
ID:

dpe_1180

Coordinate:

scaffold_22:654850-654913 -

Confidence:

candidate

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dper\GL15815-in]; CDS [Dper\GL15815-cds]; CDS [Dper\GL15815-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCACCGAGGCGGTGCTCAACTGTCGCGTAGGCATGCTCAAGGACAAGACGGTAAGTCGACACTCCACAGGCAGCCGGAAAGAATCCCCCAGTTTATGGCGTGTACTACTTCCAGGTTATGTGGGTCAGACGCACCACCGAAAAGGTGTCGCTGCTAACGGTGGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

V050

head

V111

male
body

M021

embryo

............................................................................................TTATGGCGTGTACTACTTCCAG.................................................. 22 0 1 27.00 27 14 12 1 0

............................................................................................TTATGGCGTGTACTACTTCCA................................................... 21 0 1 18.00 18 11 7 0 0

...........................................................................................TTTATGGCGTGTACTACTTCCAG.................................................. 23 0 1 10.00 10 3 6 1 0

............................................................................................TTATGGCGTGTACTACTTCCAGT................................................. 23 1 1 7.00 7 1 6 0 0

...........................................................................................TTTATGGCGTGTACTACTTCCA................................................... 22 0 1 7.00 7 1 6 0 0

............................................................................................TTATGGCGTGTACTACTTCC.................................................... 20 0 1 7.00 7 2 2 3 0

...........................................................................................TTTATGGCGTGTACTACTTCC.................................................... 21 0 1 2.00 2 2 0 0 0

............................................................................................TTATGGCGTGTACTACTTCCAGA................................................. 23 1 1 1.00 1 0 0 0 1

............................................................................................TTATGGCGTGTACTACTTCCAT.................................................. 22 1 1 1.00 1 1 0 0 0

Anti-sense strand reads

AGTGGCTCCGCCACGAGTTGACAGCGCATCCGTACGAGTTCCTGTTCTGCCATTCAGCTGTGAGGTGTCCGTCGGCCTTTCTTAGGGGGTCAAATACCGCACATGATGAAGGTCCAATACACCCAGTCTGCGTGGTGGCTTTTCCACAGCGACGATTGCCACCC

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

#
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No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_22:654800-654963 - dpe_1180 TCACCGAGGCGGTGCTCAACTGTCGCGTAGGCATGCTCAAGGACAAGACGGTAAGTCGACACT--------------------------------------CCACAGGCAGCCGGAAAGAATCCCCCAGTTTATGG--CGTGTA----------------------------------------------CTACTTCCAGGTTATGTGGGTCAGACGCACCACCGAAAAGGTGTCGCTGCTAACGGTGGG
dp5 XL_group1e:9554233-9554396

+
TCACCGAGGCGGTGCTCAACTGTCGCGTAGGCATGCTCAAGGACAAGACGGTAAGTCGACACT--------------------------------------CCACAGGCAGCCGGAAAGAATCGCCCAGTTTATGG--CGTGTA----------------------------------------------CTACTTCCAGGTCATGTGGGTCAGACGCACCACCGAAAAGGTGTCGCTGCTCACGGTCGG

droWil2 scf2_1100000004909:6258571-
6258628 -

TCACCGAAGCAGTTCTCAATTGTCGTGTCGGCATGCTGAAAGACAAGACGGTAAGTTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12472:541612-
541671 -

TTACGGAAGCTGTGCTCAACTGTCGCGTCGGCATGCTCAAGGATAAGACGGTAAGCGGGC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6308:2925135-
2925200 +

CAT------------------------------------------------------------------------------------------------------------------------------------------GTC----------------------------------------------TTATTTGCAGGTGATGTGGGTTAGGCGCACCACTGAGAAGGTCTCACTGCTCACCGTTGG

droGri2 scaffold_15203:11018615-
11018810 +

TTACGGCAGCGGTGCTTAATTGTCGCGTCGGCATGCTCAAGGATAAAACGGTATGTTCAATTACAATAAATTACAAATATCTATGACATATTCGGAAATATTCAAAATCAGCTCGAAG------CTTAC---GTGAAATGTGTT------------------------------------------T---TAAATTATAGGTAATGTGGGTGAGGCGAACAACTGAGAAGGTCTCACTGCTCACCGTTGG

droAna3 scaffold_13417:3225673-
3225728 +

TTTT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGTGATGTGGATAAGACGCACAGCCGAAAAGGTATCCCTCCTTACTGTTGG

droBip1 scf7180000396798:27115-
27170 +

TTTT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGTCATGTGGATAAGACGCACAGCCGAAAAGGTATCCCTCCTTACTGTTGG

droKik1 scf7180000302517:832064-
832237 -

TTACGGAAGCGGTGCTCAACTGCCGCGTTGGCATGCTCAAGGACAAGACGGTGGGTCTTCGA----------------------------------------------------------------------------GGATTATTATTATTAAATCCTGATAGAATATACATGAATACATATATATCCACTTCTACCAGGTCATGTGGGTGAGACGGACCAGCGAAAAGGTATCCCTGCTGACCGTTGG

droFic1 scf7180000453872:676940-
676994 -

TTACGGAAGCGGTGCTTAATTGTCGAGTCGGTATGCTCAAGGACAAGACGGTAAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490777:7830-7892
+

GTCC--------TACT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCAGGTCATGTGGGTCAGACGAACGGCAGAAAAGGTATCACTTCTGACTGTTGG

droRho1 scf7180000779586:52912-
52975 -

TCACGGAAGCAGTGCTCAACTGCCGAGTTGGTATGCTCAAGGACAAGACAGTAAGTTAGCTCC--------------------------------------C----------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302126:1078619-
1078674 -

TCACGGAAGCGGTGCTCAACTGCCGTGTCGGAATGCTCAAGGACAAAACTGTAAGT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415289:14542-
14601 +

TCACGGAGGCGGTGCTCAACTGCCGTGTCGGTATGCTCAAGGACAAAACCGTAAGTGAAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409092:175824-
175896 -

AG---TATTTGTTGTTTATTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCAGGTCATGTGGGTAAGGCGAACAGCGGAGAAGGTATCACTTCTGACCGTTGG

dm3 chrX:15961783-15961844 + TTACGGAAGCGGTGCTCAATTGCCGTGTCGGTATGCTCAAGGATAAAACTGTAAGTGAACGC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSim2 x:15089396-15089457 + TTACGGAAGCAGTGCTCAATTGCCGTGTCGGTATGCTCAAGGACAAAACTGTAAGTGAACGC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_47:14235-14296 + TTACGGAAGCAGTGCTCAATTGCCGTGTCGGTATGCTCAAGGACAAAACTGTAAGTGAACGC--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 X:10110079-10110138 + TTACGGAAGCGGTGCTCAATTGCCGTGTCGGTATGCTTAAGGACAAAACTGTAAGTGAAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4690:11114908-

11114977 -
TGGTATTTAC------CACTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCAGGTCATGTGGGTCAGGCGAACGGCGGAGAAGGTATCGCTCCTGACCGTTGG
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CTCGTCCTGCAAACTGAGACGGGGCGGGAGGCCCGTGGGTCCCTGGCCTGTGCCGCCTGTAGTCTGTAACCACAATCTGTTAAGGATTTTCCACACGTGGCGGCAGGCTACAGGTGCTGCAGGCCAGTGCCCCCGATGCTCTCGCCACCGCCACCGTCGACGCTCAATCTAG

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

#
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embryo
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V057

head

V042

embryo

V050

head

V111

male
body

..................................................TGCCGCCTGTAGTCTGTAACC..................................................................................................... 21 0 1 50.00 50 31 9 5 1 3 1

..................................................TGCCGCCTGTAGTCTGTAACCA.................................................................................................... 22 0 1 36.00 36 20 9 3 2 2 0

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

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

.................................................GTGCCGCCTGTAGTCTGTAACC..................................................................................................... 22 0 1 3.00 3 3 0 0 0 0 0

..................................................TGCCGCCTGTAGTCTGTAACCC.................................................................................................... 22 1 1 2.00 2 0 0 0 2 0 0

..................................................TGCCGCCTGTAGTCTGTAACCACA.................................................................................................. 24 0 1 2.00 2 2 0 0 0 0 0

...................................................GCCGCCTGTAGTCTGTAACCA.................................................................................................... 21 0 1 2.00 2 0 2 0 0 0 0

.................................................GTGCCGCCTGTAGTCTGTAACCAC................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

...............................CCCGTGGGTCCCTGGCCTG.......................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

GAGCAGGACGTTTGACTCTGCCCCGCCCTCCGGGCACCCAGGGACCGGACACGGCGGACATCAGACATTGGTGTTAGACAATTCCTAAAAGGTGTGCACCGCCGTCCGATGTCCACGACGTCCGGTCACGGGGGCTACGAGAGCGGTGGCGGTGGCAGCTGCGAGTTAGATC

***********************************.((((..((((((((((.((((((((((((((..(((((((((.....)))))........))))..)))))))))))))).)))))))))).)))).....***********************************
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Species Coordinate ID Alignment
droPer2 scaffold_15:1690590-

1690761 +
dpe_176 CTCGTCCTGCAAACTGAGACGGGGCGGGAGGCCCGTGGGTCCCTGGCCTGTGCCGCCTGTAGTCTGTAACCACAATCTGTTAAGGATTTTCCACACGTGGCGGCAGGCTACAGGTGCTGCAGGCCAGTGCCCCCGATGCTCTCGCCACCGCCACCGTCGACGCTCAATCTAG

dp5 XL_group3a:1196731-
1196902 -

dps_3582 CTCGTCCTGCAAACTGAGACGGGGCGGGAGGACCGTGGGTCCCTGGCCTGTGCCGGCTGTAGCCTGTAACCACAATCTGTTAAGGATTTTCCACACGTGGCGGCAGGCTACAGGCGCTGCAGGCCAGTGCCCCCGATGCTCTCGCCACCGCCACCGTCGACGCTCAATCTAG

droSec2 scaffold_15:683877-
683908 -

CTCTTG-----AACT--------------GGCCGGTGGGTCTTTGGCCAGT-------------------------------------------------------------------------------------------------------------------------

Generated: 09/08/2015 at 07:49 PMcrit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_15:1690590-1690761
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CGAAGGAATCTTTTCGCGACAGGCAGACACAGGAGCTGGAGGTCATAAAGGTGGGTGGCGTGATGGTGGGGGCGGTCGGGTTGGGAAAGCTGTTGCGCATTTGGCAAATGACGAAATAACTGCGGAGTTTTTCATTTGCAGGCCATCTTTGGAGCAGACGTAGAGGATCTGCGGCCACAGAGCGATCCCAA

**************************************************.......((((((((((...(((......)))......)))))))))).....((((((((......((((....))))..))))))))..**************************************************
Read
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body

V057

head

V050

head

M042

female
body

..................................................GTGGGTGGCGTGATGGTGGGG........................................................................................................................ 21 0 1 7.00 7 6 1 0 0

...................................................................GGGGGCGGTCGGGTTGGG.......................................................................................................... 18 0 1 6.00 6 5 0 1 0

...................................................................GGGGGCGGTCGGGTTGGGA......................................................................................................... 19 0 1 3.00 3 3 0 0 0

..................................................................TGGGGGCGGTCGGGTTGGG.......................................................................................................... 19 0 1 2.00 2 0 1 1 0

...................................................................GGGGGCGGTCGGGTTGGGAA........................................................................................................ 20 0 1 2.00 2 2 0 0 0

..................................................GTGGGTGGCGTGATGGTGGGGGC...................................................................................................................... 23 0 1 1.00 1 0 0 1 0

...................................................................GGGGGCGGTCGGGTTGGGAT........................................................................................................ 20 1 1 1.00 1 1 0 0 0

Anti-sense strand reads

GCTTCCTTAGAAAAGCGCTGTCCGTCTGTGTCCTCGACCTCCAGTATTTCCACCCACCGCACTACCACCCCCGCCAGCCCAACCCTTTCGACAACGCGTAAACCGTTTACTGCTTTATTGACGCCTCAAAAAGTAAACGTCCGGTAGAAACCTCGTCTGCATCTCCTAGACGCCGGTGTCTCGCTAGGGTT

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

#
Mismatch

Hit
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_19:122740-122930 + dpe_937 CGAAGGAATCTTTTCGCGACAGGCAGACACAGGAGCTGGAGGTCATAAAGGTGGGTGGCGTGATGGTGGGGGCGGTCGGGTTGGGAAAGCTG-----TTGCGC----------AT-----TTGGCAAA---------TGACGAAATAAC-TGCGGAGTTTTTCATT---TGCAGGCCATCTTTGGAGCAGACGTAGAGGATCTGCGGCCACAGAGCGATCCCAA
dp5 2:4420268-4420458 + dps_350 CGAAGGAATCTTTTCGCGACAGGCAGACACAGGAGCTGGAGGTCATAAAGGTGGGTGGCGTGATGGTGGGGGCGGTCGGGTTGGGAAAGCTG-----TTGCGC----------AT-----TTGGCAAA---------TGACGAAATAAC-TGCGGAGTTTTTCATT---TGCAGGCCATCTTTGGAGCAGACGTAGAGGATCTGCGGCCACAGAGCGATCCCAA
droWil2 scf2_1100000004921:3263050-

3263149 +
CCAAAGAGTCATTTCGGGAGAGACAAACCCAGGAGTTGGAGGTGATCAA----------------------------------------------------------------------------------------------------------------------------ATCTATTTTTGGCGCAGAAGTAGAGGATTTGCGGCCACAGGTGAAAAATGG

droVir3 scaffold_13047:12623658-
12623822 +

CGAAAGAATCGTTTCGCGAAAGACAGACGGAGGAATTGGAAGCTATAAAGGCAAGTTTAA-------------------TTTATGCGAAC-------CTACAT----------AT-----TTGTAAGA---------TGATGAAATGAA-CGTTTGC-----TATT---TGTAGTCCATATTCGGCGCCGATGTGGAGGATCTGAGGCCGCAAAGCAATGCGAC

droMoj3 scaffold_6540:29212356-
29212516 -

CGAAGGAATCATTTCGCGAACGACAAACACAGGAACTGGAGGTTATAAAAGTAAGTTTCA-------------------TTGATACAAA--------------------------CCCTACTGAAATA---------TGATGAAATAAA-CGCCGGC-----CATT---TCCAGTCCATATTCGGCGGCGATGTGGAAGACCTAAGACCTCAGAGCAATGCGTC

droGri2 scaffold_15074:2109837-
2109995 -

CGAAAGAATCATTTCGCGACAGACAAACACAAGAATTGGAAGTTATAAAGGTGAGCTCAC--------------------------ATTTTC-----TGTTATC--------------TTT-G---GA---------TGATGAAATAAA-TGCCGGCT---CTGTT---CACAGTCCATATTCGGTGTTGACGTCGAGGATCTGCGACCGCAGAGCACTGCCGC

droAna3 scaffold_13340:5104990-
5105160 +

CCAAGGAATCTTTTCGAGAGCGACAAACCCAGGAGTTGGAGGTTATAAAGGCAAGC-------------------------------AGCTG-----TTGAGT-ACAGGTCCG--GTCAGA-CA--AA---TAG---TGACGAAATATA-T-TCTCTTCTTTCATC---GTTAGTCTATTTTTGGAGGCGATGTGGAGGACCTCAGGCCGCAGCAAAACTCAGC

droBip1 scf7180000396359:90513-90683
-

CAAAGGAATCTTTTCGCGAGCGACAAACCCAGGAGTTGGAGGTTATAAAGGCAAGC-------------------------------AGCTG-----TTGAGT-ACACGTACG--GTCAGC-CA--AA---TAG---TGACGAAATATT-T-TCTCTTTTTTCATT---TTTAGTCTATTTTTGGAGGCGACGTGGAGGATCTTAGGCCACAGCCGAATTCAGC

droKik1 scf7180000302268:105199-
105362 -

CGAAGGAATCTTTTCGCGAGCGACAGACCCAGGAGTTGGAGGTTATTAAGGTAAGC-------------------------------AGCTG-----TTGAAT-A----------GCCGAT-GA--------AATAGTGACGAAATCTG-CTTCTCCCCTTTCGTG---CCTAGGCAATCTTCGGCGGCGATGTGGAGGATTTGCGACCCCAGACCAATGCGGC

droFic1 scf7180000453782:92158-92314
-

CAAAGGAATCGTTCCGCGAGCGGCAGACCCAGGAGTTGGAGGTTATAAAGGTGAGC-------------------------------AGCTG-----TTTGACT--------------TAA-AC--------GA---TGTCTTAAGCAAA---CTTTT-CATGACTTCGGATAGTCCATCTTTGGCGGCGACGTGGAGGACCTCAGACCCCAAGCGAATCCA-G

droEle1 scf7180000491194:1241263-
1241422 +

CGAAGGAATCTTTTCGCGAGCGACAGATCCAGGAATTGGAGGTTATAAAGGTAGGT-------------------------------CGCTT-----ATTTACC--------------TGC-TA--------ACT--TGACCATACTTAT---CCAGATTCTCGATTGAAACAGTCCATCTTTGGCGGCGATGTGGAGGACCTAAGACCCCAGGCGAATTCTAC

droRho1 scf7180000777206:98103-98260
-

CGAAGGAATCTTTCCGCGAGCGCCAAACCCAGGAATTGGAGGTTATAAAGGTAAGC-------------------------------CGCTTATTTGTTGAA---------------------T--------AG---TGCCTATACTAAG---ATAAATTCTTTATTGGAACAGTCCATCTTTGGCCTCGATGTGGAGGACCTAAGACCCCAGACGAATGCTGC

droBia1 scf7180000302113:92598-92756
-

CCAAGGAGTCCTTCCGCGAGCGGCAAAGCCAGGAGTTGGAGGTGATAAAGGTGAGC-------------------------------AGCTG-----TTCCCCC--------------GC--GGA-------GA---CCATCAAACTAAT---CTTTTTTCTCACATGCAACAGTCCATCTTCGGCGGCGACGTGGAGGACCTCAGACCACAGGCGAACTCTGC

droTak1 scf7180000415286:361451-
361610 +

CCAAGGAATCCTTCCGGGAGCGGCAAACCCAGGAACTGGAGGTCATAAAAGTGAGC-------------------------------AGCTG-----TTTTGT----------AT-----TTATAAAC---------C-ATTCAACTAATCCCTAATCTCTA---ACCAAACAGTCCATCTTTGGCGGCGATGTAGAGGACCTGCGGCCCCAGGCGAATCCCTC

droEug1 scf7180000409243:21474-21631
+

CAAAGGAATCCTTCCGCGAGCGGCAGACCCAGGAATTGGAGGTTATAAAAGTGAGC-------------------------------AGCTG-----TTTCACC--------------CAA-AT--------AG---TGATGAAACTAAT---CTCTT-TCTGAAATTGAACAGTCCATTTTCGGTGGCGATGTGGAAGACCTGAGACCTCAAGCGAATCCTGC

dm3 chr3R:27221729-27221894 + CCAAGGAATCCTTCCGCGAGCGGCAAGCGCAGGAGTTGGAGGTTATAAAGGTGAGCAGAG--------------------------CAGGTG-----TTTCATC--------------CAA-GA--------AGCTGATACTAAAGGCT-TATCTCCTTATC---TTGGAACAGTCCATCTTTGGCTGTGATGTGGAGGACCTAAGACCCCAGGCGAATCCTTC
droSim2 3r:26513472-26513634 + CCAAGGAATCCTTCCGGGAGCGGCAAGCGCAGGAGTTGGAGGTTATAAAGGTGAGCGGAA--------------------------CAGCTG-----TTTCATC--------------CAA-GA--------AGCTGATACTAAATGGT-TATCTCCT---G---TTGGAACAGTCCATCTTTGGCTGTGATGTGGAGGACCTAAGACCCCAGGCAAATCCTTC

droSec2 scaffold_4:6026877-6027039 + CCAAGGAATCCTTCCGGGAGCGGCAAGCGCAGGAGTTGGAGGTTATAAAGGTGAGCGGAA--------------------------CAGCTG-----CTTAATC--------------CAA-GA--------AGCTGATACTAAATGGT-TATCTCCT---G---TTGGAACAGTCCATCTTTGGCTGTGATGTGGAGGACCTAAGACCCCAGGCGAATCCTTCdroYak3 3R:28153087-28153254 + CTAAGGAATCCTTCCGCGAGCGGCAAGCGCAGGAGTTGGAGGTTATAAAGGTGAGCGGAG--------------------------CAGCTG-----TTTCATC--------------AAA-CT--ATATA-CTATAATACCAAAGTGC-TCCCTCTT---A---TTGGAACAGTCCATCTTTGGCGGCGATGTGGAGGACCTGCGACCCCAGGCGAATCCTGC

droEre2 scaffold_4820:760014-760176
-

CTAAGGAATCCTTCCGCGAGCGGCAAGCGCAGGAGTTGGAGGTTATAAAGGTGAGCAGAG--------------------------CAGCTG-----ATTCACC--------------AAA-GC--------AGCTAATACAAAATTGT-CCCTTCTT---A---TTGGAACAGTCCATCTTTGGCGGTGATGTGGAGGACCTGCGACCCCAGGCGAATCCTTC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_19:122740-122930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_19:122740-122930
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_937.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:4420268-4420458
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_350.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:3263050-3263149
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hide 3p reads  show mid mismatch reads

TGCAGCTGCCAGACGGGAGTCCCATACCCTGCATACTGCTGGCCAATAAGGTGAGTGGGCGGCGAGGAGTGGGAAGCGGGACTGAGGTGGGATGAGACTTTCCTAATTGATCCCTTTGTGTTCGTAGTGCGATCAAGAGAAGCAGGGCATCATCACGAATCCGGAGAAGATGGATGA

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

V057

head

M042

female
body

V050

head

M021

embryo

......................................................GTGGGCGGCGAGGAGTGGG........................................................................................................ 19 0 1 9.00 9 7 1 0 1 0

......................................................GTGGGCGGCGAGGAGTGGGA....................................................................................................... 20 0 1 4.00 4 4 0 0 0 0

....................................................................GTGGGAAGCGGGACTGAGGTGGGA..................................................................................... 24 0 1 2.00 2 2 0 0 0 0

......................................................................................................................................................CATCACGAATCCGGAGAAG........ 19 0 1 1.00 1 0 0 0 0 1

......................................................................................................................................AAGAGAAGCAGGGCATCATCACGA................... 24 0 1 1.00 1 0 0 1 0 0

.......................................................TGGGCGGCGAGGAGTGGGA....................................................................................................... 19 0 1 1.00 1 0 1 0 0 0

..............................GCATACTGCTGGCCAATAA................................................................................................................................ 19 0 1 1.00 1 0 0 1 0 0

....................CCCATACCCTGCATACTGCTGGC...................................................................................................................................... 23 0 1 1.00 1 0 0 1 0 0

...........................................................................................................................................AAGCAGGGCATCATCACGAATCCGG............. 25 0 1 1.00 1 0 0 1 0 0

....................................................................GTGGGAAGCGGGACTGAGGTGGG...................................................................................... 23 0 1 1.00 1 1 0 0 0 0

...............................................................GAGGAGTGGGAAGCGGGACTGAGGTG........................................................................................ 26 0 1 1.00 1 1 0 0 0 0

......................................................GTGGGCGGCGAGGAGTGG......................................................................................................... 18 0 1 1.00 1 0 1 0 0 0

.......................................................TGGGCGGCGAGGAGTGGG........................................................................................................ 18 0 1 1.00 1 0 0 0 1 0

..........................................................GCGGCGAGGAGTGGGAAGCGGGA................................................................................................ 23 0 1 1.00 1 0 0 0 1 0

........................................................................................................................................................TCACGAATCCGGAGAAGATGG.... 21 0 1 1.00 1 1 0 0 0 0

...............................................................GAGGAGTGGGAAGCGGGGA............................................................................................... 19 2 20 0.05 1 0 1 0 0 0

Anti-sense strand reads

ACGTCGACGGTCTGCCCTCAGGGTATGGGACGTATGACGACCGGTTATTCCACTCACCCGCCGCTCCTCACCCTTCGCCCTGACTCCACCCTACTCTGAAAGGATTAACTAGGGAAACACAAGCATCACGCTAGTTCTCTTCGTCCCGTAGTAGTGCTTAGGCCTCTTCTACCTACT

**************************************************.....((((((.((((...........((((.(((..(((((........))))).))).))))))))))))))...**************************************************
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#
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head
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Species Coordinate ID Alignment
droPer2 scaffold_4:2939187-2939363

+
dpe_1581 TGCAGCTGCCAGACGGGAGTCC---CATACCCTGCATACTGCTGGCCAATAAGGTGAGTGGGCGGCG-A-------------------------GGAGTGGG-----AAG-CGGG-ACTGAGG-----------TGGGATGAGACTTTCCTAATTGA---------------------------------TC---C----CT----------------T-TG---TGTTCGTAGTGCGATCAAGAGAAGCAGGGCATCATCACGAATCCGGAGAAGATGGATGA

dp5 3:14676481-14676650 - TGCAGCTGCCAGACGGGAGTCC---CATACCCTGCATACTGCTGGCCAATAAGGTGAGTGGGGAGCG-G--------------------------------G-----AAG-CGGG-GCTGAGG-----------TGGGATGAGACTTTCCTAATTGA---------------------------------TC---C----CT----------------T-TG---TGTTCGTAGTGCGATCAAGAGAAGCAGGGCATCATCACGAATCCGGAGAAGATGGATGA
droWil2 scf2_1100000004954:5258551-

5258716 -
TACAGCTGCCTGACGGAAGTGC---CATACCCTGCATATTGCTGGCAAATAAGGTGAGAGAGAGCTC-T-A-------------------GTGAGCACAAAA-----AA-------------------------TA-----------------------GGAAAGAAATTAATT--TG------------TC---C----TG----------------T-TT---CCCCTGCAGTGCGATCAAGAGAAGCAGGGTATAGTCACGCAGCCAGAAAAAATGGATGA

droVir3 scaffold_12823:1750766-
1750932 +

TCCAGCTGCCAGACGGCAGTCC---CATACCCTGCATACTGCTGGCCAACAAGGTGAGTGGGCGGCA-A-------GA---ACAGCTATTCA------------------------------------------TACGATCGAACTT-----------------------TAAT--TC------------TC------CTC------------------CTCCGCCCGTTGCAGTGCGACCAGGAGAAGCAGGGCATTGTCACGCAGCCGGAGCGCATGGACGA

droMoj3 scaffold_6496:1045508-
1045575 +

A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TT---T----CT----------------T-AT---AATTTATAGTGCGATCAGGAGAAGCAGGGCATTGTGACGCAGCCGGAGCGCATGGATGA

droGri2 scaffold_15245:16286534-
16286694 -

TTCAGCTGCCCGATGGCAGTCC---CATACCCTGCATACTGCTTGCCAATAAGGTGGGTTTGA-------------------------------------------------------------------------------TGTTTTCATTATTAACGGGATATTTTCTATAT-------------------A--TGCTT------------------C--TGGCATTTGCAGTGCGATCAGGAGAAACAGGGCATTGTGACGCAGCCGGAACGCATGGATGA

droAna3 scaffold_13266:6113379-
6113536 -

TGCAACTGCCAGACGGCAGTCC---CATACCATGCATCCTGCTGGCCAATAAGGTGAGTAACCGAGC-A----CTCAAGGA----------------------------------CCTCCATAAG------------------------CTAAAAAG---------------------------------TG---T----T------------------A--TCCACTTTGCAGTGCGACCAGGAGAAGCAGGGCATCATCACGCAACCGGAGAAGATGGATGA

droBip1 scf7180000395839:270417-
270574 -

TGCAACTGCCAGACGGCAGCCC---CATACCATGCATCCTGCTGGCCAATAAGGTGGGTAACCGCGT-C----TTATAGGA----------------------------------GCTTCTTTAG------------------------CTAAAAAG---------------------------------TC---T----TG----------------T-T---AACTTTGCAGTGCGATCAGGAGAAGCAGGGCATCATCACGCAACCAGAAAAGATGGATGA

droKik1 scf7180000302476:2343984-
2344159 +

TGCAGCTGCCGGATGGCAGTCC---CATACCATGCATCCTGCTGGCCAATAAGGTGAGTTAAGA-----------------ACCCAAATTCTGACGATTAAA-----AAT-AGCT-ACCGAGA-----------TGTGCTTAT------------------------------------------------T------CTTTTTGTAT------------T----TCACCCCAGTGCGATCAGGAGAAGCAGGGCATCATAACGCAGCCGGAGAAGATGGATGA

droFic1 scf7180000453851:1215752-
1215835 +

AAA---------------------------------------------------------------------------------------------------------------------------------------------ATGTTTTCATTAA---------------------------------TT---A----TT-----------------T--TCTATTCCCCAGTGCGATCAGGAAAAGCAGGGCATCATTACGCAGCCCGAAAAAATGGATGA

droEle1 scf7180000491001:886775-
886867 +

--CAGCTACA--GCGACAATCCGAACATAGCCATCATTGTGGTGGGCAACAAGATCGACCAGGAGCG-A--------------------------------C-----TGG-TGGACCGTGAGG-----------AGGGGCGAAAGTT-----------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000779976:711295-
711438 +

C--AGCTACA--GCGACAACCCAAACATAGCCATCATTGTGGTGGGAAACAAGATAGATCAGGAGCG-A--------------------------------C-----TGG-TGGATCGTGAGG-----------AGGGCAGGAAGTT------------CGCAAGGAAGCATAG--GG------------CC------------------------------------------------------------CTCTTCATCGAGACCTCGGCCAAGTGCGATCA

droBia1 scf7180000301506:1666669-
1666852 +

TGCAGCTGCCGGATGGCAGTCC---CATTCCGTGCATCCTGCTGGCCAATAAAGTGAGTGATATGATGGGAAATTAAATAAAACACCAT---------TGCT-----TATAAAG--------------------------------------------------------ATCATATGTCATGGTTATAAT-G--T----CT----------------C-TT---CATTTCCAGTGCGACCAGGAAAAGCAGGGCATTGTAACGCAGCCGGAGAAGATGGATGA

droTak1 scf7180000411009:19927-
19983 +

TGCAGCTGCCAGATGGCAGTCC---CATTCCGTGCATCCTGCTGGCCAATAAAGTGAGTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409183:708801-
708987 -

TGCAGCTGCCAGACGGCAGTCC---CATTCCGTGCATCCTGCTGGCCAATAAAGTGAGTATTAAG-------------AAAGATTGAA-------------------ATT---------------ATTTTTCA-AATATTCTATTTT-----------------------TCTT--TT------------TC------CTTTTTGTAATTCATTATAA-A--TCCAATTTTCAGTGCGATCAGGAAAAGCAGGGCATTATAACGCAGCCCGAGAAGATGGATGA

dm3 chr2R:5066205-5066384 - TGCAGCTGCCGGACGGCAGTCC---CATTCCGTGCATCCTGCTGGCCAATAAAGTAAGTGATTGCCT-AAAGGTTAAAGGAGACCGCAT---------A---AT--------------------------------------------------------------TTCTATATTATGT---GATTAATAC-GT--TGCTC------------------A--TCCGTTTTCCAGTGCGACCAGGAAAAGCAGGGCATCATAACGCAGCCCGAGAAGATGGATGA
droSim2 2r:5869540-5869720 - TGCAGCTGCCGGACGGCAGTCC---CATTCCGTGCATCCTGCTGGCCAATAAAGTAAGTGATTGCCT-A-AGGTTAAAGGAGACCGTAT---------A---AT--------------------------------------------------------------TTCTATTATATGT---AATTAAAAC-GTTTTGCTC------------------A--TCCGTTTTCCAGTGCGACCAGGAAAAGCAGGGCATCATAACGCAGCCCGAGAAGATGGATGA
droSec2 scaffold_1:2698673-2698851

