
ID:

dya_1237

Coordinate:

4:1098065-1098121 +

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 [Dyak\GE14563-in]; CDS [Dyak\GE14563-cds]; CDS [Dyak\GE14563-cds]

No Repeatable elements found

Sense Strand Reads
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CATCTGCATTAATTAGTAATAGCCTACCCGAGGCTTCCAATGGACCAACTGTAAGAGATTTTAGGTGATTTTAATGTTTTTAAATTTCCTTATATCTTTTTAAATAGGTTTTGGGTGGTGAAGCTAATGCTACACATACCAGCTCTGAAAGCCCTCC

**************************************************..(((((((...(((.(((((.((....)).))))).)))...))))))).......**************************************************
Read
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M056

embryo

M026

head

V058

head

V120

male
body

V052

head

V046

embryo
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female
body

..................................................GTAAGAGATTTTAGGTGATTT...................................................................................... 21 0 1 229.00 229 89 88 23 13 8 5 3

..................................................GTAAGAGATTTTAGGTGATT....................................................................................... 20 0 1 27.00 27 1 14 7 2 2 1 0

..................................................GTAAGAGATTTTAGGTGATTTT..................................................................................... 22 0 1 13.00 13 7 3 2 0 1 0 0

..................................................GTAAGAGATTTTAGGTGATTC...................................................................................... 21 1 1 6.00 6 5 0 1 0 0 0 0

..................................................GTAAGAGATTTTAGGTGATTTTAATGTTT.............................................................................. 29 0 1 3.00 3 0 3 0 0 0 0 0

..................................................GTAAGAGATTTTAGGTGA......................................................................................... 18 0 1 2.00 2 0 1 0 0 0 1 0

..................................................GTAAGAGATTTTAGGTGATTTTA.................................................................................... 23 0 1 2.00 2 0 2 0 0 0 0 0

..................................................GTAAGAGATTTTAGGTGAT........................................................................................ 19 0 1 2.00 2 0 2 0 0 0 0 0

..................................................GTAAGAGATTTTAGGTGATTTTAAT.................................................................................. 25 0 1 1.00 1 0 1 0 0 0 0 0

..TCTGCATTAATTAGTAATAGCCT.................................................................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0

...................................................TAAGAGATTTTAGGTGATTT...................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 1

......................................................................................................................................CATACCAGCTCTGAAAGCCCTCC 23 0 1 1.00 1 0 1 0 0 0 0 0

..................................................GTAAGAGATTTTAGGTGATC....................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0

Anti-sense strand reads

GTAGACGTAATTAATCATTATCGGATGGGCTCCGAAGGTTACCTGGTTGACATTCTCTAAAATCCACTAAAATTACAAAAATTTAAAGGAATATAGAAAAATTTATCCAAAACCCACCACTTCGATTACGATGTGTATGGTCGAGACTTTCGGGAGG

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

Species Coordinate ID Alignment
droYak3 4:1098015-1098171 + dya_1237 CATCT---GCATTAATTAG------T---AATAGCCTACCCGAGGCT---TCCAATGGACCAACTGTAAGAGATTT--TAGGTGA-------TTTTAATGTT--------------TTTAAATTTCCTTATA----------TCTTTTT-------AAATAGGTTTTGGGTGGTGAAGCTAAT---GCTACACATACCAGCTCTGAAAGCCCTCC
droEre2 scaffold_4512:246624-246780

-
CATCT---GCATTAATTAG------T---AATAGCCTACCCGACGCT---TCGAATGGACCAACTGTAAGATATTT--TCGTTGA-------TCGTAATATT--------------TTTACATTTTCTTACA----------TTTTTTT-------AAATAGGTTCTTGGTGGTGAAGCTAAT---GCTACACACACCAGCTCTGAAAGCCCACC

droSec2 scaffold_40:66255-66411 + CATCT---GCGTTAATTAG------T---AATAGCCTTCCTGAGGCT---TCAAATGGACCAACTGTAAGAAATTT--TTTGTGA-------TCATGATGTT--------------TTTAAACTTCCTTATA----------CCTTCTT-------AAATAGGTTTTGGGTGGTGAAGCTAAT---ACTACACACACCAGCTCTGAAAGCCCACC
droSim2 4:812847-813003 + CATCT---GCATTAATTAG------T---AATAGCCTTCCTGAGGCT---TCAAATGGACCAACTGTAAGAGATTT--TTTGTGA-------TCATGATGTT--------------TTTAATTTTCCTTATA----------CCTTCTT-------AAATAGGTTTTGGGTGGTGAAGCTAAT---ACTACACACACCAGCTCTGAAAGCCCACC
dm3 chr4:1024989-1025145 + CATCT---GCATTAGTTAG------T---AATAGCCTTCCCGAGGCT---TCAAATGGACCAACTGTAAGAGATTT--TTGGTGA-------TCATAATGTT--------------TTTAAACTTCCTTATA----------CCTTCAT-------AAATAGGTTTTGGGTGGTGAAGCTAAT---ACTACACACACCAGCTCTGAAAGCCCACC
droEug1 scf7180000408984:211895-

212044 -
CATCG---GTTCTAATTAG------C---AGTAGCTTACCCGATGCC---CCAAATGTACCAACTGTAAGAACGATTCTTGTT----------------ACC--------------TTTGCATTTGTTAATA----------TTATATT-------AAATAGGTTCTGGGCGGAGACGCTAAT---GCTGCGCAATCAAACTCTGAAAGTCCACC

droBia1 scf7180000301495:1014679-
1014840 +

CATCG---GCTATAATTAG------C---AATAGCATACCCGAGACA---CCGAATGGGCCAACTGTAAGATTATTTATTTTAGA-------TAGATAGAT------AT-----ATTATAGATTTCCTAATA----------ACATACT-------TTATAGGTTCTGGGTGGAGACGCTAAC---GCCGCACACACCACCTCTGAAAGTCCACC

droTak1 scf7180000415212:103547-
103704 +

CATCA---GCTATAATTAG------C---AATACCCTACCCGAAACA---CCGAATGGACCAACTGTAAGAAGGTTT-TTGATGA-------TCCAAATGAG--------------TTTACATTTGCAAATA----------ACGTATT-------TAATAGGTTCTGGGTGGAGACGCCAGT---GCAGCGCATACCAGCTCTGAGAGTCCACC

droEle1 scf7180000491238:116153-
116310 -

CATCG---GCCATCATTGG------C---AACAGCCTACCGGAAACC---CCAAATGGACCAACTGTAAGAATGTTTTTTGTTGT-------TCCAATTGAC--------------TTTACATT-GTGAACA----------TTGCCCA-------TAATAGGTTCTAGGTGGAGACGCCAAC---ACTGCGCACACGAACTCCGAAAGTCCGCC

droRho1 scf7180000780283:15762-15920
+

CATCG---GCTATAATTAG------C---AATAGTTTACCCGAGACA---CCGAATGGATCAACTGTAAGAAATTTAATTGTTGA-------TTAAAATGAT--------------TTTTCATTTGCAAAAA----------TTATGTT-------TAACAGGTTCTAGGCGGAGACGCAAAT---GCTGCGCACACGAGCTCTGAAAGTCCACC

droFic1 scf7180000454040:600295-
600456 +

CGTCG---GCTATTCTGAG------C---AATAGTCTTCCCGAGGCA---CCTACCGGACCAACCGTAAGAAGATTTCTTGTTGA-------TCTTGGGTT----------AAAATTATATATTT-TAAAAA----------ATTTACT-------TAAAAGGTTCTGGGGGGAGACGCTAGT---GCGGCGCACACGAGTTCTGAAAGCCCACC

droKik1 scf7180000302413:149023-
149186 -

CGTCGTCAGCAATAATTAG------C---AATAACCTTTCCGAGACAACAACAAGTGCACCAACCGTAAGTATATA--TA-GAGACTGTC--TAGATATATA--T--A--------TAT-AATATAATTATA----------AC-TATA-------TAATAGGTTCTCGGAGGTGACGCCAAT------ACGCATACGACTTCTGAAAGTCCACC

droAna3 scaffold_13077:158748-158910
+

CATCA---GATGTCATTAC------CACAAATAACCTTAGTGAAACA---CCTAATGGACCAAGCGTATGTTATATA-TT-GTTC------ATTCATCCGT------ATTGAG-------CGATGG------CTTAACT---TATCTCT-------TCATAGGTTCTAGGCGGGGATGCTAAT---TCTGCACATACGAGCTCAGAAAGTCCACC

droBip1 scf7180000396677:16540-16701
+

CATCA---GATGTAATTAC------CACAAACAACCTTACTGAGACA---CCTAATGGAACAAGCGTATGTTAAATA-TA-GATT-------TTAATTAGT------ATTTAG-------TGATTA------ATTAACT---TATTTCT-------TCATAGGTTCTTGGCGGGGATACAAAC---CCTGCACATACAAGATCTGAAAGTCCACC

dp5 Unknown_group_14:50442-50602
-

CGTCA---GCTATAATCAG------CAACAACACCCTACCCGATACA---TCCAATGCCCCAACTGTAAGTAATTA--TA-GCAC-------TTAATATGGT--------------TTCACAATAG------CTCGATTT--TCATATG-------TGATAGGTTCTCGGAGGTGACGCCAAT---GCCACGCATACAAGCTCGGAAAGCCCACC

droPer2 scaffold_106:70895-71055 + CGTCA---GCTATAATCAG------CAACAACACCCTACCCGATACA---TCCAATGCCCCAACTGTAAGTAATTA--TA-GCAC-------TTAATATGGT--------------TTCACAATAG------CTCGATTT--TCATATG-------TGATAGGTTCTCGGAGGTGACGCCAAT---GCCACGCATACAAGCTCGGAAAGCCCACC
droWil2 scf2_1100000004943:1337564-

1337734 +
CGTCG---GCTATTGTCGGGGG---AAACAATACGTTAGCCGACTCT---CCGAATGGTCCAACTGTTAGTTCTGAC-------A--ACGTGGAAATCTAA------ATTCAA-------GGTTAATTAAT-CTCGGCTA--CGTTATA-------TTTCAGATTTTGGGTGGCGAAGCAAAC---ACAGCGCATGGGAACTCAGAGAGCCCGCC

droVir3 scaffold_13052:912765-912936
+

CAGCA---GCTCACGCTGGCAACAACAACAACAACCTGGCTGAATCC---TCCAATGGACCGACAGTAATACATAC--CATATAT------AAAAAACAAT------ATATGG-------GGTATG------CTCAACATTTCCCCCAC-------TTCCAGATACACGGCGGCGATACTGGC---AATGCCCATACCAACTCCGAGAGCCCACC

droMoj3 scaffold_6498:1310347-
1310417 -

TT-------------------------------------------------------------------------------------------------------------------------------ACA----------TTCTCAT-------TTACAGATTCACGGCGGCGAGGCCAGCAGCAATGCCCATAACAACTCCGACAGCCCACC

droGri2 scaffold_14822:99092-99259 - CAACA---GTACATGCAGG------CAACAACAACCCAAACGAGACC---TCCAATGGGCCGACAGTAAGAAAGCACACAGTT---------------CAGCTTCAAAC-------AATAAATTGCCTAACA----------GCACAATAAAATATTCGTAGATACTTGGCGGTGATGCGAGC---AATGTACATAGTAATTCCGATAGCCCACC
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AACAAACAACCAAAAAACTATCGGCCTGTTGCTCCTACAATCGAACGGTCGCTGACTATCGATAAGTGGCTGGGCTGGTGCGGGAAGAAGAAGCAGAACGCTGCAGCAGCTTCTATTTTCGTGATAGTTTTCCCCAATTAGTGCTGAAATTAATAACCATAAATGCCATTTTACCCCAAACAAGTGCGAAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

V058

head
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head
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.................................................................GTGGCTGGGCTGGTGCGGGA........................................................................................................... 20 0 1 61.00 61 22 12 16 6 3 1 0 1

.................................................................GTGGCTGGGCTGGTGCGGGAA.......................................................................................................... 21 0 1 24.00 24 16 4 1 1 2 0 0 0

.................................................................GTGGCTGGGCTGGTGCGGG............................................................................................................ 19 0 1 16.00 16 7 5 2 1 1 0 0 0

.................................................................GTGGCTGGGCTGGTGCGGGAAG......................................................................................................... 22 0 1 14.00 14 4 1 3 5 0 1 0 0

...............................................................AAGTGGCTGGGCTGGTGCGGGAA.......................................................................................................... 23 0 1 8.00 8 4 0 3 1 0 0 0 0

...............................................................AAGTGGCTGGGCTGGTGCGGGA........................................................................................................... 22 0 1 6.00 6 1 0 1 4 0 0 0 0

................................................................AGTGGCTGGGCTGGTGCGGGA........................................................................................................... 21 0 1 6.00 6 2 0 1 3 0 0 0 0

................................................................AGTGGCTGGGCTGGTGCGGGAA.......................................................................................................... 22 0 1 5.00 5 5 0 0 0 0 0 0 0

.................................................................GTGGCTGGGCTGGTGCGGGG........................................................................................................... 20 1 1 3.00 3 1 1 0 0 1 0 0 0

...............................................................AAGTGGCTGGGCTGGTGCGGGG........................................................................................................... 22 1 1 3.00 3 0 0 0 0 0 3 0 0

.......................................................................GGGCTGGTGCGGGAAGAAGA..................................................................................................... 20 0 1 2.00 2 2 0 0 0 0 0 0 0

.................................................................GTGGCTGGGCTGGTGCGGGC........................................................................................................... 20 1 1 2.00 2 0 2 0 0 0 0 0 0

................................................................AGTGGCTGGGCTGGTGCGGGG........................................................................................................... 21 1 1 2.00 2 0 0 0 0 2 0 0 0

..................................................................TGGCTGGGCTGGTGCGGGA........................................................................................................... 19 0 1 2.00 2 2 0 0 0 0 0 0 0

...................................................................GGCTGGGCTGGTGCGGGA........................................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0

.................................................................GTGGCTGGGCTGGTGCGGGAT.......................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0

................................................................AGTGGCTGGGCTGGTGCGGGAC.......................................................................................................... 22 1 1 1.00 1 0 0 0 1 0 0 0 0

............................................................................................................................................GTGCTGAAATTAATAACCATAAA............................. 23 0 1 1.00 1 0 0 1 0 0 0 0 0

.................................................................GTGGCTGGGCTGGTGCGGGAC.......................................................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 1 0

..................................................................TGGCTGGGCTGGTGCGGGAAG......................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0

..............................................................................................................................GTTTTCCCCAATTAGTGCTG.............................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0

.............................................................................................CAGAACGCTGCAGCAGCTTCTAT............................................................................ 23 0 1 1.00 1 1 0 0 0 0 0 0 0

................................................................................................AACGCTGCAGCAGCTTCTA............................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0

...........................................................................................................................................................ACCATAAATGCCATTTTACCCCAAACA.......... 27 0 1 1.00 1 1 0 0 0 0 0 0 0

...............................................................AAGTGGCTGGGCTGGTGCGGGAAG......................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0

.................................................................GTGGCTGGGCTGGTGCGGGT........................................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0

...............................................................AAGTGGCTGGGCTGGTGCGGG............................................................................................................ 21 0 1 1.00 1 0 0 0 1 0 0 0 0

..................................................................TGGCTGGGCTGGTGCGGGAT.......................................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0

...................................................................GGCTGGGCTGGTGCGGGAT.......................................................................................................... 19 1 1 1.00 1 1 0 0 0 0 0 0 0

...................................................................GGCTGGGCTGGTGCGGGAAGAAGAA.................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0

...................................................................................................................TTTTCGTGATAGTTTTCCCCAATTA.................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0

.................................................................GTGGCTGGGCTGGTGCGGC............................................................................................................ 19 1 1 1.00 1 0 0 1 0 0 0 0 0

Anti-sense strand reads

TTGTTTGTTGGTTTTTTGATAGCCGGACAACGAGGATGTTAGCTTGCCAGCGACTGATAGCTATTCACCGACCCGACCACGCCCTTCTTCTTCGTCTTGCGACGTCGTCGAAGATAAAAGCACTATCAAAAGGGGTTAATCACGACTTTAATTATTGGTATTTACGGTAAAATGGGGTTTGTTCACGCTTTA

*************************************************************...((((((((..((((((..((((((.(((((.................))))).))))))))))))...))))))))..**************************************************
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Species Coordinate ID Alignment
droYak3 3L:13609549-13609740 + dya_1783 AACA----AACAACCAAAAAACTATCGGCCTGTTGCTCCTA----CAATCGAACGGTCGCTGACTATCGATAA---------------GTGGCTGG-GCTGGT--GCG---GGAAGAAGAAGCAGAACGCTGCAGCAGC-------------------------TTCTATTTTCGTGATAG---TT-----TTCCCCAATTAGTGCTGAAATTAA-----TAACCATAA-ATGCC--ATTTTAC-CCCAAAC-A---AGTGCGAAAT
droEre2 scaffold_4784:13519265-

