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TATTGTATTTAAACGTGGAGTGTTTCAATTTCCAACTGGACGGTTTCTCCGAGCGGGCATGAGAGTTTTATTTGCTTGCATTTTATATCAAATACAATTTGATGTTCGCTAGGAGGCATTGTCCACATGCAACAACAAACACATGAACAAAAGAGCTAAGCACT

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

...........................................................................................ATACAATTTGATGTTCGCTAGG................................................... 22 0 1 22.00 22 22

..................................................GAGCGGGCATGAGAGTTTTATTT........................................................................................... 23 0 1 2.00 2 2

..................................................GAGCGGGCATGAGAGTTTTATT............................................................................................ 22 0 1 2.00 2 2

...........................................................................................ATACAATTTGATGTTCGCTAG.................................................... 21 0 1 2.00 2 2

...........................................................................................ATACAATTTGATGTTCGCTAGGT.................................................. 23 1 1 1.00 1 1

Anti-sense strand reads

ATAACATAAATTTGCACCTCACAAAGTTAAAGGTTGACCTGCCAAAGAGGCTCGCCCGTACTCTCAAAATAAACGAACGTAAAATATAGTTTATGTTAAACTACAAGCGATCCTCCGTAACAGGTGTACGTTGTTGTTTGTGTACTTGTTTTCTCGATTCGTGA

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

#
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Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15081:2050955-

2051118 -
dgr_19 TATTGTATTTAAACGTGGAGTGTTTCAATTTCCAACTGGACGGTTTCTCCGAGCGGGCATGAGAGTTTTATTTGCTTGCATTTTATA--TCAAATACAA-----TTTGATGTTCGCTAGGAGGCATTGTCCACATGCAACAA-------------------CAAACACATGAACA-AAAGAGCTAAGCACT

droVir3 scaffold_13042:917545-917684
-

dvi-
mir-
974-2

CAATACATCCGAATATGAGATTTACCAATTATTAACTGGGCATTCCCTCTGAGCGAGCAGAGAAGTATTATTTGCGTGAATCTGATA--TCAAATAAGACTTTTTTGG---TTCGCTATGAGGTATTGTTCATAAA-------------------------TAAACA---------------------CGT

droMoj3 scaffold_6496:18752790-
18752882 -

TTTAATATACATATATCCCA---ATTAAATGTATTTTTGCTG---------------------------------------------------------------------TTCTCTTAAAG-CA--ATTCAAATGCAAA--------AATACTCAAAGTC---------------TATAAGCCAATCAAT

droWil2 scf2_1100000004902:3977087-
3977237 +

CATTTATATTAAAAGTGGATACTTTGCACTTTCAAGTGGATTATCAGTTAATTAATGC-------AATTATTTGGTTTCGTTTAATGACTTTGAAGTAA-----TTGG---ATATTTGTGAGGCAATATTTATTTA-------------------------CGACCACATAGTTTTGCTCGACTAAAATTT

dp5 XL_group1e:7489387-7489436 - CCACATGCACAC---------------------------------------------------------------------------------------------------------------------------------ACACACACGCGTTCACAACT-CA----------C-AAAGGGATAATTTAC
droPer2 scaffold_1:5855801-5855830 - CAATAAACAGAG------------------------------------------------------------------------------------------------------------------------------------------------------CA----------A-AACGCAGTAAACATT
droAna3 scaffold_13340:4981-4986 - A-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCACT
droKik1 scf7180000301816:324341-

324351 -
AGC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAAACACT

droEug1 scf7180000409672:5447404-
5447423 +

GAAAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGAGGGTTAAGCTCT

droSec2 scaffold_21:514153-514198 - TATCGG------------------------------------------------------------------------------------------------------------------------------CAGACAAAAA-------------------CAACAACATGAGCATAAGGAGCATAACGTG
droYak3 X:4182572-4182578 - AAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAAT
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AGCATTCGTGGCGGGGAATCTGAGTGAGCCCGAGGATGCATCTGGTAACTAGCCGTTCCTGTGTAGCCAAATAGTTGGTAGCACGATTGTTATTTGGCACATCAGTGACTGCTGGTTAACGGTGAGCGCACAACAACCGCCAGAGGATCATTATCTTAAAGGGATG

***********************************.(((..(((.((((((((.(((.((((((.((((((((((((......))))...))))))))))).))).))).)))))))).)))...)))..************************************
Read
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#
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Norm Total

V109

male
body

M041

female
body

............................................................................................TTTGGCACATCAGTGACTGCTGG................................................... 23 0 1 7.00 7 7 0

..............................................................................................TGGCACATCAGTGACTGCTGGT.................................................. 22 0 1 4.00 4 4 0

.............................................................................................TTGGCACATCAGTGACTGCTGG................................................... 22 0 1 3.00 3 3 0

............................................................................................TTTGGCACATCAGTGACTGCTG.................................................... 22 0 1 1.00 1 1 0

..................................................AGCCGTTCCTGTGTAGCCAAATA............................................................................................. 23 0 1 1.00 1 1 0

.............................................................................................TTGGCACATCAGTGACTGCTGGT.................................................. 23 0 1 1.00 1 1 0

.............................................................................................TTGGCACATCAGTGACTGCTGGTT................................................. 24 0 1 1.00 1 1 0

............................................................................................TTTGGCACATCAGTGACTG....................................................... 19 0 1 1.00 1 1 0

..................................................AGCCGTTCCTGTGTAGCCAAAT.............................................................................................. 22 0 1 1.00 1 1 0

Anti-sense strand reads

TCGTAAGCACCGCCCCTTAGACTCACTCGGGCTCCTACGTAGACCATTGATCGGCAAGGACACATCGGTTTATCAACCATCGTGCTAACAATAAACCGTGTAGTCACTGACGACCAATTGCCACTCGCGTGTTGTTGGCGGTCTCCTAGTAATAGAATTTCCCTAC