-
TGCAGCTGCCGGACGGCAGTCC---CATTCCGTGCATCCTGCTGGCCAATAAAGTAAGTGATTGCCT-A-AGGTTAAAGGAGACCGTAT---------A---AT--------------------------------------------------------------TCCTATATTATGT---GATTAAAAC-GT--TGCTC------------------A--TCCGTTTTCCAGTGCGACCAGGAAAAGCAGGGCATCATAACGCAGCCCGAGAAGATGGATGA

droYak3 2L:17721644-17721839 - TGCAACTGCCTGACGGCAGTCC---CATTCCGTGCATCCTGCTGGCCAATAAAGTAAGTGATTGCTT-T-AAGTTTAAGGTGTCCAGAT---------A---ATGTT------------------ATTTTTTAATGTAATGCTATTTTTTAATTAAA---------------------------------TCCCTTTGCTA------------------A--ACTTGTTTCCAGTGCGACCAGGAAAAGCAGGGCATTATAACGCAGCCCGAGAAGATGGATGA
droEre2 scaffold_4929:17589436-

17589614 +
TGCAACTGCCTGACGGCAGTCC---CATTCCGTGCATCCTGCTGGCCAATAAAGTAAGTGATAGCTC-A-CAGTTAAAAGACCCCGGAT---------A---AT--------------------------------------------------------------GTCTTTATTTTTT---TATTAAAAC-GC--TGTTC------------------A--TCCCTTTTCCAGTGCGACCAGGAAAAGCAGGGCATCATAACGCAACCCGAGAAGATGGATGA
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Flybase annnotation
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No Repeatable elements found

mature

1. scaffold_8:473873-473890 +
2. dpe_171  scaffold_26:513419-513436 +

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCCAGCTGCGAGAATTCGAGCGCTGTCGTCTGCTCTACGAGAAGTTCCTTGAATTCGGACCCGAAAACTGCGTAACCTGGATGAAATTCGCCGAGCTGGAGAACCTCTTGGGCGACACGGAACGGGCAAGGGCCATATTTGAGCTGGCCGT

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

..................................................................................GAAATTCGCCGAGCTGGA................................................... 18 0 2 25.00 50 47 2 1 0 0

........................GTCGTCTGCTCTACGAGAA............................................................................................................ 19 0 1 2.00 2 2 0 0 0 0

..................................................................................GAAATTCGCCGAGCTGGG................................................... 18 1 2 2.00 4 4 0 0 0 0

..................................................................................GAAATTCGCCGAGCTGGAG.................................................. 19 0 2 1.50 3 3 0 0 0 0

..................................................................................GAAATTCGCCGAGCTGGAGA................................................. 20 0 2 1.50 3 0 2 0 1 0

..................................................GAATTCGGACCCGAAAACTGCGT.............................................................................. 23 0 1 1.00 1 1 0 0 0 0

...........................................................CCCGAAAACTGCGTAACCTGGATGA................................................................... 25 0 1 1.00 1 1 0 0 0 0

........................................GAAGTTCCTTGAATTCGGACCC......................................................................................... 22 0 1 1.00 1 1 0 0 0 0

...........................GTCTGCTCTACGAGAAGTTCCTTGAATT................................................................................................ 28 0 1 1.00 1 0 1 0 0 0

..........................................................................................................CTTGGGCGACACGGAACGG.......................... 19 0 1 1.00 1 0 0 1 0 0

....................................................ATTCGGACCCGAAAACTGC................................................................................ 19 0 1 1.00 1 1 0 0 0 0

...................................................................................AAATTCGCCGAGCTGGAGAA................................................ 20 0 2 1.00 2 2 0 0 0 0

..................................................................................GAAATTCGCCGAGCTGGAGAA................................................ 21 0 2 1.00 2 0 0 0 2 0

...................................................................................AAATTCGCCGAGCTGGAGA................................................. 19 0 3 1.00 3 2 1 0 0 0

...................................................................................AAATTCGCCGAGCTGGAG.................................................. 18 0 4 0.50 2 2 0 0 0 0

....................................................................................AATTCGCCGAGCTGGAGA................................................. 18 0 3 0.33 1 1 0 0 0 0

Anti-sense strand reads

AGGTCGACGCTCTTAAGCTCGCGACAGCAGACGAGATGCTCTTCAAGGAACTTAAGCCTGGGCTTTTGACGCATTGGACCTACTTTAAGCGGCTCGACCTCTTGGAGAACCCGCTGTGCCTTGCCCGTTCCCGGTATAAACTCGACCGGCA

************************************..(((((.((((((....(((((...((((.....(((.......)))...)))))))))..)).)))).))))).....***********************************
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droPer2 scaffold_26:513337-513487 + dpe_171 TCCAGCTGCGAGAATTCGAGCGCTGTCGTCTGCTCTACGAGAAGTTCCTTGAATTCGGACCCGAAAACTGCGTAACCTGGATGAAATTCGCCGAGCTGGAGAACCTCTTGGGCGACACGGAACGGGCAAGGGCCATATTTGAGCTGGCCGT
dp5 XL_group1a:157500-157650 - TCCAGCTGCGAGAATTCGAGCGCTGTCGTCTGCTCTACGAGAAGTTCCTTGAATTCGGACCCGAAAACTGCGTAACCTGGATGAAATTCGCCGAGCTGGAGAACCTCTTGGGCGACACGGAGCGGGCAAGGGCCATATTTGAGCTGGCCGT
droWil2 scf2_1100000004590:587622-

587772 +
TTCAATTGCGAGAGTTTGAACGTTGTCGCCTGCTATATGAAAAATTTCTTGAATTCGGTCCAGAAAATTGTGTCACCTGGATGAAGTTTGCCGAGCTAGAGAATCTACTAGGCGACACGGAACGGGCACGGGCTATTTTCGAGCTGGCCGT

droVir3 scaffold_12928:5641517-
5641667 -

TACAGCTGCGTGAATTTGAGCGCTGTCGTTTGCTATATGAAAAGTTTCTCGAGTTTGGGCCCGAGAATTGTGTCACATGGATGAAATTTGCCGAACTGGAGAACCTGCTGGGCGATACGGAACGTGCACGGGCCATTTTCGAGCTGGCCGT

droMoj3 scaffold_6359:4165941-
4166091 -

TACAGCTGCGCGAATTCGAGCGCTGTCGCCTGCTCTACGAGAAGTTCCTGGAGTTTGGGCCCGAGAACTGTGTCACCTGGATGAAATTCGCCGAGCTGGAGAATCTGCTGGGCGACACGGAGCGTGCGCGGGCCATCTTCGAGCTGGCCGT

droGri2 scaffold_15203:1524378-
1524528 -

TACAGATGCGTGAATTCGATCGCTGTCGTCTGCTCTACGAGAAGTTCCTGGAGTTTGGGCCCGAGAATTGTGTCACATGGATGAAGTTTGCCGAGTTGGAGAATCTGCTCGGCGATTCGGAGCGTGCCCGCGCTATTTTCGAGCTGGCCGT

droAna3 scaffold_12929:2036562-
2036712 +

TCCAGTTGCGTGAGTTCGAACGCTGCCGGCTGCTGTACGAGAAGTTCCTGGAGTTCGGGCCGGAGAACTGTGTCACCTGGATGAAGTTCGCCGAGCTGGAGAACCTGCTGGGCGACACGGAGCGGGCGCGGGCTATTTTCGAGCTGGCGGT

droBip1 scf7180000396434:33627-
33777 +

TCCAGTTGCGTGAGTTCGAGCGCTGTCGGCTGCTCTACGAGAAGTTCCTGGAGTTCGGGCCGGAGAACTGCATCACGTGGATGAAGTTCGCCGAGCTGGAGAACCTGCTGGGCGACACGGAGCGGGCACGGGCCATTTACGAGCTGGCGAT

droKik1 scf7180000302696:1647443-
1647593 +

TCCAGTTGCGCGAGTTCGAGCGCTGCCGCCTGCTGTACGAGAAGTTCCTGGAGTTTGGGCCCGAGAACTGTGTCACCTGGATGAAGTTTGCTGAGCTGGAGAACCTTCTGGGCGACACGGAGCGGGCGCGGGCCATCTTCGAGTTGGCAGT

droFic1 scf7180000453901:894986-
895136 -

TTCAGCTGCGAGAGTTCGAGCGTTGCCGCCTGCTGTATGAAAAATTTCTGGAGTTTGGTCCGGAGAATTGTGTCACCTGGATGAAATTCGCAGAGCTTGAGAACCTATTGGGCGACACAGAGCGTGCGCGTGCCATTTTCGAGCTGGCCGT

droEle1 scf7180000491001:1702917-
1703067 -

TCCAGCTGCGCGAGTTCGAGCGCTGCCGGCTGCTGTACGAGAAGTTCCTGGAGTTCGGGCCCGAGAACTGCGTCACTTGGATGAAGTTCGCCGAGCTGGAGAACCTCCTGGGCGACACGGAGCGGGCGCGGGCCATTTTCGAGCTGGCCGT

droRho1 scf7180000779506:219092-
219242 -

TCCAGCTGCGCGAGTTCGAGCGCTGCCGCCTGCTGTACGAGAAATTCCTGGAATTCGGCCCTGAGAACTGCGTCACCTGGATGAAGTTCGCCGAGCTGGAGAATCTCCTGGGCGACACTGAGCGGGCGAGGGCCATTTTCGAGCTGGCGGT

droBia1 scf7180000301760:2126267-
2126417 -

TACAGCTGCGCGAGTTCGAGCGCTGCCGCCTGCTTTACGAGAAGTTCCTGGAGTTTGGTCCGGAGAACTGCGTCACCTGGATGAAATTCGCCGAGCTGGAGAATCTACTGGGCGACACGGAGCGGGCAAGGGCCATTTTCGAGCTGGCTGT

droTak1 scf7180000415195:26227-
26377 -

TCCAGCTGCGCGAGTTCGAGCGCTGCCGCCTGCTGTACGAGAAGTTCCTGGAGTTTGGGCCCGAGAACTGCGTCACCTGGATGAAGTTCGCCGAGCTGGAGAACCTCCTCGGCGACACGGAGCGTGCCAGGGCCATTTTCGAGCTGGCCGT

droEug1 scf7180000409048:33477-
33627 -

TACAGCTACGTGAATTCGAACGCTGCCGATTGCTTTACGAGAAGTTCCTGGAGTTTGGCCCAGAGAACTGCGTTACCTGGATGAAGTTCGCTGAGCTAGAGAATCTACTGGGCGACACGGAGCGGGCAAGGGCCATTTTCGAATTAGCTGT

dm3 chrX:2142337-2142487 - TTCAGTTGCGTGAGTTCGAGCGCTGCCGCATGCTGTACGAGAAGTTCCTGGAGTTTGGACCGGAGAATTGTGTCACTTGGATGAAGTTTGCCGAGCTGGAGAATCTGTTGGGCGACACGGACCGGGCGAGAGCCATTTTCGAGCTGGCGGT
droSim2 x:1979913-1980063 - TTCAGTTGCGTGAGTTCGAGCGCTGCCGCATGCTGTACGAGAAGTTCCTGGAGTTTGGACCGGAGAATTGTGTCACTTGGATGAAGTTTGCCGAGCTGGAGAATCTGTTGGGCGACACGGACCGGGCGAGAGCCATTTTCGAGCTAGCGGT
droSec2 scaffold_10:1928265-1928415

-
TTCAGTTGCGTGAGTTCGAGCGCTGCCGCATGCTGTACGAGAAGTTCCTGGAGTTTGGACCGGAGAATTGTGTCACTTGGATGAAGTTTGCCGAGCTGGAGAATCTGTTGGGCGACACGGACCGGTCGAGAGCCATTTTCGAGCTAGCGGT

droYak3 X:6186795-6186945 + TTCAGTTGCGTGAGTTCGAGCGCTGCCGCCTGCTGTACGAGAAGTTCCTCGAATTTGGACCGGAGAATTGTGTCACCTGGATGAAGTTCGCCGAGCTGGAGAACCTGTTGGGCGACACGGAGCGTGCGAGAGCCATTTTCGAGCTGGCGGT
droEre2 scaffold_4644:2107421-

2107571 -
TTCAGTTGCGTGAGTTCGAGCGCTGCCGCCTGCTGTACGAGAAGTTCCTGGAGTTTGGACCGGAGAATTGTTCTACCTGGATGAAGTTCGCCGAGCTGGAGAATCTGTTGGGCGACACGGAACGGGCGAGAGCCATTTTCGAGCTGGCGGT
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAAGACCAGCCGTGGGCGAAAAGACCCCGGAGGACAATCATTGGAAGTCCGGTAGTTTTATCCAGTGTACCAGCTCTTAAGTGATTTCATTTCTTATAGCGAGTACACTCGGTAGACCTACACGATCATTCTCCATCATCGGTCAAGGATCAATACTGTTCCATTTGGTGTGTG

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

M042

female
body

V050

head

V057

head

M021

embryo

V042

embryo

..............................................................................................TATAGCGAGTACACTCGGTAGA.......................................................... 22 0 1 15.00 15 12 2 1 0 0 0

..............................................................................................TATAGCGAGTACACTCGGTA............................................................ 20 0 1 5.00 5 4 1 0 0 0 0

..............................................................................................TATAGCGAGTACACTCGGT............................................................. 19 0 1 3.00 3 2 1 0 0 0 0

..............................................................................................TATAGCGAGTACACTCGGTAG........................................................... 21 0 1 2.00 2 0 1 1 0 0 0

...............................................................................................ATAGCGAGTACACTCGGTAGA.......................................................... 21 0 1 2.00 2 2 0 0 0 0 0

...............................................................................................ATAGCGAGTACACTCGGTAGC.......................................................... 21 1 1 1.00 1 1 0 0 0 0 0

..........................................................TATCCAGTGTACCAGCTCTTC............................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0

..............................................................................................TATAGCGAGTACACTCGG.............................................................. 18 0 1 1.00 1 0 0 0 0 1 0

..............................................................................................TATAGCGAGTACACTCGGTAGC.......................................................... 22 1 1 1.00 1 0 0 0 1 0 0

..........................................................TATCCAGTGTACCAGCTCTTAAGA............................................................................................ 24 1 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

GTTCTGGTCGGCACCCGCTTTTCTGGGGCCTCCTGTTAGTAACCTTCAGGCCATCAAAATAGGTCACATGGTCGAGAATTCACTAAAGTAAAGAATATCGCTCATGTGAGCCATCTGGATGTGCTAGTAAGAGGTAGTAGCCAGTTCCTAGTTATGACAAGGTAAACCACACAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M021

embryo

V057

head

.............................CTCCTGTTAGTAACCTTC............................................................................................................................... 18 0 1 1.00 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_13:191061-

191219 +
dpe_137 GCCGTGGGCGAAAAGACCCCGGAGGACAATCATTGGAAGTCCGGTAGTTTTATCCAGTGTACCAGCTCTTAAGTGATTTCATTTCTTATAGCGAGTACACTCGGTAGACCTACACGATCATTCTCCATCATCGGTCAAGGATCAATACTGTTCCATTTG

dp5 XL_group1e:8373149-
8373307 -

dps_3833 GCCGTGTACGAAAAGACCCCGGACGACAATCATTGGAAGTCTGGTACTTTTATCCAGTGTACCAGCTCTTAAGTGATCTCATTTCTTATAGCGAGTACACTCGGTAGACCTACACGTTCATTCTCCATCATCGGTCAAGGGTCAATACTGTTCCCTTTG
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dper\GL13618-in]; CDS [Dper\GL13618-cds]; CDS [Dper\GL13618-cds]; utr3 [utr3_plus_6715]; utr3 [utr3_plus_6716]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGCCTGCGCGGTGGCTACAGCACCGTGGAGAGTCTGAGTAATCGAGACAGGTGAGCTTGCTATTACTCTTTTACCTCATTCGATGAACTGAAAGTAATGGTTATACTCCAAAGATGTCGAGTGGGCCAGATATCCCTATACGATGGCCCGCTGGCGCAGTTCG

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

M021

embryo

V050

head

..........................................................................................AAAGTAATGGTTATACTCCAAA................................................... 22 0 1 1.00 1 0 0 1

Anti-sense strand reads

CCGGACGCGCCACCGATGTCGTGGCACCTCTCAGACTCATTAGCTCTGTCCACTCGAACGATAATGAGAAAATGGAGTAAGCTACTTGACTTTCATTACCAATATGAGGTTTCTACAGCTCACCCGGTCTATAGGGATATGCTACCGGGCGACCGCGTCAAGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

M042

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_7:1854046-1854208

-
dpe_2494 GGCCTGCGCGGTGGCTACAGCACCGTGGAGAGTCTGAGTAATCGAGACAGGTGAG------------------------CT-----------------------------------------------------TGC----------------------------------------------------------------------------------------------------TATTACTCTTTTACCTCATTCG-A----T----GAAC-------------------T-GAAAGTAATGGTTA--T--ACTCCAAAGATGTCGAGTGGGCCAGATATCCCTATACGATGGCCCGCTGGCGCAGTTCG

dp5 2:1700132-1700294 - dps_297 GGCCTGCGCGGTGGCTACAGCACCGTGGAGAGTCTGAGCAATCGAGACAGGTGAG------------------------CT-----------------------------------------------------TGC----------------------------------------------------------------------------------------------------TATTACTCTTTTACCTCATTCG-A----T----GAAC-------------------T-GAAAGTAATGGTTA--T--CCTCCAAAGATGTCGAGTGGGCCAGATATCCCTATACGATGGCCCGCTGGCGCAGTTCG
droWil2 scf2_1100000004902:9560729-

9560897 -
GGTTTGCGAGGTGGTTACAGTACGGTAGAAAGTCTTAGCAATCGCGATAGGTCAG------------------------ACAAAA------------TATTAAGAAATCGCTTTACAAAAACCCTTAACGAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGAAATACTCTGCCCATTCAGGTGTCGCGTGGGGCAAATATCTTTATATGATGGGCCACTGGCCCAGTTTG

droVir3 scaffold_13047:838440-
838604 +

dvi_14987 GGCCTGCGCGGAGGATACAGTACCGTCGACAGTCTGAGCAACCGCGACAGGTGAG------------------------CCTTAC------------GTTTAATTAGG---------------------------------------------------------------------------------------CA---------------------------------------------------CATTCCGGAT-AA----T----TAAC-------------------T-GAGATTATGTGT---TG--CACGATCAGATGTCGTGTGGGCCAAATCTCATTGTATGATGGACCGTTGGCGCAGTTTG

droMoj3 scaffold_6540:4833480-
4833642 +

GGCTTGCGGGGCGGTTACAGTACCATCGACAGTCTAAGCAACCGCGACAGGTGAG------------------------TCT---------------GTCTGCATAGA---------------------------------------------------------------------------------------C------------------------------------------------------------------------------GAAATCATATTTAGCCAACTAAA-----TTCCCTTGGC-TCAAACACAGATGTCGCGTGGGACAAATTTCGCTGTACGATGGGCCGTTGGCGCAGTTCG

droGri2 scaffold_14906:5471125-
5471290 -

GGATTGCGGGGCGGTTACAGCACCGTCGACAGTCTGAGCAATCGCGACAGGTGAACCGACTAAAAT----------------------------------GCAGAAAT---------------------------------------------------------------------------TAATC-------------------------------------------------------TCTTATATACTA--------ATTAA--------------------------------G-TTGAGTGCTG--CACGTTTAGATGCCGCGTGGGGCAAATTTCGTTATACGATGGGCCACTGGCGCAGTTTG

droAna3 scaffold_13340:4642488-
4642638 -

GGCCTCCGGGGAGGCTACAGCACCGTGGAGAGTCTGAGCAATCGGGACAGGTAAG------------------------CTGC----------------------------------------------------------------------------------------------------------------------------------------------------------AGCTCATATTATATCCCACA------------------------------------------TTATTGGCTTACC--CATTCTCAGGTGTCGAGTGGGACAAATTTCACTCTACGACGGACCCCTGGCTCAGTTTG

droBip1 scf7180000396359:547741-
547891 +

GGCCTCCGGGGAGGCTACAGCACAGTAGAGAGTCTGAGCAATCGGGACAGGTAAG------------------------CTGT----------------------------------------------------------------------------------------------------------------------------------------------------------AGCTCATCTTACATCCCATA------------------------------------------TTATTGGCTTACC--AACTCTCAGGTGTCGAGTGGGGCAAATTTCACTCTACGACGGACCCCTGGCTCAGTTTG

droKik1 scf7180000302388:1662080-
1662302 -

GGCCTCCGGGGAGGCTACAGCACAGTGGAGAGTCTGAGCAATCGGGACAGGTAAATAACATAACATTTAGAATAATAATAA--AT------------ATTTAATTTA----------------------GAATTTCCTGGGTTTTATTATGATAGTTTTATTTTAAGATTGTTATGTATTAACTAACATTTTATGCATT----------------------------------------------------------------------------------------------------------------T--TCCCTTTAGATGTCGAGTGGGTCAAATCTCGCTTTACGACGGTCCCTTGGCTCAATTCG

droFic1 scf7180000454106:1779545-
1779599 -

GGCCTCCGGGGAGGCTACAGCACCGTGGAGAGCCTGAGCAACCGGGACAGGTGAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491194:589942-
590005 +

GTTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T--CATCAACAGATGTCGAGTGGGTCAAATCTCACTGTACGACGGTCCGCTGGCTCAGTTCG

droRho1 scf7180000779488:631857-
631912 +

GGCCTCCGCGGAGGCTACAGCACCGTGGAGAGTCTGAGCAATCGAGACAGGTAAG------------------------C-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302402:4312524-
4312576 +

GGCCTCCGGGGAGGCTACAGCACCGTGGAGAGTCTGAGCAATCGAGACAGGTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415310:607043-
607099 -

GGCCTCCGGGGAGGCTACAGCACCGTGGAGAGTCTGAGCAATCGAGACAGGTTAG------------------------TT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409881:258714-
258914 +

GGCCTCCGGGGAGGCTACAGCACTGTGGAGAGTCTGAGCAATCGAGACAGGTAAG------------------------AGATGGACTTTATAAG---------TAGT---------------------------------------------------------------------------------------GTATATCTCAGATTTTAGTGGTAGCTCTTAGGTGAGCTCTGTTGCTC--------TCTTTTA------------------------------------------TTAATCATATATC--TTTTGATAGATGTCGAGTGGGTCAAATCTCACTGTACGACGGTCCTTTGGCTCAGTTTG

dm3 chr3R:20532592-20532768 + GGCCTCCGGGGAGGCTACAGCACTGTGGAGAGTCTGAGCAATCGAGACAGGTAGG------------------------TGGT-------------------------------------------------------GGGA---------------------------------------------------TGCGATTGACTCAA--------------------------------------T-------------A-----TCAAC----GGTGACTATTTTTGACTATTATTGACTATT----ATTT--TTACCATAGATGTCGAGTGGGTCAAATCTCACTGTACGACGGTCCGTTGGCTCAATTTG
droSim2 3r:20049958-20050154 + dsi_2017 GGCCTCCGGGGAGGCTACAGCACGGTGGAGAGTCTGAGCAATCGAGACAGGTAGG------------------------TGGCGGAATCAGTTAG---------------TTTG---AACACCTTTAACGAGCTTTCTGGGA---------------------------------------------------TGCAATTGCCTAAA--------------------------------------T-------------A-----TCATC----T--------------------GTGACTAATGTT-TATT--CCACCATAGATGTCGAGTGGGTCAAATCTCACTGTACGACGGTCCGTTGGCTCAATTTG
droSec2 scaffold_0:20870913-

20871092 +

GGCCTCCGGGGAGGCTACAGCACTGTGGAGAGTCTGAGCAATCGAGACAGGTAGG------------------------TGGCGGAATCAGTTAG---------------TTTT---AACACCTTTAATGAGCTTTCTGGGA---------------------------------------------------TGCAATTGCCTAA-------------------------------------------------------------------------------------------------TTTT-AATT--CCACCATAGATGTCGAGTGGGTCAAATCTCACTGTACGACGGTCCGTTGGCTCAATTTG

droYak3 3R:25964648-25964807 - GGCCTCCGGGGAGGTTACAGCACCGTGGAGAGTCTGAGCAATCGCGACAGGTAAT------------------------CC--------------------------------------------------------TTGAT---------------------------------------------------TGCAATTTCCTAAG--------------------------------------T-------------A-----TCATC----A--------------------CTGAATATTGGTTTTTT--TATCCTCAGATGTCGAGTGGGCCAAATCTCACTGTACGACGGTCCGTTGGCTCAATTTG

droEre2 scaffold_4820:7525545-
7525728 -

GGCCTCCGCGGAGGCTACAGCACCGTGGAGAGTCTGAGCAATCGAGACAGGTAAG------------------------TGGCGGACTCCATGAGGTGTCGAATCAGG---------------------------------------------------------------------------------------CAATATCCCAAA--------------------------------------T-------------AATCACTGATC----A--------------------CTGATTAATGTT-TTTC--CCTTGCTAGATGTCGAGTGGGTCAAATCTCGCTGTACGACGGTCCGTTGGCTCAATTTG
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation

intron [Dper\GL27370-in]; Antisense to intron [Dper\GL22146-in]; intron [Dper\GL27370-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TATCTGCATGTGTCACCGTATCTGTATCTGTATCCTGTATCTCCGTGCTTCGTTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCTTATTAAACTGACAAAGCTTTGCCGTGCTTGAGGTAGCCCTAATTGATTCCACAAACGACATCACCTGAAGAGGATGAGTGACACACA

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

#
Mismatch

Hit
Count

Total
Norm Total

V050

head

V057

head

.............................................................TCGAAATTGGTTAAGCGTTTGT............................................................................................. 22 0 1 1.00 1 1 0

Anti-sense strand reads

ATAGACGTACACAGTGGCATAGACATAGACATAGGACATAGAGGCACGAAGCAATTTATGAAGCTTTAACCAATTCGCAAACAACACGAATAATTTGACTGTTTCGAAACGGCACGAACTCCATCGGGATTAACTAAGGTGTTTGCTGTAGTGGACTTCTCCTACTCACTGTGTGT

***********************************.........(((..((((((..((((((((...((((.((((.((((((((.........)).)))))))))).))))...))))))))....))).)))...)))***********************************
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
droPer2 scaffold_3:3931049-3931224 - dpe_2496 TATC------TGCATGTG------TCACCGTATCTGT--ATCTGTATCC-TGTATC-TC--C-------GTGCTTCG-TTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACAT------CACCTGAAGAGGATGAGTGACA---CACA------
dp5 2:21156552-21156727 - dps_3835 TATC------TGCATGTG------TCACCGTATCTGT--ATCTGTATCC-TGTATC-TC--C-------GTGCTTCG-TTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACAT------CACCTGAAGAGGATGAGTGACA---CACA------
droWil2 scf2_1100000004943:14640085-

14640210 +
TATG------TGTGTATG------T----GTTTGTGT--GTGTG--------T-----G--T-----GTG-----GACTTAAATACTTCGAAATTGATTAAGCGTTTGTTGTGTTCCATTTCA-ATTTGACTATGCTTAACTATGCTTGAGGTAGCCTCTAATTGCTTCC----------------------------------------------------

droVir3 scaffold_12855:6808860-
6808977 -

dvi_24643 TGTG------TGTGTG------------------------------------------------------TGCCTTTTCTAAATACCTTGAAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACGACGCTTAACTGTGCTTCAGGTAGCC--TAATTGCTTCAACAAGCCACCC--AC------------------------------C------

droMoj3 scaffold_6540:25792876-
25793033 +

dmo_3123 TATG------TGAGTGTG------T----GTGTGTGT--TTGTG-----------------T-------GTACCGTTGCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCT---TATCAAAATTGACAACGCTTAACTGTGCTTGAGGTAGCC--TAATTGTTTCAACAAGCTTCCC--GC----CGAGTTGTGCATGTGCGACA---T--G------

droGri2 scaffold_14906:2963113-
2963230 -

dgr_468 CG----------------------------------------------------------------------------CTAAATACTTCTGAATTGGTTAAGCGTTTGTTGTGCT---TATCA-AATTGACAACGCTTAACTATGCTTGAGGTAGCC--TAATTGTTTCAACAAGCTTCCC--GC----CGGGCTGTGG-TTT-----TCT----G------

droAna3 scaffold_13340:3669057-
3669165 -

TATC------CGTGTGTT------T----GTGTGTGT----------GA-TGAG-------A----------GTCTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TACCA-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC-----------------------------------------------------------------

droBip1 scf7180000396712:683548-
683670 +

CATC------CGTGTGTC------T----GTGTGTG------TG--------------------------AGC-CTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGAT---TATCG-AATTGACAATGCTAAGCTGTGCTTGAGGTAGCC--AAGATGAATCTACACGA--AC------------------------------------------

droFic1 scf7180000454055:1329863-
1330018 -

TGTC------GGCATGTGTGCGTGT------GCGTGT--ATGTGTGT----GTGCC-----T-------GTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCCGTGCTTGAGGTAGCC--AAATTGATTCTACGAGCAAA--GGG-GTG------------------ACA---ACGA------

droEle1 scf7180000491280:3121559-
3121704 -

TGTG------TGTGTGTG------T----GTGTGTGT--ATCTGTGTGCATGTGTGT-GTGT-------GTGCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGTC---CATCA-AATTGACATCGCTTAGCTGTGCTTGAGGTAGCC--AAATTGATTCTACATGCAA--------------------------------------------

droRho1 scf7180000779501:512608-
512757 +

TCTCGGCGGCTGTATGCG------TCA--GTGTGTGT--ATCTGTG---------CCTG--G-------GTGCTTTGCCTAAATACTTCGAAATTGGCTAAGCGTTTGTTGTGTC---CATCA-AATTGACAATGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCTACATTCAAAG-G-GGT------------------------------------

droBia1 scf7180000302136:2259470-
2259620 -

TATG------CGTG--------------------TGT--ATCTGTGTCC-TACGTCCTGTGTGTACTTTGTACTTTGCCTAAATACTTCGAAATTAACCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATCGTTTCCACATGCGAAGAGGG-TG-----------------------------------

droTak1 scf7180000415257:293341-
293492 -

TGTA------TGCGTG------------------TGTATCTCTGTGTCC-TGTG-------A-------GTACTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTTTGCTTGAGGTAGCC--AAATTGTTTCAACATTCGAAGAGGA----------------TGTGCTGCA---TTTA------

droEug1 scf7180000409798:1138189-
1138327 +

TATC------TG----------------------TGT--AGCTGTGTCC-TGTGTCCTG--T-------GTACTTTGCCTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCC---CATCA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAATTGTTTCATCATCA----T------TATCTG---------------------CA------

dm3 chr3R:21413231-21413384 - dme_166 CGTC------TGTATGCG--------------TGTGT--ATCTGTGTCC-TGTGCCCTG--T-------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAAAAGGG-TTC--------------------TCAA---A------
droSim2 3r:20925626-20925775 - dsi_32434 TGTA------TGCATG------------------TGT--ATCTGTGTCC-TGTGCCCTG--T-------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CTTTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAAAAGGG-TTC--------------------TCAA---A------
droSec2 scaffold_13:201172-201329 - dse_150 CGTC------TGTATGCG--------------TGTGT--ATCTGTGTCC-TGTGCCCTG--T-------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCTACATGCGAAAAGGG-TTC--------------------GCAA---ATCAT--
droYak3 3R:25065949-25066110 + dya_69 TATG------CGTGCGTA------T----GCGTGTGT--ATCTGTGTCC-TGTGCCCTG--T-------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA---AATTC-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC--AAACTGTTTCAACATGCGAAAAGGG-TTCATCTGG-------------------CCA------
droEre2 scaffold_4820:6629163-6629326