13519456 +
der_67 AACA----ACCAGCCACAAAACAATCGGCCTGTTGC----ACACACAATCGGACGGTTGCTGACTATCGATAA---------------GTGGCTGG-GCTGGT--GCG---GGAAGAAGAAGCAGAACGCTGCAGCAGC-------------------------TTCTAGTTTCGTGATAG---TT-----TTCCACAATTAGTGCTGAAATTAA-----TAACCACAA-ATGCC--ATTTTTC-CCTAAAC-A---AGTGCGAAAT

droSec2 scaffold_0:5681825-
5682021 +

CTTG----ACCATCTAGAAAACTATCGGCGTGTTGCTCCTACACACAATTGTGCGTTCGCTGACTATCGATAA---------------GTGGCTGG-GCTGTT-TGCG---AGAAGAAGAAGCAAAACGGTGCAGCAGC-------------------------TTCTATTTTCGTGATAG---TT-----TTCCCCAATTAGTGCTGAAATTAA-----TAACCATAA-ATGCC--ATTTTCC-CCTAAAC-C---AGTGCAAAAT

droSim2 3l:13210124-13210324 + AACTCTTGACCATCTAGAAAACTATCGGCATGTTGCTCCTACACACAATTGTGCGTTTGCTGACTATCGATAA---------------GTGGCTGG-GCTGGT-TGCG---AGAAGAAGAAGCAGAACGGTGCAGCAGC-------------------------TTCTATTTTCGTGATAG---TT-----TTCCCCAATTAGTGCTGAAATTAA-----TAACCATAA-ATGCC--ATTTTCC-CCTAAAC-C---AGTGCAAAAT
dm3 chr3L:13506389-13506589 + GACTTTAGACCATCTAGCAAACTATCGG-ATGTTGCTCCTACACACAATTCTGCGTTCGCTGACTATCGATAA---------------GTGGCTGG-GCTGGTGTGCG---AGAAGAAGAAGCAGAACGGTGCAGCAGC-------------------------TTCTATTTTCGTGATAG---TT-----TTCCCCAATTAGTGCTGAAATTAA-----TAACCATAA-ATGCC--ATTTTCC-CCTAAAC-C---AGTGCAAAAT
droEug1 scf7180000409121:52039-

52233 +
CATT----GTTACATAGAAATCTATCGCCTTGCTA-----AAGGAATATCGTGCGGGCGCGGACTATCGATAT---------------ACCTCTGG-GCTGGTA--TAGAT-AAAGAAGAAGCAAAACGGTGCAGCAGCAC-----------------------TTCTATTTTCGTGATAG---TT-----TTCCCCAATTAGTGCTAAAATTTA-----TAACCATAA-ATGCT--ATTTTCC-GACAAAC-A---TATGCAAAAT

droBia1 scf7180000302428:6397236-
6397314 -

C----------------------------------------------------------------------------------------------------------------------------------------------------------------------TATTTTCGTGATA----TT-----TTCCCCAACTAGCCCTAAAATTAA-----TAACCATAG-ATGCC--ATTTGTC-CACCAAC-G---TGTGCGAAAT

droTak1 scf7180000415429:216431-
216505 +

C----------------------------------------------------------------------------------------------------------------------------------------------------------------------TATTTTAGTGATAG---TTT----TTTCCCAATTAGT-----AATTAA-----TAACCATAA-ATGCC--GTTTTCC--ACCGTC-G---CGTGCGAAAT

droEle1 scf7180000491255:1960976-
1961156 +

C-----------------------------TGTTGCTGCAATGAACTATCGTGTGGGCGCGGACTATCGATAT---------------ATCGCTGTCCCTGGTG--TAGATGCAAGAAGAAGCATAACGGTGCAGCAGCAG-----------------------CTCTATTTTCGTGATAG---TT-----TTTCCTAATTAGTGCTAAAATTAA-----TAACCATAG-ATGCC--ATTTTTC-CACAAACAAGCATTTGCGAAAT

droRho1 scf7180000779509:106304-
106479 +

C-----------------------------TGTTGCTGCAATGAAGTATCGTGTGGGCGCGGACTATCGATAT---------------ATCGATGG-GCTAGAG--TAGATGCAAGAAGAAGCACAACGGTGCAGCAGCTC-----------------------TTCTATTTTCGTGATAG---TT-----TTTCCCAATTAGTGCTAAAATTAA-----TAACCATAG-ATGCC--ATTTTGC-CACAAAT-A---TATGCGAAAT

droFic1 scf7180000454048:191657-
191856 -

GACA----CACCCCTAATAAACTTTCGGCCTGTTGCTGCAATGGAATTTCGTGTGGGCGCGGACTATCGATAT---------------ATCGCTGG-GCTG-----TAGATGGAAGAAGAAGAAGAACGGTGCAGCAGCTC-----------------------TTCTATTTTCGTGATAG---TT-----TTTCCCAATTAGTGCTAAAATTAA-----TATCCATAATATGCC--ATTTTCCGCACAAAC-A---TGTGCGAAAT

droKik1 scf7180000302808:501821-
501910 -

C-------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCTATTTTTGTGATAG---TGTTTTTTTCCCCAATTTGTGCTAAAATTAATATAATAACTATGA-ATGCA--ATTT------CAAACAA--TTATGCGAAAT

droAna3 scaffold_13337:21927615-
21927629 -

A--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAT-A---CGAGCAAAAT

droBip1 scf7180000396730:397240-
397308 -

GTT------------------------------------------------------------------------------------------------------------------------------------------------------------------TCGGATTTAACAATTT---TT-----TTTCGGAATTAATTTAAATTTTAA------AACA-----------------AC-GAGAAAT-A---CGATCAAAAT

dp5 XR_group8:6926271-6926365
-

A------------------------------------------------------------------------------------------------------------------------------CACTGACGCCCC-------------------------ATCTATT----TGATAGTTTTT-----TTTCCCAATTTGTGCTAAAATTAA-----TAACTATAC-ATGTA--AATTGTC-TACGAAT-A--TTCTGCAAAAT

droPer2 scaffold_36:381494-381588
+

A------------------------------------------------------------------------------------------------------------------------------CACTGACGCCCC-------------------------ATCTATT----TGATAGTTTTT-----TTTCCCAATTTGTGCTAAAATTAA-----TAACTATAC-ATGTA--AATTGTC-TACGAAT-A--TTCTGCAAAAT

droVir3 scaffold_13049:17621318-
17621513 +

CATG----AA--------------------------------------TCTGTCGAGGACAGACTATCGATAGCAGATATTTTATAATATCGAT------AACA--TTAATGGAACAATTGGCATGTGCCCACAGTAGCAAAAATTTTCATTTGTTGCATTTTCAGTTGTTTTAGTGCTAG---TTTTT--TTT-TTTGTGTGTGGTAGAA---------GTATAATTA-ATGCACTATTGAAG-CCCTAAA-A---AGTACAAAAT

droMoj3 scaffold_6680:22666188-
22666249 +

T--------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTTTTTTGTGGTAT---TA-----TT-----------ACTATTATTAA-----TA------C-ATA----ATAGAGACTACAAAC------TTCCGAAAT
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ID:

dya_1324

Coordinate:

X:4568730-4568791 +

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 [Dyak\GE16878-in]; CDS [Dyak\GE16878-cds]; CDS [Dyak\GE16878-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAGCCAAGAGGGCCGCCCAAGAGAAACTGAGCCTAGAAAAGGATGTGCAGGTGAGTAATATATTTGTTGCCTTATTCTTTGTAATGTCAACGATTATATTCACCCAAAACAGATTACTGCTCTCCGACAAGAGATTCTTCAGCTGGAAAGCCAAAAGAGCAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

M043

female
body

V046

embryo

V058

head

V120

male
body

M026

head

V052

head

GSM1528802

follicle
cells

..................................................GTGAGTAATATATTTGTTGCC........................................................................................... 21 0 1 122.00 122 64 17 23 11 0 4 3 0

..................................................GTGAGTAATATATTTGTTGC............................................................................................ 20 0 1 22.00 22 2 5 4 4 5 1 1 0

....CAAGAGGGCCGCCCAAG............................................................................................................................................. 17 0 1 3.00 3 0 0 0 0 0 0 0 3

...................................................TGAGTAATATATTTGTTGCC........................................................................................... 20 0 1 2.00 2 0 2 0 0 0 0 0 0

.........................ACTGAGCCTAGAAAAGGATGTGCA................................................................................................................. 24 0 1 2.00 2 0 0 0 0 2 0 0 0

..........................CTGAGCCTAGAAAAGGATGT.................................................................................................................... 20 0 1 1.00 1 0 0 0 0 1 0 0 0

...................AGAGAAACTGAGCCTAGAAAAGGATGT.................................................................................................................... 27 0 1 1.00 1 0 0 0 0 1 0 0 0

....................................................GAGTAATATATTTGTTGCC........................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0

................CCAAGAGAAACTGAGCCTAG.............................................................................................................................. 20 0 1 1.00 1 0 0 0 0 1 0 0 0

........................AACTGAGCCTAGAAAAGGATGTGCA................................................................................................................. 25 0 1 1.00 1 0 0 0 0 1 0 0 0

.................CAAGAGAAACTGAGCCTAGAAAAGGATGT.................................................................................................................... 29 0 1 1.00 1 0 0 0 0 1 0 0 0

....................................................GAGTAATATATTTGTTGCCTT......................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0

.....................................................................................................................................ATTCTTCAGCTGGAAAGC........... 18 0 1 1.00 1 1 0 0 0 0 0 0 0

.................CAAGAGAAACTGAGCCTAGAAAAGGAT...................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0

..................................................GTGAGTAATATATTTGTTGCCA.......................................................................................... 22 1 1 1.00 1 0 0 0 0 0 1 0 0

........................AACTGAGCCTAGAAAAGGATGTG................................................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0

.................CAAGAGAAACTGAGCCTAGAAAA.......................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 1 0 0

.................................................................................................................TTACTGCTCTCCGACAAGAG............................. 20 0 1 1.00 1 0 0 0 0 1 0 0 0

.......................................................................................CAACGATTATATTCACCCAAAACA................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0 0

.................CAAGAGAAACTGAGCCTAGAA............................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 1 0 0

.............................................................................................................CAGATTACTGCTCTCCGACAAGAGATT.......................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0

.....................AGAAACTGAGCCTAGAAAAGGATGTGC.................................................................................................................. 27 0 1 1.00 1 0 0 0 0 1 0 0 0

...................AGAGAAACTGAGCCTAGAAAAGGAT...................................................................................................................... 25 0 1 1.00 1 0 0 0 0 1 0 0 0

........................AACTGAGCCTAGAAAAGGAT...................................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0

............................GAGCCTAGAAAAGGATGTGC.................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0

...................AGAGAAACTGAGCCTAGAAAAG......................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0

........................AACTGAGCCTAGAAAAGGATGTGC.................................................................................................................. 24 0 1 1.00 1 0 0 1 0 0 0 0 0

.................................................................................................................................AGAGATTCTTCAGCTGGAAAGC........... 22 0 1 1.00 1 0 0 0 0 1 0 0 0

....................GAGAAACTGAGCCTAGAAAAGGATGT.................................................................................................................... 26 0 1 1.00 1 0 0 0 0 1 0 0 0

Anti-sense strand reads

CTCGGTTCTCCCGGCGGGTTCTCTTTGACTCGGATCTTTTCCTACACGTCCACTCATTATATAAACAACGGAATAAGAAACATTACAGTTGCTAATATAAGTGGGTTTTGTCTAATGACGAGAGGCTGTTCTCTAAGAAGTCGACCTTTCGGTTTTCTCGTC

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 X:4568680-4568841 + dya_1324 GAGCCAAGAGGG---CCGC--------------CCAAGAGAAACTGAGCCTAGAAAAGGATGTGCAGGTGAGTAATATATT-TGTTGCCTTA-TTC-----TTTGTAATGTCA---------ACGAT---------TATAT---TCACCC--AAAACAGATTACTGCTCTCCGACAAGAGATTCTTCAGCTG---GAAAGCCAAAAGAGCAG
droEre2 scaffold_4690:1229442-

1229605 -
GAACAACGCGGG---CTGC--------------CCAAGAGCAACTGCGTCTAGAAAAGGATGCGGAGGTAAGTAATATATT-TTTTGCCATA-TTT-----ACTTTGATGTCG---------ACGAT---------TATAA---TCACCCAAAAACAAGATTACTGCCCTCCGACAAGAGATTCTTCAGCTG---GAAAGCCAAAAGAGCAG

droSec2 scaffold_4:2862966-2863122 + GGAACACGCGGG---CCGC--------------GCAAGAGCAACTGCGTCTAGAAAAGGATGCGGAGGTGAGTAATCGATT-TTAAGCCATA-TT----------TGATGTCG---------AAGAT---------AATAA---TCACCC--TCAACAGATTACTGCCCTCCGACAAGAGATTCTTAAGCTG---GAAAACCAAAAGAGCAG
droSim2 x:3550109-3550265 - GGAACACGCGGG---CCGC--------------GCAAGAGCAACTGCGTCTAGAAAAGGATGCGGAGGTGAGTAAACGATT-TTTAGCCATA-TT----------TGATGTCG---------AAGAT---------AATAA---TCACCC--TCAACAGATTACTGCGCTCCGACAAGAGATTCTTAAGCTG---GAAAACCAAAAGAGCAG
dm3 chrX:3854574-3854724 - GGAACGCGCGGG---CCGC--------------TCACGAGCAACTGCGTTTAGAAAAGGATGCGGAGGTGAGTAATCGATT-TTTAGGCATA-TT----------TGATGTCG---------AAGAT---------AATAA---TCAACC--ACAACAGATTACTGCCCTCCGACAAGAGATTCTTAAGCTG---GA------AAGGAGCAG
droEug1 scf7180000409553:101816-

101981 -
GTAGCAAACGGT---CTAT--------------TCAAGAGCAACAGCATCAGGAGAAGGATGAGGAGGTGGGCAATCAGTT-TCTAAGCAAAATAA-----TATTTGAAATTA---------ATTTTTGAAT--------A---TCCCCCAAAACATAGATTGCTGCTCTTCGTCAAGAGATTGCCCAGTTG---GAGAGTCAGAGGATTAG

droBia1 scf7180000302421:2638894-
2639055 -

GAGCCAAGCGGG---CCAC--------------GCAGGAGCAACTGCAGCTGGAGAAGGACGAGGAGGTGGGCAGTCACTT-TTTCCCTATA-TTT-----CATTTCATTATC---------AAGTC---------TTTTG---TAACCC--AAAACAGATTGCTGCCCTTCGCCAGCAGATTGCCCAGCTG---GAGAGCCAAAGGATCAG

droTak1 scf7180000414393:251422-
251519 -

GGGCCAAGGCGAGGGCAGCATTGCCAAGAGCTCCCAGGAGCAACTGGAAACCCAAAAGGT---------TAGTTATACAT-----------G-TTA-----CTCG----------------------------------------------------------------------------------------TAGAGTAAAAGGGTATATT

droEle1 scf7180000491006:2700857-
2700949 -

GAACCAAGCGAGCTGCTGT--------------CCAGGAGCAACTGCATCTGGAGAAGGATGCAGAGGTAAGTGGCAAACA-AACTGGTCTC-TTAGCTTTTTTTTAAT-------------------------------------------------------------------------------------------------------

droRho1 scf7180000779334:870550-
870713 +

GCACCAAGCGAGCAGCTGC--------------GCAGGAGCAACTGCATCTGGAGAAGGATGAGGAGGTGGGCAATCGTTT-TCTT----CA-TT----------TGTCATTG------TT-AATCT---------TA--TAAACCCCCCGCAAAATAGATTGCCTCCCTGCGCCAGGAGATTGCCCAATTGCTGGAGAGCCAAAGGATTAG

droFic1 scf7180000453901:612736-
612810 +

GAACGAAGAGAG---CCAC--------------CCAGGAGCAACTGCATTCGGAGAAGGACGCGGAGGTGGGTCATTCATT-CATTGATTCA-T----------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000299277:252955-
253080 +

GCC-------------CGA--------------CTTGGAGCAGCTGCGCGAGGAGAAGGAAGCCGAGGTGAGAAGTGAATAGGTTCCCTTTT-TT----------TGTTTATT---------AATTT---------AT--TTA-ATCCCTGCTCTACAGATTGCTGTCCTTCGCCAACAGACCCT---------------------------

droAna3 scaffold_12929:2968330-
2968492 -

GAGCAGGCCAGG---CA----------------GTTGGAGCAGCTCCGCC---AGAAGGACAATGAGGTGAGCTTACTAAG-TGCCACCTCC-TT-----------CAGGCTGTTAATCCTAATCCT---------TTTCC---TAATCC--CCTCCAGATTGCCGATCTCCGCCAGCAGATCCTGCAGCTGGAGGACAGCCAGAGGATCAC

droBip1 scf7180000391693:43844-44009
-

GAGCAGGCCGGC----CA---------------GTTGGAGCAGCTTCGTCAGGAGAAGGATAGTGAGGTGAGGTGTCTT---CTTAGTTAC----------TCCTTGGAGTCT---------GTTATTGAATGTCTCCTCT---TAATCC--CCGCCAGATTGCCGCTCTTCGTCAGCAGATCCTGCAGTTGGAGGACAGCCAGAGGATCAG

dp5 3:9767547-9767570 - GAGCCCCGCAAG---GA-------------------------------------G----------------------------------------------------------------------------------------------------------------------------------------------------GAGGCGCAA
droWil2 scf2_1100000004401:1249864-

