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1. dwi_21  scf2_1100000008628:417-434 -
2. dwi_22  scf2_1100000004591:180539-180556 -

star

Sense Strand Reads
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TGGGTATTCCTACTATTGGAATGTAGTTTTCATTATCCTCGTGAGCACTATGTATCCTACCAGCTGCGCCAATTAAATATCCAATTTTCCCAATAAGGAAAAAAAAGATATGTTTTGTGAGTTAAAAGCAACGTACTTTATTATTTGAATGAAAACTTAGAACTGGTTACAAAAATGTCTTATGGTTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V119

head

M045

female
body

V117

male
body

V118

embryo

M020

head

.....................................................ATCCTACCAGCTGCGCCA..................................................................................................................... 18 0 2 3034.00 6068 4730 280 151 866 41

...................................................GTATCCTACCAGCTGCGCCA..................................................................................................................... 20 0 2 2140.50 4281 3654 377 44 202 4

....................................................TATCCTACCAGCTGCGCCA..................................................................................................................... 19 0 2 1911.00 3822 3161 393 174 83 11

.....................................................ATCCTACCAGCTGCGCCG..................................................................................................................... 18 1 2 25.00 50 31 5 8 0 6

...................................................GTATCCTACCAGCTGCGCCG..................................................................................................................... 20 1 2 20.50 41 34 7 0 0 0

..................................................TGTATCCTACCAGCTGCGCCA..................................................................................................................... 21 0 2 15.00 30 25 2 3 0 0

....................................................TATCCTACCAGCTGCGCCG..................................................................................................................... 19 1 2 14.50 29 14 12 3 0 0

...................................................GTATCCTACCAGCTGCGCC...................................................................................................................... 19 0 2 14.50 29 5 6 2 15 1

.....................................................ATCCTACCAGCTGCGCCC..................................................................................................................... 18 1 2 9.00 18 17 0 0 1 0

....................................................TATCCTACCAGCTGCGCC...................................................................................................................... 18 0 2 7.00 14 4 2 2 4 2

...................................................GTATCCTACCAGCTGCGCCC..................................................................................................................... 20 1 2 5.00 10 9 0 0 1 0

Anti-sense strand reads

ACCCATAAGGATGATAACCTTACATCAAAAGTAATAGGAGCACTCGTGATACATAGGATGGTCGACGCGGTTAATTTATAGGTTAAAAGGGTTATTCCTTTTTTTTCTATACAAAACACTCAATTTTCGTTGCATGAAATAATAAACTTACTTTTGAATCTTGACCAATGTTTTTACAGAATACCAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

V118

embryo

V117

male
body

.....................................................................................................................................................ACTTTTGAATCTTGACCAATGTTTTT............. 26 0 20 0.05 1 1 0 0

...............................................................................................................................CGTTGCATGAAATAATAAA.......................................... 19 0 20 0.05 1 0 0 1

........................................................................................................................................................TTTGAATCTTGACCAATGTTTTTAC........... 25 0 20 0.05 1 1 0 0

...............................................................................................................................................AAACTTACTTTTGAATCTTGACCA..................... 24 0 20 0.05 1 1 0 0

.......................................................................TAATTTATAGGTTAAAAGGGTTAT............................................................................................. 24 0 20 0.05 1 0 1 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000008628:300-487 - dwi_21 TGGGTA-------------------------------TTC-CTACTA-----------TTGGAA---------------------------------------------TGTAGTTTTCATTATCCTCGTGAGCACTATGTATCCTACCAGCTGCGC----------CAATTAAATATCCAATTTTCCCAATAAGGAA----AAAAAAGATATGTTT-TGTGAGTTAAAAGCAACGTACTTTATTA---TTTGAATGAAAACTTAGAACTGGTTACAAAAATGTCTTATGGTTA
droVir3 scaffold_12815:221091-221269

+
TAAG-------------------------------TATTA-ATTATA-------TTCGGTTAAGATCTTTGT--------------ATTATAACT-CATTTGGTTTCTAACC-------------------------------------AGTCTGTACTTTTTATTTCTA--------------------TAAATGATGCACATTATGAATAGATATCAATGCAAGATATAAATTGTTTATCTCCT---ACTATGTAAAAATCCATTACATATTTTTCTCGGATATAAACG-AT

droMoj3 scaffold_4116:829-1014 + TTT------------------------------GATTTCGATGGGTTTTCCCATATCATTGAAAA--TTTGT--------------ATGATTGCT-CTTTTAGTTTCGAGCC-------------------------------------AATCACGACTGTTTACTTCTA--------------------CTAAGTTTCCGTATTTCGAATATATGTCAATGCAAGATAAAAATTGTTTGTTGTCG---ATTAAATAAAAGTCCATGACGTATTTGTCTCTGGGATTGTAT-AC
droGri2 scaffold_14853:8332432-

8332616 +
TTT-------------------------------ATTTCTAATGGTTTTCCCATTTCGTTGAATA--TTATT--------------AATAATGCT-TTTTTTGCTTCTAACC-------------------------------------AATCTTTACCATTTATTTCTA--------------------TTAACGTAGCGTATTTTGAGTATACGTCTATGCATGATAAAAATTGCTTATTATTG---ATCATATAAAAATCTATAACGTATTTTTCTCTAGGGTTGAAA-AC

dp5 Unknown_singleton_1469:15335-
15476 +

TT------------------------------------------------------------------------------------------GCT-CTTTTTGCTTCTAACC-------------------------------------AGTCACGACTTTTTACTTCTA--------------------CAAGAGTGGCAAACTTCGAGTATACGTCAATACATTATAGGAACTGTTGGTTACCA---ACCATATAGAAATCCATGACGTATTTCTCTCTGATGTTCAGA-AT

droPer2 scaffold_382:10631-10814 + TG--------------------------------ATTTCAATTGGTTTGCCCATTTCGTTAAAAT--CTTTC--------------ATGATGGCT-CTTTTTGCTTCTAACC-------------------------------------AGTCACGACTTTTTACTTCTA--------------------CAAGAGTGGCAAACTTCGAGTATACGTCAATACATGATAGGAACTGTTGGTTACCA---ACCATATAGAAATCCATGACGTATTTCTCTCTGATGTTCAGT-AT
droAna3 scaffold_672:994-1190 + TAGTAA-------------------------------TT--GTATTTTCAAGATTCCGTTCACTA--TTTATAGTATTTTTTTTTATTATTTGCC-CATTTTGCTTCTAACC-------------------------------------AATCCCTACTGTTGACATTTA--------------------TTAAAGCAGCATATTTGGAATAATTATCAATGCAAGATAAGAATTGTTTATAATCG---ATCATGTAAAAATATATAACATATTTTTCTCTGGTGTTAAAG-GT
droBip1 scf7180000395417:13896-14111

+
TGAGCACATAAATGTGGAGTCTTTGTCGGCTTTAATTTCTTTTGGTTTACCCATTTCATTAAATA--CCCAG--------------AGTAATGCC-CTTTTTGCTTCTAACC-------------------------------------ACTCCCTACTGTTGACATTTA--------------------TTAAAGCAGCATATTTGGAATAAATATCAATGCAAGATAAGAATTGTTTATTATCG---ATCATGTAAAAATCTATAACATATTTTTCTCTGGGGTTAAAG-GT

droKik1 scf7180000302780:26730-26880
+

T-------------------------------------CCTGGGGTTTTCCCATATCATTAAAT---------------------------------------------CTC-------------------------------------AATCTCTACTTTTTACTTCGA--------------------CAAGCGTCGCAAATTTCGAGTAGACATCTATACAGGATAAGAAAATCTGAGTTCCC---GTAAGATAAAAATCTATTATGTATTTCTCTCGAGCGTTAAAT-AT

droFic1 scf7180000453068:4645-4795 + TTT-------------------------------------------------------------------TC--------------ATTATAGCC-CTTTTCGCTTCTAACC-------------------------------------AATCTGTACTTGTTATTTCTA--------------------CTAATGAGGCAAATTTTGAATACACGTCAATACAAGACAAAAACTGTTGATTACCG---ACTATGTAGAAATCCATTACATATTTTTCACGGATGTCTTGT-AT
droEle1 scf7180000490508:6835-7019 + TTG-------------------------------ATGTTTTGCGGTTTTTCCAATTCGTTTAATA--CTTTC--------------ATTGTTGCT-CTTTAAGCTTCTAGCC-------------------------------------AATCTCTACCTTTTACTTCTA--------------------CAAGTGTAGCAAATTTGGAGTACATATCGATACATGAAAGAAATTGCTGATTACCA---ACCATATGAAAATCTATTGTGTATTTTTCTCTAATTTTTTGG-AT
droRho1 scf7180000766957:4457-4632 + TTAC-------------------------------TTTCA-TT--------ATTCTCATTGAATA--CTTTC--------------ATTATTGCT-CTTTTTGCTTCTAGCC-------------------------------------AATCTCTACATTTTACTTCTA--------------------CAAGTGTAGCAAATTTGGAGTATATATCAATACATGAAAGAAATTGCTGATTGCCA---ACCATATAAAAATCCATTGTGTATTTTTCTCTAATGTTTTGG-AT
droBia1 scf7180000297485:794-986 + TGTCTG-----------------------CTTTATTTTCTTAAGGTTTTCCAATTTCGTTGAATA--CTTTC--------------ATAATTGCT-GTTTTGGCTTCTACCC-------------------------------------AATCTCGACCTGTTACTTCCA--------------------CTAAAGTAGCAAATTTGGAATATA---CTATGCATGATAAAAACTGTTGGTTGCCATATACCATATAAAAATCCATAATAAATTTTTCCCTTATATTCTGA-AT
droTak1 scf7180000414416:8192-8375 + TG--------------------------------ATTTCTTGTGGTTTTCCCATTTCGTTAAATA--CTTTC--------------ATGATAGCT-CTTTTAGCTTCTAACC-------------------------------------AATCCCTACTTGTGACTTCTA--------------------CTAAAGTAGCAAATTTTGAGTAAACGTCGATACATGATAAAAATTGTTGGTTACCC---ACCATATAAAAATCCATGACAAATTTCTCTCTTATATTTTGA-AT
droEug1 scf7180000408860:614-763 + TTT--------------------------------------------------------------------A--------------ATAGTTGCT-CTTTTGGCTTCTAGCC-------------------------------------AATCTCTACCTGTGACTTCCA--------------------CTAGAGTAGCAAATTTGGAATATATGTCAATGCATGATAAGAATTGTTGGTTGCTT---ACCATATAAAAATCTATAACAAATTTTTCTCTTATATTCTGA-AT
dm3 chr2RHet:1826015-1826199 + TTT-------------------------------ACTTTGGACGGTTTTCCCATTTCATTGAAAA--TTTTA--------------AGGAGAGTT-CTTTTTGCTTCCAGCC-------------------------------------TGTCTCTACTGCTGACTTCAA--------------------TCAAGGCGGCATATTTGGAATAAATGTCAATGCATGACAGGAATATTTTATTGTTG---ATTAAATAAAAATCTATAACATATTTTTCTCTGGGATTAAAA-GT
droSim2 3l:23205979-23206162 + TTT-------------------------------ATTTCTATGGGTTTACCCATATCGTTGACTA--TGCGT--------------AAAATAGCT-CTTTTAGTTTCAAGAC-------------------------------------AATCTCTACTGTTTACTTCTA--------------------TCAGGGAGGCT-ATTTAGAATAAATTTCAATATATTATAGGAATTGTTTATTGTTT---ACTAAGTAAAAATCCATGAAATATTTGTCTCTGGGACTAAAG-GT

droSec2 scaffold_13262:88-273 + TAATCG----------------TTATTTGCCGTGATTTCGACTGGTTTACC-------------A--CTAAA--------------CGTATAGCT-GGATGAGCTTCGAGCC-------------------------------------AATCTCTGCTATTATTTTCTA--------------------TTTAAGAGGCGAATTT-GCATAAACGTCAATGCAGGATAAGAATTGCTTATTGTCT---ATCATGTAAAAGTCCATCACGTATTTTTCTCTTGGGTTAAAG-GT
droYak3 v2_chr2L_random_028:432776-

432972 +
AAAGCG----------GAGTCTTT---------GTCGGCTGTGGGTTTACCCATATCGTTGAATA--TGCGT--------------AAAATAGCT-CTTTTAGCTTCAAGCC-------------------------------------AATCTCTACTGTTTACTTCTA--------------------TCAGGGAGGCGTATTTAGAATAAATGTCAATACATGATTGGAATTGTTTATTGTTT---ATTAAGTAAAAATCCATGACATACTTGTCTCTGGGATTGAAA-GT

droEre2 scaffold_4824:38381-38563 + TTT-------------------------------ATTTCGGACGGTTTACCCATTTCATTAAT-----TTTA--------------AGTAAAGCTTTTTTTTGCTTCGTGCA-------------------------------------AATCTCTAGAGATGACTTGAA--------------------TTAGGGCGGCATATTTCGAATAAACGTCAATACATGACAGGAATGTTTTATTATCG---ATTAAATAAAAATCGATAACATATTTTTCTCTAGCATTGAAA-AT
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1. dwi_21  scf2_1100000008628:417-434 -
2. dwi_22  scf2_1100000004591:180539-180556 -
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TGGGTATTCCTACTATTGGAATGTAGTTTTCATTATCCTCGTGAGCACTATGTATCCTACCAGCTGCGCCAATTAAATATCCAATTTTCCCAATAAGGAAAAAAAAGATATGTTTTGTGAGTTAAAAGCAACGTACTTTATTATTTGAATGAAAACTTAGAACTGGTTACAAAAATGTCTTATGGTTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V119

head

M045

female
body

V117

male
body

V118

embryo

M020

head

.....................................................ATCCTACCAGCTGCGCCA..................................................................................................................... 18 0 2 3034.00 6068 4730 280 151 866 41

...................................................GTATCCTACCAGCTGCGCCA..................................................................................................................... 20 0 2 2140.50 4281 3654 377 44 202 4

....................................................TATCCTACCAGCTGCGCCA..................................................................................................................... 19 0 2 1911.00 3822 3161 393 174 83 11

.....................................................ATCCTACCAGCTGCGCCG..................................................................................................................... 18 1 2 25.00 50 31 5 8 0 6

...................................................GTATCCTACCAGCTGCGCCG..................................................................................................................... 20 1 2 20.50 41 34 7 0 0 0

..................................................TGTATCCTACCAGCTGCGCCA..................................................................................................................... 21 0 2 15.00 30 25 2 3 0 0

....................................................TATCCTACCAGCTGCGCCG..................................................................................................................... 19 1 2 14.50 29 14 12 3 0 0

...................................................GTATCCTACCAGCTGCGCC...................................................................................................................... 19 0 2 14.50 29 5 6 2 15 1

.....................................................ATCCTACCAGCTGCGCCC..................................................................................................................... 18 1 2 9.00 18 17 0 0 1 0

....................................................TATCCTACCAGCTGCGCC...................................................................................................................... 18 0 2 7.00 14 4 2 2 4 2

...................................................GTATCCTACCAGCTGCGCCC..................................................................................................................... 20 1 2 5.00 10 9 0 0 1 0

Anti-sense strand reads

ACCCATAAGGATGATAACCTTACATCAAAAGTAATAGGAGCACTCGTGATACATAGGATGGTCGACGCGGTTAATTTATAGGTTAAAAGGGTTATTCCTTTTTTTTCTATACAAAACACTCAATTTTCGTTGCATGAAATAATAAACTTACTTTTGAATCTTGACCAATGTTTTTACAGAATACCAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

V118

embryo

V117

male
body

........................................................................................................................................................TTTGAATCTTGACCAATGTTTTTAC........... 25 0 20 0.05 1 1 0 0

.....................................................................................................................................................ACTTTTGAATCTTGACCAATGTTTTT............. 26 0 20 0.05 1 1 0 0

.......................................................................TAATTTATAGGTTAAAAGGGTTAT............................................................................................. 24 0 20 0.05 1 0 1 0

...............................................................................................................................CGTTGCATGAAATAATAAA.......................................... 19 0 20 0.05 1 0 0 1

...............................................................................................................................................AAACTTACTTTTGAATCTTGACCA..................... 24 0 20 0.05 1 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004591:180422-

180609 -
dwi_22 TGGGTATTCCTACTATTGGAATGT--AGTTTTCATTATCCTCGTGAGCACTATGT--------------------------AT------------------CCTACCAGCTGCGCCAATTAAATATCCAATTTTCCCAATAAGGAAAAAAAAGATATGTTTTGTG--------------------------------------------------------------------AGTTAAAAGCAAC----------------------------------------------------------------------------------------------------------GTACT-----TT----------------ATTA-----------------TTTGA-AT--------------------GAAAA-------CT----------------------------TAGAACTGGTTACAAAAATGTCT--TATG----------GTTA

droVir3 scaffold_175:1515-1651 + TAGGTCTTTCTGTGATAGGAATAT--GGTTTTCATTGTCTTCCTGTTCACTGTGTATGGTTGCGG--CTATGTAATCTGAA---------------------------GTTTCGCCTAATAAATTTTACT---------------------------------CTATTTCAATACGTGAAAAAACGTCTGCT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A--TATG----------ATTT
droMoj3 scaffold_6320:73419-73600

+
ATTAGAATGA-------------T--GATCTTAATTATTCACCAAACCA--------------------------------AT------------------CCTACCGGCTGCGCCAATAATAAGACCGATGTTATTGTTGAAATAAAAAAA-------------------------------------------------------------------------------------------------------------------------------------------------------------AT--TTATTCTTAA--TA---------ACTTATAACAGAGTACAAGCGGTCT-TAGA-----------------------------------GCTGA-ATTA---------------------------AAACTGAGCTGCTGATTGATAATTTGTTTG---------------------TC--TTATATA----------GCTA

droGri2 scaffold_7624:3467-3561 + T--------------------------------------------------------------------------------AT------------------CCTACCGGCTGCGCCAATTGAAAGTCGGACA--ACGGTTCAGAAAAAAAAATATA-------------------------------------------------------------------------------------------------------------------------------------------------------------AT------------T---TTAT----------------TGAAA----------------------------------------------------------------------------------ACA-CGACT-------------------------------TCTTACTTTTGA-------GTA----------CAAA
dp5 Unknown_group_344:10649-

10745 -
---------------------------------------------------------------------------------AT------------------CCTACCGACTGCGCCAGTTAAATATGCGACACTGCAGTTTACG------------------------------------------------------------------------------------------------------------------------TTTT---------------------------------AAAAAAGATT--TT------------------------------------------------------------------------------------------------ATTCTTTCA---------------CTTAAACTTAG-TGCACATTG-----------------------------------------ATT----------AGTT

droPer2 scaffold_86:183589-183709
-

-----------------------------------------------------------------------------------------------------CCTACCGGCTGCGCCAGTTAAATATGCGACACTGCAGTTTGCG------------------------------------------------------------------------------------------------------------------------TTTA---------------------------------AAAAAAGGTT--TT------------------------------------------------------------------------------------------------ATTCTTTCA---------------CTTAAACTTAG-TGCACATTGATTAGTTATTTCCCCGACGATGAC-------------T--TATG----------TCTA

droAna3 scaffold_13010:88089-88227
+

TGT------------------------------------------------------------------------------AT------------------CCTACCGGCTGCGGCAATTATATGTTTTAATTCCCGATTTAAAATAAAAAAAATAAAAATTATG----------------------------------------------------------------------------------------------------------------------------------------------A-----TT------------T-----------------------------------------------------TTATTTTATAAATTTTATTA----------------------------TTAAA-------CT---------------------------CAAGAATGAGTTATAAAGATATCC--TATT---GGATTGATCGT

droBip1 scf7180000394721:9482-9598
-

AAGGTTTTTCCGTTATTTGTATAT--AATTCTGATTGAC-----------------------------------------------------AGAGCATCAGCTACCAGGTTTTCCATTTAATAGTGAAATAAT----------------AGTATA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTATAGTGA---------AGTC--------------AAACTCGTTTA------------------------------------------------TTT----------TATT

droKik1 scf7180000302586:164119-
164263 -

TTACAAATTTAAA--------AAC--AGCTTTTTGTGTGACTCTAGGAACTA------------AATCTAGTTTTTAAAATAT------------------CTCATTT-------------------------ATCATAAAAGTTAAATAAATATTTGTTTTGCAATTT--------------------------------------------------------------------TTAAATA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGTTATTTCTCCATCTAGAAT---------TT--TGAAATA----------ATTA

droFic1 scf7180000451752:37951-
38136 +

TGT------------------------------------------------------------------------------AT------------------CCTACCGACTGCGCCAGTAAAATTGTTTATTATTTAAATCAGTCGATCGAATGT--------------------------------------------------------------------CCTGTCAGTTGACTAAGAACAACGC--------------------------------------------TAAGAAGAA--------------------------------------------------TAAATGAACG-AGGATTTAGGTTTACGTCGTTATTCGATTGATCTTAGCT----------------------------TAAGA-------CT----------------------------AATTTCTTGTTACAAAAATCTT------ACTTATGCTGCCCTG

droEle1 scf7180000489793:1547-1741
-

ATGGTCTGTCAGTTATGGAAATAT------CTGGTTATCTTCTTGTGCACTGTGGGCTGTTG--GCTGTATATATTGGTATAT------------------TTTCCTC-------------------------A----ATATCATCTGTAAACATATTTTCTTCTATTTTGGTCCTGGATACTGCGTCAGCTACATAATTTTCTTCTCCTGGTAAATATTTAACCT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GATAATAAAATTCGTT--TAAT----------GTTA

droRho1 scf7180000775877:357-542 - ATTCCTTTTTAGGTAGTCACTCGCGAGGATAT-------TACTTGT-----------------------------------AT------------------CCTACCGGCTGCGCCAATTATGTTTTTCGGTTCGG--AATATA------------------------------------------------------------------------------------------------------------------------TTAA---------------------------------AAAAAAGC-G--AT--TTTTAAT---------------------ATATAGCGGAGT-CTTT-A-------------------------------------TTGGT--AAAGTTCTTTCAAGTTAGATCCCCAATCTTAAACTGAT-T--------------------------------TTACAAAA-TGCAT--TATT----------CTTA
droBia1 scf7180000301710:17079-

17259 -
TGTATAATCTTGTT-TTGAATTGT--AATA-------TT------------------------------------------ATCCTATTAATAAAGCAATG------------------------TTTGTCCTTTAAAAT-------ACAAA-----------------------------------------------------------TTTTATAAC---------------------GCTGT--TTCGATTTGTAATATTTGATTTATACATTACCTAAAATTAACCTTTAAATAAA--AAAAGC-G--AT--------------------------------------------GT-TT-----------------------------------------------GTTCTTTAAATTT--------------AAATTTAATTGT-----------------------------------------------TTA----------TTTA

droTak1 scf7180000415754:547-678 - T--------------------------------------------------------------------------------AT------------------CCTACCGGCTGCGCCAATAAAATGTTTGCACCATAAGTTTAATAT--------------------------------------------------------------------------------------------AAAACAAC----------------------------------------------------------------T--TT--ATTTAATTTA---------ATTTTAAACTGGTTACAATATTTTTT-A-------------------------------------TTTGG-AAGA---------------------------ACACTGACT-------------------------------GTCTTTAGACAAG--------T----------CTCA
droEug1 scf7180000409852:7667-7844

+
TGT------------------------------------------------------------------------------AT------------------CTTACCGACTGCGCCAGTAAAATGTTTATGTTT-------------------------TATTAATTGT--------------------------------------TGAGTCGAATTAATGTCCCGTCAATTGACTTAGGACAACGC--------------------------------------------TTTA--GTA--------------------------------------------------CAAACACACG-GAAGATTAAGTTTACGT-ATTTTTTGATGGATCTCAGCT----------------------------TAAGA-------CT----------------------------AAAAACTGGTTACAAAAATATT------T----------CTTG

dm3 chrUextra:22160695-
22160826 -

TGG------------------------------------------------------------------------------AT------------------CCTACCGGCTGCGCCAATTAAATTCTTGCAATATT-TATAAGTGAAAAAAAT--------TATA----------------------------------------------------------------------------------------------------------------------------------------------G-----TT------------T---TTATTTCAC-TAAATGATTACAAAACTTTTT-A-------------------------------------TTTGAGAAGA---------------------------ACACCGACC-------------------------------TGTTACAATTAGG--------T----------CTCA

droSim2 3l:23652278-23652345 + GAGGTCTTTCTGTTATTGAAATGT--GATTTTGGTTGTCTTCTTGTGCACTATGGACAGTAGCTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C----------TGTGdroSec2 scaffold_597:3994-4094 + GT-------------------------------------------------------------------------------AT------------------CCTACCGACTGCGCCAGTAAAATAGTTTTT------------------------------------------------------------------------AATTTGAGTCGAATAAATGATCCGTAATTGAACTAAGATCAACGC--------------------------------------------CGAAATAAA--------------------------------------------------TAAAA-----------------------------------------------------------------------------A---------------------------------------------------------------CTC----------CGAA
droYak3 chr2h:50490-50620 - TGGGTTTTTCTGTAATTTCAATGT--AGGTTTCGTTGCTTTCTGATGAACTGCGTATTGTTGCTG-------------------------------------------------CTGTTGAAATATTTATACC--CGTT-----------------------------------------------------------------------------------------------------------------------------------------------------ACTCGTAGAGTAA--AAGGGT-ATACT------------TGATTCGT----------------TGAAA--------------------------------------------------------------------------------------------------------------------------------------------AGTA----------TGTA
droEre2 scaffold_547:47145-47271 + TGG------------------------------------------------------------------------------AT------------------CCTACCGACTGCGCCAATTACACGTTCATAACATCCGT-ATGTCAAAAAAATAT-----------------------------------------------------------------------------------------------------------------------------------------------------------A--TT------------T---TTATTTGAC-CGAAATATTACAAAGG-TTTT-A-------------------------------------TTTGA--AGA---------------------------AAACCGACC-------------------------------GATTAGAATTAGG--------T----------CTCA
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Sense Strand Reads
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AAAAAACGAATGAAAAGTTCAGGTTTTTAAGAATTTTACATTATACCAGTTTTGAGCCTGTTTTGAATCGGTTTAAATTATATATGCAATCGGTTCTGAATTGGTTTCAAGCCGGTAACATTTAAACGTCGACGAATCGAAAGTTTCTATATTGTAATTAGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V117

male
body

M020

head

V119

head

V118

embryo

M045

female
body

..................................................TTTGAGCCTGTTTTGAATCGGTT.......................................................................................... 23 0 1 1030.00 1030 898 77 33 20 2

..................................................TTTGAGCCTGTTTTGAATCGG............................................................................................ 21 0 1 292.00 292 226 36 24 4 2

..................................................TTTGAGCCTGTTTTGAATCGGT........................................................................................... 22 0 1 121.00 121 116 3 2 0 0

...................................................TTGAGCCTGTTTTGAATCGGTT.......................................................................................... 22 0 1 16.00 16 13 1 2 0 0

..................................................TTTGAGCCTGTTTTGAATCG............................................................................................. 20 0 1 10.00 10 9 1 0 0 0

...................................................TTGAGCCTGTTTTGAATCGGT........................................................................................... 21 0 1 6.00 6 6 0 0 0 0

..................................................TTTGAGCCTGTTTTGAATCGGTC.......................................................................................... 23 1 1 5.00 5 4 0 1 0 0

....................................................TGAGCCTGTTTTGAATCGGTT.......................................................................................... 21 0 1 4.00 4 4 0 0 0 0

..................................................TTTGAGCCTGTTTTGAATCGGTTT......................................................................................... 24 0 1 4.00 4 4 0 0 0 0

...................................................TTGAGCCTGTTTTGAATCGG............................................................................................ 20 0 1 4.00 4 4 0 0 0 0

...................................................TTGAGCCTGTTTTGAATCG............................................................................................. 19 0 1 2.00 2 2 0 0 0 0

...................................................TTGAGCCTGTTTTGAATCGGTTA......................................................................................... 23 1 1 1.00 1 1 0 0 0 0

..................................................TTTGAGCCTGTTTTGAATCGGTTCC........................................................................................ 25 2 1 1.00 1 1 0 0 0 0

....................................................TGAGCCTGTTTTGAATCGGT........................................................................................... 20 0 1 1.00 1 1 0 0 0 0

...................................................TTGAGCCTGTTTTGAATCGGTA.......................................................................................... 22 1 1 1.00 1 1 0 0 0 0

....................................................TGAGCCTGTTTTGAATCGG............................................................................................ 19 0 1 1.00 1 1 0 0 0 0

..................................................TTTGAGCCTGTTTTGAATCGC............................................................................................ 21 1 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

TTTTTTGCTTACTTTTCAAGTCCAAAAATTCTTAAAATGTAATATGGTCAAAACTCGGACAAAACTTAGCCAAATTTAATATATACGTTAGCCAAGACTTAACCAAAGTTCGGCCATTGTAAATTTGCAGCTGCTTAGCTTTCAAAGATATAACATTAATCTT

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

Species Coordinate ID Alignment
droWil2 scf2_1100000004909:7946164-

7946326 +
dwi_55 AAAAAACGAATGAAAAGTTCAGGTTTTTAAGAATTTTACATTATACCAGTTTTGAGCCTGTTTTGAATCGGTTTAAATTATATATGCAATCGGTTCTGAATTGGTTTCAAGCCGGTAACATTTAAACGTCGACGAATCGAAAGTTTCTATATTGTAATTAGAA
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AGGCATCAATTATATTAGAAAAATATTGAGAATGATGTGAAAACTACTTTTGATAATTTTATGATATTGGATTATATTTCGATGAATCCAGTAACATCAAATTATTAAAAGTGTTTTCATAACCGAAACAAATGCAAAATTTACTCATATATGCTAAAGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

V118

embryo

V117

male
body

M045

female
body

V119

head

..................................................TGATAATTTTATGATATTGGAT........................................................................................ 22 0 1 717.00 717 376 216 89 23 13

..................................................TGATAATTTTATGATATTGGATC....................................................................................... 23 1 1 50.00 50 42 2 1 3 2

..................................................TGATAATTTTATGATATTGGATT....................................................................................... 23 0 1 26.00 26 10 12 0 2 2

..................................................TGATAATTTTATGATATTGGATA....................................................................................... 23 1 1 13.00 13 5 1 4 1 2

..................................................TGATAATTTTATGATATTGGA......................................................................................... 21 0 1 13.00 13 0 7 3 3 0

..................................................TGATAATTTTATGATATTGGAC........................................................................................ 22 1 1 9.00 9 9 0 0 0 0

..................................................TGATAATTTTATGATATTGGAA........................................................................................ 22 1 1 4.00 4 0 1 2 0 1

..................................................TGATAATTTTATGATATTGGATCC...................................................................................... 24 2 1 4.00 4 3 1 0 0 0

..................................................TGATAATTTTATGATATTGG.......................................................................................... 20 0 1 1.00 1 0 1 0 0 0

..................................................TGATAATTTTATGATATTGGATG....................................................................................... 23 1 1 1.00 1 1 0 0 0 0

......................................................................................TCCAGTAACATCAAATTATT...................................................... 20 0 1 1.00 1 0 0 0 1 0

...................................................GATAATTTTATGATATTGGAT........................................................................................ 21 0 1 1.00 1 0 0 0 1 0

...................................................GATAATTTTATGATATTGGATC....................................................................................... 22 1 1 1.00 1 0 0 0 1 0

Anti-sense strand reads

TCCGTAGTTAATATAATCTTTTTATAACTCTTACTACACTTTTGATGAAAACTATTAAAATACTATAACCTAATATAAAGCTACTTAGGTCATTGTAGTTTAATAATTTTCACAAAAGTATTGGCTTTGTTTACGTTTTAAATGAGTATATACGATTTCA

***************************************(((((((((.((((((((((((((.(((.(((((((((.(((....)))))))))))).))).)))))))))))))))))))))))***********************************
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Species Coordinate ID Alignment
droWil2 scf2_1100000004902:7275689-

7275848 +
dwi_186 AGGCATCAATTATATTAGAAAAATATTGAGAATGATGTGAAAACTACTTTTGATAATTTTATGATATTGGATTATATTTCGATGAATCCAGTAACATCAAATTATTAAAAGTGTTTTCATAACCGAAACAAATGCAAAATTTACTCATATATGCTAAAGT
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GTCTAGCCGTTGTAGCTTACGTAGTATATTACCTCATCCAAGTTGTCAAGGTAAGCCAGTTAAATTTTTGTTTAAATTTTTGTGAACAAAAATCTGAAACTCGTTTTAAGCGTCCCATAATTGCTTGCTCGGATGGACCCTTTAAGCAATATTTGATTCG

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

#
Mismatch

Hit
Count

Total
Norm Total
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embryo
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head

M020

head

M045

female
body

V117

male
body

..................................................GTAAGCCAGTTAAATTTTTGTT........................................................................................ 22 0 1 420.00 420 319 91 2 8 0

..................................................GTAAGCCAGTTAAATTTTTGT......................................................................................... 21 0 1 115.00 115 65 43 1 6 0

..................................................GTAAGCCAGTTAAATTTTTG.......................................................................................... 20 0 1 6.00 6 0 4 0 2 0

..................................................GTAAGCCAGTTAAATTTTTGTTA....................................................................................... 23 1 1 5.00 5 5 0 0 0 0

.......................................................................................................................ATTGCTTGCTCGGATGGACCC.................... 21 0 1 4.00 4 0 0 3 1 0

......................................................................................................................AATTGCTTGCTCGGATGGACC..................... 21 0 1 4.00 4 0 0 4 0 0

.......................................................................................................................ATTGCTTGCTCGGATGGACC..................... 20 0 1 3.00 3 0 0 3 0 0

......................................................................................................................AATTGCTTGCTCGGATGGACCC.................... 22 0 1 2.00 2 0 0 2 0 0

..................................................GTAAGCCAGTTAAATTTTT........................................................................................... 19 0 1 2.00 2 1 1 0 0 0

..............................................................................................................CGTCCCATAATTGCTTGCTC.............................. 20 0 1 2.00 2 2 0 0 0 0

....................GTAGTATATTACCTCATCCAAGTTGTCAA............................................................................................................... 29 0 1 1.00 1 0 0 0 1 0

......................................................................................................................AATTGCTTGCTCGGATGGACCCT................... 23 0 1 1.00 1 0 0 1 0 0

........................................................................................................................TTGCTTGCTCGGATGGAC...................... 18 0 1 1.00 1 0 0 1 0 0

...............................................................................................................GTCCCATAATTGCTTGCTCGGATG......................... 24 0 1 1.00 1 0 0 0 0 1

...........................ATTACCTCATCCAAGTTGTCAAG.............................................................................................................. 23 0 1 1.00 1 0 0 0 0 1

.................................................................................GTGAACAAAAATCTGAAACTCG......................................................... 22 0 1 1.00 1 0 0 0 1 0

..................................................GTAAGCCAGTTAAATTTTTGG......................................................................................... 21 1 1 1.00 1 0 1 0 0 0

...............................................................................................................GTCCCATAATTGCTTGCTCGGA........................... 22 0 1 1.00 1 0 0 1 0 0

....................................................................................................................ATAATTGCTTGCTCGGATGGACCC.................... 24 0 1 1.00 1 0 0 1 0 0

.....................................................................................................................TAATTGCTTGCTCGGATGGACCCT................... 24 0 1 1.00 1 0 0 1 0 0

..................................................GTAAGCCAGTTAAATTTTTGTTT....................................................................................... 23 0 1 1.00 1 0 1 0 0 0

..............................................................................................................CGTCCCATAATTGCTTGCTCGGA........................... 23 0 1 1.00 1 0 0 0 0 1

.........................................................................................................................TGCTTGCTCGGATGGACC..................... 18 0 1 1.00 1 0 0 1 0 0

.........................................................................................................................TGCTTGCTCGGATGGACCC.................... 19 0 1 1.00 1 0 0 1 0 0

.....................................................................................................................TAATTGCTTGCTCGGATGGACCC.................... 23 0 1 1.00 1 0 0 0 0 1

........................................................................................................................TTGCTTGCTCGGATGGACCC.................... 20 0 1 1.00 1 0 0 0 0 1

......................................................................................CAAAAATCTGAAACTCGTTTTAAG.................................................. 24 0 1 1.00 1 0 0 1 0 0

.............................TACCTCATCCAAGTTGTCAAGCG............................................................................................................ 23 2 1 1.00 1 0 0 1 0 0

Anti-sense strand reads

CAGATCGGCAACATCGAATGCATCATATAATGGAGTAGGTTCAACAGTTCCATTCGGTCAATTTAAAAACAAATTTAAAAACACTTGTTTTTAGACTTTGAGCAAAATTCGCAGGGTATTAACGAACGAGCCTACCTGGGAAATTCGTTATAAACTAAGC

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

#
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Norm Total

V117

male
body

V118

embryo

M045

female
body

....................................................................................................AGCAAAATTCGCAGGGTATTA....................................... 21 0 1 1.00 1 1 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004954:3924306-

3924465 -
dwi_3742 GTCTAGCCGTTGTAGCTTACGTAGTATATTACCTCATCCAAGTTGTCAAGGTAAGCCAGTT-----AAATTTTTGTTTAAATTTTTGTGAACAA----AA--------------ATCTGAAAC-----------------------------TCGTTTTAAGCGTCCCATAATTGCTTGCTCGGATGGACCCTTTAAGCAATATTTGATTCG

droVir3 scaffold_10324:984286-984456
-

dvi_848 GCATGGCCATATTTGCGTATGTCATCTACTACCTCATTCAGGTGGTGAAGGTGAGTG--GG-CT----GCTCTTACGTAAT-----TGC----ACTAAACAATA--------A-TAATTTTGGT----TTGGT----------TTTC--TATTTGTTTTTAGCGGCCGATCATCGCCTGCGCTGATGGTCCGTTCAAGCAATATCTGATCAA

droMoj3 scaffold_6496:3434765-
3434948 -

GCATAGCGGTCTTTGCCTATGTCATCTATTACCTCATTCAGGTGGTGAAGGTGAGTGAATA---AACGTGACTTACGCAAC----------------------AGCTTAGTCA-ATTGTCTTTCA--CGTAAACTAACGAAGTTTCGTAACACCATATTCAGCGACCGATCATTGCCTGTGCCGATGGGCCGTTCAAGCAGTACCTGATCAA

droGri2 scaffold_15245:9077128-
9077287 -

GCCTGGCCATTTTCGCCTATGTTGTCTATTACCTCATTCAGGTGGTAAAGGTGAGTT--C--------CCACTTACGTAATCTTCGTTT-----------------------A-ACTGCCGTTCTAACTATAT----------------AA--AAATGACAGCGGCCGATCATTGCCTGCTCCGATGGACCCTTCAAGCAGTACCTGATCAA

dp5 3:9738987-9739138 + GCCTGGCCATTATTGCCTATGTAGTCTATTACCTAATCCAGGTGGTCAAGGTGAGTG------------CGATGTCGTCATGTACCGCGGCTGACTAAT-------------------GCGGTG-----------------------------TAATTACAGCGACCGATAATCGCTTGTTCGGACGGGCCGTTCAAGCAGTACTTGATTCG
droPer2 scaffold_4:5059505-5059656 + GCCTGGCCATTATTGCCTATGTAGTCTATTACCTAATCCAGGTGGTCAAGGTGAGTG------------CGATGTCGTCATGTACCGCGGCTGACTAAT-------------------GCGGTG-----------------------------TAATTACAGCGACCGATAATCGCTTGTTCGGACGGGCCGTTCAAGCAGTACTTGATTCG
droAna3 scaffold_13266:6745804-

6745983 -
GCATGGCGTTGGTCGCCTACGTAGTCTACTATCTGATCCAGGTGGTCAAGGTGAGTG--TC-AGACACGAGATTGCGTCACCTTTGGCGCATGACTAAGCAACA--------G-CAACAGCTAC----TAAAA----------------AAACTAATTACAGCGACCGATTATCGCCTGTTCGGACGGCCCGTTCAAACAGTACCTGATCCG

droBip1 scf7180000396423:292852-
293022 -

GCATGGCATTGGTGGCCTACGTGGTATACTATCTGATCCAGGTGGTCAAGGTGAGTG--TA-ACTCATGCGATTGCGTCACCTTTGGCGCGTGACTAAGCAGCT--------A-CTAATATAAA-----------------------------TAATTACAGCGGCCGATTATCGCCTGTTCGGACGGGCCGTTCAAACAGTACCTGATCCG

droKik1 scf7180000302476:2385994-
2386167 -

GCATGGCTATGGTGGCCTATGTGGTCTATTATCTAATCCAGGTGGTCAAGGTGAGAGTGTAAAGGCGAGCGATTGCATCACCGCTGGCGCGTGACTAATGCCTT--------A-ATTGCGTTCT-----------------------------CCATTACAGCGACCGATTATCGCTTGTTCGGACGGGCCGTTCAAGCAGTATCTGATCCG

droFic1 scf7180000453851:1257129-
1257294 -

GAATGGCGATGGTGGCCTATGTCGTTTATTACCTAATCCAGGTTGTCAAGGTGAGTG--TA-ACGCCAGCGATTGCATCACATTCGGCGCGGGTGTAATCGCTA-----------TTG---TTG-----------------------------TAATTACAGCGACCGATTATCGCCTGCTCGGACGGGCCGTTCAAACAGTATCTGATCCG

droEle1 scf7180000491201:841964-
842134 +

GCATGGCGGTGGTGGCCTATGTGGTCTATTATCTAATCCAGGTGGTCAAGGTGAGTG--TA-AGGCCAGCGATTACATCACGTCCGGTGCGCGACTAATCACCA--------A-ATTGGTCTTG-----------------------------CAATTACAGCGACCGATTATCGCCTGTTCGGATGGGCCGTTTAAGCAGTATCTGATCCG

droRho1 scf7180000773652:118569-
118739 +

GCTTGGCGGTGGTGGCCTATGTCGTCTATTACCTAATCCAGGTGGTCAAGGTGAGTG--TA-ATGACAGCGATTGCATCATGTCCGGTGCGTGACTAATCACCA--------A-ATTGGGCTTG-----------------------------TAATTACAGCGACCTATTATCGCTTGTTCGGACGGGCCGTTTAAGCAGTACCTGATCCG

droBia1 scf7180000301506:1713211-
1713383 -

GCATGGCGCTGGTGGCCTATGTGGTCTATTACCTAATCCAGGTGGTCAAGGTGAGTGTGTA-ATTCAAGCGATTACATCACATCCGGGGCGTGACTAATCGACA--------A-ATTGGTTTTC-----------------------------TAATTACAGCGACCGATAATCGCCTGTTCGGAGGGGCCGTTCAAGCAGTATCTGATCCG

droTak1 scf7180000413421:2142-2313 + GCATGGCGGTGGTGGCCTATGTCGTCTATTACCTCATCCAGGTGGTCAAGGTGAGTG--TA-GTTCCGGCGCTTACATCACATCCGGCGCGTGACTAATCGCTA--------AGATTGGGCCTG-----------------------------TAATTACAGCGACCGATAATCGCCTGTTCGGAGGGGCCGTTCAAACAGTATCTGATCCG
droEug1 scf7180000409183:670297-

670467 +
GCATGGCAGTGGTGGCCTATGTAGTTTATTACCTAATCCAGGTGGTCAAGGTGAGTG--TA-ATGCCAATGATTGCATCACATCCGACGCGTGACTAATCATCA--------A-ATTGGGCTTA-----------------------------TAATTACAGCGACCGATTATCGCTTGTTCGGACGGACCGTTCAAGCAATATCTTATTCG

dm3 chr2R:5021226-5021396 + GCATGGCTGTGGTGGCCTACGTCGTCTATTACCTTATCCAGGTGGTCAAGGTGAGTG--TA-ACATCAGCCATTGCATCACGTCCGGTGCGTGACTAATCACCG--------C-ATTTACCGTC-----------------------------TAATTGCAGCGACCGATAATCGCATGTTCGGACGGGCCGTTCAAGCAGTATCTGATCCG
droSim2 2r:5830836-5831006 + GCATGGCGGTGGTGGCCTACGTCGTCTATTACCTTATCCAGGTGGTCAAGGTGAGTG--TA-ACACCAGCGATTGCATCACATCCGGTGCGTGACTAATCACCG--------C-ACTTGCCGTC-----------------------------TAATTACAGCGACCGATAATCGCCTGTTCGGACGGGCCGTTCAAGCAGTATCTGATCCG
droSec2 scaffold_1:2660516-2660686 + GCATGGCGGTGGTGGCCTACGTCGTCTATTACCTTATCCAGGTGGTCAAGGTGAGTG--TA-ACACCAGCGATTGCATCACATACGGTGCGTGACTAATCACCG--------C-ACTTGCCGTC-----------------------------TAATTACAGCGACCGATAATCGCCTGTTCGGACGGGCCGTTCAAGCAGTATCTGATCCG
droYak3 2L:17682855-17683025 + GCATGGCGGTGGTGGCATACGTCGTCTATTACCTTATCCAGGTGGTCAAGGTGAGTG--TA-ACACCAGCGATTGCATCACGTCCGGTGCGTGACTAATCACCC--------C-ATTGGGCTTT-----------------------------CAATTACAGCGACCGATAATCGCCTGTTCGGATGGGCCGTTTAAGCAGTATCTGATCCG
droEre2 scaffold_4929:17628371-

17628541 -
GCATGGCGGTGGTGGCCTACGTCGTCTATTACCTTATCCAGGTGGTCAAGGTGAGTG--TA-ACACCAGCGATTACATCACGTCCGGTGCGTCACTAATCACCC--------C-ATTGGGCTTC-----------------------------TAATTACAGCGACCGATAATCGCCTGTTCGGACGGGCCGTTCAAGCAGTATCTGATCCG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1713211-1713383
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ID:

dwi_132
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scf2_1100000004511:3391695-3391759 -

Confidence:

confident-exception

Class:
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Genomic Locale:
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[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

No
conservation
details.

Show Alternate Folds

Flybase annnotation

Antisense to intron [Dwil\GK17265-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GACTTTGACGCTAGGCATTTTATTGATTCTATTATATTTTATATGCTGAGTGGAGATCAGGTAAAAGTAGGAGCGCTATAAATCGAAATTTTCCTGCTTTTACTTGTTCCTTTCTCAGCGTATAAGAAAAACGAGATCAACCAATTCATATTTTAGGTAAGAGCT

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

#
Mismatch

Hit
Count

Total
Norm Total

V117

male
body

V118

embryo

M045

female
body

V119

head

M020

head

..................................................TGGAGATCAGGTAAAAGTAGGA............................................................................................. 22 0 1 413.00 413 305 69 34 4 1

..................................................TGGAGATCAGGTAAAAGTAGG.............................................................................................. 21 0 1 142.00 142 100 6 33 3 0

..................................................TGGAGATCAGGTAAAAGTAGGAA............................................................................................ 23 1 1 41.00 41 32 4 5 0 0

..................................................TGGAGATCAGGTAAAAGTAG............................................................................................... 20 0 1 19.00 19 16 0 3 0 0

..................................................TGGAGATCAGGTAAAAGTAGGAG............................................................................................ 23 0 1 17.00 17 14 3 0 0 0

..................................................TGGAGATCAGGTAAAAGTAGGAT............................................................................................ 23 1 1 12.00 12 11 0 0 1 0

..................................................TGGAGATCAGGTAAAAGTAGGAAA........................................................................................... 24 2 1 7.00 7 6 0 1 0 0

..................................................TGGAGATCAGGTAAAAGTAGGAGT........................................................................................... 24 1 1 3.00 3 2 1 0 0 0

...................................................GGAGATCAGGTAAAAGTAGGA............................................................................................. 21 0 1 2.00 2 1 0 1 0 0

..................................................TGGAGATCAGGTAAAAGTAGGAC............................................................................................ 23 1 1 2.00 2 1 0 0 0 1

..................................................TGGAGATCAGGTAAAAGTAGGAAT........................................................................................... 24 2 1 2.00 2 1 0 1 0 0

..................................................TGGAGATCAGGTAAAAGTAGA.............................................................................................. 21 1 1 1.00 1 1 0 0 0 0

..................................................TGGAGATCAGGTAAAAGTAGGAGC........................................................................................... 24 0 1 1.00 1 1 0 0 0 0

...................................................GGAGATCAGGTAAAAGTAGGAAA........................................................................................... 23 2 1 1.00 1 0 0 1 0 0

..................................................TGGAGATCAGGTAAAAGTAGGT............................................................................................. 22 1 1 1.00 1 1 0 0 0 0

..................................................TGGAGATCAGGTAAAAGTA................................................................................................ 19 0 1 1.00 1 1 0 0 0 0

..................................................TGGAGATCAGGTAAAAGTAGGAGCGCG........................................................................................ 27 1 1 1.00 1 0 0 1 0 0

..................................................TGGAGATCAGGTAAAAGTAA............................................................................................... 20 1 1 1.00 1 1 0 0 0 0

..................................................TGGAGATCAGGTAAAAGTAGGG............................................................................................. 22 1 1 1.00 1 1 0 0 0 0

...................................................GGAGATCAGGTAAAAGTAG............................................................................................... 19 0 1 1.00 1 1 0 0 0 0

..................................................TGGAGATCAGGTAAAAGTTC............................................................................................... 20 2 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

CTGAAACTGCGATCCGTAAAATAACTAAGATAATATAAAATATACGACTCACCTCTAGTCCATTTTCATCCTCGCGATATTTAGCTTTAAAAGGACGAAAATGAACAAGGAAAGAGTCGCATATTCTTTTTGCTCTAGTTGGTTAAGTATAAAATCCATTCTCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

V119

head

V117

male
body

.........................................................................................AAAGGACGAAAATGAACAAGGA...................................................... 22 0 1 1.00 1 1 0 0

...................................................................................................................................CGTCTAGTTGGTTAAGTA................ 18 2 12 0.08 1 0 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004511:3391645-

3391809 -
dwi_132 GACTTTGACGCTAGGCATTTTATTGATTCTATTATATTTTATATGCTGAGTGGAGATCAGGTAAAAGTAGGAGCGCTATAAATCGAAATTTTCCTGCTTTTACTTGTTCCTTTCTCAGCGTATAAGAAAAACGAGATCAACCAATTCATATTTTAGGTAAGAGCT
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ID:

dwi_147

Coordinate:

scf2_1100000004511:3392101-3392166 -

Confidence:

confident-exception

Class:

Testes-restricted

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

No
conservation
details.