+
der_1511 TATG------CGTGTGTG------T----GCGTGTGT--ATCTGTGTCC-TGTGCCCTG--T-------GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGCTTGTCGTGCA---CATTA-AATTGACAACGCTTAGCTGTGCCTGAGGTAGCC--AAACTGTTTCAACATGCGAAAAGGG-TTC--------------------TGCA---GTCATCC
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1. scaffold_2:6924566-6924585 +
2. dpe_1979  scaffold_66:228454-228473 +

star

1. scaffold_2:6924540-6924559 +
2. dpe_1979  scaffold_66:228428-228447 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTTAAACGCGAATTCAGATCAAGAAATAAACTAAAATGGCTTTTGGTGATGTAAAGACCCCACAGGGACTAAAGGAGTTGAACAACTTCCTGGCCAACAGCAGCTACATCAGCGGATACCCGATTTGTCTGTGTTCGATTCCCTGGGCAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M021

embryo

V111

male
body

M042

female
body

V042

embryo

V057

head

..............................................................................TGAACAACTTCCTGGCCAAC.................................................... 20 0 2 11.50 23 23 0 0 0 0

..............................................................................TGAACAACTTCCTGGCCAACAGC................................................. 23 0 2 8.00 16 15 0 0 1 0

............................................................................GTTGAACAACTTCCTGGCC....................................................... 19 0 2 4.50 9 8 0 1 0 0

..............................................................................TGAACAACTTCCTGGCCAACAGCAGC.............................................. 26 0 2 4.50 9 7 0 2 0 0

...........................................................................................GGCCAACAGCAGCTACATCAGCGGAT................................. 26 0 1 3.00 3 3 0 0 0 0

...............................................GATGTAAAGACCCCACAGGGA.................................................................................. 21 0 2 3.00 6 0 2 1 3 0

..............................................................................TGAACAACTTCCTGGCCAACAGCAGCTA............................................ 28 0 2 2.50 5 5 0 0 0 0

...........................................................................................GGCCAACAGCAGCTACATCAGCGGATAC............................... 28 0 1 2.00 2 2 0 0 0 0

..............................................................................TGAACAACTTCCTGGCCAACAGCAGCT............................................. 27 0 2 2.00 4 4 0 0 0 0

..............................................TGATGTAAAGACCCCACAGGGACT................................................................................ 24 0 2 1.50 3 0 0 2 1 0

..............................................................................TGAACAACTTCCTGGCCAACA................................................... 21 0 2 1.50 3 3 0 0 0 0

..............................................................................................CAACAGCAGCTACATCAGCGGAT................................. 23 0 1 1.00 1 1 0 0 0 0

..............................................................................TGAACAACTTCCTGGCCAACAGCA................................................ 24 0 2 1.00 2 2 0 0 0 0

....................................................................CTAAAGGAGTTGAACAACTTCCTGGCC....................................................... 27 0 2 1.00 2 2 0 0 0 0

........................................................................................................................CGATTTGTCTGTGTTCGAT........... 19 0 3 0.67 2 2 0 0 0 0

...............................................................................GAACAACTTCCTGGCCAACAGCAGC.............................................. 25 0 2 0.50 1 0 0 0 1 0

............................................................................GTTGAACAACTTCCTGGC........................................................ 18 0 2 0.50 1 1 0 0 0 0

.................................................................GGACTAAAGGAGTTGAACA.................................................................. 19 0 2 0.50 1 0 1 0 0 0

............................................................................GTTGAACAACTTCCTGGCCAAC.................................................... 22 0 2 0.50 1 1 0 0 0 0

..............................................................................TGAACAACTTCCTGGCCAACAGCAGCTAC........................................... 29 0 2 0.50 1 1 0 0 0 0

...............................................GATGTAAAGACCCCACAGGGACT................................................................................ 23 0 2 0.50 1 0 0 0 1 0

................................................ATGTAAAGACCCCACAGGGA.................................................................................. 20 0 2 0.50 1 0 0 0 1 0

.....................................................AAGACCCCACAGGGACTAAAGGAGTTG...................................................................... 27 0 2 0.50 1 0 0 1 0 0

...................................................................................AACTTCCTGGCCAACAGCA................................................ 19 0 2 0.50 1 0 0 1 0 0

...............................................................AGGGACTAAAGGAGTTGAACAA................................................................. 22 0 2 0.50 1 1 0 0 0 0

.............................................................................................CCAACAGCAGCTACATCAGCGG................................... 22 0 2 0.50 1 0 0 1 0 0

....................................................................CTAAAGGAGTTGAACAAC................................................................ 18 0 2 0.50 1 1 0 0 0 0

..............................................................................................CAACAGCAGCTACATCAGC..................................... 19 0 2 0.50 1 0 0 0 1 0

....................................................AAAGACCCCACAGGGACTAA.............................................................................. 20 0 2 0.50 1 0 0 0 1 0

Anti-sense strand reads

AAATTTGCGCTTAAGTCTAGTTCTTTATTTGATTTTACCGAAAACCACTACATTTCTGGGGTGTCCCTGATTTCCTCAACTTGTTGAAGGACCGGTTGTCGTCGATGTAGTCGCCTATGGGCTAAACAGACACAAGCTAAGGGACCCGTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

V042

embryo

M021

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_66:228376-228525 + dpe_1979 TTTAAACGCGAATTCAGATCAAGAAATAAA-----CTAAAATGGCTTTTGGTGATGTAAAGACCCCACAGGGACTAAAGGAGTTGAACAACTTCCTGGCCAACAGCAGCTACATCAGCGGATA-----------------------------------------------------------------------------------------------------------------------------CCCGATTTGTCTGTGTTCGATTCCCTGGGCAA
dp5 3:6701390-6701506 + -TTAAACGCGAATTCAGATCAAGAAATAAA-----CTAAAATGGCTTTCGGTGATGTAAAGACCCCACAGGGACTGAAGGAGTTGAACAACTTCCTGGCCAACAGCAGCTACATCAGCGGGTA-------------------------------------------------------------------------------------------------------------------------------------------------------------
droWil2 scf2_1100000004513:6434097-

6434196 +
--------------------AAAT---AAACGCATTTAAAATGGCTTTCGGTGATGTCAAGACCCCACAAGGACTCAAGGAGTTGAACAACTTCTTGGCCGACAACAGCTACATCAGTGGGTA-------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12799:450880-
451045 -

TTTAAACGCGAATTTATTATAAA--CCAAACGCATTTAAAATGGCATTTGGTGATGTTAAGACCCCACAAGGCCTCAAGGAGTTGAACAACTTCCTGGCCGACAACAGCTACATCAGCGGTTA----------------------------------------------------------------------------------------------------------------CACCCCCTCGAAGGCCGATTTGTCCGTGTTTGATGCCCTGGGCAA

droMoj3 scaffold_6496:22618048-
22618168 +

TTTAAACGTGAATT-ACACTAAAA-ATAATCGCATTTAAAATGGCATTCGGTGATGTTAAGACCCCACAAGGCCTCAAGGAGTTGAACGACTTCCTGGCCAACAACAGCTACATCAGCGGGTA-------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15112:4741263-
4741506 -

TTTAGACGCGAGTTTAAA-CACAATTTAAACGCATTTAAAATGGCTTTCGGTGATGTTAAGACGCCTCAGGGCCTCAAGGAGCTGAACAACTACCTGGCCGACAACAGCTATATCAGCGGGTAAGCATAAGAGTGAAAAACTGAAAGTTAGGTTAAACACGGC--AAACACGTCGGCAAATAAAT------------------------ATTTTTTATT-----G----CAGCTACACCGCCAGTAAAGCCGATTTGTCCGTGTTCGATGCTCTAGGCAA

droAna3 scaffold_13266:13843383-
13843486 -

-------------------CACAAAATAAACGTATATAAAATGGCTTTCGGTGACGTCAAGACCCCCCAAGGACTCAAGGAGTTGAACAACTTCCTGGCCGACAACAGCTACATCAGCGGGTA-------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396759:2292629-
2292880 +

ATTTAA-----------CAAAAA--ATAAACGTATCTAAAATGGCTTTCGGTGACGTCAAGACCCCCCAAGGACTCAAGGAGTTGAACAACTTCCTGGCCGACAACAGCTACATCAGCGGGTAAGCAC--GCGGCAT----GCGAAGTGAGGTTATGTCCAGCGCAACCACGTCGGCATTCTGATTGA-----TAACTTTCTAACAAACTTTTTTGACTATATTC----CAGGTACACACCAAGCAAGGCCGATCTGTCTGTGTTCGATGCTCTGGGCAA

droKik1 scf7180000302470:1169250-
1169366 +

---AAACGCGAATTTACCCCACAA---AAACGCATTTAAAATGGCTTTCGGTGATGTGAAGACCCCCGCTGGACTCAAGGAGTTGAACAACTTCCTGGCCGACAACAGCTACATCAGCGGGTA-------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453948:2676194-
2676313 -

TTTAAACGCGAATTTACCCCAGGA---AAACGCATTTAAAATGGCTTTCGGTGATGTTAAGACCCCGCAGGGACTCAAGGAGTTGAACAACTTCCTGGCCGACAACAGCTACATCAGCGGGTA-------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491214:1613825-
1613941 -

--TAAACGCGAATTTACCCCACAA---AAACGCATTTAAAATGGCTTTCGGTGATGTGAAGACCCCGCAGGGACTGAAGGAGTTGAACAACTTCCTGGCCGACAACAGCTACATCAGCGGGT--------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000780084:585839-
585956 -

--TAAACGCGAATTTCCCCCACAA---AAACGCATTTAAAATGGCTTTCGGTGATGTGAAGACCCCGCAGGGACTCAAGGAGTTGAACAACTTCTTGGCCGACAACAGCTACATCAGCGGGTA-------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000301506:2176955-
2177074 +

GTTAAACGCGAATTTACCCCACAA---AAACGCATTTAAAATGGCTTTCGGTGATGTGAAGACCCCGCAGGGACTGAAGGAGTTGAACAACTTCCTGGCCGACAACAGCTACATCAGCGGGTA-------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415389:286286-
286404 +

--TAAACGCGAATTTACCCCACAA--AAAACGCATTTAAAATGGCTTTCGGTGATGTGAAGACCCCGCAGGGACTGAAGGAGTTGAACAACTTCCTGGCCGACAACAGCTACATCAGCGGGTA-------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409672:2380020-
2380137 -

--TAAACGCGAATTTACCCCACAA---AAACGCATTTAAAATGGCTTTTGGTGATGTTAAGACCCCGCAAGGACTGAAGGAGTTGAACAACTTCTTGGCCGACAACAGCTACATCAGCGGGTA-------------------------------------------------------------------------------------------------------------------------------------------------------------

dm3 chr2R:12755780-12756043 + GTTAAACGCGAATTTACCCCACAA---AAACGCATTTAAAATGGCATTCGGTGATGTGACCACCCCGCAGGGACTGAAGGAGTTGAACGCCTTCCTGGCCGACAACAGCTACATCAGCGGGTAAGCAC--GCGTCAT----TAAATGTGAGGTTATGTACGACCTCACCACGTCGGCAGATGTATTGATCGAATAATTTTCTACCCA-------TTACTATACTCCCATTAGATATACTCCCAGCAAGGCCGATCTGTCCGTGTTCGATGCTCTGGGCAA
droSim2 2r:13426596-13426848 + dsi_2006 --TAAACGCGAATTTACCCCACAA---AAACGCATTTAAAATGGCTTTCGGTGATGTGACCACCCCGCAGGGACTGAAGGAGCTGAACGCCTTCCTGGCCGACAACAGCTACATCAGCGGGTAAGCAC--GCGTCAT----TAAATGTGAGGTTATGTACGACCTCACCACGTAGGCAGATGTATTGATCGAATAATTTTCCACCCA-------TTTCT-----G----TAGATATACTCCCAGCAAGGCCGATCTGTCCGTGTTCGATGCTCTGGGCAA

droSec2 scaffold_1:10260210-
10260462 +

--TAAACGCGAATTTACCCCACAA---AAACGCATTTAAAATGGCTTTCGGTGATGTGACCACCCCGCAGGGACTGAAGGAGCTGAACGCCTTCCTGGCCGACAACAGCTACATCAGCGGGTAAGCAC--GCGTCAT----TAAATGTGAGGTTATGTACGACCTCACCACGTCGGCAGACGTATTGATCGAATAATGTTCTACCCA-------TTTCT-----G----TAGATATACTCCCAGCAAGGCCGATCTGTCCGTGTTCGATGCTCTGGGCAA

droYak3 2R:16219902-16220153 - GTTAAACGCGAATTTACCCCACAA---AAACGCATTTAAAATGGCTTTCGGTGATGTGACCACCCCACAGGGACTGAAGGAGTTGAACGCCTTCCTGGCCGACAACAGCTACATCAGCGGGTAAGCAC--GCGTCCT----AAAATGTGAGGTTATGGACAACCTCACCACGTCGGCAGTCGAATTAATTGAAT---CTATTACCCA-------TTTCT-----G----TAGATATACTCCCAGCAAGGCCGATCTGTCCGTGTTCGATGCTCTGGGCAA
droEre2 scaffold_4845:13096025-

13096276 -
GTTAAACGCGAATTTACCCCACAA---AAACGCATTTAAAATGGCTTTCGGTGATGTGACCACCCCGCAGGGACTGAAGGAATTGAACGCCTTCCTGGCCGACAACAGCTACATCAGCGGGTAAGCAC--GCGTCAT----AAAATGTGAGGTTATGAACGACCTCACCACGTCGGCAGACGAATTAATGGCA---TTTATTACCGA-------TTTCT-----G----TAGATATACTCCCAGCAAGGCCGATCTGTCCGTGTTCGATGCTCTGGGCAA
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Legend: mature star mismatch in alignment mismatch in read
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No Repeatable elements found

Sense Strand Reads
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CGCTTTCTCAATATGCTGCCGGCGCGCATGGCATCGCATGATAACACCAGGTGAGAGACAGAAAGCAGTGTGGAAGGATCATCGGGAAAGAGTCCTTCCAGTCCTACAATTGCATTCATTGCTGTTCTCACACAGGAGCACCATAGTGTTCTTTGCCGTCTGTGGTCTAGATGTACTTAATTCGT

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

M042

female
body

V042

embryo

M021

embryo

..................................................GTGAGAGACAGAAAGCAGTGTGGAAG............................................................................................................. 26 0 1 4.00 4 4 0 0 0

..................................................GTGAGAGACAGAAAGCAGTGTGGAA.............................................................................................................. 25 0 1 2.00 2 2 0 0 0

...........................................................AGAAAGCAGTGTGGAAGG............................................................................................................ 18 0 1 1.00 1 1 0 0 0

..................................................GTGAGAGACAGAAAGCAGTGTGGA............................................................................................................... 24 0 1 1.00 1 1 0 0 0

..............................................................................................................TGCATTCATTGCTGTTCTCACACCA.................................................. 25 2 1 1.00 1 0 1 0 0

..................................................GTGAGAGACAGAAAGCAGTGTGGAAGG............................................................................................................ 27 0 1 1.00 1 1 0 0 0

...................................................................................................................................................GTTCTTTGCCGTCTGTGGT................... 19 0 1 1.00 1 0 0 1 0

.................................................................................................................ATTCATTGCTGTTCTCACACAG.................................................. 22 0 1 1.00 1 0 0 1 0

............................................................GAAAGCAGTGTGGAAGGAT.......................................................................................................... 19 0 1 1.00 1 1 0 0 0

...................................................................................................................TCATTGCTGTTCTCACAC.................................................... 18 0 1 1.00 1 0 1 0 0

.........................................................ACAGAAAGCAGTGTGGAAG............................................................................................................. 19 0 1 1.00 1 1 0 0 0

...................................................................................................................................................GTTCTTTGCCGTCTGTGGTCT................. 21 0 1 1.00 1 0 0 0 1

Anti-sense strand reads

GCGAAAGAGTTATACGACGGCCGCGCGTACCGTAGCGTACTATTGTGGTCCACTCTCTGTCTTTCGTCACACCTTCCTAGTAGCCCTTTCTCAGGAAGGTCAGGATGTTAACGTAAGTAACGACAAGAGTGTGTCCTCGTGGTATCACAAGAAACGGCAGACACCAGATCTACATGAATTAAGCA

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

Species Coordinate ID Alignment
droPer2 scaffold_1:6979454-6979638

-
dpe_581 CGCTTTCTCAATATGCTGCCGGCGCGCATGGCATCGCATGATAACACCAGGTGAGAGACAGAAAGCAGTGTGGAAGGATC----A---TCGGGAAAGAG--TCC-TTCCAGTCCTACA--------------ATTGCAT--------------------------T----------------------------------------CATTGCTGTTCT--CACACAGGAGCACCATAGTGTTCTTTGCCGTCTGTGGTCTAGATGTACTTAATTCGT

dp5 4_group3:5486431-5486615 - dps_1571 CGCTTTCTCAATATGCTGCCGGCGCGCATGGCATCGCATGATAACACCAGGTGAGAGACAGAAAGCAGTGTGGAAGGATC----A---TCGGGAAAGAG--TCC-TTCCAGTCCTACA--------------ATTGCAT--------------------------T----------------------------------------CATTGCTGTTCT--CACACAGGAGCACCATAGTGTTCTTTGCCGTCTGTGGTCTAGATGTACTTAATTCGT
droWil2 scf2_1100000004585:1586433-

1586593 -
CGCTTCCTCCACTTGTTGCCGGCCAGGATGGCTTCCCATGATAACACACGGTAAGG---------------------TTT----A---CCTTTTCATCCTTC--A-----------------TTTCATC-TG-------------TG-----ATAATCTTT-CATCT-----------------------------------------------TCCT--CCAATAGGAGCACCATAGTGTTCTTTGCCGTCTGCGGTTTAGATGTATTGAATTCTT

droVir3 scaffold_12963:15738637-
15738812 +

CGCTTTCTGCACTTGTTGCCTGCGCGCATGTCCTCGCATGATAACACCAGGTAAGG----------------------AT----A---TGTTC-AAGGT-----------------------------------------------------------------TTGTTAACTTAAATATGACTATTACTTATACTGTCTGTTGTACA----TTTTTT--AAAACAGGAGCACCATTGTGTTTTTTGCCGTCTGTGGCCTCGATGTGCTCAACTCGC

droMoj3 scaffold_6500:18736057-
18736217 +

CGCTTCCTGCACTTGTTGCCGGCGCGCATGTCCTCACATGACGACACCAGGTAAGA----------------------AGACGTCACATCCTTGCCAAA--C--T-----------------TAC---------TGTATT-----TGA----CC---AAT--G------------------------------------------------ATATATT--TACATAGGAGCACAATAGTCTTTTTTGCCGTCTGTGGCCTGGATGTGCTCAACTCTC

droGri2 scaffold_15126:2104480-
2104647 -

CGCTTTCTGCACTTGTTGCCGGCGCGATTGTCCTCGCACGACAACACCAGGTGAGG----------------------AT----TATATCCTTCTATAC------TTTA-------------------------TTCATTCATAACTAATAAGTAAAAGT--A-TTT-----------------------------------------------TAAC--TACACAGGAGCACAATTGTGTTTTTTGCCGTCTGCGGCTTGGATGTACTAAACTCGC

droAna3 scaffold_12943:2684202-
2684358 +

CGGTTTCTGAATCTCCTGCCAGCGCGGATGGCCTCGCATGACAACACCCGGTAAGC----------------------AA----A---TCCTTGGATAC------CTGATGCATTCTG--------------TTT---------------------TCATACT-TTT-----------------------------------------------GTAA--CTTCCAGGAGCACCATTGTGTTCTTCGCTGTCTCTGGTCTGGATGTTCTGAACTCCT

droBip1 scf7180000396535:2081747-
2081906 +

CGTTTCCTGAATCTCCTGCCAGCTCGGATGGCCTCGCATGACAACACCCGGTAAGC----------------------AG----G---TCCTTGGATAG--TCC-TTCATATATTCGA--------------TTT---------------------TCATACT-TTT-----------------------------------------------TTAA--CTTCCAGGAGCACCATTGTTTTCTTCGCTGTCTGTGGTCTGGATGTTCTAAACTCCT

droKik1 scf7180000302271:57122-
57283 +

CGTTTCCTCAATCTGCTGCCGGCACGGATGGCCTCGCACGATAACACCAGGTGAGT----------------------GC----AGCACCCTGCGAGGG--TCC-TTGAACTATTCTGAATT----------ATTCCA----------------------------T-------------------------------T---------------TGTC--CTTTTAGGAGTACCATTGTCTTTTTTGCTGTGTGCGGCCTGGATGTCCTCAATTCCC

droFic1 scf7180000453842:1308046-
1308204 -

CGATTTCTAAATCTCCTGCCGGCTCGCATGGCCTCGCATGATAACACCAGGTGAGA----------------------GA----G---TCCTTCCATTG--T--C-----------------CTTTTCG-GT-------------CTC----TAAACCATATT-CTT-----------------------------------------------TAAT--CTACCAGGAGCACCATTGTGTTCTTTGCCGTTTGCGGTCTGGATGTGCTCAACTCCC

droEle1 scf7180000491046:2610330-
2610498 +

CGCTTCCTCAATCTACTGCCGGCTCGCATGGCCTCGCATGATAACACCAGGTGAGT----------------------GG----GTGGTTCTGTCATGA--TCC-TTC--------------CTTTCCA-GC-------------TGG----ATAACCATT-TCCCT---------------------------------------TT-------TTTCCGCCCCAGGAGCACCATTGTGTTCTTCGCCGTCTGTGGCCTGGATGTGCTCAACTCCC

droRho1 scf7180000778395:4564-4720
-

CGCTTCCTCAATATGTTGCCGGCTCGAATGGCCTCCCATGATAACACCAGGTAAGT----------------------GG----G---TCCTGAAATAT--C--------------------CTTTTAGGCG-------------CT-----ATAATCATT-T-TCC-----------------------------------------------TTTT--TCCCCAGGAGCACCATTGTTTTTTTCGCCGTCTGTGGCCTGGATGTGCTTAACTCCC

droBia1 scf7180000302188:1528438-
1528593 +

CGGTTCCTCAATCTCCTGCCAGCTCGCATGGCCTCGCATGATAACACCAGGTAGGT----------------------GG----A---TCCTTGCACTA--T--C-----------------CTTCTTA-TC-------------TGG----T-AAACAT--T-CTT-----------------------------------------------GACT--TCCCCAGGAGCACCATTGTATTCTTCGCCGTCTGCGGTCTGGATGTGCTGAACTCCC

droTak1 scf7180000415705:255195-
255353 +

CGGTTCCTCAATCTCCTGCCCGCTCGCATGGCCTCGCATGATAACACCAGGTAGGT----------------------GG----A---TCGTATCATTA--T--C-----------------CTTTCCA-TC-------------TGG----TTAACTTGGTT-TCT-----------------------------------------------TGGA--TCCCCAGGAGCACCATTGTCTTCTTTGCCGTCTGCGGCCTGGATGTGCTGAACTCCC

droEug1 scf7180000409005:824577-
824727 +

CGATTCCTAAACCTCCTGCCTGCTCGTATGGCCTCTCATGATAACACCAGGTGAGT----------------------TG----A---TCCTGACATTA--T--C-----------------CTTATTA-GCATT-----------------TTAC---------T----------------------------------------CA-------TTT--TCTACAGGAGTACTATTGTGTTCTTCGCTGTCTGTGGTCTTGATGTGCTCAACTCCC

dm3 chr2L:4945964-4946120 + CGATTCCTTAATCTCCTGCCAGCTCGCATGGCCTCGCACGATAACACCAGGTAAGT----------------------GC----A---TCCTGGCCTCG--T--A-----------------TTTAACT-TT-------------TGG----TTAACCAT--T-TCC-----------------------------------------------TTGT--CCATCAGGAGCACCATTGTGTTCTTCGCCGTCTGCGGCCTGGATGTGCTAAACTCAT
droSim2 2l:4759620-4759776 + CGATTCCTTAATCTTCTGCCAGCTCGCATGGCCTCCCACGATAATACCAGGTAAGT----------------------GC----A---TCCTAGCGTCA--T--A-----------------TTTTCCT-TG-------------AGG----CTAACCAT--T-TCT-----------------------------------------------TTGT--CCATCAGGAGCACAATTGTGTTCTTCGCCGTCTGCGGTCTGGATGTGCTGAACTCAT
droSec2 scaffold_5:3032669-3032825

+
CGATTCCTTAATCTCCTGCCTGCTCGCATGGCCTCCCACGATAACACCAGGTAAGT----------------------GC----A---TCCTAGCCTCA--T--A-----------------TTTTCCT-TG-------------TGG----ATAACCAT--T-TCT-----------------------------------------------TTGT--CCATCAGGAGCACCATTGTGTTCTTCGCCGTCTGCGGCCTGGATGTGCTGAACTCAT

droYak3 2L:10580860-10581016 - AGATTTCTTAATCTCCTGCCAGCTCGCATGGCGTCGCACGATAACACCAGGTAAGT----------------------GA----A---TCCTGGCCTCA--T--A-----------------TTTTCCT-TG-------------TGG----TTAACATT--G-ACT-----------------------------------------------TTCT--CCATCAGGAGCACCATTGTGTTCTTCGCCGTCTGCGGCCTGGATGTGCTGAACTCAT
droEre2 scaffold_4929:5022309-

5022465 +
CGATTCCTTAATCTCCTGCCAGCTCGCATGGCGTCGCACGATAGCACAAGGTAAGT----------------------GC----A---TTCTGGCCTCG--T--A-----------------TATTCCT-TG-------------TGA----GTAACCAT--G-CCT-----------------------------------------------TTGT--CCATCAGGAGCACAATTGTGTTCTTCGCCGTCTGCGGTCTGGATGTGCTGAACTCAT
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hide 3p reads  show mid mismatch reads

AGACCAGCCAGGCCCTCATGTACTATGCTACGCACACGGCGCAAATTGAGGTAAAGATCTATGAACATTTCAGGGATTATCTTCCACATCTTCGTGTACATTTTTCTTTATAGATTGTACGCAATGATCGTACGCTGGAGCAGATTGTCTTTCCCATACCCGA
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..........................................................................................TTCGTGTACATTTTTCTTTATAG.................................................. 23 0 1 11.00 11 4 4 1 1 0 1

..........................................................................................TTCGTGTACATTTTTCTTTAT.................................................... 21 0 1 6.00 6 3 3 0 0 0 0

..........................................................................................TTCGTGTACATTTTTCTTTATA................................................... 22 0 1 2.00 2 0 1 0 1 0 0

............CCCTCATGTACTATGCTACGCACACGG............................................................................................................................ 27 0 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

TCTGGTCGGTCCGGGAGTACATGATACGATGCGTGTGCCGCGTTTAACTCCATTTCTAGATACTTGTAAAGTCCCTAATAGAAGGTGTAGAAGCACATGTAAAAAGAAATATCTAACATGCGTTACTAGCATGCGACCTCGTCTAACAGAAAGGGTATGGGCT
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Species Coordinate ID Alignment
droPer2 scaffold_3:4016921-4017083

-
dpe_1374 AGACCAGCCAGGCCCTCATGTACTATGCTACGCACACGGCGCAAATTGAGGTAAAGA------------------------------TC-----------------TATGAACATTT--CA-GGGA----------------------------------------------TTATCTTCCAC--------------------ATC-TTCGTGTACATT--------------------------------------TT--TCT-TTATAGATTGTACGCAATGATCGTACGCTGGAGCAGATTGTCTTTCCCATACCCGA

dp5 2:21235105-21235267 - AGACCAGCCAGGCCCTCATGTACTATGCTACGCACACGGCGCAAATTGAGGTAAAGA------------------------------TC-----------------TATTAACATTT--CA-GGGA----------------------------------------------TTATCTTCCAC--------------------ATC-TTCGTGTACATT--------------------------------------TT--TCT-TTTTAGATTGTACGCAATGATCGTACGCTGGAGCAGATTGTCTTTCCCATACCCGA
droWil2 scf2_1100000004521:6611707-

