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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGCCTCGAGCCTGAGACTGGCAAGGTGCTGTACGAATGGGGTAAAAACATGTAAGCGAAATCTATTGCATTTAATTCCATTTAAGTGGTTAATTTGAAATTCCTTTTGCTTACAGCTTTTACATGCCCCACGGCTTGAGCATCGATCCCGAGGATAATGTGTGGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

............................................................................................TTTGAAATTCCTTTTGCTTACA................................................... 22 0 1 17.00 17 17 0

............................................................................................TTTGAAATTCCTTTTGCTTACAG.................................................. 23 0 1 11.00 11 9 2

.............................................................................................TTGAAATTCCTTTTGCTTACAG.................................................. 22 0 1 5.00 5 5 0

............................................................................................TTTGAAATTCCTTTTGCTTA..................................................... 20 0 1 2.00 2 2 0

............................................................................................TTTGAAATTCCTTTTGCTTAC.................................................... 21 0 1 2.00 2 1 1

............................................................................................TTTGAAATTCCTTTTGCTTACAT.................................................. 23 1 1 1.00 1 1 0

.............................................................................................TTGAAATTCCTTTTGCTTACA................................................... 21 0 1 1.00 1 1 0

..........................................................................................................................................GCATCGATCCCGAGGATAAT....... 20 0 1 1.00 1 1 0

............................................................................................TTTGAAATTCCTTTTGCTTACAC.................................................. 23 1 1 1.00 1 1 0

Anti-sense strand reads

CCGGAGCTCGGACTCTGACCGTTCCACGACATGCTTACCCCATTTTTGTACATTCGCTTTAGATAACGTAAATTAAGGTAAATTCACCAATTAAACTTTAAGGAAAACGAATGTCGAAAATGTACGGGGTGCCGAACTCGTAGCTAGGGCTCCTATTACACACCC

**************************************************((((((((((...(((.((.......((((....))))......)).)))...))))))))))..**************************************************
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_15245:8244352-

8244515 +
dgr_73 GCCTCGAGCCTGAGACTGGCAAGGTGCTGTACGAATGGGGTAAAAACATGTAAGCG--AAA----TC----TATTG----C-----ATT-----------------------------------T----------AATT----------CC--------------------------------ATTTAAGTGGTTAATTT-----GAAATT--CCTTTTGCTTA-CAGCTTTTACATGCCCCACGGCTTGAGCATCGATCCCGAGGATAATGTGTGGG

droVir3 scaffold_12875:15075631-
15075793 -

GCCTTGAGCCGGACTCTGGCCAAGTGCTCTACGAATGGGGTAAAAACTTGTAAGCG--CCA----TC----CATTG----T-----A----------------------------------------------------------------------------------------TTCATTATTTTTGTGTTGCTACATT-----TGACTG--CCGTTTGCTTG-CAGCTTTTACCTGCCGCACGGCTTGAGCACTGATCCCGAGGACAATGTTTGGG

droMoj3 scaffold_6496:8765794-
8765955 +

GTCTAGAGCCCGAGTCGGGCAAAGTACTTTATTCATGGGGTAAAAATTTGTAAGTT--CCCAAAAT----TTA---CCACC-----ATT-----------------------------------TGCTGTTG-----------------TTT--------------------------------------------TTCA-----TGTATGCCTTTTGTTCGTA-CAGCTTTTACATGCCCCATGGTTTGAGCATTGATCCCGAGGATAATGTCTGGG

droWil2 scf2_1100000004514:837329-
837488 -

GTCTAGAGCCGGCTACTGGTCAAGTTCTCTACGAATGGGGCAAAAATTTGTAAGCA--AATGAAAT----TTGATG----C-----AGA-----------------------------------TGCAGATGGTT--------------TGA--------------------------------------------------TATATATA---TCTGGTCTTTA-CAGCTTCTACATGCCTCATGGATTGACAGTGGATCCCGAGGATAATGTGTGGG

dp5 3:10920149-10920304 - CACTGGAGCCTGCAACCGGCCGCGTCCAATACGATTGGGGCAAAAACTTGTAAGCT--CTG------A-ATTA---CTGTC-----ATC-----------------------------------CACAAATC-----------------TGC--------------------------------------------------AACAAATAT--TCTGTTTCGTG-CAGCTTTTACATGCCACACGGCCTGACTGTGGATCCCGAGGACAATGTCTGGC
droPer2 scaffold_4:6243714-6243869

-
CACTGGAGCCTGCAACCGGCCGCGTCCAATACGATTGGGGCAAAAACTTGTAAGCT--CTG------A-ATAA---CTGTC-----ATC-----------------------------------AACAAATC-----------------TGC--------------------------------------------------AACAAATAT--TCTGTTTCGTG-CAGCTTTTACATGCCACACGGCCTGACTGTGGATCCCGAGGACAATGTCTGGC

droAna3 scaffold_13266:15347741-
15347851 +

TTG-----------------------------------------------------------------------------C-----ATT-----------------------------------TACAATTT-----------------TTCTTTAAGAGCTATCGTGTATT---CTCAT---------------------------TTTC--TTTATGCCTTT-CAGCTTCTACATGCCACACGGCCTGACGGTGGATCCTGAGGATAACGTTTGGG

droBip1 scf7180000396547:1703807-
1703880 -

AAACTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATT--TAATCCA-CTT-CAGCTTTTACATGCCTCACGGCCTGACTGTGGATCCTGAGGACAACGTTTGGG

droKik1 scf7180000302476:2826794-
2826960 +

CGCTGGAGCCCGCGACAGGAGCGATGAAATACGATTGGGGCAAGAACTTGTAAGGGCTCT------CAAAACA---AATTC-----ATT-----------------------------------TATGAATT-----------------TTT-------------------------------------------AACTTAAAAGAAATCT--CCTCTCACCCCCTAGCTTCTACATGCCGCACGGCCTAACCGTGGATCCCGAGGACAACGTCTGGG

droFic1 scf7180000453858:894881-
895098 -

CGCTGGAGCCTGCGACGGGCAAAGTGCAATACGATTGGGGAAAGAACTTGTAAGTA--TCA----AC----TCATC--ACCTAACTATTTTCTGTGTTCAGTCAAAAAGTTTTCTAAATGTATATGCAATGT-----------------TT-AGGAAGAGATTACATGGAGCTAATTACT---------------------------TTTC--GTTCTCGCGCA-TAGCTTTTACATGCCACATGGCTTGACTGTGGATCCCGAGGACAACGTTTGGG

droEle1 scf7180000491107:1241030-
1241091 -

TT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCACCCA-CAGCTTCTACATGCCGCATGGCTTGACCGTGGACCCCGAGGAGAACGTTTGGC

droRho1 scf7180000777200:35411-
35481 +

TA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATT--TTTTTTACCCA-CAGCTTCTACATGCCGCATGGTTTAACCGTCGACCCCGAAGAGAACGTTTGGC

droBia1 scf7180000301506:853419-
853495 -

CTCTGGAGCCGGCAACGGGCAAAGTGCAGTACGACTGGGGCAAGAATTTGTAAGAT--GAT-------------TG----T-----A-------------------------------------------TTCTTAACTCTCT--------------------------------------------------------------------------------------------------------------------------------------T

droTak1 scf7180000415870:413520-
413588 -

A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATCT--CATCTCACCCA-CAGCTTCTACATGCCACATGGTCTGACCGTGGACCCCGAGGACAACGTTTGGC

droEug1 scf7180000409209:326445-
326515 -

T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATCT--CATTTTATTCT-CAGCTTCTACATGCCACATGGCCTGACCGTGGACCCCGAGGACAACGTTTGGG

dm3 chr2R:5849046-5849117 + TT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATCC--CATCTCACACA-CAGTTTTTACATGCCACATGGCCTGACCGTGGACCCCGAAGACAACGTTTGGT
droSim2 2r:6625550-6625621 + TT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATCC--CATATCACCCA-CAGTTTTTACATGCCCCATGGCCTGACCGTGGACCCCGAAGACAACGTTTGGT
droSec2 scaffold_1:3458841-3458912

+
TT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATCC--CATATCACCCA-CAGTTTTTACATGCCCCATGGCCTGACCGTGGACCCCGAAGACAACGTTTGGT

droYak3 2L:18475813-18475927 + CACTGGAGCCCGCAACAGGCAAAGTGCAATATGACTGGGGCAAGAACTTGTAAGAA--ATC----AT----AACTC----C-----C-------------------------------------------------------TTGCACGGT------------------------------A-CTTTGGGTAGTTAAGGA-----CAGTTT--GCATTTGTTTG-CA--------------------------------------------------G
droEre2 scaffold_4929:8519046-

8519117 -
TT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAATAC--CATCTCACCCA-CAGTTTTTACATGCCACATGGGCTAACCGTGGATCCGGAAGACAATGTTTGGT

Generated: 09/08/2015 at 06:58 PM

crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
1
1
1
1
0
1
1
1
0
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:8244351-8244515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:8244352-8244515
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_73.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:15075631-15075793
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:8765794-8765955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:837329-837488
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:10920149-10920304
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:6243714-6243869
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:15347741-15347851
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396547:1703807-1703880
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:2826794-2826960
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453858:894881-895098
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491107:1241030-1241091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777200:35411-35481
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:853419-853495
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415870:413520-413588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409209:326445-326515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5849046-5849117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:6625550-6625621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:3458841-3458912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:18475813-18475927
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:8519046-8519117


ID:

dgr_299

Coordinate:

scaffold_15110:6486696-6486758 +

Confidence:

confident-exception

Class:

Mirtron

Genomic Locale:

intron
[View on UCSC Genome Browser {Cornell Mirror}]
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intron [Dgri\GH16149-in]; CDS [Dgri\GH16149-cds]; CDS [Dgri\GH16149-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AATTGAGCCCATTAACGATGCCTCATCCTCAGCAGTTTGGTCCTCAATTGGTAAGCAGTAGAAATATGTAAATGTAACTTGGATTTCATTTCCAATTTCTCCTATGCTTGCAGCGGCCAGCAAATCGCAGAAGGGCAGCCACAAAGACCAGCGACAAATGGTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

..........................................................................................TCCAATTTCTCCTATGCTTGCAGT................................................. 24 1 1 13.00 13 8 5

........................................................................................TTTCCAATTTCTCCTATGCTTGC.................................................... 23 0 1 8.00 8 8 0

........................................................................................TTTCCAATTTCTCCTATGCTTG..................................................... 22 0 1 6.00 6 6 0

........................................................................................TTTCCAATTTCTCCTATGCTTGCA................................................... 24 0 1 3.00 3 2 1

........................................................................................TTTCCAATTTCTCCTATGCTTGCAG.................................................. 25 0 1 3.00 3 3 0

..........................................................................................TCCAATTTCTCCTATGCTTGCA................................................... 22 0 1 2.00 2 2 0

...........................................................................................CCAATTTCTCCTATGCTTGCAGT................................................. 23 1 1 1.00 1 1 0

.........................................................................................TTCCAATTTCTCCTATGCTTG..................................................... 21 0 1 1.00 1 1 0

.........................................................................................TTCCAATTTCTCCTATGCTT...................................................... 20 0 1 1.00 1 1 0

..................................................GTAAGCAGTAGAAATATGTAAATG......................................................................................... 24 0 1 1.00 1 1 0

..........................................................................................TCCAATTTCTCCTATGCTTG..................................................... 20 0 1 1.00 1 1 0

..........................................................................................TCCAATTTCTCCTATGCTTGCAGA................................................. 24 1 1 1.00 1 1 0

........................................................................................TTTCCAATTTCTCCTATGCTTGCAGT................................................. 26 1 1 1.00 1 1 0

..........................................................................................TCCAATTTCTCCTATGCTTGCAGTT................................................ 25 2 1 1.00 1 1 0

...........................................................................................CCAATTTCTCCTATGCTTG..................................................... 19 0 1 1.00 1 1 0

..........................................................................................TCCAATTTCTCCTATGCTTGCATT................................................. 24 2 1 1.00 1 0 1

..............................................................................................ATTTCTCCTATGCTTGCAG.................................................. 19 0 1 1.00 1 1 0

........................................................................................TTTCCAATTTCTCCTATGCTT...................................................... 21 0 1 1.00 1 1 0

.........................................................................................TTCCAATTTCTCCTATGCTTGCA................................................... 23 0 1 1.00 1 1 0

Anti-sense strand reads

TTAACTCGGGTAATTGCTACGGAGTAGGAGTCGTCAAACCAGGAGTTAACCATTCGTCATCTTTATACATTTACATTGAACCTAAAGTAAAGGTTAAAGAGGATACGAACGTCGCCGGTCGTTTAGCGTCTTCCCGTCGGTGTTTCTGGTCGCTGTTTACCAG

**************************************************(((((((..((((((.((.(((((............))))).))))))))....)))))))..**************************************************
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_15110:6486646-

6486808 +
dgr_299 AATTGAGCCCATTAACGATGCCTCATCCTCAGCAGTTTGGTCCTCAATTGGTAAGCAGTA-GAAA-----------TATGT------------AAA--------TGTAACTT---------G-------------------GATTTCATTTCCA-----A----TT--TCTCC---TATGCTTGCAGCGGCCAGCAAATCGCAGAAGGGCAGCCACAAAGACCAGCGACAAATGGTC

droVir3 scaffold_13049:6249863-
6250044 -

AATTGAACCAATTAACGATGCGTCATCCTCAGCGGTTTGGTCGTCTATTGGTAATTATAT-ATAT-----------T-A---------TACAATTTTA---------T--T-------AATATTAATTATAAGTTTTACTCGAATTTATTGATA-----A----TT--TGT-T---CTTTTTTGTAGCGGCCAGCAAATCGCAGAAGGGCAGTCACAAAGATCTGCGCCAAATGGTT

droMoj3 scaffold_6680:4565549-
4565709 -

AATTGAGCCCATCAATGATGCTTCATCTTCAGCAGTTTGGTCTTCTATAGGTAAGCGGCT-TTAA-----------TTTAAG-----TT-----GTGCAAGTAT--CG--T-------TATC------------------------------TA-----A----TTTCCTC-T---TTCGCTTGCAGCTGCCAGCAAATCGCAAAAGGGAAGTCACAAGGATTTGCGTCAAATGGTT

droWil2 scf2_1100000004540:1253970-
1254133 +

AATTGAACCAATTAATGATGCCTCATCATCGGCTGTGTGGTCATCAATTGGTATGTTT---AGTTTTGC----CAATGTA--AAAATATGT--TAT--------TAT-------AATTC---------------------------------TAATT--TTTT---------T---GATTTCTTTAGCTGCTAGCAAATCCCAGAAAGGCAGCCACAAAGATCATCGTGAAATGGTG

dp5 XR_group8:9011616-9011774 + AATCGAACCCATCAACGATGCCTCCTCATCCGCAGTCTGGTCGTCCATTGGTAAGTCTA-----T-----------TCTATG-----TTGCAATTTA---------AA--T-------CTCC------------------------------TA-ATATA----CTTGTGC-C---CGTTCGTTCAGCCGCCAGCAAATCGCAAAAAGGAAGCCACAAAGATCATCGTGAAATGGTT
droPer2 scaffold_50:194799-194959 - AATCGAACCCATCAACGATGCCTCCTCATCCGCAGTCTGGTCGTCCATTGGTAAGTGTAT-G--T-----------TGTATG-----TTGCATTTTA---------AA--T-------CTCC------------------------------TA-ATATA----CTTGTGC-C---CGTTCGTTCAGCCGCCAGCAAATCGCAAAAAGGAAGCCACAAAGATCATCGTGAAATGGTT
droAna3 scaffold_13337:8046861-

8047019 +
AATCGAAGCCATAAACGATGCTTCTTCCTCTGCAGTTTGGTCATCCATTGGTGAGAATGT-GAAA-----------TCA---------TAAACTATAA---------C--T-------CATA------------------------------TA-ACTTA----TATATAC-T---TTGTCTTTTAGCCGCCAGCAAATCCCAAAAGGGCAGTCACAAGGACCACCGCGAGATGGTT

droBip1 scf7180000396541:202797-
202953 +

AATCGAAGCCATAAACGATGCTTCTTCCTCCGCAGTTTGGTCATCCATTGGTATGAATGG-GAAG-----------TCCAA---------ACCCA-----------TAACT-------C--T------------------------------TA-CTTTA----TATAACC-T---TTGTCTTTTAGCCGCCAGCAAATCCCAAAAGGGCAGCCACAAGGACCACCGTGAGATGGTG

droKik1 scf7180000302474:393568-
393727 +

AATAGAGCCCATTAACGATGCCTCCTCATCTGCAGTCTGGTCTTCTATCGGTAAGTATTTGAGTGTTTCTG---------------------TAAT--------AGCTTTTT-----TTATG------------------------------GC-----A----TTTCT----TATTCCCATTTTAGCTGCCAGCAAATCGCAGAAGGGCAGTCACAAGGACCATCGTGAGATGGTT

droFic1 scf7180000453833:771925-
772079 -

GATTGAACCCATTAACGATGCCTCCTCGTCTGCGGTCTGGTCATCCATTGGTAAGAAGTTTAAAA-----------TGAAT----------ACAATAAA-------CA--T-------TATC------------------------------TA-----A----TT--TGT-T---ATTTTATTTAGCTGCTAGCAAATCCCAAAAGGGCAGCCACAAGGATCACCGCGAGATGGTT

droEle1 scf7180000491268:95259-95416
+

GATTGAGCCCATTAACGATGCCTCGTCGTCGGCAGTCTGGTCATCCATTGGTGAGTACTT-AAAA-----------CGTAT----------ACTTTGAG----------CCCTAACATA---------------------------------ACACA--TGG----CAT--------ACAATTTTAGCCGCCAGTAAGTCCCAAAAAGGCAGTCACAAGGATCACCGCGAGATGGTT

droRho1 scf7180000779204:236111-
236267 -

GATTGAGCCAATTAATGATGCCTCGTCGTCGGCAGTCTGGTCATCAATTGGTAAGTTCTT-AAAG-----------TGTAT----------ACTTTAAAACTAA--AG-C----------CC------------------------------TA-----A------AACAA-T---ATCTTTTATAGCCGCCAGCAAATCGCAGAAAGGCAGTCACAAGGATCATCGCGAGATGGTT

droBia1 scf7180000302428:10526966-
10527127 -

GATTGAGCCCATCAACGACGCCTCCTCGTCCGCAGTCTGGTCCTCCATTGGTAAGCGCCT-ACAC-----------TTTATG-----TT-----GCAAAC----------CATGAAGTC---------------------------------ACTCC--C---GT-ACTAT-T---CCCCCTTTTAGCGGCCAGCAAGTCCCAAAAGGGCAGCCACAAGGACCACCGCGAAATGGTC

droTak1 scf7180000414445:120146-
120306 +

GATTGAGCCCATTAACGATGCCTCCTCGTCCGCAGTCTGGTCATCCATTGGTAAGTGCCT-AAAT-----------TTTATT-----CT-----CTAAACCA-----------AAAGTC---------------------------------ACCCC--TTG----AATAC-T---CTACCTTTTAGCTGCCAGCAAGTCCCAAAAGGGCAGTCACAAGGACCACCGCGAGATGGTT

droEug1 scf7180000409524:68755-68909
+

GATTGAGCCCATTAACGATGCATCCTCTTCCGCAGTTTGGTCATCTATTGGTATGTACTT-GAAG-----------TTAAT----------CCAA---------AG----T-------T--T------------------------CACTTTTA-----A----CA--TCTTG---TTTGTTTTTAGCTGCCAGCAAATCGCAGAAAGGCAGCCACAAGGATCACCGCGAGATGGTT

dm3 chr3L:8592817-8592980 - GATTGAGCCCATTAACGATGCCTCCTCGTCGGCAGTCTGGTCATCTATTGGTAAGTGCTC-AGTGTTTCTCTATAACTTA--AAAA-------------C-------------GAAATC---------------------------------AAACC--TTATG---------TACTCCCCAAATAGCCGCCAGCAAATCACAAAAGGGTAGCCACAAGGACCACCGCGAGATGGTT
droSim2 3l:8382351-8382514 - GATTGAGCCCATTAACGATGCCTCCTCGTCGGCAGTTTGGTCATCTATTGGTAAGTGCTC-TGGGTTTCTCTATAACTTA--AAAA-------------C-------------GAAATC---------------------------------AAACC--TTATG---------TACTCTCCAAATAGCCGCCAGCAAATCACAAAAGGGTAGCCACAAGGACCACCGCGAGATGGTT
droSec2 scaffold_0:871693-871856 - GATTGAGCCCATTAATGATGCCTCCTCGTCGGCAGTCTGGTCATCTATTGGTAAGTGCTC-TGTGTTTCTCTATAACTTA--AAAA-------------C-------------GAAATC---------------------------------AAACC--TTATG---------TACTCTCAAAATAGCCGCCAGCAAATCACAAAAGGGTAGCCACAAGGACCACCGCGAGATGGTT
droYak3 3L:3320417-3320577 + GATTGAGCCCATTAACGATGCCTCCTCGTCGGCAGTCTGGTCATCTATTGGTAAGTGCTC-AGTGTTTCTCTATACCTTA--AAA-----------------------------AAATC---------------------------------AAACC--TTATG---------TATTTCCCAAATAGCCGCCAGCAAATCGCAAAAGGGTAGCCACAAGGACCACCGCGAAATGGTT
droEre2 scaffold_4784:5454224-