Show Alternate Folds

Flybase annnotation

Antisense to intron [Dwil\GK17265-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AAACTTAGTGATCGTCGCAGGATCATAAAAATCATATCTTATATGCAGAGTAGAGATCAAGTGAGCTTAGGAGCGTTATAAATCGAAATTTTCCTGCTTTCACTTGGTCTTATCCCGGCGTATAAAAAACAAATCAAATCATTTTATTTGTTTATTAAATAGACAG

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

#
Mismatch

Hit
Count

Total
Norm Total

V117

male
body

M045

female
body

V118

embryo

M020

head

V119

head

..................................................TAGAGATCAAGTGAGCTTAGGA.............................................................................................. 22 0 1 183.00 183 115 27 31 10 0

..................................................TAGAGATCAAGTGAGCTTAGG............................................................................................... 21 0 1 136.00 136 106 20 9 0 1

..................................................TAGAGATCAAGTGAGCTTAGGAT............................................................................................. 23 1 1 38.00 38 32 0 2 4 0

..................................................TAGAGATCAAGTGAGCTTAG................................................................................................ 20 0 1 34.00 34 32 2 0 0 0

..................................................TAGAGATCAAGTGAGCTTAGGAA............................................................................................. 23 1 1 27.00 27 21 2 4 0 0

..................................................TAGAGATCAAGTGAGCTTAGGAG............................................................................................. 23 0 1 23.00 23 16 2 5 0 0

..................................................TAGAGATCAAGTGAGCTTAGGT.............................................................................................. 22 1 1 17.00 17 17 0 0 0 0

..................................................TAGAGATCAAGTGAGCTTAGGTTT............................................................................................ 24 3 1 10.00 10 10 0 0 0 0

..................................................TAGAGATCAAGTGAGCTTA................................................................................................. 19 0 1 9.00 9 1 0 0 8 0

..................................................TAGAGATCAAGTGAGCTTAGGAAA............................................................................................ 24 2 1 9.00 9 6 2 0 1 0

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

..................................................TAGAGATCAAGTGAGCTTAGGAAT............................................................................................ 24 2 1 5.00 5 2 0 0 3 0

....................................................GAGATCAAGTGAGCTTAGGAG............................................................................................. 21 0 1 3.00 3 2 1 0 0 0

...................................................AGAGATCAAGTGAGCTTAGGA.............................................................................................. 21 0 1 3.00 3 2 1 0 0 0

....................................................GAGATCAAGTGAGCTTAGGAGC............................................................................................ 22 0 1 3.00 3 1 0 1 1 0

..................................................TAGAGATCAAGTGAGCTT.................................................................................................. 18 0 2 3.00 6 0 0 0 6 0

..................................................TAGAGATCAAGTGAGCTTAGGATTT........................................................................................... 25 3 1 2.00 2 2 0 0 0 0

..................................................TAGAGATCAAGTGAGCTTAGT............................................................................................... 21 1 1 2.00 2 2 0 0 0 0

..................................................TAGAGATCAAGTGAGCTTAGA............................................................................................... 21 1 1 2.00 2 2 0 0 0 0

..................................................TAGAGATCAAGTGAGCTTT................................................................................................. 19 1 2 1.50 3 0 0 0 3 0

..................................................TAGAGATCAAGTGAGCTTAGGATT............................................................................................ 24 2 1 1.00 1 0 0 0 1 0

...................................................AGAGATCAAGTGAGCTTAGGAGTT........................................................................................... 24 2 1 1.00 1 1 0 0 0 0

..................................................TAGAGATCAAGTGAGCTTAGGTC............................................................................................. 23 2 1 1.00 1 1 0 0 0 0

....................................................GAGATCAAGTGAGCTTAGGA.............................................................................................. 20 0 1 1.00 1 0 1 0 0 0

..................................................TAGAGATCAAGTGAGCTTAGGC.............................................................................................. 22 1 1 1.00 1 1 0 0 0 0

...................................................AGAGATCAAGTGAGCTTAGGAA............................................................................................. 22 1 1 1.00 1 0 1 0 0 0

..................................................TAGAGATCAAGTGAGCTTAGGG.............................................................................................. 22 1 1 1.00 1 0 0 0 1 0

..................................................TAGAGATCAAGTGAGCTTAGGAAAA........................................................................................... 25 3 1 1.00 1 1 0 0 0 0

..................................................TAGAGATCAAGTGAGCTTAGGTT............................................................................................. 23 2 1 1.00 1 1 0 0 0 0

..................................................TAGAGATCAAGTGAGCTTAGC............................................................................................... 21 1 1 1.00 1 1 0 0 0 0

..................................................TAGAGATCAAGTGAGCTTAT................................................................................................ 20 1 2 0.50 1 1 0 0 0 0

Anti-sense strand reads

TTTGAATCACTAGCAGCGTCCTAGTATTTTTAGTATAGAATATACGTCTCATCTCTAGTTCACTCGAATCCTCGCAATATTTAGCTTTAAAAGGACGAAAGTGAACCAGAATAGGGCCGCATATTTTTTGTTTAGTTTAGTAAAATAAACAAATAATTTATCTGTC

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

V117

male
body

V119

head

M020

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004511:3392051-

3392216 -
dwi_147 AAACTTAGTGATCGTCGCAGGATCATAAAAATCATATCTTATATGCAGAGTAGAGATCAAGTGAGCTTAGGAGCGTTATAAATCGAAATTTTCCTGCTTTCACTTGGTCTTATCCCGGCGTATAAAAAACAAATCAAATCATTTTATTTGTTTATTAAATAGACAG
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Show Alternate Folds
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGAAAAAACGAGCAACTCGCATCTTGCATATAGTCATCTCTTTCATTCGCGTCGCTTTTGTATTCCGTTTTGCCCGAGCTTCGCCCGAAGCTAACTTAGTCGCTTCGCGAGCCTTCGGCTCTTCAGAATGTTCTTGAGCGTGATCGTGTGCAGTCGTCGTACGTGTGAAGTGAAAATAAAAGTGAAAGAAATTAATTATTTGTCCAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V117

male
body

V118

embryo

V119

head

M045

female
body

...................................................................TTTTGCCCGAGCTTCGCCCGA........................................................................................................................ 21 0 1 79.00 79 77 1 1 0

...................................................................TTTTGCCCGAGCTTCGCCCG......................................................................................................................... 20 0 1 63.00 63 62 1 0 0

...................................................................TTTTGCCCGAGCTTCGCCCGAAA...................................................................................................................... 23 1 1 8.00 8 8 0 0 0

...................................................................TTTTGCCCGAGCTTCGCCCGAA....................................................................................................................... 22 0 1 7.00 7 5 1 1 0

....................................................................TTTGCCCGAGCTTCGCCCGA........................................................................................................................ 20 0 1 3.00 3 3 0 0 0

...................................................................TTTTGCCCGAGCTTCGCCT.......................................................................................................................... 19 1 1 2.00 2 2 0 0 0

...................................................................TTTTGCCCGAGCTTCGCCCGAT....................................................................................................................... 22 1 1 2.00 2 2 0 0 0

..................................................................GTTTTGCCCGAGCTTCGCCCGA........................................................................................................................ 22 0 1 1.00 1 1 0 0 0

.....................................................................................................................GCTCTTCAGAATGTTCTTG........................................................................ 19 0 1 1.00 1 1 0 0 0

...................................................................TTTTGCCCGAGCTTCGCCCGAAT...................................................................................................................... 23 1 1 1.00 1 1 0 0 0

...................................................................TTTTGCCCGAGCTTCGCCCGAAGA..................................................................................................................... 24 1 1 1.00 1 1 0 0 0

..................................................................GTTTTGCCCGAGCTTCGCCCG......................................................................................................................... 21 0 1 1.00 1 1 0 0 0

...................................................................TTTTGCCCGAGCTTCGCCCGT........................................................................................................................ 21 1 1 1.00 1 1 0 0 0

................................................................................................TAGTCGCTTCGCGAGCCTTCGGCTCT...................................................................................... 26 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TCTTTTTTGCTCGTTGAGCGTAGAACGTATATCAGTAGAGAAAGTAAGCGCAGCGAAAACATAAGGCAAAACGGGCTCGAAGCGGGCTTCGATTGAATCAGCGAAGCGCTCGGAAGCCGAGAAGTCTTACAAGAACTCGCACTAGCACACGTCAGCAGCATGCACACTTCACTTTTATTTTCACTTTCTTTAATTAATAAACAGGTTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

V117

male
body

V119

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004513:3452802-

3453009 +
dwi_136 AGAAAAAACGAGCAA---------CTCG----CATCTTGCATATAGTCATCTCTTTCATTCGCGTCGCTTTTGTATTCCGTTTTGCC---CGAGCTTCGCCCGAAGCTAACTTAGTCGCTTCGCGAGCCTTCGGCTCTTCAGAATGTTCTTGAGCGTGATCGTGTGCAGTCGTCGTACGTGTGAAGTGAAAATAAAAGTGAAAGAAATTAATTATTTGTCCAAA

droVir3 scaffold_12928:7455394-
7455455 +

TAAAT------------------------------------------------------------------------------------------------------------------------------------------------------GTGATCTTGTACTTTTTAGACACTTAGAAAGTGAAAAGAAAATTGCAAGAAATGAAT------------

droMoj3 scaffold_6328:2334507-
2334583 +

AGAACTATAAACTTAATTAATAGCAACACAATCAT-----------TCATTTCGTTATTTCGTTTCGA----------TATTTATCTCTTATTGTCT------------------------------------------------------------------------------------------------------------------------------G

droGri2 scaffold_15074:4785073-
4785111 -

ATGTGTATAAGC-----------------------------------------------------------------------------------------------------------------------------------------------GTGATTGTGTGGTGTCTTCGTGTGTG------------------------------------------T

droPer2 scaffold_28:1009378-1009392
+

AAAAAAAACGAGAAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13248:2215639-
2215677 +

AAAAATAACAAGAAA---------AACAGAATCATTTGACAC--------------------------------------------------AGAGT------------------------------------------------------------------------------------------------------------------------------C

droBip1 scf7180000396733:566854-
566864 +

AAAAAAAACGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302808:48212-48222
-

GGAAAAAATGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491047:378926-
378968 +

TAAAGTTAAAATAAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTAAAATAAATAAATCAAATTTTAAGG

droTak1 scf7180000415846:426440-
426447 +

AGCAAAAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000408993:2208-2260 + GTTATCT---------------------------------------------CATTTGTTTCCGTCACTTTTGTAACTTGTTTTATTTCCAGAGATT------------------------------------------------------------------------------------------------------------------------------C

dm3 chrUextra:28928703-28928714
-

AGAAGAAAAGAG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEre2 scaffold_4770:4351398-
4351407 -

AGAAAAAGCG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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ATGTGCGAAAAGGTTTAAAGCAATTAAGATTGGATTTTCAAATGTTCGAGGTGAGAAACGGCGTTGAATTTCTAGCTTAACTAATCAGATTTCACTTCGTTTCTTCAATTCAGTTAAGTCGTCCCACAAATGGTGATTGCTTGGATGATCAGTTTATCGTATC

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

V119

head

V118

embryo

M045

female
body

V117

male
body

..................................................GTGAGAAACGGCGTTGAATTTCT.......................................................................................... 23 0 1 37.00 37 26 11 0 0 0

..................................................GTGAGAAACGGCGTTGAATTTC........................................................................................... 22 0 1 15.00 15 15 0 0 0 0

..................................................GTGAGAAACGGCGTTGAATTT............................................................................................ 21 0 1 3.00 3 3 0 0 0 0

..................................................GTGAGAAACGGCGTTGAAT.............................................................................................. 19 0 1 1.00 1 1 0 0 0 0

........................................................................................ATTTCACTTCGTTTCTTCAAT...................................................... 21 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

TACACGCTTTTCCAAATTTCGTTAATTCTAACCTAAAAGTTTACAAGCTCCACTCTTTGCCGCAACTTAAAGATCGAATTGATTAGTCTAAAGTGAAGCAAAGAAGTTAAGTCAATTCAGCAGGGTGTTTACCACTAACGAACCTACTAGTCAAATAGCATAG

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

#
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M045
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body
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head
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004943:3830060-

3830222 +
dwi_3251 ATGTGCGAAAAGGTTTAAAGCAATTAAGATTGGATTTTCAAATGTTCGAGGTGAGAAACGGCGT-----------------------------------------TG---------------AATTTCTAGCTTAACTAATCAGATTTCACTTCGTTTC---T-TCAATTCAGTTAAGTCGTCCCACAAATGGTGATTGCTTGGATGATCAGTTTATCGTATC

droVir3 scaffold_13047:16558894-
16558948 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTAGCTTAGTCGACCCACCAATGGTGATTGTATAGATGATCAGTTCATCATATC

droMoj3 scaffold_6540:12875795-
12875979 -

ATCTGAGACAAGGGGTGCAGCAGCTGCGTCTGGACTTCCAAATGTTCGAGGTACTGGC----ATATCCATTATATTCCCAATGTCCCAACATATATATTTGATATAGAACTATATAGAGCGTGT-------------------------------TTCT---TTGACTTGCAGCTCAGTCGCCCCACAGATGGCGATTGCTTAGACGATCAGTTCATCATATC

droGri2 scaffold_15116:1512401-
1512455 -

T------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCAGCTTAGTCGCCCCTCAAATGGCGATTGCCTTGATGATCAGTTCATCATATC

dp5 2:29533506-29533600 + TT--------------------------ACTGGTTTTATAA---------------------------------------------------------------------T-----------------CACCTTT-------------TTGTACGTTTC---TTCTCCTTTAGCTTAGTCGCCCCACCAATGGCGATTGTGTGGACGATCAGTTCATAGTTTC
droPer2 scaffold_6:4904203-4904297 + TT--------------------------ACTGGTTTTATAA---------------------------------------------------------------------T-----------------CACCTTT-------------TTGTACTTTTC---TTCCCCTTTAGCTTAGTCGCCCCACCAATGGCGATTGTGTGGACGATCAGTTCATAGTTTC
droAna3 scaffold_13340:15302457-

15302613 -
ATGTGAAGAAGGGAGTGGAGCAACTGCGTCTAGACTTCCAAATGTTTGAGGTGAGA-------------------------------------------------TAGTATCTGAAATGTACATAAT-TTACTAT-------------ATTAATAACCC---TTCGATTTCAGCTAAGTCGACCCACCAATGGGGATTGTCTGGATGATCAATTTATTGTGTC

droBip1 scf7180000396708:4731643-
4731789 +

ATGTGAAGAAGGGAGTGGAGCAACTGCGTCTGGATTTCCAAATGTTTGAGGTAAGAAA----GT----------------------------------------------------ATCTGATCTTACTATTTTA-------------ATAAAACTTTC-------ACTTCAGCTAAGTCGACCCACCAACGGAGATTGTATGGATGATCAATTTATTGTGTC

droKik1 scf7180000302707:304494-
304650 +

ACGTGAAGAAGGGGGTCCAGCAGCTGCGGCTGGACTTCCAGATGTTTGAGGTGGGT------GTGCCCTTTT---------------------------------TGCAATAGCAAAAG-----------TCTCC-------------ACTAAAACTCT---CTGGAATACAGCTAAGTCGTCCAACCAATGGGGATTGCCTGGACGATCAGTTTATAGTGTC

droFic1 scf7180000454126:65161-65323
+

ATGTGAAGAAGGGAGTGCAGCAAATGAGACTGGATTTTCAGATGTTCGAGGTGGGA------GT-----------------------------------------TCTAATTCCATATGTGTACTCCTTACTCTA-------------ATTGATTTTCCCTCCTGATCTCCAGCTAAGCCGTCCCACCAATGGTGATTGCCTAGATGATCAGTTTATAGTGTC

droEle1 scf7180000490994:859097-
859255 +

ATGTGAAGAAGGGAGTGCAGCAAATGAGACTGGATTTTCAGATGTTCGAGGTGGGA------GT-----------------------------------------TCTAATTTAACGTTCTTAGTGCTAAGCTCA-------------ATTGATTTTCC---ATCCTC-ATAGCTAAGTCGTCCCACAAATGGTGATTGCGTAGACGATCAGTTTATAGTCTC

droRho1 scf7180000779522:17168-17327
+

ATGTGAAGAAGGGAGTGCAGCAGATGAGACTGGATTTTCAGATGTTCGAGGTGGGT------GT-----------------------------------------TCTAATTTCGTATGCGTAGTCCTTGGCTTA-------------ATTGATTTTCC---ACGATCTCCAGCTAAGTCGTCCCACCAATGGTGATTGCCTAGACGATCAGTTTATAGTGTC

droBia1 scf7180000302402:846474-
846634 +

ACGTGAAGCAGGGCGTGCAGCAGCTGAGACTGGATTTTCAGATGTTCGAGGTGGGA------GTA----------------------------------------CCTAATCGCATGTGCGCAGTCCTTAGCCTA-------------ATTGATTTTCG---ATGATCCCCAGCTAAGTCGTCCCAGCAATGGTGATTGCATAGACGATCAGTTTATAGTCTC

droTak1 scf7180000410451:111328-
111487 +

ATGTGAAGAAGGGAGTGCAGCAGTTGAGGCTGGATTTTCAGATGTTCGAGGTGGGA------GT-----------------------------------------TCTAGTCTCATATGCGTGGTCCTTAGCCTA-------------ATTGATTTTCC---CTGATCCCCAGCTGAGTCGTCCCTCCAATGGTGATTGCCTAGACGATCAGTTTGTAGTCTC

droEug1 scf7180000409804:1349459-
1349613 +

ATGTAAAGAAGGGAGTGCAGCAGCTGAGACTGGATTTCCAAATGTTCGAGGTGGGA------GT-----------------------------------------CGTAATCTTATATGCAAAGCA-----TTTA-------------ATTGATTTTCC---ATGATCCTCAGCTAAGTCGTCCCAGCAATGGCGATTGCCTCGATGATCAGTTTATAGTCTC

dm3 chr3R:15084625-15084784 + ATGTGAAGAAGGGAGTGCAGCAATTGCGGCTGGATTTTCAAATGTTCGAGGTGGGT------GT-----------------------------------------TGCAATCTCAAATGCGTAGTCCTTAGCTTA-------------ATTGATTTTCC---ACAATCTTCAGCTAAGTCGCCCCAGCAATGGTGATTGTGTAGACGATCAATTTATAGTCTC
droSim2 3r:6177895-6178054 - ATGTGAAGAAGGGAGTGCAGCAATTGCGGCTGGATTTTCAGATGTTCGAGGTGGGT------GT-----------------------------------------TGCAATCTCGAATGCGTAGTCCTTAGCTTA-------------ATTGATTTTCC---ACAATCTCCAGCTAAGTCGCCCTAGCAATGGTGATTGTGTAGACGATCAATTTATAGTCTC
droSec2 scaffold_25:682142-682301 - ATGTGAAGAAGGGAGTGCAGCAATTGCGGCTGGATTTTCAGATGTTCGAGGTGGGT------GT-----------------------------------------TGCAATCTCGAATGCGTAGTCCTTAGCTTA-------------ATTGATTTTCC---ACAATCTCCAGCTAAGTCGCCCCAGCAATGGTGATTGTGTAGACGATCAATTTATAGTCTC
droYak3 3R:3794103-3794261 + ATGTGAAGAAGGGAGTGCAGCAACTGAGACTGGATTTTCAGATGTTCGAGGTGGGA------GT-----------------------------------------CGCAATCTCGTATGCGTAGTCCTTAGCTTA-------------ATTGATTTTC----ACAATCTCTAGCTAAGTCGCCCCAGCAATGGTAACTGTGTAGACGATCAATTTATAGTCTC
droEre2 scaffold_4770:6547194-

6547351 -
ACGTGAAGCAGGGAGTGCAGCAATTGAGACTGGATTTCCAGATGTTCGAGGTGAG--------T-----------------------------------------TGCAATCTCGAATGCGTAGTCCTTAGCTTA-------------ATTGATTTTCC---ACAATCTCCAGCTAAGTCGCCCCAGCAATGGTGACTGTGTGGACGATCAATTTATAGTCTC
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TGGAGCACCCATGGGTATGCGGGGTGGACGCCCGCTTATGTATCAGCAACGTAAGTAATGGATTTATCTTTAGAAGGTTCATAAGGATTGTAAATTTGAATTCGTTTGAAAGCAGCTCCAAAGCAGCATACTGGAGCTGATAACAATAAGACTGTATCGCCAGTG

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

M045

female
body

..........................................................................................TAAATTTGAATTCGTTTGAAAGCAG.................................................. 25 0 1 11.00 11 11 0

.........................................................................................GTAAATTTGAATTCGTTTGAAAGCAG.................................................. 26 0 1 2.00 2 2 0

..........ATGGGTATGCGGGGTGGACG....................................................................................................................................... 20 0 1 1.00 1 0 1

...........................................................................................AAATTTGAATTCGTTTGAAAGCAG.................................................. 24 0 1 1.00 1 1 0

Anti-sense strand reads

ACCTCGTGGGTACCCATACGCCCCACCTGCGGGCGAATACATAGTCGTTGCATTCATTACCTAAATAGAAATCTTCCAAGTATTCCTAACATTTAAACTTAAGCAAACTTTCGTCGAGGTTTCGTCGTATGACCTCGACTATTGTTATTCTGACATAGCGGTCAC

**************************************************......((((((((((..((((...(((((....))))).))))..)))))))))).........**************************************************
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
droWil2 scf2_1100000004921:4532274-

4532438 +
dwi_3048 TGGAGCACCCATGGGTATGCGGGGTGGACGCCCGCTTATGTATCAGCAACGTAAGTAATG-G-ATTTAT--C-TTT-----------------------------AGAAGGTTCATAA--GGATTGTAAATTTG--------------------AATTCGTTTGAAA----------------GCAGCTCCAAAGCAGCATACTGGAGCTGATAACAATAAGACTGTATCGCCAGTG

droVir3 scaffold_13047:3508677-
3508835 -

T---GCTCCAATGGGCATGCGAGGCGGACGCCCACCAATATACCAACAGCGTAAGTGCAC-T-AAATGA--AACAA---------------CA---TCAGTTGAATAGAACAGCTA----------------CA-----T----------------ATCAAAACCAT----------------GCAGCGCCCAAACAGCACACGGGCGCCGATAACAACAAGACTGTATCGCCGGTG

droMoj3 scaffold_6540:20518831-
20518990 -

T---GCTCCTATGGGCATGCGAGGTGGACGCCCACCCCTATACCAGCAGCGTAAGTACAA-----ACGA--AATTA---------------CAGAAATAGTAGCTTAGATCACCTAC--------------ATA----------------------ACCAAATCCAT----------------ACAGCACCTAAGCAGCACACGGGTGCCGACAACAATAAGACGGTATCGCCGGTA

droGri2 scaffold_14906:167226-167280
-

T---GCCCCGATGGGCATGCGAGGCGGACGCCCGCCCCTGTATCAGCAGCGTAAGTAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 2:18634657-18634844 + CGGCGCTCCAATGGGTATGCGAGGCGGACGTCCGCCCATGTACCAACAACGTAAGTGCAC-------------CCCCTGATAGGATAGATC---------------AAACTCCTCTTAGAGCATAATGAACACA-----A----------------TGTAAACCACTATTTATACGGTCGTAAGCAGCTCCCAAACAACACACAGGTGCCGACAACAACAAGACGGTGTCGCCCGTG
droPer2 scaffold_3:1364855-1365043 + CGGCGCTCCAATGGGTATGCGAGGCGGACGTCCGCCCATGTACCAACAACGTAAGTGCAC-C-----------CCCCTGATAGGATAGATC---------------AAACTCCTCTTAGAGCATTATGAACACA-----A----------------TGTAAACCCCTATTTATACGGTCGTAAGCAGCTCCCAAACAACACACAGGTGCCGACAACAACAAGACGGTGTCGCCCGTG
droAna3 scaffold_13088:215076-215251

-
TGGCGGTCCGATGGGAATGCGGGGTGGACGTCCACCCATGTATCAACAACGTAAGCACCA-TTAT--------------------------------------------ATCCCTACCTCCGCACTGAGTTCCAATCCAATCCATTCCAATCCAATCTCA----------------ATCCTAAACAGCTCCCAAACAACACACAGGTGCCGAAAACAACAAGACCGTGTCGCCAGTG

droBip1 scf7180000396413:267855-
268024 -

TGGTGGTCCGATGGGAATGCGGGGTGGACGTCCACCCATGTACCAGCAACGTAAGCACAA-T-TT-------------------------------------------A-CCCTTACCTCCACTTTAAAGTCCAATCCAATC-----CAACCCGATTTCA----------------ATCCTAAACAGCTCCCAAACAACACACAGGTGCCGAAAACAACAAGACTGTGTCCCCAGTG

droKik1 scf7180000302387:65150-65307
-

CGGTGCTCCGATGGGCATGCGCGGCGGACGACCGCCCTTATACTCTCAGCGTGAGTACTC-T-AAATTCACC-TTC-----------------------------------CCAAGAAACTTCTTGTAAATCGA-------------------------GATCCAAT----------------CTAGCGCCGAAACAACACACAGGCGCTGATAACAACAAGACAGTGTCGCCGGTG

droFic1 scf7180000453912:1349350-
1349517 -

TGGAGCTTCCATGGGCATGCGCGGCGGTCGCCCACCCTTGTACTCGCAGCGTAAGTTCAC-C-AGCCAT--T-CCC---------------C------------TCTGACTCCCAACCGCACCTTGTAAATCCA-----A----------------TCCAATCCAAT----------------TTAGCTCCCAAACAACACACAGGTGCCGACAATAACAAGACCGTCTCACCAGTG

droEle1 scf7180000491008:488103-
488269 -

TGGAGCTCCCATGGGCATGCGCGGCGGACGCCCTCCCTTGTACTCACAGCGTAAGCTCTC-C-ATCCGG--CTCCC-----------------------------TTGACTCCCAACCGCACCTTGTAAATCCA-----A----------------TCCAATCCAAT----------------CTAGCTCCCAAACAACACACAGGTGCCGACAACAACAAGACCGTCTCTCCAGTG

droRho1 scf7180000779477:281631-
281796 -

TGGAGCTCCCATGGGCATGCGCGGCGGACGCCCTCCCTTGTACTCGCAGCGTAAGTTCAT-T-ATCCGG--C-CCC-----------------------------TTGACTCCCAACCGCACCTTGTAAATCCA-----A----------------TCCAATCCAAT----------------CTAGCTCCCAAACAACACACAGGTGCCGACAACAACAAGACTGTCTCACCAGTG

droBia1 scf7180000302136:536372-
536537 -

TGGAGCCCCCATGGGCATGCGTGGCGGTCGTCCGCCCTTGTACTCCCAACGTAAGTTCAC-C-AGCCAA--C-CCC-----------------------------CTGACTCCCAACCGCACCTTTTATATCCA-----A----------------TCCAATCCAAT----------------CTAGCTCCCAAACAACACACAGGTGCCGACAATAACAAGACCGTGTCGCCAGTG

droTak1 scf7180000415769:2244955-
2245109 +

TGGAGCCCCCATGGGCATGCGAGGTGGTCGTCCGCCGCTGTACTCCCAACGTAAGTTTAC---AGCCGA--CTCCC---------------CAG----------TTTGACTCCCAA---------------CCA-----A----------------TCCAATCCAAT----------------CTAGCTCCCAAACAACACACAGGTGCCGACAACAACAAGACCGTGTCGCCAGTT

droEug1 scf7180000409798:206554-
206719 +

TGGTGCACCTATGGGCATGCGCGGCGGACGCCCTCCTTTATATTCCCAGCGTAAGTTCAC-A-AGCCAG--C-CCC-----------------------------TTCACCCCCATTCGCACTTTGTAAATCCA-----A----------------TCCAATCCAAT----------------CTAGCTCCCAAACAACACACAGGTGCCGACAACAACAAGACCGTTTCGCCAGTG

dm3 chr3R:20173753-20173918 - TGGCGCTCCCATGGGCATGCGGGGCGGTCGCCCACCTTTGTACTCGCAGCGTAAGTTTCCGC-AGACAA----CCC-----------------------------TCGACTTCCTGCCATACCTTGTAAATCCA-----A----------------TCCAATCCAAT----------------TTAGCTCCCAAACAACACACAGGTGCCGAGAACAACAAGACCGTATCACCAGTG
droSim2 3r:19706134-19706299 - TGGCGCTCCCATGGGCATGCGAGGCGGTCGCCCACCTTTGTACTCACAGCGTAAGTTCCCGC-AGACAA----CCC-----------------------------TCGACTCCCTGCCGCACCTTGTAAATCCA-----A----------------TCCAATCCAAT----------------TTAGCTCCCAAACAACACACAGGTGCCGAGAACAACAAGACCGTATCACCAGTG
droSec2 scaffold_0:20512291-20512456

-
TGGCGCTCCCATGGGCATGCGAGGTGGTCGCCCACCTTTGTACTCACAGCGTAAGTTCCCGC-AGACAA----CCC-----------------------------TCGACTCCCTGCCGCACCTTGTAAATCCA-----A----------------TCCAATCCAAT----------------TTAGCTCCCAAACAACACACAGGTGCCGAGAACAACAAGACCGTATCACCAGTG

droYak3 3R:26331560-26331726 + TGGCGCTCCCATGGGCATGCGGGGCGGTCGCCCGCCATTGTATTCGCAGCGTAAGTTGCCGC-AGACAA--A-CCC-----------------------------TTGACTCCCTACCACACCTTGTAAATCCA-----A----------------TCCAATCCAAT----------------TTAGCTCCCAAACAACACACAGGTGCCGAGAACAACAAGACGGTATCACCAGTG
droEre2 scaffold_4820:7886747-

7886913 +
TGGCGCTCCCATGGGCATGCGGGGCGGTCGCCCGCCCTTGTATTCGCAGCGTAAGTTTCCGC-AGACAA--A-CCC-----------------------------TTGACTCCCTACCACACCTTGTAAATCCA-----A----------------TCCAATCCAAT----------------TTAGCTCCCAAACAACACACAGGTGCCGAGAACAACAAGACCGTATCACCAGTG
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CAATTGACATGAAGACAATTTTACTTTTGTGGATGTTTTGCGGATCCGGGTTGTTGTTGTTGCCAGCCTGGGCCGAACAAAATGCCAATGCAACAGCAACAGCAACTTCGGCTCCTGCTCCTGCTTCAGCTGCGGCTGCCGCTTCCAGCAATCCTGCCC

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

#
Mismatch

Hit
Count

Total
Norm Total

V119

head

V118

embryo

M045

female
body

V117

male
body

M020

head

..................................................TTGTTGTTGTTGCCAGCCTGGGC...................................................................................... 23 0 1 38.00 38 33 5 0 0 0

..................................................TTGTTGTTGTTGCCAGCCTGGG....................................................................................... 22 0 1 14.00 14 11 2 0 0 1

..................................................TTGTTGTTGTTGCCAGCCTGG........................................................................................ 21 0 1 3.00 3 2 0 1 0 0

...........................................ATCCGGGTTGTTGTTGTTGCC............................................................................................... 21 0 1 1.00 1 1 0 0 0 0

..................................................TTGTTGTTGTTGCCAGCCTG......................................................................................... 20 0 1 1.00 1 0 0 1 0 0

..................................................TTGTTGTTGTTGCCAGCCTGGC....................................................................................... 22 1 1 1.00 1 1 0 0 0 0

....................................................................................................................GCTCCTGCTTCAGCTGCGGC....................... 20 0 1 1.00 1 0 0 1 0 0

.....................................................................................CAATGCAACAGCAACAGCAACTT................................................... 23 0 1 1.00 1 1 0 0 0 0

.....................................................TTGTTGTTGCCAGCCTGGGC...................................................................................... 20 0 1 1.00 1 1 0 0 0 0

....................................................GTTGTTGTTGCCAGCCTGGGC...................................................................................... 21 0 1 1.00 1 0 1 0 0 0

...........................................................................................AACAGCAACAGCAACTTCGGCTCCTG.......................................... 26 0 1 1.00 1 0 0 1 0 0

.....................................................................................................GCAACTTCGGCTCCTGCTCCTGCTTCA............................... 27 0 1 1.00 1 0 0 1 0 0

..................................GTTTTGCGGATCCGGGTT........................................................................................................... 18 0 1 1.00 1 0 0 1 0 0

..................................................TTGTTGTTGTTGCCAGCCTGGGT...................................................................................... 23 1 1 1.00 1 1 0 0 0 0

..................................................TTGTTGTTGTTGCCAGCCTGGGCCGT................................................................................... 26 1 1 1.00 1 0 0 1 0 0

...............................GATGTTTTGCGGATCCGGGTTGT......................................................................................................... 23 0 1 1.00 1 0 0 0 1 0

Anti-sense strand reads

GTTAACTGTACTTCTGTTAAAATGAAAACACCTACAAAACGCCTAGGCCCAACAACAACAACGGTCGGACCCGGCTTGTTTTACGGTTACGTTGTCGTTGTCGTTGAAGCCGAGGACGAGGACGAAGTCGACGCCGACGGCGAAGGTCGTTAGGACGGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

M045

female
body

V117

male
body

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004909:7153684-

7153842 -
dwi_135 CAATTGACATGAAGACAATTTTACTTTTGTGGATGTTTTGCGGATCCGGGTTGTTGTTGTTGCCAGCCTGGGCCGAACAAAATGCCAATGCAACAGCAACAGCAACTTCGGCTCCTGCTCCTGCTTCAGCTGCGGCTGCCGCTTCCAGCAATCCTGCCC

droGri2 scaffold_15203:3522820-
3522879 +

--------------------------------------------------------------------------------------AATGCAACAACGACAGCCACAGCCGTTTCGGCTGTGTCTGCAGCAGCAGCTGCAGCGTCC-------------

droPer2 scaffold_13:308965-309012 + --------------------------------------------------------------------------------------------------------------GCTCCTGCTGCTGCTGCTGCTGCTGCTGACGCGTTTCGTGGCTGTGCC-
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dwil\GK25837-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTCTATCTCTCTCTCATAACCATTAACATATTTCAATGTACATAAAGAGTATTTTACATATGTGGATTGTATTTAATTTTGAAATCTAAAACAATCCTTATATGTACTTTGTTTTATGTGTGTGCTTGTCTGCTGTGTATGTGTTTATGTATATTCAATTTGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

V118

embryo

V119

head

M045

female
body

..................................................ATTTTACATATGTGGATTGTATT.......................................................................................... 23 0 1 46.00 46 42 4 0 0

..................................................ATTTTACATATGTGGATTGTA............................................................................................ 21 0 1 9.00 9 4 4 1 0

..................................................ATTTTACATATGTGGATTGTAT........................................................................................... 22 0 1 4.00 4 3 0 0 1

..................................................ATTTTACATATGTGGATTGT............................................................................................. 20 0 1 3.00 3 3 0 0 0

..................................................ATTTTACATATGTGGATTGTATC.......................................................................................... 23 1 1 1.00 1 1 0 0 0

Anti-sense strand reads

GAGATAGAGAGAGAGTATTGGTAATTGTATAAAGTTACATGTATTTCTCATAAAATGTATACACCTAACATAAATTAAAACTTTAGATTTTGTTAGGAATATACATGAAACAAAATACACACACGAACAGACGACACATACACAAATACATATAAGTTAAACT

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004909:7982484-

7982646 +
dwi_99 CTCTATCTCTCTCTCATA------ACCATTA----------------------ACATATTTCAATGTACATAAAGAGTATTTTACATATGT-GGATTGTATTTA----ATTTTGAAA-TCTAAA-ACAATCCTTA---------------TATGTACTTTGTTTTATGTG---T------GTGCTTGT----CT-GCTGTG------TATGTGTTTATGTATA------------TTCAATTTGA

droVir3 scaffold_12963:18528853-
18528979 -

CAGAATAAATATATTA--------------------------------------------------------------------GGTATATTAAATTATATTTGGCACGTTTTGCAAATTGATAAACAA-TAAAT--------ATG-ATGT------------GTGTATGTTT---GTGT------GT----TT-GTTGTGT--GTGTGTGTGTGAAGGCGCG------------TTTAATTTGA

droMoj3 scaffold_6473:14055463-
14055626 -

CTCTCTCTCTCTCTCTCT------CACTCACACACACTCTCTCTCTCTC-------CCTCTCGTTTTGTATTACGCTGATGTCTCGTAATT-GGAATATTTTTT----A-----------------------------------------CTTTTTTTTTTTTATATATT---TTTATTT------AC----GTTT-G------TTGTTGTTGTTGTTGCAATTTATTGCACATTTTTAA--TTT

droGri2 scaffold_14830:4346039-
4346199 -

CCTTATGCCTGTGCCTTCGTTTCATTTGCTTGACTTTATTTTTTT-ATTTTCTACACTTTTA----------------------AATACGTGTAATTA----------ATTTTGGATATGTATG-TTTGTTGCTA---------------TGGATGTATTTATGTATGTA---T------GTATGTATGT--A-TG-----------TATGTATGTATGTATG------------TATGTTGTGA

dp5 XR_group3a:570762-570776 + CTCTATCTCTCTCTC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droPer2 scaffold_35:9223-9296 - CTCCGTCGCCCCCTCAAG------GCCAATG----------------------ATTAATGCTTATATCCCATGGTCGTGTTCTACACATGT-AAAA-------------------------------------------------------------------------------------------------------------------------TGTATT------------T---------
droAna3 scaffold_13117:3454524-

3454575 +
TG----------------------------------------------------------------------------------------------------------------------------------------------------T------------GTGGGTGGGT---GGGT------GC----GT-A-CGCGTATGTGTGTG------TGTGTC------------TTCAATTTGA

droRho1 scf7180000778944:3047-3104
+

TA----------------------------------------------------------------------------------------------------------------------------------------------------TGTCTATCTTGATATGTATT---TGTATGT------GT----TTTG-T------GTGTGTGTGTTTATGCAAC------------TTC-------

droSec2 scaffold_4:421419-421482 - ATCTCTA-----------------------------------------------------------------------------------------------------------------------------------------------TATGTATATGCATGTATGTA---T------GTACATATATGCTTCG-----------CATATACATATGTATG------------TACA------
droEre2 scaffold_4690:12998998-

12999124 -
CTCGCCCTCTTTGTCTCA------CCCATCCGCATATTCTCTTTT-CGCCTTTG-----------------------TCTTTTTCGTGCGC----------------------------------------GTTGTCTGCACTTTGTCTGT------------GTGCGTGCGT---GCGT------GT----CTCGCTGTGGTTGTGTGTG------TGTGTA------------AGCA-----A

Generated: 09/08/2015 at 07:45 PM
crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
1
1
1
0
0
1
1
1
0
0
1
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGATATTGAGATTGATCAAGATAACATAGCACTTAATCATTCATATTGAATCAAAATAATATGATCATGATTGTTGATTAAATTGATCACATTTGTCACATTAATCATGATTGTATTATTTTGGTTCAATAAGATGTTGATAAATATAATAATGATCACGATCACATTGTTTACTA

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

M045

female
body

V118

embryo

V119

head

.......................................................................................................ATCATGATTGTATTATTTTGGT................................................... 22 0 1 26.00 26 25 0 0 1

........................................................................................................TCATGATTGTATTATTTTGGTT.................................................. 22 0 1 2.00 2 2 0 0 0

.......................................................................................................ATCATGATTGTATTATTTTGGTC.................................................. 23 1 1 2.00 2 2 0 0 0

.......................................................................................................ATCATGATTGTATTATTTTGG.................................................... 21 0 1 2.00 2 1 1 0 0

...........................................................................................................TGATTGTATTATTTTGGTTCA................................................ 21 0 1 2.00 2 2 0 0 0

.......................................................................................................ATCATGATTGTATTATTTTGGC................................................... 22 1 1 1.00 1 1 0 0 0

..................................................TCAAAATAATATGATCATGATT........................................................................................................ 22 0 1 1.00 1 1 0 0 0

.....................................................................................................................ATTTTGGTTCAATAAGATGTTGAT................................... 24 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

TCTATAACTCTAACTAGTTCTATTGTATCGTGAATTAGTAAGTATAACTTAGTTTTATTATACTAGTACTAACAACTAATTTAACTAGTGTAAACAGTGTAATTAGTACTAACATAATAAAACCAAGTTATTCTACAACTATTTATATTATTACTAGTGCTAGTGTAACAAATGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004768:2483123-

2483298 +
dwi_112 AGATATTGAGATTGATCAAGATAACATAGCACTTAATCATTCATATTGAATCAAAATAATATGATCATGATTGTTGATTAAATTGATCACATTTGTCACATTAATCATGATTGTATTATTTTGGTTCAATAAGATGTTGATAAATATAATAATGATCACGATCACATTGTTTACTA
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TTTCTATACTTTTTTAGTTAGGAATAATAAATGATAAACTTGATGCCCCTTGAAGTATGCAATGAACATAAAGAACGTTTTAAATTGTCAAATAACTTAAAATTAATAACAATTTATGCCCTTTGCATACTTTAGGGGACATTTCATATCCCTTGACATCGTTTTTTATATGTATTGATGTTATGTGTTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V119

head

M020

head

V118

embryo

V117

male
body

..................................................TGAAGTATGCAATGAACATA........................................................................................................................ 20 0 1 24.00 24 16 7 1 0

..................................................TGAAGTATGCAATGAACAT......................................................................................................................... 19 0 1 11.00 11 3 8 0 0

..................................................TGAAGTATGCAATGAACATAA....................................................................................................................... 21 0 1 10.00 10 0 0 9 1

..................................................TGAAGTATGCAATGAACATAAA...................................................................................................................... 22 0 1 2.00 2 0 0 2 0

...................................................................................................................ATGCCCTTTGCATACTTTAGGGGA................................................... 24 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

AAAGATATGAAAAAATCAATCCTTATTATTTACTATTTGAACTACGGGGAACTTCATACGTTACTTGTATTTCTTGCAAAATTTAACAGTTTATTGAATTTTAATTATTGTTAAATACGGGAAACGTATGAAATCCCCTGTAAAGTATAGGGAACTGTAGCAAAAAATATACATAACTACAATACACAAA

************************************......((((.((((((((((((((((....((((((....(((((((.((((...)))).))))))).........))))))....)))))))))))))))).))))...........***********************************
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
droWil2 scf2_1100000004909:4979030-

4979219 +
dwi_100 TTTCTATACTTTTTTAGTTAGGAATAATAAATGATAAACTTGATGCCCCTTGAAGTATGCAATGAACATAAAGAACGTTTTAAATTGTCAAATAACTTAAAATTAATAACAATTTATGCCCTTTGCATACTTTAGGGGACATTTCATATCCCTTGACATCGTTTTTTATATGTATTGATGTTATGTGTTT------------

droMoj3 scaffold_6328:147402-147471
+

TT-----------------------------------------------------------------------------------------------------------------------------------AGGCAACTGCTCAGGTTTTCTTACTTTGTAGTCTTTATAAGTTGAGTTGTTCG-CCTGCACAGAGAAAC

droAna3 scaffold_13117:3765920-
3765921 +

TT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302586:169398-
169424 +

TTTTCTTATTTATTT----------------------------------------------------------------------------------------------------------------------------------------------------------ATGAT---------TTTATTT------------

droRho1 scf7180000779914:607735-
607759 -

TTTT---------------------------------------------------------------------------------------------------------------------------------------------------------------------ATCTTATAGCATTCTGTCTTT------------
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GTATTCGGTGATGAGGTGGGCGTGGGCGGCATCATTGACGGCGGCGGCGTTATCATTATGCCCTTCGACTGCTGTGGCTGCGATTGCTGCTGCGGTTGCTTGGGCATCATCATCGTCTCCATGCCGTTTCCACTCAACTCATTGTTGCTGGCCGCAGCCATTTTCTCC

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

#
Mismatch

Hit
Count

Total
Norm Total

V119

head

V118

embryo

M045

female
body

M020

head

V117

male
body

.......................................................................................TGCTGCGGTTGCTTGGGCAT............................................................. 20 0 1 16.00 16 10 3 3 0 0

.......................................................................................TGCTGCGGTTGCTTGGGCATC............................................................ 21 0 1 14.00 14 10 1 0 3 0

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

.......................................................................................TGCTGCGGTTGCTTGGGCATCT........................................................... 22 1 1 1.00 1 1 0 0 0 0

.......................................................................................TGCTGCGGTTGCTTGGGCA.............................................................. 19 0 1 1.00 1 0 0 0 1 0

.......................................................................................TGCTGCGGTTGCTTGGGCATCAT.......................................................... 23 0 1 1.00 1 0 1 0 0 0

........................................................TATGCCCTTCGACTGCTGTGGC.......................................................................................... 22 0 1 1.00 1 0 1 0 0 0

.......................................................................................TGCTGCGGTTGCTTGGGCATCATC......................................................... 24 0 1 1.00 1 0 1 0 0 0

.......................................................................................TGCTGCGGTTGCTTGGGC............................................................... 18 0 1 1.00 1 1 0 0 0 0

.......................................................................................TGCTGCGGTTGCTTGGGCATG............................................................ 21 1 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

CATAAGCCACTACTCCACCCGCACCCGCCGTAGTAACTGCCGCCGCCGCAATAGTAATACGGGAAGCTGACGACACCGACGCTAACGACGACGCCAACGAACCCGTAGTAGTAGCAGAGGTACGGCAAAGGTGAGTTGAGTAACAACGACCGGCGTCGGTAAAAGAGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

V117

male
body

M045

female
body

V119

head

M020

head

...........................................................CGGGAAGCTGACGACACCGA......................................................................................... 20 0 1 2.00 2 1 1 0 0 0

...................................................................TGACGACACCGACGCTAACGA................................................................................ 21 0 1 2.00 2 1 1 0 0 0

...........................................................CGGGAAGCTGACGACACCGACGCTAACG................................................................................. 28 0 1 1.00 1 0 0 0 0 1

..........................................................................................................................CGGCAAAGGTGAGTTGAGTA.......................... 20 0 1 1.00 1 0 1 0 0 0

................................................................AGCTGACGACACCGACGCTAACGA................................................................................ 24 0 1 1.00 1 1 0 0 0 0

..............................................................................ACGCTAACGACGACGCCAA....................................................................... 19 0 1 1.00 1 0 0 0 1 0

.........................................................................................................TAGTAGTAGCAGAGGTACGGCAAAGGT.................................... 27 0 1 1.00 1 0 1 0 0 0

...................................................................TGACGACACCGACGCTAACG................................................................................. 20 0 1 1.00 1 0 0 1 0 0

........................................................................................................GTAGTAGTAGCAGAGGTAC............................................. 19 0 1 1.00 1 1 0 0 0 0

...........................................................CGGGAAGCTGACGACACCGACGCTAAC.................................................................................. 27 0 1 1.00 1 1 0 0 0 0

...........................................................CGGGAAGCTGACGACACCGACGC...................................................................................... 23 0 1 1.00 1 1 0 0 0 0

..........................................................................................................................CGGCAAAGGTGAGTTGAGTAAC........................ 22 0 1 1.00 1 0 1 0 0 0

........................................CGCCGCCGCAATAGTAATACGGGAAGC..................................................................................................... 27 0 1 1.00 1 1 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004511:10906210-

10906358 -
dwi_128 GATGAGGTGGGCGTGGGCGGCATCATTGACGGCGGCGGCGTTATCATTATGCCCTTCGACT-----------------------------------------------------------------------------------------GCTGTGGCTG-CGATTGCTGCTGCGG-----TTGCTTGGGCATCATCA---TCGTCTCCAT-G------CCGTTTCCACTC--------------AACTCATTGTTGCTGGCCGCAGC

droVir3 scaffold_13049:2654830-
2655004 +

GACGATGTTGGCGTTGGGGGCATCACTGGTGGCGGCGGCGTTATCATAATACCCTTCGACACTGGCAT---------TGTGGGCATGGACATGGTGGG---------CA--GC---------TCTGTTCCTGGTT-CTGGTTCTTGT------------------------GCCAC-----TGGCG------TTGGCA------CCTCTTTGC------CCGTGTCCACACGG---------------TCATTGGACATGGCCGTCG-

droMoj3 scaffold_6654:1233460-
1233632 -

GACGATGTCGGCGTTGGTGGCATCACTGGTGGCGGTGGTGTTATCATAATGCCCTTCGACACGGGCAT---------CGTGGGCATAGACATTATACT------GGGCA--GC---------TCTGATTCTTGTT-CGATCGCTATT------------------------GCCGC-----TGGCACTGG------CA------CTTCTTTGC------CCGAGTCCACACG---------------------GTCATTGGACATGGC

droGri2 scaffold_15110:3651157-
3651358 +

GACGATGTCGGCGTTGGTGGCATCAATGGTGGCGGCGGCGTTATCATGATACCCTTTGACACGGGCAT---------TGTCGGCATGGACATCATGTT------CGGCA--GCAGCGCCACCTCTGACTCCTGTTGCAGTTGCTGTTGTT---------------------GGTCTTG---TATTAGTGGCATTGGCA---G---CTCTTTGC------CCGTGTCCACACGGTG------------GTTATTGGACATGGCCGCG-T

dp5 XR_group6:9826449-9826591 + GATGATGTGGGTGTGGGCGGCATCACTGGC---GGCGGAGTTATCATAATGCCCTTCGAGGCTGTGCT---------CATGGGCATGGGCATG-----------------------------------------------------------------------------------------------GCCATTTCAA---CCTCCTCGCGGG------CCGTCTCCACGCCGGA---------GGAGTCACTGTTGGTGGCCGCGGC
droPer2 scaffold_61:105396-105538 + GATGATGTGGGTGTGGGCGGCATCACTGGC---GGCGGAGTTATCATAATGCCCTTCGAGGCTGTGCT---------CGTGGGCATGGGCATG-----------------------------------------------------------------------------------------------GCCATTTCAA---CCTCCTCGCGGG------CCGTCTCCACGCCGGA---------GGAGTCACTGTTGGTGGCCGCGGC
droAna3 scaffold_13337:3536420-