6611863 +
AAACGAGTCAGGCTCTAATGTACTATGCCACGCACACGGCTCAAATTGAAGTAAGTG-----------TTAATATAACCGGACAAGAT---------------------------------------------------------------------------------------------------------------------TGAACTT------T-------TTAAAC------------------AA-----TATATTTTTCTCAGATTGTTCGCAATGATCGCACCTTGGAGCAAATTGTTTTCCCCATACCCGA

droVir3 scaffold_13047:16674212-
16674464 -

AAACAAGTCAGGCACTCATGTACTACGCAACGCACACGGCCCAAATTGAGGTACAGTCAGAACAAATGCTAATAAAAGCGTTC----CCTAGCAGCTTTACATAATAT-----------AAGAATGTTAATTAGATAACATAATAGTTGTCAACTTACCACAATATGTCATATTAT-TCCGA---------------TTTG----------------TTCTT-ATTCCGA--------------ATGTCCTT---CCTG--CAT-TCGCAGATTGTTCGCAATGATCGCACACTGGAACAAATTGTTTTTCCCATACCTGA

droMoj3 scaffold_6540:12980062-
12980229 -

AAACCAGTCAAGCTCTCATGTACTACGCAACACATACGGCACAAATCGAGGTACAGT------------------------------TC-----------------GA-----------AAGGTTA----------------------------------------------TCAT-TA-TC---------------AATT-------------ATGTT-------TTTAATAACTCATTCT---A-TCT-A-T---CT--CAT-TCGCAGATTGTTCGCAATGACCGCACACTGGAGCAAATTGTATTCCCCATACCTGA

droGri2 scaffold_14906:3092154-
3092316 -

AGACAAGTCAGGCTCTCATGTACTATGCAACGCACACAGCCCAAATTGAGGTAATTA------------------------------TC-----------------GATG-----------ATAAA-----------------------------------------------TAT-TTATA---------------AATGATATTTAATGTCGAACTT-----------------------------C-AA-A---TC--AAT-TCTCAGATTGTTCGCAATGATCGCACACTGGAGCAAATCGTATTTCCCATACCGGA

droAna3 scaffold_13340:3831920-
3832078 -

AGACCAGTCAGGCACTGATGTACTACGCCACTCACACGGCACAGATTGAGGTATGTT------------------------------TT-----------------TC--------------------------------------------------------------------------G-------------CCTTG----------------TTCTG-GTTTTAAATCATAAATTAT---T-GCC-T-T---TT-GGTT-TTCTAGATTGTTCGCAACGATCGCACCCTGGAGCAGATTGTCTTTCCCATTCCGGA

droBip1 scf7180000396570:676482-
676639 +

AGACCAGTCAGGCACTGATGTACTACGCGACTCACACAGCACAGATTGAGGTAAGTT------------------------------CT-----------------TA--------------------------------------------------------------------------G-------------GTTTA----------------TTAAG-AATTTAAATAATTAATTAT---T-TCC-T-T---TT--ATT-TCCTAGATTGTTCGCAATGATCGCACCTTAGAGCAGATTGTCTTTCCCATTCCGGA

droKik1 scf7180000302461:787497-
787655 +

AGACCAGTCAGGCTTTGATGTACTATGCCACGCACACGGCCCAGATTGAGGTAATAA-----------ATTGTTCATCCTGGTCTCAT--------------------------------ACAATA----------------------------------------------TTA-------------------------------------------------------TTC----ATAAT--GT-----A-A---TC--CCC-TGCCAGATTGTTCGCAACGATCGCACCCTGGAGCAGATTGTGTTCCCCATTCCAGA

droFic1 scf7180000453850:761618-
761778 +

AGACGAGTCAGGCCCTGATGTACTACGCCACGCACACTGCCCAGATTGAGGTGCTCC------------------------------CC-----------------TA--------------------------------------------------------------------------GATCCTCATCTTC--AT----A---------TT------------TGATTAGCTAATCCC---T-GCA-C-T---TT--CGT-TTCCAGATTGTCCGCAACGACCGCACTCTGGAGCAGATCGTCTTTCCCATTCCCGA

droEle1 scf7180000491021:87665-
87825 -

AGACCAGTCAGGCCCTGATGTACTACGCCACGCACACAGCCCAGATCGAGGTCGA-T------------------------------AT-----------------AA-----------TCCTCA---------------------------------------------------------T-------------CCCTT----------------CCAATAACTTTAACTC----ACATA-----GCCTCCT---TT--CTT-CCGTAGATTGTTCGGAACGATCGCACGCTGGAGCAGATTGTCTTTCCCATTCCCGA

droRho1 scf7180000776528:12432-
12600 -

AGACCAGTCAGGCTTTGATGTACTACGCCACGCACACCGCCCAGATTGAGGTGAAATTA---------AT---------------------------------------TTACTTATAATGTCCTT----------------------------------------------TTCT-C-----------AACT--A-A-----TCCCAATGTT--------------------------------T-GCA-A-ACCATA--CGT-TTATAGATTGTTCGCAACGATCGCACTCTGGAGCAGATAGTCTTTCCCATTCCCGA

droBia1 scf7180000296948:19651-
19815 -

AGACAAGTCAGGCATTGATGTATTACGCCACGCACACAGCCCAGATTGAGGTGAAGT------------------------------AA-----------------TG-----------CGTCCTA----------------------------------------------TTAT-TCGTG-------------------------------TATGTT-------TTAACTA----ATCCTGTGT-GCC-----CATG--TAT-TTGTAGATTGTTCGAAACGATCGAACTCTGGAGCAAATAGTCTTTCCCATCCCCGA

droTak1 scf7180000415754:446457-
446619 -

AGACGAGTCAGGCCCTGATGTACTACGCCACGCACACTGCGCAGATTGAGGTGAAAT------------------------------CA-----------------AG-----------CGTCCTA----------------------------------------------TTAT-CC-TA-------------------------------ACCA-----------TACTGACTAACCATATGT-----A-A-CGCA--CAT-TTGTAGATTGTACGAAATGATCGAACTCTGGAGCAGATCGTCTTTCCCATTCCCGA

droEug1 scf7180000409766:306396-
306565 +

AGACAAGTCAAGCCTTGATGTACTATGCCACACACACTGCCCAGATTGAGGTAACCC------------------------------AA-----------------AT-----------CGTAATATTATTTAAATACATTCATATTTAT------------------------------------------------------------TTATATATT-------TTAA------------------TA-----CATA--TAT-TTTAAGATTGTTCGCAACGACCGCACTTTGGAGCAGATCGTTTTTCCCATTCCCGA

dm3 chr3R:1362325-1362485 + AGACAAGTCAGGCCTTGATGTACTATGCCACGCACACTGCCCAAATAGAGGTGAGAT------------------------------CT-----------------AA-----------CATGGTA----------------------------------------------TTAT-CCCTAT--------------------ATCCAACGTATAAATC-----------------------------C-AA-----TATATTTTTTGTAGATTGTTCGAAACGATCGCACTCTAGAGCAGATAGTCTTTCCCATTCCCGA
droSim2 3r:1257078-1257237 + AGACAAGTCAGGCCTTGATGTACTACGCCACGCACACTGCCCAGATAGAGGTGAGAT------------------------------AT-----------------AA-----------CATGGTA----------------------------------------------TTAT-TCCTAT--------------------ATCCAACGTATAAATC-----------------------------C-AA-----TATATTT-GTTTAGATTGTTCGAAACGATCGCACTCTGGAGCAGATAGTCTTTCCCATTCCCGA

droSec2 scaffold_234:14998-15157 + AGACAAGTCAGGCCTTGATGTACTACGCCACGCACACTGCCCAGATAGAGGATAGAT------------------------------AT-----------------AA-----------CATGGTA----------------------------------------------TTAT-TCCTAT--------------------ATCCAACGTATAAATC-----------------------------C-AA-----TATATTT-TTTTAGATTGTTCGAAACGATCGCACTCTGGAGCAGATAGTCTTTCCCATTCCCGAdroYak3 3R:1775192-1775349 + AAACAAGTCAGGCCTTGATGTACTACGCCACGCACACTGCCCAGATAGAGGTGAGAT------------------------------AC-----------------GG-----------CATGTAA----------------------------------------------TAAT-CCCTAT--------------------ATCCTACGTATAAGTC-----------------------------C-AA-----TA--TGT-ATTCAGATTGTTAGAAACGATCGCACTCTGGAGCAGATAGTCTTTCCCATTCCCGA

droEre2 scaffold_4770:1630303-
1630460 +

AGACAAGTCAGGCCTTGATGTACTACGCCACGCACACTGCCCAGATAGAGGTGAGAT------------------------------AC-----------------GG-----------CATGGTT----------------------------------------------TTAT-CCCTAT--------------------ATCCTACGTCTAAGTT-----------------------------T-AA-----TA--TAT-ATGCAGATTGTTAGAAACGATCGCACTCTGGAGCAGATAGTCTTTCCCATTCCCGA
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AGTGACCAAGTGATAAGTGTGCGTGTGCGTGTGCGTGTGTCTTACCAAAGAACTCTGATAAAGTGTGTTTGTTTGCTGGCTACGTTTGTGTTACATGATGCCCTTTATGGATTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAATGTATCTAATAAACTGCCAGTATGATATATCTTTCTCCAAATAA
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head
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head

..............................................................................................................ATTCCAAGTGTATCTGTCTATA............................................................................................................................. 22 0 1 3.00 3 0 3 0 0 0 0

..........................................................................................TTACATGATGCCCTTTATGG................................................................................................................................................... 20 0 1 2.00 2 1 0 0 1 0 0

.................................................................TGTTTGTTTGCTGGCTACGTTTGT........................................................................................................................................................................ 24 0 1 1.00 1 1 0 0 0 0 0

.................................................................TGTTTGTTTGCTGGCTACGT............................................................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 1 0

............................................................................................................................................................................ATGTTCAGCAAGACAACACG................................................................. 20 0 1 1.00 1 0 0 0 1 0 0

........................................................................................................................................................GTAGGCTAATCAACTCACA...................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0

...........................................................AAAGTGTGTTTGTTTGCTGGCTACGTT........................................................................................................................................................................... 27 0 1 1.00 1 0 0 1 0 0 0

.........................................................................................................................................................TAGGCTAATCAACTCACAAATGTTC............................................................................... 25 0 1 1.00 1 1 0 0 0 0 0

.................................................................TGTTTGTTTGCTGGCTACGTTTG......................................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

.....................................................TCTGATAAAGTGTGTTTGTTTGCTGGC................................................................................................................................................................................. 27 0 1 1.00 1 1 0 0 0 0 0

..................................................................GTTTGTTTGCTGGCTACGTTT.......................................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................................................................................................AATGTTCAGCAAGACAACACGT................................................................ 22 0 1 1.00 1 0 0 0 0 1 0

........................................................................................................................................CAAAAGGGCCCATCATGTAGGCT.................................................................................................. 23 0 1 1.00 1 0 0 1 0 0 0

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

.................................................................TGTTTGTTTGCTGGCTACGTT........................................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

...................TGCGTGTGCGTGTGCGTG............................................................................................................................................................................................................................ 18 0 20 0.05 1 0 0 0 0 1 0

Anti-sense strand reads

TCACTGGTTCACTATTCACACGCACACGCACACGCACACAGAATGGTTTCTTGAGACTATTTCACACAAACAAACGACCGATGCAAACACAATGTACTACGGGAAATACCTAAGGTTCACATAGACAGATATGTAGGTTTTCCCGGGTAGTACATCCGATTAGTTGAGTGTTTACAAGTCGTTCTGTTGTGCAGTTTCGTTTGTTGTTCATTTACATAGATTATTTGACGGTCATACTATATAGAAAGAGGTTTATT

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

Species Coordinate ID Alignment
droPer2 scaffold_0:1112031-

1112287 -
dpe_2478 AGTGACCAAGTGATAA--------------GTGTGCGTGTGCGTGTGCGTGTGTC---------------------------------------------------TTACCAAAGAACTCTGAT-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGA----------T-GCCCTTTATGGATTCCA------------------AGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTA-ATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAA-----------------------------------------------------------ATGTATCTAATAAACTGCC-AGTATGATATA----------T-----------------------C----------TTTCTCCAAATAA

dp5 2:7251435-7251685 - dps_3824 AGTGACCAAGTGATAA--------------GTGTGCGTG------TGCGTGTGTC---------------------------------------------------TTACCAAAGAACTCTGAT-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGA----------T-GCCCTTTATGGACTCCA------------------AGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTA-ATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAGTAA-----------------------------------------------------------ATGTATCTAATAAACTGCC-AGTATGATATA----------T-----------------------C----------TTTCTCCAAATAA
droWil2 scf2_1100000004902:91361-

91556 -
dwi_5413 CCG-ATTAATTAA------------------------------------------------------AGTGTGTGC-----------AA-----------GT-GAACTCTAAGAGAACTCTAAG-AAAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGATTCA------ATGTTTTC---------------------------------------------------TATTGG--CATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACAAGATA-----------------------------------------------CAAAA-------------------AACAA--------AACATA----------T-----------------------C----------TCTCTCT------

droVir3 scaffold_13047:936568-
936825 -

dvi_24633 ATTT------------GTGATATGTAATAAGTG-------------------------------CC-TCTCGATAA---TAC-----------------C------GTGCGACAGAATTCTGAG-AAAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGCGAAGTCTCGACGGCTGC--------------------------------------------------TGCA-GACTCGTCATGTAGATTA-A-GTACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCAAATGATC---------------------------------------------GAGGATGTGC--GTTTATTTAATACACA-------CTTC-----AGTGATCTATTTAG-----------CTTATATCAATAATAGCAATGT----TTACAA

droMoj3 scaffold_6540:4939432-
4939646 -

dmo_3125 GTG-ATTTA-TGATTTGTGATTTGTGATC--TG--C----------------ATTT---CAGTGGC-TATCGATGA---GAG-----------------AC---TGCAACGAGACAAATCTAAG-AAAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGATGAAATCCTGTCAGCTGTT-------GC-------------------------------------------A-AGTTCGTCATGTAGATTA-AGCAACGCACAAATGTTCAGCAAGACAACACGTCAAAGCTAGCCGCAAATAATC---------------------------------------------GA----------------------------------------------------------------------------------------------ATTTA

droGri2 scaffold_14906:5355625-
5355894 +

dgr_460 ATG-ACCCAGTGATAAGTGATATGTGATTGGT-------------------------------------------------------GC-----------CTCTCGCACGAAGAGAAGTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTCGAACTAACGCCAGCAGCT-------GCTGCTGCTGCTCCTGCTGCGGG----------------TG------CGTTCGTCATGTAGGTTA-AGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCAATCGATCGGGTTTATAT-----------------------------------------------ATGTGTATAATACATAAAA-AA-------TATATTTATCTGTTTATCTGT---------------------------------TTATAA

droAna3 scaffold_13340:938948-
939173 +

dan_4036 GGA-----------------------------------------------------------------TC---TGG---A-AC-TGAAT-----------CTGGAGCAGCATGAGAACTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGG----------AGGTCC--------------------------------------------------TCTTCGGGG-CTTCCCTGTAGGCTT-AGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAGGACAACTACTACATCAAAGTGATTCCAATTCAAACAATGGAC------------------------------------A----AA-------TAAACTTTCATTTATAG-----------CTAA-------------------------TAT

droBip1 scf7180000394085:58581-
58786 -

GA--------------------------------------------------------------------------------------C-----------CTGGATCTGCATGAGAACTCTGAGAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACAAGG----------AGGTCC-------------------------------------------------TCCCAAGGGG-CCTTCCTGTAGGCTT--GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAAGAGGACTACTCCCCCAAAGTGACTCCCATCCAAGCAGTGGATACTCCACTCCAAAA---------------TA----------------------------------------------------------------------------TAA

droKik1 scf7180000302475:1404906-
1405140 +

GGTG------------GAAAA----------------------------------------------ATTCAATGG---AAAC-TCAAAATGATCAACTACTGCACCGGCCTGAGAACTCTGAG-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG----------A------------------------------------------------------TCCATAAAGG-ACTCCATGTAGGCTT-AGCAACTCACAGATGTTCAGCAAGACAACACGTCTAAATAATCAACAAGGATT-----------------------------------------------------TGCAAGAGTAACCAAG--------AAAACTGC------------------AGTGGAAATTCGCTAATACCC----------TTTTTCCA---AA

droFic1 scf7180000453800:2293582-
2293756 +

AGCT---------------------------TA--C----------------AGCT---CAAAAAA-ACGCAATGG---AAAACTTTAT-----------CTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG----------A------------------------------------------------------TCCAAATTGG-ATTTCCTGTGGGCTT-AGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAATACAACAGG-------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490995:524424-
524582 -

AAA----------------------------------------------------------------GCCCAATGG---AAAC-TTCAC-----------CTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGA----------A------------------------------------------------------TCCGAAATGG-ATTTCCTGTAGGCTA-CACAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAG-------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000777158:35348-
35494 -

AA-----------------------------------------------------------------ACCCAATGG---AAAC-TCTAC-----------CTG-----------GATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGA----------A------------------------------------------------------TCCGAAATGG-ATTTCCTGTAGGCTT-ACCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAG-------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302402:8304863-
8305046 +

AAC----------------------------------------------------------------ATTCCATGG---AAACGCCTAT-----------CTGGAGCAGCAAGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACGGGC----------A------------------------------------------------------ACCCAAAGGG-CTTTCTCGTAGAATT--GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGAGAT--------------------------------------------------------------------------GCC-AGGATTA------------------GCTCC---------------------------------GAACAA

droTak1 scf7180000415380:1425470-
1425628 -

AAC----------------------------------------------------------------ATCCCATGG---AAAC-TTTAT-----------CTGAAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGG----------A------------------------------------------------------TCCGAAATGG-ATTTCCTGTAGACTT-GGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGG-------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409692:688210-
688372 +

AGGA---------------------------------------------------------------AACCAATGG---AAAG-TCTAT-----------CTGGAGCAGCATGAGATCTATGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGG----------A------------------------------------------------------TCCGGAATGG-ATTTCCTGTAGATTT-GGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGAAA----------------------------------------------------------------------------------------------------------------------------------------------------

dm3 chr3R:6217145-6217360 + dme_164 ATTAA-CAG---------------------------------------------CTAACCATT-CCTATCCAATGGATGC-TC-CATAT-----------CTGGAGTAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGG----------A------------------------------------------------------CTTCAAATGG-ATTTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGAT---------------------------------------------ACAAGA---------------TAGAAGCTGC-GAAATTAA------------------TCTAT---------------------------------TAACTA
droSim2 3r:14862056-14862232 - ----------------------------------------------------------------------------------------T-----------CTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTAGGG----------A------------------------------------------------------CTCCAAATGG-ATTTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGAT---------------------------------------------ACAAGA---------------TATAAGCTGC-TAAATTGA------------------ACTAC---------------------------------ATACTA
droSec2 scaffold_0:15728100-

15728276 -
dse_143 ----------------------------------------------------------------------------------------T-----------CTGGAGCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCAGGG----------A------------------------------------------------------CTCCAAATGG-ATTTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGAGAT---------------------------------------------ACAAGA---------------TATAAGCTGC-TAAATTGA------------------ACTAC---------------------------------AAACTA

droYak3 3R:10242949-10243088 + T--------------------------------------------------------------------------------------AT-----------CTGGACCAGCATGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGG----------A------------------------------------------------------TTCCAAATGG-AATTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGG-------------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4770:15403128-

15403280 -
ATTG------------G--------------------------------------------------ACGCCATGG-----------AT-----------CTGGAGCCGCACGAGATCTCTGAA-AAAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCAGGG----------G------------------------------------------------------TTCCAAATGG-ATTTCCTGCACAACA--TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGG-------------------------------------------------------------------------------------------------------------------------------------------------------
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AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCGAAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGACTCGGTTGAAGAGTTTCCGGTCACA
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head
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body
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head

...................................................................................GCTGGACAAACTGAATCC........................................................................................ 18 0 1 8.00 8 8 0 0 0 0 0

.......................................................................................................................CATACTAACGCAGGGCTGTGATCCCGT........................................... 27 0 1 4.00 4 4 0 0 0 0 0

...............................................................ATTGGCAAGCGTCTGGTGGC.......................................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0

........................................................................................................................ATACTAACGCAGGGCTGTGATCCC............................................. 24 0 1 2.00 2 2 0 0 0 0 0

.......................................................................................GACAAACTGAATCCGGCGC................................................................................... 19 0 1 2.00 2 2 0 0 0 0 0

...........................................................CGAGATTGGCAAGCGTCTGGTGGC.......................................................................................................... 24 0 1 1.00 1 0 0 1 0 0 0

...........................................CGACCGAAGATCTGCGCGAGATTGGCA....................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0

...................................................................................GCTGGACAAACTGAATCCGGC..................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

..................................................................GGCAAGCGTCTGGTGGCGCTGGACA.................................................................................................. 25 0 1 1.00 1 0 0 0 0 1 0

.............................................................................................CTGAATCCGGCGCGACCTCT............................................................................ 20 1 1 1.00 1 0 1 0 0 0 0

........................................GGCCGACCGAAGATCTGCGCGAGA............................................................................................................................. 24 0 1 1.00 1 0 0 0 1 0 0

...........................................CGACCGAAGATCTGCGCGAGATTG.......................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

.......................TGCTACGGCCCAGGGCTGGCCGAC.............................................................................................................................................. 24 0 1 1.00 1 0 1 0 0 0 0

....................................................................................................................................................TGCTCATCCAGCGGGACTCGGTTGAAG.............. 27 0 1 1.00 1 0 0 1 0 0 0

.........................................................................................CAAACTGAATCCGGCGCGACCTCG............................................................................ 24 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

TTACTCCGCCTCCGCGTACGGAAACGATGCCGGGTCCCGACCGGCTGGCTTCTAGACGCGCTCTAACCGTTCGCAGACCACCGCGACCTGTTTGACTTAGGCCGCGCTGGAGCGTAACGGTATGATTGCGTCCCGACACTAGGGCACGACGAGTAGGTCGCCCTGAGCCAACTTCTCAAAGGCCAGTGT
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Species Coordinate ID Alignment
droPer2 scaffold_9:2666447-2666635 - dpe_2483 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
dp5 XR_group6:4377266-4377454 - dps_3829 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droWil2 scf2_1100000004511:5276750-

5276938 +
dwi_5417 AATGAGGCGGAGGCTCATGCCTTTGCCACTGGCCAGGGCTGGCCAACGG---ATGATCTGCGCGAGATTGGCAAACGTATAGTCGGTCTGGAGAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATCCGGTGTTGCTCATTCAAAAAGA---TTCGGTTGAAGAGTTTCCGGTTACA

droVir3 scaffold_13049:22492152-
22492343 +

dvi_158 AACGAGGCGGAGGCGCACGCCTTTGCCACTGCGCAAGGTTGGCCCGCCGACAATGATCTGCGTGAGATTGGCAAGCGCCTGGTCGCGCTGAATAAACTCAATACGGGGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTTATACAGCACGA---TTCGGTCCAGGAGTTTCCAGTGACA

droMoj3 scaffold_6680:17099712-
17099903 +

dmo_114 AACGAAGCAGAGGCCCATGCCTTTGCCACGGCGCAAGGCTGGCCCGCCGATGCGGATCTGCGTGAGATTGGCAAACGTTTGGTGGCACTGCCCAAAATCAATTCAGAGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTCATCCAGCACGA---CAAGGTCCAGGAGTTCCCGGTCACA

droGri2 scaffold_15121:203613-203807
+

dgr_465 AATGAGGCGGAGGCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGTTCCCAGTTACA

droAna3 scaffold_13337:4137395-
4137583 +

dan_4038 AACGAGGCGGAGGCGCAGGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAGCTGAACTCGTCGAGGCCGCGCATTGCCATTCTCACGCAGGGCTGTGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACA

droBip1 scf7180000395450:265900-
266088 +

AACGAGGCGGAGGCGCAAGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGATAAGCTGAATACCTCAAAGCCTCGAATTGCCATTCTCACGCAGGGTTGCGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

droKik1 scf7180000302272:666717-
666905 -

AATGAGGCGGAGGCGCAGGCCTTTGCCGAGGCCCAAAAATGGCCGAGCG---AGGATCTGCGTGAGATTGGCAAACGTCTGGTGGCAATGGACAAACTAAATCCGTCGCGGCCACGCATTGCCATCCTCACGCAGGGTTGTGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACA

droFic1 scf7180000454048:724234-
724422 +

AATGAGGCTGAGGCCCAGGCCTTCGCCGAGAAACAGAATTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACA

droEle1 scf7180000491255:1412089-
1412277 -

AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGATGGACAAGCTGAATCCGACGCGACCCCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droRho1 scf7180000769477:967-1151 + AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCAAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGCTGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGT----
droBia1 scf7180000302193:2253856-

2254044 -
AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGACCCCGTGCTGCTCTTCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droTak1 scf7180000415706:66147-66335
-

AACGAATCGGAGGCTCAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGCCTGGTGGCGCTGGACAAGCTGAATCCGGCGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

droEug1 scf7180000409711:6101265-
6101453 -

AACGAGGCGGAGGCACAAGCCTTCGCCGAGGCCCAGAATTGGCCAAGTG---GGGATCTTCGTGAGATTGGCAAGCGTCTGGTGGCGATGGGCAAATTAAATACGACGCGGCCGCGCATTGCTATCCTCACGCAGGGCTGTGATCCTGTCCTGCTTATCCAACAGGA---CTCGGTACAGGAGTTCCCGGTCACG

dm3 chr3L:13013576-13013764 - dme_245 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACG
droSim2 3l:12704025-12704213 - dsi_32458 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droSec2 scaffold_0:5185161-5185349 - dse_1846 AACGAGGCGGAGGCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droYak3 3L:13092479-13092667 - dya_1798 AACGAGGCAGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droEre2 scaffold_4784:13021109-

13021297 -
der_1523 AACGAGGCGGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGACCGCGCATTGCCATCCTCACGCAGGGTTGCGATCCTGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
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ATCAAGGAGAAAAATAAAGAGAAAGCAAATACATACGTACATATGTACATTTGTTTACTTATTACCACCAATTTCTGGTCTCTCTATTTTGTATTGCGTTTGTTGTATACGCAATACAAAATGGAGAGACCAGAAATTGGAAGAACCTGGAAGAAAGATTCACACCATTCTGGACGACATCTAGTTGAAGAGCAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

V050

head

V111

male
body

V042

embryo

...............................................................................................................CAATACAAAATGGAGAGACCAG............................................................... 22 0 5 1.40 7 2 5 0 0

...............................................................................................................CAATACAAAATGGAGAGACCAGA.............................................................. 23 0 5 0.20 1 1 0 0 0

...............................................................................................................CAATACAAAATGGAGAGACCAGT.............................................................. 23 1 5 0.20 1 1 0 0 0

.................................................................................................................ATACAAAATGGAGAGACCAGA.............................................................. 21 0 5 0.20 1 0 0 0 1

................................................................................................................AATACAAAATGGAGAGACCAG............................................................... 21 0 5 0.20 1 1 0 0 0

...............................................................................................................CAATACAAAATGGAGAGACCA................................................................ 21 0 6 0.17 1 1 0 0 0

...............................................................................................................CAATACAAAATGGAGAGACCAC............................................................... 22 1 6 0.17 1 1 0 0 0

Anti-sense strand reads

TAGTTCCTCTTTTTATTTCTCTTTCGTTTATGTATGCATGTATACATGTAAACAAATGAATAATGGTGGTTAAAGACCAGAGAGATAAAACATAACGCAAACAACATATGCGTTATGTTTTACCTCTCTGGTCTTTAACCTTCTTGGACCTTCTTTCTAAGTGTGGTAAGACCTGCTGTAGATCAACTTCTCGTTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

M021

embryo

...............................................................................................................GTTATGTTTTACCTCTCTGGT................................................................ 21 0 6 0.17 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_71:76693-76888 - dpe_2499 ATCAAGGAGAAAAATAAAGAGAAAGCAAATACATACGTACATATGTACATTTGTTTACTTATTACCACCAATTTCTGGTCTCTCTATTTTGTATTGCGTTTGTTGTATACGCAATACAAAATGGAGAGACCAGAAATTGGAAGAACCTGGAAGAAAGATTCACACCATTCTGGACGACAT-CTAGTT------------------GAAGAGCAAT
dp5 Unknown_group_61:9866-

10061 -
ATCAAGGAGAAAAATAAAGAGAAAGCAAATACATACGTACATATGTACATTTGTTAACTTATTACCACCAATTTCTGGTCTCTCCATTTTGTATTGCGTTTGTTGTATACGCAATACAAAATGGAGAGTCCAGAAATTGGAAGAACCTGGAAGAAAGATTCACACTATTCTGGACGACAT-CTAGTT------------------GAAGAGCAAT

droWil2 scf2_1100000009464:785-
857 +

AAGGAG----------------------ATATGTATGTACATATGTATGTACATATATAAAAGATTAACTCTTTCAAAATTCCCAATTCT------------------------------------------------------------------------------------------------------------------------GTATT

droVir3 scaffold_13049:24530307-
24530386 +

AAAGGA--------------CAGAGCAGAAGCCTTCGT-----------------------------------------------------------------------------------------------------CAGCAATCTGGAGGAGCAACTCACGCCGCTCGAGACCGCAT-CACA-A------------------GACAGGCTAC

droMoj3 scaffold_6541:837165-
837218 +

GGACAG-------------------------------------------------------------------------------------------------------------------------------------------CTTAGTTGAAAGATTTAAGCCATTTAATCTTACTT-CTGAC---------------------AGAACAAG

droAna3 scaffold_13417:2735035-
2735094 +

TTCGGA----------------------------------------------------------------------------------------------------------------------------------------CAGCTTAGAAGACAGATTTAAGCCATTTAACCTGACTC-CGATTG------------------GAAACCAAAT

droKik1 scf7180000301710:307070-
307131 +

AGCATAAAGAAGAGCTAAGCAAAAGAAAATAAACACATACATATATATATATATGTATGT---------------------------------------------------------------------------------------------------------------------------------------------------------AT

droEle1 scf7180000490899:17114-
17193 +

ATAAAC-------------------------------------------------------------------------------------------------------------------TAGAATGGACAACAACCGGCAGCACCTGACAAAAAGAGTCGAA--------CCTGACCT-TAGATG--------AAAAAAC---AAAATATAAA

droRho1 scf7180000763762:2133-
2184 +

CTCGA--------------------------------------------------------------------------------------------------------------------------------------------------GGAAAGATTTCAGCCACTCGAGACAGCGT-CGCTCA-----GGA-----------GATTACAAC

droTak1 scf7180000414127:24235-
24275 -

TGG---------------------------------------------------------------------------------------------------------------------------------------------------AAGAAAGATTTAAGCCTTTTGATTTGGTCA-CA--------------------------GATGAT

dm3 chrU:5769325-5769363 + AGATAG-------------------------------------------------------------------------------------------------------------------------------------------------------AGT----CAATACTGGACTAAGA-ATAATT------------------AA--GGAAAG

droSim2 2l:22766038-22766112 - AGAAAC--------------------------------------------------------------------------------------------------------------------------------------------CTTGAGAAAAGATTCCGGCCGTTCGAGACAGCATTCCGGCCGTTCGAGACAGCATCCAAGACGAGTACAdroYak3 3R:14294583-14294631 - AAAAAA---AATAATAAGAAGAAAGCAAGTGAAGACGTACCCAGAAATAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------TT

droEre2 scaffold_4690:12104483-
12104521 -

GAAAAG-----AAACAAAGAAAAGAGAAATACATACATAAAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------GT
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AAATGCAACCCAAGAAAACAATGAATTACAATAAAAAAAAATAGTTCGCACCCAGACATATTTCAAATCGTAATTCGAATTTTAAATCGTTGAAGACTTAAAAAGAGATAAGAGTGCAACAGACACAATACAAAATGGAGAGACCAGAATTTGGTGGAAATAATTCAACATATGTACATATGTATGTGTGTATTTGCTCTCTTTTTTATGATT

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

V050

head

V042

embryo

V111

male
body

.............................................................................................................................CAATACAAAATGGAGAGACCAG.................................................................. 22 0 5 1.40 7 2 5 0 0

.............................................................................................................................CAATACAAAATGGAGAGACCAGT................................................................. 23 1 5 0.20 1 1 0 0 0

...............................................................................................................................ATACAAAATGGAGAGACCAGA................................................................. 21 0 5 0.20 1 0 0 1 0

.............................................................................................................................CAATACAAAATGGAGAGACCAGA................................................................. 23 0 5 0.20 1 1 0 0 0

..............................................................................................................................AATACAAAATGGAGAGACCAG.................................................................. 21 0 5 0.20 1 1 0 0 0

.............................................................................................................................CAATACAAAATGGAGAGACCAC.................................................................. 22 1 6 0.17 1 1 0 0 0

.............................................................................................................................CAATACAAAATGGAGAGACCA................................................................... 21 0 6 0.17 1 1 0 0 0