1249875 +
AAGCCAAAGAGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6359:2057185-
2057254 +

AGCAGTTGAAGG------A--------------GCTTGAGCAGCTGCGGGCGCAGAACGC---CAAGATGGCCG-----------------------------------------------------------------------------------------------------------------------AAGAGAAGGTGAACTTTGA
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ID:
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Genomic Locale:
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to intron [Dyak\GE12909-in]; Antisense to CDS [Dyak\GE12909-cds]; Antisense to CDS [Dyak\GE12909-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTCCTGCAGGTCCTTTTCGTCCTGCAAAAGATACACATCTGTGGATTAATTCCGTGCGTGAATTAATTCAGTATTAGAGTGTAGTAATACAGAATTAATTCACGCACATCGTACTGGAAGAGCACCGTGTCTGTGCCGATGAAGTTGAGCAGGTAGTTGACCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

V058

head

.........................................................................................CAGAATTAATTCACGCACATCGT................................................... 23 0 1 6.00 6 6 0

..................................................TCCGTGCGTGAATTAATTCAGT........................................................................................... 22 0 1 2.00 2 0 2

.........................................................................................CAGAATTAATTCACGCACATCG.................................................... 22 0 1 1.00 1 0 1

..................................................TCCGTGCGTGAATTAATTCAGTG.......................................................................................... 23 1 1 1.00 1 1 0

Anti-sense strand reads

CAGGACGTCCAGGAAAAGCAGGACGTTTTCTATGTGTAGACACCTAATTAAGGCACGCACTTAATTAAGTCATAATCTCACATCATTATGTCTTAATTAAGTGCGTGTAGCATGACCTTCTCGTGGCACAGACACGGCTACTTCAACTCGTCCATCAACTGGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

M043

female
body

V120

male
body

M056

embryo

V058

head

...................................................GGCACGCACTTAATTAAGTCAT.......................................................................................... 22 0 1 4.00 4 0 3 0 1 0

..................................................AGGCACGCACTTAATTAAGTC............................................................................................ 21 0 1 3.00 3 1 1 0 1 0

.................................................AAGGCACGCACTTAATTAAGTC............................................................................................ 22 0 1 2.00 2 2 0 0 0 0

.....................................................................................TTATGTCTTAATTAAGTGCGTG........................................................ 22 0 1 2.00 2 2 0 0 0 0

................................................TAAGGCACGCACTTAATTAAGT............................................................................................. 22 0 1 2.00 2 0 0 2 0 0

...................................................GGCACGCACTTAATTAAGTCA........................................................................................... 21 0 1 1.00 1 0 1 0 0 0

..................................................AGGCACGCACTTAATTAAGTCA........................................................................................... 22 0 1 1.00 1 0 1 0 0 0

................................................TAAGGCACGCACTTAATTAAGTC............................................................................................ 23 0 1 1.00 1 1 0 0 0 0

..........................................................................................................................GTGGCACAGACACGGCTACTTCAAC................ 25 0 1 1.00 1 0 1 0 0 0

..................................................GGGCACGCACTTAATTAAGTCAT.......................................................................................... 23 1 1 1.00 1 0 1 0 0 0

...........................................................................................................................TGGCACAGACACGGCTACTTCAA................. 23 0 1 1.00 1 0 0 1 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 2R:1509563-1509725 + dya_83 GTCCTGCAGGTCCTTTTCGTCCTGCAAAAGA----------T-------ACACATCTGT-----------------------------------------------------GGATTA-ATTCCGTGCGTGAATTAATT--CAGTATTAGAGTGTAGTAATACAGAAT-------------T-AA-TTCACGCACATCGTACTGGAAGAGCACCGTGTCTGTGCCGATGAAGTTGAGCAGGTAGTTGACCA
droEre2 scaffold_4845:3235770-

3235901 +
GTCCTGCAAATCCTTCTCGTCCTGCAAAATA----------T-------ACATATCTGT-----------------------------------------------------GGA----CTCC--ACTCTAATA----------------------------CTCAAT-------------T-GA-TTCACGAACGTCGTACTGGAAGAGCACCGTGTCTGTGCCGATGAAGTTCAGCAGGTAGTTGACCA

droSec2 scaffold_18:1192723-
1192856 -

GTCCTGCAGGTCCTTTTCGTCCTGCAAAAGA----------T-------ATACATCTGT-----------------------------------------------------GGA----ATGTGCACTCCAACT----------------------------CTCATT-------------T-GA-TTCACTCACGTCGTACTGGAAGAGCACCGTGTCTGTGCCGATGAAGTTGAGCAGGTAGTTGACCA

droSim2 2l:20706279-20706412 - GTCCTGCAGGTCCTTTTCGTCCTGCAAAAGA----------T-------ATACATCTGT-----------------------------------------------------GGA----ATGTGCACTCCAACT----------------------------CTCATT-------------T-GA-TTCACTCACGTCGTACTGGAAGAGCACCGTGTCTGTGCCAATGAAGTTGAGCAGGTAGTTGACCA
dm3 chr2L:21261664-21261797 - GTCCTGCAGGTCCTTTTCGTCCTGCAAAAGA----------T-------ATATGTCTGT-----------------------------------------------------GGA----ATGTGCACTCTAATT----------------------------CTCAGT-------------T-GA-TTCACTCACATCGTACTGGAAGAGCACCGTGTCTGTGGCGATGAAGTTGAGAAGGTAGTTGACCA
droEug1 scf7180000409063:147362-

147488 +
ATCATGTAGGTCCTTCTCGTCCTGCAATAGA----------T-------ACGTA--AGT-----------------------------------------------------GGA----C-----AGCCCTATC----------------------------TCTGTA-------------T-GA-GTGACTTACGTCATACTGGAAGAGCACCGTGTCTGTGCCTATAAAGTTGAGCAGGTAATTGACCA

droBia1 scf7180000302422:3668069-
3668203 +

TTCGTGCAGGGCCTTCTCGTCCTGCAAGATT----------T-------ACGTTTGAGTGTACAT------TTAAATGAGTAAATG------------------------------------------------------------------------------GAGA-------------A-GG-TTCACCCACATCGTACTGGTAGAGCACTGTGTCCGTGGGAATAAAGTTCAGCAGGTAATTGACCA

droTak1 scf7180000415871:197192-
197330 +

ATCCTGCAGGTCCTTTTCCTCCTGCTATATA----------TTTTCATAACATATTAGT------ACAAAACTAAATGAT---------------------------------------------------------------------------------TAATGAC-------------A-GG-TATACCCACATCGTACTGGTACAGCACCGTATCGGTGGCGATGTAGTTGAGCAGGTAATTGACCA

droEle1 scf7180000490640:37208-
37360 -

ATCCTGCAGGTCCGTCTCGTCCTGCAACGGA----------T-------ACAAATCAGT-------------AAAATCAGTGAATTTAGTGG-----------AGCCCCAGACAGTG---------G----------------------------------------------CCTTAGCTG-CA-GTCACCCACATCGTACTGGAAGAGCACCGTGTCGGTGGCGATGAAGTTGAGCAGGTAGTTGACCA

droRho1 scf7180000758815:607-714 - GTCCTGAAGGTCCGTCTCGTCCTGCAACGGA----------T-------ACATGTCAGT-----------------------------------------------------GGA----CCGT--AGCCCTACA----------------------------CTTAGA-------------AGCA-GT-------------------------CACGCACGTGGCCAAGAAGCTGAGCAGGTAGTTGACCA
droFic1 scf7180000453932:419490-

419622 -
ATCCTGCAGGTCCTTCTCGTCCTACAACGTA----------T-------ACATATCAGC-----------------------------------------------------AGA----CCAT--AGTCCAATA----------------------------TAAAGT-------------AAAA-GTCACCTACGTCGTACTGAAAAAGCACCGTGTCGGTGCCGATGAAGTTAAGTAGGTAGTTAACCA

droKik1 scf7180000302273:359792-
359928 +

ATCCTGCAAGTCTTTCTCGTCCTGCAACGGA----------T-------AAGGATCAGT-----------------------------------------------------GAAAGGATGCC--AGTTGGATA----------------------------TTTAGA-------------T-GCTTCTACTCACATCGTACTGGAAGAGCACCGTGTCGGTGGGTATGAAGTTCAGCAGGTAGTTGACCA

droAna3 scaffold_12916:10952792-
10952922 +

CTCCTGAAGAGCTTTCTCGTCCTGAAACAGA----------A-------AACTATAAGA---------------------------------AACTA---------------GGA----AGAC---------TT----------------------------TCTAAA-------------T-GATAACACTCACATCATACTGGAAGAGAACTGTGTCGGTTGGGATGAAGTTCAGCAGGTAGTTAACCA

droBip1 scf7180000396572:612230-
612359 +

TTCCTGCAGAGCTTTTTCGTCCTGCAACGGA----------T-------TACTTTGTGA-----------------------------------CTAGAA------------GAA----AT----------ATT----------------------------TTGAAA-------------T-CA-AACACTTACATCATACTGGAAGAGGACTGTGTCGGTTGGGATAAAGTTTAGCAGGTAGTTAACCA

dp5 4_group4:3363632-3363762 + TTCCTTAAGATCTCGCTCATCCTGAAAGCAGTCAAATGTTAG-------CTATATTCTT-----------------------------------------------------GGA----ATGCTCTGCCTGAA--------------------------------------------------------TCTTACATCATATTGAAAGAGCACCGTATCGGTGGGCATATAGTTTAAGAGATAGTTGACCA
droPer2 scaffold_10:2383423-

2383553 +
TTCCTTAAGATCTCGCTCATCCTGCAAGCAGTCAAATGTTAG-------CTATATTCTT-----------------------------------------------------GGA----ATGCTCTGCCTGAA--------------------------------------------------------TCTTACATCATATTGAAAGAGCACCGTATCGGTGGGCATATAGTTTAAGAGATAGTTGACCA

droWil2 scf2_1100000004884:728913-
729067 -

ATCCTGCAGATCCTGTTCATCCTAAAAATAAGTAAATTTTAA-------TTA------------------------------------------------------------------------------------ATTGACAATATTGAGAAAAAGAGAAAGGACAT---TAATTTGTCCA-CC-AGCACACACATCATACTGGAATAGCACCGTATCTGTGGCTATGAAGTTCAACAAGTAATTAACCA

droVir3 scaffold_12963:4299845-
4299986 -

CTCCTGCAGATCCTTTTCATCCTAAAAACAT----------T-----------TTCAGTGTCCATATGA-----------------------AAGT----------------GGG----ATAT--CGATC----------------------------------GAAAGGA--A-----TAT-TC-ATCACTCACATCGTATTGGAAGAGCACCGTATCGGTGGCCACAAAGTTCAGCAGATAGTTGACCA

droMoj3 scaffold_6500:8174880-
8175016 -

TTCCTGCAAATCCTTTTCATTCTGCGCGCGA----------A-------AATTT--AAT-------------------------------GGAATTATAA--------------A-----AAC--TTATCGAT----------------------------CGGCAAT-------------T-GA-ATCGCTTACATCGTATTGGAAGAGCACCGTGTCAGTGGCTATGAAATTTAGCAGATAATTCACCA

droGri2 scaffold_15252:1118730-
1118869 +

CTCTTGCAGATCCTTCTCGTCCTATAATTAA----------A-------AAT--------------------------ATTGAATAG-----------AAAAACGTATCGATTACTT--------------A-----------------------------------------ATTTTGCTT-GC-TTTACTCACATCGTACTGGAAGAGCACTGTATCAGTCGCTGCAAAATTCAGCAGATAGTTGACCA
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utr5 [utr5_minus_22]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CATGCGATGATGATGAGTTTGTCAAACTGGTTTAAGCCAAAAACGTATTACCTTCTTTTGTACTGTTTGCCAATAGACATTAATTGGCAAACAGTACAAAAAAAGGTAATAATATAAATGAATCTGCGCTTTAAAACGAGGAGTCCAGTATTACAAAAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

M026

head

M056

embryo

V120

male
body

V046

embryo

V058

head

V052

head

GSM1528802

follicle
cells

..................................................CCTTCTTTTGTACTGTTTGCC........................................................................................ 21 0 1 31.00 31 6 23 2 0 0 0 0 0

..................................................CCTTCTTTTGTACTGTTTGCCA....................................................................................... 22 0 1 8.00 8 5 1 1 0 1 0 0 0

...................................................CTTCTTTTGTACTGTTTGCC........................................................................................ 20 0 1 3.00 3 0 3 0 0 0 0 0 0

...................................................CTTCTTTTGTACTGTTTGCCAA...................................................................................... 22 0 1 2.00 2 2 0 0 0 0 0 0 0

..................................................CCTTCTTTTGTACTGTTTGC......................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0

......................................................................................GCAAACAGTACAAAAAAAGGTA................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0

....................................................TTCTTTTGTACTGTTTGCCA....................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0

...................................................CTTCTTTTGTACTGTTTGCCA....................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0

........................................................................................AAACAGTACAAAAAAAGGTA................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0

......................................................CTTTTGTACTGTTTGCCA....................................................................................... 18 0 2 0.50 1 1 0 0 0 0 0 0 0

.......................................................TTTTGTACTGTTTGCCAAT..................................................................................... 19 0 2 0.50 1 1 0 0 0 0 0 0 0

Anti-sense strand reads

GTACGCTACTACTACTCAAACAGTTTGACCAAATTCGGTTTTTGCATAATGGAAGAAAACATGACAAACGGTTATCTGTAATTAACCGTTTGTCATGTTTTTTTCCATTATTATATTTACTTAGACGCGAAATTTTGCTCCTCAGGTCATAATGTTTTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

M056

embryo

.....................................................................................................................................TTTGCTCCTCAGGTCATAATGTTT.. 24 0 1 1.00 1 1 0

................................................ATGGAAGAAAACATGACAAAC.......................................................................................... 21 0 1 1.00 1 1 0

..................................................................................TAACCGTTTGTCATGTTTT.......................................................... 19 0 2 0.50 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 2L:108876-109034 - dya_138 CATGCGATGATGATGAG---TTTGTCAAACTGGTTTAAGCCAA--AAACGTATTACCTTCTTTTGTA-----CTGTTTGCCAATAGACATTAATTGGCAAACAGTACAAAAAAAGGTAATAATATAAATGAATCTGCGCTTTAAAACGAG---------------GAGTCCAGTATTACAAAA----G
droEre2 scaffold_4929:149226-

149359 -
CATGCGATGACGATGAG---TTTGTCAAACGGGTTTACACCAAA-AAACGTATTACTTTCTTTTTTA-----CTGTTTACCAATTCATTTCTAATG----------TA----------------TAAATGAATCTGCGCCTTGAAACGAG---------------GATTCCAGTATTACGAAC----G

droSec2 scaffold_14:118667-118798
-

CATGCGATGATGATGAG---TTTGTCAAACTGGTTTAAGCCAAA-AAACGTACTGCCTTCTCTTGTA-----CTGTTAACCAATTAATTTCTAGTG----------------------------CAAATAAAACTGCGCTTTAAAGCGAG---------------GATTCCAGTATTACGAAC----G

droSim2 2l:105754-105885 - CATGCGATGATGATGAG---TTTGTCAAACTGGTTTAAGCCAAA-AAACGTACTGCCTTCTCTTGTA-----CTGTTAACCAATTAATTTCTAGCG----------------------------CAAATAAAACTGCGCTTTAAAGCGAG---------------GATTCCAGTATTACGAAC----G
dm3 chr2L:120213-120351 - CATGAGTTGATGATGAG---TTTATCAAACTGGTTTAAGCCAAAAAAACGTACTGCCTTCTCTTGTA-----CTGTTAACCAATTAATTTCTAGTG----------TA-----------TAGTGCAAATAAAACTGCGCCTTAAAACGAG---------------GATTCCAG-ATTTCGAAC----G
droEug1 scf7180000409154:111289-