3536616 +
GAGGAGGTGGGCGTTGGGGGCATCACCTGCGGCGGCGGTGTGATCATTATTCCCTTCGAGGC---ACTTC-CGCT--CGCTGGCATCGGCATTGGGCT------GGACCTA---------------------------------------ACAATGGCCAT------GGACGATGG-----GGCTGGCGACATTTCCA---CCTCCTCCTTGGAATCCACAGAATCCACGCCG---CTGGA---GGAATCACTGTTGGTGGCCGCGGC

droBip1 scf7180000396387:68501-68697
-

GAGGAGGTGGGCGTAGGGGGCATCACCTGCGGCGGCGGTGTGATCATTATTCCCTTCGAGGC---ACTTC-CGCT--CGCAGGCATCGGCATTGGGCT------GGACCTA---------------------------------------ACAATGGCCAT------GGACGATGG-----TGCAGGCGACATTTCCA---CCTCCTCCTTGGAATCCACAGAATCCACGCCG---CTGGA---GGAATCACTGTTGGTGGCCGCGGC

droKik1 scf7180000302486:2429352-
2429527 -

GACGAGGTGGGCGTGGGCGGCATCACCGGCGGCGGCGGCGTGATCATGATGCCCTTGGACGC------------------GGGCATGGGCATTGGCATGGAGCGTGT---------------------------------------------AAGGGCCATGGACACGGGT-----------------GACATCTCCA---CCTCCTCCTTGG------CCGCCTCCACGCCGGAGGTGGA---GGAATCGTTGTTGGTGGCCGCAGC

droFic1 scf7180000453807:995407-
995609 -

GACGAGGTGGGCGTGGGCGGCATCGCCGGCGGCGGCGGCGTTATCATAATGCCCTTTGACGC---GCTGG----T--TGTGGGCATGGGCATTGGCGTCGATCTGGCCAAG---------------------------------------ACCATGGCCATCGACATGGGCGACGG-----CGGCATTGACATCTCCA---CCTCCTCCTTGG------CCGTTTCCACGCCGGAGTTGGT---GGAATCGTTGTTGGTGGCCGCGGC

droEle1 scf7180000490564:632564-
632763 -

GACGAGGTGGGCGTGGGCGGCATCGCCGGCGGCGGCGGCGTTATCATGATTCCCTTGGAGGC---GCTG---------GTGGGCATGGGCATCGGCGTGGACCTGGCCAGG---------------------------------------ACCATGGCCATCGACATGGGCGACGG-----CGGCATCGACATCTCCA---CCTCCTCCTTGG------CCGCCTCCACGCCGGAGGTGGA---GGAATCGTTGTTGGTGGCCGCGGC

droRho1 scf7180000776514:32650-32849
-

GACGAGGTGGGCGTGGGCGGCATCGCCGGCGGCGGCGGCGTTATCATGATTCCCTTGGAGGC---GCTG---------GTGGGCATGGGCATCGGCGTGGATCTGGCCAGG---------------------------------------ACCATGGCCATCGACATGGGCGACGG-----CGGCATCGACATCTCCA---CCTCCTCCTTGG------CCGCCTCCACGCCGGAGGTGGA---GGAATCGTTGTTGGTGGCCGCGGC

droBia1 scf7180000302428:7914307-
7914509 -

GACGAGGTGGGCGTGGGCGGCATCGCCGGCGGCGGCGGCGTTATCATGATCCCCTTGGAGGC---GCTGG-C-----GGCGGGCATGGCCATGGGCGTCGACCTGGCCAGG---------------------------------------ACCATGGCCATCGACATGGGCGACGA--CATCGGCATCGACATCTCCA---CCTCCTCCTTGG------C---CTCCACGCCGGAGGTGGA---GGAGTCGCTGTTGGTGGCCGCAGC

droTak1 scf7180000415269:179749-
179939 -

GACGAGGTGGGCGTGGGCGGCATCGCCGGCGGCGGCGGCGTTATCATAATGCCCTTGGACGC---GCTGGACGCTGGCGTGGGCATGGGCATGGGGGTCGATCTGGCCAGG---------------------------------------ATC---------------------GG-----CGGCATCGACATCTCCAGCATCTCCTCCTTGG------C---CTCCACGCCGGAGGTGGATGCGGAATCGCTGTTGGTGGCCGCGGC

droEug1 scf7180000409711:1709267-
1709460 +

GAAGAGGTGGGCGTGGGCGGCATTGCCGGTGGAGGCGGCGTTATCATGATCCCCTTGGATGC---GCTG---------GTGGGCATGGGCATTGGCGTCGATCTGGCCAGG---------------------------------------ACCATGGCCATCGACATGGGTGACTG-----CGGCATCGTCATCTCCA---CCTCCTCTTTGG------CCGCCTCCACACCGGA---------GGAATCGTTGTTGGTGGCCGCAGC

dm3 chr3L:9852393-9852586 + GACGATGTGGGCGTGGGCGGCATTGCCGGTGGCGGCGGCGTTATCATGATCCCCTTGGAGGC---GCTG---------GTGGGCATGGGCATCGGTGTCGATTTGGCCAGT---------------------------------------ACCATGGCCATCGACATGGGCGATGG-----CGGCATCGACATCTCCA---CCTCCTCCTTGG------CCGACTCCACGCCGGA---------GGAATCGTTGTTGGTGGCCGCAGC
droSim2 3l:9611848-9612041 + GACGATGTGGGCGTGGGCGGCATTGCCGGCGGCGGCGGCGTTATCATGATCCCCTTAGAGGC---GCTG---------GTGGGCATGGGCATCGGTGTCGACTTGGCCAGT---------------------------------------ACCATGGCCATCGACATGGGCGATGG-----CGGCATCGACATCTCCA---CCTCCTCCTTGG------CCGACTCCACGCCGGA---------GGAATCGTTGTTGGTGGCCGCAGC
droSec2 scaffold_0:2084737-2084930 + GACGATGTGGGCGTGGGCGGCATTGCCGGCGGCGGCGGCGTTATCATGATCCCCTTGGAGGC---GCTG---------GTGGGCATGGGCATCGGTGTCGATTTGGCCAGT---------------------------------------ACCATGGCCATCGACATGGGCGATGG-----CGGCATCGACATCTCCA---CCTCCTCCTTGG------CCGACTCCACGCCGGA---------GGAATCGTTGTTGGTGGCCGCAGC
droYak3 3L:9827573-9827766 + GACGAAGTGGGCGTGGGCGGCATTGCCGGCGGTGGCGGCGTTATCATGATCCCCTTGGAGGC---GCTG---------GTGGGCATGGGCATCGGCGTCGATTTGGCCAGT---------------------------------------ACCATGGCCATCGACATGGGCGATGG-----CGGCATCGACATCTCCA---CCTCCTCCTTGG------CCGCCTCCACGCCGGA---------GGAATCGCTGTTGGTGGCCGCAGC
droEre2 scaffold_4784:9841880-

9842073 +
GACGAAGTGGGCGTGGGCGGCATTGCCGGCGGTGGCGGCGTTATCATGATCCCCTTGGAGGC---GCTG---------GTGGGCATGGGCATCGGCGTCGATTTGGCCAGT---------------------------------------ACCATGGCCATCGACATGGGCGATGG-----CGGCATCGACATCTCCA---CCTCCTCCTTGG------CCGCCTCCACGCCGGA---------GGAATCGTTGTTGGTGGCCGCAGC
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation

utr5 [utr5_plus_3188]; intron [Dwil\GK22141-in]; CDS [Dwil\GK22141-cds]; CDS [Dwil\GK22141-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACGACTCGAATGCCGCTAGTAATCAGCAGATTGAGGAGTTATCTAATCAGGTAAGCGTCATAGGTTGAATAAAACAATTTGCAAGCATTATTTGACTAATCGATCGTTTTACTTAGGTCATGGACATGCGTTTAAATCTGGAGGGTTTGGAAAAGGAGCGCGATTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

V118

embryo

V117

male
body

M045

female
body

V119

head

..........................................................................................TTTGACTAATCGATCGTTTTACT..................................................... 23 0 1 10.00 10 10 0 0 0 0

..........................................................................................TTTGACTAATCGATCGTTTTACTT.................................................... 24 0 1 6.00 6 2 4 0 0 0

...........GCCGCTAGTAATCAGCAGATT...................................................................................................................................... 21 0 1 2.00 2 0 0 0 2 0

.................................................................................................................................GTTTAAATCTGGAGGGTTTGGA............... 22 0 1 2.00 2 0 1 0 1 0

................................................................................................................................CGTTTAAATCTGGAGGGTTTGGA............... 23 0 1 1.00 1 0 0 1 0 0

.........................GCAGATTGAGGAGTTATCT.......................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0

...............CTAGTAATCAGCAGATTGAGGAGTT.............................................................................................................................. 25 0 1 1.00 1 0 0 1 0 0

..................................................GTAAGCGTCATAGGTTGAATAAAACA.......................................................................................... 26 0 1 1.00 1 0 1 0 0 0

....................AATCAGCAGATTGAGGAGTT.............................................................................................................................. 20 0 1 1.00 1 0 1 0 0 0

...........................................................................................................................................GGAGGGTTTGGAAAAGGAGCGC..... 22 0 1 1.00 1 0 0 1 0 0

....................AATCAGCAGATTGAGGAGT............................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0

.........................................................................................................................................CTGGAGGGTTTGGAAAAGGA......... 20 0 1 1.00 1 0 0 1 0 0

.............CGCTAGTAATCAGCAGATTGAGGAGTT.............................................................................................................................. 27 0 1 1.00 1 0 0 1 0 0

.................AGTAATCAGCAGATTGAGGAG................................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0

..........................................................................................................................................TGGAGGGTTTGGAAAAGGAGC....... 21 0 1 1.00 1 0 1 0 0 0

..........................................................................................TTTGACTAATCGATCGTTTTACTTAGT................................................. 27 1 1 1.00 1 0 1 0 0 0

........................AGCAGATTGAGGAGTTAT............................................................................................................................ 18 0 1 1.00 1 0 1 0 0 0

....................................................................................................................GTCATGGACATGCGTTTAAATCTGGAGG...................... 28 0 1 1.00 1 0 0 1 0 0

..................................................GTAAGCGTCATAGGTTGAATAAA............................................................................................. 23 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

TGCTGAGCTTACGGCGATCATTAGTCGTCTAACTCCTCAATAGATTAGTCCATTCGCAGTATCCAACTTATTTTGTTAAACGTTCGTAATAAACTGATTAGCTAGCAAAATGAATCCAGTACCTGTACGCAAATTTAGACCTCCCAAACCTTTTCCTCGCGCTAAA

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

#
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Norm Total

M045

female
body
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004558:161504-

161669 -
dwi_1476 ACGACTCGA---ATGCCGCTAGTAATCAGCAGATTGAGGAGTTATCTAATCAGGTAAGCGTCATA-GGTTGAATAAAACAATTTGCAAGCATTATTTGACT-AAT-CGAT---------------------------------------CGT-TTTACTTAGGTCATGGACATGCGTTTAAATCTGGAGGGTTTGGAAAAGGAGCGCGATTT

droVir3 scaffold_12875:15556464-
15556640 +

ATGATTCGGCTGGTGCGCAATCGAACCATCAGATTGAGGAATTGTCCAGTCAGGTTCG--TCCACAGGTA-GAGGTAGTCA---GCATCA------------------ATAGTATTCATTTTTGTTTGTTTGTTCATATCG-C----------CTTCCAAAGGTTATGGATATGCGTTTAAATCTGGAGGGTCTGGAAAAGGAGCGTGACTT

droMoj3 scaffold_6496:8250708-
8250887 -

ACGATGCGGTGACAGCGCAAACGAATCAACAGATCGAAGAGCTGTCGAATCAGGTTCG--TCCTG--AAC-TAGAT-GTAT---GCAAGTGAT-------------CATTATATTATATTTTGTTTTGTTTGTTCATATCATC----------CTTCCAAAGATAATGGATATGCGTCTGAATCTGGAGGGCTTGGAGAAAGAGCGCGATTT

droGri2 scaffold_15245:12351860-
12352024 +

ACGATGCGGCTGGTGCGGCATCCAATCATCAGATCGAAGAGCTCTCCAATCAGGTAAG--TGACC--CAC-AAGGAAACATTTAGCAACTGTT---TAACTTGATCCG--------------------T-C---------G-CCATC--------TATTTAGGTAATGGACATGCGCTTGAATCTGGAGGGTCTGGAGAAAGAGCGCGATTT

dp5 3:912117-912280 + TCGATGCGAGCAATGCCGTCAGTACTCAGCAAATCGACGAGCTATCCAGCCAGGTAGC--TACAG--CTA-CAGCATTTTT---CCCAGCG-----------------ATTGCATTCATCACAATTC-----------------------TTTTCTCATCAGGTCATGGAAATGCGCATAAACCTGGAAGGTTTGGAGAAAGAACGCGACTT
droPer2 scaffold_2:1088649-1088812

+
TCGATGCGAGCAATGCCGTCAGTACTCAGCAAATCGACGAGCTATCCAGCCAGGTAGC--TACAG--CTA-CAGCATTTTT---CCCAGCG-----------------ATTGCATTCATCACAATTC-----------------------TTTTCTCATCAGGTCATGGAAATGCGCATAAACCTGGAAGGTTTGGAGAAAGAACGCGACTT

droAna3 scaffold_13266:18354314-
18354470 -

ACGACGCAGGCAACTCGGTCAGCAACCAACAGATCGAAGAGATGTCTAACCAGGTGGG--TGAAG--ATC-AAGAGATTGA---GCAAAGTTC-------------AA--------------------A-T---------A-A---TAATATTGCGGAGCAGGTAATGGACATGCGCATTAATCTGGAGGGTCTAGAAAAGGAGCGCGATTT

droBip1 scf7180000396735:1635887-
1636043 -

ACGACGCCGGCAACTCGGTCAGCAACCAACAGATCGAAGAAATGTCTAACCAGGTGGG--TGAAG--ATC-AAGAATGTGT---CAAGAGTTC-------------AG--------------------A-A---------A-C---TTATTTTCCGCGTCAGGTAATGGACATGCGCATTAATCTGGAGGGACTAGAAAAGGAGCGCGATTT

droKik1 scf7180000302273:72686-
72845 -

ACGATTCAGGAAGCTCAGTCAACAATCAGCAGATTGAAGAGATGTCCAACCAGGTGGG--TGATA--ATG-AACAAAACAA---TCAAGAATC-------------TG--------------------A-T---------G-CTAATAATGTTGATTACCAGGTCATGGACATGCGCATAAACATGGAGGGATTGGAGAAGGAGCGCGATTT

droFic1 scf7180000453955:653945-
654101 -

ACGACGCGGCCAACTCAGTCAACAATCAACAGATTGAAGAGATGTCCAACCAGGTGGG--TGATG--AAC-AAGACAATAA---GCAAAGAAC-------------AG--------------------T-T---------A-C---TAACGTTAAGGATCAGGTCATGGATATGCGCATCAACCTGGAAGGCTTGGAAAAGGAGCGCGACTT

droEle1 scf7180000491217:364693-
364849 -

ACGACGCGGGCAACGCGGTCAACAATCAGCAGATCGAGGAGATGTCCAACCAGGTGGG--TGATC--AAC-TAGACATTAA---GCAAGAAAC-------------AG--------------------A-T---------A-A---TAATGTTAAGGATCAGGTCATGGACATGCGTATTAACCTCGAGGGATTGGAAAAGGAGCGTGACTT

droRho1 scf7180000766551:11160-
11316 -

ACGACGCTGGCAACTCAGTCAACAATCAGCAGATCGAAGAAATGTCCAACCAGGTGGG--TGATG--AAC-AAGAACATAA---TCAAGAAAC-------------AG--------------------C-T---------A-A---TAACGTTAAGGATCAGGTCATGGACATGCGCATAAACCTGGAGGGATTAGAGAAGGAACGAGACTT

droBia1 scf7180000302292:3509148-
3509304 -

ACGACGCGGCAAACTCAGTCAACAATCAGCAGATCGAAGAGATGTCAAACCAGGTGGG--TGAAG--AAC-AAGAAAATGA---GCCAAATTC-------------AG--------------------T-T---------A-C---TAATGTTAAGGATCAGGTCATGGATATGCGCATCAACCTGGAGGGATTGGAGAAGGAGCGCGACTT

droTak1 scf7180000415420:450547-
450703 -

ACGACGCGGGCAACTCGGTCAACAATCAGCAAATCGAAGAGATGTCAAACCAGGTGGG--TGAAG--AAC-AAGAAAATAA---GCAAAAATC-------------CG--------------------T-T---------A-C---TAATGTTAAGGATCAGGTCATGGATATGCGCATCAACCTGGAGGGATTAGAGAAGGAGCGCGACTT

droEug1 scf7180000409462:3512873-
3513029 +

ACGACGCGAGCAACTCAGTCAACAATCAGCAAATCGAAGAGATGTCAAACCAGGTGGG--TGATG--AAC-AAGAAAATAT---GAAAAAAAC-------------CG--------------------T-T---------A-C---TAATGTTCGGGATCAGGTCATGGATATGCGCATTAACCTGGAGGGATTAGAAAAAGAGCGCGACTT

dm3 chr2R:2642297-2642453 + ACGACGTGAGCAATTCGGTCAACAATCAACAAATAGAAGAGATGTCAAATCAGGTGGG--TCAAG--ATC-AAGAAAATGA---GAAAAAAAC-------------CG--------------------G-T---------A-C---TAATATTATGGATCAGGTGATGGATATGCGCATAAACCTGGAGGGATTGGAAAAGGAGCGAGACTT
droSim2 2r:3507217-3507373 + dsi_17126 ACGACGCGAGCAATTCAGTCAACAATCAGCAAATAGAAGAGATGTCTAACCAGGTGGG--TCAAG--ATC-AAGAAAATAA---GAAAAAAAC-------------CG--------------------G-T---------A-C---TAATTTTATGGATCAGGTCATGGATATGCGCATAAACCTGGAGGGATTGGAAAAGGAGCGTGACTT

droSec2 scaffold_1:314737-314893 + ACGACGCGAGCAATTCAGTCAACAATCAGCAAATAGAAGAGATGTCTAACCAGGTGGG--TCAAG--ATC-AAGAAAATGA---GAAAAAAAC-------------CG--------------------G-T---------A-C---TAATTTTATGGATCAGGTCATGGATATGCGCATAAACCTGGAGGGATTGGAAAAGGAGCGTGACTT
droYak3 2L:15378963-15379119 + ACGACGCGAGCAATTCAGTCAACAATCAGCAAATAGAAGAGATGTCAAACCAGGTGGG--TCAAG--AAC-AAGAAGATAA---GCAAAATAC-------------CG--------------------A-T---------A-C---TAATATTCAAGACCAGGTCATGGACATGCGCATAAACCTGGAGGGATTGGAAAAGGAGCGCGACTT
droEre2 scaffold_4929:19903046-

19903202 -
ACGACGCGAGCAATTCAGTCAACAATCAGCAAATAGAAGAGATGTCAAACCAGGTGGG--TCAAG--ATC-AAGAAAATAA---GCAAAAAAC-------------CG--------------------A-T---------A-C---TAATATTCAGGATCAGGTCATGGATATGCGCATAAACCTGGAGGGATTGGAAAAGGAGCGTGATTT

Generated: 09/08/2015 at 10:37 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
1
1
1
1
1
0
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004558:161504-161669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004558:161504-161669
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_1476.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:15556464-15556640
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:8250708-8250887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:12351860-12352024
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:912117-912280
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:1088649-1088812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:18354314-18354470
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396735:1635887-1636043
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302273:72686-72845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453955:653945-654101
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491217:364693-364849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766551:11160-11316
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:3509148-3509304
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415420:450547-450703
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:3512873-3513029
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:2642297-2642453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3507217-3507373
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_17126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:314737-314893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15378963-15379119
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:19903046-19903202


ID:

dwi_1748

Coordinate:

scf2_1100000004585:8373366-8373436 +

Confidence:

candidate

Class:

3p_tailed_mirtron

Genomic Locale:

intron
[View on UCSC Genome Browser {Cornell Mirror}]
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Predicted structure
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Flybase annnotation

intron [Dwil\GK24858-in]; CDS [Dwil\GK24858-cds]; CDS [Dwil\GK24858-cds]; utr3 [utr3_plus_369]

No Repeatable elements found
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ACTATAAGGATGGCAGGTGTCTGGGTGTGGCCTTTAGGGGCTTAGATCAGGTGAGTGAGAGCATCAATAAGGAGTAGAAAAAGTTTAACTTACATTCTTCTTTTCCCCTCACTCTATTTAGGTTAAAGAGCCGCTCTACCCAATTGTTTGTTCAACAGCGGCTAAAACCGA

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

#
Mismatch

Hit
Count

Total
Norm Total
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head
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embryo

M045

female
body

V117

male
body

M020

head

..................................................GTGAGTGAGAGCATCAATAAGG................................................................................................... 22 0 1 20.00 20 11 6 2 1 0

..................................................GTGAGTGAGAGCATCAATAAGGA.................................................................................................. 23 0 1 15.00 15 5 9 0 0 1

..................................................GTGAGTGAGAGCATCAATAAG.................................................................................................... 21 0 1 8.00 8 5 1 0 2 0

................................................................................................CTTCTTTTCCCCTCACTCTATT..................................................... 22 0 1 2.00 2 0 1 1 0 0

..................................................GTGAGTGAGAGCATCAATA...................................................................................................... 19 0 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

TGATATTCCTACCGTCCACAGACCCACACCGGAAATCCCCGAATCTAGTCCACTCACTCTCGTAGTTATTCCTCATCTTTTTCAAATTGAATGTAAGAAGAAAAGGGGAGTGAGATAAATCCAATTTCTCGGCGAGATGGGTTAACAAACAAGTTGTCGCCGATTTTGGCT
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004585:8373316-

8373486 +
dwi_1748 ACTATAAGGATGGCAGGTGTCTGGGTGTGGCCTTTAGGGGCTTAGATCAGGTGAGTGAGAG-------CA-----------------------------------------------------------------------------------------------------------------------------------------TCAAT-------AAGGAGTAGA---AAAAGTTTAACTTA----CATTCTTC-----TTTTCCCCTCACTC-TATT-----TAGGTTAAAGAGCCGCTCTACCCAATTGTTTGTTCAACAGCGGCTAAAACCGA---

droVir3 scaffold_12963:8572594-
8572688 +

ACTACAAGGACGGCAAATGCCTGGGCGTGGCCTTTAGAGGCTTGGATAAGGTAAGTCACAGGAGCCTGTTAAA----------------GGGAGAA-------------GGT----------CAA-A--------------------------------------------------------------------------------------------------------------TTGAAA---------TT-----------------------------------------------------------------------------------------

droMoj3 scaffold_6500:1184462-
1184682 +

ACTATAAGGATGGCAAATGCCTGGGCGTGGCATTCAGAGATCTAGACAAGGTGAGCTATG---------------------------CACGATACAGTCGTCTAGTTGTC--TTAGTTGGGATATTGTTAATTCCCAGTCAATTCCAGAATATTCTCTACTGTATAAATAATATACATA-----------------------------------------------------------------------------------TATTG-ATATATTTC-ACTG-----TAGGTAACCGAACCTCTCTATCCCATTGTCTGCTCCACCGCAGCCAAAACGGA---

droGri2 scaffold_15252:11767600-
11767659 +

ACTACAAGGATGGCAAGTGCCTGGGCGTCGCCTTCAGGGGCCTGGATAAGGTAAGCGAAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 4_group4:1560431-1560530 + ACTATAAGGATGGAAAGTGTCTAGGCGTGGCCTTCAGGGGATTGGATAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GATTGAGGAACCTCTTTATCCCATCGTATGCTCGACAGCCGCCAAAACGGA---
droPer2 scaffold_10:565030-565129 + ACTATAAGGATGGAAAGTGTCTAGGCGTGGCCTTCAGGGGATTGGATAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATTGAGGAACCTCTCTATCCCATCGTATGCTCGACAGCCGCCAAAACGGA---
droAna3 scaffold_12916:13671805-

13671968 +
ACTACAAGGACGGCAAGTGCCTGGGTGTAGCTTTCCGAGGATTGAACCAGGTAGGTTACCACTGATTACTTGA----------------GTAATGA-------------GTC----------CAATG--------------------------------------------------------------------------------------------------------------CTGAAA---------CAA------------CACTCTCTTT-CGTG-----CAGATTGAGGAGCCACTGTATCCCATTGTCTGCTCCACGGCAGCCAAAACAGA---

droBip1 scf7180000396535:641648-
641811 +

ACTACAAGGACGGCAAGTGCCTGGGTGTAGCTTTCCGAGGATTGAACCAGGTAGGTTGCCACTGATTATGTGA----------------GCAATGA-------------GTC----------CAATG--------------------------------------------------------------------------------------------------------------CTGAAA---------CTA-------------CCATCTTTC-CCT----CACAGATTGATGAGCCACTGTATCCCATTGTCTGCTCCACGGCGGCCAAAACCGA---

droKik1 scf7180000302271:164193-
164265 +

ACTACAAGGACGGCAAGTGCCTGGGCGTGGCTTTCAGGGGATTGGATCAGGTGAGTTGTAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAAGAGGGATTA

droFic1 scf7180000453842:1207569-
1207728 -

ACTACAAGGACGGCAAGTGCCTGGGCGTCGCCTTCCGAGGATTGGATCAGGTGAGCTTCG------------AACTG---------------------------------------------------------------------------------------AAGATA-TAAAAA--------------------------------------------TG----------------TATAGTACTT--------------ATCCCGCGTAATCT-CCTC-----CAGATTGATGAGCCTTTGTACCCCATTGTCTGCTCAACGGCGGCCAAAACGGA---

droEle1 scf7180000491273:190393-
190483 -

ACTACAAGGATGGCAAGTGCCTGGGCGTGGCCTTCAGGGGATTGGATCAGGTGAGTTAATGAGGTC---------------------------------------------------------------------------------------------------------------------------------------------------------------TACACACAAAACATTAAATTA----TGTT-----------------------------------------------------------------------------------------

droRho1 scf7180000777055:112192-
112245 +

ACTATAAGGATGGCAAGTGCCTGGGCGTAGCCTTCAGGGGATTGGATCAGGTAA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302261:469109-
469337 +

ATTACAAGGATGGCAAGTGCCTGGGCGTTGCCTTCAGAGGATTGGATCAGGTGAGTCGCA-----------------------------GGGATGA-------------GTCAGAATTGGGGCAATG-------------------------------------CAGATAGTACAAATGTATTGTTATTGTTATTTTTAAAATTGCTCTGAC-------ATGGA-------------------GTACTTATATTCACACTAAAATCTTCCTTAATCC-CTTC-----CAGATCGATGAGCCCCTGTACCCCATTGTGTGTTCCACGGCCGCCAAGACGGA---

droTak1 scf7180000415204:107278-
107364 -

AAA-------CTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAACTAACCT--------------TCCCCTTCTAATCC-TCTC-----CAGATTGATGAGCCCCTGTATCCCATTGTCTGCTCCACGGCGGCCAAAACGGA---

droEug1 scf7180000409005:924366-
924528 +

ACTACAAGGATGGCAAATGCCTGGGCGTCGCATTCCGGGGATTGGATCAGGTGAGTCGGAA---------TA---------------------------------------------------------------------------------------------------------------------------------------TAAATCAACCCTAATGTGTAGG---AAATC--AATATTA----TG------------------TTAATCA-TATC-----CAGATTGATGAACCCCTATATCCCATCGTGTGCTCTACGGCTGCCAAGACAGA---

dm3 chr2L:5039691-5039858 + TCTACAAGGATGGCAAGTGCCTGGGCGTTGCTTTCCGCGGATTGGATCAGGTGAGTCCGG---------TTGAATTGTTCAATCCTCCAAGGATCA--------------------------------------------GGCTCTAG------------------------------------------------------------------------------------------------------------------AATCTCGCCTAACTGCCCAA-----CAGATTGATGAGCCCCTGTACCCCATCGTATGCTCTACTGCCGCCAAAACGGA---
droSim2 2l:4853015-4853186 + dsi_5917 TCTACAAGGACGGCAAGTGCCTGGGCGTTGCTTTCCGCGGATTGGATCAGGTGAGTCCGG---------TTGAATTGTTCATTCCTCCACGGATCA--------------------------------------------GGCTCTAG------------------------------------------------------------------------------------------------------------------AATCTCGCCTAACTG-CCCCCCCAACAGATTGATGAGCCCCTGTACCCCATCGTATGCTCTACTGCCGCCAAAACGGA---
droSec2 scaffold_5:3126208-3126378

+
TCTACAAGGACGGCAAGTGCCTGGGCGTTGCTTTCCGCGGATTGGATCAGGTGAGTCCGG---------TTGAATTGTTCAATCCTTCAAGGATCA--------------------------------------------GACTCTAG------------------------------------------------------------------------------------------------------------------AATCTCGCCTAACTG-CCCC-CCAACAGATTGATGAGCCCCTGTACCCCATCGTATGTTCTACTGCCGCCAAAACGGA---

droYak3 2L:10485770-10485935 - TCTACAAGGACGGCAAGTGCCTGGGCGTCGCCTTCCGTGGATTGGATCAGGTAAGTTGG----------TTGAATTATGCCACACTGCAAGGATCA--------------------------------------------CGTTCAAG------------------------------------------------------------------------------------------------------------------AATTGCACCTAATTC-CCTT-----CAGATTGATGAGCCCTTGTACCCCATTGTATGCTCTACTGCCGCCAAAACGGA---
droEre2 scaffold_4929:5118792-

5118957 +
TCTACAAGGACGGCAAGTGCCTGGGCGTCGCTTTCCGTGGATTGGACCAGGTGAGTTGG----------TTGAATAATGCAAGTATGCAAGGAACA--------------------------------------------GGTTTAAG------------------------------------------------------------------------------------------------------------------AATTTTGCCCAATTC-ACTC-----CAGATTGATGAGCCCCTGTACCCCATCGTATGCTCTACTGCCGCGAAAACGGA---
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ATTGTTAAAATAAACGAGAGTCGAAAATTAAACAAATTAATTGACAATTTTATGAGAACAAACTGGAAAGTCTATAACAATGCAAATTGCCAACGAAGCTGACATCCAATTTGTTGACATTTCTTGTCTATTAATAATCACAGTGATAAACTAGATCTGAAATACATATATATG

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

V118

embryo

V119

head

V117

male
body

M045

female
body

..................................................TATGAGAACAAACTGGAAAGTCT..................................................................................................... 23 0 1 36.00 36 19 6 8 1 2

.................................................TTATGAGAACAAACTGGAAAGTCT..................................................................................................... 24 0 1 6.00 6 1 4 1 0 0

.................................................TTATGAGAACAAACTGGAAAGTC...................................................................................................... 23 0 1 1.00 1 0 1 0 0 0

..................................................TATGAGAACAAACTGGAAAGTC...................................................................................................... 22 0 1 1.00 1 0 0 0 1 0

.....................................................................................................ACATCCAATTTGTTGACATTTC................................................... 22 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

TAACAATTTTATTTGCTCTCAGCTTTTAATTTGTTTAATTAACTGTTAAAATACTCTTGTTTGACCTTTCAGATATTGTTACGTTTAACGGTTGCTTCGACTGTAGGTTAAACAACTGTAAAGAACAGATAATTATTAGTGTCACTATTTGATCTAGACTTTATGTATATATAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

M045

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004511:2653100-

2653273 -
dwi_110 ATTGTTAAAA---TAAACGAGAG--TCGAAAATTAAACAAATTAATTGACAATTTTATGAGAACAAACTGGAAAGTCTATAACAAT------------------------------------------------------------------GCAAATTGCCAACGAA--GCTGACATCCAATTTG-------------------------------------------------------------------------------------------------TTGACATTTCTTGTCTATTAATAA-----------------TCACAGTGATAAA---CTAGATC--TGAAATACATATATATG

droVir3 scaffold_13042:4024595-
4024751 +

ATTGGAAATG---GAAATACAAATAACTAAAATTAAATA----------------------T------------------------------TAATAATA------------ATAACAATAAAATAAAATGGGCAGCAACA----------AGAAAGTT-----------GACGAAA---------ATGAGGCTGAGC-CGAAGCATTTCTTTGA-TTAACGC-AAAAACAATTT-----------------------------------------------------------------------------------------------------------ATTGT--TTATATATATATATATA

droMoj3 scaffold_6540:30116124-
30116327 +

ATAAATAAGG---TGAATGAACTTAAACAA----------ATTAGTCAAA----CTACGAAAACATAATACAAATACTTCAGCA------------------------------------------AAATATTTAATATTCAAGCATTT--AAAGAATTGCATAACAACATTTTAAACCAGACTTT-------------------------------------------------------------------------------------------------TTGCCATTTCATTTTTATC--TATTTGTTTTATTTTTGTGATTAAAATTCTATATTTAAAAAAA--AAAAATATATATATATA

droGri2 scaffold_15110:11876594-
11876770 +

AAAATAAATGA-TACAATTA---------------------------------------------------TGA----------------GAA-----T-----------------------------------TACAACAAATTTGTATAAAAAATT---------T--GTCGAAATTA---------TAACAAATCATTAAATATTGCACTCAATAAATTCTGAACACAATTTGTTCACTTAATGATTTATTTTACTATATATACAAATATATAGTGCAAA-----------------------------------------------------------TATTT--CAAAATATATATATATG

dp5 XL_group1a:2917521-2917567
-

CTTATCTATC-------------------------------------------------------------------AGGAATTT---------------------ACATCTA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAGGT--TTCTATTCATACATATC

droPer2 scaffold_36:398190-398260 + AACAAAACTAACTTCAACTT------------------------------------------------------------------------TGATAACAA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTCCCTTTCATATTT----------------------------------CTTA-----TAAAT--TTAAATATATGTATATA
droAna3 scaffold_12929:2112456-

2112478 -
TAGATT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTATATGTATATGTATA

droBip1 scf7180000396431:797066-
797126 +

ATTTAGT----------------------------------------------------------------------GAGTCCTTTTCTGACAACCAAAAACAACAAAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACCAA--ACAAATATACATACATG

droKik1 scf7180000302517:733496-
733578 +

AAATCTATAT---GCGAAATGGAGGCC--------------------------------------------------GACGCCTTTTCAATTTGCCAGCAAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAAAATTTACAA-----CATGA--CCAGATCGGTGTGTATA

droFic1 scf7180000453927:1171411-
1171428 -

CTTAC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTACGTATCACTG

droEle1 scf7180000491255:5587-5619
+

AGGGACAGAT---CAGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TC--CTGATCAAAAATATATG

droRho1 scf7180000775259:1481-1493
+

AT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATATATATATA

droBia1 scf7180000299946:72844-
72914 -

TTTATATT------------------------------------------------------------------------TATTTTCTTAATTCTTAATTA--ATAATTCTTAAAAGTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTAA-----AATAA--ATAAATATATATATATA

droTak1 scf7180000412262:29414-
29464 +

TTGTTGAATC----AGA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-----------------ATAAATAGATAAA---TAAAAAC--AGAAATATATATATGTA

droEug1 scf7180000409672:5433698-
5433818 +

TTTTTTGGGT---TCAATCA---------------------------------------------------ACA----------------GCC-----------------------------------------TCCAACTAAGCACTG--AAAAAAA---------T--GATGAAGTTAAACATA-------------------------------------------------------------------------------------------------CTCATATTTCTTTTCTATA--CAT-----------------TTAAAGTCGCTAA-----TATAATTTAAAATGTATATACACT

dm3 chrX:3683251-3683332 + ATTTGTT----------------------------------------------------------------------GAGTATTTTATTAAAAAATAATTACGATAATAATTAAAAAGTTTAAATTGA------------------------ACGAATTAC------------GAAA---------A---------------------------------------------------------------------------------------------------------------------------------------------------------------A--CAAA--------CTGAA
droSim2 4:84055-84069 + A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATACATATACATG
droSec2 scaffold_4:3019788-3019914

-

ACAGTTGAGG---CAGACGAGAAAAACAAA----------ACCCATTAAA----TTATTTG--------------TTGAGTATTTTATTAAAAAATAATTACGATAATAATTAAAAAGTTTAAATTGA------------------------ACGAATTGC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAA--AAAACTGAATATACATA

droYak3 X:4728037-4728127 - ATTTGTT----------------------------------------------------------------------GAGTATTTTATTAAATAATAATTACGATAATAATTATAAAATTTAAATTGA------------------------ACGAATTGC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAAAAAA--CAAACTGAATATACATA

droEre2 scaffold_4690:9846404-
9846477 +

GCGAATGAAG---TTAATAT-------------------------------------------------------------------GCAACTATTAATAT--ACAA-----------CATATATGGG-------------------------GA--------------------------------------------------------------------------------------------------------------------------------AATCCC------------------------------------------------------TATA--TGAAAATGATATATATG
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TTAATATATTGCAACAAGCAAATGAATTGAAAATGTTGGGTGAATATCAGGTAAGTTAGAGAAACATTAGTCCATAATCCTACCCTTCTGATGAATTTCTCTAATTACAGAGCGTTTTTATACCCGTTTTGGACACTCACACCATGGAGTTTGGTGAACT

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

M020

head

M045

female
body

V119

head

V117

male
body

......................................................................................TCTGATGAATTTCTCTAATTACA................................................... 23 0 1 7.00 7 0 7 0 0 0

......................................................................................TCTGATGAATTTCTCTAATTACAG.................................................. 24 0 1 4.00 4 0 3 1 0 0

......................................................................................TCTGATGAATTTCTCTAATTAC.................................................... 22 0 1 1.00 1 0 1 0 0 0

......................................................................................TCTGATGAATTTCTCTAATTACAC.................................................. 24 1 1 1.00 1 0 1 0 0 0

...................................................TAAGTTAGAGAAACATTAGTCC....................................................................................... 22 0 1 1.00 1 0 0 1 0 0

......................................................................................TCTGATGAATTTCTCTAATT...................................................... 20 0 1 1.00 1 0 0 1 0 0

Anti-sense strand reads

AATTATATAACGTTGTTCGTTTACTTAACTTTTACAACCCACTTATAGTCCATTCAATCTCTTTGTAATCAGGTATTAGGATGGGAAGACTACTTAAAGAGATTAATGTCTCGCAAAAATATGGGCAAAACCTGTGAGTGTGGTACCTCAAACCACTTGA

***************************************************..(((((((((((((((((.................))))))..)))))))))))...***************************************************
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
droWil2 scf2_1100000004521:8757592-

8757751 +
dwi_1329 TTAATATATTGCAACAAGCAAATGAATTGAAAATGTTGGGTGAATATCAGGTAAGTT-A--G-A-----------------------------GAAACA----------T----------------------------TAGTC-CATAA--------------TCCTACCCTTCTGATGAATTTCTCTAATTACAGAGCGTTTTTATACCCGTTTTGGACACTCACACCATGGAGTTTGGTGAACT

droVir3 scaffold_12963:3483847-
3484002 -

TGAGAATTTTGGAGCAAGCCAACGAGCTTAAAATGCTGGGCGAATATCAGGCAAGGA-TTGT-C-T---------------------------ATTAGGTTTTCATTT-T-------------------------------AA-CAAAGATTTTTCTT-----------------TAT----------TTTGTCAGAGCGTTTTTATACCCCTGCTGGATACGCACACATTGGAGCTGGGCGACAT

droMoj3 scaffold_6500:13859016-
13859197 -

TAAAAGTTCTAGAACAAGCTCACGAGCTAAAAATGTTAGGTGAATATCAGGTGAGAA-AGTGCAGA---GATAAGAGTGTGCAATATAATA--GAAATA---------------------------------------------------------T-TATATTTTTACTAATTATATTGTTTCTATCAATATCAGAGTGTTTTTATACCCCTCTTGGATACACACACCCTGGAGCTGGGTGACAT

droGri2 scaffold_15252:3041009-
3041196 -

TGGGCATCTTAGAGCAGGCCAATGAGCTTAAAATGTTGGGTGAATATCAGGTAAAGA-ATCT-TAA---AG---GA-ACTGG-------------------AAAAGTGACTCTTTTTTTGTGTGTTTGTCTTTATTGCTAATT-ATT--AAATATTTT-----------------GA----------CTTTTGCAGAGTGTTTTTATACCCCTGCTCGATACACACACACTGGAGCTTGGTGACAT

dp5 4_group4:3291859-3292015 + TGAGCCTCTTGCAACAGGCAAACGAACTGAAAATGTTGGGGGAATATCAGGTCGAGT-TA-G-ATA---------------------------GAAAGATGTATTATA-G-------------------------------AA-CCTAGTAACGACTA-----------------TAT---------TCTTTGCAGAGTGTCTTCATACCCCTTCTGGACACACACACTATGGACTTCGGTGAACT
droPer2 scaffold_10:2313190-2313346

+
TGAGCCTCTTGCAACAGGCAAACGAACTGAAAATGTTGGGGGAATATCAGGTGGAGT-TA-G-ATA---------------------------GAAAGATGTATTATA-G-------------------------------AA-CCTAGTAACGACTA-----------------TAT---------TCTTTGCAGAGTGTCTTCATACCCCTTCTGGACACACACACTATGGACTTCGGTGAACT

droAna3 scaffold_12916:10997600-
10997749 -

TGGGAATACTGCAGCAAGCCAATGAACTGAAGATGTTGGGAGAATATCAGGTATGAG-ATTATTAT---TT------TGAAA-------------------CT-----------------------------------TAAATCATA--------------------------------AAATTGAAATATATTAGAGCATCTTTATACCCATGCTGGATACCCATACCATCGACTTTGGTGAACT

droBip1 scf7180000396572:655481-
655632 -

TGGGAATTTTACAGCAAGCCAATGAGCTGAAAATGTTAGGAGAATATCAGGTATAAG-TTAA-TGG---G-------CTTGA-------------------AAAACC-------------------------------------------GAAATCT------------------TAA--GCAATAACTTTTTCAGAGCGTCTTCATACCCGTACTGGATACCCACACGATAGACTTTGGTGAACT

droKik1 scf7180000302389:545036-
545191 +

TGCCCATATTGCAGCAAGCCAATGAGCTAAAAATGTTGGGGGAATATCAGGTCTGAA-ATTCTATA---TA------TATTA-------------------CTAAAAA-A----------------------------TATTATAAT--------------------------------AATTAGAATTATTTAAGAGCGTCTTTATCCCCCTACTCGATACCCATACCATTGAGTTTGGAGATCT

droFic1 scf7180000453932:337906-
338059 +

TAAGCATTTTACAGCAAGCGAATGAGTTGAAAATGTTGGGCGAATACCAGGTG-ATA-TTAA-AGA---GG------TGAAC-------------------ATTGAGT-C----------------------------ACGTACTCT--------------------------------AATTCCATTTATTGCAGAGCATTTTCATACCCCTGCTGGACACGCACTCCATCGAGTTTGGCGATCT

droEle1 scf7180000490076:25632-25786
+

TGAAAATATTGGAACAAGCAAATGAGCTAAAAATGTTAGGCGAATATCAGGTGCATA-TTCA-AAA---GA------TGTCC-------------------TTATAAT-T----------------------------TAATTTATT--------------------------------CATTTCAATACCTTCAGAGCGTATTTATACCTCTTCTGGATACTCATTCCATCGAGTTTGGAGACCT

droRho1 scf7180000771891:37886-38040
-

TGAACATATTGCAACAAGCTAATGAGCTAAAAATGTTGGGCGAATATCAGGTTCATA-TTCA-AAA---GA------TGTGC-------------------AAATAGC-T----------------------------TAATTGATT--------------------------------GATTCCTTTTTTTTAAGAGCATATTTATACCTCTTCTGGACACGCATTCCGTTGAGTTCGGAGAACT

droBia1 scf7180000302422:3721684-
3721832 -

TGAAAATATTGGAACAAGCCAATGAGCTGAAAATGTTGGGCGAATATCAGGTAGGCT-TATA-AGG---AA------AAAGG-------------------GAAATGG-A----------------------------TAATTAATT----------------------------AA----------TTATTTTAGAGCGTTTTCATACCGCTTCTGGACACCCATTCAATCGACTTTGGCGATCT

droTak1 scf7180000415871:257335-
257493 -

TGAAAATATTGCAACAAGCTAATGAGCTGAAAATGTTGGGCGAATATCAGGTTCTACTTAAA-ACAAATAA------TAAGA-------------------AAACAAA-T----------------------------TAATTTTTT--------------------------------CATACCGTTTATTTTAGAGCGTTTTTATACCGCTACTGGATACCCATTCAATCGACTTTGGTGAACT

droEug1 scf7180000409063:206259-
206414 -

TAAAAATATTGCAACAAGCAAATGAGCTTAAGATGTTGGGCGAATATCAGGTTCATC-TTCG-AAG---GC------CGTGA-------AAGAAATACT----------T----------------------------TTGTT--------------------------------CAT--ATCCCATTAATTTCAGAGCGTTTTCATACCCCAACTTGACACCCATTCCATCGAGTTTGGCGACCT

dm3 chr2L:21207640-21207797 + TAAAAATATTGCAACAGGCAAATGAGCTAAAAATGTTGGGCGAGTATCAGGTTCGTA-TTCT-ACA---AA------TGAGC-------------------AAAAGTG-T----------------------------TAATA-CTTAACGACGTTT------------------TAT----------ACCTTAAGAGCGTTTTCATACCACTCCTGGACACCCATTCCATCGATTTTGGTGAACT
droSim2 2l:20644728-20644885 + TAAAAATATTGCAACAGGCAAATGAGCTGAAAATGTTGGGCGAGTATCAGGTTCGTA-TTTT-ACA---AA------TAAGC-------------------AAAAGTG-T----------------------------TAATA-CTTAACGCCGTTT------------------TAT----------ACCTTAAGAGCGTTTTCATACCGCTCCTAGACACCCATTCCATCGATTTCGGTGAACT
droSec2 scaffold_18:1127835-1127992

+
TAAAAATATTGCAACAGGCCAATGAGCTGAAAATGTTGGGCGAGTATCAGGTTCGTA-TTTT-ACA---AA------TGAGC-------------------AAAAGTG-T----------------------------TAATA-CTTAACGCCGTTT------------------TAT----------ACCTTAAGAGCGTTTTTATACCGCTCCTAGACACCCATTCCATCGATTTCGGTGAACT

droYak3 2R:1568453-1568611 - TAAAAATATTGCAACAAGCAAATGAGCTCAAAATGTTGGGAGAATATCAGGTTTGTA-TTCA-ATA---AA------TGAGC-------------------AAAAGTG-T----------------------------AACTA-ATTATCGACGTTTA-----------------TAT----------ACCTTAAGAGCGTTTTTATACCTCTTCTGGACACCCATTCCATAGATTTTGGTGAGCT
droEre2 scaffold_4845:3293217-

3293372 -
TGAAAATATTGCAGCAAGCAAGTGAGCTAAAAATGTTGGGCGAATATCAGGTTCGTA-TTCA-ATA---AG------TGATC-------------------AAAAGTG-T-------------------------------AA-CCTAAGGACGTTTT-----------------TAT----------ACCCCAAGAGCATTTTTATACCCCTTCTGGACACCCATTCCATGGATTTTGGTGAACT
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Repeatable elements

Name Class Family Strand

AT_rich Low_complexity Low_complexity +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTGATGGTGGCTGGGCGTGGGTCGTTTGTGTTGCGGCCGGCATTTCCAATGTAGGTAAAAATGATTAGAAATAAAATATTATTAATTATTTTTTTCAACTAATCGTTTTTCCTACGAACAGTTATCGATTTTTCCGTGTCTGCAGCAGTTTGGCTTTCTGTTCAAAGACCG

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

M020

head

V119

head

V117

male
body

...............................................................................................CAACTAATCGTTTTTCCTACGA...................................................... 22 0 1 14.00 14 9 2 2 1

...............................................................................................CAACTAATCGTTTTTCCTACG....................................................... 21 0 1 3.00 3 1 2 0 0

..................................................GTAGGTAAAAATGATTAGAAAT................................................................................................... 22 0 1 2.00 2 1 0 1 0

..............................................................................................TCAACTAATCGTTTTTCCTA......................................................... 20 0 1 1.00 1 1 0 0 0

..........................................................................................TTTTTCAACTAATCGTTTTTCCTA......................................................... 24 0 1 1.00 1 1 0 0 0

...............................................................................................CAACTAATCGTTTTTCCTACGAC..................................................... 23 1 1 1.00 1 1 0 0 0

..................................................GTAGGTAAAAATGATTAGAA..................................................................................................... 20 0 1 1.00 1 1 0 0 0

..............................................................................................TCAACTAATCGTTTTTCCTACGC...................................................... 23 1 1 1.00 1 1 0 0 0

..................................................GTAGGTAAAAATGATTAGAAATAAAAT.............................................................................................. 27 0 1 1.00 1 0 0 0 1

..............................................................................................TCAACTAATCGTTTTTCCTACGA...................................................... 23 0 1 1.00 1 0 0 1 0

..............................................................................................TCAACTAATCGTTTTTCCTAC........................................................ 21 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

GACTACCACCGACCCGCACCCAGCAAACACAACGCCGGCCGTAAAGGTTACATCCATTTTTACTAATCTTTATTTTATAATAATTAATAAAAAAAGTTGATTAGCAAAAAGGATGCTTGTCAATAGCTAAAAAGGCACAGACGTCGTCAAACCGAAAGACAAGTTTCTGGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004515:3018650-

3018820 -
dwi_1078 CTGATGGTGGCTGGGCGTGGGTCGTTTGTGTTGCGGCCGGCATTTCCAATGTAGGTAAAAATGAT--T---------------------------AGAAA-TAAAATAT--------------------------------------TATTAATTATTTTTT---------------------------------------------TCA-A---------------------------------------------------------------------------------------------CTAATC--GTTTT-T----CCT-A-CGAACAGTTATCGATTTTTCCGTGTCTGCAGCAGTTTGGCTTTCTGTTCAAAGACCG

droVir3 scaffold_12970:9387503-
9387657 -

CCGATGGCGGCTGGGCGTGGCTGGTGTGCGTAGCCGCCGGCTTATCGAATGTAGGTAAAACCAAG--C------A--GTTAAT-------------CCAGA-G--------------------CA----------------------------------------------------------ATT-----------------------------------------------------------------------------------------------------------------GA-----TTAT-----CAAA-----GTC-C-CTTTCAGCTGTCACTGTATCCCTGCCTGCAACAGTTCGGCTTCATGTTTCGCGAGCG

droMoj3 scaffold_6308:1341465-
1341632 +

CCGATGGCGGCTGGGCGTGGCTGGTGTGCATCGCCGCCGGCATATCGAATGTAGGTAAAATCGAA--------ACTC--CCATCC----------------------------------------AGTGCCAAGCAATTAT------CCATG---------------------------------------------GGC---------------------------------------------------------------------------------------------------------------AATGCCAT-----CGC-T-CTGACAGATGTCGCTGTATCCGTGCCTGCAGCAGTTCGGGCTGCTGTTCGGCCAACG

droGri2 scaffold_15203:5016744-
5016927 +

CCGATGGCGGCTGGGCGTGGCTGGTGTGCGTGGCCGCTGGCTTATCCAATGTAGGTAAAATTTCAAGCACAAT-----TA-------------------------------------------------------------------CACCCAAATGCGAATGA-----------------------------------------------------------------------------------------------------TGCAATCAATCCAATCAA-TTG--------------------TAT--CGTCTC-T----GGT-C-AATACAGCTATCGCTGTATCCGTGCCTGCAACAGTTTGGCTTCCTGTTCCGGGAGCG

dp5 XL_group1e:8334796-8334996
-

CCGATGGCGGCTGGGCGTGGCTGGTGTGCGTCGCCGCTGGCGTTTCCAATGTAGGTAAAAGGTGT--C-----------------CAATGCCCGCAGAGC-CACAGCCTCA------GCTTCA------------------GCTCTC---------------------------------------------------------------GCCCTC--------------------------GTTTCCCCCC----------GAATTGAG-------------C--------------------------AAGTCCTT--TCCCCAC-C-CCCACAGCTGTCCATCTATCCGTGTCTGCAGCAGTTCGGCTTCCTGTTCAGAGAGCG

droPer2 scaffold_13:230046-230252 + CCGATGGCGGCTGGGCGTGGCTGGTGTGCGTCGCCGCTGGCGTTTCCAATGTAGGTAAAAGGTGT--C-----------------CAACGCCCGCAGAGC-CACAGCTTCAGCTTCAGCTTCA------------------GCTCTC---------------------------------------------------------------GCCCTC--------------------------GTTTCCCCCC----------GAATTGAG-------------C--------------------------AAATCCTT--TCCCCAC-C-CCCACAGCTGTCCATCTATCCGTGTCTGCAGCAGTTCGGCTTCCTGTTCAGAGAGCG
droAna3 scaffold_12903:599200-