Anti-sense strand reads

TTTACGTTGGGTTCTTTTGTTACTTAATGTTATTTTTTTTTATCAAGCGTGGGTCTGTATAAAGTTTAGCATTAAGCTTAAAATTTAGCAACTTCTGAATTTTTCTCTATTCTCACGTTGTCTGTGTTATGTTTTACCTCTCTGGTCTTAAACCACCTTTATTAAGTTGTATACATGTATACATACACACATAAACGAGAGAAAAAATACTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M021

embryo

V057

head

....CGTTGGGTTCTTTTGTTACTTA........................................................................................................................................................................................... 22 0 1 1.00 1 1 0

.............................................................................................................................GTTATGTTTTACCTCTCTGGT................................................................... 21 0 6 0.17 1 0 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_168:19031-19243 - dpe_2500 AAATGCAACCCAAGAAAACAATGAATTACAATAAAAAAAAATAGTTCGCACCCAGACATATTTCAAATCGTAATTCGAATTTTAAATCGTTGAAGACTTAAAAAGAGATAAGAGTGCAACAGACACAATACAAAATGGAGAGACCAGAATTTGGTGGAAATAATTCAACATATGTACATATGTATGTGTGTATTTGC-----------------------TCT---CTTTTTTA-----------------------------------------------------------------------------TGATT
dp5 Unknown_group_93:18126-

18337 -
AAATGCAACCCAAGAAAACAATGAATTAAAATAAAA-AAAATAGTTCGCACCCAGACATATTTCAAATCGTAATTCGAATTTTAAATCGTTGAAGACTTAAAAAGAGATAAGAGTGCAACAGACACAATACAAAATGGAGAGACCAGAATTCGGTGAAAATAATTCAACATATGTACATATGTATGTGTGTATTTGC-----------------------TCT---CTTTTTTA-----------------------------------------------------------------------------TGATT

droWil2 scf2_1100000004822:2783788-
2783821 -

AT------------------------------------------------------------------------------------------------------------------------------------------------------------------TAAATATATATGCATTTGTATGTGTGTATGTG------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_8775:922-986 + ATT----------------------------------------------------------------------------------------------------------------------------------------------------TTGCGAATGCACTTAAATATTTGTGCGTGTGTGTGTGTGTGGTTGT-----------------------GCT---TGTGTGTG-----------------------------------------------------------------------------TGTTT
droAna3 scaffold_13339:1263564-

1263595 +
CAAAATG----------------------------------------------------------------------------------------------------------------------------------GAAAGCCAAGGATTTGGAAGAA----------------------------------------------------------------------------------------------------------------------------------------------------------ATA

droBip1 scf7180000393672:4785-4839
+

TTT-----------------------------------------------------------------------------------------------------------------------------------------------------GGCGAAAA-ACCTATACATACATATATACATATATATGTATTTGT-----------------------TTA---AT-------------------------------------------------------------------------------------TTT

droKik1 scf7180000299706:32792-
32801 -

AAATCTAAC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C

droEle1 scf7180000491242:121686-

121714 -

C------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATATGTACATATGTATATATGTATTTGC-----------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000762342:6638-6688
+

AAAAATAA---AATGAAATATGAAATTATAATAAAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCAAAAACAA-ACGTATTT

droTak1 scf7180000413465:992-1133 + GTGCGTAC--GAAAACATCAATG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGCAGCAAAGTGTCAGAATATGTTCTGCACTTCGTAAATATAACTAATAATAATTTAAAGTGTACTTTGTACTCCTATAAAGTTCCAAAGTTGCTATTAATGACCAAAAACAGCACAAA---
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Legend: mature star mismatch in alignment mismatch in read
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Show Alternate Folds

Flybase annnotation

intron [Dper\GL12021-in]; CDS [Dper\GL12021-cds]; CDS [Dper\GL12021-cds]; utr3 [utr3_minus_8031]; utr3 [utr3_minus_8032]; utr5 [utr5_minus_9370]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGGTAGGTACTAGATGGGGGTCCCCATGGATTCGTATTGATCTTTGGTATACCTCCTCTACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

V057

head

..................................................GTAGGTACTAGATGGGGGT................................................................................................. 19 0 1 3.00 3 3 0

..................................................GTAGGTACTAGATGGGGGTCC............................................................................................... 21 0 1 1.00 1 1 0

..................................................GTAGGTACTAGATGGGGGTCCC.............................................................................................. 22 0 1 1.00 1 1 0

Anti-sense strand reads

AAGAGATAAGCCCAGACGCTGCGACACTAGAATTACCTGCCGACGAACTCCATCCATGATCTACCCCCAGGGGTACCTAAGCATAACTAGAAACCATATGGAGGAGATGGGATTTCCACTGCGACACCCTGATACACGCGATACCCCGGTTGCTAAAGTAGCCGCT

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

#
Mismatch

Hit
Count

Total
Norm Total

V042

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_6:4047186-4047351

-
dpe_2489 TTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGGTAGGTACT--AG------ATGGGG--------------------------GTCCCCATGGATTC-------G----------------------------------TATTGATCTTTGGTA---TACC--TCCTCT--------------ACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA

dp5 2:28715173-28715338 - dps_856 TTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGGTAGGTACT--AG------ATGGGG--------------------------GTCCCCATGGATTC-------G----------------------------------TATTGATCTTTGGTA---TACC--TCCTCT--------------ACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA
droWil2 scf2_1100000004902:4958392-

4958551 +
TTGTGTATTCGGGGCTGCGACGCTGTGATCTCAATGGTCGTCTGCTAGAGGTAGTCCTG------------------------------CAAAACACTCTTGTC--TCTATTTATCTCTACA--------------------------------------------------TGT---GTTC-------CGA--------CTCTCATTAGGTCACTCTGTGGGACTATGTGCGGTATGGAGCCAACGATTTCCTTGGCGA

droVir3 scaffold_13047:6995746-
6995825 +

TTCTATACTCGGGTCTGCGACGTTGCGATCTTAATGGTCGACTGCTCGAGGTACGTCGGCC--------------------------------------------TCGGAGACTT-------T----------------------------------TATTG-----------------------------------------------------------------------------------------------ATC

droMoj3 scaffold_6540:2882016-
2882083 +

TACTTTGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAATCCATAGGTCACGCTGTGGGATTATGTGCGCTATGGGGCCAACGACTTTATTGGCGA

droGri2 scaffold_14830:2870480-
2870531 +

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGTCACGCTGTGGGACTATGTCCGCTATGGCGCCAACGATTTCACCGGCGA

droAna3 scaffold_13340:11996458-
11996616 +

TCATTTACTCGGGGCTGAGACGGTGCGACCTCAATGGCCGGCTGCTGGAGGTGATTTCTGA-----T-------------GTCAAATA----AAAATTTT------------------TAGA------------------------TC-------------------------GG---C--TAACCAACTGG-------CCTTTCCACAGGTGACGCTGTGGGATTATGTTCGCTACGGGGCAAATGACTTCATCGGCGA

droBip1 scf7180000396691:884694-
884852 +

TCATCTACTCGGGCCTGAGACGCTGCGACCTCAACGGCCGGCTACTGGAGGTAGTTTGTA-------------------------------AAATCTTCTT--------------------------------GAAAAGCTTCCGATCGGATAACTAAACTG---------------------AC-----------------CTTTCCAGGTGACGCTGTGGGATTATGTTCGATACGGGGCAAACGACTTCATCGGCGA

droKik1 scf7180000302809:586254-
586419 +

TTCTCTACTCCGGTCTGAGGCGCTGTGATCTCAATGGTCGTCTGCTCGAGGTGAGGCGTT-AT------TACCGCAACCA---------------CTCGC------------------CATCAGATCAATCTA--------GTA-------------------------A-----TC----------------ACAACCACATTTTTCAGGTAACGCTGTGGGATTATGTGCGCTATGGGGCCAACGACTTCATCGGCGA

droFic1 scf7180000453800:197185-
197351 -

TTGTTTACTCAGGTCTGAGACGCTGTGATCTCAATGGCCGATTGCTGGAGGTGAGTTCTCT--CAATAAA-------TAA---------------------ATTCAAATGAATTC-------A-ATCAATTTA--------ATA-------------------------ACA---TATT--TTAACC-----------------ACCCAGGTGACGCTGTGGGATTATGTGCGGTACGGGGCCAACGACTTCATCGGCGA

droEle1 scf7180000491008:2552501-
2552670 +

TTGTCTACTCGGGTCTGAGACGCTGCGACCTCAATGGCCGACTGCTCGAGGTGAGTTTTTT--GGCTTA-------AGC------ACATCGGA--CTTA--GCACACCGATCAAT---------------TAA--------TGA-------------------------ATATGT---T--TCACCT------------------ACCAGGTAACGCTTTGGGATTATGTGCGGTATGGGGCCAACGACTTCATCGGCGA

droRho1 scf7180000777406:3803-3956
-

TTGTTTACTCGGGTCTGAGACGCTGCGACCTCAATGGCCGACTGCTCGAGGTGAGTTTTGG--CCAT------------------------------------------GTAC------ATGTGGTCATC--------ACATTA-------------------------ATATGT---T--TCACC------------------TGCCAGGTGACGCTGTGGGACTATGTGCGGTATGGGGCCAACGACTTTATCGGCGA

droBia1 scf7180000302113:3690220-
3690378 +

TTGTCTACTCCGGTCTGAGACGCTGTGACCTCAATGGCCGCCTGCTCGAGGTGGGTTATTC--CCATTAA-------TAC---------------CTGTC------------------TA--------C----GAAATGCATTC-------------------------ATTTGG---T--TAAT-----------------CTCCAAAGGTGACGCTGTGGGACTATGTGCGGTATGGGGCGAACGACTTCATCGGCGA

droTak1 scf7180000415417:666167-
666324 -

TTGTCTACTCGGGTCTGAGACGCTGTGACCTCAATGGCCGCCTGCTCGAGGTGAGTAGTCG--CCATTA--------------------------------GTACGCAAATAAAT-------C--------CA--------CTA------------------ATTTTATACA---AAT------------------------CTCCAAAGGTGACGCTGTGGGACTATGTGCGGTACGGGGCCAACGACTTTATCGGCGA

droEug1 scf7180000409246:62340-
62502 -

TTGTCTACTCGGGTCTGAGACGCTGTGACCTTAATGGCCGACTGCTCGAGGTGAGTTCACT--CCATTAA-------AAA---------------AAGTC------------------CATCTGACCATA--------GCATTA-------------------------ATA---AAAC--TTAT-----------------CCATAAAGGTAACGCTGTGGGACTATGTGCGCTATGGTGCCAACGACTTCATCGGCGA

dm3 chr3R:13716268-13716432 - TTGTCTACTCGGGTCTGAGGCGCTGCGATCTCAACGGCCGACTGCTCGAGGTGAGTTGTCC--CC--------------------ACATTAGAGCACCTC------------------TATA--------------------------------------------------TGC---T--TAATCCACCGAGATGATTCCATTCGAAAGGTGACGCTGTGGGACTATGTGCGGTACGGGGCCAACGACTTCATCGGCGA
droSim2 3r:7551026-7551189 + TTGTCTACTCGGGTCTGAGACGCTGCGACCTCAACGGCCGACTGCTCGAGGTGAGTTGTCC--C---------------------ACATTAGAGCACCTC------------------TATA--------------------------------------------------TGC---T--TAATCCACCGAGATGATTCCATTCGAAAGGTGACGCTGTGGGACTATGTGCGGTACGGGGCCAACGACTTTATCGGCGA

droYak3 v2_chr3R_random_203:1002-
1058 -

CT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAAGGATAACGCTGTGGGACTATGTGCGGTATGGCGCCAACGACTTCATCGGCGA

droEre2 scaffold_4770:7908850-
7909019 +

TTGTCTACTCGGGTCTGCGGCGCTGCGACCTCAACGGCCGACTGCTCGAGGTGAGTGTC----CCAC-------------GTCCCACATCGGAGCACTCC------------------TATA--------------------------------------------------TGG---T--TAATCCACCGAAATGAATCCGCCCGATAGGTAACGCTGTGGGACTATGTGCGGTACGGGGCCAACGACTTCATCGGCGA
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intron [Dper\GL22220-in]; CDS [Dper\GL22220-cds]; CDS [Dper\GL22220-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AATATCTCCTGTCCGATCCCAACCTGGATGCCATGGAGAAGACAGAGAAGGTGAGTGTTGATGCCAAATGAACCCGCAAATAAGAGTTCTAATTTTGGATATACTCGTAGATTGAGCAACTGGATCTCGACGGCTGTCCCATAGCCGATTTGGGGCTCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M021

embryo

V111

male
body

M042

female
body

V057

head

V042

embryo

.....................................................................................................................AACTGGATCTCGACGGCT......................... 18 0 1 4.00 4 4 0 0 0 0

......................................................................................................................ACTGGATCTCGACGGCTGT....................... 19 0 1 3.00 3 3 0 0 0 0

.....................................................................................................................AACTGGATCTCGACGGCTGTCCCATAGCC.............. 29 0 1 3.00 3 3 0 0 0 0

......................................................................................................................ACTGGATCTCGACGGCTGTCCC.................... 22 0 1 2.00 2 2 0 0 0 0

..................................................GTGAGTGTTGATGCCAAATGAACC...................................................................................... 24 0 1 2.00 2 0 2 0 0 0

..................................................GTGAGTGTTGATGCCAAATGAAC....................................................................................... 23 0 1 2.00 2 0 2 0 0 0

............................................................................................................................TCTCGACGGCTGTCCCATAGC............... 21 0 1 1.00 1 0 0 1 0 0

...................................................................................................................GCAACTGGATCTCGACGGCG......................... 20 1 1 1.00 1 1 0 0 0 0

.................................................................................................................GAGCAACTGGATCTCGACGGCT......................... 22 0 1 1.00 1 1 0 0 0 0

...................CAACCTGGATGCCATGGA........................................................................................................................... 18 0 1 1.00 1 0 0 1 0 0

..................................................GTGAGTGTTGATGCCAAATG.......................................................................................... 20 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

TTATAGAGGACAGGCTAGGGTTGGACCTACGGTACCTCTTCTGTCTCTTCCACTCACAACTACGGTTTACTTGGGCGTTTATTCTCAAGATTAAAACCTATATGAGCATCTAACTCGTTGACCTAGAGCTGCCGACAGGGTATCGGCTAAACCCCGAGCT

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_3:4960716-4960875 + dpe_2493 AATATCTCCTGTCCGATCCCAACCTGGATGCCATGGAGAAGACAGAGAAGGTGAGTG---TTGATGCCAAATGAACCCGCAA------------------------------------------------------------------------------------------------------------------------------AT------------------------------------------------------------------------------------------------AAGAG-----------------------------------------------TTC--------TAATTTTGG--ATATA-CTCGTAGATTGAGCAACTGGATCTCGACGGCTGTCCCATAGCCGATTTGGGGCTCGA
dp5 2:22179601-22179760 + dps_706 AATATCTCCTGTCCGATCCCAACCTGGATGCCATGGAGAAGACAGAGAAGGTGAGTG---TTGATGCCAAATGAACCCGCAA------------------------------------------------------------------------------------------------------------------------------AT------------------------------------------------------------------------------------------------AAGAG-----------------------------------------------TTC--------TAATTGTGG--ATATA-CTCGTAGATTGAGCAACTGGATCTCGACGGCTGTCCCATAGCCGATTTGGGGCTGGA
droWil2 scf2_1100000004943:15077084-

15077253 +
AATATATTTTCGCTGATCCAAATATTGATGCCATGGAGAAGACCGAAAAGGTAAGAGACG-------------------------------------------------------------------------------------------ACA-TGTC---G-CCTTTA-----------------------------------AAATCATT--------------GCAA-----TATAATACA---------------------A----------------------------------------------T-----------------------------ATCACC-TTTCT-------------------------TTTGA-CTTTTAGATTGAGCAACTGGACTTAGATGGTTGTCCCATTGCCGATTTGGGCTTGGA

droVir3 scaffold_12855:8364538-
8364707 -

AGGATATCCAAACGGATGCCAATCTGGATGCCATGGAGAAAAAGGAAAAGGTAAACA---TCC---------------------------------------------------------------------------------------------GTC---AATTCTCTG--------------------------------G-AAACAATC--------------GCAA-----TTAACTACA---------------------C----------------------------------------------------------------------------ATATATTTTTTT-------------------------TCGTCTTGTGCAGATGGAGCAGCTGGATTTGGATGGCTGCCCCATTGCCGACTTGGGCCTGGA

droMoj3 scaffold_6540:23582424-
23582584 -

AGGATATCCAAATGGATCCCAATCTAGATGCTATGGAGAAGAAGGAGAAGGTAAACT---TTAATGG-AACTCAATCAATTA------------------------------------------------------------------------------------------------------------------------------TT------------------------------------------------------------------------------------------------A-----------------------------------------------AGCAATT--------TATTAACAACTCACTT-TGGGCAGATGGAGCAATTGGATTTGGATGGCTGTCCCATTGCGGATTTGGGACTAGA

droGri2 scaffold_15074:4959332-
4959493 -

AGGATATACAGGCTGATCCCAATCAGGATGCCATGGAGAAGAAGGAAAAGGTCAGTCAA----------------ACAGCAAA-------------------------------------------------------------------------------G-ATTTCATTAATTGAAAATTATCTA------------TGCT---------------------------------------------------------------------------------------------------------------------------------------------------ATAT-------------------------TTCTG-TATGCAGATGGAGCAACTGGATTTGGATGGCTGCGCCATCGCCGATTTAGGCCTGGA

droAna3 scaffold_13340:22833576-
22833737 -

AGTACATCCTGGCTGATCCAAACATTGATGCCATGGAGAAGACCGAAAAGGTAACAC----T-----------------------------------------------------------------------------------------ATAT---A---G-CTTTCCT--------------------------------TAT-----AT--------------GTATTTTTATAC-------------------------------------------------------------------AAAAATGT-------------------------------------ATAT-------------------------TCCTC-TTATTAGATTGAACAGTTGGACTTGGACGGCTGCCCTATTGCGGATCTGGGCCTTGA

droBip1 scf7180000396424:1108431-
1108594 -

AGTACATCCTGGCAGATCCAAACATTGACGCCATGGAGAAGACCGAAAAGGTAAGATAA----------------CCT-----------------------------------------------------------------------AA---T---T---G-CCTCCC-----------------------------------TGATTCAT--------------GTAT-----TTAACTATA---------------------A----------------------------------------------------------------------------TT-----ATTAT-------------------------TTAAT-TCCTTAGATTGAACAGTTGGACTTGGACGGCTGCCCTATTGCCGATCTGGGCCTTGA

droKik1 scf7180000302634:306069-
306230 -

AGTATATACTATCCGATCCCAACATTGATGCCATGGAAAAGACTGAAAAGGTGAGTG---CCA--------------------------------------------------------------------------------------AA---ATTTCAAAT-CTTT--------------------------------CGGCAT-----AT--------------C-------------------------------------------------------------------TCCGACGACATAAA---TC------------------------------------------------------------------ATATT-TTCCCAGATTGAGCAACTTGATTTGGACAGCTGCCCCATTGCCGATCTGGGACTGGA

droFic1 scf7180000453903:220266-
220432 -

AATACATTCTCTCCGATCCAAACATCGACGCCATGGAGAAAACAGAGAAAGTAAGTTAA----------------TCA-----------------------------------------------------------------------AA---A---T---T-CTTACA-----------------------------------TTGTG------------------------------------------------------------------------------------------------A-----------------------------------------------AAACGTTTGATTTGTCATTAACCATTTCGTT-TTTTCAGATTGAACAACTTGACCTGGATGGCTGCCCCATCGCAGACCTGGGCCTGGA

droEle1 scf7180000491104:2385502-
2385557 -

AGTACATTCTCTCCGATCCAAACATCGATGCTATGGAGAAGACGGAGAAGGTGAGT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000777661:30991-31045
-

AATACATTCTGTCTGATCCAAACATCGATGCTATGGAGAAGACAGAGAAGGTAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302411:345590-
345645 -

AGTACATACTGTCCGACCCAAACATCGATGCCATGGAGAAGACCGAAAAGGTGAGT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415261:515776-
516001 +

AGTACATTCTGACCGACCCAAACATTGATGCCATGGAAAAGACAGAAAAGGTGAGTAAG----------------TCATAACA-------------------------------------------------------GAAAAT-GTAAAG---GTTTTAAAT-ATGT--------------------------------CGGTGT-----GATTATGAACAAAACGA-----------------GA----AATTTACTTCTTAAATGTCCATTATAGCATTTAAT---------------------------A-----------------------------AACTCA-TTTCT-------------------------TTGAT-TTTCTAGATTGAACAGCTGGACTTGGATGGCTGCCCCATCGCAGACTTGGGCCTGGA

droEug1 scf7180000409759:548067-
548325 -

AGTACATTTTGTCCGATCCAAACATCGATGCCATGGAGAAGACAGAAAAGGTGAGTAATGCTAT------------------------------------------------------------------------------------------A---T---T-CTTAGT------------------TTTAATTTGTAG--ATGT---------CTGGACAAAATTA-----------------GATAGGATTCTTCCTTCCAAATGTATAATAT-----CTT--TATCGGCGATCCGTTGACATGAT---TCTAAGAAAACATTGTTGAACTGCTCTGTAATT-----AATTT-------------------------ATAAA-TTTTCAGATTGAACAGCTGGACCTAGACGGCTGCCCAATTGCAGACCTAGGTCTAGA

dm3 chr3R:614248-614452 - AGTACATTCTATCCGATCCAAACATCGATGCCATGGAAAAGACTGAAAAGGTAAGTTACGCTTTTACCAAGTAA-----CAAATTAAGTATTTTAAAATCATTTTTGTCCTTTTTTGATTAGTATTTTATACATTTCATAAATGT------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CT-------------------------TATTT-TTTTCAGATTGAACAGCTAGACTTGGATGGCTGTCCCATTGCTGACCTAGGCTTGGA
droSim2 3r:548757-548961 - dsi_17146 AGTACATTCTATCCGATCCAAACATCGATGCCATGGAAAAGACTGAAAAGGTAAGTTGGGCTTTAACCAAATAA-----CAAATTCAATATCTTGAACTAAGTTTAGTCCTTTTTTAATTAGTATTTTATACATTTCATAAAATT------A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CC-------------------------TATTT-TTTTCAGATTGAACAGCTAGACTTGGATGGCTGCCCAATTGCTGACCTAGGCTTGGA

droSec2 scaffold_6:714161-714365 - AGTACATTCTATCCGATCCAAACATCGATGCCATGGAAAAGACTGAAAAGGTAAGTTGGGCTTTTACCAAATAA-----CAAATTCAATATCTTGAATTAAGTTTAGTCCTTTTTTAATTAGAATTTTATACATTTCATAAAATT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCC-------------------------TATTT-TTTTCAGATTGAACAGCTAGACTTGGATGGCTGCCCAATTGCTGACCTAGGCTTGGAdroYak3 3R:933342-933537 - AGTTCATTCTATCCGATCCAAACATCGATGCCATGGAAAAGACTGAAAAGGTAAGTTACTTTTGTACCAAATAA-----AAAATACA----TTTAAGTTAATTTTAGTCCG------------------TAAATTGCGTAAATTT------ATA----------------------------------------------------------------------------------------------------------------TATCTATT----------------------------------------------------------------------------TTTAT-------------------------TTTTT-TTTTAAGATTGAACAGCTAGACTTGGATGGCTGCCCAATCGCAGACCTAGGCTTGGA
droEre2 scaffold_4770:921631-921701

-
TACTTT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAC-------------------------TTATT-TTTTCAGATTGAACAGCTAGACTTAGATGGCTGCCCGATCGCAGACCTGGGCTTGGA
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Flybase annnotation

intron [Dper\GL23696-in]; utr5 [utr5_plus_10181]

Repeatable elements

Name Class Family Strand

(TCC)n Simple_repeat Simple_repeat +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGAGAGAGTGTACGAGAGTATATCTAATCTATAGAGTTTTCCATGCGTCAGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCCACCTCTTTCCCAGCAGACGCCATTGTGATGTTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCATTAACCATTGGAACCACTACGAATACGAATATATATACA

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

#
Mismatch

Hit
Count

Total
Norm Total

M021

embryo

V111

male
body

M042

female
body

V057

head

V050

head

V042

embryo

.........................................................CTCGGGTTTGTTGCACGACGAGAC................................................................................................................................................................................................ 24 0 1 2.00 2 2 0 0 0 0 0

.................................................................TGTTGCACGACGAGACAGTTG........................................................................................................................................................................................... 21 0 1 2.00 2 0 0 0 1 1 0

..................................................................................................................................................................................................................TTCGGGATCTTGTCAACGACG.......................................... 21 0 1 2.00 2 2 0 0 0 0 0

.......................................................ATCTCGGGTTTGTTGCACGACGA................................................................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................................................................................................................................TTCGGGATCTTGTCAACGAC........................................... 20 0 1 1.00 1 1 0 0 0 0 0

.....................................TTTCCATGCGTCAGTGAGATCTCGGGT................................................................................................................................................................................................................. 27 0 1 1.00 1 0 0 1 0 0 0

.................................................................TGTTGCACGACGAGACAGTTGC.......................................................................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

.................................................................TGTTGCACGACGAGACAGTTGCTCC....................................................................................................................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0

......................................TTCCATGCGTCAGTGAGATCTCGGGTT................................................................................................................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0

................................................................................................................................................................................CTTGCAAACGCAGCTGTCTCTCGTTGTT..................................................................... 28 0 1 1.00 1 0 0 1 0 0 0

.....................................TTTCCATGCGTCAGTGAGATCTCGGGTT................................................................................................................................................................................................................ 28 0 1 1.00 1 1 0 0 0 0 0

.................................................................TGTTGCACGACGAGACAGTTGT.......................................................................................................................................................................................... 22 1 1 1.00 1 0 1 0 0 0 0

.......................................................................................................................................ATGATGAGGAGGAGGAGAGAAG.................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

.......................................................ATCTCGGGTTTGTTGCACGACGG................................................................................................................................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0

.............................TATAGAGTTTTCCATGCGTCAGTGAGA......................................................................................................................................................................................................................... 27 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................................TTTCCCAGCAGACGCCATTGTGATGT.................................................................................................................................................. 26 0 1 1.00 1 0 0 1 0 0 0

.........................................................................................................................................GATGAGGAGGAGGAGAGAAGGAGGA............................................................................................................... 25 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

GCTCTCTCACATGCTCTCATATAGATTAGATATCTCAAAAGGTACGCAGTCACTCTAGAGCCCAAACAACGTGCTGCTCTGTCAACGAGGTCTGGGTGGAGAAAGGGTCGTCTGCGGTAACACTACAACTACTACTACTACTCCTCCTCCTCTCTTCCTCCTCCTCCCGAATAGGTGAACGTTTGCGTCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAACAGTTGCTGCGGTAATTGGTAACCTTGGTGATGCTTATGCTTATATATATGT

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

V050

head

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_0:1112324-

1112596 -
dpe_2479 CGAGAGAGTGTACGAGAGTATA-----------------TCTAATCTATAGAGTTTTCCATGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCCACC---TCTT---------------------T------------------------------------C-CCA-GCAGACGCCATTGTGAT------GTTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC--ATT----AA-----------C--------CA-TTG-----GAACCACTACG------------AATACGAATATATATACA

dp5 2:7251722-7252000 - dps_3825 CGAGAGAGTGTACGAGAGTATA-----------------TCTAATCTATAGAGTTTTCCATGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCCACC---TCTT---------------------T------------------------------------C-CCA-GCAGACGCCATTGTGATGATGTTGTTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC--ATT----AA-----------C--------CA-TTG-----GAACCACTACG------------AATACAAATATATATACA
droWil2 scf2_1100000004902:91557-

91733 -
dwi_5414 -----------------------------------------------------TTGC-CAAGC----GTCCTATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAACCCCC-CC-----TTG--CCACACCCTC-T--TTG----CAA---------------TGGTAAATACCTCCC--TTTC-GAA-AT-----------------------------------------------------------------TG-TTATTATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTATTTACGACCCA-----------------------------------------------------GTGA--ACTA---TT---------------

droVir3 scaffold_13047:936854-
937016 -

dvi_125 CAAGGG------------------------------------AGTG--CT-GGTT----GAGAGACAATG-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAA------------AT----------GCC-AAA---TA--------------------------------------------------------------------------------------------------------------------TTCA--AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTGCGACAACGTG--ATC-------------CCAACCATCCCGGCC-GTGACCCA-----------------------------------------

droMoj3 scaffold_6540:4939671-
4939853 -

dmo_129 TGTAATAT--------------------TCCTGAA--CAAGGAGTGT---GGGTTGT----GCAAAAATA-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAC------------ATA--CC---------A------------------------------------------------------------------------------------------------------------------------AA-CTCA--AATATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTAAGACGACGTG--ACC-------------CCAGCCACTC-----------CCA-----------GTGATAAGCAAC--AAGTG----------A

droGri2 scaffold_14906:5355419-
5355600 +

dgr_461 TAATTGGCTGGTTGAGA-TATA-----------------TATA-TATATATATATGT-ATATA----TAT-TGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAA------------ATG--CA---------A------------------------------------------------------A-----------------------------------------------------------------AA-CTCG--AAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTG--ACC-------------TCAACCAACCAAACTAATCAACTA-----------------------------------------

droAna3 scaffold_13340:938709-
938910 +

dan_4037 CAAGATA-----C-----------------------AGATACAGTGCCT----GTGT-CCAGC----GCC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCTC--C---TG--GGGGA-GCCCGTA-A--AAA----CAA--------------AAGACAAACAGCCCAC--TCCC-AGA-AA-----------------------------------------------------------------TA-CTAT--AATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCATCATC----GATA-----TAA--------------------------------GTGA--------------------------

droBip1 scf7180000394085:58792-
59005 -

CAAGATAGT------------------------------GCCCGTGTCCAGCG-TGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGCCTCC--C----G--GGGGA-G-----GGGAAAAACAAACAG--------------C-----------CCAC--TCCC-AGA-AA-----------------------------------------------------------------AG-CTTC--CATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCA---TC----CA-----------CCATTA-----------CGA-----------GGGATTACCATCCATGAGA------AGACA

droKik1 scf7180000302475:1404681-
1404883 +

CCA------------------------------------GCAAGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGCCCCT-CC---ACATG--------------GAAAA----CAAAAATAATAAAATATAA-----------TACTC-CCC-CCA-AC-----------------------------------------------------------------CCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC--TACAGACGATC-----TAA-------AGACC-CTGA---------------------------------------------

droFic1 scf7180000453800:2293380-
2293558 +

CA----------------------------------------AGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCTC-CC-----------------ACA-AGAAAA----CAG--------------AA-----------TACAC--CCACAA-AC-----------------------------------------------------------------CCCATTT--AATACTCAACTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCA--ATC----GATT-----TGA-------AGACC-CTG----------------------------------------------

droEle1 scf7180000490995:524615-
524793 -

A--------------------------------------TCAAGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC--------------------ACG-AGAAAA----CAA--------------AA-----------TACAC--CC-ACA-AC-----------------------------------------------------------------CCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCA--GTC----GATC-----TGA-------AGACC-ATGA---------------------------------------------

droRho1 scf7180000777158:35525-
35700 -

A--------------------------------------TCAAGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC--------------------ACG-AGAAAA----CAA--------------AA-----------TACAC--CC-ACA-AC-----------------------------------------------------------------CCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATC----GATC-----TGA-------AGACC-C------------------------------------------------

droBia1 scf7180000302402:8304633-
8304830 +

TAT---------------------------------CTATCAAGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAGCCCC-CCTCCGA--GGACA-----G-AAAAAAAA----CAA--------------AA-----------GACCCACCC-ACA-AC-----------------------------------------------------------------CCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--TTC----GATTCGATCCGA-------AGAC---------------------------------------------------

droTak1 scf7180000415380:1425664-
1425845 -

T-----------------------------------CTATCAAGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAGCCCC--C-----------------ACA-AGAAAA----CAA--------------AA---------ACTACA--CCC-ACA-AC-----------------------------------------------------------------CCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATC----GATT-----TGA-------TG-----TGA--------------------------------------------A

droEug1 scf7180000409692:687974-
688182 +

TAT---------------------------------CTATCAAGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAATCCCC-CT----T-TG--T------ATA-AAAAAA----CAA--------------AC-------AATCTACA--CCC-ACA-AC-----------------------------------------------------------------CCCATTT--AATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGAT--ATCAAAC--TTTGATCTGA-------AGACC-CTGACCCA-----------GTGA--------------------------

dm3 chr3R:6216949-6217127 + dme_373 AA----------------------------------------AGTGTCCAGAGTTGT-CAAGC----GTC-AGTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC--------------------GCA-AAA---TAATCAA--------------AA-----------TACACCCCC-ACA-AT-----------------------------------------------------------------CGCATTT--ACTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATC----GAAT-----TGA-------AGACA-TTG----------------------------------------------
droSim2 3r:14862261-14862465 - dsi_32455 AA----------------------------------------AGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC--------------------GCA-AAA---TAATCAA--------------AA-----------TACACCCCC-ACA-AC-----------------------------------------------------------------CCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATC----GAAT-----TGA-------AGACA-TTGACCCA-----------GTGA---------TTAGTTATATTAACAGC
droSec2 scaffold_0:15728305-