5454387 +
GATTGAGCCCATTAACGATGCCTCGTCGTCGGCAGTTTGGTCATCTATTGGTAAGTCCTC-AGTGTTTCTCAATACCTTG--AAAA-------------C-------------AAAATC---------------------------------AAACC--CTATG---------TATTTCCCAAATAGCCGCCAGCAAATCTCAAAAGGGTAGCCACAAGGACCACCGCGAGATGGTT
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dgri\GH16046-in]; CDS [Dgri\GH16046-cds]; CDS [Dgri\GH16046-cds]

Repeatable elements

Name Class Family Strand

(TA)n Simple_repeat Simple_repeat +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGAATGCGATGTTGTATGAGAATCATCGCTGTTCGCTGGAGCATATTCGGGTAAGGTGTACCAAATCTTAATTCCATATTTCTTTATAATCTATATGTATATATATATATATATTGTCTGGATTCGGTGCACCTACAGAGTAAGGCGCGCAACGATGAATCCGGTTCAGAGGATAGTGTGGATGAGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

....................................................................................................................TCTGGATTCGGTGCACCTACAG.................................................. 22 0 1 19.00 19 19 0

....................................................................................................................TCTGGATTCGGTGCACCTACA................................................... 21 0 1 6.00 6 5 1

...............ATGAGAATCATCGCTGTT........................................................................................................................................................... 18 0 1 1.00 1 1 0

......................................................................................................................TGGATTCGGTGCACCTACAG.................................................. 20 0 1 1.00 1 1 0

.............GTATGAGAATCATCGCTG............................................................................................................................................................. 18 0 1 1.00 1 1 0

....................................................................................................................TCTGGATTCGGTGCACCTACAGT................................................. 23 1 1 1.00 1 1 0

....................................................................................................................TCTGGATTCGGTGCACCTAC.................................................... 20 0 1 1.00 1 0 1

Anti-sense strand reads

TCTTACGCTACAACATACTCTTAGTAGCGACAAGCGACCTCGTATAAGCCCATTCCACATGGTTTAGAATTAAGGTATAAAGAAATATTAGATATACATATATATATATATATAACAGACCTAAGCCACGTGGATGTCTCATTCCGCGCGTTGCTACTTAGGCCAAGTCTCCTATCACACCTACTCGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15110:4765428-

4765615 +
dgr_291 AGAATGCGATGTTGTATGAGAATCATCGCTGTTCGCTGGAGCATATTCGGGTAAG--------GTGT----------------------ACCAAA-TC----TTAA--TT-----------CCATATT-T-------------------------------------CTTT---------------------------------------------------ATAATCT----ATATGTATATATATATATATATTGTCTG-GAT------------------TC-------GG-TGCACCTACAGAGTAAGGCGCGCAACGATGAATCCGGTTCAGAGGATAGTGTGGATGAGCG

droVir3 scaffold_13049:8992972-
8993135 +

dvi_19091 AGAATGCTATGCTTTATGAGAACCATCGCTGCTCGCTGGAGCACATAAGAGTGAG--------TTTTGA-----------------------------GTG---------------------AAAGAG-G-------------------------------------ATTTCC-----------------------------------------------------------------------------------------TTTTTC----AATATTTATTAACGGA-AC-AC-ACTGTCAATAGAATAAGGCGCGTAACGACGAGTCCGGATCGGAGGACAGCGTTGATGAGCG

droMoj3 scaffold_6680:6351449-
6351604 -

AGAACGCCATGCTTTATGAGAACCATCGCTGCTCGTTGGAGCACATACGAGTAGG--------TGGAAAAAGGCAGAATATCGTAATTAAACTAA-TG----AT--------------------------------------------------------AA----------------------------------------------------------------------------------------------------------------------------------TT-TATTCCTGCAGAACAAAGCCCGCAATGATGAGTCTGGCTCGGAGGACAGCGTCGATGAGCG

droWil2 scf2_1100000004511:6462404-
6462569 -

AAAATGCCATGCTCTATGAGAATCATCGCTGCTCCCTGGAGCACATTCGGGTAAGAGAGAGATTCAATA-----------------------------GA-----------------------AACA--------------------------------------------------------------------ATTTTCAAC-----------------------------------------------------------AAATA----AACGATGATCGATT------TA-TTTGCATCTAGAACAAGGTCCGCAACGATGAGTCTGGATCGGAAGATAGCGTCGATGAGCG

dp5 XR_group6:7782070-7782235 - AGAATGCCATGCTCTATGAGAATCATCGTTGCTCCCTGGAGCATATCCGCGTAAG--------TTCATA-----------------------------GTC--------------------CCAAAAC-C-------------------------------------CTTTCA-----------------------------------------------------------------------------------------AGCATA----AATACTGATCAATCTT-CTAAT-TTTGTTTACAGAACAAGGCCAGAAACGATGAGTCCGGCTCGGACGATAGTGTCGATGAGCG
droPer2 scaffold_27:673339-673504 + AGAATGCCATGCTCTATGAGAATCATCGTTGCTCCCTGGAGCATATCCGCGTAAG--------TCCATA-----------------------------GTC--------------------CCAAAAC-C-------------------------------------CTTTCA-----------------------------------------------------------------------------------------AGCATA----AATACTGATCAATCTT-CTAAT-TTTGTTTGCAGAACAAGGCCAGAAACGATGAGTCCGGCTCGGACGATAGTGTCGATGAGCG
droAna3 scaffold_13337:14792681-

14792838 +
AGAATGCCATGCTCTACGAGAACCATCGCTGTTCTCTAGATCACATCCGGGTATG--------ACTT----------------------AATA-----GTTTTT-------------------------------------------------------------------TA-----------------------------------------------------------------------------------------TTTTGA----ATTCCTCATTAAAATG-CT-TC-TCTTCTTACAGAACAAGGCTCGAAATGACGAGTCTGGGTCGGATGACAGTGTGGATGAGCG

droBip1 scf7180000396390:285643-
285802 +

AGAACGCCATGCTCTATGAAAACCATCGTTGTTCTCTGGATCACATCCGGGTATA--------TTTC----------------------TTT---------------------------------AAC-C-------------------------------------TT------------------------------------------------------------------TTT---------------------TG-TATTTA----ATTCCCTATTAATAAA-AT-TT-TTTGGTTACAGAACAAGGCCCGAAATGACGAGTCCGGATCGGATGACAGTGTGGATGAGCG

droKik1 scf7180000302486:2460186-
2460382 +

AGAACGCCATGCTCTACGAGAACCATCGCTGCTCCCTGGAGCACATTAGGGTGAG--------TTTA----------------------AATGAA-TT----TT--------------------------------------------------------AATTTTTT-C---CTCCTTGAATAAGCCCCCCTCAATCTCCATCAGATCTCGA---CAAGCAATAAATTATTCA-------------------------------------------------------------TTCACTTTCAGAATAAGGCCCGTAACGATGAGTCCGGTTCGGATGATAGCGTGGATGAGCG

droFic1 scf7180000453807:1022102-
1022167 +

T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TT------------------------------------------------------TG-TATGCTTGCAGAATAAGGCCCGCAACGATGAGTCCGGGTCGGATGATAGCGTGGATGAGCG

droEle1 scf7180000490564:660262-
660350 +

AGAACGCCATGCTGTACGAGAACCATCGCTGTTCGCTGGAGCATATTAGGGTGAG--------CTTAA------------------------------GCTTTC---------------------------------------------------------------ATT---------------------------------------------------TTTAAACT----ACATT---------------------TG--------------------------------------TATAT----------------------------------------------------

droRho1 scf7180000776514:61802-
61878 +

AGAACGCCATGCTCTACGAGAACCATCGCTGCTCGCTGGAGCATATTAGGGTGAGTCAGA--------------------------------------GTCCTTGA---------------------------------------------------------------------------------------------------------------------------------------------------------------T-----------------------TTAAT-ATT----------------------------------------------------------

droBia1 scf7180000302428:7904001-
7904129 -

AGAACGCCATGCTCTACGAGAACCATCGATGCTCCCTGGAGCACATTAGGGTGAG--------TCTG----------------------TGTGCTGCT----TATG--TTTTATAATGGTTTAAAGAG-A-------------------------------------ATTTA---------------------------------------------------------------GAGACTATATAAAAATACATTGATTG--------------------------------------TACTC----------------------------------------------------

droTak1 scf7180000415269:166472-
166582 -

ATTCCGTTTTTCTTGTTTAAGATTA----------------------------------------------------------------------------------------------------------------------------------------------------------------GAC------------T--------------------TATAAATTATGCATTTT---------------------T-------------------------------TTG-GTTGCTTGCAGAACAAGGCCCGCAACGATGAGTCCGGATCAGATGATAGCGTGGATGAGCG

droEug1 scf7180000409711:1719319-
1719489 +

AGAATGCCATGCTTTACGAGAATCATCGTTGCTCCCTCGATCACATTAGGGTGAG--------TTGTTA-----------------------------TTA--------------------CTTGCAC-C-------------------------------------GA-TAA-----------------------------------------------------------------------------------------AGCATACTCCATTACTCCTTAATCTTTATAATTTTTGTTTGCAGAACAAGGCCCGCAACGATGAGTCTGGATCTGATGATAGCGTGGATGAGCG

dm3 chr3L:9862373-9862595 + AGAATGCCATGCTCTACGAGAACCACCGCTGCTCCCTGGATCACATTAGGGTGAGTCAGA--------------------------------------GTCATTAAGGGATC-----------GAAACTCATTTACAGTTCTGGACTTTACTATATTGTTAATTTCCCTT--------------------------------TCATATCTTGAAAT-AAGCTTTAAATAATTAATTTT---------------------TGT-----------------------------ATG-TTTTCTTACAGAACAAGGCCCGCAACGATGAATCCGGATCGGATGATAGCGTGGATGAGCG
droSim2 3l:9621949-9622189 + dsi_21166 AGAATGCCATGCTCTACGAGAACCACCGCTGCTCCCTGGATCACATTAGGGTGAGTCAGA--------------------------------------GTCATTAAGGGATA-----------TAAACTCATTTACAGGTCTGGACTTTCCCAGATTGTTAATTTCCTTT---TTTATAAAATAAGAC------------TATCTAATCTTGAAAGAAAGCTTTAAATAATTCATTTT---------------------TGT-----------------------------ATG-TTTGCTTGCAGAACAAGGCCCGCAACGATGAATCCGGATCGGATGATAGTGTGGATGAGCG
droSec2 scaffold_0:2094778-2095018

+

AGAATGCCATGCTCTACGAGAACCACCGCTGCTCCCTGGATCACATTAGGGTGAGTCAGA--------------------------------------GTCATTAAGGGATA-----------TACACTCATTTACAGGACTGGACTTTCCCAGATTGTTAATTTCCTTT---TTTATAAAATAAGAC------------TATCTAATCTTGAAAGAAAGCTTTAAATAATTAATTTT---------------------TGT-----------------------------ATG-TTTGTTTGCAGAACAAGGCCCGCAACGATGAATCCGGATCGGATGATAGCGTGGATGAGCG

droYak3 3L:9837719-9837894 + AGAATGCCATGCTCTACGAGAACCACCGCTGCTCCCTGGAGCACATTAGGGTGAGTCTCA--------------------------------------GTCATTCGATGATC-----------ATATT-----------------------------------------------------------------------------GATTTGTA---AAAGCTATAAATGATTAATTTT---------------------TTG-----------------------------GCG-TTTGATTGCAGAACAAGGCCCGCAACGATGAATCTGGATCTGATGATAGTGTCGATGAACG
droEre2 scaffold_4784:9852110-

9852171 +
G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGCTTGCAGAACAAGGCCCGCAACGATGAATCCGGATCGGATGATAGTGTGGATGAGCG
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ID:

dgr_388
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dgri\GH13340-in]; CDS [Dgri\GH13340-cds]; CDS [Dgri\GH13340-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAAGCGGTGAGTAGAAGGAGCGGCAGATCAATAGATCTAGACCAATGATTCCCCCCTCTCTTCTACACAGGTACGCAACATGATGCGCAAGTCTCAGCATTACACACGTACCACAAGCTG

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

............................................................................................TTCCCCCCTCTCTTCTACACAGT................................................. 23 1 1 3.00 3 3

...........................................................................................ATTCCCCCCTCTCTTCTACA..................................................... 20 0 1 2.00 2 2

...........................................................................................ATTCCCCCCTCTCTTCTACACAG.................................................. 23 0 1 2.00 2 2

...........................................................................................ATTCCCCCCTCTCTTCTACACA................................................... 22 0 1 2.00 2 2

...........................................................................................ATTCCCCCCTCTCTTCTACACAGT................................................. 24 1 1 2.00 2 2

............................................................................................TTCCCCCCTCTCTTCTACACA................................................... 21 0 1 1.00 1 1

............................................................................................TTCCCCCCTCTCTTCTACAC.................................................... 20 0 1 1.00 1 1

..................................................GTGAGTAGAAGGAGCGGCAG.............................................................................................. 20 0 1 1.00 1 1

.............................................................................................TCCCCCCTCTCTTCTACACAGT................................................. 22 1 1 1.00 1 1

Anti-sense strand reads

AACGTCTTAGCACTCCTCGTGCTAGCTTAACGCGCAGAAACCTGTTTCGCCACTCATCTTCCTCGCCGTCTAGTTATCTAGATCTGGTTACTAAGGGGGGAGAGAAGATGTGTCCATGCGTTGTACTACGCGTTCAGAGTCGTAATGTGTGCATGGTGTTCGAC

***********************************............(((.((.((((((((((.((..(((((...............)))))..)).))).))))))).))....))).........***********************************
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_15126:1982581-

1982744 -
dgr_388 TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAAGCGGTGAGT-AGAAGG-----------A-------GCGGCAGATCAATAGAT---CT-------AGACCA-ATG----------------ATTCCC---CCCTC----------------------------------------------TCTTCTACACAGGTACGCAACATGATGCGCAAGTCTCAGCATTACACACGTACCACAA---G-------CTG---------------

droVir3 scaffold_12963:15870340-
15870497 +

TTGCAGAATCGAGAGGAGCACGATCGAATTGCGCGTCTCTGGACAAAGCGGTGAGT-GGAAAC-----------AGTT-AGAA--------------AC---AT-------TT---------TGAA---CCAACCTAAT---TCTCGACTC-------------------------------------------------TTTTCGCAGGTACGCAACATGATGCGCAAGTCCTAGCATTATACACGTACCACAC---G-------CTG---------------

droMoj3 scaffold_6500:18874475-
18874631 +

TTGCAGAATCGAGAGGAGCATGATCGAATTGCGCGTCTTTGGACAAAGCGGTAAGT-GGTATCGTAGATACATTTA---------TCG-----------------------AG---------CAAC---C----CTCAA---T-TTCGATC-------------------------------------------------TTTTCACAGGTACGCAACATGATGCGCAGATCCTAGCATTAAACACGTACCACAA---G-------CTG---------------

droWil2 scf2_1100000004516:3647030-
3647218 +

TTGCAAAATCGTGAAGAGCATGATCGAATTGCGCGTCTTTGGACAAAGAGGTAAGG-GCA--------------TGAATATATATATGTATA------------CTTATAT--ATGT-TATACAATTTAA----T------------GT-----------------------------------TTCT---------TTGATGATTTAGATACGCAACATGATGCGTAAGGCTGGGCATCACACAAGTACCACAA---G--AACATCTGCAACAACCACAGCAA

dp5 4_group4:2969460-2969630 - TTGCAGAATCGAGAAGAGCACGATCGAATTGCGCGTCTCTGGACAAAGCGGTAGGT-TCA--------------CTCCTGAATAGCGTTAAA------------GATTTCC--ATTT-TTCACTATAATA----C------------GT-------------------------------------------------TCTTTGTTTAGGTACGCAACATGATGCGTAAGTTTTTGCAAAACACTTGTACCACAA---ACCGAAAATTG---------------
droPer2 scaffold_10:1984484-1984654