599367 +
CGGACGGCGGCTGGGCGTGGCTGGTGTGCGTGGCCGCCGGAGTTTCAAATGTAGGTAATTTTAAA--------TATT----------------------------------------------------------------TCTCTACCCT-------------------------------------------------------------------------------------TAAATTGTAA----------------TAATTTAA-------------C--------------------------AAATACTT-T----CAT-T-CATTCAGCTTTCCATATATCCCTGCCTGCAACAGTTCGGCTTCCTTTTCCGGGAACG

droBip1 scf7180000395925:6197-6360
-

CGGACGCAGGATGGGCGTGGCTAGTGTGTGTGGCCGCCGGAGTATCAAATGTAGGTAATTTTAAT--------AATT----------------------------------------------------------------TTTCTA---------------------------------------------------------------ACTATT--------------------------GTTTTTT--------------------------------------------------TT-----TAATTAATAACT-A----TTT-C-CATTTAGCTTTCCATATATCCCTGCCTGCAACAGTTTGGGTTTCTTTTTCGGGGACG

droKik1 scf7180000302798:149383-
149490 -

GAAAT----------------------------------------------TAAGTAAATAATTA--T-AAT-TTTT-------------------------------------------------------------------------------------------------------A-------------------------------------------------------TAAA-------------------------T---------------------------------TA-----TATTAAG-TTTC-C----TTT-T-CCCACAGCTATCCATTTATCCCTGCCTGCAGCAGTTCGGCTTCCTGTTCAAGGATCG

droFic1 scf7180000451789:237386-
237569 -

CCGACGGGGGATGGGGCTGGGTGGTTTGCCTGGCGGCGGGTTTTAATAACGTAAGTGATACACAC--------AGTT--GATGCC----------------------------------------CCTACGTATGGACTCT------AGATG---------------------------------------------AGTATCCCCTTCT-TCT--TCTT--------------------------------------------------------------------------------------------CTGCTGT-----TCC-C-TCCACAGTTCTTCCTTTTCCCGGCACTGCAGCAATATGGCCTGATTTACAGAGGGCG

droEle1 scf7180000490751:851455-
851623 -

CCGACGGAGGATGGGGCTGGGTGGTCTGCCTGGCAGCCGGCTTAAACAACGTGAGTGATACACAT--------AGAT--CAGGATAAATG---------------------------------------------------------TATGCAGACATTAGTGTTATGC--------------------------------------------------------------------------------------------------------------------------------------------------CCC-C----TTTCGCTTCGCAGTTCTTCCTTTTCCCAGCCCTGCAGCAATATGGCCTGATATACAGGGTGCG

droRho1 scf7180000778091:447671-
447831 -

CCGACGGAGGATGGGGCTGGGTGGTCTGCCTGGCAGCGGGCTTGAATAATGTGAGTTATACAGAC--G-------------------------------------------------------------------------C--------------------------CTCCCAGTCGAGATAGTT-----------------------------------------------------------------------------------------------------------------AA-----TAATGGTGTCCC-C----TTT-T-GGTGCAGTTCTTCCTTTTCCCGGCCCTGCAGCAATATGGTTTGATCTACAGGGATCG

droBia1 scf7180000302069:1450425-
1450631 +

CCGATGCGGGGTGGGCGTGGCTCGTTTGCGTGGCCGCTGGGGTATCCAATGTAGGTAAAACCCAG--C-CAAG-----TT---------------------------------------------TTTGTATCTAGA----TATT--CATCGAGTTACA----T---------------------------------------------------T--------------------------GTGTATC---TTACATGCAA-------------------------GAAGAAAAGGCTTACCATCTAATAGG-----T-----CTT-T-CTTACAGCTGTCCATCTACCCCTGCCTGCAACAGTTCGGCTTCCTGTTCAGGGAGCG

droTak1 scf7180000415843:934330-
934439 +

AG-------------------------------------------TTATTATAAATAAA----------------------------------------------------------------------------------TA----TATTAATTAATTTTTCT---------------------------------------------------------------------------------------------------------------------------------------AA----TTTTT--CCTCTC-C----CAT-T-TCCACAGTTCTTCCTTTTCCCGGCTCTGCAGCAATATGGTTTGATCTACAGGGTGCG

droEug1 scf7180000409109:242592-
242760 +

CCGACGGTGGATGGGGCTGGGTGGTCTGCCTGGCAGCTGGCTTAAATAATGTAAGTAATATACAG--------AGATGCCCAG-------------TTGGT-G-----------------------------------------------------------------------GTTGGAAAAGCT-----------------------------------------------------------------------------------------------------------------GA-----TAATTGGTCTTC-G----TTT-C-GTCTTAGTTCTTCCTTTTCCCGGCCCTGCAACAGTATGGCCTGATCTACAGAGTCCG

dm3 chrX:19207422-19207607 - CCGACGGGGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTAAGTGATATATAG--C------GTGGCCGAA-------------TTGCA-G--------------------CA-------------------------------------------------GTCTGGATGGTG-------CATAATAATCTCCCTAT-CCT--CATC---------------------------------------------------------------------------------------------CTCAC-A----TTC-C-CGCACAGTTCTTCCTTTTCCCGGCTCTGCAGCAGTATGGCCTGATCTACAGGGTGCG
droSim2 x:18033328-18033508 - CCGACGCGGGATGGGCGTGGGTCGTTTGCGTCGCCGCTGGCGTTTCCAATGTAGGTAAAACCAAG--C-CAAT-----TT-------------------------------------------------------------------CATCCATTTCCTATTGAAATCCTCCCAC-------------------------------------------------------------------------------------------------------------TAGGAAG----------CCCTCTAATAGA-----T-----TTC-C-CTTACAGCTCTCCATTTACCCCTGCCTGCAACAGTTTGGCTTTCTGTTCAGGGAGCG
droSec2 scaffold_8:1425711-1425891

-
CCGACGCGGGATGGGCGTGGATCGTTTGCGTCGCCGCTGGCGTTTCCAATGTAGGTAAAACCAAG--C-CAAT-----TT-------------------------------------------------------------------CATCCATTTCCTATTGAAATCCTCCCAC-------------------------------------------------------------------------------------------------------------TCGGAAG----------CCCTCTAATAGA-----C-----TTC-C-TTTACAGCTCTCCATTTACCCCTGCCTGCAACAGTTTGGCTTTCTGTTCAGGGAGCG

droYak3 X:12192333-12192515 + CCGACGCGGGATGGGCGTGGGTCGTTTGCGTCGCCGCTGGCGTTTCCAATGTAGGTAAAACCAAG--C-CAAT-----TT-------------------------------------------------------------------CCTCCACTTCCT------------------------------------------------------------TCATACATTTATTTTGACA-----------------------------------------------AAGAAG----------ACCTCTAATAGC-----G-----TTT-G-TTTACAGCTTTCCATTTACCCCTGCCTGCAACAGTTTGGCTTCCTGTTCAGGGAGCG
droEre2 scaffold_4690:9465004-

9465174 -
CCGACGGGGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTGAGTGATACAGCG----------TGGCCGAG-------------ATGGA-G--------------------CG-----------------------------------------------------GACAGGCTGATGGGGCATACTAATCCTTCTA-TCC-----------------------------------------------------------------------------------------------------TCCGA-----TTC-C-CCCACAGTTCTTTCTCTTCCCGGCTCTGCAGCAGTATGGCCTGATCT----------
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGATTAATACCTCATGTGAGTAACAAATCATCTGAAAAGCGTTTACCAACACTGAAATCGGCTAAAGCTTGATAGACTAAGAAAAATGAGGCTAAAGCTTGATTTTAGTGTTGTTAAACGCTATTTTGTTACGAAGAGCAAAAAGCAAGAACTGCGTTCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

M045

female
body

V118

embryo

V117

male
body

........................................................................................AGGCTAAAGCTTGATTTTAGTG................................................... 22 0 1 14.00 14 13 1 0 0

........................................................................................AGGCTAAAGCTTGATTTTAG..................................................... 20 0 1 5.00 5 5 0 0 0

..................................................ACTGAAATCGGCTAAAGCTTGA......................................................................................... 22 0 1 3.00 3 0 1 1 1

........................................................................................AGGCTAAAGCTTGATTTT....................................................... 18 0 1 2.00 2 2 0 0 0

.........................................................................AGACTAAGAAAAATGAGGCTAAAGCTT............................................................. 27 0 1 1.00 1 0 0 1 0

........................................................................................AGGCTAAAGCTTGATTTTAGTGTT................................................. 24 0 1 1.00 1 0 1 0 0

........................................................................TAGACTAAGAAAAATGAGGCT.................................................................... 21 0 1 1.00 1 1 0 0 0

...............................................................................................AGCTTGATTTTAGTGTTGTTAAACGC........................................ 26 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

ACTAATTATGGAGTACACTCATTGTTTAGTAGACTTTTCGCAAATGGTTGTGACTTTAGCCGATTTCGAACTATCTGATTCTTTTTACTCCGATTTCGAACTAAAATCACAACAATTTGCGATAAAACAATGCTTCTCGTTTTTCGTTCTTGACGCAAGCT

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

Species Coordinate ID Alignment
droWil2 scf2_1100000004968:1109517-

1109677 +
dwi_115 TGATTAA--TACCTCATGTG----AGTAACAAATCATCTGAAA-AGCGTTTACCAACACTGAAAT---------------------------------------C----GGCTAAAGCTTGATAGACTAAGAAAA-----------------------------------------------------ATGAGGCTAAA-----GCTTGATTTTAGTG--TTGTTAAACGC--TATTTTGTTACGAAGAGCAAAAAGCAAGAACTGCGTTCGA----------

droVir3 scaffold_13324:2282716-
2282830 +

CAACACC--GA------------------------------------------------------GAATTGTCCTACG------------CTTGGACGGAAGGTTGAGAAGAAGCAGCCTACTGGAGTTAGATT-------------------AG-----------------------------------------------------------AGT------------GCCAATTTAAGCCTCGTAAGGCAAAAAGCAGAAATTGCTTCTGA----------

droMoj3 scaffold_6680:24216846-
24216885 +

CTACTAT--GA--------------------------------------------------------------------------------------------------------------------TAAGAAGGT-------------------------------------------------------------------------------------------------------------------AATCGTAAATTACTGTTTTTGG----------

droGri2 scaffold_14906:12368608-
12368741 +

TAGTAATTTAACTACA--------------------------A-A--------------------GCATAACAAGA------TGATTAGTTAAGGAGGGAAGGTTAATAAGGATCAGTCTATTTGTATATGGAGGCAGTA--------------------------------------------------------------------------CAC------------ACCAGTCATAGCGACGAAGAGCAAAAAGTAAGAAACCCTTCTGC----------

dp5 Unknown_singleton_3283:1474-
1511 +

TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAGTTACGAAGGCCAAAAATTAAAAATTGCTTTTGC----------

droPer2 scaffold_43:155749-155879 + TGATCAA--GAATATA----TATACT--TTATGGGGTCGGAAA-CGATTC-----------------------------------------------------------------------CTTCTGGACGTTAC--ACTTTTACCACA-------AATCTAATATACC-------------------------CCAAT-----ACTCATTTT------------------------TAGT-------ATCGGGT--ATAAAAGTTTTTGTGTACTGATTCTA
droAna3 scaffold_13099:477684-477784

-
CCAGCAT--CGTCATC---------------------------------------------------------------------------------------------GGTAAAAGTCTACTACAATAAGAGGGGAGGTAAA------GATTTG-----------------------------------------------------------CAT------------CCTAATTAAGTCCCCTAAGCGCAAAAGTAAGGAAGTTTTTTTGT----------

droBip1 scf7180000396264:46548-46714
+

TTATTAT--AACTAAAAGTA----AGGATAAATTAAGTTAAAAGATATT-CCATAATTTTGGATT---------------------------------------T----AGTTAAATC-----------TAGGGATAGTA----------------------TAGTA-----GATA---G--------TAGATAGTATA-----GCACAAGTACGGCGCTCTTTTAAAGG--AGGTTTAGTTTTTTTAAGCAAATAGCAGAAACTGCTTTTGG----------

droKik1 scf7180000301626:7723-7813 + AATT---------------------------------------------------------------------------------------------------------AGTAAGAGTCTACTAGAATAAGACGGTAACCTTT------GGCTTG-----------------------------------------------------------CAT------------CTTAGTTTAAACCGCGTAAAGCGAAAAGTAAGAAGTTCTTTTGA----------
droFic1 scf7180000453392:6140-6171 - TT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCGTAGGGCAAAAAGTAAAAAA-ATTTTTGA----------
droEle1 scf7180000491167:9606-9700 - TAAATTA--AGC----------------------------------------------------------------------------------------------------CATAGTCTGCTAGGGTAAGAAAAAAACCTAA------CGTTTTT----------------------------------------------------------GCT------------CTCAGTTTAAGCTATGAAGGGCAAAAAGAAAAATTTTGTTTTGT----------
droRho1 scf7180000760853:3782-3918 - CTATCCA--CATCCCC-GT----------------------------------------------GAATAAGTTTATAGATAAAAGTTACTAAGGATGGTAGATTAATTAGGAGAAGTCTATTAGAGTAGGAAGGTAAAATAA------GGCTTG-----------------------------------------------------------CAT------------TCGAGTT---------AAGAGCAAATAATAAAAAGTT-CTTTGC----------
droBia1 scf7180000300635:2106-2201 - TGATCAA--GAATAT------ATACT--TTATGGGGTCGGAAA-CGCTTTTACA-----TACATT---------------------------------------C----C-GACG-----------------------------------------AATCTAGTATACC-------------------------------------------------------------------------CTTTTACTCTAC---GAGTAACGGGTTTAAA----------
droTak1 scf7180000415971:32874-33018

+
TGATCAA--GAATATA----TATACT--TTATGGGGTCGGAAA-CGTCT-----------------------------------------------------------------------CCTTCACTGCGTTGCAAACTTCTGACTGA-------AAT-CATAATACCCTCTGCAAGGGTATAAAAACCCCGGCTCCAGGGAAGCTAGATTTT-----------------TAA-------------------TT--TTAAAC--GTTTTTTT----------

droEug1 scf7180000408868:9383-9462 - TGATCAA--GAATATA----TATACT--TTATATGGTCAGAAA-CGCTTCAATTAACGATAAAAT---------------------------------------C----G-A------------------------------------------------------------------------------------------------AAGGAT-----------------TAA-------------------TT--CAAAAT------AATG----------
dm3 chrU:5352691-5352796 + TAATAAA--GTTA---------------------------------------------------------------------------------------AAATCGATTAAAAGTAGTCTACTAGAATAAGGAGGTAATATAC------GGTTTG-----------------------------------------------------------CAT------------CCCAATTTAGGCGCGG-CAAGGAAAAAGTAAGAATTTTTTTTGG----------
droSim2 2r:2331138-2331204 + TAAAGAC--TGTTCCA----------------------------A--------------------GCATAGTTCTA------------------------------------------------------------------------------------------------------------------------------------------------------------CGGTTAGGCGCCGCAAGGCAAAAAGTAATAAGTTTTTTTGG----------

droSec2 scaffold_1875:1328-1401 + GGTAAAT-------------------------------------------------------------------------------------------------TAATTAAAAGTAGTCTACTG------------------------------------------------------------------------------------------GAT------------CCCAATTTAGGCGCCGCAGGGCAAAAAGTAAGAAGTTTTTTTGG----------droYak3 2L:20864710-20864789 + TGATCCA--AAATAAATATGTACACT--ACATACGGTCGGAAT-ACCTTTCATCGGGCATGAAAA---------------------------------------C----A-G-------------------------------------------------------------------------------------------------------------------------------------------------AAGAACTTAATAAAGT---------A
droEre2 scaffold_4770:849855-849885

+
A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGAATAGCAAAAACCAAGAACTGAATTCAA----------
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Flybase annnotation

intron [Dwil\GK13615-in]; CDS [Dwil\GK13615-cds]

Repeatable elements

Name Class Family Strand

(TATG)n Simple_repeat Simple_repeat +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AACAGCCGGTAAGTCCGATTTCACCTTGGTTCTACAAACATAAGTATTTATGTCTGTATGTATGGCTGTGTGAGATTCTGCTACAATTTAAGCTATCGGAGTGGCATTTATATTGTACACACAAACATACATACAGACATACATATATATGTACATATGTACATCATACATCACATACTGTGTATGTATAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

V119

head

V117

male
body

M045

female
body

..................................................TGTCTGTATGTATGGCTGTGTG....................................................................................................................... 22 0 1 19.00 19 17 1 1 0

......................................................................................................................ACACAAACATACATACAGACAT................................................... 22 0 1 1.00 1 1 0 0 0

..................................................TGTCTGTATGTATGGCTGTGT........................................................................................................................ 21 0 1 1.00 1 1 0 0 0

..................................................TGTCTGTATGTATGGCTGTGTGT...................................................................................................................... 23 1 2 0.50 1 0 1 0 0

Anti-sense strand reads

TTGTCGGCCATTCAGGCTAAAGTGGAACCAAGATGTTTGTATTCATAAATACAGACATACATACCGACACACTCTAAGACGATGTTAAATTCGATAGCCTCACCGTAAATATAACATGTGTGTTTGTATGTATGTCTGTATGTATATATACATGTATACATGTAGTATGTAGTGTATGACACATACATATG

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

#
Mismatch

Hit
Count

Total
Norm Total

V119

head

V118

embryo

M045

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004943:1055816-

1056006 -
dwi_114 AACAGCCGGTAAGTCC-GATTTCACCTTGGT---TCTACAAA------C----ATAAGTATTTATGTCTGTATGT----ATGGCTGTGTGAGAT-TCTGCTAC--AATTTAAGCTATCGGAGTGGCATTTATATTGTACACAC----A----AACATACATACA------GACA----TACATATATATGTACATATGTACAT-----CATACAT----------------------------CACATACTGTGTATGTATAC------

droVir3 scaffold_13049:10130496-
10130643 +

TT---------------------------ATATAT------A------C----ATGTATGTTTGTACATATATATATGTATGCATGTTTGT---TTG---CATATAT-------------GCAAACATGCATG-CATACATACATACATGCA--------TACA------TACA----TACATACATACATGCATACATACATA----CATGCAT---------ACA--TA-------------------CATGCATGCATAC------

droMoj3 scaffold_6473:14100505-
14100657 -

TACA------------------------------T------A------CATACATATGTATGTATGTATGTATGT----ATGTATGTACTTTGTTGA---TAC--ACTT-----------G-ATACATATGCA-TGTTCATAC----A----TACATACATGTTAATACATACA----TACATATGTATGTACATATGTACATA----TGTACAT------------------------------------ACATATGTATGCAATTGA

droGri2 scaffold_15110:21451754-
21451900 +

TG---------------------------GT---ATCATAAA------T----GCGACTCGTTAAATTTGTATGT----ATGCCCGTGTAAAGC-GA---CAC--TC-------------TCACACATATGCA-CACACACAC----A----CACACACATGCA------CTCA----TATATATATATATATATATATATAAA----TAT-------------ATA--------------C---TGTACTGTATATGTATGC------

dp5 3:7584491-7584619 + TATG------------------------------T------A------TTAA------------TATATGTGCAT----ATGCATGTATATTGC-CACACCAC--CCTT---CCCTCGCATGCCACACTCGTACTGT------------------------ATA------TACATACATACAT----ACATACATACATACATACATACATACAT------------------------------------ACATACATACAT------
droPer2 scaffold_56:289829-289913 + GGCA------------------------------T------C------GA------------------------------------------------------------------------------------TATTGATACAAACATTCA--------TACA------AACA----TACATATGTACATACATATGTACATA----TGTATGT---------ACA--CA-------------------TGTGTGTGTATAG------
droBip1 scf7180000396431:789944-

790011 +
TATA------------------------------T------G------GGCG---------------------------------------------------------------------------------------ACAC----A----TATATAAAGATA------TATA----TACATAAATATACGCATATGTATG-----------------------------------------------ATGTATATGTATA-------

droKik1 scf7180000302398:482135-
482260 -

AT-A-----TAAATTTT------------AGGTAT------A------GT-------------------------------ATATACTTAA---TTA-------------------------------------TATATACAC----A----AACACACATATA------TATA----TATATATATATATATATATATATAT-----CAT-------------ATATCTATAGACATATACATATACATTATGTATATATAT------

droEle1 scf7180000487778:900-986 - -ATA------------------------------T------A------TATA----------------------------------------------------------------------------------TATATATAT----A----TATATATATATA------TATA----TATATATATATATATATATATATAC-----TAT-------------ATA--------------C-TATATACTATATATCTATAC------
droTak1 scf7180000415846:421985-

422061 +
TACA------------------------------T------A------CATA------------------------------------------------------------------------------------------C----ATACA----TACATACA------TACATACATACAT----ACATACATACATACATACATACATACAT------------------------------------ACATACATACAT------

droEug1 scf7180000409663:796623-
796695 -

TACA------------------------------T------A------CATA------------------------------------------------------------------------------------------C----ATACA----TACATACA------TACA----TACAT----ACATACATACATACATACATACATACAT------------------------------------ACATACATATAC------

dm3 chrUextra:7725572-7725660 - CATA------------------------------T------A------TACA-------------------------------------------------------------------------------TA-TATACATATATACATATA--------TACA------TATA----TACATATGTACATATATACATATGTA----CATATAT---------ACA--TA-------------------TATACATATATAC------
droYak3 X:19860659-19860756 + TG---------------------------ACGTAT------A------TA--------------------------------------------------------------------------A---------TATAAATAT----ATACA----TACATATA------TACA----TACATATACATATACATATATATATA----TATATATATATTTTATATA--CT-------------------CGTGTATATATAA------

droEre2 scaffold_4929:11852503-
11852659 +

TACA------------------------------TACATAAATACATAT----ATATATATATATATATATATATATATATATATATATAT---ATA---CATACAT-------------ACATACATATATA-TATACATACATACATACA--------TACA------TACA----TACATACATACATACATACATACATA----CATACAT---------ACA--TA-------------------CATACATACATAC------
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATATAAACATCTATTAGACTATTGAATGCTGTGTGAGTATATGTCTGCATTGGGGCGGCTTTTATTTGTCATCTGCTGGATAACTTTCAACTACTTTCAAGCTGCAATTAAGATCCGCCCTAATGCATACATATGTATATAAGATTGTATGTTTGTGTGTATATTAACCCTGGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

M020

head

V119

head

V118

embryo

......................................................................................................TGCAATTAAGATCCGCCCTAAT................................................... 22 0 1 22.00 22 12 6 2 2

......................................................................................................TGCAATTAAGATCCGCCCTAA.................................................... 21 0 1 1.00 1 0 1 0 0

..................................................................................................AAGCTGCAATTAAGATCCGCCCT...................................................... 23 0 1 1.00 1 1 0 0 0

..................................................TGGGGCGGCTTTTATTTGTCATCT..................................................................................................... 24 0 1 1.00 1 0 0 1 0

......................................................................................................TGCAATTAAGATCCGCCCTA..................................................... 20 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TATATTTGTAGATAATCTGATAACTTACGACACACTCATATACAGACGTAACCCCGCCGAAAATAAACAGTAGACGACCTATTGAAAGTTGATGAAAGTTCGACGTTAATTCTAGGCGGGATTACGTATGTATACATATATTCTAACATACAAACACACATATAATTGGGACCTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

V119

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004902:525107-

525281 +
dwi_118 ATATAAACATCTATTAGACTATTGAATGCTGTGTGAGTATATGTCTGCATTGGGGCGGCTTTTATTTGTCATCTGCTGGATAACTTTCAACTACTTTCAAGCTGCAATTAAGATCCGCCCTAATGCATACATATGTATATAAGATTGTATGTTTGTGTGTATATTAACCCTGGAA

droMoj3 scaffold_6540:24302233-
24302242 -

ACATAAACAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------

dm3 chr3R:2305125-2305129 + CTATA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSim2 3r:2204858-2204862 + CTATA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_6:2391590-2391594

+
CTATA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droYak3 3R:18225178-18225197 + ATGTATGTATGTACTATATT-----------------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4770:2551267-

2551271 +
CTATA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dwil\GK14018-in]; CDS [Dwil\GK14018-cds]; CDS [Dwil\GK14018-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTGCTGGAGCCTACGAATTTGTAAAGAGACATTTGAAAATTGTGGGCAATGTAAGTAATTAAAAATGTTTCTCCACAAATGTGTTAATGGATTTCATTTTTTTTTTCTTGTTTAGCCTCCAAGCTTAGAATGGTTGGAATTGGAGAAAAAGTGGACGGAAACATT

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

V117

male
body

M045

female
body

V119

head

..........................................................................................ATTTCATTTTTTTTTTCTTGTTTAG.................................................. 25 0 1 6.00 6 6 0 0 0

..................................................GTAAGTAATTAAAAATGTTTCTCC........................................................................................... 24 0 1 4.00 4 4 0 0 0

............................................................................................TTCATTTTTTTTTTCTTGTTTAG.................................................. 23 0 1 3.00 3 3 0 0 0

.............................................................................................................................TAGAATGGTTGGAATTGGAGAAAAAGT............. 27 0 1 2.00 2 1 1 0 0

............................................................................................................................................TGGAGAAAAAGTGGACGGAAAC... 22 0 1 1.00 1 0 1 0 0

..........................................................................................................................GCTTAGAATGGTTGGAATTGGA..................... 22 0 1 1.00 1 0 0 1 0

...........................................................................................................................CTTAGAATGGTTGGAATTGGA..................... 21 0 1 1.00 1 0 1 0 0

.............CGAATTTGTAAAGAGACATT.................................................................................................................................... 20 0 1 1.00 1 0 0 1 0

..................................................GTAAGTAATTAAAAATGTTTCTC............................................................................................ 23 0 1 1.00 1 0 0 1 0

..................................................GTAAGTAATTAAAAATGTTTCT............................................................................................. 22 0 1 1.00 1 1 0 0 0

..............................................................................................................................AGAATGGTTGGAATTGGAGAAAAAGT............. 26 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

GACGACCTCGGATGCTTAAACATTTCTCTGTAAACTTTTAACACCCGTTACATTCATTAATTTTTACAAAGAGGTGTTTACACAATTACCTAAAGTAAAAAAAAAAGAACAAATCGGAGGTTCGAATCTTACCAACCTTAACCTCTTTTTCACCTGCCTTTGTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V117

male
body

V118

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004943:7978937-

7979101 +
dwi_3354 CTGCTGGAGCCTACGAATTT-----------GTAAAGAG----------------------ACATTTGAAAATTGTGGGCAATGTAAGTAATTAAAAATGTTTCTCCACAAATG----TGTTA----ATGGATTTCA---TT---TTTTTTTTCTTGTTTAGCCTCCAAGCTTAGAA------------TGGTTGGAATTGGAGAAAAAGTGGACGGAAACATT

droVir3 scaffold_13047:4079034-
4079216 +

CTGCGGT-GCCATACAGCAGTTCCAGTTACTGCTAATAGATGCACAAAAACAGCAAAAACTCTATTTGGTAA---------------ACAATGAAAAATAATTTC------AATTTTATAATAACTAATGT---GCA---TCCACTGTATTT--TTTCTTAGCCCAACAGTGGAGAGTGGCAATCCAATTTGATGAAA-----------GTAAACAAGTATAAA

droMoj3 scaffold_6540:21073721-
21073727 +

CTGTGGG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14906:725499-725693
+

CTGTGGC-GCCATCGAGCATTTCCAAGTACTGCTCAGCGCTGCAGAAGAGCAGCAGAAATTACATTTGGTAATCGC-------------AGCGCAGCATAAATTA------AGGTCTTTATTAATTTAC-------AATTTATGCTTTATAT--TCTTATAGAACTATGATGATGAGTGGAAATCCAATTGGATGAAACTGGCCATCAAGCATAAGGAGATAGT
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Genomic Locale:
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[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dwil\GK17366-in]; CDS [Dwil\GK17366-cds]; CDS [Dwil\GK17366-cds]; utr3 [utr3_plus_3510]; utr3 [utr3_plus_3509]; utr5 [utr5_plus_6276]; utr5 [utr5_plus_6277]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCCAAGAGCTGACCAAATCGGTGGAGAGCTGCCAAAGTGAAGTGTCCGAGGTAAGTGATGATCAACAGTCTGGGATCAAAATCAACCATCCCGATTGATTGATTGATTGTTTACAGGTAAAACGTGACATGGTGGCCATTAAACATGAATTGGATACTGTGCAGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

V119

head

V118

embryo

V117

male
body

M045

female
body

..................................................GTAAGTGATGATCAACAGTCTGGGA........................................................................................... 25 0 1 4.00 4 0 3 1 0 0

..................................................GTAAGTGATGATCAACAGTCTGGGATC......................................................................................... 27 0 1 4.00 4 3 0 0 0 1

.....................................................AGTGATGATCAACAGTCTGGGAT.......................................................................................... 23 0 1 4.00 4 2 2 0 0 0

....................................................................................ACCATCCCGATTGATTGATTG............................................................. 21 0 1 2.00 2 2 0 0 0 0

.....................................................AGTGATGATCAACAGTCTGGGA........................................................................................... 22 0 1 2.00 2 2 0 0 0 0

..................................................GTAAGTGATGATCAACAGTCTGG............................................................................................. 23 0 1 2.00 2 0 0 1 1 0

..............................................................................................TTGATTGATTGATTGTTTACAGT................................................. 23 1 1 2.00 2 0 1 1 0 0

....................................................AAGTGATGATCAACAGTCTGG............................................................................................. 21 0 1 1.00 1 0 0 1 0 0

............................................................................................GATTGATTGATTGATTGTTTACAG.................................................. 24 0 1 1.00 1 0 0 1 0 0

....................................................AAGTGATGATCAACAGTCTGGGAT.......................................................................................... 24 0 1 1.00 1 0 0 0 1 0

..................................................GTAAGTGATGATCAACAGTC................................................................................................ 20 0 1 1.00 1 1 0 0 0 0

.......................................................................................ATCCCGATTGATTGATTGATTGTTTACAG.................................................. 29 0 1 1.00 1 1 0 0 0 0

.......................................................................................ATCCCGATTGATTGATTGATTGTTTAC.................................................... 27 0 1 1.00 1 1 0 0 0 0

........................................................................................TCCCGATTGATTGATTGATTGTTTACAC.................................................. 28 1 1 1.00 1 1 0 0 0 0

............................................................................................GATTGATTGATTGATTGTTTACA................................................... 23 0 1 1.00 1 0 0 1 0 0

.......................................................................................ATCCCGATTGATTGATTG............................................................. 18 0 1 1.00 1 1 0 0 0 0

..................................................GTAAGTGATGATCAACAGTCC............................................................................................... 21 1 1 1.00 1 1 0 0 0 0

.....................................................AGTGATGATCAACAGTCTGGG............................................................................................ 21 0 1 1.00 1 1 0 0 0 0

..................................................GTAAGTGATGATCAACAGTCTGGGATCAA....................................................................................... 29 0 1 1.00 1 0 0 0 1 0

....................................................................................ACCATCCCGATTGATTGATTGATTG......................................................... 25 0 1 1.00 1 1 0 0 0 0

.................................................................................................ATTGATTGATTGTTTACAGT................................................. 20 1 1 1.00 1 1 0 0 0 0

..................................................GTAAGTGATGATCAACAGTCTGGGAT.......................................................................................... 26 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

AGGTTCTCGACTGGTTTAGCCACCTCTCGACGGTTTCACTTCACAGGCTCCATTCACTACTAGTTGTCAGACCCTAGTTTTAGTTGGTAGGGCTAACTAACTAACTAACAAATGTCCATTTTGCACTGTACCACCGGTAATTTGTACTTAACCTATGACACGTCGT

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
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Species Coordinate ID Alignment
droWil2 scf2_1100000004511:5712916-

5713081 +
dwi_602 TCCAAGAGCTGACCAAATCGGTGGAGAGCTGCCAAAGTGAAGTGTCCGAGGTAAGTGATGATCAACAGTCTG--GGATCAAAATCAACCAT-CCCGATTGATTGATTG--------------------------------------------------------------------------------------------------------------------------ATTG----------------------------------------------------------------------------------------------------TTTACAGGTAAAACGTGACATGGTGGCCATTAAACATGAATTGGATACTGTGCAGCA

droVir3 scaffold_13049:15539567-
15539730 +

TGCAGGAGCTGACCAAGTCCGTGGAGAGCTGCCAGAGTGAGGTATCTGAGGTAAGTGGAATGCACCAAATTA--ACACCGAACTG-------------------------------------------------T-----------------------------------------------------GTCTC-AAA---------------------------TT--------------------------------------------------------------GGA--TTTGC-------------------------------TGCTGTGTGTAGGTCAAACGTGACATGGTGGCAATCAAACACGAACTGGACACCGTGCAGCA

droMoj3 scaffold_6680:21309857-
21310053 -

TGCAAGAGCTGACCAAGTCCGTGGAGAGCTGCCAGAGTGAGGTATCGGAGGTAAGTGGAGCACACCGGCTTA--ACACCAAATTCAA----------------------------------------------TTG-----------------------------------------------------TCTT-AAA---------------------------TT--------------------------------------------------------------CGA--TTTGCCATTATGTGTGTGTTCGTGTGTGTGTGTGTGCT-TGTGTATAGGTCAAACGTGACATGGTGGCCATCAAGCACGAACTGGACACCGTGCAGCA

droGri2 scaffold_15110:17305726-
17305919 +

TGCAGGAGCTGACCAAGTCCGTGGAGAGCTGCCAGAGTGAGGTATCGGAGGTAAGTACACTACACAAAATTA--ACTCCGCATTGA------------------------------------------------------------------------------------------------------GGCTTGAAA---------------------------TT--------------------------------------------------------------TGGGTTTTCCTCTTATCTGT---TTCGTGTGCGTGTGTGTGTG-TGCGTGCAGGTCAAGCGTGACATGGTGGCAATCAAACACGAACTGGACACCGTGCAGCA

dp5 XR_group6:6597854-6598016 + TCCAAGAGCTGACCAAATCCGTGGAGTCCTGCCAGAGTGAAGTCTCAGAGGTGAGTATC--------------------------CTCCGC-TCTGCTCCATTGATTGATCGAA----T---------------------------------------------------------------------------GTATGCTATACCGTC-------------------------------------------------------------------------------------------------------------------------TGT-CGAACAGGTCAAACGTGATATGGTGGCCATCAAACATGAACTGGACACCGTGCAGCA
droPer2 scaffold_82:11106-11268 - TCCAAGAGCTGACCAAATCCGTGGAGTCCTGCCAGAGTGAAGTCTCAGAGGTGAGTATC--------------------------CTCCGC-TCCGCTCTATTGTTTGATCGAA----T---------------------------------------------------------------------------ATATGTTATACCGTC-------------------------------------------------------------------------------------------------------------------------TGT-CGAACAGGTCAAACGTGATATGGTGGCCATCAAACATGAACTGGACACCGTGCAGCA
droAna3 scaffold_13337:6937343-

6937526 -
TCCAGGAGCTGACCAAATCGGTGGAGAGCTGCCAGAGCGAGGTGTCCGAGGTGAGTAATGGATAGTACTT-GAAGGCTC------TTCCG---------G-----TTGAAATAAAGAATGTAA----------ATC-----------------------------------------------------ACTC-AAAT-CCATATCATATAAT-------------------------------------------------------------------------------------------------------------------------AATACAGGTAAAGCGTGACATGGTGGCCATCAAACATGAACTGGACACCGTGCAGCA

droBip1 scf7180000396709:660010-
660181 -

TCCAGGAGCTGACCAAATCGGTGGAGAGCTGCCAGAGCGAGGTGTCCGAGGTGAGTATGGGATAGGACTT-GGAG--------------GC-TCTTCTAGAT---TTGAAATAA-----------------------------------------------------------------------------TT-ATAT-CCATATCATATAAT-------------------------------------------------------------------------------------------------------------------------AACCTAGGTAAAGCGTGACATGGTGGCCATCAAACATGAACTGGACACAGTGCAACA

droKik1 scf7180000302329:611788-
611955 -

TCCAGGAGCTGACCAAGTCCGTGGAGAGCTGCCAGAGTGAAGTGTCTGAGGTGAGATCT---------------------------TTCACCACCACT-----AA---------------ATAACTATTAAAATTGTAATG----------------------T-----------------------------------------------------------GA----AAATATTAA-----------------------------------------------------------T-------------------------------GGAA-ACACCAGGTGAAGCGCGACATGGTAGCGATCAAGCATGAACTGGACACCGTGCAGCA

droFic1 scf7180000454113:1103716-
1103772 -

TCCAGGAGCTGACCAAGTCCGTGGAGAGCTGCCAGAGCGAAGTGTCCGAGGTGAGTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491249:4706761-
4706816 -

TCCAGGAGCTGACCAAGTCCGTGGAGAGCTGCCAGAGCGAAGTGTCCGAGGTGAGT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000780079:259296-
259351 -

TCCAGGAGCTGACCAAATCTGTGGAGAGCTGCCAGAGCGAAGTGTCCGAGGTGAGT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000300910:1076513-
1076569 +

TCCAGGAGCTGACCAAGTCCGTGGAGAGCTGCCAGAGCGAAGTGTCCGAGGTGAGTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415111:118365-
118420 -

TCCAGGAGCTGACCAAATCCGTGGAGAGCTGCCAGAGCGAAGTGTCCGAGGTGAGT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409184:1001352-
1001512 +

TCCAGGAGCTGACCAAGTCCGTGGAGAGCTGCCAGAGCGAAGTGTCCGAGGTGAGTTGGC------AGTCTG--AGATCTATCTGAA----------------------------------------------AGGCTTTG----------------------T-----------------------------------------------------------AA----ACGATC------------------------------------------------------------------------------------------TATATGAA-TAATCAGGTGAAGCGGGACATGGTGGCGATCAAGCACGAGCTGGACACCGTGCAGCA

dm3 chr3L:979888-980103 + TCCAGGAGCTGACCAAATCCGTGGAGAGCTGCCAGAGCGAGGTGTCCGAGGTGAGTTGGG------AGTCGA--GAATCCCA--------------A-------------------------------------------------------------------------------------------------------------------TAATACCTGGCTA----AATTGCTTAGAATTTGTCCAAAAATTCGCTGTACTTATTTATATGAATAACTAAAAAAAGGA--TTCGT-------------------------------TGCT-TATCCAGGTGAAGCGCGACATGGTGGCCATCAAGCACGAACTGGACACCGTGCAGCA
droSim2 3l:927348-927545 + TCCAGGAGCTGACCAAATCCGTGGAGAGCTGCCAGAGCGAGGTGTCCGAGGTGAGTTGGG------AGTCCA--GAATCCAATTCCA----CG-CAAT-----AG---------------AAAGCCATCGAAATTCAAACC----------------------T-------------------------------------------CATGATAATACCTGGCTA----AATTGTTTA-----------------------------------------------------------T-------------------------------TACA-AAACCAGGTGAAGCGCGACATGGTGGCCATCAAGCACGAACTGGACACCGTGCAGCA
droSec2 scaffold_2:991729-991918 + TCCAGGAGCTGACCAAATCCGTGGAGAGCTGCCAGAGCGAGGTGTCCGAGGTGAGTTGGG------AGTCCA--GAATCCAATTCAA----CG-CAAT-----AG---------------AAAGCCATCGAAATTTAAACC----------------------T---------------------------------------------------TACCTGGCTA----AATTGCTTA-----------------------------------------------------------T-------------------------------TACA-AAACCAGGTGAAGCGGGACATGGTGGCCATCAAGCACGAACTGGACACCGTGCAGCA
droYak3 3L:955507-955562 + TCCAGGAGCTGACCAAATCCGTGGAGAGCTGCCAGAGCGAGGTGTCCGAGGTGAGT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4784:980553-980836

+
TCCAGGAGCTGACCAAATCCGTGGAGAGCTGCCAGAGCGAGGTGTCCGAGGTGAGTTGCC------AGTCCA--GGCGCCAGTTA-A----AG-CACT-----GG---------------AAAGCTGGCCAAATTCAAAGCAAAGTGTCACGAACTGATTAACTAAGGCTGATGCCAGCCAATGAAGTGCCTA-AAG---------------------------CTGGACATTGCTTAGAAGTTGGAAGAAACTGCAGGATTCTTTGTTAAATGAATGACT--------------------------------------------TCCATTGA-CAACCAGGTGAAGCGCGACATGGTGGCGATCAAGCACGAACTGGACACCGTGCAGCA
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ID:

dwi_161
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scf2_1100000004510:843667-843756 +
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Repeatable elements

Name Class Family Strand

(TG)n Simple_repeat Simple_repeat +

(CA)n Simple_repeat Simple_repeat +

mature star

1. dwi_161  scf2_1100000004510:843667-843689 +
2. scf2_1100000004516:887730-887752 +
3. scf2_1100000004762:3851680-3851702 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCGCTTAATAGTTTTGTTTGTTTACGTGTGTGTGTGTGTGTCCGTTCGTGTGTGTGTGTGTGTTTGTGCAGCATCATTACGGCTCTCGGTACAGTTGGTTTCCCTTTTATGTGTGTGCCCACAGACGTACACACACACGCAGACACACACACAAACAGCCTTAATTTTTCGTTTACGACATGAAACTAGG

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

#
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V119

head

M020

head

V118

embryo

M045

female
body

.....................................................................................................................CCCACAGACGTACACACACACG................................................... 22 0 1 11.00 11 8 2 1 0

..................................................TGTGTGTGTGTGTTTGTGCAGCA..................................................................................................................... 23 0 3 4.00 12 12 0 0 0

.....................................................................................................................CCCACAGACGTACACACACAC.................................................... 21 0 1 1.00 1 1 0 0 0

.....................................................................................................................CCCACAGACGTACACACACA..................................................... 20 0 1 1.00 1 1 0 0 0

................................................TGTGTGTGTGTGTGTTTGTGCAGCA..................................................................................................................... 25 0 2 1.00 2 2 0 0 0

..................................................TGTGTGTGTGTGTTTGTGCA........................................................................................................................ 20 0 20 0.10 2 2 0 0 0

................................................TGTGTGTGTGTGTGTTTGTGC......................................................................................................................... 21 0 20 0.10 2 2 0 0 0

...........................................GTTCGTGTGTGTGTGTGT................................................................................................................................. 18 0 20 0.05 1 1 0 0 0

......................TACGTGTGTGTGTGTGTGT..................................................................................................................................................... 19 0 20 0.05 1 0 0 1 0

Anti-sense strand reads

AGCGAATTATCAAAACAAACAAATGCACACACACACACACAGGCAAGCACACACACACACACAAACACGTCGTAGTAATGCCGAGAGCCATGTCAACCAAAGGGAAAATACACACACGGGTGTCTGCATGTGTGTGTGCGTCTGTGTGTGTGTTTGTCGGAATTAAAAAGCAAATGCTGTACTTTGATCC

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

#
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M045

female
body

V117

male
body

..................................................................................................................................TGTGTGTGCGTCTGTGTGTG........................................ 20 0 12 0.08 1 0 1
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Species Coordinate ID Alignment
droWil2 scf2_1100000004510:843617-

843806 +
dwi_161 TCGCTTAATAGTTTTGTTTGTTT-------------------ACGTG--TGTG--------------------------------TGTGTGTG--TCCGT-----TCGTGT--------------------GTGT--GTGTGTGTTTGTGCAGCATCATTACGG-C-TCTCGGT-ACAGT--TGGTTTCCC--TTT--TAT----------------------------------------GTGTGTGCCCACAGACGTACACA-----------------------------------------------------------------------------CACACGCAGACACAC---ACACAAACAGCCTTAATTTTTCGT-TTACGACATG-AAACTAGG

droVir3 scaffold_12875:1245686-
1245884 -

TCACTTAATAGTTGTGTGTGT-----------------------------------------------------------------G-----------------------T--------------------GT----GTGTGTGCGTGTGT-GCATCATTACGGGCAACGTGGCAACGGCTGTGGCATCCT--TTT--TAT-A--T---------------------------------G----TGCGCCCACAGACATGCACGCTTTTTTACACACACGCACACGCAC-----------------AACACACAAC-----------------AACAA--C------AACACACAC---ACACAAACACACGTAATTTTGCGT-TTACGACATG-AAACTAGG

droMoj3 scaffold_6496:4312457-
4312663 -

TCACTTAATAGTTGTGTT-GT-----------------------------------------------------------------T-----------------------T--------------------GT----TTGTGTGCGTGTGT-GCATCATTACGA-G-TCGTGGCAACGGC--TGCCATCCT--TTT--TATACATACATACATACATACATATATACATGTATGTATACGTATGTGCGCCTACAGGCTTGCACGCTTATTTA---------------------------------------------------------------------CACACACACACACAC---ACACATACAGTCGTAATTTTACGT-TTACGACGCG-AAACTAGG

droGri2 scaffold_15245:9741242-
9741416 +

TCACT-AACAGTT-TGTCTGTGT-------------------GCGTA--CTTG------------------------------------TGTGGATGGGT-----TCGTGT--------------------TAGT--GTGTGTGTGTGTGTGTCATCATTACGA-C----------------TGGCATCCC--TTT---AATA--T-------------------------------GT------GTGCCCAAATATATGCACGCTTATTTA-------------------------------------------------------------CACAC----------------AC---ACACACTCAGGCGTAATTTTGCGTTTTACGACATG-AAACTAGG

dp5 3:9271235-9271467 - TCGCTTAATAGTTATGTTTGTGGTATGCGTACCGCCAACCCCACGTG--TGTA--------------------------------TCTGTGTG--TGGGTGTG-------T--------------------GT----GTGTGGGGGTTTGCAGCATCATTACGG-T---ACGGT-ACAGT--TGGTTTCCT--TTTTTTATTA--TTACACT----------------------------------------------------------------GGCTTACACTGGTGTCGGTCGTCGGTCGTCGGTGCAGAGG-----------------AATAT--T----CCTACTCG-TC---TCGTACACAGCCTTAATTTTGCGT-TGACGACATGGAAACTAGG
droPer2 scaffold_4:4593606-4593840

-
TCGCTTAATAGTTTTGTTTGTGGTATGCGTACCGCCAACCCCACGTG--TGTA--------------------------------TCTGTGTG--TGGGTGTGTG-----T--------------------GT----GTGGGGGGGTTTGCAGCATCATTACGG-T---ACGGT-ACAGT--TGGTTTCCT--TTTTTTATTA--TTACACT----------------------------------------------------------------GGCTTACACTGGTGTCGGTCGTCGGTCGTCGGTGCAGAGG-----------------AATAT--T----CCAACTCG-TC---TCGTACACAGCCTTAATTTTGCGT-TGACGACATGGAAACTAGG

droAna3 scaffold_12430:9159-9366 + TCGCTTAATAGTTTTGTTTGTTA-------------------GCGTAGGTGTAGCTGTAAGTGTGTATGTTTGTCTCTCTGTGTGTT-----------------------T--------------------GT----GTGTGTGAGTGTGCAGCATCATTACGG-T---ACTGT-ACGCT--TGGTTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGCGCCTGCAGACAGG-----------------------------------------------------GGG---------C-TCTGG-CTCAC----------------TC---ACCCACACA-TCTTAATTTCACGT-TGACGACATGGAAACTAGG
droBip1 scf7180000396759:444611-

444813 -
TCGCTTAATAGTTTTGTTTGTTA-------------------ACGTAGGTGTA--------------------------------GCTGTAA-----GGTATGTG-----T--------------------GT----GTGTGTGCGTGTGCAGCATCATTACGG-T---GCTGT-ACGCT--TGGTTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGCGCCCGCAGACAGG-----------------------------------------------------GGG-----------------CTCACACACACACACATCCATACCGTACATACACCATCTTAATTTCACGT-TGACGACATGGAAACTAGG

droKik1 scf7180000302470:1984327-
1984504 -

TCGCTTAATAGTTTTGTTTGTTA-------------------ACGTG--T-----------------------------------------------------------------------------------------GAGTGAGTGTGCAGCATCATTACGG-C---ACGGT-ACGCC--TGGTTTCCTCTTTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGG-----------------------------------------------------AGGTAGAGGTGCCTCCTGGCCAAAC----------------AC---ACACACACAGTCTTAATTCCACGT-TGACGACATGGAAACTAGG

droFic1 scf7180000453851:1068187-
1068357 +

TCGCTTAATAGTTTTGTTTGTTA-------------------GCGTG--TATG--------------------------------TT--------------TG-------T--------------------GT----GTGTGTGGGTGTGCAGCATCATTACGG-C---ACGGT-ACGCT--TGGTTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGG-----------------------------------------------------AGG-----------------CACGC----------------TC---ACACCCGTAGCCTTAATTTCACGT-TGACGACATGGAAACTAGG

droEle1 scf7180000491201:1031398-
1031573 -

TCGCTTAATAGTTTTGTTTGTTA-------------------ACGTG--TGTG--------------------------------TATATGTG--TC----TG-------T--------------------GT----GTGTGTGGGTGTGCAGCATCATTACGG-C---ACGGT-ACGCT--TGGT-TCCT--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAG------------------------------------------------------AGG-----------------CACGC----------------TC---ACACTCATAGCC-TAATTTCACGT-TGACGACATGGAAACTAGG

droRho1 scf7180000780118:106321-
106541 +

TCGCTTAATAGTTTTGTTTGTTA-------------------ACGTG--TGTGTGAGTCAGTGTGTGAGTCAGTGTGTGTGTGTGTG-----------------------TGTGTGTGTGAGTGTACGTGTAC----GTGTGTGGGTGTGCAGCATCATTACGG-C---ACGGT-ACGCT--TGGTTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGG-----------------------------------------------------AGG-----------------CACGC----------------TC---ACACTCATAGCCTTAATTTCACGT-TGACGACATGGAAACTAGG

droBia1 scf7180000301506:1515743-
1515915 +

TCGCTTAATAGTTTTGTTTGTTA-------------------ACGTG--TGTG--------------------------------TT--------------TGTG-----T--------------------GT----GCCAGTGGGTGTGCAGCATCATTACGC-C---ACGGT-GCGCT--TGGTTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGC-----------------------------------------------------AGG-----------------CACGC----------------TC---ACACTCATAGCCTTAATTTCACGT-TAACGACATGGAAACTAGG

droTak1 scf7180000415401:227007-
227167 -

TCGCTTAATAGTTTTGTTTGTTA-------------------ACGTG--TA---------------------------------------------------------------------------------------TGTGTGGGTGTGCAGCATCATTACGG-C---ACGGT-ACGCT--TGGTTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGG-----------------------------------------------------AGG-----------------CACGC----------------TC---ACAGTCATAGCCTTAATTTCACGT-TGACGACATGGAAACTAGG

droEug1 scf7180000409183:846500-
846662 -

TCGCTTAATAGTTTTGTTTGTTA-------------------ACGTG--TA---------------------------------------------------------------------------------T----GTGTGTGGGTGTGCAGCATCATTACGG-C---ACGGT-ACGCT--TGGTTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGG-----------------------------------------------------AGG-----------------CGCAC----------------TC---ACACTCATAGCCTTAATTTCACGT-TGACGACATGGAAACTAGG

dm3 chr2R:5203486-5203654 - TCGCTTAATAGTTTTGTTTGTTA-------------------GCGTG--TGTG--------------------------------TT-----------------------T--------------------GT----GTGTGTGGGTGTGCAGCATCATTACGG-C---ACGGT-ACGCT--CGGCTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGG-----------------------------------------------------AGG-----------------CACGC----------------TC---ACTCTCGAAGCATTAATTTCACGT-TGACGACATGGAAACTAGG
droSim2 2r:6006581-6006753 - TCGCTTAATAGTTTTGTTTGTTA-------------------ACGTG--TGTG--------------------------------TG--------------TGTG-----T--------------------GT----GTGTGGGGGTGTGCAGCATCATTACGG-C---ACGGT-ACGCT--CGGCTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGG-----------------------------------------------------AGG-----------------CACGC----------------TC---ACACTCGTAGCATTAATTTCACGT-TGACGACATGGAAACTAGG
droSec2 scaffold_1:2835444-2835610