111442 -
CAAGCGATGAATTTAAA---TTAGACAAACTGGTT-AAACCAAC-AATCATATTATCTTTTCGTCCACAATACTGTTTACTAGTTGATATCCATTG----------TA----------------CAACAGAATCTTTGTTATTAAATGGCAGCT-AAGAA-AAAATATTCCAGTATTACGACC-CCAA

droBia1 scf7180000301547:155386-
155527 +

AC---GGCGAAGATAAA---TTTGACAAACTGGTTTAAACCACG-AAACTTATTAACTTTT-TTGTACGATGTTGCTTACTAATTGATTCTCATTG----------TA----------------CAAATGAATCTGCGCCATTAAATGACAGC--------CAGAGATTCCAGTAACACGACC----G

droTak1 scf7180000413017:441759-
441904 +

CAAGCGGTGAAGATAAA---TTTGGCAAACTGGTTTAAACCAAC-AAACTTATTTACTTTTTGTGTACGATGCTGTTTACTAATTGATTCCCATTG----------TA----------------CAAATGAATCTGCGCCATTAAATGACAGC--------AAGAGATTCCAGTATTTCGAGC----G

droEle1 scf7180000490216:36555-
36699 -

TAAGCGA----GATAAA---TTTGACAAACTGGTTTAAACCAAC-AAACTTATTAACTTTT-TTGTACTGTGTTGTTTACTAATTGATTCTTATTG----------TA----------------AAAATGAATCTGCGCCATTAAATGACAGCA-CCGAGTAAAAAATTTCAGTA---CGATC----A

droRho1 scf7180000779252:127369-
127521 -

TAAGCGGTGAAGATAAA---TTTGACAAACTGGTTTAAACCAAA-ATTTTTTTTAAATGTTTTTGTACGATTCTGTTTACTAATTGATTCCCATTG----------TA----------------AAATTGAATTCGCGCCATTAAATGACAACA-ACGAGTAAAAGATTCCAGTACAACAATC----G

droFic1 scf7180000453904:1417765-
1417918 -

CAAGCGAAGAAGATAAA---TTTGACAAACTGGTTTAAACCCGC-CAACTTATTAGCTTTTTGTGTACGGTAATCTCTTCTAATTAAATTCCGGTG----------TA----------------CAAATGCATCTGCGCCATCAAGTGAGTTCGGACGAGTAAGAGATTTCAGTGCTGGGATC----A

droKik1 scf7180000302570:981906-
982058 -

CCCGCTTCAAGTTTAAATTTTTTTGCAAACTGGTTTATGGCTAA-CCGAAAATTAAT-TTTTGTAT------CCGATTACTAATTGGTTCCCATCG----------TA----------------CAGATAGCTGTTTGAAATATAATCAAAGCT-ACGAGTAAGCGACTCGAACATTAAGCTTCAAAA

droBip1 scf7180000396728:643452-

643478 +

GA---------------------------------------------------------------------------------------------------------------------------------ATCTGCGCCTT----------------------------CAATATTTGAGAA----G

dp5 4_group2:142022-142158 - CAAGCAGTGA--ATACT---TTTGACAAACTGGTTTACAATTAT-TTACTTATTTCCACATTGCATGTGATTCTGACTACTAATTGATTACCAATA----------TG----------------CAAATAAACAGACAAAAAATACTGACCGCG-TCGAGAAAGA--------------GAGA----G

droPer2 scaffold_8:3752488-3752624
+

CAAGCAGTGA--ATACT---TTTGACAAACTGGTTTACAATTAT-TTACTTATTTCCACATTGCATGTGATTTTGACTACTAATTGATTACCAATA----------TG----------------CAAATAAACAGACAAAAAATACTGACCGCG-TCGAGAAAGA--------------GAGA----G
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Antisense to CDS [Dyak\GE25120-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTATTGCATTTTCGCCGTGTATGATAGCATCCATTTCGATCTGGGTGAGGTTTTCATTAAGGAGCTTTTCAATGTTAATGAACTTGGCATTGGGCTCTTGAATGGAGGCAGCGTCCATGTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCTGCGCTTGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

V058

head

M043

female
body

SRR1275484

Male
prepupae

GSM1528802

follicle
cells

.........................................................................................TTGGGCTCTTGAATGGAGGCAG................................................... 22 0 1 10.00 10 5 5 0 0 0

.........................................................................................TTGGGCTCTTGAATGGAGGC..................................................... 20 0 1 4.00 4 2 2 0 0 0

........................................................................................ATTGGGCTCTTGAATGGAGGCA.................................................... 22 0 1 4.00 4 3 1 0 0 0

.........................................................................................TTGGGCTCTTGAATGGAGGCA.................................................... 21 0 1 3.00 3 2 1 0 0 0

.........................................................................................TTGGGCTCTTGAATGGAGGCAGA.................................................. 23 1 1 3.00 3 1 2 0 0 0

........................................................................................ATTGGGCTCTTGAATGGAGGC..................................................... 21 0 1 3.00 3 2 0 1 0 0

.........................................................................................TTGGGCTCTTGAATGGAGGCAGT.................................................. 23 1 1 2.00 2 1 0 0 1 0

........................................................................................ATTGGGCTCTTGAATGGAGG...................................................... 20 0 1 1.00 1 0 1 0 0 0

..................................................TTTTCATTAAGGAGCTTTTCA........................................................................................... 21 0 1 1.00 1 0 1 0 0 0

.........................................................................................TTGGGCTCTTGAATGGAGG...................................................... 19 0 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

AATAACGTAAAAGCGGCACATACTATCGTAGGTAAAGCTAGACCCACTCCAAAAGTAATTCCTCGAAAAGTTACAATTACTTGAACCGTAACCCGAGAACTTACCTCCGTCGCAGGTACAGGACCAGTTGACCGCAGACCTCGTGGCTTGACGACGCGAACC

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

M043

female
body

......................CTATCGTAGGTAAAGCTAGACCCACTCC................................................................................................................ 28 0 1 1.00 1 1 0
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Species Coordinate ID Alignment
droYak3 3R:4230509-4230670 + dya_74 TTATTGCATTTTCGCCGTGTATGATAGCATCCATTTCGATCTGGGTGAGGTTTTCATTAAGGAGCTTTTCAATGTTAATGAACTTGGCATTGGGCTCTTGAATGGAGGCAGCGTCCAT---GTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCTGCGCTTGG
droEre2 scaffold_4770:6181902-

6182063 -
TGATTGCATTTTCGCCGTGTATGATCGCATCCATTTCGATCTGGGTAAGATTTTCATTAAGGAGCTTTTCAATGTTTATAAACTTGGCATTAGGCTCTTGAATGGAGGCAGCATCCAT---GTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCAACGCTTCG

droSec2 scaffold_25:318093-318254 - TGATTGGATTTTCGCCGTGTATAATAGCATCCATTTCGATCTGGGTGAGATTTTCAGTAAGGAGCTTTTCAATGTTAATGAACTTGGCATTGGGCTCTTGAATGGAGGCAGCATCCAT---GTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCAGCGCTTGG
droSim2 3r:5806796-5806957 - TGATTGGATTTTCGCCGTGTATAATAGCATCCATTTCGATCTGGGTGAGATTTTCAGTAAGGAGCTTTTCAATGTTTATGAACTTGGCATTGGGCTCTTGAATGGAGGCAGCATCCAT---GTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCAGCGCTTGG
dm3 chr3R:15459707-15459868 + TGATTGGATTTTCGCCGTGTATAATAGCATCCATTTCGATCTGTGTGAGATTTTCAGTAAGGAGCTTTTCAATGTTAATGAACTTGGCATTAGGCTCTTGAATGGAGGCAGCATCCAT---GTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCTGCGCTTGG
droEug1 scf7180000409804:1753048-

1753209 +
TGGTCGGATTTTCACCATGTATAATCGCATCCATTTCGATCTGGGTGAGATTTTCTGTAAGTAGCTTTTCAATGTTGATGAACTTGGCGTTTGGCTCTTGAATAGAGGCAGCATCCAT---GTCTTGGTCAACTGGCGTCTGTAGCACTGAACTGCTTCGCTTAG

droBia1 scf7180000302402:1239231-
1239392 +

TGATTGGGTTTTCGCCGTGTATAATGGCATCCATTTCGATCTGGGTGAGATTTTCAGTGAGGAGCTTTTCAATGTTAATGAACTTTGCATTCGGCTCTTGAACGGAGGCAGCATCCAT---TTCCGGGTCCACTGGCGTCTGAAGCACCGAACTGTTTCGCTGAG

droTak1 scf7180000415710:360177-
360338 -

TGATTGGGTTTTCGCCATGTATAATCGCATCCATTTCGATCTGGGTGAGATTTTCAGTTAGGAGCTTTTCAATGTTTATAAACTTGGCATTTGGCTCTTGAATGGAGGCAGCATCCAT---GTCCTGGTCAACTGGCGTCTGAAGCACCGAACTGCTTCGCTTGG

droEle1 scf7180000486474:87807-87968
+

TGATCGGATTTTCGCCGTGTATAATGGCATCCATTTCGATCTGGGTGAGATTTTCGGTGAGCAGCTTTTCAATGTTGATAAACTTGGCATTTGGCTCTTGAATTGAGGCAGCATCCAT---GTCTTGGTCAACTGGCGTTTGGAGAACCGAACTGCAACGCTTGG

droRho1 scf7180000778053:1720-1881 + TGATGGGATTTTCGCCGTGTATAATGACATCCATTTCTATCTGAGTGAGATTTTCAGTGAGCAGCTTTTCAAGGTTAATAAACTTGGTATTTGGCTCTTGAATTAAGGCAGCATCCAT---GTCTTGGTCAACTGGCGTCTGAAGTACCGAACTTGTTCGCTTGG
droFic1 scf7180000454126:466403-

466564 +
TGGTCTGGTTTTCGCCATGTATAATAGCATCCATTTCTATCTGGGTAAGGTTTTCAGTTAACAGCTTTTCAATGTTGATAAACTTGGCATTTGGTTCTTGAATGGAGGCAGCATCCAT---GTCTTGGTCAACTGGCGTCTGAAGAACTGAACTGCATCGCTTGG

droKik1 scf7180000302666:162338-
162499 -

TTATTGGGTTTTCGCCGTGAATAATCGCATCCATTTCAATTTGTGTGAGATTCTCAGTAAGCAGCTTTTCAATATTGATAAACTTGGCATTGGGCTCCTGTATGGAGGCGGCATCCAA---GTCCTGGTCCACTGGCGTCTGAAGCACCGAACTGCTGCGCTTGG

droAna3 scaffold_13340:14941922-
14942083 -

TGGTTTTGTTTTCGCCATGGATAATGGCATCCATTTCGATCTGAGTGAGATTCTCGGTGAGTAACTTTTCAATGTTTATGAACTTGGCGTTCGGCTCCTGAATGGAGGCGGCATCCAG---GTCCTGATCAGCGGGCGTCTGCAACACCGAGCTGCTGCGTTTGG

droBip1 scf7180000395971:245035-
245196 +

TGGTTTTGTTCTCTCCATGGATAATGGCATCCATTTCGATCTGAGTGAGATTCTCGGTCAGTAACTTTTCAATGTTTATGAACTTGGCATTCGGCTCCTGAATAGAGGCGGCATCCAG---GTCCTGATCAACTGGAGTCTGAAGCACCGAGCTGCTTCGTTTAG

dp5 2:29969064-29969225 + TGAGAGGATCCGAGAGATGGATGATGGCATCGAGTTCTACTTGTGTGAGATTCTCGCTGAGCAGCTTCTCAATGCTAATGAACTTGGCATTGGGCTCTTGGATCGAAGAGGCGTCCAC---TTCCTGGTCGGGAGAGGTCTGTAGAACCGAACTGCTGCGTTTGG
droPer2 scaffold_6:5338296-5338457 + TGAGAGGATCCGAGAGATGGATGATGGCATCGAGTTCTACTTGTGTGAGATTCTCGCTGAGCAGCTTCTCAATGCTAATGAACTTGGCATTGGGCTCTTGGATCGAAGAGGCGTCCAC---TTCCTGGTCGGGAGAGGGCTGTAGAACCGAACTGCTGCGTTTGG
droWil2 scf2_1100000004902:8342590-

8342754 -
TATTGGTATTCTCTCCATGTATAATAGTGTCCATTTCGATTTGTGTTAAGTCAGCACTAAGTAATTTTTCAATATTTATAAACTTGGCATTTGGTTCATGGACAGATGCAGCATCCATGGTATCCTGATCACGATGGCTGGGCAAAACCGAACTGCTGCGCTTAA

droVir3 scaffold_13047:16119356-
16119517 -

TGGTCGAGTTTTCGCCATGTAGAATTGAGTCCATTTCAATTTGCGACAGATTCGCGGTGAGTAGCTTTTCAATTTGTATGAACTTCGTATTTGGTTCATCTACAGATGCAGCATCCAC---ATCTTGTTCGCTGGGATTTTGTACAACTGAATAGTTACGTTTCG

droMoj3 scaffold_6540:14924277-
14924438 -

TGGTCGTATTCTCGCCATGTATAATTGAGTCCATTTCAATTTGTGAGAGATTCGCGTTGAGTAGCTTTTCAATTTGTATAAACTTCGAATTGGGTTCATCTATCGAGGCAGCATCCAC---CTCTTGAACGCTCGCAGCTCTTGCCAGTGAGTAGTTGCGTTTCG

droGri2 scaffold_15116:968792-968944
-

TGGTCGAATTTTCTCCATGTATAATTGAGTCCATTTCAATTTC------ATTTGCGGTGAGTAGTTTTTCCATTTGTATTAACTTTAAATTGGGTTCAGTCACAGAGGCAGCATCCAC---ATCATCTACGCTTGGATTTCGTGACATCGACAT---TCGCCTAG
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ACGTGTCCACATTCTACAGCAATCCCTATTTGCGGCGGGTGGAGCCCAAGGTGGGTGGGTTGGTGTTTTAGGGATCCAGGACAGTGCCTGGCATGCTTCTCTGACCCTGTGGCTCTCATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGCTGTGCCTCCGACTGATCG

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

#
Mismatch

Hit
Count

Total
Norm Total

V120

male
body

M043

female
body

GSM1528802

follicle
cells

M056

embryo

V052

head

V058

head

..................................................GTGGGTGGGTTGGTGTTTTAGGGA................................................................................................... 24 0 1 23.00 23 19 4 0 0 0 0

..................................................GTGGGTGGGTTGGTGTTTTAGGG.................................................................................................... 23 0 1 8.00 8 3 5 0 0 0 0

..................................................GTGGGTGGGTTGGTGTTTTAGGGATC................................................................................................. 26 0 1 6.00 6 3 3 0 0 0 0

..................................................GTGGGTGGGTTGGTGTTTTAGGGAT.................................................................................................. 25 0 1 4.00 4 2 2 0 0 0 0

..................................................GTGGGTGGGTTGGTGTTTTAGG..................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

.......................................................TGGGTTGGTGTTTTAGGGATC................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

TGCACAGGTGTAAGATGTCGTTAGGGATAAACGCCGCCCACCTCGGGTTCCACCCACCCAACCACAAAATCCCTAGGTCCTGTCACGGACCGTACGAAGAGACTGGGACACCGAGAGTAGGAACGTCATGATGAGGAGCGGCTACCTGACCGCCGACACGGAGGCTGACTAGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V120

male
body

M043

female
body

V046

embryo

...............................................................................CTGTCACGGACCGTACGAAGAGACT..................................................................... 25 0 1 1.00 1 0 1 0

...............................................................................................GAAGAGACTGGGACACCGAGAG........................................................ 22 0 1 1.00 1 1 0 0
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Species Coordinate ID Alignment
droYak3 v2_chrUn_1678:1684-1856 + dya_116 ACGTGTCCACATTCTACAGCAATCCCTATTTGCGGCGGGTGGAGCCCAAGGTGG----------------GTGG---GTTGGT----------GTTTTAGGGATCCAGGACAG--------------------------------------------------------------TGCCTGGCATGCTTC---TCTGACCCTG---------------------------TG-GCTCTC----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGCTGTGCCTCCGACTGATCG
droEre2 scaffold_4644:2060301-

2060463 -
ACGTTTCCACGTTCTACAGCAATCCCTATTTGAAGCGGGTGGAGCCCAAGGTGT----------------GTGG---CTT------------------AGGGATCCCGGATAGCC-----T-------TGCA----------------------------------------------------TGTTCC---TCTGACCGTG---------------------------TG-ACTCTG----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGTTGTGCCTCCGACTGATCG

droSec2 scaffold_10:1880435-1880584
-

ACGTTTCCACATTCTACAGTAATCCCTATTTGACGCGGGTGGAGCCCAAGGTGG----------------GTGT---GTT------------------ACGGAT-------------------------GCT----------------------------------------------------TGTTTC---CCTGACTCTA---------------------------TG-GCTCTG----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGTTGTGCCTTCGACTGATCG

droSim2 x:1935114-1935276 - dsi_28699 ACGTTTCCACATTCTACAGTAATCCCTATTTGACGCGGGTGGAGCCCAAGGTGG----------------GTGT---GTT------------------ACGGATCCTGGACTACC-----T-------TGCT----------------------------------------------------TGTTTC---CCTGACTCTG---------------------------TG-GCTCTG----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGTTGTGCCTTCGACTGATCG
dm3 chrX:2097209-2097371 - ACGTTTCCACATTCTACAGTAATCCCTATTTGACACGTGTGGAGCCCAAGGTGG----------------GTGT---GTT------------------ACGGATCCTGGACTACC-----T-------TGCT----------------------------------------------------TGTTTC---CCTGACTTTG---------------------------TG-GCTCTG----ATACTTGCAGTACTACTCCTCGCCGATGGACTGGCGGTTGTGCCTCCGAATGATCG
droEug1 scf7180000409093:16434-