-
TTGCAGAATCGAGAAGAGCACGATCGAATTGCGCGTCTCTGGACAAAGCGGTAGGT-TCA--------------CTCCTGAATAGCGTTAAA------------GATTTCC--ATTT-TTCACTATAATA----C------------GT-------------------------------------------------TCTTTGTTTAGGTACGCAACATGATGCGTAAGTTTTTGCAAAACACTTGTACCACAA---ACCGAAAATTG---------------

droAna3 scaffold_12916:14616914-
14617087 -

TTGCAAAATAGAGAAGAACACGATAGAATTGCGCGTCTCTGGACAAAAAGGTAAGC-TTC---------------------------------------------------------------------------------------AATCTTTTCTTAATCACTTATCAGTGTTTTCATGCATGTCTCT---CAAT-CATTCAACCAGGTACGCAACATGATGCGTAAGTTCTGACTTCGTATATGTACCACAA---ACCGAAAACTG---------------

droBip1 scf7180000396572:2365045-
2365215 +

TTGCAAAATAGAGAAGAACACGATCGAATTGCGCGTCTCTGGACAAAAAGGTATGT-TTATGC-----------A-TT-ATCATGACAAGTATCCTAT-----------------TTAA---------TA----C--T------T---------------------------------------TTCTTT---GAAT-TATTTAATCAGGTACGCAACATGATGCGTAAGTTCTGACTTCGTAAATGTACCACAA---ACCGAAAACTG---------------

droKik1 scf7180000302472:2551454-
2551629 +

TTGCAAAATCGAGAGGAGCATGATCGAATTGCGCGTCTCTGGACAAAGCGGTGAGT-CT----------------ACT-AGATATAATAATTAACCAGATGC-C-------AG---CAA---------TA----T--A------T---------------------------------------ATATGT---AAAA-TGCCTTAACAGGTACGCAACATGATGCGTAAGATCTGGCTTCGTACATGTACCACAATCTACCGAAAACTT---------------

droFic1 scf7180000454111:191768-
191931 -

TTGCAGAATCGCGAGGAACATGATCGAATTGCGCGTCTCTGGACAAAAAGGTATGT-GTC--------------TATTCAGCAAACAAAGCA------------AATCTCT--AATT-ACGCTTA------------------------------------------------------------------------TCATTTGTTTAGGTACGCAACATGATGCGTAAGTTCTGGCATCGTAAATATACCACAA---GCCGAAAACTG---------------

droEle1 scf7180000490971:100941-
101110 +

TTGCAGAATCGCGAGGAACATGATCGAATTGCGCGTCTTTGGACAAAACGGTAG-TACCC--------------TCT--GAATTAT-G---T-----GCTGC--GATCTTT--ACTA-ATCGTTAT----------------C--------------------------------------------CTT-TA----TTTTACGTTCAGGTACGCAACATGATGCGTAAATTCTGGCATCGTACATGTACCACAA---ACCGAAAACTG---------------

droRho1 scf7180000780122:14387-
14558 +

TTGCAGAATCGTGAGGAACATGATCGAATTGCGCGTCTCTGGACAAAACGGTAGGT-CCC--------------TCCA-AGTTAT--C---TAT--AGCA----AATTGTT--AATA-AT---------C----A--T------TAAC---------------------------------------CTCTTA----TTTTACATATAGGTACGCAACATGATGCGTAAATTTTGGCATCGTACATGTACCACAA---ACCGAAAACTG---------------

droBia1 scf7180000302422:2356985-
2357155 +

TTGCAGAATCGAGAGGAGCATGATCGAATTGCGCGTCTCTGGACAAAACGGTAGGT-CGC--------------CACA-AATTAC--T---TAA--AGCTGC-C---GTTT--GTTA-ATGCTC-------------AT---T--------------------------------------------TCT-CA----TTCCTCGTCCAGGTACGCAACATGATGCGTAAGTCCCGGCATCGTACATGTACCACAA---ACCGAAAACTG---------------

droTak1 scf7180000415385:218637-
218808 -

TTGCAGAATCGAGAGGAGCATGATCGAATTGCGCGTCTCTGGACAAAACGGTAGGT-TGC--------------CTCA-AAATAA--T---TTT--AGCCGC-C---AAAT--AATA-A---------TA----C--G------C---------------------------------------ATCTTC---TAAT-TCCACGCGCAGGTACGCAACATGATGCGTAAGTTCCGGCATCGTAAACGTACCACAA---ACCGAAAACTG---------------

droEug1 scf7180000409554:3785374-
3785548 -

TTGCAGAATCGAGAGGAGCATGATCGAATTGCGCGTCTTTGGACAAAAAGGTATGT-AAC--------------CAA--AGTCTT--A---AAA--AACA----AAAAG-----------------------------------------------------------CCATATAATTATGCCCATCCTT---CGAT-TACTCATTTAGGTACGCAACATGATGCGTAAGTGTTGGCATCGTAAATGTACCACAA---ACCGAAAACTG---------------

dm3 chr2L:10766074-10766240 - TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTCTGGACAAAAAGGTGAGT-TGT--------------CGCT-GGAAAAGCGAGTAAACAAAC---TT-------AG---------TAAT---C----T--G------TGTGCTT-------------------------------------------------GTCTTTTAGGTACGCAACATGATGCGTAAGTTTTGGCAACGTGCATGTACCACAA---ACCGAAAACTG---------------
droSim2 2l:10442194-10442360 - TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAAAAGGTGAAT-TAC--------------TGCT-GGAAAGCCGAGTAAACAAAC---AT-------AT---------TAAA---C----T--G------TCTGCTC-------------------------------------------------GTTTTTCAGGTACGCAACATGATGCGTAAGTTCTGGCATCGTGCATGTACCACGA---ACCGAAAACTG---------------
droSec2 scaffold_3:6184588-6184754

-
TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAAAAGGTGAGT-TGC--------------TGCT-AGAAAGCCGAGTAAACAAAC---AT-------AT---------TAAT---C----T--G------TCTGCTC-------------------------------------------------GTTTTTCAGGTACGCAACATGATGCGTAAGTTCTGGCATCGTGCATGTACCACGA---ACCGAAAACTG---------------

droYak3 2L:7171321-7171487 - TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAAGAGGTAAGT-TGC--------------TCCT-AGAAAACCGAGCCAACCAAC---TA-------AG---------TAAT---C----C--G------TGTCCTC-------------------------------------------------GTTTTTTAGGTACGCAACATGATGCGTAAGTTCTGGCATCGTACATGTACCACAA---ACCGAAAACTG---------------
droEre2 scaffold_4929:14664786-

14664957 +
TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAAAAGGTAAGT-TGC--------------CACT-AGGAAACCGAGTGAACCAAC---TA-------A---TC-TGTGCAAT---C----T--G------TGTGCTC-------------------------------------------------GTTTTTTAGGTACGCAACATGATGCGTAAGTTCTGGCATCGCACATGTACCACAA---ACCGAAAACTG---------------
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ID:

dgr_357

Coordinate:

scaffold_15112:1887940-1888004 -

Confidence:

confident-exception

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dgri\GH22773-in]; CDS [Dgri\GH22773-cds]; CDS [Dgri\GH22773-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCCCTGTACAATCGCCAAGGGCAGCTGGTGCAGCGCATCATCCTATCCGGGTAATATATAGAGGGATTAAGCACACCATAAACAAGAAATGTGTTTAAGCTTATGTATATTTCAGTTTGTGTTCGGGTTTTGCCTGGGATGCGGATGGGGAACTCTTGGGCATCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

.............................................................................................TTTAAGCTTATGTATATTTCAG.................................................. 22 0 1 16.00 16 11 5

..............................................................................................TTAAGCTTATGTATATTTCAG.................................................. 21 0 1 4.00 4 4 0

..............................................................................................TTAAGCTTATGTATATTTCAGT................................................. 22 0 1 2.00 2 0 2

..............................................................................................TTAAGCTTATGTATATTTCA................................................... 20 0 1 1.00 1 1 0

.............................................................................................TTTAAGCTTATGTATATTTCA................................................... 21 0 1 1.00 1 1 0

Anti-sense strand reads

CGGGACATGTTAGCGGTTCCCGTCGACCACGTCGCGTAGTAGGATAGGCCCATTATATATCTCCCTAATTCGTGTGGTATTTGTTCTTTACACAAATTCGAATACATATAAAGTCAAACACAAGCCCAAAACGGACCCTACGCCTACCCCTTGAGAACCCGTAGT

**************************************************..((((((((.(((..(((((((((..............))))))))).))).))))))))....**************************************************
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_15112:1887890-

1888054 -
dgr_357 GCCCTGTACAATCGCCAAGGGCAGCTGGTGCAGCGCATCATCCTATCCGGGTAATATATA--GAGGGATTAAGCACACCATAAA----CAA-------GAAAT----------G--T--------------GTTTAAGCTTATGTATATTTCAGTTTGTGTTCGGGTTTTGCCTGGGATGCGGATGGGGAACTCTTGGGCATCA

droVir3 scaffold_12875:4364455-
4364609 +

GCGTTGTACAATCGCCAGGGCCAACTTGTGCAGCGCATTATATTGGCCGGGTAATCTACAGAGTA--------------CTGCCTTTAGGC----------G---------CATT----TAAACAACC-------A-----ATGCATATTTCAGTTTGTGCTCTGGTTTTGCCTGGGATTGCGAGGGTGACCTATTGGGCATCA

droMoj3 scaffold_6496:13202285-
13202436 +

GCTCTATACAATCGCCAAGGCCAGCTGGTGCAGCGCCTCATATTAGCCGGGTAACATTGA--TAT--------------ATGCTTATCAAT----------A---------TATTT----AT--TGTAA------A-----TTGCCCATTTCAGTCTATGCTCTGGTTTTGCTTGGGATTGCGAGGGAGATCTATTGGGGATCA

droWil2 scf2_1100000004514:1352878-
1353038 -

GTATTGTATAATCGTCAGGGTCAAATGGTCCAGCGCCTTATACTTGCCGGGTAGGCTAAT--TCC----------CAACTAATC----CAA-------TTAATCC-C------------CAA--GTTCACA-----TGTTTTTTTAAATTTCAGCCTTTGCTCAGGATTTGCATGGGACAACGATGGAGAATTGTTGGGCATCA

dp5 3:6564711-6564874 - GCGTTGTACAATCGCCAGGGACAACTGGTGCAGCGCATTATCCTCGCAGGGTAAGACCAG--CCC--------------CCATAA---GTTGTACT-------CAAA-ATATATTTATCTGC--CTTAA------A-----ATTGTTCCATCAGACTCTGTTCAGGATTTGCATGGGACAATGAGGGGGATCTGCTGGGAATCA
droPer2 scaffold_2:6785522-6785685 - GCGTTGTACAATCGCCAGGGACAACTGGTGCAGCGCATTATCCTCGCAGGGTAAGACCAG--CCC--------------CCATAA---GTTGTACT-------CAAA-ATATATTTATCTGC--CTTAA------A-----ATTGTTCCATCAGGCTCTGTTCAGGATTTGCATGGGACAATGAGGGGGATCTGCTGGGAATCA
droAna3 scaffold_13266:9899819-

9899973 +
GCGCTGTACAACCGCCAGGGGCAGCTGGTGCAACGCATTATCCTGGCAGGGTGAGTTGCC--ACT--------------ACGGC----CAA-------GTAATCT-T------------TAA--AATAACAGTTTA-------ATCCGTTCCAGGCTCTGTTCTGGATTTGCTTGGGACCATGATGGGGATGTCTTGGGAATAA

droBip1 scf7180000396427:1042771-
1042926 +

GCTTTGTACAACCGCCAGGGGCAGCTGGTGCAGCGCATTATCCTGGCAGGGTGAGATGGG--ACT--------------AAGGC----AAA-------GTAATTT-TTA-AA------------AATCAAAGTTTA-------ATCCTTTCCAGTCTCTGTTCTGGCTTTGCCTGGGACCACGAAGGAGATGTCTTGGGAATAA

droKik1 scf7180000302471:1643431-
1643586 -

GCCCTGTATAACCGCCAGGGGCAGCTGGTGCAGCGCATCATTCTGGCAGGGTAAGGTGGA--ATC--------------GATCTT---CAT-------AGGA---------TGTCCGTTAGG--TATAA------A-----TCTGCTATTCCAGGCTCTGCTCGGGCTTCGCTTGGGACCAGGAAGGGGACCTGCTAGGCATCA

droFic1 scf7180000454039:669937-
670088 -

GCCTTGTACAATCGCCAGGGGCAGCTGGTGCAGCGCATCATACTCTCAGGGTTCGCTATA--TCC--------------AGATTCA--TAA-------ACAG--------------TTTTCT--TATAA------C-----TTTTCTCCTCCAGCCTCTGTTCGGGATTTGCCTGGGACCAAGAGGGTGATTTGCTGGGCATCA

droEle1 scf7180000491201:1828879-
1829035 -

GCCCTGTACAACCGTCAGGGGCAGCTGGTGCAGCGCATCATACTCTCGGGGTTAGCAATG--ACC--------------AGTCTA---------GAAAGTAA---------TGATAATTAGT--AAAAT------A-----TCCCCTCCTTCAGGCTCTGCTCGGGATTCGCCTGGGACCAGGAGGGCGATCTGCTGGGCATCA

droRho1 scf7180000780066:262399-
262551 +

GCCCTGTACAATCGCCAGGGGCAGCTGGTGCAGCGCATCATACTCTCAGGGTAAGACAGA--TAT--------------AGTCTAG--GAA-------GTAA------------TGGC-CGA--AATAA------A-----ACTTGGTCTCCAGGCTCTGTTCGGGATTCGCATGGGACCAGGAGGGCGACTTGCTCGGCATTA

droBia1 scf7180000302143:2871480-
2871631 -

GCTCTGTACAACCGCCAGGGCCAGCTGGTGCAGCGCATCATTCTCTCAGGGTGAGCCAGT--CCA--------------GTTCCC---AAA-------GTAG---------TATT----CAC--TTCAT------A-----GTGTTCTTCCCAGACTCTGTTCGGGATTCGCCTGGGACCAAGAGGGCGACTTACTGGGCATCA

droTak1 scf7180000415910:126969-
127123 +

GCCCTGTACAATCGGCAGGGACAGCTGGTGCAGCGCATCATACTCTCAGGGTAAGCTAAG--ACA--------------GGTCCCT-CAAA-------GCAA------------TGCCTACT--AATTA------A-----TCCTCTTCACTAGACTCTGCTCGGGATTCGCCTGGGACCAAGAGGGCGACCTGCTGGGCATCA

droEug1 scf7180000409474:2575308-
2575460 +

GCCTTGTACAATCGGCAGGGACAATTGCTGCAGCGCATCATACTCTCAGGGTAAGCTAGA--ATC--------------AGTTCT---TAG-------------------ATTATGAACAGT--AATAA------A-----TCGTCTCCTCCAGTCTATGTTCGGGATTCGCTTGGGATCAAGAGGGCGATTTACTGGGCATCA

dm3 chr2R:15378968-15379130 - GCCCTGTACAATCGACAGGGCCAACTGGTGCAGCGCATCATACTTTCTGGGTGAGCTATG--CTC--------------AATCTC---TACGTAAT-------AA-TGA-ATAATGACCAGT--AATGG------A-----ATCTCTTCTCCAGGCTGTGCTCAGGATTCGCCTGGGACCAAGAGGGTGACCTGCTGGGCATCA
droSim2 2r:16030244-16030406 - GCCCTGTACAATCGGCAGGGCCAACTGGTGCAGCGCATCATACTTTCTGGGTGAGCTATG--CTC--------------AATACC---AATGTAAT-------AA-TGA-ATAATGACCAGT--AATGG------A-----ATCCCTTTTCCAGGCTGTGTTCAGGATTCGCCTGGGACCAAGAGGGTGACCTGCTGGGCATCA
droSec2 scaffold_1:12897515-12897677

-
GCCTTGTACAATCGGCAGGGCCAACTGGTGCATCGCATCATACTTTCTGGGTGAGCTATG--CTC--------------AATCCC---AATGTAAT-------AA-TGA-ATAATGACCAGT--AATGG------A-----ATCTTTTCACCAGGCTGTGTTCCGGATTCGCCTGGGACCAAGAGGGGGACCTGCTGGGCATCA

droYak3 2R:13796718-13796873 + GCCCTGTACAATCGGCAGGGCCAACTGGTGCAGCGCATCATACTGTCGGGGTGAGCTAAA--CCC--------------GAAACC---AAT-------GTAA---------TAATGATCAGT--AATCG------A-----ATCCTTCCTGCAGGCTGTGTTCGGGTTTCGCTTGGGACCAGGAGGGCGACCTGCTGGGCATCA
droEre2 scaffold_4845:9577881-

9578036 -
GCCCTGTACAATCGGCAGGGCCAACTGGTGCAGCGCATCATACTTTCGGGGTGAGCTAAG--TCC--------------GATCCC---AAT-------GCAA---------TAATGATCCGT--AATGG------A-----AACCCTCCTGCAGGCTGTGTTCGGGATTCGCTTGGGACCAAGAGGGCGACCTGCTGGGCATCA
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ID:

dgr_137
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scaffold_14846:172260-172323 -
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Mirtron

Genomic Locale:
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to utr3 [utr3_plus_5924]; intron [Dgri\GH19675-in]; CDS [Dgri\GH19675-cds]; CDS [Dgri\GH19675-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAGCCCATTCAGGTCTTTGTCCAGCCATCCGATAATGAACTGGTGCCCAGGTGAGTCATCAACATCCTTTTGACTGCTCCAAAAGCTTTACTCAGCGATCTTTTTGGCTTACAGACGCGGAACTGGCAGCAATCTGCCCATGGCAATGAAGTACCGTACGCTGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

............................................................................................CAGCGATCTTTTTGGCTTACA................................................... 21 0 1 10.00 10 8 2

............................................................................................CAGCGATCTTTTTGGCTTACAG.................................................. 22 0 1 10.00 10 7 3

.............................................................................................AGCGATCTTTTTGGCTTACAGT................................................. 22 1 1 5.00 5 4 1

........................................................................................TACTCAGCGATCTTTTTGGCTTACA................................................... 25 0 1 1.00 1 0 1

............................................................................................CAGCGATCTTTTTGGCTTACAGTAA............................................... 25 3 1 1.00 1 0 1

............................................................................................CAGCGATCTTTTTGGCTTACAGT................................................. 23 1 1 1.00 1 1 0

Anti-sense strand reads

GTCGGGTAAGTCCAGAAACAGGTCGGTAGGCTATTACTTGACCACGGGTCCACTCAGTAGTTGTAGGAAAACTGACGAGGTTTTCGAAATGAGTCGCTAGAAAAACCGAATGTCTGCGCCTTGACCGTCGTTAGACGGGTACCGTTACTTCATGGCATGCGACT

**************************************************((((((((..((.(((((.......(((.....))).......)).))).))..))))))))..**************************************************
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_14846:172210-172373

-
dgr_137 CAGCCCATTCAGGTCTTTGTCCAGCCATCCGATAATGAACTGGTGCCCAGGTGAGTCATCAACATCCTTT-T----GACTGCT--C----------------CA----A-AAG-CTTTACTCAG--------C-GATCTTT-TTGG-C-T--TACAGACGCGGAACTGGCAGCAATCTGCCCATGGCAATGAAGTACCGTACGCTGA

droVir3 scaffold_13047:18149266-
18149430 -

CAGCCCATACAGGTGTTTGTGCAGCCCTCCGATAACGAGCTGGTGCCCAGGTAGGTCGC---------A-----GACTTTTCC--GAACAATCC-----GCT----AGA-CAT-ATTCA-TAATTC----A-CGACAC-----TCT-T-T--TGCAGACGCGGAACTGGCAGCAATCTGCCCATGGCCATGAAATACCGTACGCTGA

droMoj3 scaffold_6540:13580336-
13580494 +

CAGCCCATCCAGGTGTTTGTGCAGCCTTCCGATAACGAACTGGTGCCCAGGTAGGTCAC----ATCGCTT-T--------GAG--TG----------------ATATGC-GAA-CTGAACTAATTC----A-TG-ATT-----TAC-T-T--TGTAGACGCGGAACTGGAAGCAATCTTCCCATGGCCATGAAGTACCGTACGCTGA

droWil2 scf2_1100000004902:10947651-
10947810 -

CAACCGATTCAGGTGTTTGTACAACCCTCGGACAATGAGCTAGTGCCCAGGTAAGTCAA---------TT-TCAGCTAC--------------------------A----CAA-ACTCATCCATCCAATAA-TACCACCAA-TACC-A-T--TACAGACGCGGCACTGGTAGCAATTTACCCATGGCCATGAAGTATCGTACTCTGA

dp5 2:13317148-13317308 + CAGCCCATTCAGGTGTTTGTGCAGCCCTCGGACAACGAGCTGGTCCCAAGGTAAGTGGC---------TCTTTCGGTCCCCTA--TG--------------GGA----G-GAG-TCCCACTGACTT----G--GATTT-----TCC-T-T--TGCAGAAGAGGAACGGGCAGCAATCTACCGATGGCCATGAAGTACAGGACCTTGA
droPer2 scaffold_0:7133482-7133642 - CAGCCCATTCAGGTGTTTGTGCAGCCCTCGGACAACGAGCTGGTCCCAAGGTAAGTGGC---------TTATTCGGTCCCCTA--TG--------------GGA----G-GAG-TCCCACTGACTT----G--GACTT-----TCC-T-T--TGCAGAAGAGGAACGGGCAGCAATCTACCGATGGCCATGAAGTACAGGACCTTGA
droAna3 scaffold_12911:2549497-