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

Species Coordinate ID Alignment
droGri2 scaffold_15081:2041111-

2041276 -
dgr_20 AGCATTCGTGGCGG-----------GGAATCTGAGTGAG-CCCGA--------GGATGCATCTGGTAACTAGCCGTTCCTGTGTAGCCAAATAGTTGGTAGCAC-------------------GATTGTTATTTGGCACATCAGTGACTGCTGGTTAACGGTGAGCGCACAACAACCGC---CAGAGG---ATCATTATCTTAAAGGGATG

droVir3 scaffold_13042:902968-
903171 -

dvi_45 GATAACGATAACGATAACAATAACGATAACTTAAGCGAT-AACGATA-ACGATAAGCGCATCTGGTGACTAGCCGTTCCTGAAGTGTCAAATAGTAGGTACTACTCGTAAGAAAATGTACGTTGATTTTTATTTGGCACATCAGTGACAGCATGTTACGAGTAATTGCACAACAGCCACAGCCGGAGACAGAT-----CCGGAGACAGATG

droMoj3 scaffold_6328:2897605-
2897757 -

dmo_206 ATCGATTT------------------------GGGCGGTCATCGATAGACAATGCGCGCATCTGGTGACTAGCTGTTCCTGAAGTGTCAAATAGTGAGTACTACTCGTAAGAAAATGTACGTTGATTTTTATTTGGCACATCAGTGACAGCATGTCACGAGTAATTGCACAACGACC----------------------------------

droAna3 scaffold_13417:2460897-
2461010 -

dan_75 TGCAGACGT-----------------------------------------------CGCGTCCCGTGACGGGCAGTTCCTGAACTGTCAAATAGTGGACGGCAT-------------------AA-ACATATTTGGCACGTCAGTAACAGCCTGTTACAAGTCAGCGCACGACCAGCAC---TA---------------------------

droBip1 scf7180000395874:32919-
33024 -

TGCAAACGT-----------------------------------------------CGCGTCCCGTGACGGGCAGTTCCTGAACTGTCAAATAGTGGACGGCAT-------------------AA-ACATATTTGGCACGTCAGTAACAGCCTGTTACAAGACAGCGCACGAC--------------------------------------
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ATAAGGCACCTTGTCCAAGGTGTGTCATCGACCATCGGCCATTTGAGATGAAAGGGCCTTTTTTAGCTGCTATGTGAATTTTTCGACTAATCATAACAGTTAAGAGGGCCTATCCTCTCAAATGACGCACGGGCAACAGCATTCGTGGCGGGGAATCTGAGTGA

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

M041

female
body

..................................................AAAGGGCCTTTTTTAGCTGCTAT........................................................................................... 23 0 1 3.00 3 3 0

.............................................................................................TAACAGTTAAGAGGGCCTAT................................................... 20 0 1 3.00 3 3 0

.............................................................................................TAACAGTTAAGAGGGCCTATC.................................................. 21 0 1 2.00 2 2 0

.............................................................................................TAACAGTTAAGAGGGCCTATCC................................................. 22 0 1 1.00 1 1 0

..................................................AAAGGGCCTTTTTTAGCTGCTATG.......................................................................................... 24 0 1 1.00 1 1 0

Anti-sense strand reads

TATTCCGTGGAACAGGTTCCACACAGTAGCTGGTAGCCGGTAAACTCTACTTTCCCGGAAAAAATCGACGATACACTTAAAAAGCTGATTAGTATTGTCAATTCTCCCGGATAGGAGAGTTTACTGCGTGCCCGTTGTCGTAAGCACCGCCCCTTAGACTCACT

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15081:2041250-

2041413 -
dgr_24 ATAAGGCACCTTGTCCAAGGTGTGTCATCGACCATCGGCCATTTGAGATGAAAGGGCCTTTTTTAGCTGCTATGTGAATTTTTCGACTAATC----ATAACAGTTA-AGAGGGCCTATCCTCTCAAATGACGCACGGGCAACAGCATTCGTGGCG------------------G-----------GGAATCTGAGTGA---------

droVir3 scaffold_13042:903134-
903276 -

---------------------------------------CATATGAAGCGAAA-GGCCCTTTTCGACTGCTATGTGCATTTTTTGACTAGTCATAGATAACAGTCTGAAAGGGCCTTTTGGCTCAGAT---------------GCAAACACAGCGATAACGATAACGATAACGATAACAATAACGATAACTTAAGCGA---------

droMoj3 scaffold_6328:2897735-
2897868 -

dmo_91 A---------------------------------------A----------GA-GGCCCTTTTTGATTGCTATGTGATTCGTCGTATTGGCCATAGATAACAGTCTGAAAGGGCCTTCGGGTTCATATAC-GGTGCCATCTCTGCCG--------------CTCACAATC-----GGCAATATCGAT---TTGGGCGGTCATCGATA

droAna3 scaffold_13417:2460998-
2461102 -

---------------------------------------CACATGGTATGGAA-GGC--CTATCGACTGCTATGTGTACTTCAGG-------ATGAATAACAGTCAGAAAGGCGCTTTCACACCAAGTGA-GATCCGGCCCCTGCAGACGTCGCG----------------------------------------------------

droBip1 scf7180000395874:33012-
33104 -

A---------------------------------------------------G-GGC--CTATCTACTGCTATGTGTACCTCAGG-------ATGAATAACAGTCAGAAAGGCGCTTTCACACCAAGTGA-GATCCGGCCCCTGCAAACGTCGCG----------------------------------------------------

Generated: 09/08/2015 at 07:35 PMcrit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
1
0
0
0
0
1
1
1
0
1
1
1
0
3
2
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GAGGCGGAGGCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGTTCCCAGTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

......................................................................GGCGTCTGGTTGCACTGGACA.................................................................................................. 21 0 1 2.00 2 2 0

...................................................................GCAGGCGTCTGGTTGCACTGGA.................................................................................................... 22 0 1 2.00 2 0 2

........................................................GCGTGAGATTGGCAGGCGTCTGGTTGC.......................................................................................................... 27 0 1 1.00 1 1 0

........................................................GCGTGAGATTGGCAGGCGTC................................................................................................................. 20 0 1 1.00 1 1 0

