT----GATTGA----------AATGTAAGCGAAGT-----GTAATATAA----------------------------------------T-TTACATGAGT--TTAT------------------GTTTTACGCACACAGCTGGTGCAAAACACCATGAACCGCACACGAATCTACGTATTTCTGGGGGG
droEug1 scf7180000409472:268344-

268506 -
AATGCTGTGAGCAGATGATGGAATGCTGTCGCTCTGGCTATTGGTATCAGGTGAGCTTT----GATTAA----------GATTAAA-----GT-----CGCTTTCCC----------------------------------------G-TAATATCTGT--TTGT------------------GATTTCCCCTAACAGTTAGTGCAAAACACGATGAACCTCACGCGGATCTACGTATTTCTGGGAGC

droBia1 scf7180000302377:1885224-
1885391 +

AATGCTGCGAGCAGATGCTGGAGTGCTGCCGCTCTGGCTACTGGTATCAGGTGAGGTTT----TACTCG----------AAGTTTGGCGGAGC-----GCCACTATA----------------------------------------T-TGATATCTAC--TGGT------------------GATATTCCTTACCAGCTTGTACAAAGCACGATGAACGGCACGCGGATCTACGTATTCCTGGGGGC

droTak1 scf7180000415304:7119-7281
+

AGTGCTGCGAGCAGATGATGGATTGCTGTCGATCCGGGTATTGGTATCAGGTATGGATT-------TTT----------AAGTTAATTGGAAT-----CCTATTTAA----------------------------------------T-AAGTACCTAT--TCAT------------------GAA--TTCGTAACAGCTAGTACAAAACACGATGAACGGTACACGTATCTACGTGTTTTTGGGGGG

droEle1 scf7180000491255:2840147-
2840217 +

TTTG---------------------------------------------------------------------------------------------------------------------------------------------------------------AT------------------AATTTCCCTCAACAGCTAGTGCAGAATACGATGAACCGCACTCGGATCTACGTATTCCTTGGGGC

droRho1 scf7180000777311:9987-10167
-

AATGTTGTGAGCTGATGCTGGACTGCTGTCGCTCAGGGTATTGGTATCAGGTAAGGTTA----TATTAA----------TAGTT--------------TTGGCCCTATGAATTACAACTAAATA----------------------------------A--TTTAATTAT---ATTTAACGATCTTCTCCCTTAACAGCTAGTGCAGAGTACGATGAACCGCACTCGGATCTACGTATTCCTTGGGAC

droFic1 scf7180000453831:275252-
275321 -

T----------------------------------------------------------------------------------------------------------------------------------------------------------------TAAT------------------CGTTTTCCCTATCAGCTTGTGCAGAACACGATGAACCGCACCCGAATCTACGTGTTTCTGGGGGC

droKik1 scf7180000302694:289866-
289919 -

A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGCTGGTGCAAAACACGATGAACCGCACAAGAATCTACGTTTTCCTGGGTCA

droAna3 scaffold_13337:17178679-
17178848 +

AATGCTGTGAGAAGATGCTGAGCTGCTGTCGATCAGGATACTGGTATCAGGTGGGTTTT----TCGCTA-ATAATATA-TATA-------------------TTAAT-----------TTAGTAATTTATCATTTAAAAC-TAAACT-----------C------------------------------TAACTTTAGCTGGTACAAAACACCATGAATCGCACTCGAATCTACGTCTTTCTGGGAGC

droBip1 scf7180000396741:474651-
474808 +

AGTGCTGTGAGAAGATGCTGAGCTGCTGTCGATCAGGATACTGGTATCAGGTGGGTTTT----TTTTATTAT-------ATATTATATAAAAT-----ATAAAACT---------------------------------ATTAAACT-----------C------------------------------TATCTGTAGTTGGTACAAAACACTATGAATCGCACTCGAATCTACGTATTTCTGGGAGC

dp5 XR_group8:7793002-7793171 - AATGCTGCGAACTGGGGCTCGATTGCTGTCGCTCCGGCTATTGGTATCAGGTAGGTTCGAAATATTCAC----------AAGAGAGTCCAAACACTCA--------A------------------------------GGCTCAAGCT-----------CTCTCG-------------------TTGTATCGTTTGCAGCTGGTCCAGAATACGATGAACCGCACGAGGATCTACGTGTTTCTGGGTGC
droPer2 scaffold_48:573843-574012 - AATGCTGCGAACTGGGGCTCGATTGCTGTCGTTCCGGCTATTGGTATCAGGTAGGTTCGAGATATTCAA----------AAGAGAGTCCAAACACTCA--------A------------------------------GGCTTAAGCT-----------CTCTCT-------------------TTGTATCGTTTACAGCTGGTGCAGAATACGATGAACCGCACGAGGATCTACGTGTTTCTGGGTGC
droWil2 scf2_1100000004762:4860087-