2549660 +
CAACCCATCCAGGTGTTTGTTCAGCCCTCGGATAGCGAACTGGTGCCCAGGTACATCCC---------TT-TT---------G--TA-CTATTGAAACTC--TG----A-AAC-ATTTACTTATTC----CGAAATTT-----TCG-A-T--TGCAGACGGGGAACTGGCAGCAATCTTCCCATGGCCATGAAGTACCGCACCCTGA

droBip1 scf7180000396714:556628-
556792 -

CAGCCCATCCAGGTGTTTGTCCAGCCTTCGGATAGCGAACTGGTGCCCAGGTAGATTCT---------TT-TTGG-----------AATTATTCTAATTC--TG----G-AAT-GTATACTTATTG----GAAAACTT-----TAT-T-T--TGCAGACGAGGAACTGGCAGCAATCTTCCCATGGCCATGAAGTACCGCACCCTGA

droKik1 scf7180000302466:582656-
582812 +

CAGCCCATCCAGGTGTTTGTCCAGCCGTCGGACAATGAACTGGTGCCTAGGTGAGTCCT---------GA-GAGAGTTTTCTTTTGG--------------GAA----A-AAG-GTTTATTAATTT----A-TG-----------G-T-T--TTCAGGCGAGGAACTGGCAGCAATCTACCCATGGCCATGAAGTACAGGACTCTGA

droFic1 scf7180000453912:579374-
579539 -

CAACCGATTCAGGTGTTTGTCCAGCCATCGGACAACGAACTGGTGCCCAGGTGAGTGTT---------TC-TTACTGATTGTG--TA----------------AGTG---AAT-CTTAACTAATAT----G-GGCACTAAA-TTGGTT-T--TTAAGGAGAGGAACTGGCAGCAACCTGCCCATGGCCATGAAGTACCGCACGCTGA

droEle1 scf7180000491047:1063949-
1064114 +

CAGCCCATTCAGGTGTTTGTTCAGCCATCGGACAATGAACTGGTGCCCAGGTAAATAAA---------TA-TTTAATTTTTTA--TG----------------TA---A-AAG-CCTTTATAATGG----G--GAATTTATTGTTT--TTTCTTTAGACGCGGAACTGGCAGCAATCTTCCCATGGCCATGAAATATCGCACGCTGA

droRho1 scf7180000779202:44797-44961
-

CAGCCTATTCAGGTGTTTGTCCAGCCATCGGACAATGAACTGGTGCCTAGGTAAGTACA---------TA-TTTAATTTTTTC--GG--------------TGA----A-AAC-TTTTATTGATTG----T-GGAACTTCT-TTGG--TT--TTCAGGCGTGGAACTGGCAGCAACTTGCCCATGGCAATGAAATATCGCACGCTAA

droBia1 scf7180000302402:2886722-
2886886 -

CAGCCCATCCAGGTGTTCGTCCAGCCATCGGACAATGAACTGGTGCCAAGGTGAGA------------TA-ACTCATATTTTC--GA----------------GCG--AAAGTGTTTAACTAATTT----G-T-AACTTCT-TTGA--TTTGTTTAGGAGAGGAACTGGCAGCAATCTGCCCATGGCCATGAAGTATCGCACGCTGA

droTak1 scf7180000415380:1009153-
1009320 -

CAGCCCATCCAGGTGTTTGTCCAGCCATCGGACAATGAATTGGTGCCCAGGTAAGAGAA---------TA-CTATTTCTTTCG--CA----------------CG---AAAACCCTTTATTAATTG----G-GGAATTTCT-TTGA--TTTGCCTAGGAGGGGAACCGGCAGCAATCTGCCCATGGCCATGAAGTATCGCACGCTGA

droEug1 scf7180000409584:433635-
433801 +

CAGCCTATCCAGGTGTTTGTCCAGCCATCAGATAACGAACTGGTTCCTAGGTAAGTGCT---------TT----CTGTTTTTG--TT----------------AAATGTGAAA-CCTTTTTAATGG----G-CGAATATCT-TTAA--ATTCTTTAGGAGAGGAACTGGTAGCAATCTACCCATGGCCATGAAGTACCGCACGCTGA

dm3 chr3R:10091227-10091395 - CAGCCCATCCAGGTGTTCGTCCAGCCGTCCGACAATGAACTGGTACCCAGGTATGTGTA---------TA-TTACATATTTTG--TG----------------ACAGGA-CAT-ATTTATTGATTT----G-TGACGTTGT-TTTG--TTTGTTTAGGAGGGGAACTGGTAGCAATCTACCCATGGCCATGAAGTATCGGACTCTTA
droSim2 3r:11117040-11117208 + dsi_30821 CAGCCCATCCAGGTGTTCGTCCAGCCGTCCGACAATGAACTGGTACCAAGGTAAGTGTA---------TA-TTACTTATTTTG--TG----------------ACAAGA-CAT-ATTTATTGATTT----G-TGACGTTGT-TTTG--TTTGTTTAGAAGGGGAACTGGTAGCAACCTACCCATGGCCATGAAGTATCGGACTCTTA
droSec2 scaffold_0:11948639-11948808

+

CAGCCCATCCAGGTGTTCGTCCAGCCGTCCGACAATGAACTGGTGCCCAGGTAAGTGTA---------TA-TTACTTATTTTG--TG----------------ACAAGA-CGT-ATTTATTGATTT----G-TGACGTTGTTTTTT--TTTGTTTAGAAGGGGAACTGGTAGCAACCTACCCATGGCCATGAAGTATCGGACTCTTA

droYak3 3R:16356425-16356593 + CAGCCCATCCAGGTGTTCGTCCAGCCATCTGACAATGAACTGGTACCCAGGTTAGTGTA---------TA-GTACTTATTTCG--TT----------------ACACGA-CAT-CTTTATTGATTG----G-AGTCTTTGT-GTGG--TTTGTTTAGGAGGGGAACTGGTAGCAATCTACCAATGGCCATGAAGTACCGCACGCTGA

droEre2 scaffold_4770:9624433-9624601
-

CAGCCCATCCAGGTGTTCGTCCAGCCATCTGACAACGAGCTGGTACCCAGGTTAGTGTA---------TA-TTTCTAATTTTG--TT----------------GCACGA-CAT-CTTTATGGATTG----G-AGTCTTTAT-GTGG--TTTGTTTAGGAGGGGAACTGGTAGCAATCTACCAATGGCCATGAAGTATCGAACGCTAA
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GTTCTCTAGAGAGAATGCCCAAATTGAAACAATAGGTCGAAAAACTGCTTTCATGTCGAGAACTGATTAGTCGCGTATTTTGTTTGACGACTTTAAAGCTCTCAGCTTGCAACCAGCTTTTGCGGCACACTCCAATTCCTTTAAGCTGCACACACACAATA

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

M041

female
body

..................................................TCATGTCGAGAACTGATTAGTCG........................................................................................ 23 0 1 7.00 7 5 2

...................................................CATGTCGAGAACTGATTAGTCG........................................................................................ 22 0 1 3.00 3 0 3

..................................................TCATGTCGAGAACTGATTAGTC......................................................................................... 22 0 1 2.00 2 1 1

....................................................ATGTCGAGAACTGATTAGTCG........................................................................................ 21 0 1 2.00 2 2 0

.........................................................................................ACTTTAAAGCTCTCAGCTTGC................................................... 21 0 1 2.00 2 0 2

..................................................TCATGTCGAGAACTGATTA............................................................................................ 19 0 1 1.00 1 0 1

...................................................CATGTCGAGAACTGATTAGTC......................................................................................... 21 0 1 1.00 1 1 0

...................................................CATGTCGAGAACTGATTAGT.......................................................................................... 20 0 1 1.00 1 1 0

..................................................TCATGTCGAGAACTGATTAG........................................................................................... 20 0 1 1.00 1 1 0

Anti-sense strand reads

CAAGAGATCTCTCTTACGGGTTTAACTTTGTTATCCAGCTTTTTGACGAAAGTACAGCTCTTGACTAATCAGCGCATAAAACAAACTGCTGAAATTTCGAGAGTCGAACGTTGGTCGAAAACGCCGTGTGAGGTTAAGGAAATTCGACGTGTGTGTGTTAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_14906:4606515-

4606675 +
dgr_61 GTTCTCTAGAGAGAA-----TGCCCAAATTGAAACAATAGGTCG--AAA----------------------A--ACTGCT---------TTCATGTCGAGA-------ACTGATTAG-----------------TCGCGT---ATTTTGTTT-G-ACGACTTTAAAGCTCTCAGCTTGCAACCAGCT-TTTGCGG--CACACTC--CAATTCCTT------------------------------------------------------------------------------------TAAGC--------------TGCACACACACAA-TA------------------

droVir3 scaffold_12822:3065149-
3065310 +

ATTCTCTAGAGAGAAGTG--TGCCC--ATTTAAACAATAGATAC--AAA----------------------A--ACTGTT---------CCCAGGCCGAGATTTCCAA---TTAGAAT--CA--------A-------CTT--CTTCTGCTTCTTC--------------TCGGCCTGCGACCGGGTTTTTGCAG---CACAGC--ACAGCACAC------------------------------------------------------------------------------------ATTACACAATTCTTTT---AGGCTGCGCA-----C------------------

droMoj3 scaffold_6540:7333670-
7333834 -

ATTCTCTAGAGAGAA-----TGCCCAGAGTTAAACAATAGAGTTAAAACAAAGAGCAAAGCAAAAGCAAATCAAACCGCTTGACGCGTCTCCGGGT-GGGA----------GATGAGTCACAGTTTATGATGGCC-------------------------TTTATG----GCTGGCTGCAACTGGGT---------------TT--GCTGCAATT------------------------------------------------------------------------------------GTT-----------------------GCATTGATC------------------

droWil2 scf2_1100000004558:2801231-
2801277 -

GTAAACTAAAAAAAAGAA----------GACAAACTCTAAATCG--AAA----------------------A--ACTGGG---------TTC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 XR_group6:8747360-8747389 + TCTATAAAAAT----------------------ACTATCAAAAC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAAAAAA----------------------------------------
droPer2 scaffold_13:437498-437588 + TATTAAAA--------------------------CACTAAAAACTAAAAAATTGGCAACAAAAAC---TTTTTT-----------------TACATTATTA-------AAAAATGTGATA--TCTTCTGAAG--CCGTGT---ATTTTC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TT------------------
droAna3 scaffold_12911:3259950-

3260145 +
CCAAAAAATAA------------------ATGA-A---------------------AGTGAAATG---GAAAGG--------------------------------------------------------AGCTTCACCGTCG------------------TCAGACCTCTTTAGTCCCGAAGGGCTCTTTGCCA--CATCCTT--GATTTCCG-GTGAGCCGTGA----GGTCCTGGTGAAGATCGGAA------TCGGG---ATCGGGACGTAGAGAACGTTAGAGTCAGACACCCAGGGACACGAGCAGACG---AACTCACACACAGACA------------------

droBip1 scf7180000396640:124528-
124675 +

GTCGAGCCTCTAAAG-----TCCCGAAATCCGA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------GA----CA-GTAAGCCAAGAGGAAGGTCCTGGTGAAGACCAGAACCTAGATCGGGAGCATCGGGACATTGAGATCGTTAGAGTCAGACACCCAGGGACACGAGCAGACG---AACTCACACACAGACA------------------

droKik1 scf7180000302778:299483-
299517 -

GCAACAAAAAAAAAA-------------------C-------AACAAAAACAAGAGAACAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453912:1057211-
1057376 -

CAAAAAAAA-------------CCA----ATGAACAGTGAAGGTGGATAAGAAAAGAGTGTAATG---GAATGG--------------------------------------------------------AGCGCCACATGCAACTCTGT-TTGCACAGGGTTGCCATCGACAACTTGAAAGCAGCC-TTTAGAA--GAGGGCAAGAGAACAGTC------------------------------------------------------------------------------------GAAACACAAGCAGACT---CACTCACACACAA-GG------------------

droEle1 scf7180000491008:193687-
193850 -

AAAAAAAAA-----------TACCA----ATGAACAATGAAAAT--AAAAGGAACGAGTGGAATG---GAATTA--------------------------------------------------------GGCGTCACAAGCAACTCTGT-TTGCGTAGGGTTGCCATCGCCAACTTGCTTGCAGCC-TTTAGAA--GGAGACA--ACAACAATC------------------------------------------------------------------------------------GAAACACAAGCAGACT---CACTCACACACAA-GG------------------

droBia1 scf7180000302136:237133-
237295 -

AAAAAACA---------------------ATGAAAAGTGAAGGTGGATAAGGAACGAGTGGAATG---GTATA------------------------------------------------------TGAAGCATCATATGCAACTTTGTCTTGCATAGGGTTGCCACCGTCAACTTGCAGGCAGCC-CTTAGAA--GAGGACA--GCAACCGTC------------------------------------------------------------------------------------GAAACACAAGCAGACT---CACTCACACACAA-GG------------------

droTak1 scf7180000414373:159442-
159608 +

AAAGAAAAAAA------------CA----ATGAACAGTGAAGATGGATAAGGAACGAGTGGAATG---GTATGA--------------------------------------------------------GGCGTC-CATGCAACTCTGTGTTGCGTAGGGTTGCCACCGTCAACTTGCAGGCAGCC-TTTAGAAAAGAGGACA--GCAACCGTC------------------------------------------------------------------------------------GAAACACAAGCAGACT---CACCCACACACAA-GG------------------

droEug1 scf7180000409798:500599-
500769 +

AGAAAACGAAAACGAAAAAAAACCA----ATGAACAGTGAAGAATGGAAAGGAACAAGTGGAATG---GAA--------------------------------------------------------------------TGCAACTCTGCTTTGCGCAGCGTTGCCAATGTCAACTTGCAGGCAGCC-TTTAGAA--GAGTACAGAGCAACCGTC------------------------------------------------------------------------------------GAAACACAAGCAGACTCCTCACTCACACACAA-GG------------------

dm3 chr3R:19891599-19891777 - AGAAAAAA---------------------ATTAACAGTGGAGGTGGAAAAGGAACGAATGGAATG---GAATAG--------------------------------------------------------AGCGTTACGTGCAACTCTGTTTTGCGTAGGGTTGCCAACGCCAACATGCAGGCAGCC-TTCAGAA--GAGGTCA--GCAATAGTC------------------------------------------------------------------------------------GAAACACAAGCAGACG---CACTCACACACAT-GGCTTGAGATGAGAAGAGCG
droSim2 3r:19430864-19431041 - GAAAAAAA----------------------TTAACAGTGGAGGTGGAAAAGGAACGAATGGAATG---GAATAG--------------------------------------------------------AGCGTTACGTGCAACTCTGTTTTGCGTAGGGTTGCCAACGCCAACTTGCAGGCAGCC-TTCAGAA--GAGGCCA--GCAATAGTC------------------------------------------------------------------------------------GAAACACAAGCAGACG---CACTCACACACAT-GGCTTGAGATCAGGAGAGCG
droSec2 scaffold_0:20233044-

20233222 -
GAAAAAAA---------------------ATTAACAGTGGAGGTGGAAAAGGAACAGATGGAATG---GAATAG--------------------------------------------------------AGCGTTACGTGCAACTCTGTTTTGCGTAGGGTTGCCAACGCCAACTTGCAGGCAACC-TTCAGAA--GAGGCCA--GCAATAGTC------------------------------------------------------------------------------------GAAACACAAGCAGACG---CACTCACACACAT-GGCTTGAGATCAGGAGAGCG

droYak3 3R:26609951-26610115 + AAAA--------------------------TTAACAGTGGAGGTGGAAAAGGAACGAATGGAATG---GAATAA--------------------------------------------------------AGCGTTACATGCAACTCTGTTTTGCGTAGGGTTGCCAACGCCAACTAGCAGGCAGCC-CTCAGAA--GAGGAGA--GCAATAGTC------------------------------------------------------------------------------------GAAACACAAGCAGACG---CACTCACACACAT-GGCTTGAGATC---------
droEre2 scaffold_4820:8165314-

8165469 +
AAAA--------------------------TTAACAGTGGAGGTGGAAAAGGAACGAATGGAATG---GAATAA--------------------------------------------------------AGCGTTACATGCAACTCTGTTTTGCGTAGGGTTGCCAACGCCAACTTGCAGGCAGCC-CTCAGAA--GAGGCCA--GCAATAGTC------------------------------------------------------------------------------------GAAACACAAGCAGACG---CACTCACACACAT-GG------------------
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AGACGACAAAATGAATATTAGTTTATAGAAATGTTATTAATAGGATTTTAATATTAACTGAACTGCTGGCAATATATAATATCCAATTTGCGACCAACTCAGTTGATATTAAAATCCGTTTTTTAACCACATTTTGTCCTAAGCCGATACTTGACTTGCCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

..................................................ATATTAACTGAACTGCTGGCA.......................................................................................... 21 0 1 6.00 6 3 3

.........................................................................................GCGACCAACTCAGTTGATATT................................................... 21 0 1 2.00 2 2 0

..........................................................................................CGACCAACTCAGTTGATATT................................................... 20 0 1 1.00 1 1 0

..................................................ATATTAACTGAACTGCTGGCAT......................................................................................... 22 1 1 1.00 1 0 1

..................................................ATATTAACTGAACTGCTGGC........................................................................................... 20 0 1 1.00 1 1 0

..................................................ATATTAACTGAACTGCTGGCAA......................................................................................... 22 0 1 1.00 1 0 1

..........................................................................................CGACCAACTCAGTTGATATTT.................................................. 21 1 1 1.00 1 1 0

Anti-sense strand reads

TCTGCTGTTTTACTTATAATCAAATATCTTTACAATAATTATCCTAAAATTATAATTGACTTGACGACCGTTATATATTATAGGTTAAACGCTGGTTGAGTCAACTATAATTTTAGGCAAAAAATTGGTGTAAAACAGGATTCGGCTATGAACTGAACGGT

************************************.......(((((((((((((((((((..((...((((...............))))...))..)))))))))))))))))))........***********************************
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_15074:5989685-

5989845 +
dgr_58 AGACGACAAAATGAATATTAGTTTATAGAAATGTTATTAATAGGATTTTAATATTAACTGAACTGCTGGCAATATA---TAATATCCAATTTGCGACCAACTCAGTTGATATTAAAATCCGTTTTTTAACCACATTTTGTCCTAAGCCGATACTTGACTTGCCA

droVir3 scaffold_13047:2413955-
2413955 +

A-------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:15238222-
15238297 -