.................................................................................................................................................................CGACGCTCCGGTCCAGGA.......... 18 0 1 1.00 1 1 0

.......................CACGGCACAAGGCTGGGCCGCCG............................................................................................................................................... 23 0 1 1.00 1 1 0

..............................................................................GTTGCACTGGACAAATTGAATTC........................................................................................ 23 0 1 1.00 1 1 0

.........................................................................................................................TACTCACGCAGGGCTGTG.................................................. 18 0 1 1.00 1 1 0

...................................................................GCAGGCGTCTGGTTGCACTG...................................................................................................... 20 0 1 1.00 1 0 1

...................................................................GCAGGCGTCTGGTTGCACTGG..................................................................................................... 21 0 1 1.00 1 1 0

.................................GGCTGGGCCGCCGATGAGGATCTGCGTG................................................................................................................................ 28 0 1 1.00 1 1 0

..............................CAAGGCTGGGCCGCCGATGAGGATCTG.................................................................................................................................... 27 0 1 1.00 1 0 1

...................................................................................................................................................CTGCTCATCCAGCACGACGCT..................... 21 0 1 1.00 1 1 0

........................................................................................................................ATACTCACGCAGGGCTGTG.................................................. 19 0 1 1.00 1 0 1

..............................CAAGGCTGGGCCGCCGATGAG.......................................................................................................................................... 21 0 1 1.00 1 0 1

................................AGGCTGGGCCGCCGATGAG.......................................................................................................................................... 19 0 1 1.00 1 1 0

..................TTTGCCACGGCACAAGGCTGGGCCGCCGAT............................................................................................................................................. 30 0 1 1.00 1 0 1

.....................................................................AGGCGTCTGGTTGCACTGGACA.................................................................................................. 22 0 1 1.00 1 0 1

.....GGAGGCGAAGGCTTTTGCCACGGCA............................................................................................................................................................... 25 0 1 1.00 1 1 0

.............................................GATGAGGATCTGCGTGAGATTG.......................................................................................................................... 22 0 1 1.00 1 0 1

........................................................................................................GCGACCACGCATTGCGATACTCACGCA.......................................................... 27 0 1 1.00 1 1 0

.................................................AGGATCTGCGTGAGATTG.......................................................................................................................... 18 0 1 1.00 1 1 0

...............................................................................................................................CGCAGGGCTGTGATCCCGTGCTGCTCA................................... 27 0 1 1.00 1 1 0

...........................................................................................AATTGAATTCAGCGCGACCAC............................................................................. 21 0 1 1.00 1 0 1

................................................................................................................GCATTGCGATACTCACGCA.......................................................... 19 0 1 1.00 1 1 0

................................................................................................................................GCAGGGCTGTGATCCCGTGCTGC...................................... 23 0 1 1.00 1 1 0

................................................................TTGGCAGGCGTCTGGTTGCACT....................................................................................................... 22 0 1 1.00 1 1 0

...................................................................GCAGGCGTCTGGTTGCACTGGAC................................................................................................... 23 0 1 1.00 1 1 0

..................................GCTGGGCCGCCGATGAGG......................................................................................................................................... 18 0 1 1.00 1 1 0

..............................................................................................................................................................GCACGACGCTCCGGTCCAGGA.......... 21 0 1 1.00 1 1 0

..........................................GCCGATGAGGATCTGCGTGAG.............................................................................................................................. 21 0 1 1.00 1 1 0

..............................................................GATTGGCAGGCGTCTGGT............................................................................................................. 18 0 1 1.00 1 0 1

..................................................................GGCAGGCGTCTGGTTGCACTGGACA.................................................................................................. 25 0 1 1.00 1 1 0

...........................................................................................................ACCACGCATTGCGATACTCACGCA.......................................................... 24 0 1 1.00 1 1 0

...........................GCACAAGGCTGGGCCGCCG............................................................................................................................................... 19 0 1 1.00 1 1 0

....................................................ATCTGCGTGAGATTGGCTC...................................................................................................................... 19 2 3 0.33 1 1 0

Anti-sense strand reads

CTCCGCCTCCGCTTCCGAAAACGGTGCCGTGTTCCGACCCGGCGGCTACTCCTAGACGCACTCTAACCGTCCGCAGACCAACGTGACCTGTTTAACTTAAGTCGCGCTGGTGCGTAACGCTATGAGTGCGTCCCGACACTAGGGCACGACGAGTAGGTCGTGCTGCGAGGCCAGGTCCTCAAGGGTCAA

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

Species Coordinate ID Alignment
droGri2 scaffold_15121:203616-203804

+
dgr_465 GAGGCGGAGGCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGTTCCCAGTT

droVir3 scaffold_13049:22492155-
22492340 +

dvi_158 GAGGCGGAGGCGCACGCCTTTGCCACTGCGCAAGGTTGGCCCGCCGACAATGATCTGCGTGAGATTGGCAAGCGCCTGGTCGCGCTGAATAAACTCAATACGGGGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTTATACAGCACGA---TTCGGTCCAGGAGTTTCCAGTG

droMoj3 scaffold_6680:17099715-
17099900 +

dmo_114 GAAGCAGAGGCCCATGCCTTTGCCACGGCGCAAGGCTGGCCCGCCGATGCGGATCTGCGTGAGATTGGCAAACGTTTGGTGGCACTGCCCAAAATCAATTCAGAGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTCATCCAGCACGA---CAAGGTCCAGGAGTTCCCGGTC

droWil2 scf2_1100000004511:5276753-
5276935 +

dwi_5417 GAGGCGGAGGCTCATGCCTTTGCCACTGGCCAGGGCTGGCCAACGG---ATGATCTGCGCGAGATTGGCAAACGTATAGTCGGTCTGGAGAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATCCGGTGTTGCTCATTCAAAAAGA---TTCGGTTGAAGAGTTTCCGGTT

dp5 XR_group6:4377269-4377451 - dps_3829 GAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTC
droPer2 scaffold_9:2666450-2666632 - dpe_2483 GAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTC
droAna3 scaffold_13337:4137398-