-
TCGCTTAATAGTTTTGTTTGTTA-------------------ACGTG--TGTG--------------------------------TA---------------------------------------------T----GTGTGTGGGTGTGCGGCATCATTACGG-C---ACGGT-ACGCT--CGGCTTCCG--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGG-----------------------------------------------------AGG-----------------CACGC----------------TC---ACACTCGTAGCATTAATTTCACGT-TGACGACATGGAAACTAGG

droYak3 2L:17859138-17859328 - TCGCTTAATAGTTTTGTTTGTTA-------------------ACGTG--TGTG--------------------------------TGCGTGTG--CTTATGC---TTGTGA--------------------TAGTGCTTGTGTGGGTATGCAGCATCATTACGG-C---ACGGT-ACGCT--CGGCTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGG-----------------------------------------------------AGG-----------------CACGC----------------TC---ACACTCATAGCATTAATTTCACGT-TGACGACATGGAAACTAGG
droEre2 scaffold_4929:17453400-

17453559 +
AC------------------------------------------GTG--TGCG--------------------------------TGTGTGTG--TGC-------TGGTGT--------------------GC----TGGTGTGGGTGTGCAGCATCATTACGG-C---ACGGT-GCGCT--CGGCTTCCT--TTT--TATTA--T-------------------------------GTGTGCGTGTGCCCACAGACAGG-----------------------------------------------------AGG-----------------CACGC----------------TC---ACACTCATAGCATTAATTTCACGT-TGACGATATGGAAACTAGG
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ID:
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Class:
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intergenic

Repeatable elements

Name Class Family Strand

(TATG)n Simple_repeat Simple_repeat +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATATACATATATATATATATTTATATTATATGTACGTACATATATATATTTATACGTATCTACACGTACAAGCTTTTTTGTTGCTGTATGTGTGTGTATGTGTATCTATGTATGTGTGAGCTTTACGTGCGTGTTATGCACGCGCGCTCCTCCAGCT

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

V119

head

M045

female
body

V117

male
body

M020

head

....................................................................................TGTATGTGTGTGTATGTGTATC................................................... 22 0 1 16.00 16 13 3 0 0 0

..................................................TATACGTATCTACACGTACAAGC.................................................................................... 23 0 1 3.00 3 2 1 0 0 0

....................................................................................TGTATGTGTGTGTATGTGTAT.................................................... 21 0 10 2.30 23 8 5 7 3 0

.......................................................................................ATGTGTGTGTATGTGTATCTAT................................................ 22 0 1 2.00 2 2 0 0 0 0

.......................................................................................ATGTGTGTGTATGTGTATCTA................................................. 21 0 1 1.00 1 0 1 0 0 0

..................................................TATACGTATCTACACGTACA....................................................................................... 20 0 1 1.00 1 0 0 1 0 0

.................................................................................................................GTGTGAGCTTTACGTGCGTGTTATGCA................. 27 0 1 1.00 1 1 0 0 0 0

....................................................................................TGTATGTGTGTGTATGTGTATCA.................................................. 23 1 2 0.50 1 1 0 0 0 0

.................................................................................................ATGTGTATCTATGTATGTGT........................................ 20 0 2 0.50 1 1 0 0 0 0

....................................................................................TGTATGTGTGTGTATGTGTA..................................................... 20 0 14 0.14 2 1 0 0 1 0

.......................................................................................ATGTGTGTGTATGTGTATCTT................................................. 21 1 10 0.10 1 0 0 1 0 0

....................................................................................TGTATGTGTGTGTATGTG....................................................... 18 0 20 0.05 1 0 0 1 0 0

.....................................................................................GTATGTGTGTGTATGTGT...................................................... 18 0 20 0.05 1 0 0 1 0 0

....................................................................................TGTATGTGTGTGTATGTGT...................................................... 19 0 20 0.05 1 0 0 0 1 0

Anti-sense strand reads

TATATGTATATATATATATAAATATAATATACATGCATGTATATATATAAATATGCATAGATGTGCATGTTCGAAAAAACAACGACATACACACACATACACATAGATACATACACACTCGAAATGCACGCACAATACGTGCGCGCGAGGAGGTCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004511:8607735-

8607891 +
dwi_159 -ATATACATATATATATATATTTATA---T-T-----AT----ATG-TACGTACATATATATATTT--ATACGTATCTACACGTACAAGCTT----T------------TTTGTTGCTGTATGTGTGTGTATGTG-----------T--------------------------ATCTATGTA------------------TGTGT-----GAGCTTTACGTGCGTGTTATGCACGCGCGCTCCTCCAGCT

droVir3 scaffold_12875:11956927-
11957051 +

-ATATATATATATATATATATATATA---TAT-----AT----ATA-TATATATATATATATATAT--ATATATTTT------T-------------------------TTTAT-------TGTGTATTTGTGTG-----------TGTGTGTGTGTGCATGTGTGTGTGCATGTGTG----------------------TGTGCA-TGTG-------------------------------------TG

droMoj3 scaffold_6500:30478905-
30479034 +

-ATATATATATATATATATATATATA---TAT-----AT----ATA-TATATATATATATATATAT--ATATATATATATATATATAAATAT-----ATATCTGT-----------GTGTGTGTGTGTGTGTGTG-----------TGTGTGTGTGTGTGTGTGTGTGTGTGT-----------------------------------------------------------------------------

droGri2 scaffold_15203:430684-
430828 +

-ATATATATATATATATATATATATA---TAT-----AT----ATA-TATATATATATATATATAT--ATATATATATGTGTGTGTGTGT-------GTGTGTGT-----------GTGTGTGTGTGTGTGTGTG-----------TGTGTGTGTGTGTGTGTGTGTATGTATATATG----------------------TATGTA-TGCG-------------------------------------TG

dp5 XR_group5:362946-363086 - ----CATATGCATACGTATATAT--GATATGC-----AT------G-TACA--TATATGTATATGT--ATATGTATATGTATATGTATATGT-----ATATGTAT-----------ATGTATATGTATATGTATA-----------TGTATATGTATATGTATATGTATATGTATATG----------------------TATATG-TATA-------------------------------------TG
droPer2 scaffold_58:50705-50851 + -ATGTATATGTATATGTATGTGTATA---TGT-----AT----ATG-TATATGTATATGTATATGT--ATATGTATATGTATATGTATATGT-----ATATGTAT-----------ATGTATATGTATATGTATA-----------TGTATATGTATATGTATATGTATATGTATATG----------------------TATATG-TATA-------------------------------------TG
droAna3 scaffold_12947:279435-

279581 +
-ATATATATGTATATGTATATGTATA---TGT-----AT----ATG-TATATGTATATGTATATGT--ATATGTATATGTATATGTATATGT-----ATATGTAT-----------ATGTATATGTATATGTATA-----------TGTATATGTATATGTATATGTATATGTATATG----------------------TATATG-TATA-------------------------------------TG

droBip1 scf7180000393484:91-237 + -ATGTATATGTATATGTATATGTATA---TGT-----AT----ATG-TATATGTATATGTATATGT--ATATGTATATGTATATGTATATGT-----ATATGTAT-----------ATGTATATGTATATGTATA-----------TGTATATGTATATGTATATGTATATGTATATG----------------------TATATG-TATA-------------------------------------TG
droKik1 scf7180000302592:961506-

961615 -
-ATATAAATATATATATATATATATA---TAT-----AT----ATA-TATACATATATATATATGT--ATGTGTATATATATGTATGTGT-----------------------------------------------------------------------------------ATATATATG------------------TATGTA------GCTTAGCTTGAATACGATA-----------------CA

droFic1 scf7180000454107:1519925-
1520033 -

CATATATATATATATATATATATATA---TAT-----AT----ATA-TATATATATATATATATAT--ATATATATA--TA------------CTAT------------ATAGGAGTAG-------------------------------TATATATATATATATAT------ATATATATA------------------TATAT---------------------------------------------

droEle1 scf7180000491160:15623-
15749 +

-ATATATATATATATATATATATATA---A-T-----AT----ATA-TATATATATATATATATAT--ATATATATATATATATATATA----GT--A--TA--TNTTT-------A---AAAT----------A---------------TAT-TTTAAGTATATTTAAGTATATTTA----------------------AGTATA-TTTA-------------------------------------AG

droRho1 scf7180000776638:16605-
16754 -

-ATATATATATGTATATGTATTTATAATATAT-----AT----ATAATATAT-TATATATATATGT--ATATGTATATGTATATGTATATGT-----ATATGTAT-----------ATGTATATGTATATGTATA-----------TGTATATGTATATGTATATGTATATGTATATG----------------------TATATG-TATA-------------------------------------TG

droBia1 scf7180000301518:1237967-
1238104 -

-ATATATGTATATGTATGTAATTGTA---TGT-----AT----ATG-TATGTATATGTATGTATAT--GTATGTATATGTATGTATATGTAT-----GTATATGT-----------ATGTATATGTACGTATATG-----------TATGTATATGTACGTATATGTATGTATATGTA----------------------TGC-----------------------------------------------

droTak1 scf7180000414619:16465-
16598 -

-ATATATATATTTATATATATACATA---T-T-----AT----ATA-TACATATATATATATTTATATATATATACATATA--T-TGTA-----------TA--T---------------ATAT----------ATATATTATATATATTAATGTGTATATATGTATTTGCAC-CATG----------TG----------CGAGCG-CGC--------------------------------------TC

droEug1 scf7180000408386:253-379 - -ATATGTATATATGTATATATGTATA---TAT-----GT----ATA-TATGTATATATGTATATAT--GTATATATGTATATATGTATATATGG-------------------------------------TATATA---------TGT-TATATATGTATATATGTATATATGTATA----------------------TATGTA-TATA-------------------------------------TG
dm3 chr3L:24304647-24304787 - -GTATATGTATGTATATGTATGTATA---TGT-----AT----GTA-TATGTATGTATATGTATGT--ATATGTATGTATATGTATGTA-----------TATGT-----------ATGTATATGTATGTATATG-----------TATGTATATGTATGTATATGTATGTATATGTA----------------------TGTATA-TGTA-------------------------------------TG
droSim2 2r:14741065-14741187 - -ATATATATATATATATATATATATG---TCTTCAGTATATATATA-TATATATATATATATATAT--ATATATATATATAT----------------------------------------------------A-----------TATATAT--------------------ATATATATATATGTGTGGAAAGGTCCACATGTGTTCAA-------------------------------------TG

droSec2 scaffold_1346:3525-3671 + -ATGTATATGTATATGTATATGTATA---TGT-----AT----ATG-TATATGTATATGTATATGT--ATATGTATATGTATATGTATATGT-----ATATGTAT-----------ATGTATATGTATATGTATA-----------TGTATATGTATATGTATATGTATATGTATATG----------------------TATATG-TATA-------------------------------------TG
droYak3 X:4207243-4207389 + -ATGTATATGTATATGTATATGTATA---TGT-----AT----ATG-TATATGTATATGTATATGT--ATATGTATATGTATATGTATATGT-----ATATGTAT-----------ATGTATATGTATATGTATA-----------TGTATATGTATATGTATATGTATATGTATATG----------------------TATATG-TATA-------------------------------------TG
droEre2 scaffold_4929:11852429-

11852571 -
-GTATGTATGTATATATATATATATA---TAT-----AT----ATA-TATATATATATATATATAT--ATGTATTTATGTATGTATGTAT---------GTATGT-----------ATGTATGTATGTATGTATG-----------TATGTATGTATGTATGTATGTATGTATGTATG----------------------TATGTA-TGTA-------------------------------------TG
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dwil\GK13665-in]; CDS [Dwil\GK13665-cds]; CDS [Dwil\GK13665-cds]; utr3 [utr3_minus_9352]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCATTCTGTGGTCGTTCAACATGCGCACGAAGTGATGAAGATTCATCCAAGTAAGATGTAGCACTAACTAAGATTCTAAAGCATTGTTCTGATATAGTACTTCATCATTATTAGGCTTCTAGAGCTCGTTGAGGACTGCGGCCCGTTGCCTCTGGCCAATGACA

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

M020

head

V119

head

M045

female
body

..................................................GTAAGATGTAGCACTAACTAAG............................................................................................ 22 0 1 12.00 12 8 2 2 0

...............................................................................................................................GTTGAGGACTGCGGCCCGTTGCCT............. 24 0 1 2.00 2 0 2 0 0

..................................................GTAAGATGTAGCACTAACTAAGA........................................................................................... 23 0 1 2.00 2 1 0 1 0

.....................TGCGCACGAAGTGATGAAGATTCATCC.................................................................................................................... 27 0 1 1.00 1 0 0 1 0

....................................................................................................................TTCTAGAGCTCGTTGAGGACTGCGG....................... 25 0 1 1.00 1 0 0 0 1

...................................................................................................................CTTCTAGAGCTCGTTGAGGACTGC......................... 24 0 1 1.00 1 0 0 1 0

.................................................................................................................................TGAGGACTGCGGCCCGTTGCCTCTGGCCA...... 29 0 1 1.00 1 0 1 0 0

..................................................GTAAGATGTAGCACTAACT............................................................................................... 19 0 1 1.00 1 0 1 0 0

........................................................................................................................AGAGCTCGTTGAGGACTGCGGC...................... 22 0 1 1.00 1 0 1 0 0

..................................................................................................................................GAGGACTGCGGCCCGTTGCCTCTGGCC....... 27 0 1 1.00 1 0 1 0 0

......................................................................AGATTCTAAAGCATTGTTCTGATAT..................................................................... 25 0 1 1.00 1 1 0 0 0

........................GCACGAAGTGATGAAGATTC........................................................................................................................ 20 0 1 1.00 1 0 0 1 0

......................GCGCACGAAGTGATGAAGATTCATCCAA.................................................................................................................. 28 0 1 1.00 1 1 0 0 0

..................................................GTAAGATGTAGCACTAACTA.............................................................................................. 20 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

GGTAAGACACCAGCAAGTTGTACGCGTGCTTCACTACTTCTAAGTAGGTTCATTCTACATCGTGATTGATTCTAAGATTTCGTAACAAGACTATATCATGAAGTAGTAATAATCCGAAGATCTCGAGCAACTCCTGACGCCGGGCAACGGAGACCGGTTACTGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

V118

embryo

V117

male
body

M020

head

V119

head

..............................................................................TTCGTAACAAGACTATATCATGAAGT............................................................ 26 0 1 1.00 1 0 1 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004943:943464-

943627 +
dwi_3172 CCATTCTGTGGTCGTTCAACATGCGCACGAAGTGATGAAGATTCATCCAAGTAAGATGT------------------A-----------------------GCACTAAC-------TAAGATTCTAAAGCATTG-------------------------------------------------TTCTGAT--ATA-GTAC--------TTC----------ATCATTA----------------------------------------------------TTAGGCTTCTAGAGCTCGTTGAGGACTGCGGCCCGTTGCC------TCTGGCCAATGACA

droVir3 scaffold_13052:1303727-
1303903 +

CCATTCTGTGGCCGTTCGACTTGCGTTCAAAACGAAGAAAATCCTTCAAAGTAAGATCA------------------TAA--A----------------------TAAA-------TAACTTTGTTA-----------AAATTCAATATACATT-CAACG--------------------------------TTCTATATAT------------------ACATATAT----------------------------------------------------ACAGGCTCTTGGAACTTGTAGAAGACTGCGGTCCTTTGCCGTTGTCGCTAGCCAACGATA

droMoj3 scaffold_6498:1650081-
1650246 +

CCATTCTGCGGTCGTTCCACGTGCGTGCAGAATGAAGAGGATTCATCAAAGTAAGAACT------------------T-----------------------T-----------------------------------------------------TACTG---A-ATCAAA-----GTCCGTTTTCTCATAAAAC-ATTC--------AAC----------AATATTT----------------------------------------------------ACAGGTTATTGGAGCTTGTAGAAGATTGCGGACCTTTGCCTTTATCGTTAGCAAATAATA

droGri2 scaffold_14822:327294-
327462 +

CCGTTCTGTGGCCGTTCAACTTGCGTGCAAAACGAGGAGAATCCTGCCAAGTAAAAGCG------------------A-----------------------T-CA----CAGAATT-----------------------AAT--------TGATA-ACAT--------GAAAGTAACC--TA------------A-ATATAA--------T----------TTTCTAA----------------------------------------------------ATAGACTGCTGGAACTCGTGGAGGATTGCGGACCGTTGCCTTTGTCGCTGGCCAACGACA

dp5 Unknown_group_24:2537-2695
-

CCATTCTGCGGTCGTTCAACTTGTGTACAAAATGAAGACAATAAGACAAAGTAATATTT------------------TGA--C----------------------TCAT-------TTATTTTATACAGCTGCA--------------------------------------------------------------------TTTATATAT------ATTACGTATTC----------------------------------------------------ACAGACTTCTTGAACTTGTTGAGGATTGCGGGCCGCTGCC------ACTGGCAAATGACA

droPer2 scaffold_51:113299-113457
-

CCATTCTGCGGTCGTTCAACTTGTGTACAAAATGAAGACAATAAGACAAAGTAATATTT------------------TGA--C----------------------TCAT-------TTATTTTATACAGCTGCA--------------------------------------------------------------------TTTATATAT------ATTACGTATTC----------------------------------------------------ACAGACTTCTTGAACTTGTTGAGGATTGCGGGCCGCTGCC------ACTGGCAAATGACA

droAna3 scaffold_13010:479348-
479517 +

CCATTCTGCGGCCGCTCTACGTGCGTACAAAATGAGGAGAATGATACAAAGTAATATTAAAAGAAAAATATTTATAA-----------------------------------------AAAT-----------------A--------------------GTATTTTAAAA-----G---------------TAC-AAATCAT-------T------ATTTAAAATAA----------------------------------------------------ACAGGCTTTTCGAACTTGTAGAAGATTGCGGCCCTTTGCC------ACTTGCCAATGAAA

droBip1 scf7180000395578:4303-4455
-

CCATTCTGTGGCCGCTCTACTTGCGTTCAAAATGAG---AACGACACAAAGTAATAATAAAGTCAAAA-------------------------------------------------TGTTT-------------------------------ATAAAAA--------------------------------TAA-AAATGTT-------T------ATTAAAATTCA----------------------------------------------------ACAGGCTTCTTGAACTTGTTGAGGATTGCGGCCCTTTACC------ACTTGCTAATGAGA

droKik1 scf7180000298373:7355-7536
+

CCATTTTGTGGTCGCTCTACATGCGTACAAAATGAGGAAAACGATACAAAGTAACATTG------------------TTTTTCTTCTTTTATTATT-----T-CA----CCATTTA-----------------------ATT--------TGATA-TTAT--------TTATATATAA--CA----------AAC-A--TAA--------C----------A---------------------------------------------------TTTCTGAACAGACTGCTGGAGCTTGTAGAAGACTGCGGCCCATTGCC------CTTGGCCAATGAAA

droFic1 scf7180000454086:205733-
205901 +

CCTTTCTGCGGTCGCTCTACTTGCGTGCAAAATGAGGAAAAGGAATCGAAGTAATATAA------------------TAA--T------------TGCAAAC--------------CT---TTTTAAA------ACAAAGAAACAAAA--------------------------------TA---------------T-TACAAAATTTAC----------ATTTTTT----------------------------------------------------TAAGGCTTTTGGAACTCGTAGAAGACTGTGGCCCATTGCC------CTTGGCGAACGACA

droEle1 scf7180000491238:1314272-
1314438 -

CCCTTCTGCGGTAGATCTACTTGTGTACAAAATGAAGAAAACGAAACAAAGTAAAACAT---------TATTTCTAA-----------------------------------------ACTT-----------------A--------------------CCATTATAAAT-----GT--TTTTCGTTA---TAC-ATC-----------T------ATTAATAATTC----------------------------------------------------TTAGGCTCTTGGAACTTGTAGAAGACTGTGGCCCACTGCC------CCTAGCGAACGACA

droRho1 scf7180000777989:23844-
24006 -

CCTTTCTGCGGAAGATCTACTTGCGTACAAAATGAGGAAAACGAATTAAAGTAAATATT-------------------GC--C----------------------TTATAAT-ATT-----ATATAA--------------------------TG-ATTT--------AAAAATTAA----------------AT-AAATGT--------C----------ATTATTC----------------------------------------------------TTAGGCTTTTGGAACTTGTAGAAGACTGCGGACCATTGCC------TCTGGCGAACGACA

droBia1 scf7180000302087:143674-
143858 -

CCGTTCTGCGGTCGTTCTACTTGCGTGCAAAATGAGGAAAATGAAACAAAGTAAAGTAT------------------TAA--C----------------------AA-------------------------------------------------------------------------------------------------AATTTAT----------ATTTTGTTACTGTAACGATTATAAATTAATTTCAATAGAAAATAATATTACATTTGTTCTTAGGCTTTTGGAACTAGTAGAAGACTGTGGCCCATTGCC------ACTGGCAAACGACA

droTak1 scf7180000415607:6049-6217
+

CCTTTCTGCGGGCGATCTACATGCGTACAAAATGAGGAAAATGAAGCCAAGTAATATTT------------------T-----------------------------AT-------TTATCTCTAGACGATGCA-----------------------------TTAAACA-----AAA--TA---------------TATGT--------AATATCGTTAACCTATTT----------------------------------------------------TTAGGCTTTTGGAACTCGTTGAAGACTGCGGCCCATTGCC------ACTCGCGAACGACA

droEug1 scf7180000406964:125922-
126081 +

CCGTTCTGCGGTCGATCTACTTGCGTACAAAATCAGGAAAACGAAACTAAGTAACGTTA------------------TTA--T------------TTAAAAGCGATA---------------------------ACAAAAAATCAAAT-----------------------------------------------------TGTATTCTAT----------GTAATTT----------------------------------------------------GTAGGCTTTTAGAACTTGTAGAAGATTGCGGCCCATTGCC------CTTAGCGAATGACA

dm3 chr4:175542-175702 - CCATTCTGCGGTCGATCTACTTGTGTTCAAAATGAGGAAAATGATGCAAAGTAAACAAA------------------TTT--C------------A-------------GTT-AATATATAT-------------------------------TT-AATA--------------------------------AAC-AAATGCCTAATATAC----------ATTATTT----------------------------------------------------ATAGGCTATTCGAACTCGTAGAAGACTGCGGCCCATTGCC------ACTGGCGAATGACA
droSim2 4:123733-123891 - dsi_5573 CCATTCTGTGGTCGATCTACTTGTGTTCAAAATGAGGAAAATGATGCAAAGTATTTAACGGAACAATT-------------------------------------------------TATAT-------------------------------TTAAATA--------------------------------AAC-AAATGCCTAATATAC----------ATTATTT----------------------------------------------------ATAGGCTATTGGAACTCGTTGAAGACTGCGGGCCATTGCC------ACTGGCGAATGACA
droSec2 scaffold_52:117440-117598

-
CCATTCTGTGGTCGATCTACTTGTGTTCAAAATGAGGAAAATGATGCAAAGTATTTAACGGAACAATT-------------------------------------------------TATAT-------------------------------TTAAATA--------------------------------AAC-AAATGCCTAATATAC----------ATTATTT----------------------------------------------------ATAGGCTATTGGAACTCGTAGAAGACTGCGGGCCATTGCC------ACTGGCGAATGACA

droYak3 4:148963-149132 - CCATTCTGCGGTCGATCTACTTGTGTTCAAAATGAGGAAAATAATACCAAGTAATTTAAAGAAGAGTT-------------------------------------TTAT-------TTATTGT-----------------ATATATTATATATTTTAATG--------------------------------AAC-CAATGT--------A----------TTTATAT----------------------------------------------------GTAGGCTTTTGGAACTCGTAGAAGATTGCGGCCCATTGCC------ACTGGCAAATGACA
droEre2 scaffold_4512:1152141-

1152302 +
CCATTCTGCGGTCGATCAACTTGTGTTCAAAATGAGGAAAATGATACAAAGTAATTGTA------------------T-----------------------T-TT----TAT------ATTT-----------------AATTTAATATATATTTTAACG--------------------------------AAC-ATATGT--------A----------ATTATTT----------------------------------------------------GTAGGCTTTTGGAACTCGTAGAAGACTGCGGCCCATTGCC------ACTGGCGAATGACA
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CATACTGGCTTCCGCACGAAAAAATCATTGCGTGGTCCTGTTATTGAATGGTAAGAACATGCTCAGATTGGTACAAAATTGTACTTTAATAAATCAATTTGTTATGTTCATCAAATAGGTATGATACGCTTTCACATCACATTCGTTCCTCGGCATTAGTGCGTAAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

V118

embryo

M045

female
body

V117

male
body

..................................................GTAAGAACATGCTCAGATTGGTA............................................................................................... 23 0 1 8.00 8 8 0 0 0

..................................................GTAAGAACATGCTCAGATTGGTAC.............................................................................................. 24 0 1 2.00 2 2 0 0 0

....................................................................................................................................CACATCACATTCGTTCCTCGGC.............. 22 0 1 2.00 2 2 0 0 0

.............................................................................................................................................TTCGTTCCTCGGCATTAG......... 18 0 1 2.00 2 2 0 0 0

......................................................................................................................................CATCACATTCGTTCCTCGGCATTAGT........ 26 0 1 2.00 2 0 0 0 2

...................................................................................................................................TCACATCACATTCGTTCCTCGGCATTAG......... 28 0 1 1.00 1 0 0 1 0

.......................................................................................................................................ATCACATTCGTTCCTCGGC.............. 19 0 1 1.00 1 0 1 0 0

............................................................................................................................................ATTCGTTCCTCGGCATTAGTGC...... 22 0 1 1.00 1 0 0 0 1

.............................................................................................TCAATTTGTTATGTTCATCAA...................................................... 21 0 1 1.00 1 0 1 0 0

............................TGCGTGGTCCTGTTATTGAAT....................................................................................................................... 21 0 1 1.00 1 0 1 0 0

......................................................................................................................................CATCACATTCGTTCCTCGGC.............. 20 0 1 1.00 1 0 1 0 0

....................AAAATCATTGCGTGGTCCTGTTA............................................................................................................................. 23 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

GTATGACCGAAGGCGTGCTTTTTTAGTAACGCACCAGGACAATAACTTACCATTCTTGTACGAGTCTAACCATGTTTTAACATGAAATTATTTAGTTAAACAATACAAGTAGTTTATCCATACTATGCGAAAGTGTAGTGTAAGCAAGGAGCCGTAATCACGCATTTA

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004943:9146126-

9146293 -
dwi_3394 CATACTGGCTTCCGCACGAAAAAATCATTGCGTGGTCCTGTTATTGAATGGTAAGAACATGCTCAGATTGG--------TACAAAATTGTA-------CTTTAA--TAAATCAATT-TGT------------TATGTTCAT------------C-----------AAATAGGTATGATACGCTTTCACATCACATTCGTTCCTCGGCATTAGTGCGTAAAT

droVir3 scaffold_13047:11145473-
11145627 +

CATACTGGATTTCGTACTAAAAAATCGCTGCGTGGTCCCGTCATCGAATGGTAAGTGGAGA---AATAA-------------------ACAGTAGAAAAATGGTTAT-------TTATAT------------------------TATTTTTGCT-----------T--TAGGTATGACACGCTCTCACATCACATACGTTCCTCCTCGCTGGTGCGCAAGT

droMoj3 scaffold_6540:30613642-
30613802 -

CACACTGGGTTTCGCACCAAGAAATCGCTGCGTGGCCCCGTCATCGAATGGTGAGTGATGG---AAGAT----------------------G----------GATAA-------CCATAT-----TATATTATATATTCATGAAA--TCTTCTC-----------TTTCAGGTATGACACCCTGTCACATCACATACGTTCCTCGTCATTGGTGCGCAAGT

droGri2 scaffold_14624:1042149-
1042224 +

TTTATTGATT--------------------------------------------------------------------------------------------------------------------------------------ATTTTCTTAT-----------TTGCAGGTATGACACGCTTTCACATCACATACGTTCCTCGTCGCTGGTGCGCAAAT

dp5 2:14057601-14057766 + CACACAGGTTTCCGCACGAAGAAGTCGCTACGCGGCCCCGTCATTGAATGGTGAGTAAATA---AGAGTGGGATTTGCCTACAGGATT-CA-------TGGGAA--T-------GCATGC------------------------GTTTTTTGCG-----------TTGCAGGTACGATACGCTTTCACATCACATACGTTCCTCGGCGCTGGTGCGCAAAT
droPer2 scaffold_0:6384024-6384189 - CACACAGGTTTCCGCACGAAGAAGTCGCTACGCGGCCCCGTCATTGAATGGTGAGTGAATG---AGAGTGGGTTTTGCCTACAGGATT-CA-------TGGGAA--T-------GCATGC------------------------GTTTTGTGCG-----------TTGCAGGTACGATACGCTTTCACATCACATACGTTCCTCGGCGCTGGTGCGCAAAT
droAna3 scaffold_12911:3473180-

3473339 -
CACACTGGTTTCCGTACGAAGAAATCACTGCGCGGTCCCGTCATTGATTGGTGAGTGTTTC---TATAT----------------------CTGGCGGCTTACA--CAAACTAATCATAT------------------------GTGTACTGCT----------CTTTTAGGTACGATACGCTTTCCCATCATATACGCTCCTCGGCACTGGTGCGGAAGT

droBip1 scf7180000396640:336896-
337054 -

CACACTGGTTTCCGTACGAAGAAATCACTGCGCGGTCCCGTCATTGAATGGTAAGTGTTTC---AAAAT----------------------TTTATGATTTAAA--CAAACCAAACACAT------------------------TTCGACTTGG-----------TTTTAGGTACGACACGCTTTCACATCATATACGGTCCTCGGCACTGGTGCGAAAGT

droKik1 scf7180000301641:95600-95771
+

CACACTGGTTTCCGCACGAAGAAGTCCCTACGTGGCCCTGTCATTGAATGGTTAGTTTGTT---AGAGG----------------------AG-----------TTT-------CGCTTTTTCTTTATTCCATTTATTCATTAAT--TA---A-CTTGAATTTCTTGGCAGGTACGACACGCTCTCACATCACATACGTTCCTCGGCGCTGGTGCGCAAAT

droFic1 scf7180000454097:37587-37742
+

CACACCGGTTTCCGCACAAAGAAGTCGCTACGCGGACCCGTCATTGACTGGTAGGTGTAAG---A-GAT----------------------GTTCTTGCCATGG--TTTAAATTGATAAA------------------------G--TCTTAAT-----------TGTCAGGTACGACGCGCTCTCACATCACATACGTTCCTCGGCATTGGTTCGCAAGT

droEle1 scf7180000491194:1665822-
1665978 +

CACACTGGTTTTCGCACGAAGAAGTCCCTGCGTGGCCCCGTTATCGATTGGTGACTAAATG---AAACA----------------------GTTCTAAGAAGCA--TATGAATTACAT--------------------------GACTCTTGAT-----------TGACAGGTACGACGCACTCTCGCATCACATACGTTCTTCGGCACTAGTGAGAAAGT

droRho1 scf7180000779322:76546-76702
-

CACACTGGCTTCCGCACGAAGAAGTCTCTGCGAGGGCCCGTTATTGATTGGTGAGTTTCTT---GCGAC----------------------GTTTTGAGATGGA--TCTCAATT--ATAC------------------------AGCTCTTTAT-----------TGACAGGTACGACGCGCTCTCACATCACATACGCTCATCGGCACTGGTTCGAAAGT

droBia1 scf7180000302035:278214-
278371 +

CACACCGGCTTCCGCACGAAGAAGTCGCTACGCGGCCCAGTCATCGATTGGTAGGTGGAGG---AT-GG----------------------CTCCTGACCAGGA--TCTCTTTTTCTTAT------------------------TGTTCTTGAT-----------TGGCAGGTACGACGCGCTCTCACATCACATACGTTCCTCGGCTCTGGTTCGCAAGT

droTak1 scf7180000415712:705480-
705636 +

CACACCGGCTTCCGCACGAAGAAGTCGCTGCGCGGCCCAGTAATTGATTGGTACGGGGAAT---AATAT----------------------CTTCTAGCCAGGA--TCTGAATAACAT--------------------------AGTTCTTAAT-----------TTACAGGTACGACGCGCTCTCACATCACATACGTTCCTCGGCTCTGGTCCGCAAGT

droEug1 scf7180000409488:291202-
291355 -

CATACCGGATTCCGCACGAAAAAGTCACTGCGCGGCCCTGTTATCGAATGGTGAGGTGATA---G-GAG---------------GTT-GCA-------TTAGAA--TCCGA-GTGCTT--------------------------AACTCTTGAT-----------TTTCAGGTATGACGCGCTCTCTCATCATATACGTTCCTCGGTACTAGTTCGCAAGT

dm3 chr3R:27611971-27612129 + CACACCGGCTTCCGCACGAAAAAGTCTCTGCGAGGCCCCGTTATGGAATGGTGAGTAGCTT---GGGAG----------------------GTATTGACTCGGG--TATAATTAGGATAC------------------------ATCTTCTGCT-----------TTACAGGTATGACGCGCTCTCACACCACATACGTTCCTCGGCACTAGTTCGCAAGT
droSim2 3r:26887511-26887669 + dsi_14991 CACACCGGCTTCCGCACGAAAAAGTCTCTGCGAGGGCCCGTTATGGAATGGTGAGTAGCTT---GGGAG----------------------GTATTGACCCGGA--TCTAACTCGGATAC------------------------ATCTTCTGCT-----------TGACAGGTATGACGCGCTATCACAACACATACGTTCCTCGGCACTAGTTCGCAAGT

droSec2 scaffold_31:266522-266680 + CACACCGGCTTCCGCACGAAAAAGTCTCTGCGAGGGCCCGTTATGGAATGGTGAGTAGCTT---GGGAG----------------------GTATTGACCCAGA--TCTAACTCGGATAC------------------------ATCTTCTGCT-----------TGACAGGTATGACGCGCTATCACAACACATACGTTCCTCGGCACTAGTTCGCAAGTdroYak3 3R:28546545-28546703 + CACACCGGCTTCCGCACGAAAAAGTCTCTGCGTGGCCCCGTCATTGAATGGTGAGTAGCTT---AAGAG----------------------GTATTGACCCGAA--TCTGACCCGGATAC------------------------GTTTTCTGAT-----------TGATAGGTATGACGCGCTCTCACACCACATACGTTCCTCGGCACTAGTTCGCAAGT
droEre2 scaffold_4820:358548-358706

-
CACACCGGCTTCCGCACGAAAAAGTCTCTGCGTGGCCCTGTCATTGAATGGTGAGTAGCTT---AAGAG----------------------GTATTGACCCGGA--TCTGACCCGACTTC------------------------ATCTTCTAAC-----------TGACAGGTATGACGCGCTCTCACACCACATACGTTCCTCGACACTAGTTCGCAAGT
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GAAATAGGTGAAATTAGTACTTAAAATTAGTACTCAATCCTTTGTCATACTTATGAATAGGAAATGCCAACGTGAAATTAGTACTTTGGCATTTCCTATTCATAACTATATGACAAAGGATCAATAGAGGTATGTTTTATAGGTATTTCTGATTACTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

M045

female
body

V119

head

..................................................TTATGAATAGGAAATGCCAACG...................................................................................... 22 0 1 13.00 13 8 3 2

..................................................TTATGAATAGGAAATGCCAAC....................................................................................... 21 0 1 3.00 3 1 1 1

.....................................................................................TTGGCATTTCCTATTCATAACT................................................... 22 0 1 1.00 1 0 1 0

...........................................GTCATACTTATGAATAGGAAAT............................................................................................. 22 0 1 1.00 1 1 0 0

.................................................CTTATGAATAGGAAATGCCAAC....................................................................................... 22 0 1 1.00 1 0 0 1

Anti-sense strand reads

CTTTATCCACTTTAATCATGAATTTTAATCATGAGTTAGGAAACAGTATGAATACTTATCCTTTACGGTTGCACTTTAATCATGAAACCGTAAAGGATAAGTATTGATATACTGTTTCCTAGTTATCTCCATACAAAATATCCATAAAGACTAATGAA

************************************.(((((((((((((.((((((((((((((((((((.(((.......))).))))))))))))))))))))...))))))))))))).***********************************
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
droWil2 scf2_1100000004513:3464497-

3464654 +
dwi_127 GAAATAGGTGAAATTAGTACTTAAAATTAGTACTCAATCCTTTGTCATACTTATGAATAGGAAATGCCAACGTGAAATTAGTACTTTGGCATTTCCTATTCATAACTATATGACAAAGGATCAATAGAGGTATGTTTTATAGGTATTTCTGATTACTT
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ACACCGGCTTTTCATTTCAATGTTTTGCAATCGTTCCTGATAATATTCAAGTTTGTGATTTTAGCTGTAGTCAATGGGGAAATTCAGTTGAAATTGCTTGTTCCGTTTCGCCTGAATTTCTCTTGAAACTTTAAATACTTATTCGAAAAAACTTGCAGAGAGGAGTGTATGAAACTTGTCGACATACTCAATGAAAAGATTGACACGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

M045

female
body

V118

embryo

V117

male
body

V119

head

.........................................................................................................TTTCGCCTGAATTTCTCTTGAA................................................................................. 22 0 1 4.00 4 4 0 0 0 0

...........................................................................................................TCGCCTGAATTTCTCTTGAAACT.............................................................................. 23 0 1 4.00 4 4 0 0 0 0

.........................................................................................................TTTCGCCTGAATTTCTCTTGAAAC............................................................................... 24 0 1 3.00 3 3 0 0 0 0

..........................................................................................................TTCGCCTGAATTTCTCTTGAAACT.............................................................................. 24 0 1 1.00 1 1 0 0 0 0

.........................................................................................................TTTCGCCTGAATTTCTCTTG................................................................................... 20 0 1 1.00 1 0 1 0 0 0

..........................................................................................................TTCGCCTGAATTTCTCTTGAA................................................................................. 21 0 1 1.00 1 0 1 0 0 0

........................................................................AATGGGGAAATTCAGTTGAAAT.................................................................................................................. 22 0 1 1.00 1 0 0 0 1 0

.........................................................................................................TTTCGCCTGAATTTCTCTTGA.................................................................................. 21 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

TGTGGCCGAAAAGTAAAGTTACAAAACGTTAGCAAGGACTATTATAAGTTCAAACACTAAAATCGACATCAGTTACCCCTTTAAGTCAACTTTAACGAACAAGGCAAAGCGGACTTAAAGAGAACTTTGAAATTTATGAATAAGCTTTTTTGAACGTCTCTCCTCACATACTTTGAACAGCTGTATGAGTTACTTTTCTAACTGTGCC

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

M045

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004943:12868074-

12868281 -
dwi_3459 ACACCGGCTTTTCATTTCAATGTTTTGCAATCGTTCCTGATAATATTCAAGTTTGTGATTTTAGC--T----------------------------GTAGTCAATGGGGA--------------AA-----TTCAGTTGAAATTG---CTTGTTCCGTTTCGCCTGAATTTCTCTTGAAACT----TTAAATA----------CTTATTCGAA-----------AAAACTTGCAGAGAGGAGTGTATGAAACTTGTCGACATACTCAATGAAAAGATTGA----------------CACGG

droVir3 scaffold_12875:8643483-
8643647 +

ACCCCCACATTCCATTTCAATATACTGGGTCAATTTGTGGAAATCTTCAAGTAAGTTTATATAAA--C----------------------------------ATA------------------TAT-TCCG--C------------------------T-----------------------AGCAG--------AAATTGAA---CGTA-----------TG-ACTCCTTAAAGAGCGGAAAGCCAAAAGTTTCTTAAGCTAGTCGAGAGTCAGCCGGAAAGTAT---------TATCTC

droMoj3 scaffold_6496:9873250-
9873472 +

ACACCCACCTTTCACTTTAATATATTGGAGCAATTTAATGAGGTTTTCAAGTAAGTTCAACTAAA--TGTTAAGCAAACTATATGTGATTTTAATTTAAATTA-CATAAA--------------AA-----TTCAATTGAAATTTAATTTTATTCTCTTTTATTTTAATTTTTATT---------------------------TTTA-----T-----------TGAATTTTTAGAGCTGAGAGCTTGAAATTCGTGCAACGATTCGAGGGCAATGCAGAGAC-------------TACCA

droGri2 scaffold_15245:12148009-
12148188 +

ACACCTGCATTTCATTTTAAAATATTGGAACAATTCTTGGAGGTTTTTAAGTAAGTCAATACTGT--T----------------------------GTTAAGAATCGATT--------------AT-----CTTAAGCG----------------------------------------------------------CTAATA---TACGTTT-----------TATTTATATAGGCAAGAAAGCGTTAAATTTATCGATCTTCTACAAAACATGTCGACTAATACAGTAGGTCCTTGTGA

dp5 4_group3:7064202-7064358 + ACTCCCGCCTTTCATTTCAATGTTCTGCAATCATTTCTGGCCATCTTCAAGTGAGTTCTTA---ACCA------------------------------------------GTCGGGACTTCTATATGGTGT--------------------------------------------------------------------------------C--TAATCTTCGA-TGTATTACAGAGAGGAATGCAACAAGTTGATCAAAGTGCTAGACAAAAAAGTTGA----------------CGGGG
droPer2 scaffold_1:8516635-8516791 + ACTCCCGCCTTTCATTTCAATGTTCTGCAATCATTTCTGGCCATCTTCAAGTGAGTTCTTA---ATCA------------------------------------------GTCGAGACTTCTATATGGTGT--------------------------------------------------------------------------------C--TAATCTTCGA-TGTATTACAGAGAGGAATGTAACAAGTTGATCAAAGTGCTAGACAAAAAAGTTGA----------------CGGGG
droAna3 scaffold_12916:9900224-

9900375 -
dan_632 ACTCCGGCTTTCCACTTCAATGTTCTGCAGTCTTTCTTGGCTATTTTCAAGTGAGTAGGAAGTTT--T-----------------------------------------------------------------------------------------------------------------------AAATCTTTACAATTTA---ATTATAATT--------A-TATATAACAGGGAGGAGTGCAATAAGTTCATCAAAGTTTTGAATGAAAATCTAGA----------------TGGCG

droBip1 scf7180000396580:1134779-
1134930 +

ACACCGGCTTTCCACTTCAATGTCCTGCAGTCTTTTTTGGCTATTTTCAAGTGAGTATATTCTAT--A-----------------------------------------------------------------------------------------------------------------------TATTTGTTATATTTAA---AATATAACT--------A-TTTTTACCAGGGAGGAGTGCAATAAATTCATCAAAGTTTTGTATGAAAATGAAGA----------------AGGAG

droKik1 scf7180000302643:588855-
589011 -

ACTCCTGCCTTCCATTTCAATGTCCTGCAGTCTTTCCTGGCCATATTCAAGTGAGTTTTATTTTT--TTA------------------------------------------AGAGGCTAATTTGTATTTA----------------------------------------------------------------------TT---AA---------TATT--AATTTATTACAGAGAAGAGTGTCACAAGCTTGTAAAAGTTCTGAATCAGAGTGTGGA----------------TAAAG

droFic1 scf7180000453842:981806-
981964 -

ACGCCAGCCTTTCATTTCAATGTTTTGCAATCTTTCCTGGCCATTTTCAAGTGAGTATGGATTAATT--A----------------------------------------AGTTATAATTATATTT-CTAG--------------------------------------------------------------------------------C--TA-ACTTCATTTTAATTGCAGAGAAGAGTGTAATAAGTTCATCAAAGTTTTGGATAAGAATTTAGA----------------TGGCG

droEle1 scf7180000491338:82777-82931
+

ACTCCAGCTTTCCATTTTAATGTTTTGCAGTCGTTTCTGACCATATTCAAGTGGGTATTCTAATT--A------------------------------------------------------------------------------------------------------------------AAAAAAAGGTGAAAGTTTAAA---ATAATAA-----------AACACTTTTAGGGAAGAGTGCAATAAGCTGGTAAAAATCCTTAATCAAAGTTTGGA----------------CAACG

droRho1 scf7180000778058:19063-19219
-

ACTCCTGCTTTCCATTTTAATGTTTTGCAATCGTTTCTGACTATATTCAAGTGAGTATTATTATA--AAT------------------------------------------AGGGAAAAACGTATTGTTT---------------------------------------------------------------TAA---------A----------TCAT--ATTCATTTATAGGGAAGAGTGCAATAAGCTTACAAAAGTCCTCAATCAAAGCGTGAA----------------TGAGG

droBia1 scf7180000302261:710355-
710506 +

ACTCCCGCCTTCCATTTCAACGTTTTGCAGTCTTTTCTAAATATATTCAAGTAAGTTTTCGAAAT--T------------------------------------------------------------------------------------------------------------------AGAAA--GCTTTTAAGTTATA---AAAG-C--C--------A-GTTTTTTAAGGGAAGAGTGCAACAAACTGGTCAAAGTCCTATATCAAAGTGTGGA----------------TAAGG

droTak1 scf7180000415704:252465-
252623 -

ACACCTGCCTTTCATTTTAATGTTCTGCAGTCTTTTCTTTCTATTTTTAAGTGAGTTCAACTGATCT--A----------------------------------------ATTTAAAAAAAGTTTT----------------------------------------------------------------CTTTAAA--------------------GCTGTGATATAATTTCAGAGAAGAGTGCAAGAAGTTTATAAAAGTTGTAGACAAAAACGCAGG----------------CGCTG

droEug1 scf7180000409005:1161633-
1161794 +

ACGCCGGCATTTCATTTCAATGTTCTGCAGTCTTTCTTGGCTATTTTTAAGTGGGTTTAAATTAC--T----------------------------------AATTATTAATGTTTA---------------------------------------------------------------------------GATATGTTA----------C--TAAGTTTCGATTTAATTTCAGAGAAGAGTGCAACAAGTTTATAAGTGTTCTCGACAAGAATGTAGA----------------TGCCG

dm3 chr2L:5266990-5267144 + ACTCCTGCTTTTCACTTTAAGGTGCTGCAATCTTTTCTGATCATATTCAAGTAAGTTTACAAAAT--A------------------------------------------------------------------------------------------------------------------GTTAATGGTTGTTAAGTTGTA---AGCACTC-----------TCGATTTTTAGAGAAGAGTGCAATAAACTTGTGAAAGTCCTGCATCAAAGTGTGAA----------------TATGG
droSim2 2l:5075034-5075188 + ACTCCTGCTTTTCATTTTAAAGTATTGCAGTCTTTTCTGATCATATTCAAGTAAGTTTACATAAT--G------------------------------------------------------------------------------------------------------------------ACAAATGGTTGTTAAGTTGTA---AGCACTT-----------CCTATTTTTAGAGAAGAGTGCAGTAAACTTGTGAAAGTCCTGCATCAAAGTGTGGA----------------TACGG

droSec2 scaffold_5:3347093-3347247 + ACTCCTGCTTTTCATTTTAAAGTATTGCAGTCTTTTCTGATCATATTCAAGTAAGTTTACATAAT--A------------------------------------------------------------------------------------------------------------------ACAAATGGTTGTTAAGTTGTA---AGCACTT-----------CCTTTATTTAGAGAAGAGTGCAGTAAACTTGTGAAAGTCTTGCATCAAAGTGTGGA----------------TACGGdroYak3 2L:13933689-13933847 - ACGCCGGCCTTTCACTTCAATGTCCTGCAGTCGTTCTTGGGTATTTTCAAGTAAGTTTGAGTTAA--C----------------------------------AATTCCTT--------------AT-----TAC--------------------------------------------------------------AATTGCA---AATAAA------ATATGTGTTTAATTTAGGGAAGAGTGCAAGAAATTCCTAAACGTCTTGGAGAAAAACTTAGA----------------CGCTG

droEre2 scaffold_4929:5345710-
5345864 +

ACTCCCGCTTTCCATTTCAATGTATTGCAGTCTTTTCTGACCATATTCAAGTGAGTCTACACAAT--A------------------------------------------------------------------------------------------------------------------ATAAATGTTGGTTAAGTTGCA---AGCACAA-----------TCGCCTTTCAGGGAAGAGTGCAATAAGCTTGTGAAAGTCCTGCATCAAGGTGTGGA----------------TAAGG
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dwil\GK22571-in]; CDS [Dwil\GK22571-cds]; CDS [Dwil\GK22571-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGCTGGAGCAGTCAACCAATCGCATGCACCACAGATGTGCTATGGTGTCGGTAAGTTGGATTGGTTGGAGTAGGTTTTGTAGAGCTCTTTTTCTTCAACTAATGTCTTCTTTTCCAGTGGTGACGAGTCCATTAGCAGAATCTATGTTCCTGGATTCCTTTACACCA

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

M045

female
body

M020

head

V117

male
body

..................................................GTAAGTTGGATTGGTTGGAG................................................................................................. 20 0 1 10.00 10 10 0 0 0

..................................................GTAAGTTGGATTGGTTGGAGTA............................................................................................... 22 0 1 3.00 3 2 0 1 0