4860262 -
AATGCTGTGAACTAATGTTACCCTGCTGTCGTTCCGGCTATTGGTATCAAGTAAGCATT----GCCTCTAAAAAAACACAAGAAAATAAGCAAATTTA--------A----------------------------------------TTT--CATACGTTTTTGT------------------TTCTTATCCTTCCAGGTGGTTCAGAATACCATGAATCGTACACGTATCTATGTGTTCCTTGGTAC

droVir3 scaffold_13049:18967595-
18967676 +

TA--------------------------------------------------------------------------------------------------------A----------------------------------------T-TTATATTAA---------------------CAATTTGCTTCTTCCACAGGTTGTGCAAAACACGATGAATCGCACACGGATCTATGTGTTTCTCGGTTC

droMoj3 scaffold_6680:12264702-
12264869 -

AGTGCTGTGAGCAGATGATTTCCTGTTGCCGCTCGGGCTATTGGTATCAGGTGGGTGTT----ACTTGA-AGGCTATA-TATGTAGCTGAG-C---------ATATA----------------------------------------T-TAATATATAT--TTCT------------------ATCTTA---TTCAAGGTCGTGCAAAATACGATGAATCGCACGCGCATCTATGTGTTTCTCGGCTC

droGri2 scaffold_15110:16664416-
16664608 +

AGTGCTGTGAACAGATGATGACCTGTTGCCGTTCTGGCTACTGGTATCAGGTGAGTGAT----GCTTTG----------CAAATACTGTGGAT-----TTGATCTCACATATACCGTGCAGATT----------------------------------A--TGCAATAACTTATTCTCTCGATTTCTCTATACAACAGGTAGTGCAAAATACGATGAATCGCACGCGGATCTATGTGTTCCTTGGCTC
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Flybase annnotation
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCTATTGAAGAGTCTTATGGTCGAGTACTTATGGTCGACCTAAAGTGTTAGTCAACTGCTACCCAATGAAGAAATCTTCTTGGTACTACAAGAAGGGTTTTTCAATGGATAGCATAAGACTGGGACTTTGTCATGACCCTATACATTTCAATAGCTTATAATGTAGCCACAAAATTGGAATGAAACTATA

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

#
Mismatch

Hit
Count

Total
Norm Total

V114

embryo

M054

female
body

V113

male
body

V115

head

........................................................TGCTACCCAATGAAGAAATCTTC............................................................................................................... 23 0 1 2.00 2 1 0 0 1

........................................................TGCTACCCAATGAAGAAATCTT................................................................................................................ 22 0 1 1.00 1 0 0 1 0

.................................................................................................................ATAAGACTGGGACTTTGT........................................................... 18 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

CGATAACTTCTCAGAATACCAGCTCATGAATACCAGCTGGATTTCACAATCAGTTGACGATGGGTTACTTCTTTAGAAGAACCATGATGTTCTTCCCAAAAAGTTACCTATCGTATTCTGACCCTGAAACAGTACTGGGATATGTAAAGTTATCGAATATTACATCGGTGTTTTAACCTTACTTTGATAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V113

male
body

V115

head

M054

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec2 scaffold_7:415729-415918 + dse_1849 GCTATT-GA--------------AGAGTCTT-ATGGTCGAGTACTTATGG-TCGA-CCT-AAAG-TGTTAGT-CAACTGCTACCCAATGAAG----AAAT---------C-TTCTTGG------------TACTACAAGAAG---G-GTTTTTCAATGG-ATA-GCATAAGACTGGGACTTTGTCATGACCCTA-----TACATTTCAATAGCT---TATA---ATGTAGC-----CACAAA---ATTGGAATGAAACTATA
droSim2 2l:16335681-16335870 + GCTATT-GA--------------AGAGTCTT-ATGGTCGAGTACTTATGG-TCGA-TCT-AAAG-TGTTAGT-CAACTGCTACCCAATGAAG----AAAT---------C-TTCTTGG------------TACTACAAGAAG---G-GTTTTTCAATGG-ATA-GCATAAGGCTGGGACTTTGTCCTGACCCTA-----TACACTTCAATAGCT---TATA---ATGTAGC-----CACAAA---ATTGGAATGAAACTATA
dm3 chr2L:16768935-16769122 + dme_456 GCTATT-GA--------------AGAGTCTT-A--------------TGG-TCGA-CCT-AAAG-TGTTAGT-CAATTGTTACCCAATGGGA----AAAT---------C-TTCTTGGTACTACTACTACTACTACAAGAAG---G-GTTTTTCAATGG-ATA-GCATAAGACTGGGACTTTGTCATGACCTCA-----TACACTTCAATAGCT---TATA---ATGTAGC-----CACAAA---ATTAGAATGAAACTATA
droEre2 scaffold_4845:19839662-