AAAAAAAT--------------------------------------------------------------TTTATATAGTTATTTCTCTTTTGAAATTAATAAAGTTAGT--------------------------TAATTAGAAATCCAATTTTAGTTTGTTA
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CCATGACCCAGTGATAAGTGATATGTGATTGGTGCCTCTCGCACGAAGAGAAGTCTGAGAAAGTGTGTTTGTTTGCTGGCTACGTTTGTGTTACATTTCGAACTAACGCCAGCAGCTGCTGCTGCTGCTCCTGCTGCGGGTGCGTTCGTCATGTAGGTTAAGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCAATCGATCGGGTTTATATATGTGTATAATACATAAAAAATATATTTATCTG

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

.................................................................TGTTTGTTTGCTGGCTACGTTT.......................................................................................................................................................................... 22 0 1 2.00 2 2 0

.................................................................TGTTTGTTTGCTGGCTACGT............................................................................................................................................................................ 20 0 1 2.00 2 2 0

.............................................................................................................................................GCGTTCGTCATGTAGGTTAAGC.............................................................................................. 22 0 1 1.00 1 1 0

..........................................................................................................................TGCTGCTCCTGCTGCGGGTGCG................................................................................................................. 22 0 1 1.00 1 0 1

.................................................................TGTTTGTTTGCTGGCTACGTTTGTG....................................................................................................................................................................... 25 0 1 1.00 1 1 0

......................................................................GTTTGCTGGCTACGTTTG......................................................................................................................................................................... 18 0 1 1.00 1 1 0

......................................................................GTTTGCTGGCTACGTTTGTG....................................................................................................................................................................... 20 0 1 1.00 1 1 0

.........................................................................................................................................................................CAAATGTTCAGCAAGACAACACG................................................................. 23 0 1 1.00 1 1 0

Anti-sense strand reads

GGTACTGGGTCACTATTCACTATACACTAACCACGGAGAGCGTGCTTCTCTTCAGACTCTTTCACACAAACAAACGACCGATGCAAACACAATGTAAAGCTTGATTGCGGTCGTCGACGACGACGACGAGGACGACGCCCACGCAAGCAGTACATCCAATTCGTTGTGTGTTTACAAGTCGTTCTGTTGTGCAGTTTCGTTCGGCGTTAGCTAGCCCAAATATATACACATATTATGTATTTTTTATATAAATAGAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_14906:5355623-

5355879 +
dgr_460 CCA-TGACCCAGTGATAA-----GTGATATGT---------------------------------------------GA--TTG---GTGC-------------------------------------------CTCTCGCACGAAGAGAAGTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTCGAA--CTAA----CGCCAGCAGCTGCTG--CTGCTGCTCCTGCTGCGGGT----------------------GCGTTCGTCATGTAGGTTA-AGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCAATCGATCGGGTTTATAT----AT------------------GTGT-ATAATACA--------------------TA-AAAAATATA------------TTTATCTG

droVir3 scaffold_13047:936601-
936863 -

dvi_24633 CCG-TGACCCAGTGATAA-----GCAAGT--------------------GCTTGGTGCTCCGCGATTTGTGATATGTAA--TAA---GTGC--------------------CT---CT-CGA-----TAATACCG---T---GCGACAGAATTCTGAG-AAAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGCGAA--GTCT----CGACGGCTGCTGCA---------------------------------------------G-ACTCGTCATGTAGATTA-AG-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCAAATGATCGAGG----ATGTGCGT------------------TTAT-TTAATACA-------------------------CACT------TCAGT--GA----TCTA

droMoj3 scaffold_6540:4939388-
4939648 -

dmo_3125 TCG-TGATTTA-TGATTT-----GTGATTTG--TGATCTG--C------------------------------------ATT----------------------TCAGTGGCT---AT-CGA-----TGAGAGAC---TGCAACGAGACAAATCTAAG-AAAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGATGAA--ATCC----TGTCAGCTGTTGCA---------------------------------------------A-GTTCGTCATGTAGATTA-AGCAACGCACAAATGTTCAGCAAGACAACACGTCAAAGCTAGCCGCAAATAATCGAATTTA------------------------------------TATACACCGATATATATATATATATATATATATATA------------TATATAGA

droWil2 scf2_1100000004902:91360-
91545 -

dwi_5413 AAG-TGT----------------------------------------------------------------------------GTGCAAGT----------------------------------------------GAACTCTAAGAGAACTCTAAG-AAAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGATTCAATGTTT--TCTA-----------T---------------------------------------------TGG--CATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACAAGATAC------------------------------------------AAAAAA--------------------CA-AAACATATC------------TCTCTCTC

dp5 2:7251446-7251687 - dps_3824 CCAGTGACCAAGTGATAA-----GTGT----------------------GCG----------------------T--------GTGCGTGTGTC----------------------------------------T---T---ACCAAAGAACTCTGAT-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGA----T-GCCC---TTT-----------ATGG-----------ACTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTA-ATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAA----------------T------------------GTAT-CTAATAAA--------------------------------CTGCCAGTATGATATATCTT
droPer2 scaffold_0:1112046-

1112289 -
dpe_2478 CCAGTGACCAAGTGATAA-----GTGT----------------------GCG----------------------TGTGC--GTGTGCGTGTGTC----------------------------------------T---T---ACCAAAGAACTCTGAT-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGA----T-GCC---CTTT-----------ATGG-----------ATTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTA-ATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAA----------------T------------------GTAT-CTAATAAA--------------------------------CTGCCAGTATGA----TATA

droAna3 scaffold_13340:938933-
939161 +

dan_4036 CCA-GGATCTGGA--TCT-----G-GATC-------------------------------------------------------------------------------TGGA-AC--T-GAA-----------TCTGGAGCAGCATGAGAACTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGG----AGGTCC-TCTTC-----------G---------------------------------------------GGG-CTTCCCTGTAGGCTT-AGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAGGACAACTACTACATCA----AAGTGATTCCAATTCAAACAATGGACAAATAAA--------------------------------CTTTC------------ATT

droBip1 scf7180000394085:58574-
58790 -

CCA-GGACC------------------------------------------------------------------------------------------------------------------------------TGGATCTGCATGAGAACTCTGAGAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACAAGG----AGGTCCTCCCAA-----------G---------------------------------------------GGG-CCTTCCTGTAGGCTT--GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAAGAGGACTACTCCCCCA----AAGTGACTCCCATCCAAGCAGTGG-ATACTCCAC-------------------TC-CAAAATATA------------AACAGTAA

droKik1 scf7180000302475:1404878-
1405080 +

CCC-TGACCCAGTGATTA-----GTGTTATTTACGGTGGAAAA------------------------------------AT-----------------------TCAATGGAAAC--T-CAAAATGATCAACTACTGCACCGGCCTGAGAACTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG----A-----TCCATA-----------A---------------------------------------------AGG-ACTCCATGTAGGCTT-AGCAACTCACAGATGTTCAGCAAGACAACACGTCTAAATAATCAACAA---------------------------------------------------------------------------------------------------------

droFic1 scf7180000453800:2293554-
2293744 +

CCC-TGACCCAGTGATTA-----GTGATATTTACAGCTTAC-A------------------------------------GC-------------TCAAAAAAACGCAATGGAAAA-CT-TTA-----------TCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG----A-----TCCAAA-----------T---------------------------------------------TGG-ATTTCCTGTGGGCTT-AGCAACTCACAGATGTTCAGCAAGACAACACGTCAAA--------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490995:524425-
524620 -

CCA-TGACCCAGTGATTAATGGAGTGATAATTACAGCTCAA-A------------------------------------GC-----------------------CCAATGGAAAC--T-TCA-----------CCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGA----A-----TCCGAA-----------A---------------------------------------------TGG-ATTTCCTGTAGGCTA-CACAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAA---------------------------------------------------------------------------------------------------------

droRho1 scf7180000777158:35349-
35527 -

CCC-TGACCCAGTGATAA-----GTGATACTTACAGCCCAA--------------------------------------AC-----------------------CCAATGGAAAC--T-CTA-----------CCTG-----------GATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGA----A-----TCCGAA-----------A---------------------------------------------TGG-ATTTCCTGTAGGCTT-ACCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAA---------------------------------------------------------------------------------------------------------

droBia1 scf7180000302402:8304830-
8305025 +

CCC-TGACCCAGTGATTA-----GTGATATTGACGGCCCAA-C------------------------------------AT-----------------------TCCATGGAAAC--GCCTA-----------TCTGGAGCAGCAAGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACGGGC----A-----ACCCAA-----------A---------------------------------------------GGG-CTTTCTCGTAGAATT--GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGAGAT----------------------------------------------------------------------------------------------------

droTak1 scf7180000415380:1425466-
1425661 -

CCC-TGACCCAGTGATTA-----GTGATATTTACAGCTCAA-C------------------------------------AT-----------------------CCCATGGAAAC--T-TTA-----------TCTGAAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG----A-----TCCGAA-----------A---------------------------------------------TGG-ATTTCCTGTAGACTT-GGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGAT----------------------------------------------------------------------------------------------------

droEug1 scf7180000409692:688169-
688367 +

CCC-TGACCCAGTGATTA-----GTGATATTTACAGCTCTA--------------------------------------AC-------------TATAAGGAAACCAATGGAAAG--T-CTA-----------TCTGGAGCAGCATGAGATCTATGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGG----A-----TCCGGA-----------A---------------------------------------------TGG-ATTTCCTGTAGATTT-GGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACA----------------------------------------------------------------------------------------------------------

dm3 chr3R:6217123-6217325 + dme_164 CAT-TGACCCAGTGATTA-----GTGATATTAACAGCTAAC-CATTCCT------------------------------AT-----------------------CCAATGGATGCTCC-ATA-----------TCTGGAGTAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGG----A-----CTTCAA-----------A---------------------------------------------TGG-ATTTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGAT----------------------------------------------------------------------------------------------------
droSim2 3r:14862091-14862257 - CCA-TTCCC----------------------------------------------------------------------AT-----------------------CCAATGGACGC--C-ATA-----------TCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTAGGG----A-----CTCCAA-----------A---------------------------------------------TGG-ATTTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGAT----------------------------------------------------------------------------------------------------
droSec2 scaffold_0:15728135-

15728301 -
dse_143 CCA-TTCCC----------------------------------------------------------------------AT-----------------------CCAATGGACGC--C-ATA-----------TCTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCAGGG----A-----CTCCAA-----------A---------------------------------------------TGG-ATTTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGAGAT----------------------------------------------------------------------------------------------------

droYak3 3R:10242931-10243092 + CCA-T--C------------------------------------------------------------------------------------------------CCAATGGACGC--C-ATA-----------TCTGGACCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGG----A-----TTCCAA-----------A---------------------------------------------TGG-AATTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGAT----------------------------------------------------------------------------------------------------
droEre2 scaffold_4770:15403140-

15403289 -
TCA-CATCCCATT------------------------------------------------------------------------------------------------GGACGCCAT-GGA-----------TCTGGAGCCGCACGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCAGGG----G-----TTCCAA-----------A---------------------------------------------TGG-ATTTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAA--------------------------------------------------------------------------------------------------------------------
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ID:

dgr_464

Coordinate:

scaffold_15110:20858179-20858318 -

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intergenic

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATAAATCAATAACTGCCTTAAATAGTGAAGAGAAGAAGCTTGAATCGGTGAATCAATTCAACTTGAATGAAATCATGGCACAGAAATATGCAACTTGAACGATATCCCGCACTTGTCGCTGGCTATCGTGCAAGTCATCGTTAATGTTGCGTTATCCTGTAGCCGCAAGCAACAATAATCTACCAAATGGTAGTTAATAGTTACACATTGTTTCAACAAATAATACTTTAAGCATAAACT

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

..........................................................................................CAACTTGAACGATATCCCGCAC................................................................................................................................ 22 0 1 4.00 4 4 0

..........................................................................................CAACTTGAACGATATCCCGCA................................................................................................................................. 21 0 1 1.00 1 1 0

.....................................................................................................................................GTCATCGTTAATGTTGCGT........................................................................................ 19 0 1 1.00 1 1 0

Anti-sense strand reads

TATTTAGTTATTGACGGAATTTATCACTTCTCTTCTTCGAACTTAGCCACTTAGTTAAGTTGAACTTACTTTAGTACCGTGTCTTTATACGTTGAACTTGCTATAGGGCGTGAACAGCGACCGATAGCACGTTCAGTAGCAATTACAACGCAATAGGACATCGGCGTTCGTTGTTATTAGATGGTTTACCATCAATTATCAATGTGTAACAAAGTTGTTTATTATGAAATTCGTATTTGA

*************************************************************************.(((((((....(((((((...((((((.....((((..(((...)))....)))).....))))))...)))))))....)))).)))...***************************************************************************
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_15110:20858129-

20858368 -
dgr_464 ATAAATCAATAACTGCCTTAAATAGTGAAGAGAAGAAGCTTGAATC-GGTGAATCAATTCAACTTGAATGAAATCATGGCACAGAAATATGCAACTTGAACGATATCCCGCACTTGTCGCTGGCTATCGTGCAAGTCATCGTTAATGTTGCGTTATCCTGTAGCC----------------------------------------------------------GCA---AGCAACAATAATCTACCAAATGGTAGTTAATAG----TTACACATTGTTTCAACAAATAATACTTTAAGCATAAACT

droVir3 scaffold_13049:22675495-
22675660 +

dvi_17 ----------------------------------GAAGCTTGGAGCTAGTGAAACG---CAATT--AAAGATAATGTGGTTCAGAAATTTGCAACTTAAACGATATCCCGCACTTGTCGCTGGCTATCGTGCAAGTCATCGTTAATGTTGCCGGATTCTGTGACC----------------------------------------------------------TTAAAAAGCAACA----------AAGTGGACGTTAAAAGAATATTATACA---------------------------------

droMoj3 scaffold_6680:17294272-
17294433 +

dmo_221 --------------------------------------------------------------------TAAAGATGTGGCGCAGAAGTTTGCAACTTAAACGATATCCCGCACTTGTCGCTGGCTATTGTGCAAGTCATCGTTAATGTTGCCGGATTCTGTGACCTATAGTACAACCACAAATAGTATTTATAAAATTGGTAGGCCAGACTAATATAAGAAGTGCA---AGGA-------------------------------------------------------------------------
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ID:

dgr_227

Coordinate:

scaffold_14978:1067315-1067384 +

Confidence:

confident-exception

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dgri\GH25212-in]; CDS [Dgri\GH25212-cds]; CDS [Dgri\GH25212-cds]

No Repeatable elements found

mature

1. dgr_227  scaffold_14978:1067363-1067384 +
2. scaffold_15252:179220-179241 +

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGGCGCGGAGCAAGCCGCGCAAGGTGATGTGCTATGTGGGACCGAAACAGGTGAGTATCATCGAGTTGAGTTTAATTAATTGTGCGAAATGTTCAGGCTCAGAATTCGTTGATATTTCAGGTAACCATCAAGGAAATGATATTGAAGTTCATACCCAAGCGTATTGCGAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

..................................................................................................TCAGAATTCGTTGATATTTCAGT................................................. 23 1 2 5.00 10 4 6

..................................................................................................TCAGAATTCGTTGATATTTCAG.................................................. 22 0 2 3.50 7 6 1

..................................................................................................TCAGAATTCGTTGATATTTCA................................................... 21 0 2 3.00 6 5 1

...................................................................................................CAGAATTCGTTGATATTTCAG.................................................. 21 0 2 0.50 1 1 0

Anti-sense strand reads

GCCGCGCCTCGTTCGGCGCGTTCCACTACACGATACACCCTGGCTTTGTCCACTCATAGTAGCTCAACTCAAATTAATTAACACGCTTTACAAGTCCGAGTCTTAAGCAACTATAAAGTCCATTGGTAGTTCCTTTACTATAACTTCAAGTATGGGTTCGCATAACGCTG

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

M041

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_14978:1067265-

1067434 +
dgr_227 CGGCGCGGAGCAAGCCGCGCAAGGTGATGTGCTATGTGGGACCGAAACAGGTGAGTATC-AT--CGAGT-------------------------TGA---GTTTAATT--AATTGTGCGAAATGTT--CAGGCTCAGAATTCGTTGATATTTCAGGTAACCATCAAGGAAATGATATTGAAGTTCATACCCAAGCGTATTGCGAC

droVir3 scaffold_12963:12587183-
12587352 -

CGACGAGGAGCAAGCCGCGCAAGGTGATGTGCTATGTGGGACCGAAACAGGTGAGTCTC-ATAGT------------------------TG---CAG---ATGAAATTG--ATTGTGCGAAATGTT--CAGGCTCAGAACTCGTTGATTTTTCAGGTGACGATCAAGGAAATGATATTAAAGTTCATTCCCAAACGTATTGCGAC

droMoj3 scaffold_6500:29345391-
29345563 +

CCACAAAGAGCAAACCGCGGAAGGTGATGTGCTATGTGGGGCCGAAGCAGGTGAGTAGTGGT--GCACA--------------------TA---AGG---CTCACGTTA--TTTGTGCGAAATGTT--GAGGCTCAGAACTCGTTAATCTTTCAGGTGACGATTAAGGAAATGATTTTGAAGTTCATACCGAAACGTATTGCCAC

droWil2 scf2_1100000004521:885307-
885481 -

CCGCCAAGAGTAAACCCCGCAAAGTTCTCTGCTATGTGGGACCTAAGCAGGTGAGTGGAATG--G-AATAGACTCCA---C--------TT---TTGACC-----------CCTCTACCAAATGTT--GAGGCTCAGAATTCGTTGATATTTCAGGTAACCATCAAGGAGATGATATTGAAATTTATACCCAAACGTATAGCAAC

dp5 4_group3:8815770-8815944 + CCTCGAAGAGCAAGCCCCGGAAGGTACTCTGCTATGTGGGACCCAAGCAGGTGAGTAATCAG--G-------CCCCAGGGCTTCTGGCG-----GGG--------------AACTAGTGAAATGTT--AAGGCTCAGAACTCGTTGATCTTTCAGGTGACCATCAAGGAGATGATCCTCAAGTTCATACCCAAAAGGATCGCCAC
droPer2 scaffold_1:10267568-