..............................................................................................TCAACTAATGTCTTCTTTTCCAGT................................................. 24 0 1 2.00 2 2 0 0 0

..................................................GTAAGTTGGATTGGTTGGA.................................................................................................. 19 0 1 2.00 2 2 0 0 0

............CAACCAATCGCATGCACCACAGATG.................................................................................................................................. 25 0 1 2.00 2 0 2 0 0

........................................................................................................................TGACGAGTCCATTAGCAGAATCTATGT.................... 27 0 1 2.00 2 0 2 0 0

....................................................................................................................................TAGCAGAATCTATGTTCCTGGATTCC......... 26 0 1 1.00 1 0 1 0 0

....GGAGCAGTCAACCAATCGCATGCACCAC....................................................................................................................................... 28 0 1 1.00 1 0 1 0 0

...................................................TAAGTTGGATTGGTTGGAGTAGG............................................................................................. 23 0 1 1.00 1 0 1 0 0

...........TCAACCAATCGCATGCACCACAGATG.................................................................................................................................. 26 0 1 1.00 1 0 1 0 0

..................................................GTAAGTTGGATTGGTTGGAGA................................................................................................ 21 1 1 1.00 1 1 0 0 0

.........................................................................................................................GACGAGTCCATTAGCAGA............................ 18 0 1 1.00 1 1 0 0 0

.............AACCAATCGCATGCACCACAGATGT................................................................................................................................. 25 0 1 1.00 1 1 0 0 0

.....................................................................................................................TGGTGACGAGTCCATTAGCAGAATC......................... 25 0 1 1.00 1 0 1 0 0

...TGGAGCAGTCAACCAATCGCATGCACCA........................................................................................................................................ 28 0 1 1.00 1 0 1 0 0

................................AGATGTGCTATGGTGTCGTG................................................................................................................... 20 2 1 1.00 1 1 0 0 0

..........GTCAACCAATCGCATGCACCACAGATG.................................................................................................................................. 27 0 1 1.00 1 0 1 0 0

..............................................................................................................................GTCCATTAGCAGAATCTATGTTCCTGGA............. 28 0 1 1.00 1 0 1 0 0

...........TCAACCAATCGCATGCACCACAGA.................................................................................................................................... 24 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

CCGACCTCGTCAGTTGGTTAGCGTACGTGGTGTCTACACGATACCACAGCCATTCAACCTAACCAACCTCATCCAAAACATCTCGAGAAAAAGAAGTTGATTACAGAAGAAAAGGTCACCACTGCTCAGGTAATCGTCTTAGATACAAGGACCTAAGGAAATGTGGT

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

#
Mismatch

Hit
Count

Total
Norm Total

V117

male
body

M045

female
body

M020

head

V118

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004921:432397-

432563 -
dwi_2943 GGCTGGAGCAGTCAACCAATCGCATGCACCACAGATGTGCTATGGTGTCGGTAAGTTGGATT-GGTT------------------------GGAGTAG----GTTTTGTAGAGCTCTTTTTCTTC----------------AACTAA-TGTCTTC--TTTTCCAGTGGTGACGAGTCCATTAGCAGAATCTATGTTCCTGGATTCCTTTACACCA

droVir3 scaffold_12855:2354331-
2354491 -

dvi_3538 CGTGGGTGCTGTCAACCCGGCACACACGCCGCAAATGTACTACGCCATTGGTTAGCCTTCAG-TTGGATC-----C-T-TT----G-CCCCATAATTA-------AGC----------------T---GACTAA----------T---TCCATTT--TTTTTTAGTGGTGGCCAAGGCAGAAGCAGAGGGCATGCAGCTGGAGTGCTTTACGCCG

droMoj3 scaffold_6540:32668513-
32668673 -

CGTAGGCGCTGTCAACCAGGCCCATACGCCCCAGATGTACTACGCTATAGGTGAGTCCGAAT-----------CAGCTTTC------CAGAACCAA----------------------CATCACCC-A-----CT------ATAGCC-CACCCTC--GCTTTTAGTTGTTGCCTCGGCTCGGGAGGATGGAATGCAGCTGGATTGCTTTACGCCG

droGri2 scaffold_15074:2362368-
2362531 -

AGTGGGTGCAGTCAATCATGGGCATGCGCCCCAGATGAACTACGCCATAAGTAAGCTTACAACTAGCAACAA---C--TCTTTCCTAAT--------C---------------------------AGAGACTAA--------TTTGA-TTGTTTT--TTTTGTAGTGGTGGCCAGCGCTGGTCCAGAACGCATGCTGCTGGATTGCTTGACGCCG

dp5 XR_group8:1803616-1803767 - GGCTGGAGCTGTTAACGCTGCCCACGCTCCACAGATGTGCTATGCCGTTGGTAAGTATTGAA----------TTTGTCATT----C-AAC-ATGAA----------------------CAATACTT-A-----AT-----------------ACT--ATTTCTAGCTGTGGCCAGTGTCCAAGCGAACAGCATACTTCTGGAGTCATTCACACCC
droPer2 scaffold_24:1246530-1246681

+
GGCTGGAGCTGTTAACGCTGCCCACGCTCCACAGATGTGCTATGCCGTTGGTAAGTATTGAA----------TTTGTCATT----C-AAC-ATGAA----------------------CAATACTT-A-----AT-----------------ACT--ATTTCTAGCTGTGGCCAGTGTCCAAGCGAACAGCATACTTCTGGAGTCATTCACACCC

droAna3 scaffold_13340:8106663-
8106824 -

GGCAGGAGCCGTAAATGCAGCTCATGCTCCTCAAATGTGCTACGCACTTGGTAAGTTTGACGCAATCTAGGATTCAAGGAT----C-GA--------------------C---------------ATAG-----T------ATATATCATTTAAC--TTTTTCAGTCTTGGCCACTCCACAGGCGGAGAGCGTAGTCCTGGAGACATTCACACCG

droBip1 scf7180000396708:741055-
741221 +

TGCAGGAGCTGTAAATGCAGCTCATGCTCCTCAAATGTGCTACGCACTTGGTAAGTTGGACACAGTCTAGAA---A--AC-------------TAGAAGGGGGCTG---T---------------AT---------AAATTTCATCA-TTTAATT--CTTTTCAGTCGTGACCAGTCCACAGGCGGAGTCCGTGGTCCTGGAGTCATTCACACCA

droKik1 scf7180000302697:1068603-
1068758 +

AGCCGGAGCTGTGAACACTGCCCATGCTCCACAAATGTGTTATGCTCTCGGTAAGAATGGG-----------TTTAAGGTT----T-GAGAAGCC------------------------------ATAACTTAAT----------TT-GTTCCCT--TTTCCCAGTGACTGTCAGTGCCCAGGCTGAGAATATGTTTCTGGAGTCATTCACGCCG

droFic1 scf7180000454055:308372-
308523 -

GGCTGGAGCTGTGAACTCTGCTCATGCTCCACAAATGTGCTATGCTCTGAGTAAGAACTTAC-TTAAAT-AT---G--TT-------------------------TTCAT----------------TAT-----T------ATAAAA--ACATAC--CATTTTAGTAACTGCAAGTCCACAACCGGAAAGTATGCTTATGGAGTCCTTTACACCG

droEle1 scf7180000491017:208495-
208652 +

GGCTGGAGCTGTAAATGCTGCTCATGCTCCACAAATGTGCTATGCTCTGGGTAAGATTAAGG---------------T-TT------GACAAATAATA-------TTG------T---------TGT---------GTAT-ATATAT-CGTATTG--CCTTTCAGTGACAGCCAGTGCTCATGCGGAAAGTATGCTCCTGGAGTCGTTCACGCCG

droRho1 scf7180000777285:104100-
104258 -

GGCTGGAGCTGTAAATACTGCTCATGCTCCACAAATGTGCTATGCTCTGGGTAATATTTATC---------------T-TT----G-GCCAAAAAATA-------AGG------C---------AAT---------AAAT-TTATAC-ATGATCG--TTTTTCAGTGACAGCGAGTGCTCATGCGGAAAATATGCTCCTGGAGTCGTTCACGCCG

droBia1 scf7180000302402:5195638-
5195795 -

GGCTGGAGCTGTAAATGCGGCTCATGCTCCACAAATGTGCTACGCTCTGGGTAAGGAAAAGC---------------T-TT------GGAAAATATAA-------GTC------C---------AGT---------AGAA-TTATAA-TAATTAT--TATTTCAGTGACGGGAAGTGCTCAAACGGAAAGTATGCTCTTGGAGTCGTTCACACCG

droTak1 scf7180000415417:146355-
146514 -

GGCTGGAGCTGTGAATACTGCTCATGCTCCACAAATGGTCTACGCTCTCGGTAAGAATTATA-AAATA-------------------GGCAAATAATA-------ATT------A---------AAT---------AGAT-TTATAA-TGAAGAT--CTTTTTAGTTACAGGAAGTGCTCAACCAGAAAGTATGCTGCTGGAGTCGTTTACCCCG

droEug1 scf7180000409768:655026-
655186 +

GGCAGGAGCTGTTAATGCTGCTCATGCTCCACAAATGTGCTACGCCCTGGGTAAGAATTATA-G---------------TT----T-AACAATAAATA-------ATG------C---------AT-A-----AC---AC-ATATAA-TGATTTTCTGTTTTCAGTGACAGGAAGCGCTCAAGCAGAGAGCATGCTCCTGGAGTCATTCACTCCT

dm3 chr3R:18517706-18517860 + GGCTGGAGCTGTGAATGCTGCTCACGCTCCACAAATGTGCTACGCTCTGGGTAAGAAGTATG-TGACAGCAA---A--TC-------------------------TTGAT---------------ATGG-----T------ATATAA-TGTTAAG--TATTTTAGTGACTGGCACTGCTCAAGCTGAAAGAATGCTTCTGGAATCGTTCACGCCG
droSim2 3r:18042995-18043149 + dsi_15721 GGCTGGAGCTGTAAATCCTGCTCATGCTCCACAAATGTGCTACGCTCTGGGTAAGAAGTATG-TGACAGCAA---A--TC-------------------------TTGAT---------------ATGG-----T------ATATAA-TGTTAAG--TATTTTAGTGACTGGCACTGCTCAAGCTGAAAGAATGCTCCTGGAATCGTTCACGCCG
droSec2 scaffold_0:18875516-

18875670 +
GGCTGGAGCTGTAAATCCTGCTCATGCTCCACAAATGTGCTACGCTCTGGGTAAGAAGTATG-TGACAGCAA---A--TC-------------------------TTGAT---------------ATAG-----T------ATATAA-TGTTAAG--TATTTTAGTAACTGGCACTGCGCAAGCTGAAAGAATGCTCCTGGAATCGTTCACGCCA

droYak3 3R:19368217-19368371 + GGCTGGAGCTGTGAATGCTGCTCACGCTCCACAAATGTGCTACGCTCTGGGTAAGAAGTTTT-TGACAACTT---A--TT-------------------------TTTAT---------------ATGA-----T------GTACAA-TATTAGT--TGTTTTAGTGACTGGCAGTGCTCAGGCAGAAAGTATGCTCCTGGAATCGTTCACGCCG
droEre2 scaffold_4820:9558452-

9558612 -
GGCTGGAGCTGTGAATGCTGCTCATGCTCCACAAATGTGCTACGCTCTGGGTAAGAAATTTC-TGAAAGCTA---A--TT-------------------------TGTAT---------------ATGA-----TATGATATGATAA-TATTATG--TGTTTTAGTTACTGGCAGTGCCCAGGCAGAAAGTATGCTCCTAGAGTCATTCACGCCG
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dwil\GK10112-in]; CDS [Dwil\GK10112-cds]; CDS [Dwil\GK10112-cds]; intron [Dwil\GK10112-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAAGCTGGTGGGCTCTACGGTCGATGTTGCCAAAATGGGTGAATGGGCTGGTGAGTGAGTCAGTTGGAGGTTATAAAAAAAAATTCCAATTGATAAGCTTTTCGATACTGTTTTTTATTATTTCAGTTATTACCGGCTCCACCGATGGCATAGGCAAGGCATACGCCAAGGAGGTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

V117

male
body

M045

female
body

V119

head

M020

head

...................................................................................TTCCAATTGATAAGCTTTTCGA....................................................................... 22 0 1 12.00 12 3 2 5 2 0

...................................................................................TTCCAATTGATAAGCTTTTCG........................................................................ 21 0 1 9.00 9 0 3 4 1 1

.........................GTTGCCAAAATGGGTGAATGGGC................................................................................................................................ 23 0 1 3.00 3 2 1 0 0 0

..................................................GTGAGTGAGTCAGTTGGA............................................................................................................ 18 0 1 2.00 2 0 0 1 0 1

.....................................................................................................................................................ATAGGCAAGGCATACGCCAAGGAGT.. 25 1 1 2.00 2 1 1 0 0 0

......................GATGTTGCCAAAATGGGTGAATGGGCTG.............................................................................................................................. 28 0 1 2.00 2 0 2 0 0 0

..................................................................................................................................TACCGGCTCCACCGATGGCATAGGC..................... 25 0 1 2.00 2 0 0 2 0 0

...................................................................................TTCCAATTGATAAGCTTTTCGAT...................................................................... 23 0 1 2.00 2 2 0 0 0 0

...GCTGGTGGGCTCTACGGTCGATGTTGCC................................................................................................................................................. 28 0 1 1.00 1 1 0 0 0 0

..................................................GTGAGTGAGTCAGTTGGAGGT......................................................................................................... 21 0 1 1.00 1 1 0 0 0 0

.....................CGATGTTGCCAAAATGGGTGAATGGG................................................................................................................................. 26 0 1 1.00 1 0 1 0 0 0

.........................GTTGCCAAAATGGGTGAATGGGCTG.............................................................................................................................. 25 0 1 1.00 1 0 1 0 0 0

......................GATGTTGCCAAAATGGGTGAATGG.................................................................................................................................. 24 0 1 1.00 1 1 0 0 0 0

.........................GTTGCCAAAATGGGTGAATGGG................................................................................................................................. 22 0 1 1.00 1 1 0 0 0 0

.............................................................................................................................................CCGATGGCATAGGCAAGG................. 18 0 1 1.00 1 1 0 0 0 0

...............TACGGTCGATGTTGCCAAAATGGGTGAA..................................................................................................................................... 28 0 1 1.00 1 0 0 1 0 0

..............................................................................................................................................CGATGGCATAGGCAAGGC................ 18 0 1 1.00 1 1 0 0 0 0

...............................................................................................................................................GATGGCATAGGCAAGGCATA............. 20 0 1 1.00 1 0 1 0 0 0

.....................CGATGTTGCCAAAATGGGTGAATGGGC................................................................................................................................ 27 0 1 1.00 1 0 1 0 0 0

..............................CAAAATGGGTGAATGGGC................................................................................................................................ 18 0 1 1.00 1 1 0 0 0 0

...............TACGGTCGATGTTGCCAAAATGGGTGA...................................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0

..............................CAAAATGGGTGAATGGGCTG.............................................................................................................................. 20 0 1 1.00 1 0 1 0 0 0

...........GCTCTACGGTCGATGTTGCC................................................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0

.............TCTACGGTCGATGTTGCCAAAATGGGT........................................................................................................................................ 27 0 1 1.00 1 0 1 0 0 0

...........................TGCCAAAATGGGTGAATGGGCT............................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0

..................GGTCGATGTTGCCAAAATGGGT........................................................................................................................................ 22 0 1 1.00 1 1 0 0 0 0

.....................CGATGTTGCCAAAATGGGT........................................................................................................................................ 19 0 1 1.00 1 1 0 0 0 0

....................................................................................................................................................CATAGGCAAGGCATACGCCAAGG..... 23 0 1 1.00 1 1 0 0 0 0

..............CTACGGTCGATGTTGCCAAAATGGGT........................................................................................................................................ 26 0 1 1.00 1 0 1 0 0 0

.........GGGCTCTACGGTCGATGT..................................................................................................................................................... 18 0 1 1.00 1 1 0 0 0 0

...............................AAAATGGGTGAATGGGCTG.............................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0

.......................................TGAATGGGCTGGTGAGTGAGT.................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0

Anti-sense strand reads

GTTCGACCACCCGAGATGCCAGCTACAACGGTTTTACCCACTTACCCGACCACTCACTCAGTCAACCTCCAATATTTTTTTTTAAGGTTAACTATTCGAAAAGCTATGACAAAAAATAATAAAGTCAATAATGGCCGAGGTGGCTACCGTATCCGTTCCGTATGCGGTTCCTCCAA

***********************************************************************..((((..(((((((((((..............)))))))))))..)))).....**************************************************
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#
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V118

embryo
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head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004909:9668822-

9668997 +
dwi_2858 CAAGCTGGTGGGCTCTACGGTCGATGTTGCCAAAATGGGTGAATGGGCTGGTGAGTGAGTC----AGTTG------------------GAGGT-------------------------------------------------------------------------------------------------------------------TATAAAAAAAAATTCCAATTGATAAGCTT--TTCGATACT--G--TTTTTTA-TTATTTCAGTTATTACCGGCTCCACCGATGGCATAGGCAAGGCATACGCCAAGGAGGTT

droVir3 scaffold_13042:2174281-
2174468 -

CAGGCTGTGCGGCTCCTCGGTCAATCTGGCCGAGATGGGCGAATGGGCAGGTAAGTGT------------------------------GTGACTGCATTTGAACTTTGCGCCAG---------------------------------------------------------------------------------------CCGCTGATAAGGATC---G-TCCCATTACTC--ATA--TTGAT---TATA---ATTCGT-ATATTGCAGTTGTTACCGGCTCGACGGATGGCATTGGCAAGGCCTACGCCCGGGAGGTA

droMoj3 scaffold_6359:2074711-
2074939 -

CAGGCTGTGCGGCCCCTCGGTGAATCTGGCCGAGATGGGCGAATGGGCAGGTGAGTGGAGT----------------ACAGCCAGGCGGCTGC--CATTTGCACTTTGTGCACGGCGCTGCGATAAGCGTAG--------------------------------------------------------------TTCACAGTAACTGATAACGTTT---G-CCCCATTACTC--AACCTGTTAATATT--T--CGTTCGT-CTATTGCAGTTGTCACCGGTTCCACGGACGGCATAGGCAAAGCATACGCCAGGGAGGTA

droGri2 scaffold_14853:3464432-
3464681 -

AAAGCTGTTTGGCTCCTCGGTGAATCTTTCGAAGATGGGCGAGTGGGCAGGTAAGTCTCAATTACGTTTGG------------------------CATTTGAACTTTGTACAAGATAATGAC----------GACGTCCGCCTGATTGGAACCCTGATAAGGCGTCCATTGCTCAAGTTTTAGCTTTATACGGTTTGATAATTGCTACC---A------------------------------ATTTT--TGTTGTACAT-ATTTTATAGTTATTACCGGCTCCACGGATGGCATTGGAAAGGCTTATGCAAGGGAGGTA

dp5 XL_group1e:399451-399637 - GAAGGTCTTCGGATCCACTGTAAAACTAGCCGAAATGGGCGAATGGGCAGGTGAGTAAAAA----CTTTGGCGTTCGATAAGGAGGCGT---------------------------------------------------------------------------------------------------------TTGACGATTGCTGATAAGGAAGAGAATCCGAGC--------------------TAAT---ATCCAT-TAATTGCAGTTGTTACCGGGTCAACCGATGGAATTGGCAAAGCCTATGCCAAGGAGGTA
droPer2 scaffold_30:820506-820692 + GAAGGTCTTCGGAGCCACGGTAAAACTAGCCGAAATGGGCGAATGGGCAGGTGAGTAAAAA----CTTTGGCGTTCGATAAGGAGGCGT---------------------------------------------------------------------------------------------------------TTGACGATTGCTGATAAGGAAGAGAATCCGAGC--------------------TAAT---ATCCAT-TAATTGCAGTTGTTACCGGGTCAACCGATGGAATTGGCAAAGCCTATGCCAAGGAGGTA
droAna3 scaffold_13117:787755-

787823 +
CTC----TT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCATACCTTTTCAGTTGTCACCGGGTCCACCGACGGCATCGGCAAGGCCTACGCGAAGGAGGTA

droBip1 scf7180000396412:699829-
699897 +

CTCTTT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTACCTTTTCAGTTGTCACCGGGTCCACCGACGGCATTGGCAAGGCCTACGCGAAGGAGGTA

droKik1 scf7180000302696:1667928-
1667988 +

TATA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTTCAGTTGTCACCGGATCCACCGATGGAATTGGCAAGGCCTACGCCAAGGAGGTA

droFic1 scf7180000454045:1267000-
1267060 +

TAT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATTTGCAGTTGTCACCGGGTCGACCGATGGAATTGGAAAGGCCTATGCAAAGGAGGT-

droEle1 scf7180000491044:645617-
645692 -

CAAGGTTTTCGGATCCACCGTGGATCTTTCCAAAATGGGCGAGTGGGCAGGTGAGTCG------------------------------GTTGC-------------------------------------------------------------------------------------------------------------------TATGA---------------------------------------------------------------------------------------------------AATAAAGT

droRho1 scf7180000779479:14833-
14902 -

CTAACT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTAT-AATTTGCAGTTGTCACCGGGTCGACTGATGGAATTGGCAAGGCCTATGCTAAGGAGGTA

droBia1 scf7180000301774:12678-
12739 -

TAC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TATTTGCAGTTGTCACCGGCTCGACCGATGGAATTGGCAAGGCCTACGCCAAGGAGGTA

droTak1 scf7180000415262:117242-
117311 +

CTAACT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCAT-AATTTGCAGTTGTCACCGGGTCGACCGATGGAATTGGCAAGGCCTACGCGAAGGAGGTA

droEug1 scf7180000409830:54666-
54721 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTCAGTTGTTACCGGGTCGACCGATGGAATTGGAAAGGCTTACGCCAAGGAGGTA

dm3 chrX:7803521-7803599 + CAAGGTCTTTGGCTCCTCGGTGGATCTCTCCAAAATGGGCGAGTGGGCAGGTGAGTCG------------------------------GTTGC-------------------------------------------------------------------------------------------------------------------CATGGAAAAACAT-------------------------------------------------------------------------------------GCC-----------
droSim2 x:7367723-7367801 + AGC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TA--TTGGC---TAAC---TTTTTC-GACTTTCAGTTGTCACCGGGTCGACCGATGGAATTGGCAAGGCCTACGCCAAGGAGGTA
droSec2 scaffold_50:90740-90818 + AGC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TA--TTGGC---TAAC---TTTTTC-GACTTTCAGTTGTCACCGGGTCGACCGATGGAATTGGCAAGGCCTACGCCAAGGAGGTA
droYak3 X:13509851-13509929 - CAAGGTCTTTGGCTCCTCCGTGGATCTTGCCAAAATGGGCGAGTGGGCAGGTGAGTCG------------------------------GTTGC-------------------------------------------------------------------------------------------------------------------CATGGAAAAACAT-------------------------------------------------------------------------------------GCC-----------
droEre2 scaffold_4690:16715038-

16715113 +
AAAGGTCTTTGGCTCCTCCGTGGATCTGTCCAAAATGGGCGAGTGGGCAGGTGAGTCG------------------------------GTTGC-------------------------------------------------------------------------------------------------------------------TATGGAAAAACAT---------------------------------------------------------------------------------------------------
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1. scf2_1100000004516:3061040-3061060 -
2. scf2_1100000004762:6158513-6158533 -
3. dwi_162  scf2_1100000004961:5211534-5211554 -
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CCAGTCTTGAAGCTTCCGATTCCACCTTTTTTATGTGCACACCTTTGGGCTCCATCAGAAATAGTGTAAAGGGCTTCACCTAAACCAACTAACACTTTACACTAATTCTGATGGCACCCAAGGGCTTCGACTTTACCAACTAACTCGTTGATTTCGTGTGTGTTGTT

***********************************......((((((((..(((((((((.((((((((((.......................)))))))))).)))))))))..)))))))).......************************************
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...............................................................................................TTTACACTAATTCTGATGGCA................................................... 21 0 3 4.67 14 14 0 0

..................................................TCCATCAGAAATAGTGTAAAGG............................................................................................... 22 0 1 3.00 3 3 0 0

....................................................................................................................................TTACCAACTAACTCGTTGATTTCGTG......... 26 0 1 1.00 1 0 1 0

..............................................................................................CTTTACACTAATTCTGATGGCA................................................... 22 0 1 1.00 1 1 0 0

................................................................................................TTACACTAATTCTGATGGCACC................................................. 22 0 2 0.50 1 0 0 1

...............................................................................................TTTACACTAATTCTGATGGCAC.................................................. 22 0 2 0.50 1 1 0 0

Anti-sense strand reads

GGTCAGAACTTCGAAGGCTAAGGTGGAAAAAATACACGTGTGGAAACCCGAGGTAGTCTTTATCACATTTCCCGAAGTGGATTTGGTTGATTGTGAAATGTGATTAAGACTACCGTGGGTTCCCGAAGCTGAAATGGTTGATTGAGCAACTAAAGCACACACAACAA

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

.......................................................................................TGATTGTGAAATGTGATTAAGA.......................................................... 22 0 1 2.00 2 2 0 0 0

...................................................GGTAGTCTTTATCACATTTCCC.............................................................................................. 22 0 1 1.00 1 0 1 0 0

...................................................TGTAGTCTTTATCACATTTCCC.............................................................................................. 22 1 1 1.00 1 1 0 0 0

................................................TGAGGTAGTCTTTATCACATTT................................................................................................. 22 1 1 1.00 1 1 0 0 0

..........................................................................................TTGTGAAATGTGATTAAGACTA....................................................... 22 0 1 1.00 1 0 0 1 0

......................................................................................ATGATTGTGAAATGTGATTAAGA.......................................................... 23 1 1 1.00 1 0 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004961:5211483-

5211649 -
dwi_162 CCAGTCTTGAAGCTTCCGATTCCACCTTTTTTATGTGCACACCTTTGGGCTCCATCAGAAATAGTGTA----AAGGGCTTCACCTAAACCAACTAACACTTTACACTAATTCTGATGGCACCCAAGGGCTTCGACTTTACCAACTAACTCGTTGATTTCGTGTGTGTTGTT

droPer2 scaffold_970:5861-5862 - CC-------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_13280:720802-720811
+

CTAATCTTGA-----------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000772413:12338-12448
+

CGAGTCTTAAT-TTACGGCTTCCGTCTTGATTTTCTCCTTTCTTTGGG--ACTACCAGAACTGGTGAATTGTAAGGGCTTCGGCTAGACCTTATAA---------TTTATTCTGATAACATTC------------------------------------------------
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AGTATCAGTTCCCCAAGCAGTTCACCGGATGTCATAATATCTTCTCCCACGTAAGTAAAAGCAGGAATCACATATCGTTGCTCTTTTATTACATCTGTTTTTCTAGGAATACTATGTGATACGTGAATATCTGCTGCCTGGTTGGCTGATGTCCGT

**************************************************((((.((((((.((.(((........))).))))))))))))..............**************************************************
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....................................................................................TTTATTACATCTGTTTTTCTAG.................................................. 22 0 1 9.00 9 4 3 2 0 0

.....................................................................................TTATTACATCTGTTTTTCTAG.................................................. 21 0 1 4.00 4 2 1 1 0 0

.....................................................................................TTATTACATCTGTTTTTCTAGA................................................. 22 1 1 1.00 1 0 1 0 0 0

....TCAGTTCCCCAAGCAGTTCACCG................................................................................................................................. 23 0 1 1.00 1 1 0 0 0 0

...................................................................................TTTTATTACATCTGTTTTTCTAG.................................................. 23 0 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

TCATAGTCAAGGGGTTCGTCAAGTGGCCTACAGTATTATAGAAGAGGGTGCATTCATTTTCGTCCTTAGTGTATAGCAACGAGAAAATAATGTAGACAAAAAGATCCTTATGATACACTATGCACTTATAGACGACGGACCAACCGACTACAGGCA

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

Species Coordinate ID Alignment
droWil2 scf2_1100000004963:1269319-

1269474 -
dwi_3966 AGTATCAGTTCCCCAAGCAGTTCACCGGATGTCATAATATCTTCTCCCACGTAAGTAAAAGCAG----GAATCACA-----------T-----A----TCGTTGCT--------------------------------------------------CT---------TT-TATTACATCT------GTTTTTCTAGGAATACTATGTGATACGTGAATATCTGCTGCCTGGTTGGCTGATGTCCGT

droVir3 scaffold_13042:4765104-
4765279 -

ATTATCAGTTCCCCAAGCAATTCACGGGGTGTCACTTGATCTTTTCCCATGTGAGTACATTCATATTGAAGGCC--TG---------C-----A----TC--------GGTTAATTTATATATATATATATATAATAACTA------------------------------ACT------------GTTGCTCTAGGATTATTATGTTATACGTGAATATCTGCTACCCGGCTGGCTGATGGCCGT

droMoj3 scaffold_6328:4011121-
4011183 -

TCG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATTGCTCTAGGATTATTACGTGATACGTGAATATCTGCTGCCTGGTTGGCTGATGGCCGT

droGri2 scaffold_14853:320358-320523
+

ATTACCAATTCCCCAAGCAATTCACCGGATGCCATTTGATATTTTCCCATGTGAGTAACACAT--------------------------------------------TGCTACACATATAAGTACAATAATAATAATAATA------------------------------ATCC---A-TTTG--GTTGCACTAGGACTATTATGTTATACGAGAATATCTGCTGCCTGGCTGGCTGATGGCTGT

dp5 XL_group1a:4652560-4652722 - AGTACGCGTTCCCCAAACAGTTCACAGGATGCCACAACATCTTTTCCCATGTATGTTT-------------------------------------------------TGATCAGAATAGATTTAGATTCAGATTAAGGCTG------------------------------ATTT---C-TCCTCTTTCTCTACAGGAGTACTATGTGATTCGTGAGTATCTGCTGCCTGGTTGGCTGATGGCCGT
droPer2 scaffold_11:1241413-1241575

-
AGTACGCGTTCCCCAAGCAGTTCACAGGATGCCACAACATCTTTTCCCATGTATGTTT-------------------------------------------------TGATCAGAATAGATTTAGATTCAGATTAAGGCTG------------------------------ATTT---C-TCCTCTTTCTCTACAGGAGTACTATGTGATTCGTGAGTATCTGCTGCCTGGTTGGCTGATGGCCGT

droAna3 scaffold_13340:10981619-
10981718 -

AGTACCATTACCCCAAGGCCTTCACAGGATGTCACAACATCTTCTCGCACG--------------------------------------------------------------------------------------------------------------------------------------------------AGTACTATGTGATCCGTGAGTACCTGCTGCCCGTCTGGCTGATGGCGGT

droBip1 scf7180000396374:99499-99598
+

AGTACCATTACCCCAAGGCCTTCACTGGATGTCACAACATCTTCTCGCACG--------------------------------------------------------------------------------------------------------------------------------------------------AGTACTATGTGATCCGTGAGTACCTGCTGCCCGTTTGGCTAATGGCGGT

droKik1 scf7180000302469:1011184-
1011344 -

AGTTTCCGTTTTACAAGCAATACACCGGCTGTCATAATGTCTTCTCGCATGTAAGTAGAAGGATTTGATTGTCC--TG---------C-----T----CC-----------------------------------------------------TGTAA---------TGTAACA-TGATGTTTGTTTTT--GGCAGGACTACTATATTATCCGTGCCTACCTGTTGCCCGGCTGGCTAATGGCCGT

droFic1 scf7180000454072:1738908-
1739067 -

AGTACCCGTTTCTCAAGCAGTTCAATGGCTGCCACAACATCTTTTCGCACGTGAGAACTAGCAATGT---CTCA------------------------------------TCTAATTTGAT-----------------------------------TC---------TC-AATTAAATTTTCTTTCATC--AAAAGGACTACTACGTGATCCGTGCCTACCTTCTACCCGGCTGGCTAATGGCGGT

droEle1 scf7180000491043:173279-
173452 -

AGTACCAGTTCCCCAAGCAGTTCAACGGCTGCCACAACATCTTCTCGCACGTGAGCATATGCATGCGAC-GCAT--TGGGTTCCGGGCAACCAACCAGCGATTAAAC--------------------------------C-----------------------------------GATTCTCTTCCACC--CGCAGGACTACTACGTTATCCGTGAGTACCTGCTGCCAGGCTGGCTGATGGCTGT

droRho1 scf7180000778083:103693-
103853 -

AGTACCAGTTTCCTAAGCAGTTCACCGGCTGCCACAACATCTTCTCGCACGTGAGGACAGGCGTAGCAATGCCC--TG---------G-----G----CT-----------------------------------------------------GCAAA---------TC-AATTACATTTTCTTCCGCC--CACAGGACTACTACGTTATCCGTGAGTACCTGTTACCCGGCTGGCTGATGGCGGT

droBia1 scf7180000301760:3953379-
3953539 +

AGTACCCGTTACCCAAGCAGTTCAACGGCTGCCACAACATTTTCTCGCACGTAAGCACAGGCGTTGCCGT--------------------------------CGCC--------------------------------------------------CCTCTGCGCATTTTGTCT-GAATTTCCCTTACC--AACAGGACTACTACGTGATCCGTGCGTACCTGCTGCCCGGCTGGCTGATGGCGGT

droTak1 scf7180000415704:962330-
962498 +

AGTACCAGTTCCCCAAGCAGTTCAACGGCTGCCACAACATCTTCTCGCACGTGAGCTTAAGCCGCGC---CCTTTT-----------T----------------------TCCCA--------------------------TCA---GATTCCTCTAT---------TT-AGTTACCTTTTCCC--CCTGTTTTAGGACTACTATGTGATCCGGGAGTACCTGCTGCCCGGCTGGCTGATGGCCGT

droEug1 scf7180000408994:74111-74277
+

GTTACCCATTTCACAAGCAATTCAATGGCTGCCACAACATCTTCTCGCACGTAAGCACAGACCTCGCATTCCCA-------------------------------------------------------------------TTATTTGAGGCTTCCAA---------TT-AGTACGATTTTCTCCCACT--AATAGGACTACTACGTGATCCGTGCGTACTTGCTTCCCGGCTGGCTAATGGCTGT

dm3 chrX:1365332-1365490 + AGTACGCGTTCTTGAAGCAGTTCACCGGTTGCCACAACATCTTCTCGCACGTGAGTACAGCAAACTGGCCGGTTCT-----------T-----A----TCCTTGTCC--------------------------------T-----------------------------------GATCTTCTCCCACTCGTACAGGAGTATTACGTTATCCGTGAGTATCTGCTGCCCGGCTGGCTCATGGCGGT
droSim2 x:1245363-1245521 + AGTATGCGTTCCCCAAGCAGTTCACCGGCTGCCACAACATCTTCTCGCACGTGAGTACAGCAAACTGGCAGGTTTT-----------T-----A----TCCTTGTCC--------------------------------T-----------------------------------GATTTTCTCCCACTCGCACAGGAATACTATGTTATCCGTGAGTATCTGCTGCCCGGCTGGCTCATGGCGGT
droSec2 scaffold_10:1192318-1192476

+

AGTATGCGTTCCCAAAGCAGTTCACCGGCTGTCACAACATCTTCTCGCACGTGAGTACAGCAAACTGGCAGTTTTT-----------T-----A----TCCTTGTCC--------------------------------T-----------------------------------GATTTTCTCCCACTCGCACAGGAATACTATGTTATCCGTGAGTATCTGCTGCCCGGCTGGCTCATGGCGGT

droYak3 X:1270055-1270213 + AGTACGCGTTCCTCAAGCACTTCAACGGCTGCCACAACATTTTCTCACACGTAAGTGCATCTAAGTGGCCGGTTCG-----------T-----A----TTCTTATCC--------------------------------T-----------------------------------AATTTTACCCCACCCACACAGGAATACTACGTTATCCGTGAGTATCTGCTGCCCGGTTGGCTCATGGCGGT

droEre2 scaffold_4644:1354832-
1354991 +

AGTACGCGTTCCAGAAGCAGTTCAACGGCTGCCACAACATCTTCTCCCACGTGAGTATATCAAAGTGGTCGGTTTG-----------T-----A----ACCATATCC--------------------------------TG------------------------------ATAT---T-TTCCCCACCCATACAGGAATACTACGTTATCCGTGAATATCTTCTGCCCGGTTGGCTGATGGCGGT
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No Repeatable elements found

Sense Strand Reads
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GCCAAGGGGCAGAATATACCCACACAAGTCCATCCACAAGGCAGTGCAAGGTAAGTGATAGAGTTTGAAACTTTTTTTTGTCACATCTCGCTAAGCTAATCTCTCTGTCACTGGTAGATTCTCAGTGTCGTTTGTGCCCACTGAGTCATGTGAGCATACCATCAATG

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

M020

head

V119

head

V117

male
body

M045

female
body

..............................................................................................GCTAATCTCTCTGTCACTGGTAG.................................................. 23 0 1 9.00 9 5 3 0 0 1

...............................................................................................CTAATCTCTCTGTCACTGGTAG.................................................. 22 0 1 5.00 5 4 0 1 0 0

..................................................GTAAGTGATAGAGTTTGAAACT............................................................................................... 22 0 1 4.00 4 1 0 2 1 0

..................................................GTAAGTGATAGAGTTTGAAACTT.............................................................................................. 23 0 1 3.00 3 2 0 1 0 0

..................................................GTAAGTGATAGAGTTTGAAA................................................................................................. 20 0 1 1.00 1 1 0 0 0 0

..............................................................................................GCTAATCTCTCTGTCACTGGC.................................................... 21 1 1 1.00 1 0 1 0 0 0

............................................................................................................................................CTGAGTCATGTGAGCATACC....... 20 0 1 1.00 1 1 0 0 0 0

...............................................................................................CTAATCTCTCTGTCACTGGTA................................................... 21 0 1 1.00 1 0 1 0 0 0

...............................................................................................CTAATCTCTCTGTCACTGGTAGAAA............................................... 25 2 1 1.00 1 1 0 0 0 0

.............................................................................................................................TGTCGTTTGTGCCCACTGAGT..................... 21 0 1 1.00 1 1 0 0 0 0

.........CAGAATATACCCACACAAG........................................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

CGGTTCCCCGTCTTATATGGGTGTGTTCAGGTAGGTGTTCCGTCACGTTCCATTCACTATCTCAAACTTTGAAAAAAAACAGTGTAGAGCGATTCGATTAGAGAGACAGTGACCATCTAAGAGTCACAGCAAACACGGGTGACTCAGTACACTCGTATGGTAGTTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

M020

head

V118

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004513:3978849-

3979015 +
dwi_878 GCCAAGGGGCAGAATATACCCACACAAGTCCATCCACAAGGCAGTGCAAGGTAAGTG-ATAGAGTTTG---------AAACTT-------------------TTTTTTGTCACATCT-----------CG-CTAAGCT-------------------------------A---ATCT-CT--CTGTC-ACTGGTAGATTCTCAGTGTCGTTTGTGCCCACTGAGTCATGTGAGCATACCATCAATG

droVir3 scaffold_12875:13831542-
13831714 -

GCCAAGGGTCAAAATATACCCACACAGGTGCATCCCCAGGGCAGTGCAAGGTAAGGA-T---AATCAG---------GTGT--TACCT-----------GTCAGATGCCAGATGCTCTT---------ACT-----------------------------TA--CACTT----TTCT-C-TCT-TTGTCTCGGCAGATTCTCCGTTTCGTTTGTGCCGACAGAGTCGTGCGAGCACACGATTAATG

droMoj3 scaffold_6496:9244362-
9244543 -

GCCAAGGGTCAGAATATACCCACACAGGTGCATCCGCAGGGCAGTGCAAGGTGAGCC-AT---ATTTG---------CAGT--TAGCTAGTCCATAACTGTTACTTATACTCTCC-----------------------------------------CTCTCT--CTCTCG---TTGT-C-TCT-CTCTCTCTGCAGATTCTCCGTTTCGTTTGTGCCGACAGAGTCGTGCGAGCACACAATTAATG

droGri2 scaffold_15245:17403206-
17403276 +

GCAAAGGGTCAGAATATACCCACGCAGGTGCATCCCCAGGGCAGTGCAAGGTAAATGTATATAATTAG---------TA----------------------------------------------------------------------------------------------------------------------------------------------------------------------A

dp5 3:4091615-4091785 - GCCAAGGGACAGAACATTCCCACGCAGGTGCATCCGCAGGGCAGTGCAAGGTAAGCG-G-AGAACTGG---------ATGG---------------------ATATT-----------------------------------CCCCATGGTATAGCCACTTA--CACTTG---ATTT-C-TTT-CTCTTTTGGCAGATTCTCCGTTTCGTTTGTGCCCACCGAGTCGTGCGAGCATACGATTAACG
droPer2 scaffold_2:4278675-4278844 - GCCAAGGGACAGAACATTCCCACGCAGGTGCATCCGCAGGGCAGTGCAAGGTGAGCG-G-AGAACTGG---------ATGC---------------------A------------------------------------AATCTCCATGGTACAGCCACTTA--CACTTG---ATTT-C-TTT-CTCTTTTGGCAGATTCTCCGTTTCGTTTGTGCCCACCGAGTCGTGCGAGCATACGATTAACG
droAna3 scaffold_13266:14952918-

14953081 -
GCCAAGGGACAGAACATCCCCACCCAGGTGCATCCGCAGGGCAGTGCAAGGTGCGTT-T-----------------------------------------------TC-----------ATTATGGCTCCCTAAATGTAGAGCTCC----------------TCT----AATGTT-TCC-TCTAATC-CTTTGCAGATTCTCCGTTTCGTTTGTGCCCACCGAATCGTGCGAGCACACGATCAACG

droBip1 scf7180000396385:120897-
121060 -

GCCAAGGGGCAGAACATCCCCACCCAGGTGCATCCGCAGGGCAGTGCAAGGTGGGTC-TTCC---------------------------------------------------------ATTCTAGCTTTCTAATCCTACCAATCC----------------TAT----AATGTT-TTGT--GTGTC-CTTTGCAGATTCTCCGTTTCGTTTGTGCCCACCGAGTCGTGCGAGCACACGATCAACG

droKik1 scf7180000302470:377706-
377760 +

GCCAAGGGACAGAATATTCCCACACAGGTGCATCCGCAGGGCAGTGCAAGGTGAG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454066:2580059-
2580117 -

GCCAAGGGACAGAACATTCCCACCCAGGTGCATCCGCAGGGCAGTGCAAGGTGAGTA-A-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-

droEle1 scf7180000491022:220386-
220487 -

TTTGTAG-------------------------------------------------------------------------T------------------------TTTTT---------TTGGTTGTTATCTAAATGTACA-----------------------------------TTTC--CATTT-GCTTGCAGATTTTCCGTTTCGTTTGTGCCGACGGAGTCGTGCGAGCACACGATCAACG

droRho1 scf7180000779216:32025-32090
+

TCCCT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTT-GCTTGCAGATTCTCCGTTTCGTTTGTGCCGACGGAGTCGTGCGAGCACACGATCAACG

droBia1 scf7180000302143:2020188-
2020296 +

GCGTTAAGT------------------------------------------------------------------------------------------TTTGTATCTTTCACGTTTTA---------ATCCCAAATTG----------------------------------CT-TCTC--CCTTG-GCTTGCAGATTTTCCGTTTCGTTTGTGCCCACGGAGTCGTGCGAGCACACGATCAACG

droTak1 scf7180000415538:63066-63188
-

TGTAAGATATGTTAAAT------------------------------------------TAA----------------------------------ATTTTTGTATGCATTTTGTTTTA---------ATCTCAATATG----------------------------------CT-TTTC--CTCCC-GCTTGCAGATTTTCCGTTTCGTTTGTGCCCACGGAGTCGTGCGAGCACACGATCAACG

droEug1 scf7180000409672:6559764-
6559851 -

GCCAAGGGACAGAACATTCCCACGCAGGTGCATCCGCAAGGCAGTGCAAGGTAAGTC-GGGCATTTTCACTTATTAAAAACCT-------------------TTTTTT------------------------------------------------------------------------------------------------------------------------------------------

dm3 chr2R:18611613-18611676 - TTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTC-TTTTGCAGATTTTCGGTTTCGTTTGTGCCCACAGAGTCGTGCGAGCACACGATCAACG
droSim2 2r:19140425-19140488 - TTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTC-TTTTGCAGATTTTCGGTATCGTTTGTGCCCACGGAGTCGTGCGAGCACACGATCAACG
droSec2 scaffold_9:1913656-1913719 - TTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTC-TTTTGCAGATTTTCGGTATCGTTTGTGCCCACGGAGTCGTGCGAGCACACGATCAACG
droYak3 2R:16077706-16077761 - GCCAAGGGACAGAACATTCCCACGCAGGTGCATCCGCAAGGCAGTGCAAGGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4845:19973453-

19973520 -
ATC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTTTC-TTTTGCAGATTTTCCGTATCCTTTGTGCCCACGGAATCGTGCGAGCACACGATCAACG
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACCACAACAATTGCAATTGCAACTGGACAGGAGCGTAGTCATTCAATAGAGTAAGTCGGAGAACCCATTATGATGCATAATAGATTTTTAATGGTATATCTTTCGATTACAGGAGCAGCGAGAATTGTGGAGTATTTCGTAATGAATGGAAATATTTATTGG 

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

M045

female
body

M020

head

V119

head

V117

male
body

..........................................................................................ATGGTATATCTTTCGATTACAGT................................................. 23 1 1 8.00 8 8 0 0 0 0

.......................................................................................TTAATGGTATATCTTTCGATTACA................................................... 24 0 1 4.00 4 3 1 0 0 0

..................................................GTAAGTCGGAGAACCCATTATG.......................................................................................... 22 0 1 4.00 4 3 0 1 0 0

........................................................................................TAATGGTATATCTTTCGATTACA................................................... 23 0 1 2.00 2 0 2 0 0 0

.......................................................................................TTAATGGTATATCTTTCGATTACAGT................................................. 26 1 1 2.00 2 2 0 0 0 0

........................................................................................TAATGGTATATCTTTCGATTAC.................................................... 22 0 1 2.00 2 0 1 0 1 0

..................................................GTAAGTCGGAGAACCCATTA............................................................................................ 20 0 1 2.00 2 1 0 1 0 0

.......................................................................................TTAATGGTATATCTTTCGATT...................................................... 21 0 1 1.00 1 0 0 0 1 0

...........................................................................................TGGTATATCTTTCGATTACAGT................................................. 22 1 1 1.00 1 0 1 0 0 0

.......................................................................................TTAATGGTATATCTTTCGATTAC.................................................... 23 0 1 1.00 1 1 0 0 0 0

.......CAATTGCAATTGCAACTGGACAGGAGC................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 1

.......................................................................................TTAATGGTATATCTTTCGATTACAG.................................................. 25 0 1 1.00 1 1 0 0 0 0

..................................................GTAAGTCGGAGAACCCATTATGATGC...................................................................................... 26 0 1 1.00 1 0 0 1 0 0

..................................................GTAAGTCGGAGAACCCATTATGG......................................................................................... 23 1 1 1.00 1 0 0 1 0 0

Anti-sense strand reads

TGGTGTTGTTAACGTTAACGTTGACCTGTCCTCGCATCAGTAAGTTATCTCATTCAGCCTCTTGGGTAATACTACGTATTATCTAAAAATTACCATATAGAAAGCTAATGTCCTCGTCGCTCTTAACACCTCATAAAGCATTACTTACCTTTATAAATAACC 

***************************************************((((.(((((((..((((((.(((.........)))..))))))....)).))))))))).**************************************************
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
droWil2 scf2_1100000004909:10326048-

10326209 +
dwi_2870 ACCAC----AA-----CAATTGCAATTGCAACTGGACAG---GAGCGTAGTCATTCAAT----------------AGAGTAAGTCGGAGAA--------CCCA-TTATG--ATGCATAATAG--ATT----------------------------------------------------------------------------TTTAATGG--TAT-------------------------------------------AT-CTT---TC-----GA-----------TT--------------ACAGGAGCAGCGAGAATTGTGGAGTATTTCGTAATGAATGGAAATATTTATTGG

droVir3 scaffold_12970:8750329-
8750490 +

dvi_13686 GGCACAGGCGATG--------------------TGT------GAGTATAGCTGCCAGATTAAATATTAAGCAGGCG------ATT--------GG---------CAATT--ACACCA-AT--TTATTTTTAACTTAATT-AT--------------------A---------T---------------------------------------------------------------------------------------------------TATTAC-------------AGCGGCAATAGTTATAGTAACAGTCAAAGTTGTGAGGCACTTCGTGGGAAATGGAAATATCTGCTTG

droMoj3 scaffold_6473:12765506-
12765635 +

CTGAT----GATA-----------AGTGAGTATATCCGG-------------------------AACGAACTT------------------------------------------------------------------------------------------------------------GACC----CAA-------------------------------CTTGT------------GGGACT---------------A--AC---C--ATTTCCGTTTACCCCATCC-----------CAGCGACATTGGCGAGACTTGCGAAGCCATTCGAGGCAAGTGGAAATACTTTCTTG

droGri2 scaffold_15203:11484356-
11484480 +

GTGTA----------------------------------------------------------------------------AGTTGAGTTGTTGAGAATTATAATA----------A-TA--ATAA-TAATAATCCAA-----------------------------------------------------------------------------------------------------------------------------TC---CACTCATT---------------AGCATCGATCGGAATAACAACATGGAAACGTGCGAGGCGATCCGTGGCGAATGGCGATATCTGTTGG

dp5 XL_group1e:9945422-9945577 - CGCGGC-----------------------AGCTGAT-GG-----CAGCAGTCCCCCGAA----------------TGAGTAAGTA--------------CTCTTCAATCCCTCACGAAATAGTTATT------------------------------------------------------------------------------------------------TTTAT------------GGGAAT---------------C--TA---C--TTTTGC-------------AGCGGCAACAGCAGCAGCAGCAGCGAGGAATGCGGGGCATTCCGCGGTGAATGGAAGTATCTGCTGG
droPer2 scaffold_22:288892-289044 + TGCGGC-----------------------AGCTGAT-GG-----TAGCAGTCCCCCGAA----------------TGAGTAAGTA--------------CTCTTCAATCCCTCACGAAATAGTTATT------------------------------------------------------------------------------------------------TTTAT------------GGGAAT---------------C--AA---C--TTTTGC-------------AGCAGCAAC---AGCAGCAGCAGCGAGGAATGCGGGGCATTTCGCGGTGAATGGAAGTATCTGCTGG
droAna3 scaffold_13137:550524-550704