16601 +
ACGTATCCACCTTCTACAGTAATCCCTATTTGAAGCGGGTGGAGCCTAAGGTGG----------------GTTG---GTT------------------GGTGTTTCAAGATAGCCTTGTCT-------TGCT----------------------------------------------------TCTGTT---TCTGACTCTG---------------------------TG-ACTTTG----ATACTTGCAGTACTACTCCTCGCCGATGGACTGGCAACAGTGTCTACGTCTGCTCG

droBia1 scf7180000301760:2076873-
2077034 -

ATGTGTCCACTTTCTACAGCAATCCCTATTTGAAGCGGGTGGAGCCCAAGGTGG----------------GTGG---GTT------------------CGG------------------------------T----------------------------------------------------TGGTGC---CCTG---------GGTATTGACGCCTAGTGACTCTC-CT-GGTCTG----ATCCTTGCAGTACTACTCCTCGCCCATGGACTGGCGACTTTGCCTTCGCCTGCTCG

droTak1 scf7180000415191:182034-
182183 -

ATGTGTCCACCTTCTACAGCAATCCCTACTTGCAGCGGGTGGAGCCCAAGGTGG----------------GTTT---GGG------------------TTGCCT-------------------------GGT----------------------------------------------------TACCTC---TTTGATTCCT---------------------------TT-TCTCTG----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGACTGTGCCTGCGACTGCTCG

droEle1 scf7180000491001:1649509-
1649656 -

ATGTGTCAACTTTCTATAGTAATCCCTATTTGAAGCGGGTGGAGCCCAAGGTGG----------------GTTG---GT-------------------------------------------------GGTT----------------------------------------------------TTGTTT---CCTAACTCTG---------------------------TG-ACGCTAATTCATTCCTGCAGTACTACTCCTCGCCGATGGACTGGCGATTGTGCCTTCGTTTGCTGG

droRho1 scf7180000779506:166925-
167087 -

ACGTGTCCACCTTCTACAGCAATCCCTACTTGAAGCGGGTGGAGCCCAAGGTGC----------------GTTGTGGGTT------------------GGG-----------------TCT-------T-CT----TC----------------------------------------------TGTGTC---CCTGACTCTG--------TGACTCC--G---------TG-ACTCTG----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGATTGTGCCTTCGACTGCTGG

droFic1 scf7180000454072:3219215-
3219372 -

ACGTGTCCACCTTCTACAGCAACCCATACTTGACGCGGGTGGAGCCAAAGGTACTGA-------------GCTG-------CTCAGCTCCTCAGTTTTAGG---------------------------------------------------------------------------------CTCAGATTTAGGC-----------------------------------TA-ACCCTG----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGCCTCTGCCTCCGACTGCTGG

droKik1 scf7180000302696:669787-
669937 -

ATGTATCCACGTTCTACAGCAATCCGTACTTGAAGCGGGTGGAGCCCAAGGTGG----------------GTGG---TCT--------------------------------GAC-----TTGGGCATAGCT----------------------------------------------------TCTCTA---TCTGACC---------------------------------TCCCTG----ATCCTTGCAGTACTACTCCTCGCCCATGGACTGGCGGCTGTGCCTGCGGCTGCTGG

droAna3 scaffold_12929:1990153-
1990314 -

ACGTCTCGACTTTCTACAGTAATCCGTACTTGAAGAGAGTGGAGCCAAAGGTAG----------------TGTG---ATC------------------TGGGATCAAGG-TAT----------CTCATGGCTTCTTTAAGTGTACTTCATTGGAC-----------------------------------------------------------------------------------------TCTCCGTAGTACTACTCCTCACCTATGGACTGGAAACTTTGCCTCAGACTTTTGG

droBip1 scf7180000396543:448092-
448243 -

ACGTCTCGACTTTCTACAGTAATCCGTATTTGAAGAGGGTGGAACCAAAGGTAG----------------GACG---ATC------------------TTAGATCCAGT-TCT--------------------CGTCGAGTGTATTTCATTGGAC-----------------------------------------------------------------------------------------TCTCCGCAGTACTACTCTTCACCCATGGACTGGAAACTTTGCCTGAGGCTTTTGG

dp5 XL_group1a:99461-99556 - ACGTGTCCACCTTCTACAGCAATCCATATCTGAAGTTCGTTGAGCCCAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTACTACTCCTCGCCCATGGACTGGCGGCTGTGCCTGCGCGTGATCG
droPer2 scaffold_26:573224-573319 + ACGTGTCCACCTTCTACAGCAATCCATATCTGAAGTTCGTTGAGCCCAA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTACTACTCCTCGCCCATGGACTGGCGGCTGTGCCTGCGCGTGATCG
droWil2 scf2_1100000004963:1301203-

1301361 +
ACGTGTCGACGTTTTTTAGCAATCCCTATTTGGAGCGGGTTGAGCCCAAGGTTA----------------GTTC---AA-----------------------------------------------------------------------TGGACCTCCGTGGCGGAGT---------------AATTGG---AGTAATTGCC---------------------------AT-GTTTAA----TCCCTTGCAGCATTACTCGTCCCCCATGGACTGGCGCACGTGCTTAAGACTAGTGG

droVir3 scaffold_12928:5592554-
5592727 -

ATGTCTCCACGTTCTTTAGCAATCCCTATTTGCAGCGCGTGGAGCCCAAGGTGC----------------CTAA---T------------------------------------------------------------------------TGCATTCCCCTCGCGTCCCATTCGCCGCTTGGCTAA------------GTTCTCTCGCTA-------C-----------TCGTTTCTTT----CCTCTTCCAGTGCTATTCCTCGCCCATGGACTGGCGCATGTGTCTGCGTATGCTGC

droMoj3 scaffold_6359:4115623-
4115810 -

ATGTCTCGACCTTCTTCAGCAATCCGTATCTGAAGCGCGTGGAACCCAAGGTTTTTGTCAACGCCAAAAGGGTG---TTT------------------CTAGCT-------GCCCCCGT-----------------------------------------CCACGCCCACTTCGCC--CCAGCTAA------------GCTCTT-----------------------TCTTG-TTCTTC----CCCATTGCAGTGGTATGGCTCGCCCATGGACTGGCGCCTATGCTTGCGTCTGCTGG

droGri2 scaffold_15203:1476182-
1476346 -

ACGTCTCCACCTTCTTCAGCAATCCGTATTTGCAGCGTGTGGAGCCCAAGGTTG----------------TTAT---CTT------------------ATCCAAA---T-TAG----------TTCATTGCC----------------------------------------------------TCGATA---GCTAAGCTCT---------------------------TC-ACCCTGCCATCTATTTCCAGTACTATTCCTCGCCCATGGATTGGCGCCTGTGCCTGCGTCTGTTGC
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AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACGGGAAACTGGGAAACTTTGAAATTGCGGACTGGGATCGAACTCCAAGTCCAGATCCCGACTTCAACTTCATCGCATCCCATAACTCAGAGATCGGCGTGAGGCGGGGGGCGGTGGGCGGTGGGCGGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

M043

female
body

M026

head

V046

embryo

V058

head

..................................................ACTTTGAAATTGCGGACTGGGAT........................................................................................... 23 0 1 10.00 10 9 0 1 0 0

..................................................ACTTTGAAATTGCGGACTGGGA............................................................................................ 22 0 1 2.00 2 2 0 0 0 0

..................................................ACTTTGAAATTGCGGACTGGGAC........................................................................................... 23 1 1 2.00 2 2 0 0 0 0

..................................................ACTTTGAAATTGCGGACTGGGATC.......................................................................................... 24 0 1 1.00 1 1 0 0 0 0

............................................................................................CCGACTTCAACTTCATCGCAT................................................... 21 0 1 1.00 1 0 0 0 1 0

..................................................ACTTTGAAATTGCGGACTGGG............................................................................................. 21 0 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

TTTGCGACCAATTTAATAAAATGCACGGAGAGTTCTGCCCTTTGACCCTTTGAAACTTTAACGCCTGACCCTAGCTTGAGGTTCAGGTCTAGGGCTGAAGTTGAAGTAGCGTAGGGTATTGAGTCTCTAGCCGCACTCCGCCCCCCGCCACCCGCCACCCGCCA

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

#
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Hit
Count

Total
Norm Total

M043
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body
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droYak3 2R:9530504-9530667 - dya_143 AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACG---GGAAACTG-------------------------------------------------------------GGAAACTTTGAAATTGCGGACTGGGATCGA------------------------------------ACTCC--AAGTC---CAGATCCCGACTTCA-A----CTTCA-TCGCA----TCCCATAACTCAG-AGATCGGCGTGA------------------------------------------------------------------GGC----G--GGGGGCGGTG-GGCGGTGGG----------------------------CGG-T
droEre2 scaffold_4845:18367456-

18367584 -
AAACGCTGGTTAAATTATTTTACGTGCCTCTCGAGCCG---GGGAACTTC-----------------------------------------------------------------------------GGACTGGGATCGG------------------------------------ACTCC--AAGTCGGCCAGGTCC------CA-A----CTCCA-TCGCA----ACCCATAACTCAG-AGATGGGAGGGG--------------------------------------------------------------------TG------G---------------GGGG----------------------------CGT-T

droSec2 scaffold_1:4981493-4981607
+

AAACGCTGGGTA-ATTATTTTACGTGCCTCTCA-GACG---GGAACCTAC-----------------------------------------------------------------------------GGACTGGGATCGG------------------------------------AC------------------------TTCG-A----CTCCA-TCGCAT---CCCCATAACTCAAAAGATCGTCGGTG------------------------------------------------------------------GGCG------G---------------GGGG----------------------------CGG-G

droSim2 2r:8134719-8134852 + AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACG---GGAAACTAC-----------------------------------------------------------------------------GGACTGGGATCGG------------------------------------ACTCC--AAGTC---CAGATACCAACTTCG-A----CTCCA-TCGCA----TCCCATAACTCAA-AGATCGTCGGTG------------------------------------------------------------------GGCG------G---------------GGGG----------------------------CGG-G
dm3 chr2R:7430264-7430398 + AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACG---GGAAACTAC-----------------------------------------------------------------------------GGACTGGGATCGG------------------------------------ACTCC--AAGTC---CAGATCGCAACTTCG-A----CTCCA-TCGCA----TCCCATAACTCAA-AGATCGTCGGTG------------------------------------------------------------------GGCG------G---------------GGGG----------------------------CGGGT
droEug1 scf7180000409462:1072031-

1072179 -
AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACT---GGAGACTTCTGAGACTTGGTGGACTCGGTACTCC-----AAACTCCGGACTCCAACATC------------------------------------------------------------------------------------------------------ATCG-A----CTCGA-TCGCATCCATCGCATAACTCAA-AGATCAGCGGCG------------------------------------------------------------------GTGG------T---------------GTTG----------------------------CAG-G

droBia1 scf7180000302292:195749-
195856 +

AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGAGG--AGGAGGCTCC-------------------------------------AGACTCCG-----------------------------------------------------------------CCA-------GCTCGGAG------------------------TCCC-G----GTCCA-CCGCC---ATCCCATAACTCAG-AGATCGGCGAGG---------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415991:720611-
720725 +

AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGTCA---GGAGACTCC-----------------------------------------------------------------------------GA------------------C--TTGGACT----------------TGGAG------------------------TCCG-A----GTCCA-TCGCA----TCCCATAACTCAA-AGATCGGCGGGG------------------------------------------------------------------AGTT------G---------------CGGAG----------------------------CG-G

droEle1 scf7180000491214:2887203-
2887312 +

AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACT---GGAGACGA-------------------------------------------------------------A----------------------------G------------------------------------ACTCC---------------------TCCGGA----CCAGA-TCGCA----TCCCATAACTTAG-CGATCGGCGAAG------------------------------------------------------------------GGGGGAA---A---------------AGCGG----------------------------AG-G

droRho1 scf7180000779263:118948-
119055 -

AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACT---GGAGACGG-------------------------------------------------------------A--------------------------------------------------------------------------------------------------------GA-TCGCA----TCCCATAACTCAG-CGATCGGCGAGG------------------------------------------------------------------GGG----GCGGGGGGGGGAT-GGTGGTGAG----------------------------CGG-G

droFic1 scf7180000453773:359782-
359930 +

AAACGCTGGTTAAATTATTTTACGTGCCTCTCG-GACTGGAGGAGACTCC------------------G--ATTC-----AGACTCC----------------------------------------AG------------------C--TCCA----------------------AC------------------------TTCG-A----CTCCA-TCGCA----TCCCATAACTCAG-TGATCGGCGGGG------------------------------------------------------------------GAA----G--G---------------GG--GAGGGGTTTTCTTGGGGGTAAGGATTGGCTG-G

droKik1 scf7180000302386:462114-
462172 -

CCACC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCA-A----CGCCATCCTCA----TCCCATAACTCAG-ATATCGGTGGGG------------------------------------------------------------------GGTG------C---------------TGTGG----------------------------AG-G

droAna3 scaffold_13266:1141502-
1141648 +

AAATGCTGGTTAAATTATTTTACTTGCCACACAGCCAA-------CCAGC-----------------------TT-----AGT-----------------------------------------------CTCTGCTCCG------------------------------------ACTCC--GACTC---CGGGTCC-------T-GGTCTCTCCGAGATCA----TCCCATAACTCAG-TTAAAGGCGGGG------------------------------------------------------------------CGG----GGGCGGGGGCGGTCGTCGAGGTGG----------------------------AG-A

droBip1 scf7180000396730:2134434-
2134562 +

AAACGCTGGTTAAATTATTTTACGTGCCACACAGCATA--------CCAT-------------------------CGCTTGGA-----------------------------------------------CTC--CT-----------------------CGG-------------ACTCGGGGAATC----GGG-------TCCT-GGTCTCTCCGAGATCA----TCCCATAACTCAG-TTAACGGAGGGG--------------------------------------------------------------------CG------G---------------GGTGG----------------------------AG-A

dp5 3:4615015-4615132 + AAACGCTGGTTAAATTATTTTACGTGCCGCACTCGGAC-----------------------------------CC-----AGTCTCC----------------------------------------GG------------------C--CTGGACTCCGCTGTGGAGGCGCTCTG---------------------------------GCTCTCCA-TCTCA----TCCCATAACTCAG-ATATCGGCAGAG------------------------------------------------------------------AG----------------------------------------------------------G-G
droPer2 scaffold_2:4801835-4801952

+
AAACGCTGGTTAAATTATTTTACGTGCCGCACTCGGAC-----------------------------------CC-----AGTCTCC----------------------------------------GG------------------C--CTGGACTCCGCTGTGGAGGCGCTCTG---------------------------------GCTCTCCA-TCTCA----TCCCATAACTCAG-ATATCGGCAGAG------------------------------------------------------------------AG----------------------------------------------------------G-G

droWil2 scf2_1100000004558:1976450-
1976612 -

AAATGCCGGTTAAATTATTTTACGTGCCTCCACAGAGA---AGCGTCCAC-----------------------------------------------------------------------------AA------------------G--TTGGAC----------------------------------------------------------------ACT----AACCATAACTTAG-TTATTGGCAGCAGCTGCTGCGGGGTAAGACGCAATACCAATTGGACGATTGCCAAGGCAAGGTTCGAGGGGTTGGAGGGATG------G---------------CGGCA----------------------------TG-A

droVir3 scaffold_12875:13033658-
13033763 -

AAACGCTGGCTAAATTATTTTACGTGCCGCAGTCG-------------CC-------------------------------------GGTTTCCATCGATGCTGAAACAGA----------------------------GGCCCCCAG--TT----------------------------------------------------------------------G----GTCCATAACTCAG-TTATCGGCGAGG------------------------------------------------------------------GAC----C--T------------------------------------------------GG-C

droMoj3 scaffold_6496:20301287-
20301369 -

AAACGTTGGCTAAATTATTTTACGTGCCGTGGCAGAG------------------------------------------------------------------------------------------------------GCCCCCCAG--TT----------------------------------------------------------------------G----GACCATAACTCAG-TTATCGGCGAGG------------------------------------------------------------------GAC----C--G-------------------A----------------------------CG-C

droGri2 scaffold_15245:7336299-
7336381 +

AAACGCTGGCTAAATTATTTTACGTGTCTGAGCCGAA------------------------------------------------------------------------------------------------------GGCCCCCAGTGTT----------------------------------------------------------------------G----CAGCATAACTCAG-T-ATTGGCGAGG------------------------------------------------------------------GAC----C--C------------------------------------------------GC-C
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Legend: mature star mismatch in alignment mismatch in read
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Flybase annnotation
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCACTTAAAAGGGATAAAAATCAACAACCACCCCTAACAAACAACCACCGTAGAAAAAGTCGAAGCTCGCAACAAAAAAGTGTCTTTCGAGCGGCAAACTTTTTCTGCGGCTCTTGTTGTTGTCTGTGGTCGCTAGATTTATTGTTGTTTTGTCTGCAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

M056

embryo

V058

head

M043

female
body

V052

head

V046

embryo

V120

male
body

......................................................................................TCGAGCGGCAAACTTTTTCTGC................................................... 22 0 1 10.00 10 1 6 1 1 1 0 0

......................................................................................TCGAGCGGCAAACTTTTTCTG.................................................... 21 0 1 7.00 7 4 0 1 0 1 1 0

.......................................................................................CGAGCGGCAAACTTTTTCT..................................................... 19 0 1 1.00 1 0 0 0 1 0 0 0

..................................................TAGAAAAAGTCGAAGCTCGCA........................................................................................ 21 0 1 1.00 1 0 0 0 1 0 0 0

......................................................................................TCGAGCGGCAAACTTTTTCTGT................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................TTCGAGCGGCAAACTTTTTCTGC................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0

......................................................................................TCGAGCGGCAAACTTTTTCT..................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