4137580 +
dan_4038 GAGGCGGAGGCGCAGGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAGCTGAACTCGTCGAGGCCGCGCATTGCCATTCTCACGCAGGGCTGTGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTC

droBip1 scf7180000395450:265903-
266085 +

GAGGCGGAGGCGCAAGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGATAAGCTGAATACCTCAAAGCCTCGAATTGCCATTCTCACGCAGGGTTGCGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTC

droKik1 scf7180000302272:666720-
666902 -

GAGGCGGAGGCGCAGGCCTTTGCCGAGGCCCAAAAATGGCCGAGCG---AGGATCTGCGTGAGATTGGCAAACGTCTGGTGGCAATGGACAAACTAAATCCGTCGCGGCCACGCATTGCCATCCTCACGCAGGGTTGTGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAATTCCCGGTC

droFic1 scf7180000454048:724237-
724419 +

GAGGCTGAGGCCCAGGCCTTCGCCGAGAAACAGAATTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTC

droEle1 scf7180000491255:1412092-
1412274 -

GAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGATGGACAAGCTGAATCCGACGCGACCCCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTC

droRho1 scf7180000769477:970-1151 + GAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCAAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGCTGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGT-
droBia1 scf7180000302193:2253859-

2254041 -
GAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGACCCCGTGCTGCTCTTCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTC

droTak1 scf7180000415706:66150-66332
-

GAATCGGAGGCTCAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGCCTGGTGGCGCTGGACAAGCTGAATCCGGCGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTC

droEug1 scf7180000409711:6101268-
6101450 -

GAGGCGGAGGCACAAGCCTTCGCCGAGGCCCAGAATTGGCCAAGTG---GGGATCTTCGTGAGATTGGCAAGCGTCTGGTGGCGATGGGCAAATTAAATACGACGCGGCCGCGCATTGCTATCCTCACGCAGGGCTGTGATCCTGTCCTGCTTATCCAACAGGA---CTCGGTACAGGAGTTCCCGGTC

dm3 chr3L:13013579-13013761 - dme_245 GAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGA---TTCGGTGCAGGAATTCCCGGTC
droSim2 3l:12704028-12704210 - dsi_32458 GAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTC
droSec2 scaffold_0:5185164-5185346 - dse_1846 GAGGCGGAGGCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTC

droYak3 3L:13092482-13092664 - dya_1798 GAGGCAGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTC
droEre2 scaffold_4784:13021112-

13021294 -
der_1523 GAGGCGGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTC
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dgr_63
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scaffold_15110:14615388-14615449 +

Confidence:

candidate

Class:

MiRNA
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intron
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dgri\GH16685-in]; CDS [Dgri\GH16685-cds]; CDS [Dgri\GH16685-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCACCGTGCAACACGCCTCCATCCAGTCCGGCGCGGCAGGCCATCCGAAGGTTGTGAGCAGTGTTAAGTGTTTGCACACAGTTTAATGTAATCACTTCTGTCTTCCAACAGATCGACGAGCGTGCTCAAAAAGACCAGATGAAGTGGCCAGGCTCGTCTCTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

........................................................................................TAATCACTTCTGTCTTCCAACAG................................................... 23 0 1 10.00 10 10 0

........................................................................................TAATCACTTCTGTCTTCCAACA.................................................... 22 0 1 2.00 2 2 0

..................................................GTTGTGAGCAGTGTTAAGTGTTTGCA...................................................................................... 26 0 1 2.00 2 1 1

.........................................................................................AATCACTTCTGTCTTCCAACAG................................................... 22 0 1 1.00 1 1 0

.........................................................................................AATCACTTCTGTCTTCCA....................................................... 18 0 1 1.00 1 1 0

Anti-sense strand reads

AGTGGCACGTTGTGCGGAGGTAGGTCAGGCCGCGCCGTCCGGTAGGCTTCCAACACTCGTCACAATTCACAAACGTGTGTCAAATTACATTAGTGAAGACAGAAGGTTGTCTAGCTGCTCGCACGAGTTTTTCTGGTCTACTTCACCGGTCCGAGCAGAGAG

************************************(((.((....(((..((((.((((((....(((((.(((((..........))))).)))))))).))).))))...)))....)).))).***********************************
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
droGri2 scaffold_15110:14615338-

14615499 +
dgr_63 TCACCGTGCAACACGCCTCCATCCAGTCCGGCGCGGCAGGCCATCCGAAGGTTGT-GAGCA-----------------------GTGTTAA---GTGTTTGCACAC--------------------------------------------------AGTTTAAT------GTAATC---ACT-TCTG------------TCTTCCAACAGATCGACGAGCGTGCTCAAAAAGACCAGATGAAGTGG----------CC-AGGCTCGTCTCTC------------

droVir3 scaffold_13049:17567950-
17568124 -

dvi_86 ACACCATGCCACACACCTCCTTCCAGCCC---ACGGCACGGTATCAGAAGGTGGGTGGAGC-------G------------A------TAGCTCAT----GCTGGCATT--------------------------------G--------------TCGAC---------TCAACC---A-A-GCTC-TC---TCT---CATCCCAACAGATCGACCAGCCTGGCGAAAAAGACCAGATGAAGTTC----------TCAACGCAACGCAATCGAGTCGACGACT

droMoj3 scaffold_6680:22608021-
22608195 -

TCCCCATGCCATACCCCTCCCTCCAGCCC---ACGGCATGGTGTCAGAAGGTAAGATAAAC-------A---------------------G-------------------------------------------AAATCATG----------------T---------CGATAACC---A-A-GTAATCTCCCTCTCCTCTGCCCCACAGATCGACTAGCTTGGCGAAAAAGTCCAGGTGAAGCCGTCTACTCTCATC-AAGCTCCGCTCTCGAA----TATTT

droWil2 scf2_1100000004511:803414-
803582 +

TCACCTTGTAATACGCCTCCCGCCAGTCC---CAGACACGGAGTAAAAAGGTCAAATATTT-------A------------ACAATATTCA---AAGACTCC--------------TCAAATGCTAATCTTC-----------------------------------------------CTATTGAT-CC---------TCCTCCCACAGATCCACCAGTCTGGTGAAGAAGCCAAGATGAAGTCATGTGCTATGGCC-AAGCACG------------------