+
AGTCC----GG-----CCATTGCAGTTACAACAGATGG----------------------------AAAGCAACCGCTGAGCG-----------------------GAG--AAACAG--------------AC---GCT-GGGGAGAAGGATGGGTGAGTACCCCAAACGAAC------GTGTGA----TAT------------CA--TGCTATAAAGTTCTGTCT-------------------------------------GT---TT-----GT-----------ACA-----------------CAGGAGCGAAAAATGCAGCCGATTTAGGACCGAATGGAAGTATCTGTTGG

droBip1 scf7180000396540:3392-3549 + ACCGAC---AAG-----CGGTGCAACGGACGTTAGGGAG-------------------------GAGGA------TGGGTGAGTA------------------------------------------TGGCAAAAGAA----------------------------------CGA------CATACATGTCGTATGTTTATTATCAAGCAA--TAA----------------------------------------AATTC-TTT---TT-----GT-----------TTT-----------------TAGCGGAAAACGGTGCAGGGGTTTTAGGACCGAGTGGAAGTATCTGTTGG
droKik1 scf7180000302441:185181-

185326 +
CAGC-------------------------ACTTGCCCTGGAGGAGGCGAGTGTCCAGAA----------------AGAGTAAGTT------------------------------------------TCAAAGCTGT----------------------------------------------GA----TTGTATGCTCTATATTAAAATA--TAT----ATGTT-------------------------------------CAT---TG-----CC-----------TTG-----------------CAGCACCGATGGATGCGGATCAATTCGCTTGAAATGGAAGTATCTGCTGG

droFic1 scf7180000454073:71207-71358
-

CTCC-----GATAATCAAATAGCTTCTGAATTAAGC----------------------------GAGGAGTCATCGCAGTAGGTTTTACATTCGAAC---------------------------------------ATT-AT--------------------A---------AC------------------------------T------------------------------------------G-AATTGGTGAGTA-AAC-CATT-----TAT----------TT--------------GTTACAGAAACGACGGATGTGCAGTGCTTCGGATTGAATGGAAGTATCTTCTCG

droEle1 scf7180000491242:133172-
133324 -

CCCCA-----G-----CAGCTACACTTACACCTGTCCA----------------------------GGAGCCATCGCAGTATGTT------------------------------------------TAGTAGCACAAC-AC--------------------T---------T------------------------------------------------TGCACCTTTGTTAGCCGTTAATCGTCG----------GAA-ATC---AC-----CT-----------TTG-----------------CAGGAGCGACGGATGCGGAGAGCTTCGGACCGAGTGGAAGTATCTGCTGG

droRho1 scf7180000768664:889-1020 + ACCTC-----------------CACTTGCACCTCTCCA----------------------------GGAGCCACCGCAGTACGTT------------------------------------------TTACAATCCAA---------------------------------------ACAT----------------TTTGT-TCCAACGC--TAA--------------------------------------------A-GCA---TC-----CG-----------TTT-----------------CAGGAGCGCCGGATGTGGACAGATCCGGGCCGAATGGAAGTATCTGCTGG
droBia1 scf7180000302126:680756-

680897 +
CCTCT----------------GCTCTTACTGCTGCCCA----------------------------GGAGTCACCGCAGTAAGCTATG-CA--------C-------------------------------ACTCTAAT-AT--------------------A---------CATA-GTAT----------------------CTAAATAC--TGT----------------------------------------AGATA-TCA---TC-----CT-----------CTT-----------------TAGAACCGAGGGATGTGGAAAACTGGGGGTCGAGTGGAAGTATCTGCTGG

droTak1 scf7180000414222:5813-5929 - CA----------------------------------------------------------------GGAATCATCGCAGTTAGTT------------------------------------------GCTCCCTTGAGT-TC--------------------C---------CCAAAATAT-----------------------------------------------------------------CCACTATCA---ATA-ATA---TC-----AC-----------TTT-----------------CAGAAGCGATGGATGTGGAGAACTTCGGATCGAATGGAAATATCTCCTGG
droEug1 scf7180000409008:1298145-

1298299 +
TCCACC---GAGGTACCAACTGCATTGACTGCTGTCCA----------------------------GGAGCCAACGCAGTAAGTT------------------------------------------CTATATTTAAAA-AT--------------------A---------TCC--------------------------------------TAT------------------------AAATATCA-TATTAAAAAGCA-ATC---CT-----TT-----------CTT-----------------CAGAAGCGACAGATGTGAAAAGCTGCGAATCGAATGGAAGTATCTGTTGG

dm3 chrX:11903568-11903711 + CC---------------AATGGCATTTGCAGTTGGTCAG-------------------------GAGGAGGCGTCACAGTAAGTT------------------------------------------TCGAACTGCAGTTAT--------------------A---------CTTAAACAT-----------------------------------------------------------------TG-GCATTGAGAATA-TTC---TC-----AT-----------TTC-----------------TAGAAACGATGGTTGTGCCGAGCTTCGGATCGAATGGAAGTATCTGCTCG
droSim2 x:11279285-11279427 + CC---------------AACGGCATTCGCAGCTGGCCAG-------------------------GAGGAGCCGTCACAGTAAGTT------------------------------------------TCCAACTGCAGT-AT--------------------G---------CTTAAACAT-----------------------------------------------------------------CG-TTATGGAGAATA-TTC---TA-----CT-----------TTC-----------------TAGAAACGATGGTTGTGCCGAGCTTCGGATCGAATGGAAGTATCTGCTCG

droSec2 scaffold_53:119639-119792 + CCTCC----AAGGCTCCAACGGCATTCGCAGCTGACCAG-------------------------GAGGAGCCGTCACAGTAAGTT------------------------------------------TCCAACTGCAGT-AT--------------------G---------CTTAAACAT-----------------------------------------------------------------CG-TTATGGAGAATA-TTC---TA-----CT-----------TTC-----------------TAGAAACGATGGTTGTGCCGAGCTCCGGATCGAATGGAAGTATCTGCTCGdroYak3 X:1949287-1949432 - GCACC------------AATGGCATTCACTGCTGCCCAG-------------------------GAGGAGCCTTCACAGTAAGTC------------------------------------------TACAACTGCAGC-AT--------------------A---------TTCAAGTAT-----------------------------------------------------------------CT-ATATGGAGAATA-TTC---AA-----TC-----------TTT-----------------TAGAAACGATGGTTGTGCCGAGCTGCGGATCGAATGGAAGTATCTGCTCG
droEre2 scaffold_4690:14920007-

14920161 -
TCCTCC---GAGCCGCCAACGGCATTCATTGCTGGCCAG-------------------------GAGGATCCTTCACAGTAAGTG------------------------------------------CACAACTGCAGT-AA--------------------A---------CCCAAACAT-----------------------------------------------------------------CG-GTAAGGAGAATA-TTA---TA-----CT-----------TTT-----------------TAGAAACGATGGTTGTGCCGAGCTTCGGATCGAATGGAAGTATCTGCTCG
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dwil\GK24377-in]; CDS [Dwil\GK24377-cds]; CDS [Dwil\GK24377-cds]; utr5 [utr5_plus_2979]; utr5 [utr5_plus_2978]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATGTGGACCCAAAGGGCGAATACGTTGCTACATGCTCCGATGATGGCAAAGTGAGTCACTTGTCGACTGTGCAAATAAAAGGTTTCCTTTTCATATCTGGCAAATTACTCAACATTGCAGGTTAACATCACAGGCCTCTTCAGTTGCGAGAACAATCAGAGCTTAAGCTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

M045

female
body

V118

embryo

V119

head

.............................................................................................TATCTGGCAAATTACTCAACATT...................................................... 23 0 1 13.00 13 9 1 2 1

.............................................................................................TATCTGGCAAATTACTCAACAT....................................................... 22 0 1 3.00 3 1 1 1 0

...........................CTACATGCTCCGATGATGG............................................................................................................................ 19 0 1 2.00 2 0 2 0 0

..................................................GTGAGTCACTTGTCGACTGTGT.................................................................................................. 22 1 1 1.00 1 0 0 0 1

.............................................................................................TATCTGGCAAATTACTCAACA........................................................ 21 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

TACACCTGGGTTTCCCGCTTATGCAACGATGTACGAGGCTACTACCGTTTCACTCAGTGAACAGCTGACACGTTTATTTTCCAAAGGAAAAGTATAGACCGTTTAATGAGTTGTAACGTCCAATTGTAGTGTCCGGAGAAGTCAACGCTCTTGTTAGTCTCGAATTCGAA

**************************************************.(((((...((((((..((((.....((((((...))))))))))..))))))...))))).........**************************************************
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
droWil2 scf2_1100000004585:3269161-

3269327 -
dwi_119 ATGTGGACCCAAAGGGCGAATACGTTGCTACATGCTCCGATGATGGCAAAGTGAGTCAC---------TTGTCGACTG---TGCA-------------AATA----------AAAGG-TT-------TCCTTTTCATATCTGGCAAATTA----CTC------------AACA-------TTGCAGGTTAACATCACAGGCCTCTTCAGTTGCGAGAACAATCAG---------AGCTTAAG

droVir3 scaffold_12963:2443012-
2443177 -

dvi_10179 ATGTGGATCCTAAGGGTGAATATGTTGCCACCTGCTCCGATGACGGACGCGTGAGTCAC---------TGA---AAGG-GTG-TTACTAATTAATAGGGGCT----------TCAAT-AG----------------------------TA--TTTTT------------ATTTGCGATATTTTCAGGTCAATATTACGGGCTTGTTCAGCTGTGAGAATAATCAG---------AACCTTAG

droMoj3 scaffold_6500:12601219-
12601377 -

ATGTAGATCCTAAGGGCGAATATGTCGCGACATGCTCTGACGACGGACGCGTGAGTCAC---------TAA---AA-GAATG-TTGATAATTGAGAGTACTA----------CACAA--T----------------------------GAT-GATTA------------ACAA-------TTGTAGGTCAATATTACGGGCTTGTTCAGCTGCGAGAACAATCAA---------AACCTCAG

droGri2 scaffold_15126:2570528-
2570701 +

ATGTGGATCCTAAGGGCGAATATGTGGCAACATGCTCCGATGATGGCAGCGTGAGTCAT---------TCA---ATTGAA-CGCAA-----------ATAAAAAG----------G-GG-AGAATGTTTATATATATATTTATT----GATACGATA------------ACAT-------TTGCAGTTTAAGATTACTGGTCTGTTCAGCTGTGAAAACAACCAA---------AATCTGAA

dp5 4_group4:6460334-6460491 + ACGTCGACCCAAAGGGCGAGTATGTTGCCACATGCTCCGACGATGGCAAGGTGAGTCAT---------TTT---GTTGTATGGTGG-----------GTGGATGCGGCAATCACACA-CA----------------------------GG--CATTT--------------TT-------TTGCAGGTCAACATAACAGGGCTCTTCAGCTGCGAGAACAATCAG---------AATCTTAG
droPer2 scaffold_16:401426-401583 - ACGTCGACCCAAAGGGCGAGTATGTTGCCACATGCTCCGACGATGGCAAGGTGAGTCAT---------TTT---GTTGTATGGTGG-----------GTGGATGCGGCAATCACACA-CA----------------------------GG--CATTT--------------TT-------TTGCAGGTCAACATAACAGGGCTCTTCAGCTGCGAGAACAATCAG---------AATCTTAG
droAna3 scaffold_13258:822535-822687

-
dan_1648 ATGTAGACCCGAAGGGCGAGTATGTGGCCACATGCTCAGACGACGGAAAAGTGAGTAAAATGTTTATTTTA---GCTT--------------TATTGT-----------------A-AAT----------------------------TA--TTTCC------------CATA-------TCACAGGTAAACATTACTGGATTGTTCAACCA-----AATACCAGAACACCAGAAACTTGAT

droBip1 scf7180000395375:11611-11759
-

ATGTAGACCCGAAGGGCGAGTACGTTGCCACATGCTCAGACGACGGAAAAGTGAGTAAACAATTAATTTGG---GGA--------------------GT-GTTGC----------G-AAT----------------------------TA--ATTTC------------CATG-------TTGCAGGTAAACATTACGGGATTGTTCTCGAGCTCTATAGACCAG---------ACACTAGA

droKik1 scf7180000301949:23398-23567
-

ATGTGGATCCGAAGGGCGAGTATGTGGCCACATGCTCAGATGACGGAAAAGTGAGTCAA---------TAG---ATTTAA-AACG------------GTCATCACGACATTCATTAA-TA----------------------------CA--CATTATATACATATATGTATA-------TCATAGGTCAAAATTACTGGCTTGTTTAGCTGTGAAAACAATCAC---------AGCCTAAG

droFic1 scf7180000449515:11136-11285
+

ATGTGGACCCCAAAGGCGAGTATGTGGCCACATGCTCTGACGACGGAAAAGTAATTCTC---------TAA---ACTGAAGGGCCT-----------ATAGATCA----------G-GA-T---------------------------AA--ATTTG------------TATA-------TTTCAGGTCAACATTACTGGTTTGTTTAATAGCGAGAACAATCAA---------AATTTAAG

droEle1 scf7180000490719:11382-11530
-

ATGTGGATACCAAGGGCGAGTTTGTGGCCACATGCTCAGACGACGGAAAAGTGAGTCTC---------TGG---CCTTAG-TGCTG-----------CTGAGTCG----------G-GC-T---------------------------AA--CTTCT------------TATA-------CCACAGGTAAACATAACGGGTTTGTTCAGCTGTGAGAACAATCAG---------AATCTAAG

droRho1 scf7180000761822:3670-3818 - ATGTGGATCCAAAGGGCGAATATGTGGCCACATGCTCAGACGACGGAAAAGTGAGTCTC---------TGG---TCTTAA-GTCGA-----------CTGAGTCA----------G-GC-T---------------------------AA--CTCTT------------TATA-------CCGCAGGTTAACATAACGGGTTTGTTCAGCTGCGAGAACAATCAG---------AATCTAAG
droBia1 scf7180000302173:13689-13833

-
ATGTAGATGCTAGAGGCGAGTGTATGGCCACATGCTCCGACGACGGAAAAGTGAGTTCT---------TAG---CTTGAT-GATGG-----------CTAATTAA----------A-AA-T---------------------------AA--CATC---------------TT-------TCGCAGGTCAACATAACGGGTTT-TTTAACTGCGATAACAACATA---------AATTTAAT

droTak1 scf7180000412928:28185-28329
-

ATGTAGACTCAAAGGGCGAGTATGTGGCCACATGCTCCGACGACGGGAAGGTAAGTTCC---------TAA---GCTTAA-GAT---------------GATTAA----------G-CT-T---------------------------AA--CTTTT------------TATT-------TTGCAGGTCAACATAACGGGTTTGTTCAGCTGCGAGAACAATCAG---------AATCTAAG

droEug1 scf7180000408916:24800-24947
-

ATGTGGATTTAAAGGGCGAGTATGTGGCTACATGCTCCGATGACGGAAAAGTGAGTCTG----------AA---TTTTAC-TGTGG-----------CTTATTAG----------A-GA-T---------------------------AA--CTTTT------------AAGT-------TCTAAGGTCAATATAACGGGCTTATTCAGCTGTAAAAATAACCAA---------ATTCTAAG

dm3 chr2L:22818013-22818159 + ATGTAGATCATAAGGGCGAGTATGTGGCCACATGCTCCGACGACGGAAAAGTGAGTATC---------TGA---GCTT--------------GATAGCAATA----------TAAAA-CT----------------------------TA--ATTCT------------CTTT-------GCCTAGGTTAACATAACGGGATTGTTTAGCTCTGATAACAATCAC---------AGTCTCAG
droSim2 2l:22919271-22919417 + ATGTAGATCATAAGGGCGAGTATGTGGCCACATGCTCCGACGACGGAAAAGTGAGTATT---------TGA---GCTT--------------GATAGCAATA----------TAAAA-CT----------------------------TA--ATTCT------------CTTT-------GCCTAGGTCAACATAACGGGGTTGTTTAGCTCTGATAACAATCAC---------AGTCTTAG
droSec2 scaffold_72:89883-90029 + ATGTAGATCATAAGGGCGAGTATGTGGCCACATGCTCCGACGACGGAAAAGTGAGTATT---------TGA---GCTT--------------GATAGCAATA----------TAAAA-CT----------------------------TA--ATTCT------------CTTT-------GCCTAGGTCAACATAACGGGGTTGTTTAGCTCTGATAACAATCAC---------AGTCTCAG
droYak3 v2_chr2h_random_003:28027-

28173 -
ATGTAGATCATAAAGGCGAGTATGTGGCCACATGCTCCGACGACGGAAAAGTGAGTTTC---------TGA---ACTT--------------AATAGCAATA----------GAAAA-CT----------------------------TC--CTTCT------------GTAC-------TCCTAGGTCAACATAACGGGGTTGTTTAGCTGTGAAAACAATCAT---------AGTCTTAA

droEre2 scaffold_4845:556605-556751
-

ATATCGACCATAAAGGCGAGTATGTGGCCACATGCTCCGACGACGGAAAAGTGAGTCTC---------TGA---GCTT--------------GGTGGCGATA----------GAAAA-CA----------------------------TC--CTTCT------------CTAT-------TCCTAGGTCAACATAACGGGGTTATTTAGCTGCGAAAGCAATCAC---------AGTCTCAG
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Legend: mature star mismatch in alignment mismatch in read
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Show Alternate Folds

Flybase annnotation

Antisense to intron [Dwil\GK21697-in]; intron [Dwil\GK21603-in]; CDS [Dwil\GK21603-cds]; CDS [Dwil\GK21603-cds]; utr3 [utr3_minus_3304]; utr3 [utr3_minus_3303]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCACGAACAAGGCAGAATGTACAGCTGAACAGGCCTATCAATATACTGAGGTTAAAGACTGAGAGCTAAAGTAGTAAATGAAATTTCTATCTTTCGCTCTCTCTCTCTTTCAGGGTCGGGCCATCTTTTGCGGCGGTTCACCATTTCCACCCGTAACATATAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

V117

male
body

V119

head

M045

female
body

..................................................GTTAAAGACTGAGAGCTAAAG............................................................................................ 21 0 1 5.00 5 4 1 0 0

............................................................................................TTCGCTCTCTCTCTCTTTCAG.................................................. 21 0 1 4.00 4 2 1 1 0

..................................................GTTAAAGACTGAGAGCTAAAGT........................................................................................... 22 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

GGTGCTTGTTCCGTCTTACATGTCGACTTGTCCGGATAGTTATATGACTCCAATTTCTGACTCTCGATTTCATCATTTACTTTAAAGATAGAAAGCGAGAGAGAGAGAAAGTCCCAGCCCGGTAGAAAACGCCGCCAAGTGGTAAAGGTGGGCATTGTATATT

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

V117

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004513:724907-

725069 -
dwi_819 CCACGAACAAGGCAGAATGTACAGCTGAACAGGCCTATCAATATACTGAGGTTAAAGACTGAG---------AGCTAAA---GTAGT-----A---------AA----T------GAAATTTCTATCT--TTCG--C--------TCTCTCTCTCTTTCAGGGTCGGGCCATCTTTTGCGGCGGTTCACCATTTCCACCCGTAACATATAA

droVir3 scaffold_12875:18819235-
18819400 -

CGACAAACAAAGCAGAATGCACCGCCGAGCAGGCATACAATTTTACAGAGGTAAACAGACACATAC---TACT---ACT---CTAAC-----A---------AA----T------ACTATATGTGTGC--CATA--A--------CTACTTTTCACTTCAGGGTCGCGCATTGTTTGCCTCCGGCTCACCCTTTCCGCCGGTTGTTATCAA

droMoj3 scaffold_6540:10921876-
10922032 -

CAACCAGCAAGGCGGAATGCACAGCTGAGGAGGCCTATCACAATACGGATGTGAGCTTTTGTGCTT---TAAA-------------TAT---G---------TC-------------TTTATGTAT-CTG--AC--A--------TTATTCGCTTTTTTAGGCTCGCGTAATCTTCTCATCGGGCTCGCCCTTCCCACCGGTGACAATGGG

droGri2 scaffold_14830:6258375-
6258534 +

CAACCAGCAAGGCGGAATGCACAGCTGAGGAGGCTTACCAAAATACGGATGTGAGTTGTTGCCTCA---T--TGTTATTGTACTGGG-----T---------AA----T------AAG---------A-----TGTG--------TTTGTTTTATTTTTAGGCACGTGTCATCTTCTCATCGGGCTCGCCCTTCCCACCGGTTACCATGGG

dp5 2:8589086-8589244 + CCACCAGCAAGGCGGAATGCACCGCCGACGAGGCATACCATAACACGGATGTAAGAATCAGCAAAG---TCCT-------------TGC---CTATGCGTTTTTATTT---------------------A--T-----A-AATCG----TTTCGTTTATAGGCTCGCGTGATCTTCTCGTCGGGCTCGCCCTTCCCACCGGTCAAAGTGGG
droPer2 scaffold_0:2416453-2416611

+
CCACCAGCAAGGCGGAATGCACCGCCGACGAGGCATACCATAACACGGATGTAAGATTCAGCAAAG---TCCT-------------TGC---CTATGCGTTTTTATTT---------------------A--T-----A-AATCG----TTTCGTTTATAGGCTCGCGTGATCTTCTCGTCGGGCTCGCCCTTCCCACCGGTCAAAGTGGG

droAna3 scaffold_13266:15680518-
15680673 -

CCACCAACAAGGCCGAGTGCACAGCCGAACAGGCCTATAAGTTTACAGACGTAACTTCCCTAA--AAATTAGT-------------CAT---A---------TA----A-AG-------------T-CAA--TT--AATT-----TTAAATTTTTTTTTAGGGCCGAGCCATCTATTCGGCAGGATCACCTTTTCCTCCAGTCGAATTCAA

droBip1 scf7180000396567:170131-
170282 -

CCACCAATAAGGCCGAGTGTACAGCCGAGCAGGCCTATAATTTTACAGAGGTAACTTCCTGCAAAT---TAGG-------------TAC---A---------TA----A-AG-------------T-CCC--TT--A--------TTTTTATTTTTTTTAGGGTCGAGCCATCTATTCGGCAGGATCACCCTTTCCGCCTGTGGAATTTAA

droKik1 scf7180000302470:669296-
669446 -

CCACCAACAAGTCGGAGTGCACTGCCGAACAGGCCTACAAATTCTCGGAGGTATTTACA----------TTAT-------------GGT---T------AAAAA----TTAA-------------T-TAA--TTATT--------TCTATATATATCTTAGGGTCGCGCCATTTATTCAGCGGGTTCACCTTTTCCGCCGGTGGAGTTCAA

droFic1 scf7180000453851:475649-
475806 -

CCACATCCAGTTCGGAATGCACAGCTGAACAGGCTTATACTCATACTGAGGTAAGAGTTTAGAAGT---ACCT-------------TGT---A------GAATT----T-CG---------TTAATT--C--T-----G-TACCT----AATCTACTGTAGGGTCGCGTTCTTTTCGCTTCTGGATCGCCCTTTCCTCCTGTGGTGATCAA

droEle1 scf7180000491027:396377-
396529 +

CCACCTCCAAGTCCGAGTGTACCGCCGAACAGGCCTACAAATTTTCAGATGTAAGACTTTCGA--A---TTGT-------------GCTAAAA---------TA----T-AG-------------A-TTA--TC--C--------TTTGTTTTTTTTTCAGGGAAGAGCTATCTTTTCGTCTGGTTCCCCTTTTCCGCCAGTGGAATTTAA

droRho1 scf7180000779468:100997-
101149 +

CCACCTCCAAATCCGAGTGTACCGCCGAACAGGCCTATCAATTTTCAGATGTAAGCCTTCTAG--T---TTGG-------------GGTAATA---------AA----T-AG-------------G-TTT--TC--A--------TTTGGATACTTTTCAGGGAAAGGCTATCTTTTCGGCTGGTTCCCCTTTTCCGCCAGTGGAGTTCAA

droBia1 scf7180000301506:2630913-
2631068 +

CCACCACCAACTCGGAATGCACCGCCGAACAGGCCTTTACTCACACTGAGGTGGGATTTTCCCTGT---TAAT-------------GGT---A---------TATATTT-TG-------------A-TTG--CT--A--------TTAATCTTCCCTACAGGGTCGGGTGCTCTTCGGTTCCGGATCGCCCTTTCCGCCGGTGGTGATCGA

droTak1 scf7180000415346:21722-
21879 -

CCACCTCCAATTCGGAATGCACCGCCGAACAGGCCTTTACACACACTGAGGTTTGCTCTGGGCTGT---TTT---------------A-----------------------TATATCTATATATATTA--TATA--T--------TCAATATATTTCTTAGGGTCGCGTTCTCTTCGGTTCCGGATCACCATTTCCGCCGGTGGTGATCAA

droEug1 scf7180000409672:2870343-
2870493 +

CAACCTCTAATTCGGAGTGCACCGCCGAAGAGGCCTTCACACACACTGAGGTTAGTTTTTCTG--A---TTTT----------------------TAAGTTATATTTT---------------------A--TA--T--------ATAATTTACTATATAGGGTCGCGTTCTCTTCGGTTCCGGTTCACCTTTTCCTCCCGTGGTGATCAA

dm3 chr2R:12305160-12305319 - CCACCATCAAATCTGAGTGCACTGCCGAACAGGCGTACAAATTCTCAGATGTAAGTGTTTTAG-AA---TACT-------------TGC---C------GAATA-------------TTTACCCATTT--TATT--T--------TCTGCAATTTGTCTAGGGAAAGGCTATATATTCGGCAGGATCTCCTTTTCCGCCCGTGGAGTTCAA
droSim2 2r:12981415-12981571 - CCACCATCAAATCTGAGTGCACTGCCGAACAGGCCTACAAATTCTCAGATGTAAGTGTTCCAA--A---TACT-------------TGC---G------GAGTATCT--------------CCCATTT-T--A-----TT-----TTCGGCATTTGTCTAGGGAAAGGCTATATTTTCGGCCGGATCTCCTTTCCCGCCCGTGGAGTTCAA
droSec2 scaffold_1:9800727-9800893

-
CAACTGCCAACTCGGAATGCACCGCCGAACAGGCCTTCACACACACTGAGGTTAGATTGAGTATCT---GGGTGATGTGTC------C-----------------------TTTAATTATGTAAGACC--TATG--T--------TTTGTATTTCATACAGGGTCGCGTGCTCTTCGGTTCCGGATCGCCCTTTCCACCAGTGGTCATCAA

droYak3 2R:16681348-16681502 + CTACCAGCAAATCTGAGTGCACTGCCGAACAGGCGTACAAATTCTCAGATGTAAGTGTTCCAA--T---TACA-------------TGT---A------GAAAA----T------------CCCATTA-T--TT--A--------TTTTAAATTCTTTCAGGGAAAGGCTATATATTCGGCAGGATCTCCTTTCCCGCCCGTGGAGTTCAA

droEre2 scaffold_4845:13556895-
13557061 +

CAACTGCCAATTCGGAATGCACCGCCGAACAGGCCTTTACACACACTGAGGTTAGATTGAGTATCT---GAGGGGTATGTC------C-----------------------TCTAGTTATGTGAGACC--TATG--T--------TTTGTATATTATACAGGGTCGTGTCCTCTTCGGTTCCGGATCGCCCTTTCCGCCAGTGGTCATCAA
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACATTAACCCAAGGATTGGTCAAAAGTCCATTTGTTTATAACCCACAAGTGTAAGTAGATTTCCTAATGAGAGTTTGCTTGTTAACTGAATTGGAACTATTTATAGAAATCAATTACGTGGCTTTAAAACCGATCGTTCCATCGAGGCTGAGCAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

V118

embryo

M045

female
body

V119

head

V117

male
body

.....................................................................................CTGAATTGGAACTATTTATAG.................................................. 21 0 1 6.00 6 4 0 0 2 0

..................................................GTAAGTAGATTTCCTAATGAGAGT.................................................................................. 24 0 1 2.00 2 1 0 0 1 0

..................................................GTAAGTAGATTTCCTAATGAGAGTT................................................................................. 25 0 1 2.00 2 0 2 0 0 0

.............................................................................................................................AAAACCGATCGTTCCATCGAGGC........ 23 0 1 1.00 1 0 0 1 0 0

..............................................................................................................CAATTACGTGGCTTTAAAACC......................... 21 0 1 1.00 1 0 0 1 0 0

................................................................................................................ATTACGTGGCTTTAAAAC.......................... 18 0 1 1.00 1 0 1 0 0 0

............................................................................................................ATCAATTACGTGGCTTTAAAAC.......................... 22 0 1 1.00 1 1 0 0 0 0

..............................................................................................................................AAACCGATCGTTCCATCGAGGCTGAGCA.. 28 0 1 1.00 1 1 0 0 0 0

..ATTAACCCAAGGATTGGTCAAAAGTC................................................................................................................................ 26 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

TGTAATTGGGTTCCTAACCAGTTTTCAGGTAAACAAATATTGGGTGTTCACATTCATCTAAAGGATTACTCTCAAACGAACAATTGACTTAACCTTGATAAATATCTTTAGTTAATGCACCGAAATTTTGGCTAGCAAGGTAGCTCCGACTCGTTT

**************************************************((((((((..((((.(((...((((........))))..)))))))))))))))..**************************************************
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
droWil2 scf2_1100000004510:597056-

597211 +
dwi_389 ACAT---TAACCCAAGGATTGGTCAAAAGTCCATTTGTTT---ATAACCCACAAGTGTAAGTAGATTT---------------------CCTAATGAGAGT----------TTGCTTGT---TAACT---GAATT------GGAA-----CTATTTATAGAAATCAATTACGTGGCTTTAAAACCGATCGTTCCATCGAGGCTGAGCAAA

droVir3 scaffold_12875:19183715-
19183877 -

ACTG---TCATGAGAGGCCTGCTG---AACCCGCTTTTAA---CGACCCATCAGCTGTAAGTAGA------------------------GTGAGAGATTGCAATAGCTGATAGAAATG----TTTTTAATGTGTC------CCA--TC--ATTTCTCCAGTAGACAGCTGCGGGACTTCAAGACAGACCGTTCCATAGAGGCGGAACAGA

droMoj3 scaffold_6496:12874048-
12874218 -

TCAACCTTGTTGAGAGGGCTATTG---AGTCCCATGTCACTGAACCACCATCAGTTGTAAGTAGAATTGTCAATTGTTGATTGCTGGAGCGGAATGATTTC----------AAGAATTT----------------------TCA--TC--GTTTCTGCAGGAGACAATTCCGCGGATTCAAGACAGACCGTTCCATTGAGGCGGAACAGA

droGri2 scaffold_15245:13225899-
13226057 -

ACTG---TGATGAGAGGTCTGCTG---AATCCGCTGCTAG---CGACTCATCAGCTGTAAGTAAATT----G-----------------TGGAATTAGTTA----------AAGAATTA---TGTTT---GCAATCAATACGGAT-----TTAATTGCAGGCGACAGTTGCGTGACTTTAAGACGGATCGTTCCATTGAGGCGGATCAGA

dp5 3:17470254-17470409 - ATCG---TAACGCAAAGTCTTCTA---AATCCGCTCTTCT---CCTACCATCAACTGTGAGTACC------AA----------------CGAGG-CAGCCG-----ATGACTCGGGCGC---TTGTT---AATTT------TCAT-----TTTCCAACAGGAGGCAGTTACGCAGCTTCAAGACAGATCGCTCCATAGATGCGGAGCAGA
droPer2 scaffold_31:321174-321329 + ATCG---TAACGCAAAGTCTTCTA---AATCCGCTCTTCT---CCTACCATCAACTGTGAGTACC------AA----------------CGAGG-CAGCCG-----AGGACACGGGCGC---TTGTT---AATTT------TCAT-----TTTCCAACAGGAGGCAGTTACGCGGCTTCAAGACAGATCGCTCCATAGATGCGGAGCAGA
droAna3 scaffold_13266:15109435-

15109586 -
ACTA---TGTCGCCAGGTCTTCTT---CGTCCACTCTTCA---CCCCTCAACAATTGTGAGTATG------------------------CGGAACTAATCT----------TTGAACTT-GCTCGCT---AACGA------TCAA-----CCCTTTCCAGAAAGCTGTTGCGTGGCTTTAAAACGGATCGTTCTATTGAGGCGGAACAGA

droBip1 scf7180000396385:273590-
273740 -

ACAA---TGTCGCCAGGTCTTCTT---CGTCCACTCTTCA---CCGCTCAACAGTTGTGAGTATC------------------------CGGAACTAATCT----------TTAACCTT-CCTCGCT---AAATG------TCA------ACCTTTCTAGAAAACAGTTGCGTGGCTTTAAAACGGATCGTTCTATTGAGGCGGAACAGA

droKik1 scf7180000302470:199631-
199788 +

ACCA---TAACGCCAGGTCTTCTC---CGTCCGCTCTTCT---CCAATCAACAGCTGTAAGTGCG------------------------CGGATTGAATCA----------ACGAATTCTCCTCGCT---AAAGC------TGTGCTTCTCTTTCTCTAGGAAACAACTAAGGGGCTTCAAGACGGATCGATCCATTGAGGCGGAACAAA

droFic1 scf7180000454066:2766164-
2766311 -

ACCA---TAACACCAGGTCTTCTT---CGTCCACTTTTTT---CCCAATCACAACTGTGAGTACA------------------------CGGAACTAATCT----------AATAATTG---AGGCT---AAAGT------TT-------CCCTTTTTAGGAAACACATACGTGGCTTTAAGACGGATCGATCGATTGAGGCGGAACAAA

droEle1 scf7180000491283:160440-
160591 +

ACCA---AAACGCCAGGTCTTCTT---CGTCCGCTTTTCT---CCCAACAACAGCTGTGAGTGTA------------------------CGGAACTAATTT----------ACGAATTT---TGGCT---GAACT------CTA-CTC--TCGCTTATAGTAAACACATACGTGGCTTTAAGACGGATCGCTCCATCGAGGCGGAACAAA

droRho1 scf7180000766112:27805-
27956 -

ACCA---AAACGCCAGGTCTTCTG---GGTCCGCTTTTCT---CCCAACATCAGCTGTGAGTGTA------------------------CGGAACCAATTT----------ACTAATTA---TGTCT---GAAC-------TCAGCTC--TCCCTTATAGAAAACACATACGTGGCTTTAAGACGGATCGCTCCATTGAGGCGGAACAGA

droBia1 scf7180000302143:1830331-
1830483 +

ACCA---AAACGCAAGGTCTTCTA---CGTCCGCTTTTCT---CCCAACAACAACTGTAAGTGTA------------------------CGGAACTAATTT----------ACAAACTA---TGGCT---AAAGT------TCAGATG--TCACTTTTAGAAAACACATACGTGGCTTTAAAACGGATCGCTCTATTGAGGCGGAGCAGA

droTak1 scf7180000415400:493388-
493540 -

GCCA---CAACGCAAGGTCTTCTA---CGCCCGCTCTTCT---CCCAGCAGCAACTGTGAGTGCA------------------------CGGAACTAATTT----------ACTAGCTA---TGGCT---AAAGT------TCAGTTC--TCCCATACAGTAAACACATACGTGGCTTTAAGACGGATCGATCCATTGAGGCGGAGCAGA

droEug1 scf7180000409672:6737179-
6737331 -

ACCA---AAACGCATGGTCTTTTA---CGTCCGCTTTTCT---GCCAACAACAGCTGTGAGTATT------------------------TGGATCTCATTT----------ACGAGTAA---TGCCT---ACAGA------TCAGATT--TTTCCTATAGAAAACACATACGTGGCTTTAAGACGGATCGCTCCATTGAGGCGGAACAGA

dm3 chr2R:18772717-18772866 - ACTA---TTACACCAGGTCTTCTT---CGTCCGCTCTTCT---CACAACAACAGCTGTAATTATA------------------------CGGAAAGTATCT----------ACGAACTA---TATCT---CAAAT------TTAG-----CTCTTTATAGAAATCAGATACGTGGCTTTAAGACGGATCGTTCCATTGAGGCGGAACAAA
droSim2 2r:19300150-19300299 - ACTA---TTACGCCAGGTCTTCTT---CGTCCGCTCTTCT---CACAACAACAGCTGTAAGTATA------------------------CGGAACGAATCT----------ACGAACTA---TATCT---AAAGT------GTAG-----CCCTTTATAGAAAGCAGATACGTGGCTTTAAGACGGATCGTTCCATTGAGGCGGAACAAA
droSec2 scaffold_9:2071448-2071597

-
ACTA---TTACGCCAGGTCTTCTT---CGTCCGCTCTTCT---CACAACAACAGCTGTAAGTATA------------------------CGGAACGAATCT----------ACGAACTA---TATCT---AAAGT------GTAG-----CCCTTTATAGAAAGCAGATACGTGGCTTTAAGACGGATCGTTCCATTGAGGCGGAACAAA

droYak3 2R:18737727-18737879 - ACTA---TTACGCCAGGTCTTCTT---CGTCCGCTCTTCT---CACAACAACAGCTGTATGTATA------------------------CGGAACGAATCT----------ACGAACTA---TGCCT---AAAGT------TTACCCC--TTCATTATAGAAAGCACATACGTGGCTTTAAGACAGATCGCTCTATTGAGGCGGAACAAA
droEre2 scaffold_4845:20137249-

20137401 -
ACTA---TTACGCCAGGTCTTCTT---CGTCCGCTCTTCT---CCCAACAACAGTTGTAAGTATA------------------------CGGAACCAATCT----------ACGAACTA---TGGCT---AACGC------TCAGCAT--TTCCATATAGAAAGCACGTACGTGGCTTTAAGACGGATCGCTCAATTGAGGCGGAACAAA
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CGTGTTAAAACTTTTCACCGAGCAATCATTAGATTATCAGATTTCTGGCGGTAAGTGAGTTGGCCTTTGACCACATCTCCGTTTATGTCAATCAATCAACTTCATTTACAGTTCGTGCCTGGTTCTATCAAACATGCAATGAGTTTGGTTGGTATACTACA

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

V118

embryo

V119

head

M020

head

.........................................................................................AATCAATCAACTTCATTTACAGT................................................. 23 0 1 7.00 7 3 2 2 0

.........................................................................................AATCAATCAACTTCATTTACAG.................................................. 22 0 1 2.00 2 2 0 0 0

..................................................GTAAGTGAGTTGGCCTTTGA........................................................................................... 20 0 1 1.00 1 1 0 0 0

....................................................................................................................................CATGCAATGAGTTTGGTTG.......... 19 0 1 1.00 1 0 0 0 1

..........................................................................................ATCAATCAACTTCATTTACAGT................................................. 22 0 1 1.00 1 1 0 0 0

Anti-sense strand reads

GCACAATTTTGAAAAGTGGCTCGTTAGTAATCTAATAGTCTAAAGACCGCCATTCACTCAACCGGAAACTGGTGTAGAGGCAAATACAGTTAGTTAGTTGAAGTAAATGTCAAGCACGGACCAAGATAGTTTGTACGTTACTCAAACCAACCATATGATGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004943:4030268-

4030428 +
dwi_3254 CGTGTTAAAACTTTTCACCGAGCAATCATTAGATTATCAGATTTCTGGCGGTAAGTGAGTTGGCCT-TT---GACCACAT---CTC-CGT---------------------------------TTA---TGTC--AATCA-------ATC-AA--CTTCATTTACAGTTCGTGCCTGGTTCTATCAAACATGCAATGAGTTTGGTTGGTATACTACA-----

droVir3 scaffold_13047:16383440-
16383608 +

AATGTTGCAGCTGTTTAGCGAATATTCC------GACCGCAGCTCGGGCAGTAAGTCT---------------------T---AT--TGTTTTTCCATTTTTCAAGCGCTGCGCTCAGTTCACTTG-----CA--AACAA-------ATCAAA--ACTTGCTTGCAGCACGCGCCTGGTTCTACCAGACGTGCAACCAATTTGGATGGTACACCACA-----

droMoj3 scaffold_6540:12703567-
12703630 +

AA---------------------------------------------------------------------------------------------------------------------------------------------------------ATTTGCTTGTAGCACGCGCCTGGTTCTATCAGACGTGCAGCCAATTTGGGTGGTTCACAACC-----

droGri2 scaffold_15116:1279249-
1279393 +

AATGTTGGAGGTGTTCAGCGATGTTTCG------GATCGCAGCACAGGCAGTAAGTGAATGA-----GT---GGAACACA---GT--AAC---------------------------------TTG--CA-----AA-----------TCAAA--ACTTCTTTGCAGCGCGCGCATGGTTCTATCAGACTTGCAACCAATTTGGATGGTACACCACC-----

dp5 2:29698011-29698152 + CATGCTGCAACTATTCAGCG---------------ATCCAATTTCAGGCAGTAAGTACCTTCAAA-AGCCCCAAAACAGAAACAC--TCT---------------------------------CTA--A-----------GGTA-----------ATCGTATGACAGTTCGTGCCTGGTTCTATCAGACATGCAATGAATTTGGCTGGTACTCGACC-----
droPer2 scaffold_6:5071621-5071762 + CATGCTGCAACTATTCAGCG---------------ATCCAATTTCAGGCAGTAAGTACCTTCAAA-AGCCCCAAAACAGAAACAC--TCT---------------------------------CTA--A-----------GGTA-----------ATCGTATGACAGTTCGTGCCTGGTTCTATCAGACATGCAATGAATTTGGCTGGTACTCGACC-----
droAna3 scaffold_13340:15146286-

15146439 -
AATGCTCCAATTGTTTAGCGAAGAGGAC------GATCACGGCTCTGGCAGTATGTTGAAATATAA-GT---CATCACTT---TCAATAT---------------------------------T----ATTC-C-------------GT--AA--ATTCTTTTAAAGCTCGAGCCTGGTTCTATCAAACATGCAATGAATTTGGCTGGTATACCACCACCCA

droBip1 scf7180000395971:38038-38185
+

AATGCTCCAATTGTTTAGCGAAGAGGAA------GATCATGGCTCTGGCAGTGAGTTGTAATATAT-GT---AATAATTT---TCAAAGT---------------------------------TTT--CTGT-------------------AA--ATCCTTTAAAAGCTCGAGCCTGGTTCTATCAAACTTGCAATGAATTTGGCTGGTATACAACT-----

droKik1 scf7180000302707:482858-
483004 +

CATGCTGCAACTTTTCAGTGAAGCAGCA------GATCAAAGTTCTGGAAGTATGCCAGCAAATAC-AA---GTGAACGT---TCG-TAC---------------------------------TTA--TAAT-------------------AA--ATTTGTTTTCAGCTCGTGCCTGGTTTTATCAGACTTGCAATGAATTCGGCTGGTACACCACC-----

droFic1 scf7180000454126:205529-
205608 +

ATTTTAATGAACC-----------------------------------------------------------------------------------------------------------------------------------C----------TTTATATTTTAGTGCGTCAGTGGATTTTCCAGACCTGCAATGAGTATGGTTGGTATCAGACCTCCG-

droEle1 scf7180000490994:1032122-
1032270 +

CATGTTACAAATATTCCGTGAGGATACA------GATCAAGGCTCTGAAAGTAACTAAGCAAAACC-GC---AGTAAATTATTAT--TGT---------------------------------TTC--ATAA-AA---------T-----------GTTGTTCTCAGCTCGAGCATGGTTTTATCAAACTTGCAATGAATTCGGTTGGTACACGACC-----

droRho1 scf7180000771335:10023-10168
-

CATGCTACAAATATTCCGTGAGGATACA------GATCAAAGTTCCGAAAGTAACTAAGCAAAACC-GC---AATGAATT---AT--TGT---------------------------------TTC--ATAA-AA---------T-----------TTGGTTCTTAGCTCGTGCATGGTTCTACCAAACCTGCAATGAATTCGGCTGGTACACCACC-----

droBia1 scf7180000302402:1006602-
1006749 +

AATGCTGCAACTTTTCAGTGAGGACGAA------GATCAAAGCACCGGGAGTAAGTAACCAAAACC-GC---ATGAAACT---TA--TGC---------------------------------TTC--AAAA-AA---------TA---------TTATTCTCTTAGCTCGTGCATGGTTCTATCAGACCTGCAATGAATTTGGCTGGTACACGACC-----

droTak1 scf7180000415710:608694-
608847 -

CATGCTGCAACTTTTCAGCGAGGATGCA------GATCAAAGTAGTGGAAGTAAGTAAGCAAAACC-GC---AAAACGAAATTAT--TGT---------------------------------TTC--ATAA-AA---------TGT------TGTTTTTCTCTTAGCTCGTGCATGGTTCTACCAAACCTGCAATGAATTTGGCTGGTACACGACC-----

droEug1 scf7180000409804:1515063-
1515216 +

CATGCTGGAACTTTTCAGTGAGGATGCA------GATCAAAGTTCGGAAAGTAAGTAAGCATAACCAGC---GGCATATT---AT--AGT---------------------------------TTC--CTA--AA---------TGTTTT---TGTTATTTTTCAAGCTCGAGCGTGGTTCTATCAGACTTGCAATGAATTTGGTTGGTACACAACC-----

dm3 chr3R:15235891-15236037 + CATGCTAGAACTTTTCACCGAGGATTCA------GTTCAAAGTTCAGAAAGTAAGTAAG-AAAACC-GC---AGGAAATT---AT---AT---------------------------------TTGTAATCG-CA---------TT----------TCGTTTTCCAGCTCGTGCCTGGTTTTATCAAACCTGCAATGAGTTTGGCTGGTACACAACT-----
droSim2 3r:6021935-6022091 - CATGCTAGAACTTTTCACCGAGGATTCA------GTTCAAAGTTCGGAAAGTAAGTAAGCAAAACC-GC---AGGAAATT---ATATG-GTATACTGGTATTAAAAC---------------------------A---------GT----------GCGTTTTTCAGCTCGCGCCTGGTTTTATCAAACCTGCAATGAGTTTGGCTGGTACACAACT-----
droSec2 scaffold_25:531176-531332 - CATGCTAGAACTTTTCACCGAGGATTCA------GTTCAAAGTTCGGAAAGTAAGTAAGCAAAACC-GC---AGGAAATT---ATATG-GTATACTGGTATTAAAAC---------------------------A---------GT----------GCGTTTTTCAGCTCGCGCCTGGTTTTATCAAACCTGCAATGAGTTTGGCTGGTACACAACT-----
droYak3 3R:3973811-3973953 + CATGCTAGAACTTTTCTCTGGGGATTCA------GATGAAAGTTCGGAAAGTAAG----CAAAACC-GC---AGCAAATT---AT--TAT---------------------------------TTG--ATTA-AA---------TT----------TTGTTTTCCAGCTCGTGCTTGGTTTTATCAAACCTGCAATGAATTCGGCTGGTACACAACT-----
droEre2 scaffold_4770:6394453-

6394595 -
CATGCTAGAACTTTTCAGCGAGGATTTA------GATCAAAGTTCGGAAAGTAAG----CAAAACC-GC---TGCCAGTT---AT--AAT---------------------------------TTG--ATTC-AA---------TG----------TTGCTTTCCAGCTCGTGCTTGGTTTTATCAAACCTGCAATGAATTTGGCTGGTACACAACT-----
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No Repeatable elements found

mature

1. dwi_1253  scf2_1100000004521:4804176-4804197 -
2. scf2_1100000004521:4807075-4807096 +

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CATCTTATCGTGCACTTAGCGATGAAAATGATTTGGAGATTCAGAATTCGGTAAGAAATTTGGAAACTAAATAGCAGGAAACCTATTAATTTTCTCTATTTCTTAGCTCATAAAACTAGTGTTCGACAATAGTACTGGACGATTAAAAACTGTTGT

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

V117

male
body

M045

female
body

M020

head

.....................................................................................TTAATTTTCTCTATTTCTTAGT................................................. 22 1 1 9.00 9 4 1 4 0

..................................................GTAAGAAATTTGGAAACTAAAT.................................................................................... 22 0 2 4.50 9 1 2 2 4

.....................................................................................TTAATTTTCTCTATTTCTTAG.................................................. 21 0 1 2.00 2 0 0 2 0

..................................................GTAAGAAATTTGGAAACTAAATA................................................................................... 23 0 2 2.00 4 4 0 0 0

....................................................................................................................................TACTGGACGATTAAAAACTGTTGT 24 0 1 1.00 1 1 0 0 0

...................................................................................................................................GTACTGGACGATTAAAAACTGTTGT 25 0 1 1.00 1 1 0 0 0

.ATCTTATCGTGCACTTAGCGAT..................................................................................................................................... 22 0 1 1.00 1 0 1 0 0

...............................................................................................................................AATAGTACTGGACGATTAAAAACTG.... 25 0 1 1.00 1 0 1 0 0

....................GATGAAAATGATTTGGAGATT................................................................................................................... 21 0 1 1.00 1 0 1 0 0

...................................................................................................................................GTACTGGACGATTAAAAACTGT... 22 0 1 1.00 1 0 1 0 0

...........................................................................................................................CGACAATAGTACTGGACG............... 18 0 1 1.00 1 0 0 0 1

..............CTTAGCGATGAAAATGATTTGGA....................................................................................................................... 23 0 1 1.00 1 0 1 0 0

..................................................................................................................................AGTACTGGACGATTAAAAACTGTTGT 26 0 1 1.00 1 0 1 0 0

.......................GAAAATGATTTGGAGATT................................................................................................................... 18 0 1 1.00 1 1 0 0 0

............................................................................................................CATAAAACTAGTGTTCGACAATA......................... 23 0 1 1.00 1 0 1 0 0

..................................................GTAAGAAATTTGGAAACTAAA..................................................................................... 21 0 2 0.50 1 0 0 0 1

..................................................GTAAGAAATTTGGAAACTAAATAG.................................................................................. 24 0 2 0.50 1 1 0 0 0

.....................................GATTCAGAATTCGGTAAGC.................................................................................................... 19 1 2 0.50 1 0 0 1 0

Anti-sense strand reads

GTAGAATAGCACGTGAATCGCTACTTTTACTAAACCTCTAAGTCTTAAGCCATTCTTTAAACCTTTGATTTATCGTCCTTTGGATAATTAAAAGAGATAAAGAATCGAGTATTTTGATCACAAGCTGTTATCATGACCTGCTAATTTTTGACAACA

**************************************************.((((((((..(((((...(((((........)))))...)))))..)))))))).**************************************************
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
droWil2 scf2_1100000004521:4804092-