.........................................................................................AGCGGCAAACTTTTTCTGCGG................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0

Anti-sense strand reads

GGTGAATTTTCCCTATTTTTAGTTGTTGGTGGGGATTGTTTGTTGGTGGCATCTTTTTCAGCTTCGAGCGTTGTTTTTTCACAGAAAGCTCGCCGTTTGAAAAAGACGCCGAGAACAACAACAGACACCAGCGATCTAAATAACAACAAAACAGACGTC

************************************(((((.(((...(((((((((((((....(((((..(((......)))....))))).....)))))))))))))...))))))))..***********************************
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
droYak3 3L:4097589-4097747 + dya_141 CCA--C-TTA-------------AAAGGGATAAAAATCAACAACCACCCCTAACAAACAAC------CACCGTAGAAA-AAGTCGAAGCTCG-CAAC---A------------------AAAAAGTGTCTT-----TCGAG---------CGGCAAACT----TT---------------------TTCTGCGGCTCTTGTTGTTGTCTGTGGTCGCT---------AGATTTATT---GTTGTTTTGTCT-GCAG
droEre2 scaffold_4784:6241493-

6241650 +
CCA--C-TTA-------------AAAGGGATAAAAATCAACAACCACCCCTAACAAACAAC------CACCGTAGAAA-AAGTCGAAGCCCG-CAAC---A------------------A-AAATTGTCTT-----TCGAG---------CGGCAAACT----TT---------------------TTCTGCGGCTCTTGTTGTTGTCTGTGGTCGCT---------AGATTTATT---GTTGTTTTGTCT-GCAG

droSec2 scaffold_2:3537286-3537443
+

CCA--C-TTA-------------AAAGGGATAAAAATCAACAACCACCCCTAACAAACAAC------CACCGTGGAAA-AAGTCGTAGCCCG-CAAC---A------------------A-AAAGTGTCTT-----TCGAG---------CGGCAAACT----TT---------------------TTCTGCGGTTCTTGTTGTTGTCTGTGGTCGCT---------AGATTTATT---GTTGTTTTGTCT-GCAG

droSim2 3l:3442166-3442323 + dsi_8113 CCA--C-TTA-------------AAAGGGATAAAAATCAACAACCACCCCTAACTAACAAC------CACCGTGGAAA-AAGTCGTAGCCCG-CAAC---A------------------A-AAAGTGTCTT-----TCGAG---------CGGCAAACT----TT---------------------TTCTGCGGTTCTTGTTGTTGTCTGTGGTCGCT---------AGATTTATT---GTTGTTTTGTCT-GCAG
dm3 chr3L:3545641-3545798 + dme_385 CCA--C-TTA-------------AAAGGGATCAAAATCAACAACCACCCCTAACAAACAAC------CACCGTGGAAA-AAGTCGAAGCCCG-CAAC---A------------------A-AATGTGTCTT-----TCGAG---------CGGCAAACT----TT---------------------TTCTGCGGTTCTTGTTGTTGTCTGTGGTCGCT---------AGATTTATT---GTTGTTTTGTCT-GCAG
droEug1 scf7180000409466:1285792-

1285972 +
ACC--TTATG-------------AAAATCATAAAAATCAACAACCACCCCTAACAATCAGC------CACCCCAGGAA-AAGTCAAAGCCCA-CAACAACAACAACAACAACAACAGCAAGAAAGTGTCTT-----TCAAG---------CGGCAAACT----TT---------------------TTCTGTGGTGCTTGTTGTTGTCTGTGGTCGCT---------AGATTTATT---GTTGTTTTGTCT-GCAG

droBia1 scf7180000302428:176394-
176533 +

CCG--CTTTG-------------AAAAGCATGAAAATCAACAACCACACCTAACAAACAAC------CACCCCAGAAA-------------------------------------------AAAGTGTCTT-----TCGAG---------CGGCAAACT----TT---------------------TTCTGTGCTGCTTGTTGTTGTCTGTGGTCGCT---------GGATTTATT---GTTGTTTTGTCT-GCAG

droTak1 scf7180000415785:317218-
317356 -

CCA--C-TTA-------------AAAAGCATAAAAATCAACAACCACCCCTAACAAACAAC------CACCCCAGAAA-------------------------------------------AAAGTGTCTT-----TCGAG---------CGGCAAACT----TT---------------------TTCTGTGCTGCTTGTTGTTGTCTGTGGTCGCT---------AGATTTATT---GTTGTTTTGTCT-GCAG

droEle1 scf7180000491249:1637578-
1637741 -

CCA--C-TTG---AA--------AAAAACATGAAAATCAACAACCACCCCTAACATACAAT------CACCCTAGAAAAAAGTCAAAGCCCCAGAACAACA------------------A--AAATGTCTT-----TCGAG---------CGGCAAACT----TT---------------------TTGTGTGGTGCTTGCTGTTGTCTGTGGTCGGT---------AGATTTATT---GTTGTTTTGTCT-GCAG

droRho1 scf7180000775371:26403-
26563 -

CCA--C-TTG-------------AAATGCATGAAAATCAACAACCACCCCTAACATACAAC------CACCCCAGGAA-AAGTCAAAGCCCA-CAACAACA------------------A-AAAATATCTT-----CAGAG---------CGGCAAACT----TT---------------------TTTTGTGGTGCTTGTTGTTGTCTGTGGTCGCT---------AGATTTATT---GTTGTTTTGTCT-GCAG

droFic1 scf7180000454105:1882533-
1882688 +

ACC--T-TTG-------------GAAATCATAAAAACCAACAACCACCCCTAACAATC-GC------CACCCCAGAAA-AAG-CAGAGCCCA-CAAC---A------------------AAAAAGTGTCTT-----GCGAG---------CGGCAAACT----TT---------------------TTCTGTGGTGCTTGTTGTTGTCTGTGGTCG-T---------AGATTTATT---GTTGTTTTGTCT-GCAG

droAna3 scaffold_13337:9894169-
9894341 -

CCCTGCTCTAAAGAAAATAACAAAAAG------AGACCTAGAGCCACCCCTAACAA-CAACATCAACCCCCCTGGAAA-AAGTCGAAGCC----------A------------------AAAAAAT-TCTT-----TGAAG---------CGGCAAACT----TT-----------------------GTGCGGC-GTTGTTGTTGTCTGTGGTCGGGTGGCATTTAAGATTTATT---GTTGTTTTGTCT-GCAG

droBip1 scf7180000396569:1460689-
1460846 +

CCC----TGC--------A----ACA---AAAAAACGCAAGAGCCACCCCTAACAA-CAACAGCAACCC-CCTGGA-A-AAGTCGAAGCC----------A------------------AAAAAAT-TCTT-----TGAAG---------CGA-AAACT----TT---------------------TGCGGCG--TGTTGTTGTTGTCTGTGGTCGGGTGGCATTTAAGATTTATT---GTTGTTTTGTCT-GCAG

dp5 XR_group8:5679490-5679544 + ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTGGCTGTGGCTGTTGTCTGTGGTCCAAA--------CGATTTATT---GTTGTTTTGTCT-GCAG
droPer2 scaffold_38:1597-1656 - CTG-----TG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------G---TCTT---TGGTGGCTGTTGTCTGTGGTCCAAA--------CGATTTATT---GTTGTTTTGTCT-GCAG
droWil2 scf2_1100000004768:1349957-

1349980 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTATTGTTG-TGTTTTGTCT-GTAG

droVir3 scaffold_13049:4587924-
4588103 -

T-------TA-------------TAACGGCTAAAAG----AAAGCACCCTTAACAG-CAACAACAACCACCCCAAACA-AAA---------A-CAAC---A------------------A-AAA---CCTTGCCACTTGGGGTTGCCCTTTGTT--GTTGCTGTTGTTGTTGCTGTTGTTGTTGT-TGCTGTTGTTGTTGTTGTTGTCTGTGGTCGCA---------GTATTTATT---GTTGTTTCGTCTCGCAG

droGri2 scaffold_15110:10286587-
10286774 +

CAA--A-TCA-------------AAAG--ATTATAACAGCAAAACACCCTCAACA-ACAGC------AACAACGACAA-CAACCGAACCACCCCAAAAATA------------------AAAAGATACTTT-----TTGGGGTTGCCTTCTGCCAAGCT----TCGTTTTTGTTG---TT---GTCTGC-T---TGCTCTCTGTTGTCTGTGGCCGTA----GCTCAATATTTATTATTGTTGTACTGTCT-GCAG
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Repeatable elements

Name Class Family Strand

(CAG)n Simple_repeat Simple_repeat +

TART_DV LINE Jockey +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGTTGCCGCTGTACATGTTGCCGCTGTTGCCGCCACTGCATCTCTTGCTGCTGCTGCTGTAAATGTTGCCGCGGATGTTGCTGCTGCGGCAACATTAGCGGTGGCAGCTGCACTTGCTGCTCCGACCCAAGATGCGGATATTAATTTGCTTAAACATTTC

************************************.(((.....(((.(((((((((((.(((((((((((((.........))))))))))))).))))))))))).))).....)))...*************************************
Read
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#
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Hit
Count
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M056

embryo

V046

embryo

V052

head

M043

female
body

V058

head

V120

male
body

......................................................................................CGGCAACATTAGCGGTGGCAGC.................................................... 22 0 1 9.00 9 6 1 2 0 0 0

......................................................................................CGGCAACATTAGCGGTGGCAGCT................................................... 23 0 1 4.00 4 2 2 0 0 0 0

.......................................................................................GGCAACATTAGCGGTGGCAGCT................................................... 22 0 1 4.00 4 0 3 0 0 0 1

...................................................TGCTGCTGTAAATGTTGCCGCG....................................................................................... 22 0 1 2.00 2 0 0 0 2 0 0

..................................................CTGCTGCTGTAAATGTTGCCGC........................................................................................ 22 0 1 2.00 2 2 0 0 0 0 0

..................................................CTGCTGCTGTAAATGTTGCC.......................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................GGCAACATTAGCGGTGGCAGC.................................................... 21 0 1 1.00 1 0 1 0 0 0 0

......................................................................................CGGCAACATTAGCGGTGGCAG..................................................... 21 0 1 1.00 1 0 0 0 1 0 0

..........GTACATGTTGCCGCTGTTGCCGCC.............................................................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0

...................................................TGCTGCTGTAAATGTTGCCGC........................................................................................ 21 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................GGCAACATTAGCGGTGGCAGCC................................................... 22 1 1 1.00 1 1 0 0 0 0 0

..................................................CTGCTGCTGTAAATGTTGCCG......................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

......................................................TGCTGTAAATGTTGCCGCGGAT.................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

ACAACGGCGACATGTACAACGGCGACAACGGCGGTGACGTAGAGAACGACGACGACGACATTTACAACGGCGCCTACAACGACGACGCCGTTGTAATCGCCACCGTCGACGTGAACGACGAGGCTGGGTTCTACGCCTATAATTAAACGAATTTGTAAAG

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

Species Coordinate ID Alignment
droYak3 2R:7070447-7070606 - dya_1821 TGTTGCCGCTGTACATGTTGCCGCTG------------------TTGCCG--CCACTGCATCTCTT---GCTGCT------------------GCT-------------------------GCTGTAAATGTTGCCGCGGA------T---GTTGCTGCTGCGGC---AACAT-T-AGCGGTGGC------AGCTGCACTTGC---------------------------TGCTCCGACCCAAGATGCGGATATTAA--TTTGCTTAAAC----ATTTC
droEre2 scaffold_4845:15938436-

15938594 -
TGTTGCCGCTGTACATGTTGCCGCTG------------------TTGCTG--CCACTGAATGTCTT---ACTGCT------------------GCT-------------------------GCTGTAAATGTTGCCGCGGA------T---GTTGCTGCTGCGGC---AACAT-T-CGCGGTGGC------AGCTGCACTTGC---------------------------TGCC-CGACCAAAGATGCGGATATCAA--TTTACTTAAAC----ATTTC

droSec2 scaffold_1:7407990-7408149 + TGTTGCCGCTGTACATGTTGCCGCTG------------------TTGCTGCGCCACTGCATCTCTG---GC---------------------TGCT-------------------------GCTGTAAATGTTGCCGCGAA------T---GTTGCTGCAGCGGC---AACAT-T-TGCGGTGGC-----CAGCTGCACTTGC---------------------------TGCTTCGACCAAACTTGCGGATATCAA--TTTACTTAAAC----ATTTG
droSim2 2r:10570805-10570963 + TGTTGCCGCTGTACATGTTGCCGCTG------------------TTGCTGCGCCACTGCATCTCTG---GC---------------------TGCT-------------------------GCTGTAAATGTTGCCGCGAA------T---GTTGCTGCAGCGGC---AACAT-T-CGCGGTGGC------AGCTGCACTTGC---------------------------TGCTTCGACCAAAGTTGCGGATATCAA--TTTACTTAAAC----ATTTG
dm3 chr2R:9882419-9882583 + TGTTGCCGCTGTACATGTTGCCGCTG------------------TTGCTG--CCACTGCATCTCTG---GCTGCTGC------------TGC-GCT-------------------------GCTGTAAATGTTGCCGCGAA------T---GTTGCTGCCGCGGC---AACAT-T-CGTGGTGCC------AGCTGCACTTGC---------------------------TACTTCGACCAAAGTTGCGGATATCAA--TTTACTTAAGC----ATTTG
droEug1 scf7180000409462:2961151-

2961334 -
TGTTGCCGCTGTACATGTTGCTGCTG---TGCATGTTGCCGCTGTTGC-----------------TT------TT------------------ACTGCTGTTGCTGCTGCTTGCCGCTGCTGCTGTAGATGTTGCCGCAAA------T---ATTGTTGCTGCTGG---CATCT-T-CGCGGTGGC------AGCTGCACTTGCTG-CTGGC------------------------CCCCCAAAGATGCGGATATCAA--TTTACTTAAAC----ATTTC

droBia1 scf7180000301592:35618-35790
+

TGTTGCCGCTGTACATGTTGCTGCTG---TGCATGTTGCCGCTGTTGCTG--CCACTGCGCCAC-------CGC------------------TGCT-------------------------GCTGTAGATGTTGCCGCGGA------T---GTTGCTGCTGCAGG---CATCTTTCTGCGGTGCC------AGCTGCACTTGCCG-GTGGCC--------------------------CCCAAGATGCGGATATCAA--TTTACTCAAAC----ATTGC

droTak1 scf7180000415376:102980-
103117 +

TGTTGCCGCTGTACATGTTGCTGCTG---TGCATGTTGCCGCTGTTGC-----------------TT------CT------------------ACT-------------------------GCT----------CCGCGGA------T---GTTGCTGCT------------C-T-TGCGGCGGC------AGCTGCACTTGCTA-GCGGCC--------------------------CCAAAGATGCGGATATCAG--TTTACCTAAGC----ATTTC

droEle1 scf7180000491214:67425-67595
-

TGTTGCCGCTGTACATGTTGCTGCTG---TGCATGTTGCCGCTGTTGC-----------------TGTTGCTGCCGC------------TGCTTTT-------------------------GTTGTAGATGTTGCCGCGGA------T---GTTGCTGCTGCAGG---CACCT-T-TGCGGTGGC------AGTTGCACATGCTTGGCCGCC--------------------------CCAAAGATGCGGATATCAAG-TTAACTTAAAC----ATTTC

droRho1 scf7180000777200:203533-
203703 +

TGATGCCGCTGTACATGTTGCTGCTG---TGCATGTTGCCGCTGTTGC-----------------TGTTGCTGCTGC---------------TGCT-------------------------GCTGTAGATGTTGCCGCGGA------T---GTTGCTGCTGCTGCAGGCACCT-T-CGCGGTGGC------AGCTGCACACGCTAGGCGGCC--------------------------CCCAAGATGCGGATATCAAG-TTTTCTTAAAC----ATTTC

droFic1 scf7180000453948:530462-
530640 -

TGTTGCCGCTGTACATGTTGCTGCTGCTGTGCATGTTGCCGCTGTTGC-----------------TT------GAGCTGCTGCTGCGGCTGCTGCT-------------------------GCTGTAGATGTTGCCGCCGA------T---GTTGCTGCTGCAGG---CACCT-C-CGCGGTGGC------AGCTGCACATGCTG-GTGGCC-------------------------CCCAAAGATGCGGATATCAA--TTTACTTACAC----ATTTC

droKik1 scf7180000302366:1305648-
1305801 +

TGTTGCCTCTGTAGATGTTGCTGCTG------------------CTGCT--------------------------------------------GCT-------------------------GTTGTGGATGTTGCTGCGGATGTTGCC---A---CTGCTGATGCATGCACCT-T-TGCGGTGGCAACAGCAGCTGCACATGTTG-ACTGCC------------------------CCCAAAAGAAACGGATATCGAA-TTAAGTTAAAC----ATTTC

droAna3 scaffold_13117:4608404-
4608556 -

TGTTGTTGTTGT---TGTTGCAACTG------------------TTGCTG--TTGCTGCAGTTGTT---GTT---------------------GCT-------------------------GCAGTTGCAGTTGCTGCTGT------TGCAGTTGCTGTTGCTGC---TGCAG-T-TGCTGTGGC------TGCTGC--TTGT---------------------------TGCTGCTGTTGTGGTTGC--TCATCAA--ACTGCTAAAGT----GTTGC

droBip1 scf7180000396541:615627-
615779 +

T--TGCTGCTGCGGGTGTTGCAATTG------------------CTGATG--TTGCTGCGACTGCT---GC---------------------TGCT-------------------------GCTGTTGGTGTTGCTGCTGG------A---GTTGCTGCTGCTGC---GTGGT-C-TGCTGTGGC------TGTTGCTGCTGT---------------------------TGCT-CTGCAAGGGAAAAATGCATTTG--T-TTCGTTTAC----ATTTC

dp5 Unknown_singleton_1849:5202-
5366 -

TGTTGCTGCTGATGTTGCTGTTGCTG------------------ATGTTG--CTGCTGCACCTGCT---GCTGCT------------------GCT-------------------------GCTGTTGCTGCTGCTTCTGT------T---GTTGCTGCTGTTGC---TGCTG-C-AGATGTTGC------TGCTGCAGATGT---------------------------TGCTGCTGCAGATGTTGCTGTTGCATA-TGTTGCTTTTGCATATATTGC

droPer2 scaffold_2:5826749-5826890 + TGCTGCTGCTGTTGCTGTTGCTGCTG------------------TTGCTG--TTGCTGCT---------GT---------------------TGCT-------------------------GCTGTTGCTGTTGTTGCTGC------T---GTTGCTGCTGCTGC---TGTTT-C-TGCTGC---------TGTTGCTGCTGC---------------------------TGCTTCTGCTGGCGTTGC-----TTCA--TTTGCATTTGC----ATTT-
droWil2 scf2_1100000004967:3551565-