dp5 XR_group8:4051273-4051428
+

TCGCCCTGTAACACACCGCCTGTCAGTCC---ACGTCACGGGGTTAGGAGGTCAGTGGTCG-------ATTC--T-------------------------CTAATCACTCTTGCAATCCACTGCTAATCATC-----------------------------------------------AGGAGTCT-TC---------TCTTCCTACAGATCCACTAGTCTGGTGAAAAAGCCGAGATGAAGG------------CC-AGG-----C----------------

droPer2 scaffold_29:283512-283667
+

TCGCCCTGTAACACACCGCCTGTCAGTCC---ACGTCACGGGGTTAGGAGGTCAGTGGTCG-------ATTC--T-------------------------CTAATCACTCTTGCAATCCACTGCTAATCATC-----------------------------------------------AGGAGTCT-TC---------TCTTCCTACAGATCCACTAGTCTGGTGAAAAAGCCGAGATGAAGG------------CC-AGG-----C----------------

droAna3 scaffold_13337:21978026-
21978164 +

TCTCCTTGCCACACACCTCCTTCCAGCCC---ACGACATGGAATAAAGAGGTAAGAACTTGGTGCCTAATGTACTGGCGCGA---------------------------------------------------------------------------T--A---------ATAATC---CAA-GTCC-TC----------CCATTAACAGATCCACCAGCATGGCGAAGAAGCCGAGATGAAG-----------------------------------------

droBip1 scf7180000396730:444924-
445062 +

TCTCCTTGCAACACACCTCCTTCCAGCCC---ACGACACGGAATAAAGAGGTGAGTCCTTATGGTTTAATATTATGGCGGAA---------------------------------------------------------------------------T--A---------ATAATG---AAAAACCT-TC-----------AATTCACAGATCCACCAGCATGGCGAAGAAGCCGAGATGAAG-----------------------------------------

droKik1 scf7180000302808:556935-
557082 +

TCCCCCTGCAATACGCCCCCTGCCAGTCC---ACGTCATGGCGTCAGAAGGTCTGGGAGAG-------A---------------------A-------------------------------------------GAGTCTCGACATTAATGAAACTATTTT----------TAACGAATCGC-ATTG-AA---------TTCTCCCACAGATCAACCAGCATGGTTAAGAAGTCAAGATGAAG-----------------------------------------

droFic1 scf7180000454048:242676-
242831 +

TCACCCTGCCACACTCCACCCGCCAGTCC---GCGTCATGGTGTCAAAAGGTTAGTCTTTA-------ATTA---------------------------------------------------------------------------ATATAAAATAT-AAACCTTATT-TAAACT---TAT-TTAAACC---------TCCCCTTACAGATCCACCAGTCTGGTAAAGAAGCCGAGATGAAGTCC----------CGA--GCCCGTC----------------

droEle1 scf7180000491255:1907042-
1907184 -

TCGCCCTGCCACACGCCCCCCGCCAGTCC---ACGTCATGGCGTGAAAAGGTTACTGACCT-------GTG-----------------------------------------------------GAATCACCAGAAAT------------------GCC---------CAATAACC---AAC-ATGC-T------------CGTCCACAGATCCACCAGCCTGGTGAAGAAGCCGAGATGAAGTCC----------CCA--------G----------------

droRho1 scf7180000757643:94-227 - TCGCCCTGCCACACGCCCCCAGCCAGTCC---ACGTCATGGCGTGAAAAGGTCAGTCTTTG-------CATC---------------------------------------------------------------------------ACATAATCTATTTG---------GTAACT---CAT-ATA--CC---------CTCGTCCACAGGTCCACCAGCCTGGTGAAGAAGCCGAGATGAAG-----------------------------------------
droBia1 scf7180000302428:1330436-

1330579 +
TCGCCCTGCCACACTCCCCCCGCCAGTCC---ACGTCATGGCGTGAGAAGGTCAGTCCCTG-------AGTTC--------------------------------------------------------------------------GCCCCCAA-ACTATAACCTATT-ACAACC---CAT-AATC-CC---------ATCCATTGCAGATCCACTAGCATGGTGAAGAAGCCGAGATGAAGT----------------------------------------

droTak1 scf7180000415332:30303-
30438 +

TCGCCCTGTCACACTCCCCCCGCCAGTCC---ACGTCATGGCGTAAAGAGGTGAGTCCTTT-------AAGTATT-------------------------TAAACTATT-------------------------------------------------TTG---------GTAATC---TGC-ATTC-AA---------GACCATCACAGATCCACCAGCCTGGTGAAGAAGCCGAGATGAAG-----------------------------------------

droEug1 scf7180000409121:4718-4849
-

TCACCCTGCCACACTCCGCCCGCCAGTCC---ACGTCATGGCGTGAAAAGGTCTGTTCTTA-------AATTCTT-------------------------ATAGTC--------------------------------------------------ATTAG---------TTAAAC---AAT-A----TC---------CTGCTCCACAGATCCACCAGTCTGGTAAAGAAGCCAAGATGAAG-----------------------------------------

dm3 chr3L:13459955-13460090 - TCACCATGCCACACTCCACCCGCCAGTCC---ACGTCATGGCGTTAAAAGGTCAGTGCTCA-------ATGTCCT-------------------------GCAGCT--------------------------------------------------ATTTG---------GAAACC---AAA-ACTT-TC---------TACCACCACAGATCCACCAGTCTGGTAAAGAAGCCGAGATGAAGT----------------------------------------
droSim2 3l:13163449-13163583 - TCACCCTGCCACACTCCTCCCGCCAGTCC---ACGTCATGGTGTAAAAAGGTCAGTGATCA-------ATGTCCT-------------------------GCAGCT--------------------------------------------------ATTTG---------GTAACC---A-A-ACTT-TC---------TACCACCACAGATCCACCAGTCTGGTGAAGAAGCCGAGATGAAGT----------------------------------------
droSec2 scaffold_0:5635167-5635302