10267742 +
CCTCGAAGAGCAAGCCCCGGAAGGTACTCTGCTATGTGGGACCCAAGCAGGTGAGTAATCAG--G-------CCCCAGGGCTTCTGGCG-----GGG--------------AACTAGTGAAATGTT--AAGGCTCAGAACTCGTTGATCTTTCAGGTGACCATCAAGGAGATGATCCTCAAGTTCATACCCAAAAGGATCGCCAC

droAna3 scaffold_12916:6435981-
6436151 -

TGGCCAAGAGCAAGCCGAGGAAGGTGCTCTGCTATGTGGGACCCAAGCAGGTGAGTGGTCAG--C------------------------CA---GCT---GCTGCAATGCTATCCCATGAAAGGCG--AGGGCTCAGAACTCTCTGATCTTCCAGGTGACCATTAAGGAGATGATACTCAAATTCATTCCAAAGAGGATCGCCAC

droBip1 scf7180000396568:381400-
381570 +

TGGCCAAGAGTAAGCCGAGGAAGGTGCTCTGCTATGTGGGACCCAAGCAGGTGAGTGGGCAG--C------------------------CA---GGC---GCTGCAATGCTATCCCATGAAAGGCG--AGGGCTCAGAACTCTCTGATCTTCCAGGTGACCATTAAGGAGATGATACTCAAATTCATTCCAAAGAGGATCGCCAC

droKik1 scf7180000302408:261544-
261719 +

TGGCCAAGAACAAGCCGAGGAAGGTGCTCTGCTATGTGGGACCCAAGCAGGTGAGTAATCAG--C------------------------GCCGTAGA---AACCCATTGGGATCGAGGGAAATGTGAGAGGGCTCAGAACTCCCTGATCTTTCAGGTGACCATCAAGGAGATGATACTCAAGTTCATTCCCAAGAGGATAGCCAC

droFic1 scf7180000453949:91940-
92110 -

TGGCCAAGAACAAGCCGAGGAAGGTGCTCTGCTACGTGGGACCCAAACAGGTGAGTGGCCAG--C------------------------TG---GGG---AGCCCGATGATGTTGTGTGAAATGCG--AGGGCTCAGAACTCCCTGATCTTCCAGGTGACCATCAAGGAGATGATCCTCAAGTTCATCCCCAAGCGGATCGCCAC

droEle1 scf7180000491273:1270200-
1270370 -

TGTCGAAGAACAAGCCGCGAAAGGTGCTCTGCTATGTGGGACCCAAACAGGTGAGTGGCCAG--C------------------------AC---TGC---AGCACGCTGATGTCGAGTGAAATGTG--AGGGCTCAGAACTCGCTGATCTTTCAGGTGACCATCAAGGAGATGATCCTGAAGTTTATACCCAAGAGGATCGCCAC

droRho1 scf7180000777965:66924-
67094 -

TGTCCAAAAACAAGCCGAGAAAGGTGCTCTGCTATGTGGGACCTAAACAGGTGAGTGGTCAG--A------------------------GC---TGG---AACCCGGTGATATCGAGTGAAATGTG--AGGGCTCAGAACTCGCTGATCTTCCAGGTGACCATCAAGGAGATGATCCTCAAGTTTATCCCCAAAAGGATCGCCAC

droBia1 scf7180000302408:243800-
243972 +

TCTCCAAGAACAAGCCGAGGAAGGTGCTCTGCTATGTGGGACCCAAACAGGTGAGTGGACAA--C------------------------TC---TCGAACACCATG-TGGTATTGGGTGAAATGTG--AGGGCTCAGAACTCGTTAATATTCCAGGTGACCATCAAGGAGATGATCCTCAAGTTCATCCCCAAGAGGATTGCCAC

droTak1 scf7180000415779:511856-
512025 +

TGTCCAAGAACAAGCCGAGGAAGGTGCTCTGCTATGTGGGACCCAAACAGGTGAGTGGGAA---C------------------------TC---AAG---ATTACGCTGATATCGGGTGAAATGTG--AGGGCTCAGAACTCGCTGATCTTTCAGGTGACCATTAAGGAGATGATCCTGAAGTTTATACCCAAGCGGATTGCCAC

droEug1 scf7180000407253:241343-
241513 +

TATCCAAAAACAAACCGAGAAAGGTGCTCTGCTATGTGGGACCCAAGCAGGTGAGTGGTCAT--A------------------------AC---AAG---AATACAATGATATTGGGGGAAATGTG--AGGGCTCAGAACTCCCTGATCTTCCAGGTTACTATCAAGGAGATGATCCTTAAGTTTATACCCAAGAGGATCGCCAC

dm3 chr2L:2028200-2028370 + TGTCCAAGAACAAGCCGAGGAAGGTGCTCTGCTATGTGGGACCCAAACAGGTGAGTGGTTAT--C------------------------TG---GGC---AGCACGTTGACATCGGGTGAAATGTG--AGGGCTCAGAACTCGCTGATCTTCCAGGTGACCATCAAGGAGATGATCCTCAAGTTCATCCCCAAGAGGATTGCCAC
droSim2 2l:1938179-1938349 + dsi_5264 TGTCCAAGAACAAGCCGAGGAAGGTGCTCTGCTATGTGGGACCCAAACAGGTGAGTGGTTAT--C------------------------TG---GGG---AGCACGTTGACATCGGGTAAAATGTG--AGGGCTCAGAACTCGCTGATCTTCCAGGTGACCATCAAGGAGATGATCCTCAAGTTCATCCCCAAGAGGATTGCCAC
droSec2 scaffold_14:1974672-1974842

+

TGTCCAAGAACAAGCCGAGGAAGGTGCTCTGCTATGTGGGACCCAAACAGGTGAGTGGTTAT--C------------------------TG---GGG---AGCACGTTGACATCGGGTAAAATGTG--AGGGCTCAGAACTCGCTGATCTTCCAGGTGACTATCAAGGAGATGATCCTCAAGTTCATCCCCAAGAGGATTGCCAC

droYak3 2L:2013493-2013663 + TGTCCAAGAACAAGCCGAGGAAGGTGCTCTGCTATGTGGGACCCAAACAGGTGAGTGGTAGT--C------------------------TC---GGG---AACACATTGATATCGGGTGAAATGTG--AGGGCTCAGAACTCGCTGATCTTCCAGGTGACCATCAAGGAGATGATCCTCAAGTTCATTCCCAAGAGGATCGCCAC
droEre2 scaffold_4929:2075550-

2075720 +
TGTCCAAGAACAAGCCGAGGAAGGTGCTCTGCTATGTGGGACCCAAACAGGTGAGTGGTAGT--C------------------------TC---GGC---AACACGTTGATATCGGGTGAAATGTG--AGGGCTCAGAACTCGCTGATTTTCCAGGTGACCATCAAGGAGATGATCCTAAAGTTCATCCCCAAGAGGATCGCCAC
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CGTCCAGCGTTTCTATGGAACCTAAACAACAACATCGTGTTCCGACTTTGACTCCAACTCAGGGCCAGAGTCTGTGTTTTAGCTGGATTCTGAGTCTGAGTTGGGGTCTGAGTCTGGTCAGTGGCTCCAAGGGCGCATGGGCAATTCTCGCGAAATGGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

M041

female
body

.......................................................................................TTCTGAGTCTGAGTTGGGGTCT................................................... 22 0 1 3.00 3 3 0

..................................................ACTCCAACTCAGGGCCAGAGTC........................................................................................ 22 0 1 2.00 2 1 1

..................................................ACTCCAACTCAGGGCCAGAGTT........................................................................................ 22 1 1 1.00 1 1 0

.......................................................................................TTCTGAGTCTGAGTTGGGGTCTC.................................................. 23 1 1 1.00 1 1 0

Anti-sense strand reads

GCAGGTCGCAAAGATACCTTGGATTTGTTGTTGTAGCACAAGGCTGAAACTGAGGTTGAGTCCCGGTCTCAGACACAAAATCGACCTAAGACTCAGACTCAACCCCAGACTCAGACCAGTCACCGAGGTTCCCGCGTACCCGTTAAGAGCGCTTTACCTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_15126:5586470-

5586629 +
dgr_32 CGTCCAG------CGTTTCTATGGAACCT-----------------AAA------CAACAACATCGTGTTCCGACTTTGACTCCA------ACTCAGGGC---------CAG-----AGTCTGTGTTTTAGC-TGGATTCT--------------------------GAGTCTGAGTTGGGGTCT--------------------------------------------------GA-GTCTGGTCAGT-----------GGCTCCAAGGGCG--CAT-GG------GCAATTCTCGCGAAATGG--AA

droVir3 scaffold_12963:12058133-
12058265 +

TATCCAG------CGTTTCTATGGAACCT--------------------------AAACAACATCGTGCCCCGACTTTGACTCCA------AGTCGAAGT---------TGG-----A-------------------GTCT--------------------------------GAGGCTGAGTCT--------------------------------------------------GA-GTCTGGTCAGT-----------GGCTCCAAGGGCG--CAT-GG------GCAATTCTCGCGAAATGG--AA

droMoj3 scaffold_6500:20768488-
20768645 +

CATCCAG------CGTTTCTATGGAACCT--------------------------AAACAACATCGTGCCCCGACTTTGACTCCG------ACTCGAGGT---------TGG-----AGTTGGAGTTGGAGC-TGAGAGTC--------------------------GGGACTGAGCCAGAGTCT--------------------------------------------------GAGGTCTGGTCAGT-----------GGCTCCAAGGGCG--TAT-GG------GCAATTCTCGCGAAATGG--AA

droWil2 scf2_1100000004577:1695569-
1695720 -

A------------TGATTCTATGGAACGA--A-----CCCAG--AGGAACACAGAAAACGACTTCGTGCCAAA-CTCTCTCTCTC--------------------------------------T-----------------------------------------------------------------------------------------CTCTATCTCTCTCTTTCCCCACT-CTCCAATACTCAGACTTTAGCTTG-GTCCAAGGGCGTCCATTGG------ATAATTCTTGCGAAATGGAGAA

dp5 4_group4:2413607-2413705 - CAGCC---GCAGAAGATTCTATGGAAG-----------------AAGAAC---AGAAACGACTTCGTGCCGGGGCT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGACTCCAAGGGCG--CATCGGGCAAGGGCAATTCTCGCGAAATGG--AA
droPer2 scaffold_10:1423238-1423336

-
CAGCC---GCAGAAGATTCTATGGAAG-----------------AAGAAC---AGAAACGACTTCGTGCCGGGGCT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGACTCCAAGGGCG--CATCGGGCAAGGGCAATTCTCGCGAAATGG--AA

droAna3 scaffold_12916:7691628-
7691892 +

AG----G------AGATTCTATGGAACGTTGAAAGGTCTGGGCTGAGAA--TGGCCAGCGAATTCGTGCTCCAGCTTTA-CACTGTAGGAAAATAAGGGCTTACAAAAATAGATATGAA----TCTCT-AGT-TTTATTCTAGAAATTATCTATAAAAGTGTAATGTGATTAAAAGATAGTCTCTTAAGATTTTTAAGAATATTTTTGTAAAAATATATTTA---ATCCATATTTT-GTTCAGTGCCCT-----------AACTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAATGG--AA

droBip1 scf7180000396554:304884-
304920 +

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAATGG--AA

droKik1 scf7180000302271:539886-
539924 -

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAATGG--AA

droFic1 scf7180000454087:168171-
168209 -

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTCCAAGGGCG--CATGGG------GCAATTCTCGCGAAATGG--AA

droEle1 scf7180000491028:625668-
625706 -

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAATGG--AA

droRho1 scf7180000776634:1889-1937
-

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTGTGCACA-----------GACTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAACGG--AA

droBia1 scf7180000302261:1182716-
1182754 -

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAATGG--AA

droTak1 scf7180000415438:260934-
260972 +

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTCCAAGGGCG--CAACGG------GCAATTCTCGCGAAATGG--AA

droEug1 scf7180000409231:288553-
288772 +

GA-CCGGCGGAGAAGATTCTGTGGAACGT--ATAAGTCTGGGCTAAGAA--TCAGAAACGACTTCGTGCCACAGCTTTA-CACTGGGCAAAAATACACATTATCAAGGCAAGGTAT------ACCTTT-AGCCTTTATTA-----------------------------------------------AAACTTCACAG-------CTTTAGAAATCTACTTCGAGCTCGACTTGTT-TTTCTGTGCGCA-----------GACTCCAAGGGCG--CATGGA------GCAATTCTCGCGAAATGG--AA

dm3 chr2L:15385749-15385787 + --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAATGG--AA
droSim2 2l:15023222-15023260 + --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAATGG--AA
droSec2 scaffold_3:1645915-1645953

+

--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAATGG--AA

droYak3 2L:19940138-19940176 - --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAATGG--AA
droEre2 scaffold_4929:7135238-

7135276 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GACTCCAAGGGCG--CATCGG------GCAATTCTCGCGAAATGG--AA
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Name Class Family Strand

A-rich Low_complexity Low_complexity +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATACGAAAAACTAAAAAAAAAAAAAAGTGAACAACCCAACCAACAAAACAATAGAAAAAAATAAACAATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACAACCTGATCTTTGTGTTATTATTTGCTTTATTCCAACATTCTTAGCACCCAAACTGCCCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

...............................................................AACAATTGTACACGGCTTTCGT....................................................................................................... 22 0 1 2.00 2 1 1

.....................................AACCAACAAAACAATAGAAA................................................................................................................................... 20 0 1 1.00 1 1 0

.................................................................CAATTGTACACGGCTTTCGTG...................................................................................................... 21 1 1 1.00 1 1 0

................................................................ACAATTGTACACGGCTTTCGTA...................................................................................................... 22 0 1 1.00 1 1 0

................................................................................................TCGAAGCTTTGTATAATTAACT...................................................................... 22 1 1 1.00 1 0 1

...............................................................AACAATTGTACACGGCTTTCG........................................................................................................ 21 0 1 1.00 1 1 0

......................AAAAGTGAACAACCCAACCA.................................................................................................................................................. 20 0 1 1.00 1 1 0

Anti-sense strand reads

TATGCTTTTTGATTTTTTTTTTTTTTCACTTGTTGGGTTGGTTGTTTTGTTATCTTTTTTTATTTGTTAACATGTGCCGAAAGCATTTCTTTAAATAGCTTCGAAACATATTAATTGGTTTTTTTTTGTTGGACTAGAAACACAATAATAAACGAAATAAGGTTGTAAGAATCGTGGGTTTGACGGGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_14906:8668139-

8668326 +
dgr_462 ATACGAAAAACTAAAAAAAAA--AA--------AAAGTGAACAAC----------CC----------AACC-----AACAAAACAATAGAA----------A------AAAATAAAC-AATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACAACCTGATC-TTTGTGTTATTATTTGCTTTATTCCAACATTCTTAGCACCCAAACTGCCCC

droVir3 scaffold_13047:1835004-
1835189 +

dvi_24634 AAATGAGC---------------AA--------AAAGAGAACAAC----------CC----------AACC--AACA--AAAACAATAGAAAA-AAAAACATAAAAAAAAAATAAATAAATTGTACACGGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAACAAAAAAAA-AAACCTTGAAC-TTTGTGTTTTTATTTTATTCACA-CAACAATATCAACACCC----CTCCCA

droMoj3 scaffold_6540:3761891-
3762070 +

dmo_3126 AAACGAAA--C-AAAATGAAAGAAA--------GAAGAGATGA----------ACCCAAC--C----AACAACAAAAAAAAACCAATAGAAAAAACTAA-AAAAAAAAAAAATAAAC-AATTGTACACTGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAAAAAAAAAA--A--AACTGAACTTTTGTGTTTTTATTTGATTTATT----------------------------

droWil2 scf2_1100000004902:4649914-
4650077 +

dwi_5415 AACCAAAA--C-AAAAGAAAAGAAAAGTTTA----AAAAATCA---AAA-C--AACCAAC--C----AACC-----AACAAAACAATAGAA------------------AAATAAAC-AATTGTACACGGCTTTTATAAAGTAATTTATTAAAGCTTTGTATAATTACCCAAAAAAAAAAACCCAAAAA-TTTTTGTTTTTATTTGT----T-----------------------------

dp5 2:27294869-27295026 - dps_3827 ACC-------------------------------------------CTTACA-AACCAAATCCATTCAACA-----GAAAAAACAATAGAAGA-ACAAA-AAAAAAAGAAAATAAAA-AATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAA--AAACCAAA-TTTGTGTTTTTATTTGCATTTTT----------------------------
droPer2 scaffold_6:2585071-2585227 - dpe_2481 ACC-------------------------------------------CTTACA-AACCAAATCCATTCAACA-----GAAAAAACAATAGAAGA-ACAAA-AAAAAAAGAAAATAAAA-AATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACCCCAAA-TTTGTGTTTTTATTTGCATT-------------------------------
droAna3 scaffold_13340:11049297-

11049436 -
dan_90 AAACAAATA------------------TTTGAAAAAGAAATCAACCC--------TC----------AACC--AACCACAAAGCAATAGAA----------A-------AAATAAAC-AATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAAGAAAAA--------CAACAAA-TTTGTGTTTTTATTT------------------------------------

droBip1 scf7180000396374:34256-34391
+

AAA--AAA--C-A--------------------AAAGAAATC---CC--------TC----------AACC--AACCACAAAGCAATAGAA----------A-------AAATAAAC-AATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAACAAAAA--------CAACAAA-TTTGTGTTTTTATTTTCCATA------------------------------

droKik1 scf7180000302247:250351-
250497 +

CCC-------------------------------------------C-A-CAAAACCAAC--C----AACC--ATCAACAAAACAATAGAAGA-A------AAAAAACAAAATAAAC-AATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAGA--AC-AACCAAAA-TTTGTGTTTTTATTTGCCTTAT-----------------------------

droFic1 scf7180000454106:2527577-
2527718 +

CCC-------------------------------------------C-A-CAAAGCCAAC--CACC-AACC--AACCACAAAACAATAGAA----------A----AACAAATAAAC-AATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAA--A--ACCTCCAA-ATTGTGTTTTTATTTGCCTTAT-----------------------------

droEle1 scf7180000491212:1154178-
1154316 +

ACC-------------------------------------------C-A-CAAAAGCATC--CACC-AACC--AGC-----AACAATAAAA-------------AAAACAAATAAAC-AATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAG-A--ACCCCAAA-TTTGTGTTTTTATTTGCGTTAT-----------------------------

droRho1 scf7180000778307:14064-14204
+

ACC-------------------------------------------C-A-CAAAACCAAC--C----AACC--AACATCAAAACAATAGAA----------A--AAAACAAATAAAC-AATTGTACACGGCTTTCGTAAAGCAATTTATTGAAGCTTTGTATAATTAACAAAAAAA--A--ACCTCAAA-TTTGTGTTTTTATTTGCGTCAT-----------------------------

droBia1 scf7180000302402:7353515-
7353651 -

CCC-------------------------------------------C-A-CAAAACCAAC----------C--AACAAGAAATCCATAGAA----------A---AAA-CAATAAAC-AATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA-AC-AACCAAAA-TTTGTGTTTTTATTTGCGTTAT-----------------------------

droTak1 scf7180000414009:179083-
179222 +

ACC-------------------------------------------CTA-TAAAACCAAC--C----AACC--AACAAGAAAACAATAGAA----------A---AAACAAATAAAC-AATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAA-A--A--ACCTCAAA-TTTGTGTTTTTATTTGCGTTAT-----------------------------

droEug1 scf7180000409490:80951-81102
+

AAACGAA--------------------------------ATC---CCCA-CAAAACCAAC--C----AACC--AACAACAAAACAATAGAA----------AAAAAATCAAATAAAC-AATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAA--A--ACCTCAAA-TTTGTGTTTTCATTTGCGTTAT-----------------------------

dm3 chr3R:4640252-4640392 - dme_421 ACC-------------------------------------------CC-ACA-AACCAAA--C----AA-C--AACAACAAAACAATAGAA----------A---AAAGAAATAAAC-AATTGTACATGGCTTTCGTAAAGAAATTTATGAAGGCTTTGTATGATTAACCAAAAAAAAA--TCCACAAA-TTTGTGTTTTTATTTGCGTTAT-----------------------------
droSim2 3r:16351736-16351881 + dsi_75 ACC-------------------------------------------CC-ACA-AACCAAA--C----AACAACAACAACAAAACAATAGAA----------AAAAAAACAAATAAAC-AATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAA-A--TCCTGAAA-TTTGTGTTTTTATTTGCGTTAT-----------------------------
droSec2 scaffold_0:17217384-17217525