19839853 +
der_201 GAT--G-AAAAGTCTGTTATTGAAGTTTCTA-----------ACTTAGGG-TCGA-CCT-AAAG-TATTAGT-CGGCTGTTACCCAATGAAG----AAAT---------C-TTTTTGG------------TACTACAAAAAG---G-GTTTTTCAATGG-ATA-GCATAAGACTGGACCTTTTGCATGACCCAA-----AACACTTCAATAACT---TAGA---ATGTAGC-----CACAAA---ATTGGAATGAAACTATA

droYak3 2R:4332896-4333091 - dya_60 GCTATTGAAATGCTTGTTATTGAAGTTTCTA-----------GTTCAGAG-TGAA-CCT-CAAG-TGTTAGT-CGGCTGTTATCCACTGAAG----AAAT---------C-TTTTTGG------------TACTACAAGAGG---G-ATTTTTCAATGG-ATA-GCATAAGACTGGGACTTTTGCATGACCACA-----AGCACTTCAATAGCT---TGAA---ATGTAGT-----TACAAAT--ATTGGAATGAAACTATA
droEug1 scf7180000408961:341888-

342065 +
GTTATT-GA--------------AGTGGCTTAAT----------TAAAGG-ATTT-TAT-AAAG-TTCTCGC-TGCATGCTACCCCTGGAAA----AACT---------C-TTTTTGG------------TACTACGGAAAG---A-TTCTTTCGAAGG-GTA-CCAAGAGGCAGGAATTTTT-AATTACCCAA-----GAAACTTCAATGCCCT--TACA---ACGTAGA-----CAAAAA---A---AAAGAAAACTATA

droBia1 scf7180000301468:936831-
937014 +

GTTATT-GG--------------AGTAAGCCTCT----------AAAGGG-TCTT-TCC-AAAG-AGGTCGT-CCCTTGTTATCTCTGGACA----AATT---------C-TTTTTGG------------TACTAAAAAAAG---G-GTTTATCAATGG-GTA-GCAATGAGCGGCAGCTTGAAAGTCACCCGA-----GAAACTTCAATAACCC--CCCT---ATGTAGC-----CAAGAAAA-CCAGAAAAGAAACTATA

droTak1 scf7180000415914:515704-
515901 +

AACTTG-TAAAGTCGGTTATTGTAGTAACTATCT----------TAAGGG-TGAT-TCT-AAAA-AAACTGT-CACTTGTTATCCCGGGTTA----AATT---------C-TTTTTGG------------TACTAAAAAAAG---G-GTTTTTCAATGG-CTA-ACAAGGGGCGGGGATTTGGAAACCGCCCGA-----GAAACTTCAATAACC---TTTT---ATGTAGC-----AAAAAAAAAAACGAAAAGAAACTATA

droEle1 scf7180000490579:573563-
573720 -

GTTACT-TA--------------AAGATCTTTCT----------TAAAGG-TTGT-TCA-AAAG-TGTTTGC-AGCTTGTTACCCATGGGCA----AAGT---------C-TTTTTGG------------TACTACAAAAAG---G-TTATTTCAATGG-CTA-GCAAGAGGCAGGGATTTTTAAACAAC-CAA-----GGAACTTTATTAGCA------------------------------------ATGTAAACTATA

droRho1 scf7180000780103:213355-
213535 -

GTTATT-CA--------------AGGATCTTTCT----------GAAAGG-TTGT-TCC-GAAG-TGCTTGC-AGCTTGTTGCCCATGGAAA----AAGT---------C-ATTTTGG------------TACTACAAAAAG---G-GTTTTTCAATGG-CTA-GTAAGACGCAGGAATTTTGATACTACCCAA-----AGAACTTTAATAACT---TGTT---ATGTAGC-----CACAAA---AGCGAATATAAACAATA

droFic1 scf7180000454078:695816-
695997 +

GTTACT-AA--------------AGGAACTTTTA----------TGAAGA-TTGT-TCT-AAAT-CACTTGT-CATTTTCCACCCCTGGAAG----AACT---------C-TTTTTGG------------TACTACAGAAAG---G-GTTTTTCAAGGG-GTG-GCCAATGGCATAGATTTGAACTCCACTCTA-----AGAACTTTAGTAACT---CATT---ATGTTCT-----CTCAAGA--AAGAAAACAAAACTATA