-

TCACCCTGCCACACTCCTCCCGCCAGTCC---ACGTCATGGCGTTAAAAGGTCAGTGCTCA-------ATGTCCT-------------------------GCAGCT--------------------------------------------------ATTTG---------GTAACC---CAA-ACTT-TC---------TACCACCACAGATCCACCAGTCTGGTAAAGAAGCCGAGATGAAGT----------------------------------------

droYak3 3L:13562569-13562705 - TCACCCTGCCACACTCCTCCCGCCAGTCC---ACGACACGGCGTGAAAAGGTGAGTGATGA-------AAGTCCT-------------------------GCAGCCATT-------------------------------------------------TTG---------GTAACC---CAC-ATTT-TC---------AACCACCACAGATCCACCAGCCTGGTGAAGAAGCCGAGATGAAGT----------------------------------------

droEre2 scaffold_4784:13472123-
13472264 -

TCACCCTGCCACACTCCTCCCGCCAGTCC---ACGTCATGGCGTAAAAAGGTGAGTGGTGA-------ATGTCCT-------------------------GCAGCT--------------------------------------------------ATTTGCAGC---CAATAACC---CAC-ATTT-CC---------TGCCACCACAGATCCACCAGCCTGGTGAAGAAGCCGAGATGAAGT----------------------------------------
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dgri\GH15903-in]; CDS [Dgri\GH15903-cds]; CDS [Dgri\GH15903-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGCAGCTGATTGAGCTGCGCAGCAAACGCGGCTACAGCTACGAGGATGAGGTTTGTGCAGTATAAGTAGTATAAACAATTACTGATTATATTGCCATGCAGATCACCTGTTCGGAGCAGTGCCTGCCGGATTATCTCAACAAGCTAAAGTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

................................................................................ACTGATTATATTGCCATGCAG.................................................. 21 0 1 11.00 11 11 0

..............................................................................TTACTGATTATATTGCCATGCA................................................... 22 0 1 2.00 2 2 0

...................................................TTTGTGCAGTATAAGTAGT................................................................................. 19 0 1 1.00 1 0 1

...................................AGCTACGAGGATGAGGTTT................................................................................................. 19 0 1 1.00 1 1 0

.........................................................................................................CCTGTTCGGAGCAGTGCCTGCCGGATT................... 27 0 1 1.00 1 1 0

.................................................................................CTGATTATATTGCCATGCAGT................................................. 21 1 1 1.00 1 0 1

.................................................................................CTGATTATATTGCCATGCAG.................................................. 20 0 1 1.00 1 1 0

.........................ACGCGGCTACAGCTACGA............................................................................................................ 18 0 1 1.00 1 1 0

Anti-sense strand reads

TCGTCGACTAACTCGACGCGTCGTTTGCGCCGATGTCGATGCTCCTACTCCAAACACGTCATATTCATCATATTTGTTAATGACTAATATAACGGTACGTCTAGTGGACAAGCCTCGTCACGGACGGCCTAATAGAGTTGTTCGATTTCAG

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15110:2766431-

2766581 +
dgr_282 AGCAGCTGATTGAGCTGCGCAGCAAACGCGGCTACAGCTACGAGGATGAGGTTTGTGCAGTA--TAAGTAGTATA---A----ACA---------------------------ATTACTGA-------------------------------------------------------TTAT--ATTGCCATGC-AGATCACCTGTTCGGAGCAGTGCCTGCCGGATTATCTCAACAAGCTAAAGTC

droVir3 scaffold_13049:1678559-
1678714 +

AGCTGCTGAAAGAACTGCGCAGCAAGCGTGGCTACACCTACGAGGATCAGGTATGTTCAGCC--GCTGC---AAA--GCATTAATA---------------------------TG-----------TAC--------------------------TA-----------AT----TTGTTG--GTTTGGCCGC-AGATCACCTGCTCCGAGCAGTGCCTGCCGGATTATCTGAACAAGCTGAAGGC

droMoj3 scaffold_6654:2140864-
2141031 -

AAGTGCTAAAAGAGCTGCGCAGGAAGCGCGGCTATACTTACGAGGATCAGGTATAC--A------TT----AGCA---A----AAG-------------------------------------TGCGATGAAATTTCTCACACTACAGTTCTCATGG-----------------CATTTT--GA-TTATTGC-AGATCACTTGTTCCGAACAATGCCTGCCTGATTACCTAAACAAGCTAAAGGC

droWil2 scf2_1100000004511:6212236-
6212411 +

CTCTGCTCAATGAGCTGCGTGCCAAGCGTGGCTATACCTATGAAGATCAGGTGTGC--A------TT-----CCAAAGGATAGATATCCATCAGTCATCCTCTCTTATATGTACC-----------TTT--------------------------TC-----------------CTTTCT--TCTGTTTTGCAAGATCACCTGCTCGGAAGAATGCCTGCCGGACTATGCCAACAAACTGAAAGC

dp5 XR_group6:9098438-9098590 + CGATTCTAGGGGAGCTGCGGGCCAAACGTGGCTATACCTACGATGATGAGGCAAGATCTGAG--TCCGTTTTAGA--GA----GCA---------------------------CC-----------TGT--------------------------TA-----------------ATCTCC--TCTTCGTTGC-AGATCACCTGCTCGGAGAAGTGCCTTCCGGACTACGCCAATAAGCTGAAGAA
droPer2 scaffold_3345:4208-4360 - CGATTCTAGGGGAGCTGCGGGCCAAACGTGGCTATACCTACGATGATGAGGCAAGATCTGAG--TCCATTTTAGA--GA----GCA---------------------------CC-----------TGT--------------------------TA-----------------ATCTCC--TCTTCGTTGC-AGATCACCTGCTCGGAGAAGTGCCTTCCGGACTACGCCAATAAGCTGAAGAA
droAna3 scaffold_13337:15564458-