15728509 -
dse_1842 AA----------------------------------------AGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGATAAACCCCC--------------------GCA-AAA---TAATCAA--------------AA-----------TACACCCCC-ACA-AC-----------------------------------------------------------------CCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATC----GAAT-----TGA-------AGACA-TTGACCCA-----------GTGA---------TTAGTTATATTAACAGC

droYak3 3R:10242689-10242919 + dya_1794 CATG------TACAAGTATATA---------TGTATCTATAAAGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCC--A-----------------GCA-AAA---CAATCAA--------------AA-----------TACACCCCC-ACA-AC-----------------------------------------------------------------CCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATC----GAAT-----TGA-------AGACA-TTGACCCA-----------GTGA---------TTAGTGATATTAACAGC
droEre2 scaffold_4770:15403299-

15403530 -
der_1519 TACCT--------------ATATATGTATCTTGTATCTATAAAGTGTCCAGAGTTGT-CAAGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCGCC-CC-----------------GCA-AAA---CAATTAA--------------AA---------AATACAC-CCC-GCA-AC-----------------------------------------------------------------CCCATTT--AGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC--ATC----GAAT-----TGA-------AGACA-TTGACCCA-----------GTGA---------TTAGTGATATTAACA--
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355419-5355600
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_461.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938709-938910
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404681-1404883
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293380-2293558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524615-524793
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35525-35700
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8304633-8304830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1425664-1425845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:687974-688182
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6216949-6217127
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_373.html
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http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32455.html
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http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1842.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242689-10242919
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1794.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403299-15403530
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1519.html
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Legend: mature star mismatch in alignment mismatch in read
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GGAATCCTCTAAATATGGCAGCCACTAAAGACAACCAGAGGAGAGCTGTTTCGCCGGACAGTCAGAGTTTGAGTTGATCTCTAGTTACTGGGCTTTGATTCGAAATAAGTAGCTTATTATTCTAGTGATTGAAATGAACTCGACTCGAGTGCCACAAATGCCACATGATGCAAATGGAGCAGTCGTGTTTTAAGGTACAGACTTTGA

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

V057

head

M021

embryo
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embryo

............................................................................................................................................................................................TTTAAGGTACAGACTTTGA 19 0 1 5.00 5 5 0 0 0 0 0

........................................................................GTTGATCTCTAGTTACTGGGCT................................................................................................................. 22 0 1 4.00 4 2 2 0 0 0 0

........................................................................GTTGATCTCTAGTTACTGGGCTT................................................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

CCTTAGGAGATTTATACCGTCGGTGATTTCTGTTGGTCTCCTCTCGACAAAGCGGCCTGTCAGTCTCAAACTCAACTAGAGATCAATGACCCGAAACTAAGCTTTATTCATCGAATAATAAGATCACTAACTTTACTTGAGCTGAGCTCACGGTGTTTACGGTGTACTACGTTTACCTCGTCAGCACAAAATTCCATGTCTGAAACT

***********************************...........((..((...((.((.((.(((.(((((((.((.((..(((((((((...........((((((...))))))..))))))))).)).)).)))))))))))).)))).............))..))***********************************
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V057
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_10:2201220-2201426

-
dpe_2504 GGAATCCTCTAAATATGGCAGCCACTAA-AGACAACCAGAGGA-----------------------------GA--GCTGTT--TC----------------GCC-G-----GACAGTCAGAGTTTGAGTTGATCTCTAGTTACTGGGCTTTG--AT-TCGAAATAAGTAGCTTATTATTCTAGTGATTGAAATGAACTCG-ACTCG--AGTGCCACAAATGCCACATG----ATG-------------CAAAT-GGAGCAGTCGTGTTTTAAGGTACAGA---------CTTTGA

dp5 4_group4:3182289-3182495 - dps-mir-
2509

GGAATCCTCTAAATATGGCAGCCACTAA-AGACAACCAGAGGA-----------------------------GA--GCTGTT--TC----------------GCC-G-----GACAGTCAGAGTTTGATTTGATCTCTAGTTACTGGGCTTTG--AT-TCGAAATAAGTAGCTTATTATTCTAGTGATTGAAATGAACTCG-ACTCG--AGTGCCACAAATGCCACATG----ATG-------------CAAAT-GGAGCAGTCGTGTTTTAAGGTACAGA---------CTTTGA

droWil2 scf2_1100000004521:8625943-
8626196 -

dwi_125 GGGAAACTTTTAACATGGCCCAAATGATAAATGA-CAGTG-ACA-----ATGAAAAAGAAAATACCAAAACAGA-----------------AATTG----TGT--GAAACTTG--AGTTTGAGTTTACATTGATCACTGGTTAGTGAGGTTCAAAGT-CAGA----CCCAACTTCGTTATCTGGCGATC-AAATAAACCTG-GCTTACAAAAGCTATAATTGCTGAAA--TGGATACACGTTTTCTATTTAATA-AGGACCCTCAAGTTATAAGGTAGAGAAAATGTTGTCTTTAT

droAna3 scaffold_12916:11084929-
11085147 +

dan_50 GGGACACTTCTAACATGGCATCAAATCTGTGTCAACGGCA-GCAG--------------GACTC--CA-------------C---AAAGGACT--ACAGGAAA--GCGACTTA--AGTCCGAGCACTATTTGATCACTGGTTACTGAGGTTGT--TT-TGTC----ATAAGCTTCGTTTTCTGGCGATC-AAATACGCTCG-ACTTT--GG--------GC--------C-----------CAACCACCTGGCCGAGGGCACTCAAGCTATAAGGTAGAGAAAATAATGTCTTCGT

droBip1 scf7180000396572:742678-
742896 +

GGGACACTTTTAACATGGCATCAAATAAAAGTCATCGGCA-GCTG--------------GACTT--CA-------------T---CAAGTACT--ATTTTAGA--GCTACATA--AGTTCGAGTATTATTTGATCACTGGTTACTGAGGTTGT--GT-CTGC----ATCAGCTTCATTTTCTGGCTATC-AAATACACACG-ACTTT--GG--------GC--------C-----------CAACCACCTGGTCGGGGGCACCCAAGCTATAAGGTAGAGAAAGTAATGTCTTCGT

droKik1 scf7180000302389:430892-
431107 -

GGGACACTCGTAACATGGCAGCAAAGCCAAGTCGACGGTG-GAAA----GTGC-------------AACACTGA-----------------AGGCG----------------T--CCGAGGAGTTGGCTTTGATCACCGGTAACTGAGGTCGT--CA-CGCC--CAATCGACTTCGTTTTCTGGCGATC-AAACAAACTCG-TCTCG--GAAC--TCCAAC-----ATCCTG---------GAACTCCCTGCCC-AAGGCACTCAAGCTATAAGGTAGAGAAATGGCTGTCTT-GA

droFic1 scf7180000453932:197508-
197706 -

GGGAGACTTCTAACATGGCATCAAATCTGATTCATCCGCG-GAAG-------C-------------TG---TGA--A-------CCAACGAAC--G------TC-----TCTG--GGGTCGAGTTCTGTTTGATCACCGGTTACTGAGGTCCT--TT-CCAC----TCCGACTTCGTTTTCTGGCGATC-AAACAAACTCG-GCTCG--GA--------AG--------C-----------CATCC--CCCCAC-TGGGCAGTCAAGCTATAAGGTAGAGAAACTCTT--------

droEle1 scf7180000490753:30322-
30522 +

GGGACACTTCTAACATGGTATCAAATCTAATTCAACAAATGAAACGCCAGTCT-------------CATAGTGA-------T------------------------CATCCTT--GGGCAGAGTTCTCTTTGATCACCGGTTACTGAGGTTGT--TC-TCGC----TTCGGCTTCGTTTTCTGGAGATC-AAATAAACTCG-A----------------AC--------C-----------CAATTACCTC----GGGGCACCCAAGCTATAAGGTAGAGAAAATGTTGTCTTCC-

droRho1 scf7180000778253:33793-
33992 -

GGGACACTTCTAACATGGTATCAAATCTAATTCAACTGAAGAC---------------------------CTGA--GA---T--C----------G------TC-----CT-TA-GAGCCGAGTTCTCTTTGATCACCGGTTACTGAGGTTGT--TC-TCGC----TCCGACTTCGTTTTCTGGCGATC-AAATAAACTCG-GCTTT--GA--------GT--------T-----------CAACTACCTCCAC-GGGGCACTCAAGCTATAAGGTAGAGAAACTGTTGTCTTCCA

droBia1 scf7180000302422:3830676-
3830890 +

GGGACACTTTTAACATGGTGTCAAATCTGAATTACCTGGAG-T------GTGCAATAGTGGTTT--CA-------------CAAAA----------------A--GCAATTCG--GGGTCGAGTTCTCTTTGATCACCGGTTACTGATGTTGT--TTTCCGA----CGCGGCTTCGTTTTCTGGCGATC-AAACAAACTCG-ACCCA--AA--------GG--------C-----------CAACCAACCCG-T-CGGGCACTCAAGCTATAAGGTAGAGAAATTGTTGTCCCACA

droTak1 scf7180000415871:385414-
385628 +

GGGACACTTTTAACATGGCATTAAATCTGATTCAACTAAAGGAAC-------T-------------TGTAGTGA--GCCCACTATC----------------A--ACGATTCA--CGGCCGAGTTCTCTTTGATCACCGGTTACTGAGGTACT--TT-TCGC----TTTTTCTTCGTTTTCTGGCGATC-AAATAAACTCG-ACTTA--AA--------AC--------C-----------CAACCAACTCGAC-GGGGCACCCAAGCTATAAGGTAGAGAAACTGTTGTCTGGCA

droEug1 scf7180000409063:317438-
317656 +

GGGAGGCTTTTAACATGGCTTCAAATCTGATTCAACCAAGGGGAC-------T-------------TACAGTGT--GA---TAAAC----------------A--ACGATCTT--TGGCCGAGTTCTCTTTGATCACCGGTTACTGAGGTTGT--TA-CCAG----TCCGGCTTCGTTTTCTGGCGATC-AAACAAACTCG-ACTTC--AAAAC-CCAAAC--------C-----------CAACTTCCTCGCC-GGGGCACACAAGCTCTAAGGTAGAGAAAATGTTGTCTTTGA

dm3 chr2L:5641129-5641336 + dme-mir-
961

GGGACACTTTTAACATGGTATCAAATCAGATTCACCTAATAGAAT-------C-------------CGTAGTGA--GCTCGTTATC----------------A---------A--GGGCCGAGTTACCTTTGATCACCAGTAACTGAGATTGT--TT-CTGA----TACGGTTTCGTTTTCTGGCAATC-AAAAGAACTTGGACTCG--A--C--TTGAAT--------T-----------CAACTACTTCGAT-GGGGCACTCAGGCTATAAGGTAGAGAAATTGATGCT-----

droSim2 2l:5445882-5446090 + dsi-mir-
961

GGGACACTTTTAACATGGTATCAAATCTGATTCCCCCAAACGAAC-------C-------------CGTAATGT--GCTCGTTATC----------------A---------T--GGGCCGAGTTACCTTTGATCATCAGTAAGTGAGATTGT--TT-CTGA----TACGATTTCGTTTTCTGGCAATC-AAAGGAACTCG-ACTCG--A--C--TTGAAT--------CTA---------CAACTACCTCGAT-GGGGCGCTCAGGCTATAAGGTAGAGAAATTGATGTT-----

droSec2 scaffold_5:3718870-3719078

+

dse_357 GGGAGACTTTTAACATGGTATCAAATCTGATTCCCCCAAAGGAAC-------C-------------CGTAATGT--ACTCTTTATC----------------A---------A--GGCCCGAGTTACCTTTGATCACCAGTAAGTGAGATTGT--TT-CTGA----TACGATTTCGTTTTCTGGCAATC-AAAGGAACTCG-ACTCG--A--C--TTGAAT--------CTA---------CAACTACCTCGAT-GGGGCATTCAGGCTATAAGGTAGAGAAATTGATGTT-----

droYak3 2L:13551974-13552178 - dya_33 GGGACACTTTTAACGTGGTATCAAATCTGATTCAACCGAAGGAAG---------------------------AAAATCTAAT--TC----------------A---------T--GGGTCGAGTTACCATTGATCACCGGTTACTGAGGTTGT--TC-CTTC----TTTGGCTTCGTTTTCTGGCGATC-AAAAGAACTCG-ACTCG--A--C--TCGAAT--------C-----------CAACCAACTTCAT-GGGGCACACAAGCTATAAGGTAGAGAAATTGTTGTCTTCCA

droEre2 scaffold_4929:5729603-
5729802 +

der_35 GGGACACTTTAAACGTGGCATCAATCCT-ATTCAACTGATGGAAA-------------------------------CCTGAT--TC----------------A---------T--GGGTCGAGTTACCATTGATCACCGGTTACTGAGGTTGT--GC-CACA----TTCGGCTTCGTTTCCTGGCGATC-AAAAGAACTCG-ACTCG--G--C--TCGAAT--------C-----------CCAGTACCTCCTT-GGGGCACTCAAGCTATAAGGTAGAAAAATTGTTGTCTTCCA
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TCCTTCCCAACCAAAGAGCCCAGGGAGGAGTTCTGTTTCTGGCGACTCTGCCAGGAGTCACCATGCAATGTGGAATGTGGAACATTTAATGGTGCCTCCTGAGAGAGGCGGCAGGACTGCCATCGGTTGTCTGAGCATTAATCGTCGCGCCTTAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

M042

female
body

V050

head

V042

embryo

V111

male
body

M021

embryo

..................................................CCAGGAGTCACCATGCAATGTG................................................................................... 22 0 1 5.00 5 3 0 0 1 1 0

....................................................................................TTTAATGGTGCCTCCTGAGA................................................... 20 0 1 2.00 2 0 2 0 0 0 0

..................................................................................CATTTAATGGTGCCTCCTGAGA................................................... 22 0 1 1.00 1 0 0 1 0 0 0

....................................................................................TTTAATGGTGCCTCCTGAGAG.................................................. 21 0 1 1.00 1 0 1 0 0 0 0

..................................................CCAGGAGTCACCATGCAATGTGT.................................................................................. 23 1 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

AGGAAGGGTTGGTTTCTCGGGTCCCTCCTCAAGACAAAGACCGCTGAGACGGTCCTCAGTGGTACGTTACACCTTACACCTTGTAAATTACCACGGAGGACTCTCTCCGCCGTCCTGACGGTAGCCAACAGACTCGTAATTAGCAGCGCGGAATA

************************************.(((((.((.((((..((((((.((((((..(((((..........)))))..)))))).))))))..)))).)).)))))...***********************************
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Norm Total
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M042
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_26:563881-

564035 +
dpe_166 TCCTTCCCAACCAAAGAGCCCAGGGAGGAGTTCTGTTTCTGGCGACTCTGCCAGGAGTCACCATGCAATGTGGAA---TGTGGA---------------------------------------------------------------------------ACATTTAATGGTGCCTCCTGAGAGAGGCGGCAGGACTGCCATCGGTTGTCTGAGCATTAATCGTCGCGCCTTAT

dp5 XL_group1a:108363-
108595 -

TCCTTCCCAACCAAAGAGCCCAGGGAGGAGTTCTGTTTCTGGCGACTCTGCCAGAAGTCACCATGCAATGTGGAACATTGTGCAAGCCAAGCTATCAAGTTTTACATCAGTTAACATTTAAATACAATAATTTATCTGACCTGGCTTGCCCAAGGTTCCACATTTAATGGTGCCTCCTGAGAGAGGCGGCAGGACTGCCATCGGTTGTCTGAGCATTCATCGTCGCGCCTTAA
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TAGCCACTCTCGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCAGTGCGCCGCTGTGGGCGGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATAATCAATTAACAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V042

embryo

V057

head

M042

female
body

............................................................AGTTGGCTCGCAGCGGTGGA....................................................................................................... 20 0 1 1.00 1 0 0 1

....................................................................................................TGCGCCGCTGTGGGCGGACTT.............................................................. 21 0 1 1.00 1 0 1 0

............................................................AGTTGGCTCGCAGCGGTGGATA..................................................................................................... 22 1 1 1.00 1 1 0 0

............................................................AGTTGGCTCGCAGCGGTGGG....................................................................................................... 20 1 1 1.00 1 1 0 0

....................................................................................................TGCGCCGCTGTGGGCGGACTTG............................................................. 22 0 1 1.00 1 0 1 0

.........................................CACATACAGGAAGTTCTTCA.......................................................................................................................... 20 0 1 1.00 1 1 0 0

................................................AGGAAGTTCTTCAGTTGGCT................................................................................................................... 20 0 1 1.00 1 0 0 1

....CACTCTCGATTGACCCTTCGT.............................................................................................................................................................. 21 0 1 1.00 1 1 0 0

Anti-sense strand reads

ATCGGTGAGAGCTAACTGGGAAGCAAGAGCGAACACATCGTGTGTATGTCCTTCAAGAAGTCAACCGAGCGTCGCCACCTACTTCCACCGTTACCAGGTCACGCGGCGACACCCGCCTGAACTCTAGCCTGTACGCCATTTCCACCTTTCGTGATATGTTGGTAAAGGTATTAGTTAATTGTT

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

#
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Hit
Count

Total
Norm Total

M042

female
body

V057

head

V050

head

.................GGGAAGCAAGAGCGAACACATCGT.............................................................................................................................................. 24 0 1 1.00 1 1 0 0

........................................................................................................................ACTCTAGCCTGTACGCCATTTC......................................... 22 0 1 1.00 1 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_76:243582-

243764 -
dpe_2488 TAGCCACTCTCGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCAGTGCGCCGCTGTGGGCGGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATAATCAATTAACAA

dp5 XL_group3a:1809921-
1810103 +

dps_141 TAGCCACTCTCGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCATTGCGCCGCTGTGGGCGGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATAATCAATTAAGAA
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1. dpe_2500  scaffold_168:19097-19118 -
2. dpe_2282  scaffold_71:43517-43538 +
3. dpe_2497  scaffold_71:55879-55900 +
4. dpe_2498  scaffold_71:59528-59549 +
5. dpe_2499  scaffold_71:76756-76777 -

star

1. dpe_2282  scaffold_71:43481-43504 +
2. dpe_2497  scaffold_71:55843-55866 +
3. dpe_2498  scaffold_71:59492-59515 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ATTGCTCTTCAACTAGATGTCGTCCAGAATGGTGTGAATCTTTCTTCCAGGTTCTTCCAATTTCTGGACTCTCCATTTTGTATTGCGTATACAACAAACGCAATACAAAATGGAGAGACCAGAAATTGGTGGTAATAAGTAAACAAATGTACATATGTACGTATGTATTTGCTTTCTCTTTATTTTTCTCCTTGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

V050

head

M042

female
body

V111

male
body

V042

embryo

....................................................................................................CAATACAAAATGGAGAGACCAG.......................................................................... 22 0 5 1.40 7 2 5 0 0 0

................................................................TGGACTCTCCATTTTGTATTGCGT............................................................................................................ 24 0 3 1.00 3 1 2 0 0 0

................................................................TGGACTCTCCATTTTGTATTGCG............................................................................................................. 23 0 3 1.00 3 1 2 0 0 0

................................................................TGGACTCTCCATTTTGTATTGC.............................................................................................................. 22 0 3 0.33 1 0 1 0 0 0

................................................................TGGACTCTCCATTTTGTATTG............................................................................................................... 21 0 3 0.33 1 0 0 1 0 0

......................................................................................................ATACAAAATGGAGAGACCAGA......................................................................... 21 0 5 0.20 1 0 0 0 0 1

.....................................................................................................AATACAAAATGGAGAGACCAG.......................................................................... 21 0 5 0.20 1 1 0 0 0 0

....................................................................................................CAATACAAAATGGAGAGACCAGT......................................................................... 23 1 5 0.20 1 1 0 0 0 0

....................................................................................................CAATACAAAATGGAGAGACCAGA......................................................................... 23 0 5 0.20 1 1 0 0 0 0

....................................................................................................CAATACAAAATGGAGAGACCA........................................................................... 21 0 6 0.17 1 1 0 0 0 0

....................................................................................................CAATACAAAATGGAGAGACCAC.......................................................................... 22 1 6 0.17 1 1 0 0 0 0

Anti-sense strand reads

TAACGAGAAGTTGATCTACAGCAGGTCTTACCACACTTAGAAAGAAGGTCCAAGAAGGTTAAAGACCTGAGAGGTAAAACATAACGCATATGTTGTTTGCGTTATGTTTTACCTCTCTGGTCTTTAACCACCATTATTCATTTGTTTACATGTATACATGCATACATAAACGAAAGAGAAATAAAAAGAGGAACTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

M021

embryo

....................................................................................................GTTATGTTTTACCTCTCTGGT........................................................................... 21 0 6 0.17 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_71:55779-55974 + dpe_2497 ATTGCTCTTCAACT----AGATGTCGTCCAGAATGGTGTGAATCTTTCTTCCAGGTTCTTCCAA----TTTCTGGACTCTCCATTTTGTATTGCGTATACAACAAACGCAATACAAAATGGAGAGACCAGAAATTGGTGGTAATAAGTAAACAAATGTACATATGTACGTATGTATTTGCTTTCTCTTTATTTTTCTCCTTGAT
dp5 Unknown_group_61:9866-10061

+
dps-mir-
2574a-1

ATTGCTCTTCAACT----AGATGTCGTCCAGAATAGTGTGAATCTTTCTTCCAGGTTCTTCCAA----TTTCTGGACTCTCCATTTTGTATTGCGTATACAACAAACGCAATACAAAATGGAGAGACCAGAAATTGGTGGTAATAAGTTAACAAATGTACATATGTACGTATGTATTTGCTTTCTCTTTATTTTTCTCCTTGAT

droWil2 scf2_1100000009464:785-857
-

AATACAGAA-------------------------------------------------------------------------------------------------------------TTGGGAATTTTGAAAGAGTTAATCTTTTATATATGTACATACATATGTACATACATATCTCCTT----------------------

droVir3 scaffold_12912:149129-
149174 -

AATTTACA---------------------------------------------------------------------------------------------------------------------------------------------------------TATGTACATATGTGTGTTTTTACACATTATTTTCTTC-----C

droMoj3 scaffold_1686:4262-4311 - ATATATA----------------------------------------------------------------------------------------------------------------------------------------------------------TATATATATATATTTTTTTTTTTTATTTATTTATTTATTTATT
droAna3 scaffold_13280:966419-

966474 -
TTGGTTTCCAA-TC-----GGAGTCAGGTTAAATGGCTTAAATCTGTCTTCTAGGCTGTCCC----------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396728:1940258-
1940308 +

TCGGTTTTCCA-GT-----GGAGCTAGATCCAGCGGCTTAAATCTATTTTCCAGATT---------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000301508:18980-
19056 -

GTTGTTTTTAG-AG-----TTTGATGTCTGGAATGGAGTAAATCGTTTTTCCAGGGTATCCGCAAAAACTTCTGCCCTATCTA-------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453926:435168-
435223 -

TGTACTCTGTTCGG----GGATGCTGTCTTAAACGGCTGGAATCTCTCCTCTAAATTTTT------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490740:25725-
25778 -

ACAAGGGCA------------------------------------------------------------------------------------------------------------------------------------------------------CATATATACATATATGTGAACGAGCTCTTTACCGTTCCATTTTGT

droRho1 scf7180000779271:1863-1914
-

ATGGCTCTCTG---------GCGCAAAGTCATGTGGCCTAAATCGTTGCTCTAAATTGTTC-----------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000414127:24235-
24275 +

ATCATCTG------------TGACCAAATCAAAAGGCTTAAATCTTTCTTCCA-------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409205:5001-5058
-

TTGATTTTCAG-TC-----GGAGCTAGGTTTAAGGGTTTGAATCTGTCCTCTAGATTGTTTGAA--------------------------------------------------------------------------------------------------------------------------------------------

dm3 chrU:5769325-5769363 - CTTTCCTTAAT-TA-----TTCTTAGTCCAGTATTGA----CTCTATC-----------------------------------------------------------------------------------------------------------------------------------------------------------T
droSim2 2l:21894425-21894483 - TGTACTCGTCA-TGTACTTGATGCTGTCTTGAACGGATCGAATCTTTTCTCAAGGTTTCT------------------------------------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_5:33210-33268 + TGTACTCGTCA-TGTACTTGATGCTGTCTTGAACGGCTGGAATCTTTTCTCAAGGTTTCT------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4512:969297-969397

-
ACTGATTCGCA-TC-------GGCAAATGCGAGTGGCTTAAATCTTTCCTCCAAGATGCTTGCAAACACTTCTGCT----TTGTCCTGTGATGTGCG-GCAACAACCACCAGA------------------------------------------------------------------------------------------C
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Species Coordinate ID Alignment
droPer2 scaffold_71:55779-55974 + dpe_2497 ATTGCTCTTCAACT----AGATGTCGTCCAGAATGGTGTGAATCTTTCTTCCAGGTTCTTCCAA----TTTCTGGACTCTCCATTTTGTATTGCGTATACAACAAACGCAATACAAAATGGAGAGACCAGAAATTGGTGGTAATAAGTAAACAAATGTACATATGTACGTATGTATTTGCTTTCTCTTTATTTTTCTCCTTGAT
dp5 Unknown_group_61:9866-10061 + dps-mir-2574a-1 ATTGCTCTTCAACT----AGATGTCGTCCAGAATAGTGTGAATCTTTCTTCCAGGTTCTTCCAA----TTTCTGGACTCTCCATTTTGTATTGCGTATACAACAAACGCAATACAAAATGGAGAGACCAGAAATTGGTGGTAATAAGTTAACAAATGTACATATGTACGTATGTATTTGCTTTCTCTTTATTTTTCTCCTTGAT
droWil2 scf2_1100000009464:785-857 - AATACAGAA-------------------------------------------------------------------------------------------------------------TTGGGAATTTTGAAAGAGTTAATCTTTTATATATGTACATACATATGTACATACATATCTCCTT----------------------
droVir3 scaffold_12912:149129-149174 - AATTTACA---------------------------------------------------------------------------------------------------------------------------------------------------------TATGTACATATGTGTGTTTTTACACATTATTTTCTTC-----C
droMoj3 scaffold_1686:4262-4311 - ATATATA----------------------------------------------------------------------------------------------------------------------------------------------------------TATATATATATATTTTTTTTTTTTATTTATTTATTTATTTATT
droAna3 scaffold_13280:966419-966474 - TTGGTTTCCAA-TC-----GGAGTCAGGTTAAATGGCTTAAATCTGTCTTCTAGGCTGTCCC----------------------------------------------------------------------------------------------------------------------------------------------
droBip1 scf7180000396728:1940258-1940308 + TCGGTTTTCCA-GT-----GGAGCTAGATCCAGCGGCTTAAATCTATTTTCCAGATT---------------------------------------------------------------------------------------------------------------------------------------------------
droKik1 scf7180000301508:18980-19056 - GTTGTTTTTAG-AG-----TTTGATGTCTGGAATGGAGTAAATCGTTTTTCCAGGGTATCCGCAAAAACTTCTGCCCTATCTA-------------------------------------------------------------------------------------------------------------------------
droFic1 scf7180000453926:435168-435223 - TGTACTCTGTTCGG----GGATGCTGTCTTAAACGGCTGGAATCTCTCCTCTAAATTTTT------------------------------------------------------------------------------------------------------------------------------------------------
droEle1 scf7180000490740:25725-25778 - ACAAGGGCA------------------------------------------------------------------------------------------------------------------------------------------------------CATATATACATATATGTGAACGAGCTCTTTACCGTTCCATTTTGT
droRho1 scf7180000779271:1863-1914 - ATGGCTCTCTG---------GCGCAAAGTCATGTGGCCTAAATCGTTGCTCTAAATTGTTC-----------------------------------------------------------------------------------------------------------------------------------------------
droTak1 scf7180000414127:24235-24275 + ATCATCTG------------TGACCAAATCAAAAGGCTTAAATCTTTCTTCCA-------------------------------------------------------------------------------------------------------------------------------------------------------
droEug1 scf7180000409205:5001-5058 - TTGATTTTCAG-TC-----GGAGCTAGGTTTAAGGGTTTGAATCTGTCCTCTAGATTGTTTGAA--------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrU:5769325-5769363 - CTTTCCTTAAT-TA-----TTCTTAGTCCAGTATTGA----CTCTATC-----------------------------------------------------------------------------------------------------------------------------------------------------------T
droSim2 2l:21894425-21894483 - TGTACTCGTCA-TGTACTTGATGCTGTCTTGAACGGATCGAATCTTTTCTCAAGGTTTCT------------------------------------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_5:33210-33268 + TGTACTCGTCA-TGTACTTGATGCTGTCTTGAACGGCTGGAATCTTTTCTCAAGGTTTCT------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4512:969297-969397 - ACTGATTCGCA-TC-------GGCAAATGCGAGTGGCTTAAATCTTTCCTCCAAGATGCTTGCAAACACTTCTGCT----TTGTCCTGTGATGTGCG-GCAACAACCACCAGA------------------------------------------------------------------------------------------C
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Name Class Family Strand

T-rich Low_complexity Low_complexity +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AAAACAAAAGAAAAACCCTTACAAACCAAATCCATTCAACAGAAAAAACAATAGAAGAACAAAAAAAAAAGAAAATAAAAAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACCCCAAATTTGTGTTTTTATTTGCATTTTGTAACCGTTTACTTTTTTAGTTGGCGATT