droKik1 scf7180000302472:34983-35169
+

GCTATT-GG--------------GGAATCTTTGT----------TAGGGG-TAGC-TCA-TCAATGGCTCAC-CCTTTGTTACCTCTGGGCA----AGGT---------A-ATTTTGG------------TACTACAAAATC---A-TTTTGTCAATGG-GTT-ACAAGGGAAAAGAACAAGGGCCACCCC-TA--CCTAGAACTCCAAGAGCTCTCCTTA---CTAGAGC-----CATGAA---AGCGAAAAGAAACTATA

droAna3 scaffold_12916:7328504-
7328685 +

ATTGTT-CA--------------AGATCTTT-AA----------GGCGGT-TCAT-GGG-AAAA-TAATTGTGTATTTGTTGGTCCTTGACA----AAAT---------CGGTTTTGG------------TACTACAAGACT---TACTTTTTCAAGGG-TCA-ACAAGTAGCCATTATTTTACA-T----------ACGAAGCCCTAAAGACCTC-CA-----ATATCTTATGAAAATGAA---AGGAGAAAAACACTATA

droBip1 scf7180000396566:498306-
498489 +

ATTATT-GA--------------AGATCTTT-TA-----------AGCGGTGAAT-GGCAAAAT-ATATAGCCTATTTATTGATCTTTGATA----AAAT---------ACGTTTTGG------------TACTAAAATACT---TACTTTTTCAAAGG-TCA-ACAAGTAACTATTATTTTGCCTATTAAAGCCAAAAAGAACTTTAATATCT---TTTG-------------AAAATGAA---AGGAGAAAAACACTATA

dp5 4_group3:3011862-3012061 - AAGATG-GAAGATTGGTTCTTAGAGCTCCTA-----------ATTAGGGGGTTGTCTCG-AAAG-AAATTGC-TGGAAGTTACCTCTTTCCA----AGAC---------CTGTTTTGG------------TACTACAAAATA---G-GTTTTGCAAATGTGTG-GCAAC-AGCAAGGTCTTCGAGAGTTCCCTGTAGAATGAGCCCTAAGAA-----TG-----ATGTTTT---ACCATGAA---AACAGAAAGAAACTATA
droPer2 scaffold_1:4498560-4498759 - AAGATG-GAAGATTGGTTCTTAGAGCTCCTA-----------ATTAGGGGGTTGTCTCG-AAAG-AAATTGC-TGGAAGTTACCCCTTTCCA----AGAC---------CTTTTTTGG------------TACTACAAAATA---G-ATTTTGCAAATGTGTG-GCAAC-AGCAAGGTCTTCGAGAGTTCCCTGTAGAATGAGCCCTAAGAA-----TG-----ATGTTTT---ACCATGCA---AACAGAAAGAAACTATA
droWil2 scf2_1100000004577:1126289-

1126443 +
GCAATG-AA--------------AACAATTTTGT----------AAA----TCAT-AAT-GAAG-AAATTGA-AAGTTTTTGTACAAA-----------CATTTTTTCTTATATTTGG------------TACTACAAATAT---G-AA-------TGA---------------AAATCTTTGTACAAA---------------TGTTCAAACT---CATTATGATATATC----ACATACA---AATCCTACATGCCTACC

droVir3 scaffold_12963:10115732-
10115898 +

GTCTTG-AA--------------AGAGCCTA-GT--------------GGTTCGT-CTA-GAAG-GACTCAA-TATTGGCTGCCCTTTGCTA----AGCC---------T-CAC----------TTTTGGTACTACAAAAGG---A-GCTTAACAAATG-GTG-GTCGGTGGCGAGGCCTTTTTGCGAGAATTG-----AGCACTTTGAAAACC---TAAT---GCTAA-----------------TCGAGTAAA---AACC

droMoj3 scaffold_6500:2796054-
2796204 +

ATGAGT----------------------TTT-AT--------------GG-TTGG-ACT-GGG--TG--CAA-CATGAACTGACATCGGCTAAAACAAAC---------A-TTTTTGG------------TACTACAAAAATACTTGCTTTAGCCAATA-TCA-TCTA-ATGCGGCACCCTT----------------------TTGGTTAGAT---TGTC---TCATTGC-----CAAA--------AACCATAATCTACA

droGri2 scaffold_15252:13249781-
13249952 +

AGTTTT-AA--------------ATACCCTA-AT--------------GG-CTCA-ATT-AAAG-TTAATTC-CATTAACTGACATTTGGTG----AATG---------A-TTTTTGG------------TACTACAAAATG---A-CTTTAACAAATG-GCCAGTTA-GCGTGAAGACTTTGTG--AACCGAA-----AGGTCTTTTGAAACT---TGTG---AGCTATG-----CTCAGT---GTAAAGAAAA--TACTT
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