15564609 +
AGATTCTTTCGGAGCTGCGGGCCAAACGGGGTTATACCTACGATGATGAGGCAAGATCGATGAATCCCAT--AAA---------GA---------------------------AA-----------TTT--------------------------CA-----------------ATCTAATATTTATTTTGC-AGATAACTTGCTCGGAAAAGTGCCTGCCGGACTATGCCAACAAGCTGAAGGC

droBip1 scf7180000395832:141660-
141814 +

AGATTCTTTCGGAGCTGCGGGCCAAACGGGGTTATACCTACGATGATGAGGCAAGATCCATGAATCCAAC--AAAGAAT----GTT---------------------------GA-----------TTG--------------------------TA-----------------ATGACA--TTTATTTTGC-AGATTACTTGCTCGGAAAAGTGCCTGCCGGACTATGCCAACAAGCTGAAGGC

droKik1 scf7180000302351:784267-
784431 -

AGGTTCTAACACAACTGAGGGCGAAACGGGGCTATACCTATGATGATGAGGCAAGATCGGTT--ATG-----ATA------------------------------------------GAGAACTTATG----------------------------ACCCCTATTCTAACTTCTAAACAC--GATGCCTTAT-AGATTACCTGCTCGGAAAAGTGTCTGCCCGACTATGCAAACAAGCTGAAGGC

droFic1 scf7180000453841:377811-
377970 -

ATACTCTCACCGAACTGAGGGCACAACGTGGTTACACGTACGATGATGAGGCAAGATTGGAA--ACAA---AATA---A----ACT---------------------------GTTGGGGAACCTTTGT--------------------------AC-----------------AAATAA--AATCTATTGC-AGATCACTTGCTCGGAAAAGTGTCTTCCTGACTACGCCAACAAGTTAAAAGC

droEle1 scf7180000490564:1516903-
1517062 +

ACACTCTTACGGAACTAAGGGCACAACGTGGTTACACTTATGATGATGAGGCAAGATCGGCG--ATCCCATAATA---A----GAG------------------------------AGAGAATTTTTAT--------------------------AA-----------------ATTCGA--GATTTATTTC-AGATCACCTGCTCGGAAAAGTGTCTCCCAGATTATGCTAACAAGTTAAAGGC

droRho1 scf7180000780091:312677-
312838 +

ATACTCTCACGGAACTGAGGGCACAACGTGGCTACACTTATGATGATGAGGCAAGATCGGAG--ATTCCATAATA---A----AAT---------------------------TCAAATAATCCT-TAT--------------------------AT-----------------TTTCCC--GATTTATTAC-AGATCACCTGCTCGGAAAAGTGCCTCCCAGATTATGCCAACAAATTGAAGGC

droBia1 scf7180000302428:7070184-
7070342 -

ATACCCTCACCGAGCTGAGGGCACAACGTGGCTACACATACGATGATGAGGCAAGATCGGTG--ATC----AGTA---A----ACG---------------------------ACTATAAAACCTCTTT--------------------------AA-----------------AAACGA--GATTTATTAC-AGATCACCTGCTCGGAGAAGTGCCTCCCTGACTATGCCAACAAGTTGAAAGC

droTak1 scf7180000416006:70980-71139
+

GTACTCTCACTGAACTGAGGGCAAAACGTGGCTATACCTATGATGATGAGGCAAGAACGATG--TTCCTAGTAGA---A----ACA------------------------------ATAGAACCTATGT--------------------------AA-----------------AACCTC--GATTATTTAC-AGATTACTTGCTCGGAAAAGTGTCTCCCTGACTATGCCAACAAGCTGAAAGC

droEug1 scf7180000409711:2528336-
2528498 +

ATACTCTCACGGAACTGCGCGCGCAACGTGGTTATACCTATGATGATGAGGCAAGATCGATG--TTTTTACTCAA---A----ACA---------------------------ACTATAGATCCTGTAT--------------------------AA-----------------AACAAA--GATTTATTAC-AGATCACTTGCTCGGAAAAGTGCCTGCCTGACTATGCCAACAAGTTGAAGGC

dm3 chr3L:10656778-10656939 + ATACCCTCACGGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCGATG--TTTTCTTGAAA---A----ACA---------------------------TCTACCGAACTTTGGT--------------------------AA------------------ACTTC--GAATTATTAC-AGATCACATGCTCGGAAAAGTGCCTTCCAGACTATGCCAACAAGTTGAAAGC
droSim2 3l:10403795-10403956 + dsi_30746 ATACCCTCACGGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCGGTG--TTTCCTTAAAA---A----ACA---------------------------ACCAACGAACCTAAGT--------------------------AA------------------ACTTC--GATTTATGAC-AGATCACCTGCTCGGAGAAGTGCCTTCCAGACTATGCCAACAAGTTGAAAGC
droSec2 scaffold_0:2877921-2878082 + ATACCCTCACGGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCGATG--TTTCCTCAAAA---A----ACA---------------------------TCTAACGAACCTAAGT--------------------------AA------------------ACTTC--GATTTATTAC-AGATCACCTGCTCGGAGAAGTGCCTTCCAGACTACGCCAACAAGTTGAAAGC
droYak3 3L:10655440-10655601 + ACACCCTCACCGAACTGAGGGCAAAACGTGGCTACACCTACGATGATGAGGCAAGATCGATG--TTTCCCTATAT---A----ACC---------------------------CATACAGAAATTTAGT--------------------------AA------------------GCTAA--GTTTTCTTAC-AGATCACCTGCTCCGAAAAGTGCCTTCCAGACTATGCCAACAAGTTGAAAGC
droEre2 scaffold_4784:10655138-

10655299 +
ATACCCTCACGGAACTAAGGGCGAAACGTGGCTACACCTACGATGATGAGGCAAGATCGATG--TGCCCCTATAT---A----ACA---------------------------TCTACGGAACTGAAGT--------------------------AA------------------ACTAC--GTTTTCTTAC-AGATCACTTGCTCGGAAAAGTGCCTTCCAGACTACGCCAACAAGCTGAAAGC
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAGATTAAGCAAAGCAAAAAAGGGCGTTCAGTTCGTAAATAGATTGGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACAGCAATAATTAAAACCAAATACAACAACAAAAAACTGTA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