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

V042

embryo

V057

head

V111

male
body

............................................................................................................TGTTAAAGCTTTGTATGATTAAACAAA................................................................... 27 0 1 1.00 1 1 0 0 0

..............................................................................................................TTAAAGCTTTGTATGATTAAAC...................................................................... 22 0 1 1.00 1 1 0 0 0

...................TACAAACCAAATCCATTCAACA................................................................................................................................................................. 22 0 1 1.00 1 1 0 0 0

.........................................................................................................ATTTGTTAAAGCTTTGTATGAT........................................................................... 22 0 1 1.00 1 0 0 0 1

............................................................................................................TGTTAAAGCTTTGTATGATT.......................................................................... 20 0 1 1.00 1 1 0 0 0

..............................................................................................TTTATGAAGTAATTTGTTAAAGC..................................................................................... 23 0 1 1.00 1 0 1 0 0

.........................................................................................................ATTTGTTAAAGCTTTGTATGATTA......................................................................... 24 0 1 1.00 1 0 0 1 0

...................................................................................................................................CAAAAAAAAAAAACCCCAAA................................................... 20 0 2 0.50 1 1 0 0 0

Anti-sense strand reads

TTTTGTTTTCTTTTTGGGAATGTTTGGTTTAGGTAAGTTGTCTTTTTTGTTATCTTCTTGTTTTTTTTTTCTTTTATTTTTTAACATGTGCCGAAAATACTTCATTAAACAATTTCGAAACATACTAATTTGTTTTTTTTTTTTGGGGTTTAAACACAAAAATAAACGTAAAACATTGGCAAATGAAAAAATCAACCGCTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V111

male
body

M021

embryo

V050

head

V057

head

V042

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_6:2585040-2585241 - dpe_2481 AAAAC---A-AAAGAA--AA------ACCCTTACAAA-C-----------------CAA--------------ATC------CA----TTCAACAGAAA------AAACAATAGAAGAA-CA-AAAAAAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAA-ACCCCA-AATTTGTGTTTTTATTTGCATTTTGTAACCGTTTACTTTTTTAGTTGGCGATT
dp5 2:27294841-27295040 - dps_3827 AAAAC---A-AAAGAA--AA------ACCCTTACAAA-C-----------------CAA--------------ATC------CA----TTCAACAGAAA------AAACAATAGAAGAA-CA-AAAAAAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAA---AAACCA-AATTTGTGTTTTTATTTGCATTTTTTACCCGTTTACTTTTTTAGTTGGCGATT
droWil2 scf2_1100000004902:4649898-

4650075 +
dwi_5415 AAAAATACA-AAAAAA--AA----ACCAA--AACAAAAG------AAAAGA--AAAGTTTAAAAAATCAAAACAAC------CAACCAACCA----ACA------AAACAATAGAAA------------------AATAAA-CAATTGTACACGGCTTTTATAAAGTAATTTATTAAAGCTTTGTATAATTACCCAAAAAAAAAAA-CCCAAA-AATTTTTGTTTTTATTTG-----------------------------------

droVir3 scaffold_13047:1835007-
1835158 +

dvi_24634 TGAGC---A-AAAA------------------------------------------GAG--------------AACAACC--CA----ACCAACA---A------AAACAATAGAAAAA-AAAACATAAAAAAAAAATAAATAAATTGTACACGGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAACAAAAAAAAA--AACCTTGA-ACTTTGTGTTTTTATTT------------------------------------

droMoj3 scaffold_6540:3761878-
3762063 +

dmo_3126 AAAAA---A-AAAAAAAAAA------CGA--AACAAAAT------GAAAGAAAGAAGAG--------------ATGAACC--CA----ACCAACA-ACAAAAAAAAACCAATAGAAAAAACT-AAAAAAAAAAAAAATAAA-CAATTGTACACTGCTTTCGTAAAGAAATTTATTGAAGCTTTGTATAATTAAAAAAAAAAA-----AACTGAACTTTTGTGTTTTTATTTG-----------------------------------

droGri2 scaffold_14906:8668123-
8668295 +

dgr_462 AAAGAGCGA-AAAGAA--AA------TAC--GAAAAA-CTAAAAAAAAAAA--AAAGTG--------------AACAACC--CA----ACCA----ACA------AAACAATAGAAA----------------AAAATAAA-CAATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACA-ACCTGA-TCTTTGTGTTATTATTTGCTTT-------------------------------

droAna3 scaffold_13340:11049297-
11049444 -

dan_90 AGAAA---A-AAAAAC--AA------ATATTTGAAAA-A-----------------GAA--------------ATCAACCCTCA----ACCAACC-ACA------AAGCAATAGAAA-----------------AAATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAAGAAAAACAA---------CA-AATTTGTGTTTTTATTT------------------------------------

droBip1 scf7180000396374:34247-34385
+

GAAAA---G-AAAAAA--AA------A------CAAA-A-----------------GAA--------------ATC---CCTCA----ACCAACC-ACA------AAGCAATAGAAA-----------------AAATAAA-CAATTGTACACGGCTTTCGTAAAGTGATTTATTAAAGCCTTGTATAATTAACAAAAACAA---------CA-AATTTGTGTTTTTATTT------------------------------------

droKik1 scf7180000302247:250335-
250522 +

AAAACAA-CTAAAGA---AA------CCC--CACAAAAC-----------------C--------------------------AACCAACCATCA-ACA------AAACAATAGAAGAA-A------AAAAACAAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAGAAC----AACCAA-AATTTGTGTTTTTATTTGCCTTAT---CACGTACACT-TTTTCGTTGGCGATT

droFic1 scf7180000454106:2527562-
2527743 +

AAAAG-C-G-AATGAA--AA------CCC--CACAAAGC-----------------C----------------AAC---CACCA----ACCAACC-ACA------AAACAATAGAAA--------------AACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA-----ACCTCC-AAATTGTGTTTTTATTTGCCTTAT---CACGTACCAT-TTTTCGTTTGTAATT

droEle1 scf7180000491212:1154162-
1154341 +

AAAAATA-G-AAAGAA--AA------ACC--CACAAAAG-----------------C----------------ATC-------CACCAACCAGC------------AACAATAAAAA-------------AAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAGA----ACCCCA-AATTTGTGTTTTTATTTGCGTTAT---CACGTAAAAT-TTTTCGTTGGCATTT

droRho1 scf7180000778307:14047-14229
+

AAAAATA-G-AAAGAAA-AA------ACC--CACAAAAC-----------------C--------------------------AACCAACCAACA-TCA------AAACAATAGAAA------------AAAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGCAATTTATTGAAGCTTTGTATAATTAACAAAAAAAA-----ACCTCA-AATTTGTGTTTTTATTTGCGTCAT---CACGTACAAT-TTTTTGTTGGCATTT

droBia1 scf7180000302402:7353490-
7353667 -

AAAAATC-G-AAAGAA--AA------CCC--CACAAAAC-----------------C--------------------------A----ACCAACA-AGA------AATCCATAGAAA-------------AAA-CAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAAA--C-AACCAA-AATTTGTGTTTTTATTTGCGTTAT---CACGTACCGT-TTTTCGTTGGCAATT

droTak1 scf7180000414009:179067-
179247 +

AAAAAAACG-AAAGAA--AA------CCC--TATAAAAC-----------------C--------------------------AACCAACCAACA-AGA------AAACAATAGAAA-------------AAACAAATAAA-CAATTGTACACGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAAAAAAAAA-----A-ACCTCA-AATTTGTGTTTTTATTTGCGTTAT---CACGTACAAT-TTTTCGTTGGCCATT

droEug1 scf7180000409490:80938-81127
+

GAAGA---A-GATGAAAAAACGAAATCCC--CACAAAAC-----------------C--------------------------AACCAACCAACA-ACA------AAACAATAGAAA----------AAAAATCAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACAAAAAAAA-----ACCTCA-AATTTGTGTTTTCATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATT

dm3 chr3R:4640227-4640405 - dme_421 AAAAA---G-AAAGAA--AA------CCC--CACAAA-C-----------------C--------------------------AAACAA-CAACA-ACA------AAACAATAGAAA-------------AAAGAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATGAAGGCTTTGTATGATTAACCAAAAAAAA--A-TCCACA-AATTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCACTT
droSim2 3r:16351723-16351906 + dsi_75 AAAAA---G-AAAGAA--AA------CCC--CACAAA-C-----------------C--------------------------AAACAAC----A-ACAACAACAAAACAATAGAAA----------AAAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA----TCCTGA-AATTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATT
droSec2 scaffold_0:17217371-17217550

+
dse_1844 AAAAA---G-AAAGAA--AA------CCC--CACAAA-C-----------------C--------------------------AAACAA-CAACA-ACA------AAACAATAGAAA-----------AAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA----TTCTGA-AATTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCATTGGCAATT

droYak3 3R:8702161-8702341 - dya_1796 AAAAA---G-AAAGAA--AA----A-CCC--GTCAAA-C-----------------C--------------------------A----AACAACA-ACA------AAACAATAGAAGA---------AAAAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAA--A-TCCTCA-AATTTGTGTTTTCATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATT
droEre2 scaffold_4770:16945893-

16946068 +
der_1521 AAAAA---GAAGAAAA--AA------CCC--CACAAA-C-----------------C--------------------------A----AACAACA-ACA------AAACAATAGAAA------------AAAACAAATAAA-CAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAA-----TCCTCA-AATTTGTGTTTTTATTTGCGTTAT---CACGTACAGT-TTTTCGTTGGCAATT
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GCGTCCCAAACGGCTGACCGCTCTGACTGAGAACACAGATGATTCCCAAGGTGAGTTGTGCTGTGGGCCAAAGGAGACCAAGACTCACCTTGCACTCTCCCCAGATGCCCCCGACGTCACGGCAGAGTCCTCGGGCCGCCAAAGTGCGCGGTTG

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

V111

male
body

V057

head

V050

head

M021

embryo

V042

embryo

..................................................GTGAGTTGTGCTGTGGGCCAAAGGA............................................................................... 25 0 1 3.00 3 1 1 0 0 1 0

..................................................GTGAGTTGTGCTGTGGGCCAA................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

..................................................GTGAGTTGTGCTGTGGGCCAAA.................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0

..................................................GTGAGTTGTGCTGTGGGCC..................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0

.............................AGAACACAGATGATTCCCAAG........................................................................................................ 21 0 2 0.50 1 1 0 0 0 0 0

Anti-sense strand reads

CGCAGGGTTTGCCGACTGGCGAGACTGACTCTTGTGTCTACTAAGGGTTCCACTCAACACGACACCCGGTTTCCTCTGGTTCTGAGTGGAACGTGAGAGGGGTCTACGGGGGCTGCAGTGCCGTCTCAGGAGCCCGGCGGTTTCACGCGCCAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

V111

male
body

V050

head

V057

head

M021

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_2:1608114-1608267 + dpe_2485 GCGTCCCAAACGGCTGACCGCTCTGACTGAGAACACAGATGATTCCCAAGGTGAGTT-----GTGCTG-TGGGC-C-----AAAGGA----------------------GACCAA---GA-CTCACC---------------TTG-----CACTCTCCCCAGATGCCCCCGACGTCACGGCA---------------------------GAG---TCCTCGGGCCGCCAAAGTGCGCGGTTG
dp5 3:1434708-1434861 + dps_934 GCGTCCCAAACGGCTGACCGCTCTGACTGAGAACACAGATGATTCCCAAGGTGAGTT-----GTGCTG-TGGGC-C-----AAAGGA----------------------GACCAA---GA-CTCACC---------------TTG-----CACTCTCCCCAGATGCCCCCGACGTCACGGCA---------------------------GAG---TCCTCGGGCCGCCAAAGTGCGCGGTTG
droWil2 scf2_1100000004513:2801067-

2801223 +
GCGTCCCAAGCGTCTGACTTCACTATCGGAAAACGAGCATGAAAGT---GGTGAGTA-----AAGCAA-TTTTC-T--------AACAAATTCCACT--------AAAA----------A-GTGATAATA-------AATT-----------ATGATTTATGCAGAGACTGATGCTCCATCG---------------------------GAA---TACAGTGTGCGCCAGAGTGCGCGCATG

droVir3 scaffold_12875:1586889-
1587036 -

GCGACCCAAGCGTCTGACCTCCCTTGTCGAAGATGATGGCGA------CGGTAAGTT-----GTGAAA-TGATT-A-----AGTGCA----------------------GTCGCA---AA-CTCATT---------------TTG-----GCGCCCTCGCAGAAGAGTCCATTGCCGCCAGC---------------------------GAG---GTCTCACAGCGCCAGAGCGCACGCATG

droMoj3 scaffold_6496:4698604-
4698759 -

GCGAGCCAAGCGTTTGACGTCTTTAGCTGAGGATGATGGCGA------TGGTAAATTGTGAAATTAAA-ATCGA-AGT--GAAATGT---TCCATGC------T---------AA-----T---TT-----------ATAT-----------AC-TAAATAGCACCCGCAGATGTCCCCGAT---------------------------ATCCAGGTCCCACAGCGACAGAGCGCTCGCTTG

droGri2 scaffold_15245:9414646-
9414813 +

ACGTGCCAAGCGCCTCTCATCATTGGTTGAAGTCGAAGGCGA------TGGTGAGCT-----GTGAAA-AA-TT-CAA-A----AGAAACTAAAATA--------ACTC----------A-CTCAAAT-ACTGATCCATT--TTGCG---CAGTTCCCTCTGATGCATCGGTCGCCTCTAGC---------------------------GAG---TCTTCGCAGCGCCAGAGCGCTCGCATA

droAna3 scaffold_13266:3379784-
3379934 +

GCGGCCCAAACGACTTAGCTCTCTGATTGAGGATAAGGATGAGCCTCAAGGTAAGTC-----TTCTGC-CGTGG-TGT-A----TGCG------C-------------C----------T-TCTCTAC-A-------TCCT-----------TCTTTGCCAATAGTGGCGGACACAACAACC---------------------------AAT---TCCACCGTACGCCAGATCGCAAGGATC

droBip1 scf7180000396427:1846735-
1846889 +

GCGGCCCAAACGGCTTAGTTCCCTGATCGAGGACCAGGACGAGCCTCAAGGTAAGTC-----TTCTGG-TGGGT-G-----GAATGT--ATGCGGCT----------------GA-----T---TTAC-A-------TCCG-----------TCTTTACCAACAGTAACAGACACCACAACC---------------------------AAT---TCCACGGTACGCCAGAGCGCAAGGATT

droKik1 scf7180000302640:268567-
268711 +

GCGCGCCAAGCGACTCTCCTCTCTGGTCGAGGACAAGGACGAGCTCGAGGGTGAGTA-----TCATCC-CG----------------------------------------------------------------------------------------GAGTCGGAACGGACGCTGAGACCAGTACTGACTTCCGACAATCGTCAGCCAAC---TCGTCAACTCGACAGAGCACTCGGGTC

droFic1 scf7180000453955:106246-
106407 -

GCGACCCAAACGACTCACCTCCTTGGCCGAGGATCATGACGAACACGAGGGTGAGTA-----TGCAGC-TGAT-------GAAATCT---ACCGAGC------TG----G----------G---GTA-----------AGACCTGGATTCTATCCTTTTCAGTTGCTCCGGACACAACGGCC---------------------------AAC---TCCTCCACGTTCCAAACCGTTCGGGTC

droEle1 scf7180000491265:302934-
303083 +

GCGGCCCAAGCGCCTGAGCTCTTTGGCCGAGGATGAGGACGACTCCGAAGGTGAGTA-----TCTCTG-CCCAC-TGG-G----GAATCTTCCGTGC--------GAGT----------G-CCCCGAT-A-------ACGA-----------TCCCTATCTGCAGCTCCGGACACCACG------------------------------------------GCTCGCCCGAGCGTGCGCGTA

droRho1 scf7180000779390:20784-20936
+

GCGGCCCAAGCGACTCAGCTCTCTGGCTGAGGATCAGGACGACTCCGAGGGTGAGTA-----TTCCTGTCCACA-TGA-A----CGC--------CC-----------------G---AG-CCCATCT-A-------ATGA-----------TCTATTTTAGCTGCCACGGACACCACGGCC---------------------------AGC---TTCTCGGCCCGCCCGACAGTTCGGGTC

droBia1 scf7180000302292:2983537-
2983702 -

GCGCGCCAAGCGACTCTCCTCCCTGGCCGAAGATCACGACGAGCCCGATAGTGAGTA-----TACTGG-TCTGGCGGAC-GACAGGC------ACCT----------------GGCTAA-CACAATGC-A-------ATGT-----------TTCCTTTCAGCTGTCCCGGACACCACGGTC---------------------------AATACCACCACCACTCGCACGAGCGCTCGGGTC

droTak1 scf7180000411052:20260-20423
-

GCGGCCCAAGCGACTCACCTCCCTGGCCGAGGATCAGGATGAGCCGGAAAGTGAGTA-----TTCCAG-GCAGC-A-G-C----AGCAGGAGCACCT--------TCCT----------A-ATCCCAC-C-------CCCT-----------TCCCTTCCAGCTGCTCCGGACACCACGACC---------------------------AACACGTCCTCACTCCGCCAGAGCGCTCGGGTC

droEug1 scf7180000409672:5175967-
5176134 +

ACGCCCCAAGCGACTCTCAACATTGGCCGAGGATCAGGACGACACCGGGGGTAATTA-----TTGGAC-ACTA--TAT-C----CGATAGATCAATATCATACA-AACA----------T-ATCCATC-T-------ATCT-----------TACCTTTAAGCAGCCCCGGACGTTAAGGCC---------------------------AAC---TCCTCTGTCCGACAAGGCGTTCGTGTC

dm3 chr2R:3166497-3166661 + GCGCCCCAAGCGACTCACCTCACTGGCCGAGGATCAGAATGAGCCCGAGGGTGAGTA-----TCCTGG-CCATT-TTA-A----AGCATTAACGACC--------AACA----------A-CCCCTGT-G-------ATAT-----------TCCATTTGAGCAGCTCCAGACGCCACGGCC---------------------------AACAACACGTCGGCCCGTCAAAGCACTCGGGTC
droSim2 2r:3991942-3992106 + GCGCCCCAAGCGACTCACCTCACTGGCCGAGGATCAGAATGAGCCCGAGGGTGAGTA-----TCCTGG-CCATT-TTA-A----AGCGTTAACGACC--------AACT----------A-CCCCTGT-G-------ATAT-----------TCCATTTGAGCAGCTCCAGACGCCACGGCC---------------------------AACAACACGTCGGCCCGTCAAAGCACTCGGGTC

droSec2 scaffold_1:810665-810829 + GCGCCCCAAGCGACTCACCTCACTGGCCGAGGATCAGAATGAGCCCGAGGGTGAGTA-----TCCTGG-CCATT-TTA-A----AGCGTTAACGACC--------AACT----------A-CCCCTAT-G-------ATAT-----------TCCATTTGAGCAGCTCCAGACGCCACGGCC---------------------------AACAACACGTCGGCCCGTCAAAGCACTCGGGTCdroYak3 2L:15851445-15851594 + GCGCCCCAAGCGACTGTCCTCATTGGCCGAGGATCAGAATGAGCCCGAGGGTACGTA-----ACCTGG-CGATC-TTA-A----TGTTTAAAAGGCG--------AAAT----------A-TCCATTT-G-------ATAT-----------TTCATTTTAGCAGCTCCAGACGCCACGG------------------------------------------CCCGTCAAGGCACTCGGGTC
droEre2 scaffold_4929:19427227-

19427388 -
GCGCCCCAAGCGACTCACCTCACTGGCCGAGGATCAGAATGAGCCCGAGGGTGAGTA-----ACCTGG-CGATC-TTA-T----TGCTTAAAAGGAA--------AACT----------A-TCCCTTT-G-------ATAT-----------TCCATTTTAGCAACTCCAGACACCACGGCT---------------------------AAC---TCGTCAGCCCGTCAAGGCACTCGGGTC
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AAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGGACAGGTTTGTAACCGTTACTTTCCTTAACTCGTATCACAGCTCTAGCCTGGCAATTTTGCTTGAACAATACCTCTTTTTAGAAAATTTCGAGAAAAGCGCACAAGTTTCAAATGATCGAAGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

M021

embryo

V050

head

V111

male
body

.........................................................................................................TATCACAGCTCTAGCCTGGCA..................................................................... 21 0 4 2.50 10 7 2 1 0

.........................................................................................................TATCACAGCTCTAGCCTGGCAA.................................................................... 22 0 4 2.00 8 5 2 0 1

.........................................................................................................TATCACAGCTCTAGCCTGG....................................................................... 19 0 4 0.50 2 2 0 0 0

.........................................................................................................TATCACAGCTCTAGCCTGGCAT.................................................................... 22 1 4 0.25 1 1 0 0 0

.........................................................................................................TATCACAGCTCTAGCCTGGC...................................................................... 20 0 4 0.25 1 1 0 0 0

.........................................................................................................TATCACAGCTCTAGCCTGGTT..................................................................... 21 2 4 0.25 1 1 0 0 0

.........................................................................................................TATCACAGCTCTAGCCTGGCG..................................................................... 21 1 4 0.25 1 0 1 0 0

Anti-sense strand reads

TTTCATTCTACACTCATGAGGTGTTTCTTACTAATTTACTTTTAATTCGTTTGTGAAGTTCAAATAATGGTCCTGTCCAAACATTGGCAATGAAAGGAATTGAGCATAGTGTCGAGATCGGACCGTTAAAACGAACTTGTTATGGAGAAAAATCTTTTAAAGCTCTTTTCGCGTGTTCAAAGTTTACTAGCTTCT

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

#
Mismatch

Hit
Count

Total
Norm Total

V057

head

M042

female
body
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_10:2579949-

2580143 +
dpe_2484 AAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGGACAGGTTTGTAA-CCGTTACTTTCCTTAACTCGTATCACAGCTCTAGCCTGGCAATTTTGCTTGAACAATACCTCTTTTTAGAAAATTTCGAGAAAAGCGCACAAGTTTCAAATGATCGAAGA

dp5 4_group4:3552100-
3552295 +

dps_41 AAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGGCCAGATTTGTAAAACGTTACTTTCCTTAACTCGTATTACAGCTCTAGCCTGGCAATTTTCCTTGAACAATACCTCTTTTTAGAAAATTTCGAGATAAGCGCACAAGTTTCAAGTGATCGAAGA
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GGCGATACGTATCACCCTCGCAGGACGAAGAGCCGATTGAAGGCTACAAGGTAGGGGAGCTAGTCCGTGATATTGGATTAAGTATTAACACGCTACTCTTCTTAGGTTCGCATTTGGGAAACGGATCAGAACATGATTACTGCCAACAACACGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M042

female
body

V042

embryo

V111

male
body

..................................................GTAGGGGAGCTAGTCCGTGATA................................................................................... 22 0 1 1.00 1 1 0 0

....................................................................................TTAACACGCTACTCTTCTTAG.................................................. 21 0 1 1.00 1 1 0 0

Anti-sense strand reads

CCGCTATGCATAGTGGGAGCGTCCTGCTTCTCGGCTAACTTCCGATGTTCCATCCCCTCGATCAGGCACTATAACCTAATTCATAATTGTGCGATGAGAAGAATCCAAGCGTAAACCCTTTGCCTAGTCTTGTACTAATGACGGTTGTTGTGCTA

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

#
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Count

Total
Norm Total
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head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_3:7365150-7365304 - dpe_2491 GGCGATACGTATCACCCTCGCAGGACGAAGAGCCGATTGAAGGCTACAAGGTAGGGGAGC------TAGT--------------------------------------CC------G--------------TGATATTGGATTAAGTATTAACACGCT-------ACTC-TTCTTAGGTTCGCATTTGGGAAACGGATCAGAACATGATTACTGCCAACAACACGAT
dp5 2:24722779-24722933 - dps_774 GGCGATACGTATCACCCTCGCAGGACGAAGAGCCGATTGAAGGCTACAAGGTAGGGGAGC------TAGT--------------------------------------CC------G--------------TGATATTGGATTAAGTATTAACACGCT-------ACTC-TTCTTAGGTTCGCATTTGGGAAACGGATCAGAACATGATTACTGCCAACAACACGAT
droWil2 scf2_1100000004943:3056454-

3056620 -
GGCGATATGTATCTCCCTCGCAGGACGAGGAGCCCATTGAAGGCTATAAGGTAAGCATAT------G-----------AAATATATCAATGTTGATCTAATCTAAAGTAAAACTCTG--------------------------------CAATGTT----------CTT-ATTTTAGGTACGCATTTGGGAAACGGATCAGAACATGATCACTGCCAATAACACAAT

droVir3 scaffold_13047:11826677-
11826839 -

GGCGTTACGTATCACCAGCTCAAGATGAGGAACCCATTGAGGGCTATAAGGTATAAAAGC------CTGT--------------------------------------GAA-----T-A------TGCTTTAGG-----CAAC--CATATATAAAATGTAATTCCCTTT-TTGGCAGGTACGCATTTGGGAGACAGATCAAAATATGATCACTGCCAACAATACAAT

droMoj3 scaffold_6540:29947812-
29947975 +

GGCGTTATGTATCGCCGGCGCAAGATGAAGAGCCACTGGCTGGCTATAAGGTATGGATTA------TGCT---T----------------------------------TTA-----ATGTGTCAACGGCAGGCA-----ATGT--TAAATATTATTTG-------AATT-TTCACAGGTTCGCATTTGGGAGACCGATCAGAATATGATCACTGCCAACGATACTAT

droGri2 scaffold_14624:1933647-
1933815 -

GGCGATATGTTTCGCCAGCGCAGGATGAGGAGCCCATTGAAGGCTATAAGGTTGGCTTCAACAAAATGATGCCTTAAC------------------------------AAA-----A--------ATATCAAAA-------------ACTAATGCTAT-CGATTTAATA-TTCACAGGTGCGCATTTGGGAGACCGATCAGAATATGATAACAGCCAACAATACGAT

droAna3 scaffold_13340:11205415-
11205571 +

GGCGCTACGTATCGCCCTCGCAGGATGAGGAGCCGATCGAAGGCTATAAGGTGAGTGTCC------TTGA--------------------------------------TCC-----T--------TGAAAAAAT-----CATAAATCATAAACACTTT-------TTAT-ATGATAGGTTCGTATTTGGGAGACGGACCAAAACATGATAACAGCCAACAATACCAT

droBip1 scf7180000396691:116173-
116329 +

GGCGCTACGTATCGCCCTCGCAGGATGAGGAACCGGTCGAAGGCTATAAGGTAAGCAGAA------A-----------AAATATC-----------------------TC------T--------------TAAAGCAACTTTAACTAATAATGCCTT---------CA-TTGTTAGGTTCGTATTTGGGAGACGGACCAAAACATGATCACAGCCAACAATACCAT

droKik1 scf7180000302475:485175-
485331 -

GGCGATATGTTTCCCCCTCGCAGGACGAGGAACCCATCGAAGGTTACAAGGTAAGCTTGG------TAGC--------------------------------------AAAGCACCG-----------CGAAA-------ATAAGGCAATAACATCTC-------ACCC-TGTTTAGGTTCGCATTTGGGAGACGGATCAGAACATGATCACAGCCAACAATACCAT

droFic1 scf7180000454096:1341026-
1341186 +

GGCGCTACGTGTCCCCATCCCAGGACGAGGAACCAGTTGAGGGTTATAAGGTAAGTCACT------TGAA--------------------------------------CCA-----AC-------CAGCTAAAA--CTTAACTAAATATCAACGTCCC-------ACAA-TCTTTAGGTTCGCATTTGGGAAACGGACCAGAATATGATCACAGCCAACAACACCAT

droEle1 scf7180000491104:1957834-
1957995 +

GGCGTTACGTTTCACCCTCGCAGGACGAGGAACCAGTCGAGGGCTACAAGGTAAGCCGGC------TGACACCC----------------------------------CAA-----A--------AGTCCAAGA-----AAGTGTTTACTAACATCCC-------ACAATATTTAAGGTTCGCATTTGGGAAACGGACCAGAACATGATCACAGCCAACAATACCAT

droRho1 scf7180000779594:16115-16272
+

GGCGTTACGTTTCCCCCTCGCAGGACGAAGAACCAGTCGAGGGTTATAAGGTAAACAACT------TGGC--------------------------------------CCA-----G--------ATACCAAGA-----AATTGATCATTAACGTCTC-------ACAATATTCAAGGTTCGAGTTTGGGAAACGGACCAGAACATGATCACAGCCAACAATACGAT

droBia1 scf7180000302098:245591-
245746 -

GGCGCTACGTTTCCCCTTCACAGGACGAAGAACCAGTCGAGGGTTACAAGGTTCGCTGAC------AGGC--------------------------------------CTA-----C--------CGGCCAAGA-----AACTTATTATTGACATATC-------A-AT-TTTATAGGTTCGCATTTGGGAAACGGACCAGAACATGATTACAGCCAATAATACCAT

droTak1 scf7180000415502:10079-10235
+

GGCGCTACGTTTCCCCCTCGCAGGACGAGGAACCAGTTGAGGGTTATAAGGTATGTCGCC------GAGT--------------------------------------CCA-----A--------CGGCGAAGA-----AACTGATTATTAACGTCTC-------AACA-TTTTTAGGTTCGCATTTGGGAAACTGATCAGAACATGATCACAGCCAACAATACCAT

droEug1 scf7180000409759:146760-
146916 +

GGCGATACGTTTCCCCCTCGCAGGACGAGGAACCAGTCGAGGGCTATAAGGTAATACACA------AGGC--------------------------------------TCA-----G--------CGAAAAATA-----AACTTATTATTAACGTCTT-------GAAA-TCTTTAGGTTCGCATTTGGGAAACGGACCAGAACATGATCACAGCTAACAATACCAT

dm3 chr3R:212086-212240 + GGAGATATGTTTCACCTTCGCAAGACGAGGAACCAGTAGAGGGTTATAAGGTACAACTCC------CGGC--------------------------------------ACC-----G--------TGACCAAGA-----AAAT--CGATTACAGTTTG-------AAAC-TTTCTAGGTTCGCATTTGGGAATCGGACCAGAACATGATTACGGCCAACAATACCAT
droSim2 3r:182962-183116 + dsi_29280 GGAGATATGTTTCACCTTCGCAAGATGAGGAACCAGTAGAAGGTTATAAGGTACGCTTCC------CGGC--------------------------------------ACC-----G--------TTGCCAAGA-----AAAT--CGATTACAGTCTG-------AAAC-TTTCTAGGTTCGCATTTGGGAATCGGACCAGAACATGATCACGGCCAACAATACCAT
droSec2 scaffold_6:318453-318607 + GGAGATATGTTTCACCTTCGCAAGATGAGGAACCAGTAGAAGGTTATAAGGTACGCTTCC------CGGC--------------------------------------ACC-----G--------TTGCCAAGA-----AAAT--CGATTACAGTCTG-------AAAC-TTTCTAGGTTCGCATTTGGGAATCGGACCACAACATGATCACGGCCAACAATACCAT
droYak3 3R:562646-562800 + GGCGATACGTTTCACCCTCGCAAGACGAGGAACCAGTCGAGGGTTATAAGGTACGCCGCC------CGGC--------------------------------------TCA-----G--------TGACCAAAA-----ATAT--TTATTATAATCTA-------AAAC-TTTTTAGGTTCGCATTTGGGAAACGGACCAGAACATGATCACGGCAAACAATACCAT
droEre2 scaffold_4770:556223-556377