3551717 +
TGCTGTTGTTGCAATTGTTGCTGCTG------------------TTGCTG--TTGCTGCAATTGTT---GCTGCT------------------GTT-------------------------GCTGCCATTGTTGCTGC---------T---GTTGCTGTTGCTGT---TGCAT-T-CGTTGCTGC------TGTTGCTGTTGC---------------------------TGATGCTGCAAATGTTGCTGCTGTTGT----TGTTGCAGC----ATT--

droVir3 scaffold_12928:511852-512012
-

TGTTCCCGCTGCAACTGTTGCTGCTG------------------TTTCTG--CAACTGTTGCTGCT---------------------------GCT-------------------------GCTGCAATTGTTGTTGTTGC------T---GTTGCTGCTG--------------------TTCC------AGCTGCAATTGCTG-CTGTTTCTGCAGCTGTTGC-----TGTTGTTTTAACTGTTGCTGCTGCTGTT-CCCGCTGCAAC----AGTTG

droMoj3 scaffold_6500:16033594-
16033752 +

TGTTGTTGCTGCTGCTGCTGCTGCTG------------------CTGCTG--CTACTGCTGCTGCT---GCTGCT------------------GCT-------------------------GCTGCTACTGCTGCTGCTGC------T---GTTGTTGCTGCTGC---TGCTG-C-TGCTGCTGC------TGCTACTGCTGC--------T-------------GCTGCTGCTGCTGCTGAGGCTGCTGCTAATAA--T-------GCT----ATTGC

droGri2 scaffold_15245:11423090-
11423247 +

TGTTGCTGCTGTTGTTGTTGCTGTTG------------------TTGCTG--CTGTTGTTGCTGCT---GTTGTT------------------GCT-------------------------GCTGCTGCTGCTGCTGTTGT------T---GTTGTTGCTGCTGC---TGTTG-T-TGTTGTAGA------TGCTGATGATGC---------------------------TGCTGCAGCGCCTGCTGCTGATGTTGTG-CT---ATGGAC----ATTTG
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CAAGGGTCCCTGAGTGGATGTGGAAGAGCAAATGTTTTTACGAATGCGAATAAGGCACACAACTAATTGCTGGCATTATAAGAAAAGCGTGTAGTCGTGTGCCCTAAGCGCCTTCAGCCAAGATGGTCGGAACAGTCAAATGCGCATTGGCGGCGTAAT
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head

M026

head

V052

head
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body

......................................................................................GCGTGTAGTCGTGTGCCCTAAG................................................... 22 0 1 7.00 7 4 1 2 0

..................................................TAAGGCACACAACTAATTGCTG....................................................................................... 22 0 1 3.00 3 0 2 1 0

..................................................TAAGGCACACAACTAATTGCT........................................................................................ 21 0 1 2.00 2 1 0 0 1

.............................................................................ATAAGAAAAGCGTGTAGTCGTGTGCC........................................................ 26 0 1 1.00 1 0 0 1 0

Anti-sense strand reads

GTTCCCAGGGACTCACCTACACCTTCTCGTTTACAAAAATGCTTACGCTTATTCCGTGTGTTGATTAACGACCGTAATATTCTTTTCGCACATCAGCACACGGGATTCGCGGAAGTCGGTTCTACCAGCCTTGTCAGTTTACGCGTAACCGCCGCATTA
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3R:475254-475412 + dya_87 CAAGGG-------TCCCTG--AGTGGATGTGG------------AAGAGCAA---ATGTTTT------TACGAATGCGAATAAGGCACACAACTAATTGCTGGCATTAT-----------------------------AAGAA-AAGCGTGTAGTCGTGTG-----------------------------------------------------------------CCCTAAGC--------GCC-----------TTCAGCCAAGATGGTCGGAACAGTCAAATGCGCATT---GGCGGCGTAAT
droEre2 scaffold_4770:464725-464929

+
CAAGGG-------ACCCTG--AGTGGATGTGG------------AAGGGCAA---ATGCTTC------CACGAATGCGGATGAGGCACACAACTAATTGCTGCAATTAT-----------------------------GACAA-AAGCGTGTAGTCGTGTGCAGGCGGCGAAATGCGAAATGCGAGA--TG----------------CTGCGT-CCTGGCCAAGAGCCCTAAGC--------GCC-----------TTCAGCCAAGATGGTCGGAACAGTCAAATGCGCATT---GGCGACGTAAT

droSec2 scaffold_6:234702-234901 + CAAGGG-------TGCCCG--AGTGGATGTGG------------AAGAGCAA---ATGTTTC------CACGAATGCGGATGAGGCTCACAACTAATTGCTCGCATTAG-----------------------------GACTAGAAGCGTGTAGACGTGTGCAGGCGGCGAAATGG-------------------------------CTGCGC-CGTGGCCAAGAGCCCTAAGC--------GCCTTCAGCCC----TCAGCCAAGATGGTCGGAGCAGCGAAAGGCGCAGT---GGCGGCGTAAT
droSim2 3r:99799-99998 + CAAGGG-------TGCCCG--AGTGGATGTGG------------AAGAGCAA---ATGTTTC------CACGAATGCGGATGAGGCTCACAACTAATTGCTCGCATTAA-----------------------------GACTAGAAGCGTGTAGACGTGTGCAGGCGGCGAAATGG-------------------------------CTGCGC-CGTGGCCAAGAGCCCTAAGC--------GCCTTCAGCCC----TCAGCCAAGATGGTCGGAGCAGCGAAAGGCGCAGT---GGCGGCGTAAT
dm3 chr3R:115231-115429 + CAAGGG-------TCCCCG--AGTGGATGTGG------------AAGA-CAA---ATGTTTC------CACGAATGCGGATGAGGCTCACAACTAATTGCTCGCATTAA-----------------------------GACTAGAAGCGTGTAGTCGTGTGCAGGCGTCGAAATGG-------------------------------CTGCGC-CGTGGCAAAGAGCCTTAAGC--------GCCTTCAGCCTG----TTGCCAAGATGGTCGGAGCAGCGAAAGGCGCAGT---GGCGGCGTAAT
droEug1 scf7180000409759:49575-

49728 +
GAAATGC------TCTCTA--AGTAGATGTAG------------AAGA-GAA---ATGTTTT------CACGACTATAGAGGAGGCACACGACTAATTGGGGGCATTAT-----------------------------AAAAG-AA------AGTCGTGA-------------------------------------------------CCGT-CCTAACCAAGAGCCCTTCGC--------GTT--TCG-----CTT------------------CAGACAAAGGCGCAGC---GTCGGCATAAT

droBia1 scf7180000302098:370641-
370821 -

CAAGGG-------TCCCCG--AGTGGGCGGGG------------AGG--GAA---ATGTCTT------CACGACTGCGGATGAGGCACACAACTAATTGCTGGCACTAT-----------------------------AGGCA-AG------AG---CGTGCACGCGGTGAAATGC-------------------------------CTCCGT-CCTAGCCAAGAGGGCCGAGC--------GCC-----------TTCAGCCAAGATTGTCCGAGCAGTCAAAGGCGCAGT---GCCTGCGTAAT

droTak1 scf7180000414441:41794-
41991 -

CAAGGGG------TCCCTG--AGTGGATGTGAATGGGGATGTGGAAGAGGAA---ATGTTTC------CACGACTGCGGATGAGGCACACAACTAATTGCTGGCATTAT-----------------------------AAGAA-AG------A-CCGTGTGCACGCGGTGAAATGC-------------------------------CTCCGT-CCTAGCCAAGAGCCCTGAGC--------GCC-----------TTTAGCCAAGATTGTGCGAGCAGGCAAAGGCGCAGT---GTCAGCGTAAT

droEle1 scf7180000491104:1850737-
1850899 +

CAAAGGG------TCTCCG--CATGGAAGTGGAAGTGGTAGTGGCAGTGGAA---GTGGCAGTGGCAGTGGAAGTGCGGATG-GGCACAC-ACTAATTGCTGGCACTGT-----------------------------AAGAA-CG------AGTC---------------------------------------------------------------------------ACC--------GCC-----------TTCAGCCAAGTTGGTGCGAGCAGTGAAAGGCGCAGCGTCGGCGGCATAAT

droRho1 scf7180000777910:20580-
20773 -

AAAGGG-------TCTCCG--GGTGGAAGTGG------------AGGAGGAA---ATGCTTC------CACGACTGCGGGGGGGGCGCACCACTAATTGCTGGCATTAT-----------------------------AAGAA-AG------GGTCGTGTGCAGGCGGTGAAATGC-------------------------------CTCCGT-CC-GCCCAAGAGCCCTGAGC--------GCGAAGAGTCCG--TCCAGCCAAGATGGTCCGAGCAGCCAAAGGCGCAGC---GTCGGCTTAAT

droFic1 scf7180000454096:1238068-
1238225 +

CAAAGCGACCCTTTCCCTG--GGTG------------------------GAA---ATGTCTT------CACGACTGCGGATG-GGCCCGCAACTAATTGGTGGCACTGG-----------------------------GGA---AG------AATCGTGTTGCGGCGGCGAAATGC-------------------------------CTTCCT-----------------------------TCG-----------TTCGGACAAGACAGTCCGAGCACTCGAACGCTTCCA---CAAGGCTTCTC

droKik1 scf7180000302634:761129-
761369 +

CCAAAGGG-----TCCT-G------------C------------AAGG-GGG---TTGTTTT------T-GGGTTGTGGACAACGCTTAAAACTAATTGCTGGCCCTACACATTCATACTTATGCTACATACATACATACGAA-AG------AGTCGTGTGCAGCCGGTGAAATGTCAA---CGGGATATCCTTGCGCTATCCTTGCTTCCGTTCTTTGTGAAGAGCCGTAAGCAGTCAGTCGTC-----------TTCAGCCAAGTTAGTCAGGACAGTCAAAGGCGCAGC---AAGGACATAAT

droAna3 scaffold_13340:11121479-
11121552 +

A---------------------GTGGAAATGGATGGGT------GAGT-GAA---TTCTATT------TA------------CGGGGCAAAACTAATTGCTGCCGCTAT-----------------------------AAGCAAA--------GTCGTGT--------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396734:158009-
158097 +

CGGGTG-------TTCCTT--ATCAAAAGGTG------------AAGAACAA---ATTTATT------TGTAGATACGAAAGAGAGAGTTTACTAATTGCTAGGAATGA-----------------------------GTCATAAGGA--------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 2:24817348-24817514 - CAAAGGG------TCTCCG---GCAAAAAGGG------------------ACACGGTGGTGG------TCCGCTGCCAGATGAGGCATGCAACTAATTGCTGGCGCTAC-----------------------------AAGAA-CG------AGCCGTGTGCAACCAGCGAGCTGTCAA---TGAGA--------------------------------------------------------TTTTCAGCTTGTCCGC-----AGACAGGCAG---AGGCAGAGTCGCACT---GTCTGCATAAT
droPer2 scaffold_6:117997-118163 - CAAAGGG------TCTCCG---GCAAAAAGGG------------------ACACGGTGGTGG------TCCGCTGCCAGATGAGGCATGCAACTAATTGCTGGCGCTAC-----------------------------AAGAA-CG------AGCCGTGTGCAACCAGCGAGCTGTCAA---TGAGA--------------------------------------------------------TTTTCAGCTTGTCCGC-----AGACAGGCAG---AGGCAGAGTCGCACT---GTCTGCATAAT
droWil2 scf2_1100000004902:9832863-

9832912 -
CG-------------------------------------------------------------------------------------TACAACTAATTGCTGGCGCTAA-----------------------------AAGAAAAG------AATTGTGTGCAGCCAGCG----------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_12822:1409781-
1409877 +

CAAGTGC------TCGCTGCCGGTGGAGGCTG----GGTGGTGCGAGTGGGC---GTGGCTT-----GTAGGCGTGCCAGTC-GGCTAACAACTAATTGCTGGCGCTAA-----------------------------AGAAA-AA----------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6500:20224181-
20224232 -

CTAGTA-------TGTATG--TGTAGGTGTGT------------TTAAGCAA---ATGTATTTG----CAC-AATACGCAT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/08/2015 at 07:45 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:475254-475412
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:475254-475412
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_87.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:464725-464929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:234702-234901
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:99799-99998
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:115231-115429
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:49575-49728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302098:370641-370821
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414441:41794-41991
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:1850737-1850899
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777910:20580-20773
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454096:1238068-1238225
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:761129-761369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11121479-11121552
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396734:158009-158097
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:24817348-24817514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:117997-118163
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9832863-9832912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:1409781-1409877
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:20224181-20224232


ID:

dya_1795

Coordinate:

2R:11976270-11976383 -

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

CDS [Dyak\dom-cds]

Repeatable elements

Name Class Family Strand

(CTG)n Simple_repeat Simple_repeat +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CATATAGCGACCCAAGTCAAAGGAATCGCCAGCAGCAACAAACAACAGAAGCAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCAGCACCCGCCCACTCCAACGTATCAACCTCCGTTTCCTCCAGCACAATAGAAGCCTCTGTTTCGCCGCCGCAGGCTA
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GSM1528802

follicle
cells

M056

embryo

M043

female
body
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male
body

V046

embryo

V058

head

V052

head

.......CGACCCAAGTCAAAGGAATC........................................................................................................................................................................................... 20 0 1 6.00 6 6 0 0 0 0 0 0

..........................CGCCAGCAGCAACAAACAACAGAAG................................................................................................................................................................... 25 0 1 4.00 4 4 0 0 0 0 0 0

..........................................................................TGTGCCGCTGTCGCCCTTGCCG...................................................................................................................... 22 0 1 3.00 3 0 2 1 0 0 0 0

.............................................................................................................AAACGGCAGAGGCAACGGCAGC................................................................................... 22 0 1 2.00 2 0 1 0 0 1 0 0

.................................................................................................AACAACAACAGCAAACGGCAGAGGCAAC......................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0

................................................................................................................CGGCAGAGGCAACGGCAGCA.................................................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0

......................................................................................................CAACAGCAAACGGCAGAGGCAACGGCA..................................................................................... 27 0 1 1.00 1 0 0 1 0 0 0 0

.......................................................................................................................................................................................ATAGAAGCCTCTGTTTCGCCGCC........ 23 0 1 1.00 1 0 1 0 0 0 0 0

.....................................................................................................ACAACAGCAAACGGCAGAGGCAACGGC...................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0

.............................................................................................................AAACGGCAGAGGCAACGGCAG.................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0

................................................................................................................................AGCAGCAGCAGCACCCGCCCACTC.............................................................. 24 0 1 1.00 1 0 0 1 0 0 0 0

........GACCCAAGTCAAAGGAATCGCCAGCAGCAAA............................................................................................................................................................................... 31 1 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................................................................................................TCCGTTTCCTCCAGCACAATAGAAGCCTC.................... 29 0 1 1.00 1 0 0 1 0 0 0 0

........................................AACAACAGAAGCAACTGGCCAGT....................................................................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0 0

...................................CAACAAACAACAGAAGCAACTGGCCAG........................................................................................................................................................ 27 0 1 1.00 1 0 0 1 0 0 0 0

..........................................................................................................AGCAAACGGCAGAGGCAACGGC...................................................................................... 22 0 1 1.00 1 0 0 0 1 0 0 0

........GACCCAAGTCAAAGGAATCGCCAGCAGCAAC............................................................................................................................................................................... 31 0 1 1.00 1 1 0 0 0 0 0 0

..............................................................................................CGCAACAACAACAGCAAACGGC.................................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0 0

.........................................................................................................CAGCAAACGGCAGAGGCAACGGCA..................................................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0