+
dse_1844 ACC-------------------------------------------CC-ACA-AACCAAA--C----AA-C--AACAACAAAACAATAGAA----------A-AAAAACAAATAAAC-AATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAA-A--TTCTGAAA-TTTGTGTTTTTATTTGCGTTAT-----------------------------

droYak3 3R:8702186-8702327 - dya_1796 ACC-------------------------------------------CG-TCA-AACCAAA----------C--AACAACAAAACAATAGAAGA---------AAAAAACAAATAAAC-AATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAAA--TCCTCAAA-TTTGTGTTTTCATTTGCGTTAT-----------------------------
droEre2 scaffold_4770:16945907-

16946043 +
der_1521 ACC-------------------------------------------CC-ACA-AACCAAA----------C--AACAACAAAACAATAGAA----------A--AAAACAAATAAAC-AATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAA--A--TCCTCAAA-TTTGTGTTTTTATTTGCGTTAT-----------------------------
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ATGTAATTGGCTGGTTGAGATATATATATATATATATATGTATATATATTGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAATGCAAAAACTCGAAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTGACCTCAACCAACCAAACTAATCAACTAATCAACCAATCAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

.......................................................................................TCCAAATGCAAAAACTCGAAAACGC...................................................................................... 25 0 1 1.00 1 1

.................................................................TGTTGCACGACGTGGCAGCTGC............................................................................................................... 22 0 1 1.00 1 1

.............................................................................................TGCAAAAACTCGAAAACGCAGCT.................................................................................. 23 0 1 1.00 1 1

.................................................................TGTTGCACGACGTGGCAGCTGCTT............................................................................................................. 24 1 1 1.00 1 1

Anti-sense strand reads

TACATTAACCGACCAACTCTATATATATATATATATATACATATATATAACACTCTAGAGCCCAAACAACGTGCTGCACCGTCGACGAGGTTTACGTTTTTGAGCTTTTGCGTCGACAGAGAGCTACAAAAGCTAAAGCCCTAGAACAGTAGCCGCACTGGAGTTGGTTGGTTTGATTAGTTGATTAGTTGGTTAGTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V109

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2 scaffold_14906:5355416-

5355613 +
dgr_461 ATG--------------TAATTGGCTGGTTGAGA-TATATATA-------------TATATA---------TATATGTATAT-ATAT-TGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAATG--CAA-------------------------------------------------------------------------------------------------------------------------AAACTCG--AAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTG---A-C------------------CTCAACCAACCAA----------------------------------------ACTAATCAACTAATCAA----CCAATC----------------AA

droVir3 scaffold_13047:936867-
937006 -

dvi_125 C----------------------------------------------------------------------TGGTTGAGAGACAATG-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAAATG------------------------------------------------------------------------CCAAA---------TA-----------------------------------------TTCA--AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTGCGACAACGTG---A-T------------------CCCAACCATCC---------------------------------------------------------------------------------------

droMoj3 scaffold_6540:4939658-
4939827 -

dmo_129 G------------------------------------------------------------------------GTTGTGCAAAAATA-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCACATA--C-C---------------------------------------------------------------------A---------------------------------------------------AA-CTCA--AATATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTAAGACGACGTG---A-C------------------CCCAGCCACTC----------------------------------------CCAGTGATAAGCAA--CAAGTGATTAGTGAT--T--A------G-TG

droWil2 scf2_1100000004902:91554-
91739 -

dwi_5414 T-G--------------T-----------------------------------------------------GTGTTGC-CAAGCGTCCTATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAAC--CCCC-CCT--TGCCACA----------------------------------------------------CC-CTCT--TTG----------CA----A-TGGTAAATA--CCTCCCT--TTCGAAATTG-TTATTATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTATTTACGACCCA------------------------------------------------------------------------------GTGA-----------A----CTATTC----------------CG

dp5 2:7251697-7252003 - dps_3825 GTG--------------CGAGAGAGTGTACGAGAGTATATCTA------------ATCTATA---------GAGTTTTCCATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAG--ACCCACCTCTTTCCCAGCAGACGCCATTGTGATGATGTTGTTGATGATGATGATGAGGAGGAGGAGAGA--AG---------------------------GAGGAGGAGGGC-----------TTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC---A-TTAA-------CCATTG-------------GAACCACTACGAATACAAATATATATACATTTGTGATCCCCCAGTGA----------------T-CGCC----------------CT
droPer2 scaffold_0:1112299-

1112599 -
dpe_2479 GTG--------------CGAGAGAGTGTACGAGAGTATATCTA------------ATCTATA---------GAGTTTTCCATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAG--ACCCACCTCTTTCCCAGCAGACGCCATTGTGAT------GTTGATGATGATGATGAGGAGGAGGAGAGA--AG---------------------------GAGGAGGAGGGC-----------TTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC---A-TTAA-------CCATTG-------------GAACCACTACGAATACGAATATATATACATTTGTGATCCCCCAGTGA----------------T-CGCC----------------CT

droAna3 scaffold_13340:938711-
938929 +

dan_4037 A-GATACAGATACAGTGCC------------------------------------------------------TGTGT-CCAGCGCC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCTC-C-T------------------------------------------------G-----GGGGAGCCC-GTAA--AAA----------CA----AAAGACAAACA--GCCCACT--CCCAGAAATA-CTAT--AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCATC-A-TCGATAT----------------------------------------------------------------AAGTGA----------------TTTCTTTT--CTTCGC-GA-G-GA

droBip1 scf7180000394085:58798-
58994 -

CCG--------------TG------------------------------------------------TCCAGCG-TGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGC--CTCC-C--------------------------------------------------G-----GGGGAGG--GGAAAAA---------CAAACA----GCC-------------CACT--CCCAGAAAAG-CTTC--CATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCA-----TCCA-------CCATTA-----------------------------------------------------CGAGGGA----------------TTACCATC--CAT----G----AG

droKik1 scf7180000302475:1404683-
1404873 +

A-G--------------CA----AGTG----------------------------------------TCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGC--CCCT-CCACAT-----------------------------------------------------G-----------GAAAACAAAAATAATAAAATATAA-------------TACTCCCCC-CAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCTACAGACGATC-------------------------------------------------------------------------------------------------------------TA

droFic1 scf7180000453800:2293404-
2293545 +

--------------------------------------------------------------------------------------C-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCTC-CC-----------------------------------------------------------------ACAAGAAAA----------CA----GAA-------------TACACCCACA-AACCCCATTT--AATACTCAACTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCA---A-TCGA-----------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490995:524629-
524782 -

A----------------------------------------------------------------------GAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAT--CCCC--------------------------------------------------------------------ACGAGAAAA----------CA----AAA-------------TACAC--CCACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCA---G-TCGA-----------------------------------------------------------------------------------------------------------------

droRho1 scf7180000777158:35536-
35689 -

A----------------------------------------------------------------------GAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAT--CCCC--------------------------------------------------------------------ACGAGAAAA----------CA----AAA-------------TACAC--CCACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC---A-TCGA-----------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302402:8304649-
8304821 +

A----------------------------------------------------------------------GAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAG--CCCC-CCTCC--------------------------------------------------GAGGACAGA--AA---AAAAA----------CA----AAA-------------GACCCACCCACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC---T-TCGATTCGA------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415380:1425671-
1425816 -

--------------------------------------------------------------------------------------C-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAG--CCCC-C------------------------------------------------------------------ACAAGAAAA----------CA----AAA-------A----CTACAC--CCACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC---A-TCGATTTG-------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409692:688005-
688166 +

--------------------------------------------------------------------------------------C-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAT--CCCC-CTT--T-----------------------------------------------------GTAT---AAAAAAA---------CAAACA----ATC-------------TACAC--CCACAACCCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGAT---A-TCAAA-------CTTTGATCTG---------------------------------------------------------------------------------------------AA

dm3 chr3R:6216967-6217119 + dme_373 A--------------------------------------------------------------------------------AGCGTC-AGTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCCC--------------------------------------------------------------------GCAAAA---------TAATCA----AAA-------------TACACCCCCACAATCGCATTT--ACTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC---A-TCGAATTGA------------------------------------------------------------------------------------------------------------
droSim2 3r:14862270-14862447 - dsi_32455 A--------------------------------------------------------------------------------AGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCCC--------------------------------------------------------------------GCAAAA---------TAATCA----AAA-------------TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC---A-TCGAATTGAAGACATTG---------------------------------------------------ACCCAGTGA----------------TTAGTT----------------AT
droSec2 scaffold_0:15728314-

15728491 -

dse_1842 A--------------------------------------------------------------------------------AGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGATAAAC--CCCC--------------------------------------------------------------------GCAAAA---------TAATCA----AAA-------------TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC---A-TCGAATTGAAGACATTG---------------------------------------------------ACCCAGTGA----------------TTAGTT----------------AT

droYak3 3R:10242723-10242921 + dya_1794 A----------------------------------------------------------------------GAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCCC-A------------------------------------------------------------------GCAAAA---------CAATCA----AAA-------------TACACCCCCACAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC---A-TCGAATTGAAGACATTG---------------------------------------------------ACCCAGTGA----------------TTAGTGATATT--A--AC-AGCTT
droEre2 scaffold_4770:15403306-

15403535 -
der_1519 ATG--------------T--------GTACCT--------ATATATGTATCTTGTATCTATAAAGTGTCCAGAGTTGT-CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CGCC-CC-----------------------------------------------------------------GCAAAA---------CAATTA----AAA-------A----ATACACC-CCGCAACCCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC---A-TCGAATTGAAGACATTG---------------------------------------------------ACCCAGTGA----------------TTAGTG----------------AT
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TCTTTGTAATATGTTTTTTTGTTAATTGCACAAACTCCCGTCGGGATTCGTCTTCAGGGAGGGATTTATAGCTTTCGTTTAGTACTCGCTGTGAATCTCTCCCTGATGCTGAATCCCGACGGGATTCAAAATCTAGACAAATTTAACCTGGAGCCAGCAATAC

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

M041

female
body

V109

male
body

..................................................TCTTCAGGGAGGGATTTATAGC........................................................................................... 22 0 1 4.00 4 2 2

.........................................................................................TGTGAATCTCTCCCTGATGCTGA................................................... 23 0 1 1.00 1 0 1

..........................................................................................GTGAATCTCTCCCTGATGCTG.................................................... 21 0 1 1.00 1 1 0

Anti-sense strand reads

AGAAACATTATACAAAAAAACAATTAACGTGTTTGAGGGCAGCCCTAAGCAGAAGTCCCTCCCTAAATATCGAAAGCAAATCATGAGCGACACTTAGAGAGGGACTACGACTTAGGGCTGCCCTAAGTTTTAGATCTGTTTAAATTGGACCTCGGTCGTTATG

************************************(((((((((((((((...(((((((((((((((((((...............)))))))))))))))))))...)))))))))))))))...***********************************
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#
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Species Coordinate ID Alignment
droGri2 scaffold_14906:4172125-

4172287 +
dgr_36 TCTTTGTAATATGTTTTTTTGTTAATTGCACAAACTCCCGTCGGGATTCGTCTTCAGGGAGGGATTTATAGCTTTCGTTTAGTACTCGCTGTGAATCTCTCCCTGATGCTGAATCCCGACGGGATTCAAAATCTAGACAAATTTAACCTGGAGCCAGCAATAC
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AATAGAATCAAAAGGATGTGATGTGTGTGTGAGTGTGTGTCGAGTACCGGCGCTAAATACTTCTGAATTGGTTAAGCGTTTGTTGTGCTTATCAAATTGACAACGCTTAACTATGCTTGAGGTAGCCTAATTGTTTCAACAAGCTTCCCGCCGGGCTGTGGTTTTCTGTGTGTGTT

***********************************((...........(((......((((((.....((((((((((.((((((............)))))))))))))))).....)))))))))............))***********************************
Read
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#
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V109

male
body

.............................................................TCTGAATTGGTTAAGCGTTTGT............................................................................................. 22 0 1 1.00 1 1

.............................................................TCTGAATTGGTTAAGCGTTTGTT............................................................................................ 23 0 1 1.00 1 1

Anti-sense strand reads

TTATCTTAGTTTTCCTACACTACACACACACTCACACACAGCTCATGGCCGCGATTTATGAAGACTTAACCAATTCGCAAACAACACGAATAGTTTAACTGTTGCGAATTGATACGAACTCCATCGGATTAACAAAGTTGTTCGAAGGGCGGCCCGACACCAAAAGACACACACAA

***********************************((...........(((......((((((.....((((((((((.((((((............)))))))))))))))).....)))))))))............))***********************************
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Species Coordinate ID Alignment
droGri2 scaffold_14906:2963105-

2963280 -
dgr_468 AATAGAATCAAAAGGATGTGA-----------T--GT----GTG------TGTGA--GTGT--------GTGTCGA-------------GTACCGGCGCTAAATACTTCTGAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACAACGCTTAACTATGCTTGAGGTAGCC--TAATTGTTTCAACAAGCTTCCCGCCGGGCTGTGG-------------TTTTCTGTGTGTGTT

droVir3 scaffold_12855:6808843-
6808998 -

dvi_24643 A----------AAGGATGTGT-----------T--GT----GCG------TGGGT--GTGT----------------------GT--GTGTGCCTTTTCTAAATACCTTGAAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACGACGCTTAACTGTGCTTCAGGTAGCC--TAATTGCTTCAACAAGCCACCCACCGGGTCGTG-------------------TGTGCGTGT-

droMoj3 scaffold_6540:25792842-
25793042 +

dmo_3123 AA--GCGTCAAAAGGATGTGCGTAGGTGTCTACGTGTATGTGAGTGTGTGTGTGT--GTTT----------------------GT--GTGTACCGTTGCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATCAAAATTGACAACGCTTAACTGTGCTTGAGGTAGCC--TAATTGTTTCAACAAGCTTCCCGCCGAGTTGTGCATGTGCGACATGGA-------GTGTGTG

droWil2 scf2_1100000004943:14640097-
14640209 +

T----------------------------------GT----TTG------TGTGT--GTGT--------GTG----------------TG-----GACTTAAATACTTCGAAATTGATTAAGCGTTTGTTGTGTTCCATTTCA-ATTTGACTATGCTTAACTATGCTTGAGGTAGCCTCTAATTGCTTC----------------------------------------------------

dp5 2:21156538-21156677 - dps_3835 C----------------------------------GT--------------------------------------------------------------TAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACATCACCTGAAGAGGATGAGTGACACACATGACTGTGTGTGTG
droPer2 scaffold_3:3931037-3931174 - dpe_2496 C----------------------------------GT--------------------------------------------------------------TAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACATCACCTGAAGAGGATGAGTGACACACATGACT--GTGTGTG
droAna3 scaffold_13340:3669042-

3669160 -
-----------------------------------GT----GTG------TTTGT--GTGT---------------GTGA--TGA--GA---GTCTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TACCA-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--AAGATAAATCTACAA-----------------------------------------------

droBip1 scf7180000396712:683549-
683665 +

A-----------------------------------T------------------CCGTGTGTCTG--TGTGT--------------GTGAGC-CTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TATCG-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--AAGATGAATCTACA------------------------------------------------

droKik1 scf7180000302639:1624815-
1624947 +

T----------------------------------GT----GTG------TGC----GTG--------TGCGGCCTGTGCGTCCTGTGTGT-GTTTGCATAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCT---TATCA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCAACAGAC---------------------------------------------

droFic1 scf7180000454055:1329879-
1330008 -

T----------------------------------GT----GCG------TGTGC--GT--GTATG--TGTG---TGTGC--C-----TGTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCCGTGCTTGAGGTAGCC--AAATTGATTCTACGAGC---------------------------------------------

droEle1 scf7180000491280:3121561-
3121680 -

T----------------------------------GT----GTG------CATGT--GTGT----------------------GT--GTGTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGTC---CATCA-AATTGACATCGCTTAGCTGTGCTTGAGGTAGCC--AAATTGATTCTACATGC---------------------------------------------

droRho1 scf7180000779501:512618-
512746 +

T----------------------------------GT----ATG------CGTCA--GTGTGTGTATCTGTG----------CCT--GGGTGCTTTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGTC---CATCA-AATTGACAATGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCTACA------------------------------------------------

droBia1 scf7180000302136:2259480-
2259591 -

-----------------------------------G----------------------TGT-----------------GT--ACT--TTGTACTTTGCCTAAATACTTCGAAATTAACCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATCGTTTCCACATGC---------------------------------------------

droTak1 scf7180000415257:293365-
293496 -

T----------------------------------GT----GTG------TATGC--GTGTGTATCTCTGTGTCCTG-------T--GAGTACTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATTGTTTCAACA------------------------------------------------

droEug1 scf7180000409798:1138208-
1138315 +

T----------------------------------GT-----------------------------------------GT--CCT--GTGTACTTTGCCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCATCA------------------------------------------------

dm3 chr3R:21413247-21413378 - dme_166 T----------------------------------AT------------------GCGTGTGTATC--TGTGTCCTGTGC--CCT--GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGC---------------------------------------------
droSim2 3r:20925642-20925773 - dsi_32434 T----------------------------------AT------------------GCATGTGTATC--TGTGTCCTGTGC--CCT--GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CTTTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGC---------------------------------------------
droSec2 scaffold_13:201192-201323 - dse_150 T----------------------------------AT------------------GCGTGTGTATC--TGTGTCCTGTGC--CCT--GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGC---------------------------------------------
droYak3 3R:25065959-25066090 + dya_69 T----------------------------------AT------------------GCGTGTGTATC--TGTGTCCTGTGC--CCT--GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---AATTC-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCAACATGC---------------------------------------------
droEre2 scaffold_4820:6629168-6629304

+
-----------------------------------GT----GTG------TGT--GCGTGTGTATC--TGTGTCCTGTGC--CCT--GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGCTTGTCGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCCTGAGGTAGCC--AAACTGTTTCAACATGC---------------------------------------------
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

CTGTGGCTGCATGAGTTCACTACATATAAAAATGTAATATAATATAAGCCATGGAGCAGAATTTTGCAACTTGGACGACATCCCGCACTTGCGCTGGCTATTGTGCAAGTCATCGTTTATGTTGCGGAATCCTGTGACCTTAACCAACAGCCATCGCAAAGGATTGTTTCAAGATGAATCTGCGAATGAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

.................................................................GCAACTTGGACGACATCCCGCAC....................................................................................................... 23 0 1 2.00 2 2 0

.................................................................GCAACTTGGACGACATCCCGCA........................................................................................................ 22 0 1 1.00 1 1 0

Anti-sense strand reads

GACACCGACGTACTCAAGTGATGTATATTTTTACATTATATTATATTCGGTACCTCGTCTTAAAACGTTGAACCTGCTGTAGGGCGTGAACGCGACCGATAACACGTTCAGTAGCAAATACAACGCCTTAGGACACTGGAATTGGTTGTCGGTAGCGTTTCCTAACAAAGTTCTACTTAGACGCTTACTTA

***********************************.................((.((((.((((((((((.(((((((........((((((((........))))))))..))))))).)))))))))).))))..)).................***********************************
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_15110:20857794-