+
GGCGATATGTTTCCCCCTCGCAGGACGAGGAACCAGTCGAGGGTTATAAGGTACGCCGCC------CGGC--------------------------------------TCA-----G--------TGACAAAGA-----ATAT--CTATTACAATTTA-------AAAC-TTTTTAGGTTCGCATTTGGGAAACGGACCAGAACATGATCACGGCAAACAATACCAT
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CAAACCAATTGCCCAAAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATGAAATACTCCAGCTTTCATTCGAGACTAACGAGTACTTCATGAATTTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTTTCGCCAGCAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V042

embryo

M042

female
body

M021

embryo

V111

male
body

V057

head

...........................................................................ATTCGAGACTAACGAGTACTTCATGAATT....................................................... 29 0 1 1.00 1 0 0 1 0 0

....CCAATTGCCCAAAATACGGGGGGAC.................................................................................................................................. 25 1 1 1.00 1 0 1 0 0 0

..................................................GTAATCATGAAATACTCCAGCTTTC.................................................................................... 25 0 1 1.00 1 1 0 0 0 0

..................................................................................ACTAACGAGTACTTCATGAATTTGCAG.................................................. 27 0 1 1.00 1 0 1 0 0 0

..................................................GTAATCATGAAATACTCCAGC........................................................................................ 21 0 1 1.00 1 1 0 0 0 0

..................................................GTAATCATGAAATACTCCAGCTT...................................................................................... 23 0 1 1.00 1 0 0 0 1 0

Anti-sense strand reads

GTTTGGTTAACGGGTTTTATGCCCCCCTCGGTTTGGACGTTTTCAAAGTTCATTAGTACTTTATGAGGTCGAAAGTAAGCTCTGATTGCTCATGAAGTACTTAAACGTCCCGAGGCTGTACATGTTTCTCTATTCCCGAAACTCACCAAAGCGGTCGTT

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

#
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Hit
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Total
Norm Total

M042

female
body
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Species Coordinate ID Alignment
droPer2 scaffold_4:2526825-2526983 - dpe_2486 CAAACCAATTGCCCAAAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATGAAATACTCCAGCT--------TTCATT---------------CGAGACTAACGA----GTAC------------------TTCA---------------TGAAT-TTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTT--TCGCCAGCAA----
dp5 3:8642390-8642548 - dps_1105 CAAACCAATTGCCCAAAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATGAAATACTCCAGCT--------TTCATT---------------CGAGACTAACGA----GTAC------------------TTCA---------------TGAAT-TTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTT--TCGCCAGCAA----
droWil2 scf2_1100000004513:3399988-

3400168 -
CAAATAATCTGCCAGTCATAAGAAAGAAACCTAACTTGGAGAAATTTCAGGTAATTATGAAATACAATACACATTAACCCACCAA--------------------------ATGTGTTTAATCTAATGCAAGAGATAACAT---------------TGCAATTTTCTTAGGGCTCAGACATGTTCAAAGAGATAAGAGCTTTGAGTGGATCATCGTCATCAG----

droVir3 scaffold_12823:2274668-
2274825 -

CGAACAATCTGCCCGTT---TGTGAAAAGCCAAATGTAGATAAATTTCGAGTGAGCATGATATTCAAAATAT-----------ATT---------------CGTTTGCACC-GATGACTAA------------------TACA-------------TGGCCCA-TTGCAGACCACAGACATGTACAAAGAGGTAAGAGCACGCAGCAGCC--TGGCCAGCAA----

droMoj3 scaffold_6496:1629722-
1629879 -

CAAATAATCTGCCAGTT---TGTGAAAAGCCAAACGTAGATAAATTTAAAGTGAGCATGAAATTGATAATAG--T-----TTC-TT--------------TGTTTACCCACAA----TC--------------------------AAT------TGCAAATCG-TTACAGTACACAGAGATGTACAACGAGGTAAAAGCTCGTTGCAGCA--TGACCGCCAA----

droGri2 scaffold_15245:15801041-
15801202 +

CAAGCAGTCTCCCAGTT---TGTGAAAAACCAAATGTAGACCAATTTCAAGTAAGCCCGAAACTAACAAAGC--CC------CATT---------------TGATTACAGT-G----ATGA------------------TTCA--GCC------AAAACAAAT-TTTCAGACCACAGATATGTACAAAGAAGTTCAAGCGCGCAGCAGTC--TGCTCAGCAA----

droAna3 scaffold_13266:4095861-
4096027 -

CAAATGACCTGCCCGTGATTAGAAACAAACCCAATCTGGAGAAATTTCAGGTAATAATGAAATACCCCACCC--CCACCG-ACCATAGAAAGTAATGCGG------------A----GTA--------------------T-------------CGTTAATTT-TCACAGAACACGGACATATATAAAGAGATAAGGGCCTCCAGTGGCC--TTGTAAGCAC----

droBip1 scf7180000396427:2540760-
2540930 -

CAAACGACCTGCCAGTCATTAGAAACAAGCCCAATCTGGAGAAATTTCAGGTAATTATGAAATACCCCGCCC--CCAGCGACCAAA-GAAAGTAACGCGG------------A----GTG---------------------------T------CTTTTCATT-TCGCAGAACACTGACATATATAAAGAGATAAGGGCCTCTAGTGGCC--TTGTAAGCACAAAT

droKik1 scf7180000302471:978930-
979095 +

CCAACGAAATGCCCATAATACGGAGTAAGCCAGATTTGGAGAAATTTCAGGTATTGATGAAATACCCCGCCT--CT-GCGACCGAAGGCAAGCAACTTTG-----------------GTAA------------------T--------------CG-TTTCGA-TTGCAGGCCACCGATATATACAAGGAGATAAGGGCCTCCAGCGGCC--TGGGGAGCCA----

droFic1 scf7180000454039:1812692-
1812852 +

CCCATGAGCTGCCAGTAATTCGCTCGAAGCCCGATCTGGCGAAATTTCAGGTAATCATGAAATACTAATCAT-GAAAGATAACGAT----------------------AGTAA----GTAA------------------AT-------------AAATCCATC-TCTTAGGGCACTGATATGTACAAGGAGATACAGGCGTCTAGCGGAG--TCGTCAGCAA----

droEle1 scf7180000491201:775950-
776116 +

A------GCTGCCAGTAATAAGAAGCAAGCCAGATTTGGTAAAATTTCAGGTAATCATGAAATAACCTGCCC--CCAGATAACGAT----------------------AGCAA----GCTA------------------CAACTG-CTGTTGTTTATTTGCTTATTACAGAACACCGACATGTACAAGGAGATTAGGGCATCCAGTGGAC--TGGTTAGCAA----

droRho1 scf7180000780104:120099-
120255 +

CG------CTGCCAGTAATAAGAAGCAAACCAGACCTGGTCAAATTTCAGGTAATCATGAAATATCTTGGCC--CCAGATAACGAT----------------------AGAGA----GTTA------------------CTGCTG-CTG-----AGGTATTCG-TTCCAGAGCACCGACATGTACAAAGAGATCAGAGCTTCCAGTGGGC--TGGT----AA----

droBia1 scf7180000302292:1066895-
1067061 -

ACAACGACCTGCCAGTAATTAGAAGCAAGCCCGATCTTGTCAAATTTCAGGTAATCATGAAATACCCCATCC--CCCGATAAGGGC----------------------AGAAA----GTGA------------------TTCGTGACC------TCATTGACC-TTCCAGAACACTGATATGTACAAGGAGATCAAGGCCTCGAGTGGCC--TGGTAAGCAA----

droTak1 scf7180000415401:138550-
138720 +

ATAACGACCTGCCAGTTATTAGAAGCAAGCCCGATCTTGTAAAATTTCAGGTAATCACGAAATAGCCTGTCC-ACTAGATAAGAAA----------------------AGGCA----GTGA------------------TTTGTGACT-TTG--CGCTTGACT-TTCCAGAACACTGATATGTACAAGGAGATCAGGGCCTCGAGTGGCC--TGGTGAGCAA----

droEug1 scf7180000409474:1454647-
1454812 -

ATAACGACATGCCAGTAATAAGAAGCAAACCAGATCTTGTTAAATTTCAGGTAATCATGAAATACACTGCCT--TCAGATAACCAT----------------------ACTTA----GCAC------------------TCGATGGCT------TGGTTAACC-TTCTAGAACACCGATATGTACAAGGAGATCAGAGCTTCCAGTGGAA--TGGTTAGCA-----

dm3 chr2R:16506344-16506510 + GCAGCGAGATGCCAGTTATACGAGGCAAGCCCGATCTAGTTAAATTTCAGGTAATGACGAAATACCCCGTCC--CCAGATAACAAT----------------------TAATA----GTAA------------------TTTATTGCC------CACGCAATC-TTCCAGAAAACTGATATGTACAAGGAGATCCAGGCGTCGAGTGGAT--TAGTGAGCAA----
droSim2 2r:17075894-17076060 + ACAACGACATGCCAGTTATAAGAGGAAAGCCCGATCTAGTTAAATTTCAGGTAATGACGAAATACCCCGTCC--CCAGATAACAAT----------------------TAAAG----GTAA------------------TTCGTTGCC------CACGCAATC-TTCCAGAAAACTGATATGTACAAGGAGATCCGGGCGTCGTGTGGAT--TAGTGAGCAA----
droSec2 scaffold_1:14060361-14060527

+
ACAACGACATGCCAGTTATAAGAGGAAAGCCCGATCTAGTTAAATTTCAGGTAATGACGAAATACCCCGTCC--CCAGATAACAAT----------------------TAAAG----GTAA------------------TTTGTTGCC------CACGCAATC-TTCCAGAAAACTGATATGTACAAGGAGATCCGGGCGTCGAGTGGAT--TAGTGAGCAA----

droYak3 2R:12690102-12690270 - GCAACGACATGCCAGTAATAAGAAGCAAGCCCGATCTAGTAAAATTTCAGGTAATCATGAAATACCCCCATCCCCCAGATAACATT----------------------TGAAA----GCTA------------------TTTATGGTC------CACGCAACT-TTCCAGAAAACTGATATGTACAAGGAGATCCGGGCATCAAGTGGAT--TAGTGAGCAA----
droEre2 scaffold_4845:10652743-

10652911 +
GCAACGACATGCCAGTAATAAGAAGCAAGCCCGATATAGTTAAATTTCAGGTAACCATGAAATACCCCAGACAGCCAGATAACAAT----------------------TGAAA----GTAA------------------TTGGTGGCT------CACGCAACT-TTCCAGAAAACTGATATGTACAAGGAGATCCGGGCATCGAGTGGTT--TAGTGAGCAA----
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CTGAGGCTGATGAAGGAGACGGTACTGAAGCTGCCGCCGCCACACTACAGGTAGGGATCGGAGGAGTTGCAGGAGATCTTCCATAAATAATAACTCTTTCTCCCTTCCGTAGAACCCTCAAATATCTGGCTGAGCATTTGTACAAGGTCTCGCAGCATCACG

**************************************************..(((((..((((((((((..(((.....)))........))))))))))))))).......**************************************************
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Norm Total

M042
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body
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embryo

V111

male
body

..................................................GTAGGGATCGGAGGAGTTGCAGG......................................................................................... 23 0 1 2.00 2 1 0 1

Anti-sense strand reads

GACTCCGACTACTTCCTCTGCCATGACTTCGACGGCGGCGGTGTGATGTCCATCCCTAGCCTCCTCAACGTCCTCTAGAAGGTATTTATTATTGAGAAAGAGGGAAGGCATCTTGGGAGTTTATAGACCGACTCGTAAACATGTTCCAGAGCGTCGTAGTGC

**************************************************..(((((..((((((((((..(((.....)))........))))))))))))))).......**************************************************
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Species Coordinate ID Alignment
droPer2 scaffold_5:4613765-4613926

-
dpe_2492 CTGAGGCTGATGAAGGAGACGGTACTGAAGCTGCCGCCGCCACACTACAGGTAGGGA-----------------------------------------------TCGGAGGAGTTGC------------AGGAGATCTTCCATAAAT---------------------------------------------------------AATAACTCTTT-C----------------------TCCCTTCCGTAGAACCCTCAAATATCTGGCTGAGCATTTGTACAAGGTCTCGCAGCATCACG

dp5 4_group5:113083-113244 - dps_1710 CTGAGGCTGATGAAGGAGACGGTATTGAAGCTGCCGCCGCCACACTACAGGTAGGGA-----------------------------------------------TCGGAGGAGTTGC------------AGGAGACCTTCCATAAAT---------------------------------------------------------AATAACTCTTT-C----------------------TCCCTTCCGTAGAACCCTCAAATATCTGGCTGAGCATTTGTACAAGGTCTCGCAGCATCACG
droWil2 scf2_1100000004521:4000800-

4000872 +
ATATT--------------------------TGTTAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTCCTTTGCAGTACTTTAAAATACTTGGCCGAGCATTTGTTTAAAGTGTCACAACATCATG

droVir3 scaffold_12963:1491337-
1491437 +

TTGCGTCTCATGAAGGAGACGGTTCTGAAGCTGCCGCCGCCACATTATCGGTAAGTG---------C--------------------------------------TGCAGGATT---------------------------------CGACGGGAATTAATTTAT------------------------------------CTTAAAAATTACTT-T-----------------------------------------------------------------------------------T

droMoj3 scaffold_6500:28382852-
28383037 +

CTGCGTCTTATGAAGGAGACAGTGCTAAAGCTACCTCCGCCGCACTATAGGTAAGTG---------T--------------------------------------GCGAGACAT---TCAGAATCTCT-AGAGGATCATTCTCA-GTTGGTTATACC-------TG---------------------------T-------ATTAACAACATCATCT----------------------CCTTCCCAACAGGACTTTGAAGTACTTGTCGGAGCACTTGCACAAGGTATCGCAGCATCACG

droGri2 scaffold_15126:7014323-
7014377 -

CTGCGTCTCATGAAGGAGACGGTACTGAAGCTGCCGCCTCCACACTATCGGTAAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_12916:9029213-
9029381 +

CTGCGGCTCATGAAGGAGACGGTGCTGAAGCTGCCGCCGCCCCACTACAGGTAATCT---------TTCGA------------------------ACTTGACTCCGAG---------------------------------TTAGA---------C-CCATT----CCAGA----------------------G--AAGTAACCAACACCT----------------------------TTCCGTTCGCAGAACTCTTAAATATCTGGCGGAGCACCTTTACAAGGTGTCGCAGCACCACG

droBip1 scf7180000396535:1583118-
1583274 +

CTGCGGCTCATGAAGGAGACGGTGCTGAAGCTCCCGCCGCCCCACTACAGGTTATTCCCAATGTGAA--------------------------------------------------CTGTAATCCC------------------------------------------CA----------------------C--AAGAAACTAATACTC----------------------------TTCCATTCGCAGAACTCTGAAATATCTGGCGGAACACCTGTACAAGGTGTCGCAGCACCACG

droKik1 scf7180000302684:1300594-
1300853 +

TTGCGGCTGATGAAAGAGACGGTGCTTAAGTTGCCTCCACCACACTACCGGTGAGTA---------ATCAAGAAAAAGAAAAAGGGGAAAAAAAA---------TTGAAGTCGATTT------------AATAGGTGCTCCATCAATTT------GCCTTGG----CATTATCTAAAATTTGAGGATTCTTTAGATAAGACGATAACTTTTTTGT-ATGTAAATGAATTAAAATCCAAAATGTCCTTACAGAACCCTAAAATATTTGGCCGAGCACCTATACAAGGTGTCGCAGCACCACG

droFic1 scf7180000454082:256817-
256892 -

ATT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ACAAATG-TTT-T----------------------TCTTATTTTCAGAACCCTCAAATATCTGGCGGAGCATCTGTACAAGGTGTCGCAGCACCACG

droEle1 scf7180000491046:3203842-
3203895 +

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAGAACCCTCAAATACCTTTCCGAGCATCTGTACAAGGTGTCGCAGCACCACG

droRho1 scf7180000778712:19261-
19346 -

TTTCAA-----------------------------------------------------------------------------------------------------------------------------------------AAA-------------------------------------------------------TGTAATATTTTTGT-A----------------------TCTTCTTTGCAGAACACTTAAATATCTGGCCGAGCACTTGTATAAGGTGTCGCAGCACCACG

droBia1 scf7180000302408:670055-
670214 -

CTGCGACTTATGAAGGAGACGGTGCTCAAGCTGCCACCACCACACTATAGGTGAGTC-----------------------------------------------CGGGAATAACTCATTAAAATCTT------------ATTCAATT-------------------------------------------------T-------ACTA---ACTT-A----------------------CACTCCTTTCAGAACCCTTAAATATCTGGCCGAGCATCTGTTCAAGGTGTCCCAGCACCACG

droTak1 scf7180000415115:741064-
741136 +

TAATAACTGAT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTCCCCCTACAGAACCCTTAAATATCTGGCCGAGCACCTGTACAAGGTGTCGCAGCACCACG

droEug1 scf7180000409752:750718-
750876 -

TTGCGACTTATGAAGGAGACGGTACTCAAGCTCCCACCACCACATTATCGGTAAATA---------A--------------------------------------T-GAGGCAT----------CGCGG------------ATAAAT----AATAAT-------T------------------------------------ATTAATAAACA--A-T----------------------TTGTACTTGCAGTACCCTTAAATATCTGGCCGAGCACCTGTACAAGGTGTCGCAGCACCACG

dm3 chr2L:19780976-19781141 - CTGCGACTTATGAAGGAGACGGTGCTCAAGCTGCCTCCGCCACACTATCGGTGAGTA---------A--------------------------------------------------TTAAAATCTCGG------------ATAAATCGGCAAAATT-------TA---------------------------T-------ATTAACATGGTCTT-A----------------------TATTCCGTGCAGGACCCTAAAATATCTGGCCGAGCACTTGTACAAGGTGTCACAACACCACG
droSim2 2l:19279121-19279286 - CTGCGACTTATGAAGGAGACGGTGCTCAAGCTGCCACCGCCACACTATCGGTGAGTA---------A--------------------------------------------------TTGGAATCTTGG------------ATAAATTGGCAGGGAT-------TA---------------------------G-------ATTAATATCATTTT-A----------------------TATTCCTTGCAGAACCCTCAAATATCTGGCCGAGCACTTGTACAAGGTGTCGCAACACCACG
droSec2 scaffold_7:3386456-3386621

-

CTGCGACTTATGAAAGAGACGGTGCTCAAGCTGCCACCGCCACACTATCGGTGAGTA---------A--------------------------------------------------TTGAAATCTTGG------------ATAAATTGGCAGGAAT-------TA---------------------------G-------ATTAACACTGTCTT-A----------------------TATTCCTTGCAGAACCCTCAAATATCTGGCCGAGCATTTGTACAAGGTGTCGCAACACCACG

droYak3 2R:6243407-6243579 - TTGCGACTTATGAAGGAGACGGTGCTCAAGCTGCCACCTCCACATTATCGGTAAGTG---------A--------------------------------------------------TCGAAATCTTTT------------ATAAATTGAAGAGAATTTAATTAT----T-----------------------T-------GTTAAAATTGTCTT-A----------------------TTATCCTTGCAGAACCCTGAAATATTTGGCCGAGCACTTGTACAAGGTGTCGCAACACCACG

droEre2 scaffold_4845:4543853-
4544022 +

TTGCGACTTATGAAGGAGACGGTGCTCAAGCTGCCACCGCCACATTATCGGTAAGTG---------A--------------------------------------------------TTGCAATCTTCC------------ATAAATTT------ATTTATT----CATTT----------------------G-----ATGTTAACATTGTTTT-A----------------------TTATCCTTGCAGTACCCTTAAATATCTGGCCGAGCACTTGTACAAGGTGTCGCAACACCACG
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCCCATGGATGAAGTCAGTCAACAGAGCACGCTCTCGAATGCATCAGCGGGTGAGTGGGGCGAAAGATCGAAAAGCAGCAGGCGGTCGGGGGTTTGCTAGTTGCAAAACTAATTTGTGATTCTGTTCTCTTTTGTTCCACCCAGCATCCGGCGAAGATCCCCAATGCACCACACCAAAGTCGCGCAAGAATGAT

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

M021
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M042

female
body

V042

embryo

V111

male
body

V057

head

.................................CTCGAATGCATCAGCGGC............................................................................................................................................... 18 1 1 2.00 2 2 0 0 0 0

.......................................................................................................................................................................ACCACACCAAAGTCGCGCAAGAAT... 24 0 1 1.00 1 1 0 0 0 0

..................................................GTGAGTGGGGCGAAAGATC............................................................................................................................. 19 0 1 1.00 1 0 0 0 1 0

................................................................................................................................................CATCCGGCGAAGATCCCCAATGCAC......................... 25 0 1 1.00 1 0 1 0 0 0

.................................................................................................................................................ATCCGGCGAAGATCCCCAAT............................. 20 0 1 1.00 1 1 0 0 0 0

...........................................................................................................................GTTCTCTTTTGTTCCACCCAGT................................................. 22 1 1 1.00 1 0 1 0 0 0

........................GAGCACGCTCTCGAATGCATCAGCGGC............................................................................................................................................... 27 1 1 1.00 1 1 0 0 0 0

............................................................................................................................TTCTCTTTTGTTCCACCCAGTT................................................ 22 2 6 0.17 1 0 1 0 0 0

Anti-sense strand reads

CGGGTACCTACTTCAGTCAGTTGTCTCGTGCGAGAGCTTACGTAGTCGCCCACTCACCCCGCTTTCTAGCTTTTCGTCGTCCGCCAGCCCCCAAACGATCAACGTTTTGATTAAACACTAAGACAAGAGAAAACAAGGTGGGTCGTAGGCCGCTTCTAGGGGTTACGTGGTGTGGTTTCAGCGCGTTCTTACTA

**************************************************.((...(((((((((((..((...((((...((((....((..((((.....))))..))...))))....)))))))))))))))))...)).**************************************************
Read
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#
Mismatch
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Count

Total
Norm Total
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head
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head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droPer2 scaffold_6:1226872-1227065

-
dpe_2490 GCCCATGGATGAAGTCAGTCAACAGAGCACGCTCTCGAATGCATCAGCGGGTGAGTGGGGC----GAAAGAT------CGAAAAGCAGCAGGCGGTCGGGGGT--TTGCTAGTTGCA-----AAACTAATTTGT--GAT------TCT--GTTCTCTTTT--GTTCCA-----CCCAGCATCCGGCGAAGATCCCCAATGCACCACACCAAAGTCGCGCAAGAATGAT

dp5 2:25893285-25893478 - dps_794 GCCCATGGATGAAGTCAGTCAACAGAGCACGCTCTCGAATGCATCAGCGGGTGAGTGGGGC----GAAAGAT------CGAAAAGCAGCAGGCGGTCGGGGGT--TTGCTAGTTGCA-----AAACTAATTTGT--GAT------TCT--GTTCTCCTTT--GTTCCA-----CCCAGCATCCGGCGAAGATCCCCAATGCACCACACCAAAGTCGCGCAAGAATGAT
droWil2 scf2_1100000011615:456-618

-
GCCCATGGATGAAGTTAGTCAACAGAGTACGCTCTCTAATGCATCGGCGGGTAAGTAGAATTGA---CGCA--------GAATCAA----------G------------------CGAGTCGA-----AAGTAA--AACTGAACCTCT--------------TCGTTT-----TGCAGCATCCGGTGAAGATCCACAATGCACCACACCAAAGTCGCGCAAAAATGAT

droVir3 scaffold_12855:10044836-
10044991 -

ACCAATGGATGAAGTTAGTCAACAGAGCACACTTTCAAATGCGTCAGCTGGTGGGTACCTTTAA----ATAAATG---T------T----------A------------------AG-----------ACGAAT--AACTGAGACTTT--G-----------TCATGT-----TACAGCATCAGGCGAAGATCCACAATGTACCACACCAAAGTCGCGCAAACATGAT

droMoj3 scaffold_6540:4000775-
4000930 -

ACCAATGGATGAAGTCAGTCAACAGAGTACGCTCTCAAATGCGTCTGCAGGTGGGTAATCTGAATGAGTTATTT-----------------------------------------AT-----------GTTCGT--AACTGAGGCTCT-------C------TCGTCT-----TGCAGCATCGGGTGAAGATCCACAGTGTACCACGCCAAAGTCGCGCAAACATGAT

droGri2 scaffold_14830:1233927-
1234091 -

CCCAATGGATGACGTTAGTCAACAGAGCACGCTCTCAAATGCATCGGCTGGTGGGTATAATTAA---CAATATAGACAT------T----------GCGGCGT-------------------------GTGCTT--AACTGAGACTCT--GTTC----------TGTT-----TGCAGCATCGGGCGAAGATCCACAATGTACTACACCAAAGTCGCGCAAACATGAT

droAna3 scaffold_12911:2122398-
2122559 +

CCCAATGGACGAAGTCAGCCAACAGAGCACGCTTTCGAATGCATCAGCGGGTAAGTGGATCGTGT---GTG--------AAATAAA----------T------------------CAAGTAGG-------------TACTAATAACGTAT--TC----C---ATTTGG-----CACAGCATCCGGCGAAGATCCTCAATGCACCACACCAAAGTCGCGCAAGAACGAT

droBip1 scf7180000396714:956857-
957017 -

ACCAATGGACGAAGTCAGTCAACAGAGCACGCTTTCGAATGCATCAGCGGGTTAGTAAAAGTG-T---ATA--------AAATAGT----------G------------------ACAGTAGA-------------AACTAATAGTGT--GTTC----T---ATTTTG-----TACAGCATCCGGCGAAGATCCTCAGTGCACCACACCAAAGTCGCGCAAAAACGAT

droKik1 scf7180000302247:509925-
510084 +

GCCCATGGACGAAGTCAGTCAGCAGAGCACGCTATCGAATGCTTCAGCGGGTGAGTGCACC-----------ACGAC------------------------GCTT---------CGA-----AC---GAATCACTTGATTAACG---TGT----TTG-C---ATCTCC-----CACAGCATCCGGCGAAGATCCACAATGCACCACACCAAAGTCGCGCAAAAATGAT

droFic1 scf7180000453912:1952661-
1952829 +

GCCCATGGACGAAGTCAGTCAGCAGAGCACTCTGTCAAATGCATCAGCGGGTGAGTAGAAG-AGCGAAATATATACCAT-----------------------------------AAA-----GA---AATTCCT--GACTTAAG---TTC----TT------TTTTTGCGTAAACCAGCATCCGGCGAAGATCCACAGTGCACCACACCAAAGTCGCGCAAGAATGAT

droEle1 scf7180000491080:2754692-
2754857 +

GCCCATGGACGACGTCAGTCAGCAGAGCACGCTCTCGAATGCATCAGCGGGTAAGTAGAAG---CCGGACTGCTGCCCT-----------------------------------TAA-----GA---CATTTTC--GACTGACT---TAA----TTTATG--TTTTTA-----CACAGCATCCGGCGAAGATCCACAATGCACCACACCAAAGTCGCGCAAGAATGAT

droRho1 scf7180000778039:38186-
38353 +

CCCCATGGACGACGTCAGTCAGCAGAGCACGCTCTCGAATGCATCAGCGGGTAAGAAGAGC---CGGGATTTTAGCCCT-----------------------------------TTA-----AA---GATTTTC--GACTAATT--ATTA----TTTAT---TTTT-AACT--CACAGCATCCGGCGAAGATCCACAATGCACCACACCAAAGTCGCGCAAGAATGAT

droBia1 scf7180000302113:3895332-
3895497 +

GCCCATGGACGAAGTCAGTCAGCAGAGCACGCTCTCGAATGCATCAGCGGGTGAGTACAGC---CGGAATGAAAGCCTC-----------------------------------GAA-----GA---GATTGGC--AACTGATT---TTA----TTTCCC--ATTTTA-----TGCAGCATCCGGCGAGGACCCACAATGCACCACACCAAAGTCGCGCAAGAATGAT

droTak1 scf7180000413103:19756-
19829 +

-------------------------------------------------------------------------------------------------------------------------------------------TAATT---TTA----TTCCT---TTTTTT-----TGCAGCATCTGGCGAAGACCCACAATGCACCACACCAAAGTCGCGCAAGAATGAT

droEug1 scf7180000409562:44183-
44347 -

TCCAATGGACGAAGTCAGTCAGCAGAGCACGCTCTCGAATGCATCAGCGGGTGAGTAGAAA---TGGGTTGTACGCCTT-----------------------------------CGA-----AA---GATTATC--GACTGATT---TGA----TTTTT---ATTTTA-----TATAGCATCCGGCGAAGATCCACAATGCACCACACCAAAGTCGCGCAAGAATGAT

dm3 chr3R:13523835-13524001 - GTCCATGGACGAAGTCAGTCAGCAGAGCACGCTTTCGAATGCATCAGCAGGTGAGTTGGCC----TATATATACGACTT-----------------------------------TAA-----AA---GATTTTC--GACTAATG---TTA----TTGGTTTTTTTTTG-----CACAGCATCCGGCGAAGATCCACAATGCACCACACCAAAGTCGCGGAAGAATGAT
droSim2 3r:7744066-7744231 + dsi_7745 GCCCATGGATGAAGTCAGTCAGCAGAGCACGCTTTCGAATGCATCAGCAGGTGAGTTGGGC---TGGGATATACAACTT-----------------------------------TAA-----AA---GATTCCC--GACTAATG---TTA----TTGATA--TTTTTG-----CACAGCATCCGGCGAAGATCCACAATGCACCACACCAAAGTCGCGAAAGAATGAT
droSec2 scaffold_12:638629-638794

+
GCCCATGGATGAAGTCAGTCAGCAGAGCACGCTTTCGAATGCATCAGCAGGTGAGTTGGCC---TGGGATATACAACTT-----------------------------------TAA-----AA---GATTCCC--GACTAATG---TTA----TTGATA--TTTTTG-----CACAGCATCCGGCGAAGATCCACAATGCACCACACCAAAGTCGCGAAAGAATGAT

droYak3 3R:2096666-2096831 - GTCAATGGACGAAGTCAGTCAGCAGAGCACACTTTCGAATGCATCAGCAGGTGAGTTGGCC---TGGGATATACACCTT-----------------------------------TTA-----AA---GATTCCC--GACTAATG---TTT----TTGATA--TTTTCT-----TGAAGCATCCGGCGAAGATCCACAATGCACCACACCAAAGTCGCGGAAAAATGAT
droEre2 scaffold_4770:8107116-

8107280 +
GCCCATGGACGAAGTCAGTCAACAGAGCACGCTTTCGAATGCATCAGCAGGTGAGTTGGAC---TTGGATATACCCCTT-----------------------------------TAA-----AA---GATTCCC--GACTAATG---TTA----TTAAT---ATTTTG-----TACAGCATCCGGCGAAGATCCACAATGCACCACACCAAAGTCGCGGAAGAACGAT
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