4804247 -
dwi_1253 CATCTT-------------------------ATCGTGCACTTAGCGATGAAA---------ATGATTTGGAGATTCAGAATTCGGTAAGAAAT--------------------------------------------------TT--GGAA-ACT------------------------------------------A-----------A---------ATAG-CAGGA--A--ACCTATTA----------------------------ATTT---------TCTC--TA----TTTCTTAGCTCATAAAACTAGTGTTCGACAATAGTACTGGACGATTAAAAACTGTTGT

droVir3 scaffold_13049:13945006-
13945251 -

dvi_19907 CAA------------GA-----CGC------AACCCACG---GCTGATGATGACGAAACAGATGAGTTTACTGTTCAGAACTCGGTAAGTAACAGAAAGACAGAGAGACTTACATGGAACAGGGCACGAGAACGAAACCATTTAG--AATAT-AATATGTTCCTGATCAAGAAAATATAACG--AA---------------CAG-----------------------AATCG-------------C--CTGGCTTTACCGAT--------CTTC---------CATT--TC----GATTGCAGCATATCAAGCTTGTCTTCGGCAAAAGCAGCGGTCACCTTAAATCAGTCGA

droMoj3 scaffold_6680:13378640-
13378691 +

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGCAAATCAAGCTGACATTCGTCAAGAGCACTGGACACCTTAAAACGATCGA

droGri2 scaffold_15110:15294711-
15294950 +

CATTCG------------------ATGATGCAGGCAATGTCCAATGATGATGCGGAATCGGATGAATTTATTATACAGAATTCGGTAAGGGAAC--------------------------------------------ATTTTAA--AA--TTGAT--------AATCAAGA---CACAACCCAAACAGTTTGGTAATAAACTGAT--AG-ATGACTTTGATA-GATAA--C--ACT-ATACATAAATATCTATTGA-C---AAAC-----------------AATT--TC----CTTTACAGCTAATCAAGCTTACGTTCGACAAGACAAGCGGACACCTAAAGACTGTGCA

dp5 Unknown_group_551:5400-5550
-

CAT------------A-----------------GCTGAGA---ACGAAGCAG---------ATGAATTCACGTTAGAGAACTCAGTAAGTGAT--------------------------------------------------AT--TCAAAAGA------------------------------------------G---TAA-TTACCA-------------------------------------------------CTAA--------TTCAATTCAATGAAA--TA----ATTTTCAGCTTATAAGGCTTGTGTTCACCAAAAGTACAGGCCACCTTAAAGCTGTAAA

droPer2 scaffold_1:812061-812211 + CAT------------A-----------------GCTGAGA---ACGACGCAG---------ATGAATTCACGTTAGAGAACTCAGTAAGTGAG--------------------------------------------------AT--ACAAAAGA------------------------------------------G---TAA-TTACCA-------------------------------------------------CTAA--------TTCAATTCAATGAAA--TA----ATTTTCAGCTTATAAGGCTTGTGTTCACCAAAAGTACAGGCCACCTTAAAGCTGTAGA
droAna3 scaffold_12916:10422121-

10422264 -
----------------------------------------------------------------AGACTGTCGTGCAGACTTCGGTAAATATT--------------------------------------------------AT--AATCTTACTCT-----------------------------------------------------TTTCA---ATAA-TAAAAATA---T----CCTCAT------------G---AAACCATTCTAT--------TTCTT--AA----TTTTGTAGACAATCAAACTGACGATCGACAACAACTCTGGCCTTTTGAAAACTGTGGA

droBip1 scf7180000396572:86032-
86171 -

----------------------------------------------------------------AGACTGTCGTGCAGACTTCGGTAATTATT--------------------------------------------------AT--TTTTATACTGA-----------------------------------------------------TTACT---TTAA----AAATG-------------C--ATTTTTTAACC---AAA-----CTAT--------TATTT--AT----TTCTTTAGACAATCAAACTGACGATCGACAACAACTCTGGTCTTCTGAAAACTGTTGA

droKik1 scf7180000302472:2877697-
2877860 +

TAT------------AA-----------CT-ATCCCGAAGCTGAAGAT---G---AAAACACCGAATTAATTGTACAGAACTCGGTAAGTTAAC-------------------------------------------------AT--TAG-TATA------------------------------------------T-----------T----AA---AATA-TATAA--A--ATTAATC-ATAAAT----------------------A-------------TAT--AT----ATCTCCAGCTTATAAAACTGGTATTTGACACAGCTAAGGGCGGCCTGAAAGCCATTGA

droFic1 scf7180000454102:277804-
277971 +

CAC-------------------TGAAAACTGCTGCTGAACCTTACGATGATG---------AAGAGACTGTGGTCCAAAATTCGGTAAGTCAC--------------------------------------------------CAACTCATTTAA------------------------------------------T-----------G---------TTAA-AAGAA-----ATTTATTTTTA------------------G------TTTA---------------TATCTCCATATTAGCTTATCAAACTGGTAATTGACAACAAAACAGGACGCTTGAAGACCGTTGA

droEle1 scf7180000491186:1612403-
1612555 -

TGA------------G-------------------AGAA---AATAATGATC---------CCGAGACTGTAGTAGAAAATTCAGTAAGTATA--------------------------------------------------AT--TATTTGCC------------------------------------------A-----------G---------ATAA-CAAAGGTGTATATTATTCT-------------------AAAC-----------------TTTT--TA----ATTAACAGCTTGTTAAACTGGTAATTGACAACAAAACAGGACGCTTGAAATCTGTTGA

droRho1 scf7180000779312:58266-
58416 +

CCC------------G-------------------AGAA---ATCGATGAGT---------CAGAGACTGTGGTAGAAAATTCAGTAAGTCTA--------------------------------------------------TT--TGTTTGCC------------------------------------------T-----------G---------ATAA-CAGGAATG--TATTATTTT-------------------AAAT-----------------TGTT--TA----ATCCGCAGCTTGTTAAACTGGTGATTGAAAACAAAACCGGACGCTTGAAGTTGGTTGA

droBia1 scf7180000301518:993280-
993435 +

CTC-------------------TGAAAACTAATGCGGAGACCCGTGATGATG---------GAGAGACCGTTGTCCAGAATTCGGTGAGTTTA--------------------------------------------------AT--GAG---------------------------------------------------TAG---------------------AGAT--A--ACTGATTCT-------------------AAATT---A-------------TTT--GC----ATTTTCAGCTTATAAAACTGGTGATCGACAACCACACAGGCCATTTGAAGACCGTTGA

droTak1 scf7180000410580:57182-
57342 -

CAC------------C-----TTAAAAACTGATACTGTGACCCACGATGACG---------GCGAAACGATTGTCCAAAATTCTGTAAGTCCT--------------------------------------------------AT--AGCTTTAA------------------------------------------G---TTA---------------------AGGT--A--ACCCATTCTTA--------------------------------------AACA--TA----TTTTCCAGCTTATAAAACTGGTGATTGACAACAAGACAGGCCGGCTAAAGACAGTGGA

droEug1 scf7180000409554:727699-
727866 +

CT----------------------------GATGCTGGAACCCTCGATGACG---------GAGAGACAATCGTCCAGAATTCGGTAAGTCGC--------------------------------------------------TT--ATGTCTATTAA-----------------------------------------------------CTTCT---ATAA-CAAGGAG---ATTTC---AT--------------T---AAG-----GTTT---------TCTTTATATC--TCCATTAGCTGGTCAAATTGGTGCTGGACAACAAAACCGGACTGTTGAAGAGAGTTGA

dm3 chr2L:8766547-8766734 - CGTTTTAAGAAAGTTCACTCCTTGAAAACCGATTTAGAAACCCTTGATGATC---------AAGAGACAATTGTTCAAAATTCGGTAAGTTTT--------------------------------------------------AC--AATATTAA------------------------------------------C-----------A---------AAAA-TAGGT--A--ATATATACCTAAAT----------------------ATTT---------TCTT--TC----CTTACTAGCTTATAAAACTAGTGATCGACAATAACACAGGACGTCTGAAGACCGTTGA
droSim2 2l:8472596-8472762 - CAC------------T---CCTTGAAAACCGATTTAGAAACCCTAGATGATC---------AAGAGACAATTGTTCAAAATTCGGTAAGTTTT--------------------------------------------------AA--AGTATTAA------------------------------------------C-----------CACAACA---TAAA-------TA----------ATAAAT----------------------ATTT---------TCTT--TC----CTTGCTAGCTTATAAAACTAGTGATCGACAATAAGACAGGACACCTGAAGACCGTTGA
droSec2 scaffold_3:4239945-4240120

-
GTT------------CACTCCTTGAAAACCGATTTGGAAACCCTTGATGATC---------AAGACACAATTGTTCAAAATTCGGTAAGTTTT--------------------------------------------------AC--AGTATGCA------------------------------------------C-----------A---------ACAA-AAGGT--A--ACATATTCCTAAAT----------------------ATTT---------TCTT--TC----CTTACTAGCTTATAAAACTAGTGATCGACAATAACACAGGCCGCTTGAAAACCGTTGA

droYak3 2L:11413700-11413858 - dya_295 ATT---------------------------------GATCCCAGAGAAGATG---AAAGTTCAGAGACTGTAGTAGAAAACTCGGTAAGTGCC--------------------------------------------------TT--TCATTATC------------------------------------------T-----------A---------ATAA-CAAAAATGTGTTATAATTT-------------------AG------A------------TTTA--TA----ACCCACAGCTCGTTAAACTGGTGATTGACAACCAAACAGGACGATTGAAGTCGGTCGA
droEre2 scaffold_4929:9361151-

9361310 -
A-------------------------------TGCTGAGACCTACGATGACG---------AGGAGACTGTGGTGCAGACATCGGTAAGTGCA--------------------------------------------------CA--AAACTGAT------------------------------------------G-----------G-ATGCC----T-AATGGAAAC---ACTTTTAC----------------C---AAACT---A--T---------TTCA--CA----TCCATTAGCTGATCAAGTTGGTGCTCGACAACAAAACTGGCCTACTGAAGAGGGTTGA
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AATGAGGCGGAGGCTCATGCCTTTGCCACTGGCCAGGGCTGGCCAACGGATGATCTGCGCGAGATTGGCAAACGTATAGTCGGTCTGGAGAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATCCGGTGTTGCTCATTCAAAAAGATTCGGTTGAAGAGTTTCCGGTTACA

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

V117

male
body

M020

head

M045

female
body

...........................................CAACGGATGATCTGCGCGAGATTGGC........................................................................................................................ 26 0 1 3.00 3 1 1 1 0

..............................................................................................................................ACGCAGGGCTGTGATCCG............................................. 18 0 1 2.00 2 0 0 2 0

........................................................................................................................ATACTAACGCAGGGCTGT................................................... 18 0 1 2.00 2 2 0 0 0

.......................................................................................................................CATACTAACGCAGGGCTGTG.................................................. 20 0 1 1.00 1 1 0 0 0

...........................................CAACGGATGATCTGCGCGAGATTGG......................................................................................................................... 25 0 1 1.00 1 1 0 0 0

......................................................................AACGTATAGTCGGTCTGGAGA.................................................................................................. 21 0 1 1.00 1 0 1 0 0

................................................................................................AATCCAAGTCGGCCACGCAT......................................................................... 20 0 1 1.00 1 0 1 0 0

...................................................................................................CCAAGTCGGCCACGCATTGCCA.................................................................... 22 0 1 1.00 1 1 0 0 0

.ATGAGGCGGAGGCTCATGCCT....................................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0
AATGAGGCGGAGGCTCATGCCT....................................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0
...........................................................................ATAGTCGGTCTGGAGAAACTAAATCCAA...................................................................................... 28 0 1 1.00 1 0 0 0 1
.........................................................................GTATAGTCGGTCTGGAGAAAC............................................................................................... 21 0 1 1.00 1 0 0 1 0
.................................................................................................................................CAGGGCTGTGATCCGGTGTTGCTC.................................... 24 0 1 1.00 1 0 1 0 0
...............................................................ATTGGCAAACGTATAGTCGGTCTG...................................................................................................... 24 0 1 1.00 1 0 0 1 0
...........................................CAACGGATGATCTGCGCGAGATT........................................................................................................................... 23 0 1 1.00 1 1 0 0 0
............................................................................................................................................................CAAAAAGATTCGGTTGAAGA............. 20 0 1 1.00 1 0 1 0 0
...............................................GGATGATCTGCGCGAGATTGGC........................................................................................................................ 22 0 1 1.00 1 1 0 0 0
....................................................ATCTGCGCGAGATTGGCA....................................................................................................................... 18 0 1 1.00 1 1 0 0 0
........................GCCACTGGCCAGGGCTGGC.................................................................................................................................................. 19 0 1 1.00 1 0 0 0 1

Anti-sense strand reads

TTACTCCGCCTCCGAGTACGGAAACGGTGACCGGTCCCGACCGGTTGCCTACTAGACGCGCTCTAACCGTTTGCATATCAGCCAGACCTCTTTGATTTAGGTTCAGCCGGTGCGTAACGGTATGATTGCGTCCCGACACTAGGCCACAACGAGTAAGTTTTTCTAAGCCAACTTCTCAAAGGCCAATGT

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

#
Mismatch

Hit
Count

Total
Norm Total
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female
body
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
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

dp5 XR_group6:4377266-4377454 - dps_3829 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droPer2 scaffold_9:2666447-2666635 - dpe_2483 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droAna3 scaffold_13337:4137395-

4137583 +
dan_4038 AACGAGGCGGAGGCGCAGGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAGCTGAACTCGTCGAGGCCGCGCATTGCCATTCTCACGCAGGGCTGTGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACA

droBip1 scf7180000395450:265900-
266088 +

AACGAGGCGGAGGCGCAAGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGATAAGCTGAATACCTCAAAGCCTCGAATTGCCATTCTCACGCAGGGTTGCGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

droKik1 scf7180000302272:666717-
666905 -

AATGAGGCGGAGGCGCAGGCCTTTGCCGAGGCCCAAAAATGGCCGAGCG---AGGATCTGCGTGAGATTGGCAAACGTCTGGTGGCAATGGACAAACTAAATCCGTCGCGGCCACGCATTGCCATCCTCACGCAGGGTTGTGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACA

droFic1 scf7180000454048:724234-
724422 +

AATGAGGCTGAGGCCCAGGCCTTCGCCGAGAAACAGAATTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACA

droEle1 scf7180000491255:1412089-
1412277 -

AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGATGGACAAGCTGAATCCGACGCGACCCCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droRho1 scf7180000769477:967-1151 + AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCAAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGCTGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGT----
droBia1 scf7180000302193:2253856-

2254044 -
AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGACCCCGTGCTGCTCTTCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droTak1 scf7180000415706:66147-66335
-

AACGAATCGGAGGCTCAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGCCTGGTGGCGCTGGACAAGCTGAATCCGGCGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

droEug1 scf7180000409711:6101265-
6101453 -

AACGAGGCGGAGGCACAAGCCTTCGCCGAGGCCCAGAATTGGCCAAGTG---GGGATCTTCGTGAGATTGGCAAGCGTCTGGTGGCGATGGGCAAATTAAATACGACGCGGCCGCGCATTGCTATCCTCACGCAGGGCTGTGATCCTGTCCTGCTTATCCAACAGGA---CTCGGTACAGGAGTTCCCGGTCACG

dm3 chr3L:13013576-13013764 - dme_245 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACG
droSim2 3l:12704025-12704213 - dsi_32458 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droSec2 scaffold_0:5185161-5185349 - dse_1846 AACGAGGCGGAGGCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droYak3 3L:13092479-13092667 - dya_1798 AACGAGGCAGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droEre2 scaffold_4784:13021109-

13021297 -
der_1523 AACGAGGCGGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
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ATGTAAATGCATATATATTTGATTATTCTTTGTGTGTTGCCAAGCGTCCTATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAACCCCCCCTTGCCACACCCTCTTTGCAATGGTAAATACCTCCCTTTCGAAATTGTTATTATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTATTTACGACCCAGTGAACTATTCCGATTAATTAAAGTGTGTGCAAGTGAACT

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

V117

male
body

M045

female
body

M020

head

V119

head

.........................................AAGCGTCCTATAAGATCTCGGGTT.................................................................................................................................................................................. 24 0 1 2.00 2 0 1 0 1 0

...........................CTTTGTGTGTTGCCAAGCGTCCTATAA............................................................................................................................................................................................. 27 0 1 1.00 1 0 1 0 0 0

.......................TATTCTTTGTGTGTTGCCAAGCGT.................................................................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0

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

....................................TTGCCAAGCGTCCTATAAGATCTCGGGT................................................................................................................................................................................... 28 0 1 1.00 1 0 1 0 0 0

.............................................................GGTTTGTTGCACGATGAGAC.................................................................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0

.................................................................TGTTGCACGATGAGACAGC............................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0

............................................CGTCCTATAAGATCTCGGGT................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 1 0

............ATATATTTGATTATTCTTTGTGT................................................................................................................................................................................................................ 23 0 1 1.00 1 1 0 0 0 0

.........................................................CTCGGGTTTGTTGCACGATGAGAC.................................................................................................................................................................. 24 0 1 1.00 1 1 0 0 0 0

.................................................................................................................................................................GTCTCTCGTTGTTTTCGATT.............................................................. 20 0 1 1.00 1 1 0 0 0 0

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

.................................................................TGTTGCACGATGAGACAGCCG............................................................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0

.................................................................TGTTGCACGATGAGACAGCCGCT........................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0

..........................................AGCGTCCTATAAGATCTCGGGT................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 1

...........................CTTTGTGTGTTGCCAAGCGTCCTATAAG............................................................................................................................................................................................ 28 0 1 1.00 1 0 1 0 0 0

.............................................GTCCTATAAGATCTCGGGTT.................................................................................................................................................................................. 20 0 1 1.00 1 0 0 1 0 0

.............................................GTCCTATAAGATCTCGGGT................................................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0

.................................GTGTTGCCAAGCGTCCTATAAGA........................................................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0

................................................................................................................................................................TGTCTCTCGTTGTTTTCGATTTCGGG......................................................... 26 0 1 1.00 1 0 0 0 0 1

.....AATGCATATATATTTGATTAT......................................................................................................................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0

.....................................TGCCAAGCGTCCTATAAGAT.......................................................................................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

TACATTTACGTATATATAAACTAATAAGAAACACACAACGGTTCGCAGGATATTCTAGAGCCCAAACAACGTGCTACTCTGTCGGCGATTTGGGGGGGAACGGTGTGGGAGAAACGTTACCATTTATGGAGGGAAAGCTTTAACAATAATAAATACGGCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAATAAATGCTGGGTCACTTGATAAGGCTAATTAATTTCACACACGTTCACTTGA

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

#
Mismatch

Hit
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Norm Total

M045

female
body
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body
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M020

head

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004902:91527-

91769 -
dwi_5414 ATG------T--AAATGC---ATATATATTTG---------------------A-----------------------------------TTAT-------------------------------------------TCTTTGTGTGTTGC-CAAGCGTCCTATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAACCCC--CCCTT--GCC------------------------------------------------------A-----CACCCTCT--TTG----CA---------------ATGGTAAAT--ACCTCCCT--TTCG-AAATT-GTTATTATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTATTTACGAC--------------------------------------------------------------------------------------------------------------------------CCAGT--------------GA-----------------------------ACTATTCCGATTAATTA-------------AAGT---------------------------------------------------------G--------TGTGCAAGTGAACT

droVir3 scaffold_13047:936802-
937034 -

dvi_125 CTA------A--ATATAC---ATATAA----------------------ATCAA-----------------------------------GGGAGTGCT-------------GGTTG------------A-G--------------------AGACAATG-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAAATG----------CC-------------------------------------------------------------------AAA---TA----------------------------------------------------TT--CAAATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTGCGACAACGTGATCCCAACCA------------------------------------------------------------------------------------------TCC------CGGCCGTGACCCAGT--------------GATAA-----GCAA---GTGCTTGGTGCTCCGCGATTTG---------TGATATGTAATAAG------------------------------T---GC----------------------------C-----------------T

droMoj3 scaffold_6540:4939619-
4939872 -

dmo_129 ATA------T--ATATGT---ATATG----------------------TATATGTAATATTCCTGAACA--------------------AGGAGTGTG-------------GGTTG------------T-G--------------------CAAAAATA-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCACATA--C--------C-------------------------------------------------------------------A--------------------------------------------------------A-ACT--CAAATATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTAAGACGACGTGACCCCAGCCA------------------------------------------------------------------------------------------CT----------------CCCAGTGATAAGCAACAAGTGATTA-----GTGATTAGTGATTAGTGTTTCGTGATTTA---------TGATTTGTGA-----------------------------------------------------------TTTG-TGATC-----------------T

droGri2 scaffold_14906:5355376-
5355665 +

dgr_461 ATA------T--ATATAT---ATATAT-------------G-------TATATATATTGTT----------------------------AGGAGTGTGCATGTAATTGGCTGGTTGAGATATATATATATATATATA----------TGT-ATATATAT-TGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAATG--C--------A-------------------------------------------------------------------A--------------------------------------------------------AAACT--CGAAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTGACCTCAACCA--------AC-CAAACTAATCAACTAATCAACCAATCAAACCAA------------------------------------------------T------CGGCCATGACCCAGT--------------GATAA-----GTGATAT-----GTGAT--------------------------------TGG------------------------------T---GCCTCTC----------------------GC-----------------A

dp5 2:7251651-7252039 - dps_3825 ATA------T--ACATAC---ATATATATATGTAT-ATATGTGTGT---GTGTG-------------CGAGAGAGTGTACGAGAGTATATCTA-------------------------------------------ATCTATAGAGTTTTCCATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACC--C------ACCTCTTTCCCAGCAGACGCCATTGTGATGATGTTGTTGATGATGATGATGAGGAGGAGGAGAGA--A-------G-----------------------GAGGAGGAGGGC------------TTATCCACT--TGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCA---------TTAACC-ATT-GGAA-------------------------CCACTACGAATACAAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCC-CCAGTGACCAAGT--------------GATAA-----GTGT------------------------------------------------------------------------------------------------------------GCG--------TGTGCGTGTGTC
droPer2 scaffold_0:1112245-

1112633 -
dpe_2479 ATA------T--ACATAC---ATATATATATATAT-ATATGTGT-----GTGTG-------------CGAGAGAGTGTACGAGAGTATATCTA-------------------------------------------ATCTATAGAGTTTTCCATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACC--C------ACCTCTTTCCCAGCAGACGCCATTGTGAT------GTTGATGATGATGATGAGGAGGAGGAGAGA--A-------G-----------------------GAGGAGGAGGGC------------TTATCCACT--TGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCA---------TTAACC-ATT-GGAA-------------------------CCACTACGAATACGAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCC-CCAGTGACCAAGT--------------GATAA-----GTGT------------------------------------------------------------------------------------------------------------GCGTGTGCGTGTGCGTGTGTCTT

droAna3 scaffold_13340:938685-
938964 +

dan_4037 AT---------------------GTGTAC--CTTCAATCTG-------TATCCACA-------------AGAT----------------------ACA-------------GATAC------------A-GTGCCTG----------TGT-CCAGCGCC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCT--CCT----G----------------------------------------------------GGGGA-----GCCCGTAA--AAA----CAA--------------AAGACAAAC--AGCCCACT--CCCA-GAAAT-ACT--ATAATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCAT----------CAT-CGA-TA-----------------------------------------------------------------------------------------------------------------------TAA-----GTGATTT--------------------------------------------CTTT----------T-CT----------------------TCGCGAGGACACCCAGGATCTGGATCTGGATCTGGAACTGAATC

droBip1 scf7180000394085:58776-
59022 -

ACA---------------CACATGTGT----------------------ATCCA-------------CAAGATAGT-------------GCCC-------------------------------------------GTGTCCAGCG-TGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGCCTC--CC-----G----------------------------------------------------GGGGA-----GG--G--GAAAAACAAACAG--------------CC-------------CACT--CCCA-GAAAA-GCT--TCCATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCAT----------CC------------------------------------------------------------------------------------------------------------------------------------------------------------ACCATTACGAGGGATTA-------------CCAT----------C-CATGAG---------AAGA-CA-------------CCCAGGACCTGGATC-----------------T

droKik1 scf7180000302475:1404668-
1404928 +

CCG---------------C-CATGTGT----------------------ATCCA-----------------------------------GCAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGCCCCTCC------ACA---T---------------------------------------------------------------GGAAAA----CAAAAATAATAAAATATAA-------------TACTCC-CCC-CAACCCCAT--TTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCT-ACAG----A----CGA-TC-------------------------------------------------------------------------------TAA------AGACCCTGACCCAGT--------------GATTA-----GTGTTAT-----TTACGGTGGAAAA----------------------------AT----------T-CAATGG---------AAAC------------------------------------------------T

droFic1 scf7180000453800:2293358-
2293612 +

CTA------T--A--AG-CACATGTGT----------------------ATCTA-----------------------------------TCAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCTCCC------ACA-------------------------------------------------------------------AGAAAA----CAG--------------AA-------------TACAC--CCACAAACCCCAT--TTAATACTCAACTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCAA---------T----CGA-TT-------------------------------------------------------------------------------TGA------AGACCCTGACCCAGT--------------GATTA-----GTGATAT-----TTACAGCTTACAGCTCA---------------------------------------AAAAAACGCAATGGAA--------------------------------A-----------------A

droEle1 scf7180000490995:524554-
524815 -

ATC------TATA--AG-CACATGTGT----------------------ATCTA-----------------------------------TCAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCC--C------ACG-------------------------------------------------------------------AGAAAA----CAA--------------AA-------------TACAC--CCA-CAACCCCAT--TTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCAG---------T----CGA-TC-------------------------------------------------------------------------------TGA------AGACCATGACCCAGT--------------GATTAATGGAGTGATAA-----TTACAGCTCAAAG-----------------------------C----------C-CAATGG---------AAAC-TT------------------CACCTGGAGC-----------------A

droRho1 scf7180000777158:35491-
35722 -

ATC------TATA--AG-CATATGTGT----------------------ATCTA-----------------------------------TCAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCC--C------ACG-------------------------------------------------------------------AGAAAA----CAA--------------AA-------------TACAC--CCA-CAACCCCAT--TTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA---------T----CGA-TC-------------------------------------------------------------------------------TGA------AGACCCTGACCCAGT--------------GATAA-----GTGATAC-----TTACAGCCCAA--------------------------------------------------------------------------------------------------------------AC

droBia1 scf7180000302402:8304618-
8304892 +

ACA------T--GT---------GTGT---------ATCTG-------TATCTA-----------------------------------TCAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAGCCC--CCCT---CCG------------------------------------------------------AGGACAGA--A--AAAAAA----CAA--------------AA-------------GACCCACCCA-CAACCCCAT--TTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCT---------T----CGA-TTC--------------------------------------------------------------------------GATCCGA------AGACCCTGACCCAGT--------------GATTA-----GTGATAT-----TGACGGCCCAACATTC----------------------------------------CATGG---------AAACGCC------------------TATCTGGAGC-----------------A

droTak1 scf7180000415380:1425608-
1425868 -

CTA------T--A--AG-CACATGTGTAT--CTA--------------TATCTA-----------------------------------TCAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAGCCC--CC-----ACA-------------------------------------------------------------------AGAAAA----CAA--------------AA---------A--CTACAC--CCA-CAACCCCAT--TTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA---------T----CGA-TTT--------------------------------------------------------------------------GATGTGA------AGACCCTGACCCAGT--------------GATTA-----GTGATAT-----TTACAGCTCAACA-----------------------------T----------C-CCATGG---------AAAC-TT------------------TAT-------------------------

droEug1 scf7180000409692:687953-
688239 +

ATA------T--A--AG-CACATGTGTAT--CTA--------------TATCTA-----------------------------------TCAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCC--CCTTTGTATA-------------------------------------------------------------------AAAAAACAAACAA--------------TC-------------TACAC--CCA-CAACCCCAT--TTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGATA---------TCAAAC---TTT--------------------------------------------------------------------------GATCTGA------AGACCCTGACCCAGT--------------GATTA-----GTGATAT-----TTACAGCTCTA-------------------------------ACTATAAGGAAACCAATGG---------AAAG-TC------------------TATCTGGAGC-----------------A

dm3 chr3R:6216915-6217191 + dme_373 CTA------T--A--AG-CACATGTGTAT--CTAT-ATATG-------TATCTA-----------------------------------TAAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCC--C------GCA-------------------------------------------------------------------AAA---TAATCAA--------------AA-------------TACACCCCCA-CAATCGCAT--TTACTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA---------T----CGA-AT-------------------------------------------------------------------------------TGA------AGACATTGACCCAGT--------------GATTA-----GTGATAT-----TAACAGCTAACCATTCC-----------------------TAT----------C-CAATGG---------ATGC-TC----------------CATATCTGGAGT------------------
droSim2 3r:14862224-14862507 - dsi_32455 CTATCTATCTATA--AG-CACATGTGTAT--CTAT-ATATG-------TATCTA-----------------------------------TAAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCC--C------GCA-------------------------------------------------------------------AAA---TAATCAA--------------AA-------------TACACCCCCA-CAACCCCAT--TTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA---------T----CGA-AT-------------------------------------------------------------------------------TGA------AGACATTGACCCAGT--------------GATTA-----GTTATAT-----TAACAGCTCACCATTCC-----------------------CAT----------C-CAATGG---------ACGC-CA------------------TATCTGGAGC-----------------A
droSec2 scaffold_0:15728268-

15728551 -
dse_1842 CTATCTATCTATA--AG-CACATGTGTAT--CTAT-ATATG-------TATCTA-----------------------------------TAAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGATAAACCCC--C------GCA-------------------------------------------------------------------AAA---TAATCAA--------------AA-------------TACACCCCCA-CAACCCCAT--TTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA---------T----CGA-AT-------------------------------------------------------------------------------TGA------AGACATTGACCCAGT--------------GATTA-----GTTATAT-----TAACAGCTCACCATTCC-----------------------CAT----------C-CAATGG---------ACGC-CA------------------TATCTGGAGC-----------------A

droYak3 3R:10242686-10242945 + dya_1794 ACC--CATGTACA--AG-------TAT---------ATATG-------TATCTA-----------------------------------TAAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCC--CA-----GCA-------------------------------------------------------------------AAA---CAATCAA--------------AA-------------TACACCCCCA-CAACCCCAT--TTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA---------T----CGA-AT-------------------------------------------------------------------------------TGA------AGACATTGACCCAGT--------------GATTA-----GTGATAT-----TAACAGCTTACCATTCCC---------------------CCAT----------CCCAATGG---------AC--------------------------------------------------G
droEre2 scaffold_4770:15403273-

15403547 -
der_1519 ATC------TAAA--GG-CACATGTGTAC--CTAT-ATATGTATCTTGTATCTA-----------------------------------TAAA-------------------------------------------GTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCGCCCC------GCA-------------------------------------------------------------------AAA---CAATTAA--------------AA---------A--ATACACC-CCG-CAACCCCAT--TTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCA---------T----CGA-AT-------------------------------------------------------------------------------TGA------AGACATTGACCCAGT--------------GATTA-----GTGATAT-----TAACATTTCCCCATTCA-----------------------CAT----------CCCATTGG---------AC--------------------------------------------------G
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intron [Dwil\GK23609-in]; CDS [Dwil\GK23609-cds]; CDS [Dwil\GK23609-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTTGGAATGGCCCATGAGTACCGACACGGCTATCAGCATATGATGCAAAAGTAAGTAATTAAAAATGAAATATTACCCATATAATAATATAATTACCTGTTTTTCTTTTTTATTTGCTTAGATCTGAGGTCCTAATCAAATGCATGCAAGGCACACAAGTGGTTTGGCTGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V118

embryo

M045

female
body

....................................................................................................TTTTCTTTTTTATTTGCTTAGA................................................. 22 0 1 3.00 3 2 1

....................................................................................................TTTTCTTTTTTATTTGCTTAGT................................................. 22 1 5 1.40 7 7 0

.......................................................................................................................................................CACACAAGTGGTTTGGCTGC 20 0 1 1.00 1 1 0

....................................................................................................TTTTCTTTTTTATTTGCTTAG.................................................. 21 0 1 1.00 1 1 0

...................................................................................................TTTTTCTTTTTTATTTGCTTAG.................................................. 22 0 1 1.00 1 1 0

Anti-sense strand reads

GAACCTTACCGGGTACTCATGGCTGTGCCGATAGTCGTATACTACGTTTTCATTCATTAATTTTTACTTTATAATGGGTATATTATTATATTAATGGACAAAAAGAAAAAATAAACGAATCTAGACTCCAGGATTAGTTTACGTACGTTCCGTGTGTTCACCAAACCGACG

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004837:1638412-

1638582 -
dwi_2287 CTTGGAATGGCCCATGAGTACCGACACGGCTATCAGCATATGATGCAAAAGTAAGT----------------AATTA-AA---AATGAAAT----------ATTACCCATATAATAATA----------TAAT------T-------ACCTGTTTTTCTT-----T--TTTATTTGCTTAGATCTGAGGTCCTAATCAAATGCATGCAAGGCACACAAGTGGTTTGGCTGC

droVir3 scaffold_13049:18569080-
18569245 +

CTGGGCATGGCGCACGAATACCGACATGGCTACCAGCATATGATGCAAAAGTGAGT----------------GGTCAA-----TAAAA--T----------A--------------------TTCAA-----TTGCAG--AGTGATTTGATCTAATTA-T-TCAAT--GTACT-CCAACAGATCTGAGGTGCTCGTTAAGTGCATGCAGGGCACTCAAGTGGTTTGGCTGC

droMoj3 scaffold_6680:12677985-
12678140 -

TTGGGCATGGCGCACGAATATCGACATGGCTATCAGCACATGATGCAAAAGTATGC----------------GAATT-------ATAA--------------------------------AATATAT----------AAAT---ATAAATATTTATTTC-----AT--GCACTCCCAACAGGTCTGAGGTTCTCATTAAGTGCATGCAAGGCACTCAAGTGGTTTGGCTGC

droGri2 scaffold_15110:19045534-
19045702 +

CTGGGCATGGCGCACGAATACAGACATGGATATCAGCATATGCTACAGAAGTGAGT----------------AATTC-AATCAAATAATCA----------A--------------------CTCCA----------A--AGCAATTTAAACTTATCAATTTATAT--GTACT-TTAACAGATCCGAGGTGCTTATCAAGTGCATGCAAGGCACTCAAGTCGTTTGGCTGC

dp5 XR_group8:8197302-8197471 - CTGGGCATGGCCCACGAGTACAGGCATGGCTACCAGCATATGTTGCAGAAGTAAGC----------------ATA-CA-----CACGGACT----------CCTCCGGCTGCAGCAAGAA---------CTAT------T-------CCTAATTACTAAT-----T--GTTTTTCGTACAGATCGGAAGTGCTTATCAAGTGCATGCAGGGCACCCAGGTGGTCTGGCTGC
droPer2 scaffold_40:388400-388569 - CTGGGCATGGCCCACGAGTACAGGCATGGCTACCAGCATATGTTGCAGAAGTAAGC----------------ATA-CA-----CACGGACT----------CCTCCGGATGCAGCAAGAA---------CTAT------T-------CCTAATTACTAAT-----T--GTTTTTCGTACAGATCGGAAGTGCTTATCAAGTGCATGCAGGGCACCCAGGTGGTCTGGCTGC
droAna3 scaffold_13337:11129462-

11129617 -
CTGGGAATGGCGCACGAATACAGGCACGGCTACCAGCACATGATGCAAAAGTATATGTGATTATCTTACAGCCAT---------------------------------------------------C----------ATAA---AGATCATTCTAAT-----------ACAGTCCTTGCAGGTCCGACGTGCTGGTGAAGTGCATGCAGGGCACCCAAGTGGTGTGGCTGC

droBip1 scf7180000396569:260451-
260606 +

CTGGGAATGGCTCACGAATACAGGCACGGCTACCAGCACATGATGCAAAAGTATATGTGATTATCTTAAAGCCAC---------------------------------------------------C----------ATAA---ACAAGATTCTAAT-----------GCAGTCTTTGCAGGTCCGACGTCCTGGTGAAGTGCATGCAGGGCACCCAAGTGGTGTGGCTGC

droKik1 scf7180000302441:3506425-
3506590 -

CTCGGCATGGCTCACGAATACAGGCATGGCTACCAGCACATGATGCAAAAGTAAGT----------------CCCTG-AATT-TATAGCCACACCCTGGGTA--------------------CTTTA-----TCACCG--AAT---------------CT-----TTTCATCTTTTTGTAGATCCGAAGTGCTGATCAAGTGCATGCAGGGCACCCAGGTTGTGTGGCTGC

droFic1 scf7180000454065:1276455-
1276610 -

TTAGGCATGGCCCACGAGTACAGGCACGGCTATCAGCATATGCTGCAAAAGTGAGT----------------TAAGA------AAAAA--------------------------------CTTT-TC----------AAGA---CCGCTTTATCACCACC-----TT--TATTCTTGGCAGGTCCGATGTGCTGATCAAGTGCATGCAGGGCACCCAGGTGGTGTGGCTGC

droEle1 scf7180000491193:5155285-
5155438 -

TTGGGCATGGCCCACGAGTACAGGCACGGCTACCAGCACATGTTGCAAAAGTAAGA----------------TATAGA-----AAAGG---------------------------------TTCCCC----------AAGA---ATACTAACTCA----------TTTCATTTCATCGCAGATCCGATGTGCTTATCAAGTGCATGCAGGGCACCCAGGTGGTGTGGCTCC

droRho1 scf7180000768856:49340-49494
-

CTGGGCATGGCCCATGAGTACAGGCACGGCTACCAGCACATGTTGCAAAAGTGAGA----------------CACAAA-----AAGGG---------------------------------TTTCCC----------ATGA---ATACATACTCA----T-----TTTAATTTCTTCGCAGATCGGATGTGCTAATCAAGTGCATGCAGGGCACCCAGGTGGTGTGGCTGC

droBia1 scf7180000302193:5275099-
5275257 +

CTAGGCATGGCCCACGAATATAGGCACGGCTACCAGCACATGTTGCAAAAGTGTGT----------------TTC-GC-----TATGG--------------------------------TTCTTCC----------AAGC---AGTTCAATTTACTAAT-----TTTGATTTCCTGCTAGATCCGATGTCCTTATCAAGTGTATGCAGGGCACCCAGGTGGTGTGGCTGC

droTak1 scf7180000415420:137652-
137812 -

TTGGGCATGGCCCACGAGTACAGGCATGGCTACCAGCATATGTTGCAAAAGTGAGT----------------CGTTGT-----TATGG--------------------------------CTTTTCC----------A--AGGAATCCCTTTTTACTACT-----TCTGATTTCCTTGCAGATCCGATGTGCTGATCAAGTGCATGCAGGGAACGCAGGTGGTGTGGCTGC

droEug1 scf7180000409711:5218590-
5218748 +

TTGGGCATGGCCCACGAGTATAGGCACGGCTATCAGCACATGTTGCAAAAGTGAGT----------------CTA-GT-----TACTA--------------------------------ATTTCTG----------AAAA---GAAGTTACTTATTGCT-----TATGATTAACTCGCAGATCCGATGTGCTGATTAAGTGCATGCAGGGTACCCAGGTGGTATGGCTTC

dm3 chr3L:20775381-20775540 - TTGGGCATGGCCCACGAGTACAGACACGGCTATCAGCACATGTTGCAAAAGTAAGT----------------TAGTT-AAACTTATGC--------------------------------TTTTCCC----------ATTC---ATACTTATTTAACTCC-----GTTAATT----TCCAGGTCTGATGTGCTGATCAAGTGCATGCAGGGCACACAGGTGGTGTGGTTGC
droSim2 3l:20336827-20336987 - TTGGGCATGGCCCACGAGTACAGACACGGCTATCAGCACATGTTGCAAAAGTGGGT----------------TTA-A------CTCGA--------------------------------CTTTCCCTCCA------ACTC---ATACTTATTTAACTCT-----GCTAATTA-CCCCCAGGTCTGATGTGCTGATCAAGTGCATGCAGGGCACACAGGTGGTGTGGTTGC
droSec2 scaffold_11:674476-674637 - TTGGGCATGGCCCACGAGTACAGACACGGCTATCAGCACATGTTGCAAAAGTGGGT----------------TAAA-------CTCGA--------------------------------CTTTCCCTCTC------ATTC---ATACTTATTTAACTCT-----GCTAATTTCCCCCCAGGTCTGATGTGCTGATCAAGTGCATGCAGGGCACACAGGTGGTGTGGTTGC
droYak3 3L:19774545-19774703 + TTGGGCATGGCACACGAGTACAGGCACGGCTATCAGCACATGTTGCAAAAGTGGGT----------------TAAAGT-----TATGC--------------------------------CGTTCCC----------ATTC---ATACTTATCTATCACT-----GTTCATGT-CCCGTAGGTCTGATGTGCTGATTAAGTGCATGCAGGGCACCCAGGTGGTGTGGTTGC
droEre2 scaffold_4784:20466176-

20466334 -
TTGGGCATGGCCCACGAGTACAGGCACGGCTATCAGCACATGTTGCAAAAGTAGGT----------------TAACGT-----TATGC---------------------------------CTTCCC----------ATTC---ATACTTATTTACCACT-----GTTATTTTCCCCCCAGGTCTGATGTGCTGATCAAGTGCATGCAGGGCACCCAGGTGGTGTGGTTGC
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No Repeatable elements found

Sense Strand Reads
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GATCTTAAGCAGTTTTTTTTGGGGTTATGTAGTATCCCAAGTGCCTTCAGGTAATGATGAAGACCATCAGTCAAGTCCATTGGCTTACGCTTACATCTTTGCAGGTCTTTTGGCCAAACGTTTCGGAGCCAAATTGGTGCTGGGCTTGGCCACA

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

#
Mismatch

Hit
Count

Total
Norm Total

M045

female
body

V118

embryo

V117

male
body

V119

head

M020

head

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

.................................................................................................................................CAAATTGGTGCTGGGCTTGGCCAC. 24 0 1 1.00 1 0 0 0 1 0

..............TTTTTTGGGGTTATGTAGTATC...................................................................................................................... 22 0 1 1.00 1 0 0 0 1 0

...CTTAAGCAGTTTTTTTTGGGGTT................................................................................................................................ 23 0 1 1.00 1 1 0 0 0 0

...................................................................................CTTACGCTTACATCTTTGCAG.................................................. 21 0 1 1.00 1 1 0 0 0 0

...............................................................................................................GGCCAAACGTTTCGGAGC......................... 18 0 2 0.50 1 0 0 0 0 1

Anti-sense strand reads

CTAGAATTCGTCAAAAAAAACCCCAATACATCATAGGGTTCACGGAAGTCCATTACTACTTCTGGTAGTCAGTTCAGGTAACCGAATGCGAATGTAGAAACGTCCAGAAAACCGGTTTGCAAAGCCTCGGTTTAACCACGACCCGAACCGGTGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M020

head

V119

head

V118

embryo
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2 scf2_1100000004513:5555208-

5555361 +
dwi_935 GATCTTAAGCAGTTTTTTTTGGGGTTATGTAGTATCCCAAGTGCCTTCAGGTAATG--ATGAAGACCAT----CAGTCAA--G--TCCA-T--TGG---CTTA--CGCTT--ACATCTTTGCAGGTCTTTTGGCCAAACGTTTCGGAGCCAAATTGG------TGCTGGGCT--------------------------------------------TGGCCACA

droVir3 scaffold_12875:13996389-
13996538 +

GGTATTAAGCAGCTTCTTCTGGGGCTACGTGGCCACCCAGGTGCCCGCCGGCA--------------------------------------------------------------------------CCTTGGCCCGCCGGTTTGGAGGCAAGGTAACGCTGTTGACTGGCGTTTCCATCTGCTCGGTACTCAATTTGTTGACGCCACTCTGCGCTGGCCTAGG

droMoj3 scaffold_6496:9430542-
9430648 +

GATCTTGAGCAGCTTCTTTTGGGGCTATGTGCTGACCCAAGTGCCCTCCGGTCAG--------------------------------------------------------------------------CTGGCTCGCAAATTTGGCGGCAAGATCACATTGCTGGTGGGTCTGTCCA-------------------------------------------TCT

droGri2 scaffold_15245:6084162-
6084319 +

GATTTTGAGTAGCTTTTTCTGGGGCTATGTTTTGACGCAAGTGCCTGCAGGTGAGACTTACTGGAATG------CTCA-AAGA--TGCA-AAAGCT----C--AACTTGATCTCTATGTGAAAGGTTTGTTGGCCAAACGTTTTGGAGCCAAAAGTG------TGCTTACTG--------------------------------------------TGGCCACA

dp5 3:13385614-13385713 - GATACTGAGCAGCTTCTTCTGGGGCTATGTCGTCTCGCAGGTTCCCTCAGGTT--------------------------------------------------------------------------TGCTGGCCAAACGTTTCGGGGCAAAAATAG------TTCTGGGAT--------------------------------------------CGGCCACC
droPer2 scaffold_2:8236496-8236595 + GATACTGAGCAGCTTCTTCTGGGGCTATGTCGTCTCGCAGGTTCCCTCAGGTT--------------------------------------------------------------------------TGCTGGCCAAACGTTTCGGGGCAAAAATAG------TTCTGGGAT--------------------------------------------CGGCCACC
droAna3 scaffold_13266:16135941-

16136097 +
GATCTTGAGCAGTTTCTTCTGGGGTTATGTGGTCTCACAGGTTCCAGCTGGTAAGT--AACTACTTTT--AATTC--------TATTCC-AAAAAT-AACA--TTATCCTTCTTAA-ACGACAGGTCTTTTGGCCAAGCGCTTTGGAGCCAAGCTTG------TACTCGGAG--------------------------------------------TGTCCACC

droBip1 scf7180000396567:620139-
620295 +

AATCTTGAGCAGTTTCTTTTGGGGTTACGTGGTCTCTCAGGTTCCTGCTGGTAAGT--AGCTGCAATT--ATTTA--------TTTTCA-TAAACT-AAGA--TTATTCTTCTTAA-TTGATAGGTCTCTTGGCCAAGCGGTTTGGAGCCAAGCTTG------TGCTAGGAT--------------------------------------------TATCCACC

droKik1 scf7180000302471:436742-
436893 +

GATCCTCAGCAGCTTCTTCTGGGGCTATGTGGTCTCCCAGGTGCCGGCAGGTAAGC--GAGACAGAATG------CCACA--G--GCTT-CCTCAG---CTAA--A----TCTGTTTTCCGTAGGTCTTCTGGCCAAGCGGTTTGGTGCCAAGCTTG------TCCTGGGCG--------------------------------------------TGGCCACA

droFic1 scf7180000453215:399060-
399212 -

GATCCTCAGCAGCTTTTTTTGGGGCTATGTGGTCTCCCAGGTTCCAGCAGGTCAGC--AGCTTATCTT-------GTGA---AT-TTGA-TCACAT---CTAAA-CCTTTT---CGTTTTGTAGGACTTCTGGCTAAACGATTTGGAGCCAAGGTGG------TCTTGGGTT--------------------------------------------CGGCCACG

droEle1 scf7180000490526:78145-78297
+

GATCCTCAGCAGCTTCTTCTGGGGCTATGTGGTGTCCCAGGTGCCAGCAGGTGAGC--AGCTAAATT------GGCCAAA--A--TGTG-TCATTC---TCAA--GCTTTG---CTGTTTGAAGGTCTCCTGGCCAGGCGATTTGGCGCCAAGGTAG------TCCTGGGCT--------------------------------------------CTGCCACG

droRho1 scf7180000780226:284310-
284461 +

GATCCTCAGCAGCTTTTTCTGGGGCTATGTGCTGTCACAGGTGCCAGCAGGTGAGC--AGCTTAATTAT------CCGCA--A--TGTA-CCATTC---TTAA--AGTTT----TAGCTTGAAGGTCTGCTGGCCAGGCGATTTGGCGCCAAGGTAG------TCCTGGGCT--------------------------------------------CTGCCACG

droBia1 scf7180000302291:1641859-
1642014 +

GATCCTCAGCAGCTTTTTCTGGGGCTATGTGGTCTCCCAGGTGCCGGCAGGTGAGC--TCCTACAACATC---TGGTGAA--A--TTCA-AAATAT---GTTA--CGCCTT---CTTTTTATAGGACTCCTAGCAAAGCGATTTGGCGCCAAGTTAG------TCCTAGGTT--------------------------------------------CGGCGACG

droTak1 scf7180000415088:327483-
327635 -

GATCCTCAGCAGCTTCTTCTGGGGCTATGTGGTCTCCCAGGTGCCAGCAGGTGAGT--TGTACAGT-C-----CGCCGAA--A--TCCA-CAATTT---TTAA--ATCCTT---TATTTTTTAGGCCTCCTTGCCAAGCGATTTGGCGCCAAATTGG------TCCTGGGTG--------------------------------------------CGGCGACG

droEug1 scf7180000409672:5835582-
5835732 +

GATCCTTAGCAGCTTTTTCTGGGGCTATGTTGTCTCCCAGGTGCCGGCAGGTGAGC--ATTAAAGA---------CTG-AATA--TTCA-ATATTT---TTAA--CAAATT---ATTTTCGTAGGACTCTTGGCCAAGCGATTTGGCGCCAAGTTAG------TCTTAGGCT--------------------------------------------TGGCGACG

dm3 chr2R:3815751-3815913 + GATCCTCAGCAGCTTTTTCTGGGGCTATGTGGTCTCCCAGGTGCCGGCAGGTGAGT--GGCTGCAATCTA---GGCCGGA--A--TCTACTCGTACTTACC--ACCTGCTTCACAATTTTGTAGGACTGCTTGCCAAGCGATTTGGAGCCAAGTTAG------TGCTGGGCC--------------------------------------------TGGCGACT
droSim2 2r:4638928-4639090 + dsi_9639 GATCCTCAGCAGCTTTTTCTGGGGCTATGTCGTCTCCCAGGTGCCGGCAGGTGAGT--GGCTGCAATCTA---GGCCGGA--A--TCTACTCGTACTTACC--ACCTCCTTCGCAATTTTGTAGGACTGCTGGCCAAGCGATTTGGAGCCAAGTTAG------TGCTGGGCC--------------------------------------------TGGCGACT
droSec2 scaffold_1:1452885-1453047 + GATCCTTAGCAGCTTTTTCTGGGGCTACGTCGTCTCCCAGGTGCCGGCAGGTGAGT--GGCTGCAATCTA---GGCCAAA--A--TCTACTTGTACTTACC--ACCTCCTTCGCAATTTTGTAGGACTGCTGGCCAAGCGATTTGGAGCCAAGTTAG------TGCTGGGCC--------------------------------------------TGGCGACT
droYak3 2L:16473264-16473420 + GATCCTCAGCAGCTTTTTCTGGGGCTATGTGGTCTCCCAGGTACCGGCAGGTGAGT--AGCTACAATCTT---GACCAAG--A--TCCA-C----T-CACC--ACCTCTTTCACAATTTGGTAGGACTTCTTGCCAAGCGATTTGGGCCCAAGTTAG------TACTGGGCC--------------------------------------------TCGCGACT
droEre2 scaffold_4929:18811590-

18811745 -
GATCCTCAGCAGCTTTTTCTGGGGCTATGTGATCTCCCAGGTGCCGGCAGGTAAAT--AGCTGGACTCT----GACCAAG--A--GCTA------CTTACC--ACCTCATTCACAATTTTGTAGGACTCCTTGCCAAGCGATTTGGAGCCAAGTTAG------TGCTGGGTC--------------------------------------------TGGCGACT
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