20857984 -
dgr_466 CTGT-GGCTGCATGAGTTCAC-----------------------------------------TACATATAAAAATGTAATATAATATAAGCCATGGAGCAGAATTTTGCAACTTGGACGACATCCCGCACTTG-CGCTGGCTATTGTGCAAGTCATCGTTTATGTTGCGGAATCCTGTGACCTTAACCAACAGCCATCGCAAAGGATTGTTTCAAGATGAATCTGCGAATGAAT

droVir3 scaffold_13049:22675459-
22675632 +

dvi_17 CATA-AGCTGAA-AATTC-ATTGTACATACACACAAAGTGAAGCTTGGAGCTAGTGAAACGC----------AATTAAAGATAAT-------GTGGTTCAGAAATTTGCAACTTAAACGATATCCCGCACTTGTCGCTGGCTATCGTGCAAGTCATCGTTAATGTTGCCGGATTCTGTGACCTTAAAAAGCAAC----------------------------------------

droMoj3 scaffold_6680:17294612-
17294766 +

dmo_220 AGAT-GGCTAAA---GGT---------------------GAATTAACGAACCGGTGATACACTAAATAT------TAAACA----------TATGGTGCAGAAGTTTGCAACTTAAACGATATCCCGCACTTGTCGCTGGCTATCGTGCAAGTCATCGTTAATGTTGCCGGATTCTGTGACCTAAGACAACAAGCA--------------------------------------

droRho1 scf7180000764284:657-725
+

GCATCAGTTCAA-AAGTT-----------------------------------------------------AAATTTAAAATAATAAGGGCCAGATTGTCGATTTTTGCACCGTGAACGACGT---------------------------------------------------------------------------------------------------------------
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTCTAATCAGCTGCACAGTTTAGGGCATTTATAAGAAAGTTCTTTAAGAAGTAGTGATGGGACTCAACTAGAACGAGTGGAATTTTAAAAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCCTAGAGATATACCTCGACTACAAAACAAAATGTGCCCATGATATACAAGGTGGTGGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

........................................................ATGGGACTCAACTAGAACGAG........................................................................................................ 21 0 1 1.00 1 1

.......................................................GATGGGACTCAACTAGAAC........................................................................................................... 19 0 1 1.00 1 1

Anti-sense strand reads

CAGATTAGTCGACGTGTCAAATCCCGTAAATATTCTTTCAAGAAATTCTTCATCACTACCCTGAGTTGATCTTGCTCACCTTAAAATTTTCGTAACGAGCGTGAAGTCTCGGAGTCGTAATGCGGATCTCTATATGGAGCTGATGTTTTGTTTTACACGGGTACTATATGTTCCACCACCA

***********************************.....((((((....((((((.((((.(((....((..((((((...............))))))..))...))).)))).))))))...))))))...............***********************************
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_15203:9467719-

9467899 +
dgr_467 GTCTAATCAGCTGCACAGTTTAGGGCATTTAT-------AAGAA---------AGTTC---TTT---AAGAAGTAGTGATGGGACTCAACTAGAACGAGTGGAATTTTAAAAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGATATACCTCGACTACAAAACAAAATGTGCCCATGAT------ATACAA----------------------------------------------GGTGGTG------GT

droVir3 scaffold_12970:5369069-
5369255 -

dvi_24642 GACTGGTCAGCTGCACAATTTTGGTTCCATATGGGTATACA--A-------AGCGTTC---TTT---AAGAGGTAGTGATGGGACTCACCTAGAACGAGTGGAATATT--AAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGAAATA--TCAACTAC--------GTTTACCTAAGATCCTAGAATA-AA----------------------------------------------GGTGGCGGTGCAGGT

droMoj3 scaffold_6473:4951680-
4951883 -

dmo_3154 TA---ATTCGCTGCACAATTTAGGCA-----A-------CAGAAACTTGTTAACGCTC---TTT---ACGAGGTAGTGATGGGACTCACCTAGAACGAGTGGATTATT--TAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGAAATA--TCAACTA-AGA------------------------CTA-AACTACGTTTCTTTTTTAGTATTATTTTTTCTATAATACCAACTGGTTGGTGGTG------GT

droWil2 scf2_1100000004511:3414745-
3414817 -

CTCTTATAAGCTAT------------------TGA------------------TATAC---T-TTAATAGCAATAATGATATAACTTCTAGAAACAGTCTTGTTATTC--AATTA---------------------------------------------------------------------------------------------------------------------------------------------------

dp5 XL_group3b:100284-100361 + dps_110 ------------------------------------------------------------------------GTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------
droPer2 scaffold_56:124089-124166 + dpe_157 ------------------------------------------------------------------------GTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------
droAna3 scaffold_13334:472175-

472265 +
dan_4039 T-------------------------------------------------------------TTAAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTT-GAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCTTAGAGA------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396431:1081275-
1081358 -

-------------------------------------------------------------------AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTG-AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302698:307852-
307934 -

-------------------------------------------------------------------AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454073:1443039-
1443126 +

T--------------------------------------------------------------TAAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491044:215100-
215199 +

GA-----------------------------------------A---------AGACCCTAAATAAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGCGA------------------------------------------------------------------------------------------------------------

droRho1 scf7180000779510:38423-
38522 +

GA-----------------------------------------A---------AGACCCTAAATAAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGCATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302041:563722-
563824 +

-------------------------------------------------------------------AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC---AGCCGCGCTCG-ACTTCAGAGCCTCAGCATTACGCC-TAGAGAACGACATCAGCTTTAGA------------------------TCA-A--------------------------------------------------------------

droTak1 scf7180000414393:30874-
30961 -

T--------------------------------------------------------------TAAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCGTCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------

droEug1 scf7180000408958:35983-
36065 -

-------------------------------------------------------------------AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------

dm3 chrX:13553607-13553690 + -------------------------------------------------------------------AGGTGGTAGTGATGGGACTCGTCTAGAATGAGTGGAAATTCA-AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------
droSim2 x:12890326-12890408 + -------------------------------------------------------------------AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------
droSec2

scaffold_20:193548-193630 + -------------------------------------------------------------------AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------
droYak3 X:7836451-7836533 + -------------------------------------------------------------------AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------

droEre2 scaffold_4690:13329706-
13329788 -

-------------------------------------------------------------------AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA------------------------------------------------------------------------------------------------------------
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ATTTACAATTGGAATAGAGGAATCATCATAATTTGTATATCAATCTATATAATCTTACAATGATTAACTGCCGTCTTGCCGGGCCTGTGGGCACCCAGGTCCAAACAAAAGTTGCCCACATGCTCGGCGATTCTGAGCAGTTAAACTCAGTTTAACTTCATTCACAACTGACATTCCTTGAGAGCTACAGCTACG

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

#
Mismatch

Hit
Count

Total
Norm Total

M041

female
body

V109

male
body

.....................................................................................................................................................................AACTGACATTCCTTGAGAGCTACA...... 24 0 1 1.00 1 1 0

......AATTGGAATAGAGGAATCATCATA..................................................................................................................................................................... 24 0 1 1.00 1 1 0

..................................................................ACTGCCGTCTTGCCGGGCCTG............................................................................................................ 21 0 1 1.00 1 1 0

.......ATTGGAATAGAGGAATCATC........................................................................................................................................................................ 20 0 1 1.00 1 0 1

......................................................................................................................................................................ACTGACATTCCTTGAGAGCTACA...... 23 0 1 1.00 1 0 1

......................................................................................................................................................................ACTGACATTCCTTGAGAGCT......... 20 0 1 1.00 1 0 1

Anti-sense strand reads

TAAATGTTAACCTTATCTCCTTAGTAGTATTAAACATATAGTTAGATATATTAGAATGTTACTAATTGACGGCAGAACGGCCCGGACACCCGTGGGTCCAGGTTTGTTTTCAACGGGTGTACGAGCCGCTAAGACTCGTCAATTTGAGTCAAATTGAAGTAAGTGTTGACTGTAAGGAACTCTCGATGTCGATGC

***********************************.........................(((((((((((((..(((((((((.((((((((.....((....))......)))))))).)))))))))...)).))))))))..)))...........***********************************
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_15252:2029218-

2029412 +
dgr_469 ATTT-----------ACAATTGGAA--TAGAGGAATCAT----CATAATTTGTATAT-------CAATCTATATAA---TCT---------TACA-ATGA--TTAACTGCCGTCTTGCCGGGCCT--GTGGGCACCC-AGGTCCAAA-CAAAAGT--TGCCCACATGCTCGGCGATTCTG-AGCAGTTAAA-----------------------C----TCAGT---------TTAA--CTT--CATTCAC------------------------------------AA-------CT--GACATT-CCTTGAGAGCTACAGCTACG

droVir3 scaffold_12963:14467427-
14467615 -

dvi_24646 AATT-----------AT-----------------TTTAA------CATGTCCA---A-------CAGTTTAGCAAG---TCT--------ATGTA---AT--GTAACTGCCGTCTTGCAACGCCT--GTGGATACAA-AGGTCCAAAAA-----TT-AATCCACACGAGTTGCGATTCTG-GGCAGTTGA-------------------------------------TTTTACTAAAATCTT--TATGCACATGTAAAC---ATGGGAG-------------AGT--G--------TC--AGCATT-CCTTGGGAACTACAGCAACG

droMoj3 scaffold_6500:15423853-
15424034 -

dmo_3155 ATCC-----------ACAACACATT--CCCACAACC-AA-C----GATTTTGGACGGTAGACAACAGCACAGCAGC--------------CGGCACTCGTCTTTAACTGCCGTCTTGCAGCTCCT--GTGGATGCCC-AGGTCCAATAA-----GT-AATCCACACGTGCTGCGATTCCG-GGCAGTTGAGG-GGA-GCAA-CAGG-------------------------------------------------------------------------------------------------ATTCCTTTAAGAACTACA--GCTA

droWil2 scf2_1100000004945:407274-
407436 +

dwi_5419 ACGC-----------ACAGTTAAATACATGATATATCCTCC----AAATGTGAATT-----------------AGATATAAGTTATATCCAGTGATCGAT--TTAATTGCCGTCTTGCAGGGTCTTTGTAAAGAATCCAGGTCCAAA-TTAAA-T--TCTTTATAGATCCTGCGATTCTG-GGCAATTGAAT-G-ACACAC--------------------------------------------------------------------------------------------------------------------TG----A---

dp5 4_group3:7165330-7165550 - dps_30 ATTT-------ACGCACAGCAACAA--AAGATAAAACTA--ATCTCGGATC----------------------GGATGTTCC--------TTAAACC-----TTAACTGCCGTCTTGCAGCGCCT--GTGGACG-AT-AGGTCCAAAAT-----TTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------G-GGA---TCCACC--TTTAAATCACACTTAAAGCTA--TGTGCAC-AGA-----GTACAGT---------------AGT--ACCCGCGAAGC--GACATT-CCTTGAGAGCTG----G---
droPer2 scaffold_1:8612742-8612962

-
dpe_229 ATTT-------ACGCACAGCAACAA--AAGATAAAACTA--ATCTCGGATC----------------------GGATGTTCC--------TTAAACC-----TTAACTGCCGTCTTGCAGCGCCT--GTGGACG-AT-AGGTCCAAAAT-----TTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------G-GGA---TCCACC--TTTAAATCACACTTAAAGCTA--TGTGCAC-AGA-----GTACAGT---------------AGT--ACCCGCGAATC--GACATT-CCTTGAGAGCTG----G---

droAna3 scaffold_12916:9588050-
9588228 -

dan_4042 CTTT-----------A-------------------------------------------------AG--GAACCGT--------------TT--ATCTCCCATTAACTGCTGTCTTGCAGAGTCT--GTGGA--CG--TGGTCCAAA-T-----T--TGTCTACAGCCACTGCGATTCCG-GGCAGTTGAAAGTGATA--A-TACG-GAC---TCCCCAAAAACACATCACATCT-GCGCTT--TGTGCAC-CGC-------AC--------------------------------CCAAGACATT-CCTTGAGAGCCA----GACG

droBip1 scf7180000396580:1442879-
1443035 +

A-----------------------------------------------------------------------------------------------------TTAACTGCCGTCTTGCAGCGTCT--GTGGA--CG--TGGTCCAAA-T-----TT--GTCTACAGCCGCTGCGATTCCGGGGCAGTTGCAAGTGAAACCA-TACG-GAT---TCCTCA--AATACATCACATCT-GCGCTT--TGTGCAC-CGC-------AC------------------------C-------CC-AGACATT-CCTTGAGAGCCA----GACG

droKik1 scf7180000302246:274506-
274687 +

CCATCCCAGTTACGCGCA--------------------------------------------------------------------------------GC--CAAACTGCTGTCTTGCAGCGCCT--GTGGA--CTG-TGGTCCAAA-T-----TA-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAGT-GGCCG--A-TGC------------------TGGATCGCACTTAACGCTTCGTGTGCAC-CGCAGAGA--AGAGTTC-------------AGTAATC-------CC--GACATT-CCTTGAAAGCTACA--GACG

droFic1 scf7180000453924:1051722-
1051957 +

ACGC-----------ACAGCTAGAA--GAGATAG-------------GATCGGATTG-------GAGTGGATCG-A---------TCGCCTGGGATCTGC--CTAACTGCCGTCTTGCAGCG-CC--GTAGA--CTT-TGGTCCAAAAT-----TT-AGCCTACGGCCGCTACGATTCCG-GGCAGTTGAAA-GGATCCAG-GATGCGAGT-CGC----CCAACCCTTCACACTTAACGCTT--TGTGCAC-CGT-------ACAGTTCAGTAGTTCAGTACAGT--AC-------CC--GACATT-CCTTGAGCGCTA----GACG

droEle1 scf7180000491046:1758541-
1758766 +

ACGC-----------ACAGTTAGAA--GAGATAAGTCAA------CGGATCGGATTG-------GAGTGGATCGGA--------------TTGCGTCTGC--CTAACTGCCGTCTTGCAGCA-CT--GTAGT--CTT-TGGTCCAAAAT-----TT-AGTCTACAGCCGCTGCGATTCTG-GGCAGTTGAAA-GGATGCAATGATGACAG---GC----CCAGACCATCACACTTAACGCTT--TGTGCAC-CGT-------ACACTTC-------------AGT--TCC------CC--GACATT-CCTTGAGAGCTA----GACG

droRho1 scf7180000780028:158220-
158443 +

ACGC-----------ACAGCTAGAG--GAGATAAGTCAA------CGGATCGGATTG-------GAATGGATTGGA--------------TTGGATCTGC--CTAACTGCCGTCTTGCAGCG-CT--GTATT--CTT-TGGTCCAAAAT-----TT-AGTCTATAGTCGCTACGATTCTG-GGCAGTTGAAA-TGATCCAA-GACGAGAG---GC----CCAATCCATCACACTTAACGCTT--TGTGCAC-CGT-------ACAGTTC-------------AGT--AC-------CA--GACATT-CCTTGAGAGCTA----GACG

droBia1 scf7180000302188:2121999-
2122228 +

ACGC-----------ACAGCTAGAG--GAGATAAGTAAA------CAGATCGGATTG--GACTGGAGTGGATCGGA--------------TTGCATCGGC--CTAACTGCTGTCTTGCAGGG-CC--GTAGA--CTT-TGGTCCAAAAT-----TT-AGTCTACGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GACGAGAG---AC----TCAGTCCACTAGACTTAACGCTT--TGTGCAC-CGT-------ACAGTTC------------CAGT--AC-------AC--GACATT-CCTTGAGAGCTA----GACG

droTak1 scf7180000415438:753053-
753223 -

ACA-----------------------------------------------------G-------GAGTGGATCGGA--------------TGGCATCTGC--CTAACTGCTGTCTTGCAGGG-CC--GTGGA--CTT-TGGTCCAAAAT-----TT-AGTCTATGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCCA-AATGAGAG---AC----CCA---------ACCTAACGCTT--TGTGCAC-CGT-------A-------------------------C-------CC--GACATT-CCTTGAGAGCTA----GACG

droEug1 scf7180000409554:3024242-
3024465 -

ACGC-----------ACAGCTAAAA--GAGATAACTCAA------CAGGTCGGATTG-------GAGCGGATCGGA--------------TTGAATCTGA--TTAACTGCTGTCTTGCAGCG-CT--GTAGA--CTG-TGGTCCAAAAT-----TT-AGTCTATAGTCGCTGCGATTCTG-GGCAGTTGTAA-GGATAAAAAGATGAGAG---GC----CCAAACCATCACACTTAACGCTT--TGTGCAC-CAT-------ACAGATT-------------AGT--AC--------C--GACATT-CCTTGAGAGCTA----GACG

dm3 chr2L:3067706-3067929 + dme_436 ACGC-----------ACAGCTAGAA--GAGATAAGTTAA------CAGATTGGATTT-------GCGTCGATCGGA--------------TTGAATCTGC--CTAACTGCTGTCTTGCAGGG-CT--GTAGG--CTT-CGGTCCAAAAT-----TA-AGTCTACAGTCTCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GC----TCAGTCCATAACACTTAACGCTT--TGTGCAC-CGT-------ACAATTT-------------AGT--AC-------CC--GACATT-CCTTGAGAGCTA----GACG
droSim2 2l:2946891-2947114 + dsi_32463 ACGC-----------ACAGCTAGAA--GAGATAAGTCAA------CAGATTGGATTT-------GCGCCGATCGGC--------------TTGAATCTGC--CTAACTGCTGTCTTGCAGGG-CT--GTAGG--CTT-CGGTCCAAAAT-----TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GC----CCAGTCCATAACACTTAACGCTT--TGTGCAC-CGT-------ACAATTC-------------AGT--AC-------CC--GACATT-CCTTGAGAGCTA----GACG
droSec2 scaffold_5:1224949-1225172

+

dse_1854 ACGC-----------ACAGCTAGAA--GAGATAAGTCAA------CAGATTGGATTT-------GCGTCGATCGGC--------------TTGAATCTGC--CTAACTGCTGTCTTGCAGGG-CT--GTAGG--CTT-CGGTCCAAAAT-----TT-AGTCTACAGTCACTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GC----CCAGTCCATAACACTTAACGCTT--TGTGCAC-CGT-------ACAATTC-------------AGT--AC-------CC--GACATT-CCTTGAGAGCTG----GACG

droYak3 2L:3063707-3063919 + dya_1801 --GC-----------ACAGCTAGAA--GAGA------------------TCGGATCG-------GCGTCGATCGGA--------------TTAAGTCTGC--CTAACTGCTGTCTTGCAGGG-CT--GTAGG--CTT-TGGTCCAAAAT-----TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAAAGAGAGC----CCGGTCCATAACACTTAACGCTT--TGTGCAC-CGT-------ACAATTC-------------AGT--AC-------CC--GACATT-CCTTGAGAGCTA----GGCG

droEre2 scaffold_4929:3115449-
3115661 +

der_1527 ACGC-----------ACAGCTAGAA--GAGA------------------TCGGATTG-------GCGTCAATCGGA--------------TTGAATCTGC--CTAACTGCTGTCTTGCAGGG-CT--GTAGG--CTT-CGGTCCAAAAT-----TT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GATGAGAG---GC----CCAGTCCATGACACTTAACGCTT--TGTGCAC-CGT-------ACATTTT------------CAGT--AC-------AC--GACATT-CCTTGAGAGCTA----GGCG

Generated: 09/08/2015 at 07:35 PM

crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
0
1
1
0
0
0
0
1
0
2
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