..........................................................TAACCAATGTGGCACTTCCA.......................................................................................................... 20 0 1 5.00 5 5 0

..........................................................TAACCAATGTGGCACTTCCAATGA...................................................................................................... 24 0 1 2.00 2 2 0

..........................................................TAACCAATGTGGCACTTCCAATG....................................................................................................... 23 0 1 1.00 1 1 0

..........................................................TAACCAATGTGGCACTTCCAAT........................................................................................................ 22 0 1 1.00 1 1 0

....................................................................................................TTGGATGTTCTCAGTATTGGT............................................................... 21 0 1 1.00 1 0 1

....................................................................................................TTGGATGTTCTCAGTATTGG................................................................ 20 0 1 1.00 1 1 0

....................................................................................................TTGGATGTTCTCAGTATTGGTT.............................................................. 22 0 1 1.00 1 0 1

..........................................................TAACCAATGTGGCACTTCC........................................................................................................... 19 0 1 1.00 1 1 0

Anti-sense strand reads

CTCTAATTCGTTTCGTTTTTTCCCGCAAGTCAAGCATTTATCTAACCCAAAAGATCGAATTGGTTACACCGTGAAGGTTACTTTTTAGTTAAACGTTAGCAACCTACAAGAGTCATAACCAATAACCGGTCTACTTAGGTTTGTGTCGTTATTAATTTTGGTTTATGTTGTTGTTTTTTGACAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

.........................................................................................................................................GGTTTGTGTCGTTATTAATTT.......................... 21 0 1 1.00 1 1 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_14906:2448927-

2449110 -
dgr_463 GAGATTAA-G-----------CAAAGCAAAAAAGGGCGTTCAGTTCGTAAATAGATTGGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACAGCAATAATTAAA-----ACCA------------AATAC---------------------AACAACAAAAAA---------------------C-TGTA

droVir3 scaffold_13047:9559452-
9559625 -

dvi_24635 CA-----ATCCCTTTCGACGACAAAGCGAG----------------------CGATTGGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGAAGAACCCAAACACAGCTATAAGA-AACCAAAAA---------------------TAAAA--------T----AAACAACAAAAGA---------------------CACCTA

droMoj3 scaffold_6540:7667642-
7667816 -

dmo_270 GAGGTGAA-CCC--TCGACGACAAAGCGAA----------------------CGATTGAGTTTTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGAAGAGCTCAAACACAGCTATAA---------------------------------GAAACGAAACCATCAAATATATGATATAA-A---------------------C-TCTG

droWil2 scf2_1100000004902:9400242-
9400366 +

--------------------------------------------------------------TTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGAAGCATCTAAAAGCAGCTTTAAGT-TAACAAA-------------------CAATTAGATTGTT-------------------------------------------------

dp5 2:16675577-16675703 - dps_3828 A----------------------------------------------------GTTGGGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAA---------------------------------G----AGTTACAAT----------------------------------------TGTA
droPer2 scaffold_0:3721647-3721773

+
dpe_2482 A----------------------------------------------------GTTGGGGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAA---------------------------------G----AGTTACAAT----------------------------------------TGTA

droAna3 scaffold_12911:3664275-
3664396 -

dan_200 --------------------------------------------------------------TTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGGCCCGAGACAACTGTTGTC-CACCCACTC---------------------TAGTCCGT--------------------------------------------------

droBip1 scf7180000396640:523322-
523439 -

---------------------------------------------------------------TCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCCTTGGATGCTCTCAGTATTGGTTTTTGGCGAGATTGGCCCCGCGGCAACTGTTGTC-TACCCAGTC---------------------TAGTC-----------------------------------------------------

droKik1 scf7180000302810:681876-
682022 +

GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGGAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCAGGCAGCTATAG---------------------------------TTGT-TGTTCCGCTTAGTCCG-AGTAATTTTCCCCC-AAT--------------TT--

droFic1 scf7180000454114:125810-
125944 +

GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGGTATT-GGG---------CACTA-------GACCCTAT----AGTTCCGATC-------------------------------------------

droEle1 scf7180000491194:1479877-
1480024 +

GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGACGTTGGATGCTCTCAGTATTGGTTATTGGCAAGATTGGCCCCGAGACAGCAGTATTC-TAGG-------CACTTGGATACCAATCCAAT----AGTTCCGATCAGTC---------------------------------------

droRho1 scf7180000779322:264829-
264947 -

GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATAGGCCCCTAGGCAGCAATATT-AGG---------CACTG--------------------GT--------------------------------------------------

droBia1 scf7180000302035:101939-
102066 +

GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCTGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGTCACT-AGG-----TC---------------------TAGGCAGTTCCGAT--------------------------------------------

droTak1 scf7180000415712:510701-
510838 +

GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGTTTGGCCCCGAGGCAGCATAACT-ATA-----TCTA------------GATCC--G----GGTTCCGATCAGTCCG-------------------------------------

droEug1 scf7180000409488:463456-
463563 -

GG-----------------------------------------------------CCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGACAGCA-----------------------------------------------------------------------------------------------

dm3 chr3R:27444091-27444228 + GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTAC---------------------------------TAGACAGTTCCGATCAGTCCGCACTAAACC----------------------------
droSim2 3r:26724064-26724207 + dsi_32457 GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTAC---------------------------------TAGACAGTTCCGATCAGTCCGCACTAAACCCCTCCC----------------------

droSec2 scaffold_2807:1133-1276 + dse_1845 GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTAC---------------------------------TAGACAGTTCCGATCAGTCCGCACTAAACCCCTCCC----------------------droYak3 3R:28380205-28380369 + dya_1797 GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTAC---------------------------------CAGACCGTTCCGATTAGTCCGAATTAAACCCCCTTCCGATCTAGACACACATC-TTTA
droEre2 scaffold_4820:530473-530616

-
der_1522 GG---------------------------------------------------------GGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGGCAGCATAAC---------------------------------TAGACAGTTCCGATCAGTCCGCACTAAACCCTCTCC----------------------
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