...........................................................................................................................ACGGCAGCAGCAGCAGCACCC...................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0

...........................................................................................................GCAAACGGCAGAGGCAACGCA...................................................................................... 21 2 1 1.00 1 0 0 0 1 0 0 0

...............................................................................................GCAACAACAACAGCAAACGGCAGA............................................................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0

............................................ACAGAAGCAACTGGCCAGTGC..................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0

....................................................................................................AACAACAGCAAACGGCAGAGGCAAC......................................................................................... 25 0 1 1.00 1 0 0 0 1 0 0 0

..................................GCAACAAACAACAGAAGCAACTGGCC.......................................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0

....................................AACAAACAACAGAAGCAACTGGCC.......................................................................................................................................................... 24 0 1 1.00 1 0 1 0 0 0 0 0

........................................................................................................ACAGCAAACGGCAGAGGC............................................................................................ 18 0 1 1.00 1 0 0 1 0 0 0 0

.................................................AGCAACTGGCCAGTGCGCAGC................................................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0

.....................................................................................................................................................................TCCGTTTCCTCCAGCACAATAGAAGCC...................... 27 0 1 1.00 1 0 1 0 0 0 0 0

....................................................................................................AACAACAGCAAACGGCAGAGGCAACGGC...................................................................................... 28 0 1 1.00 1 0 0 0 1 0 0 0

.................................................................................................AACAACAACAGCAAACGGCAGAGGC............................................................................................ 25 0 1 1.00 1 0 0 0 1 0 0 0

..............................................................................................................................................................ATCAACCTCCGTTTCCTCCAGCA................................. 23 0 1 1.00 1 0 0 1 0 0 0 0

..............................................................................................CGCAACAACAACAGCAAAC..................................................................................................... 19 0 2 0.50 1 0 1 0 0 0 0 0

..........................................................................................................................AACGGCAGCAGCAGCAGC.......................................................................... 18 0 19 0.05 1 0 0 1 0 0 0 0

Anti-sense strand reads

GTATATCGCTGGGTTCAGTTTCCTTAGCGGTCGTCGTTGTTTGTTGTCTTCGTTGACCGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGTTGTTGTTGTCGTTTGCCGTCTCCGTTGCCGTCGTCGTCGTCGTGGGCGGGTGAGGTTGCATAGTTGGAGGCAAAGGAGGTCGTGTTATCTTCGGAGACAAAGCGGCGGCGTCCGAT
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Species Coordinate ID Alignment
droYak3 2R:11976220-11976433 - dya_1795 CAT---ATAGCGACCCAAGTCAAAGGAATCGCC------A---GCAGCAAC------------------------A------------A---------ACAACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC-------------------T---------------CCAACGTA---------------TCAACCTCCGTTTCC---------TCCAGCACAATAGAAGCCTCTGTTT------------CGCCGCCGCAGGCTA
droEre2 scaffold_4845:11355676-

11355889 +
der_1520 CAT---ATAGCGACCCAAGTCAAGGGAATCGCC------A---GCAGTAGC------------------------A------------A---------GCAACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC-------------------T---------------CCAACGTA---------------TCCACCT---------CCGGTTCCCTTAGCACAATAGAAGGCTCTGCTT------------CGCCGCCGCAGGCCA

droSec2 scaffold_9:543248-543464 + dse_1843 CAT---ATAGCGACCCAAGTGAAGGGAATCGCC------A---GCAGCAGT---------------------AGCA------------A---------ACAACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC-------------------T---------------CCAACGTA---------------TCCACCTCCGTTTCC---------TCCAGCACAATAGAAACCTCTGTTT------------TGCCGCCGCAGGCCA
droSim2 2r:17766310-17766526 + dsi_32456 CAT---ATAGCGACCCAAGTGAAGGGAATCGCC------A---GCAGCAGT---------------------AGCA------------A---------ACAACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC-------------------T---------------CCAACGTA---------------TCCACCTCCGTTTCC---------TCCAGCACAATAGAAGCCTCTGTTT------------TGCCGCCGCAGGCCA
dm3 chr2R:17211888-17212098 + dme_419 CAT---ATAGCGACCCAAGTGAAGGGAATCGCC------A---GCAGCAGC---------------------AGCA------------A---------ACAACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC-------------------T---------------CCAACGTA---------------TCCGTTT------CC---------TCCAGCACAATAGAAGCCTCTGTTT------------TGCCGCCGCAGGCCA
droEug1 scf7180000409474:730353-

730572 -
CAC---CTTGCGACCCAAGCTAAGGGAATCGCC------A---GCAGCAGC------------------AGTAGCA------------------------AACAGAAG---CAACTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AAC---AAGCGCCCAC-------------------T---------------GTAATCCA---------------TCCACCG------GACCTAGTACGACCAGCACCATAGAAGCCTCCGTTT------------CGCCGCCGCAGGCCA

droBia1 scf7180000302143:1194580-
1194823 -

CAT---ATTGCGACCCAAGCGAAGGGAATCGCCACCAGCAGCAGCAGTAGC------------------------A------------------------AGCAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AGTAGCACTAGCAGTAGC---ACCCGCCCAC-------------------T---------------CCAACCCA---------------TCCGCCTCCGCCGCGTCTAGCACCATCAGCACCATAGAAGCCTCCGTTT------------TACCGCCGCAGGCCA

droTak1 scf7180000415722:103138-
103321 +

CAT---ATTGCGACCCAAGCCAAGGGAATCGCC------A---GCAGTAGC------------------------A---------------------------AGAAA---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AG---------CAGTAGC---ACCCGC----------------------------------------------------------------------------------------CAGCACCATAGAATCCTCCGTTT------------CACCGCCGCAGGCCA

droEle1 scf7180000491232:161860-
162076 -

CATCACCTTGCGACCCAAGCAAAAGGAATCGCA------A---GCAGCAGC------------------------A------------------------AACAGAAG---CATCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ATCCGCCCAC-------------------A---------------CCAACCCA---------------TCCGCCT------CCTCCAGCACCACGAGCACCATAGAAGCCTCTGTTT------------CGCCGCCGCAGGCCA

droRho1 scf7180000780265:156464-
156683 -

CAT---CTAGCGAACCAAGCAAAAGGAATCGCT------A---GCAGTAGC------------------------A------------------------AACAGAAG---CAGCTACCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC------AG---------CAGCAGC---AACCGCCCAC-------------------A---------------CCAACCCA---------------TCCGCCT------CCACCAGCACCACGAGCACCATAGAATCCTCCGTTT------------CGCCCCCACAGGCCA

droFic1 scf7180000453811:56694-
56922 -

CATCACCTTGCCAGCCAAGCAAAAGGAATCGCC------A---GCAGTAGC------------------------A------------------------AACAGAAA---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAACAGCAAACGACAGAGGCAACGGCAGCAGCAGC---------------------AGC---ACCCGCCCAC-------------------T------CAGCTTACTCCAATCCA---------------TCCGCCT------CATCTAATACCACCGCCACGATAGAAGCCTCTGTTT------------CGCCGCCGCAGGCCA

droKik1 scf7180000302411:441422-
441677 +

CAC---CATCCGCCCCAAGGAAAGGGAGTCGCC------A---GCAGTAGC------------------------AAGCATCAGCACCAGCACC---AGCAGCAGAAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CAGCAGCACTGCCCGCCCAC-------------------TT---------CCACTCCACTTCTACAAGT--T-TAAATTCTGCCT---------CCACCACCACCAACATCATAGAATCCTCCGTAT------------CGCCGCCGCAGGCCA

droAna3 scaffold_13266:5014085-
5014322 +

dan_91 CAC---CAGCCGACGCAGGGAAAAGGAATCGCC------G---GCA-----------------AAC------AG-------CAGGCCA---ACCAACAGCAGCAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCAAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CGGCAGAGACACCCGCCCAAGC-----------------A---------------TCAACT-----------------TCCACCT------CCACCAGTAGCACCAGCATCATAGAATCCTCAGTTT------------CGCCGCCGCAGGCCA

droBip1 scf7180000395751:823775-
824009 +

CAC---CATCCGACGCAGGGAAAAGGAATCGCC------A---GCA-----------------AACAAC---AG-------CAGGCCA---ACC---AACAGCAGAAGCCCCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCTTTGCCGCTAC------ATCAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------CGGCAGAGACTCCCGCCCAAAC-----------------A---------------CCCA--------------------CCACCT------CCTCCAGTAGCACGAGCACCATAGAATCCTCCGTTT------------CGCCGCCGCAGGCCA

dp5 3:9802128-9802349 - dps_3826 CA----------ACACAACCGAAAGGAGTCCGC------A---GTATCAGT---------------------AGAC------------AACAC------CAACAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------TAGCAGC---ACCA-CCTAC-----AACCACAACC-------------------------ACA---------------CTCGTCT------CATCCGCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGCCGCAGGCCA
droPer2 scaffold_4:5118102-5118332

-
dpe_2480 CAG----------CACAACCGAAAGGAGTCCGT------A---GTATCAGT---------------------AGAC------------AACAC------CAACAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC------AACAGCAAACGACAGAGGCAACGGCAGC------CACGCCAG---------TAGCAGC---ACCA-CCTAC-----AACCACAAACAC--A----C----------TCGTCTCA---------------TCCGCCC------ACTCCGCCACCACGAGCATCATAGAAGCCTCCGCCT------------CGCCGCCGCAGGCCA

droWil2 scf2_1100000004510:1465966-
1466133 +

dwi_5424 AG-------------------GAGGGAAGTGGT------A---GTGGTAGC------------------GGTAG-------CAGTT-----------------------------CGTCCAATAACAA------------GCTGTTGCCCCTGCCACAACAAAAACAACAGCAACACACAGAGGCAACAACTTCTGGAAC---------------------TGC---CGTCACC------GCA----------TCATC--------------CCAAT----------------------------------------------CCACTAAAGAAGCTTAT---T------CCACTTCACCACCGCAGGCCA

droVir3 scaffold_12875:18068706-

18068893 -

dvi_24649 CAG---AA----ACCC-----------------------A---GCA-----------------AACAACAACCACA------------------------ACCAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCAGCA---ACGCCAG---------CAGCAGC---TTCCACATAC-------------------T---------------CCAATACAGCAACAGCAGAAACCTCCGCCT------------------------------------CCGTCTCAGATTCCACAGCGCCACCCCAGGCCA

droMoj3 scaffold_6496:11689317-
11689500 -

dmo_3164 CAG---A----AACCC-----------------------A---GCA-----------------AACAAC---A----------------ACA------ACAACAGCAG---CAGCTGCTCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCCGCA---ACGCCAG---------CAGCAGC---TTCCACATAC-------------------T------C------CTCCAATTCAG-------------------------------------CAAAAG-----CAGATACCTCCGTTTCAGAGTCAATAGCGCCGCCCCAGGCAA

droGri2 scaffold_15245:4197218-
4197417 -

dgr_473 CAC---GC----------------------AAC------A---GCAGCAGCAGAAAACCAACAAA-------------------------CAC------CAACAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGAACTTGTC---------------------GACAGAGGCAACGGCAGCGGCAGCAACGCCAG---------CAGCTGC---TTCCA----C--CACA----------TCATCATCATC------ATCCAAT------------------------------CCA---------TCAATAAAAGCAGAAGC---TGGGT------CCACGAGGCCGCCACAGGCCA
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGGTGACCTGAAATTCTACGCCAATGGACTCGTTCCCGATCCGGTGCTGAGTAAGTAAAAGCCAATCAGCTATGTAATTGTACTTACTAACTGCTTGGTTTTTGTGCAGACGATGTCATCTTGGACTTTATCAATCAGTACTGGCGCCAGCTTTATGAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

V058

head

M026

head

V052

head

V120

male
body

.......................................................................................TAACTGCTTGGTTTTTGTGCAG.................................................. 22 0 1 10.00 10 2 4 1 2 1

.....................................................AGTAAAAGCCAATCAGCTATGTA................................................................................... 23 0 1 1.00 1 0 0 1 0 0

.......................................................................................TAACTGCTTGGTTTTTGTGCAT.................................................. 22 1 1 1.00 1 1 0 0 0 0

.......................................................................................TAACTGCTTGGTTTTTGTGCA................................................... 21 0 1 1.00 1 0 1 0 0 0

......................................................................................CTAACTGCTTGGTTTTTGTGCA................................................... 22 0 1 1.00 1 1 0 0 0 0

....................................................................................TACTAACTGCTTGGTTTTTGT...................................................... 21 0 1 1.00 1 0 0 0 0 1

......................................................................................CTAACTGCTTGGTTTTTGTGC.................................................... 21 0 1 1.00 1 1 0 0 0 0

......................................................................................CTAACTGCTTGGTTTTTGTGCAG.................................................. 23 0 1 1.00 1 0 0 0 1 0

.......................................................TAAAAGCCAATCAGCTATGT.................................................................................... 20 0 1 1.00 1 0 0 1 0 0

.......................................................................................................................CTTGGACTTTATCAATCAGTACTGGCGCC........... 29 0 1 1.00 1 0 0 1 0 0

..................................................GTAAGTAAAAGCCAATCAGCTA....................................................................................... 22 0 1 1.00 1 0 0 0 0 1

...........................................................................................TGCTTGGTTTTTGTGCAG.................................................. 18 0 1 1.00 1 1 0 0 0 0

.........GAAATTCTACGCCAATGGACT................................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0

Anti-sense strand reads

CCCACTGGACTTTAAGATGCGGTTACCTGAGCAAGGGCTAGGCCACGACTCATTCATTTTCGGTTAGTCGATACATTAACATGAATGATTGACGAACCAAAAACACGTCTGCTACAGTAGAACCTGAAATAGTTAGTCATGACCGCGGTCGAAATACTC

**************************************************..((((((((((.(((.((.((((......)))))).))).)))))))))).....*****************************************************
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
droYak3 2L:9677930-9678088 + dya_269 GGGTGACCTGAAATTCTACGCCAATGGACTCGTTCCCGATCCGGTGCTGAGTAAGTAAA-A-----------------GCCAA-TCAG-----CTAT-GTAATTG--------TA---CT---------TACTAAC--------------TG--CTT--------GGTT----TTTGT-------GCAGACGATGTCATCTTGGACTTTATCAATCAGTACTGGCGCCAGCTTTATGAG
droEre2 scaffold_4929:12200019-

12200183 -
GGGTGACCTGAAGTTCTACGCCAATGGACTTGTTCCCGATCCGGTGCTGAGTAAGTAGT-A-----------------GCCAA-TCAG-----ATTT-GT---TG--------TA---CTATATAGTACTACTAAC--------------TG--CTT--------TATT----TTCGT-------CTAGACGATGTCATCTTGGACTTCATCAATCAGTACTGGCGCCAGCTTTATCAG

droSec2 scaffold_5326:346-505 + GGGTGACCTGAAATTCTACGCCAATGGACTAGTTCCCGATCCGGTGCTGAGTACGTAAT-A-----------------ACCAA-TCAG-----CTTT-ATTATAG--------CA---CT---------TACTAAA--------------CTG-CTT--------TGTT----TTCGC-------TCAGACGATGTCATCTTGGACTTTATCAATCAGTATTGGCGCCAGCTTTACCAG
droSim2 2l:12859277-12859436 + GGGTGACCTGAAATTCTACGCCAATGGACTAGTTCCCGATCCGGTGCTGAGTACGTAAT-A-----------------ACCAA-TCAG-----CTTT-ATTATAG--------CA---CT---------TACTAAA--------------CTG-CTT--------TGTT----TTCGC-------TCAGACGATGTCATCTTGGACTTTATCAATCAGTACTGGCGCCAGCTTTACCAG
dm3 chr2L:13238917-13239078 + GGGTGACCTGAAATTCTACGCCAATGGACTAGTTCCCGATCCGGTGCTGAGTACGTAAT-A-----------------GCCAA-TCAGTA---CTTA-CTTATAG--------TA---CT---------TACTAAA--------------CTG-CTT--------TGTT----TTCGT-------TCAGACGATGTCATCTTGGACTTTATCAATCAGTACTGGCGCCAGCTTTACCAG
droEug1 scf7180000409554:158925-

159084 -
GGGTGACCTGAAATTCTACGCCAACGGCCTAGTTCCGGATCCAGTACTTAGTGAGTGAT-T-----------------GTCCTCTT-GAG---CTCA-GTTACA---------TA---AA---------GACTAAA--------------CT--CTT--------GATT----TCTGT-------TTAGACGATGTCATCTTGGACTTTATTAATCAGTACTGGCGTCAACTGTATCAG

droBia1 scf7180000302408:3125571-
3125730 -

GGGTGACCTGAAATTCTACGCCAATGGACTAGTTCCCGATCCGGTTCTTAGTAAGTGCC-A-----------------GCCAA-TTAAC----CATT-ATTATTG--------TA---CT---------TACTAAT--------------AA--ATT--------TATT----TCCGT-------TTAGACGACGTTATCTTGGACTTTATCAACCAGTACTGGCGCCAACTCTATCAG

droTak1 scf7180000415287:203294-
203456 +

GGGTGACCTGAAATTCTACGCCAACGGACTAGTTCCCGATCCGGTGCTTAGTAAGTGTCAA-----------------GCCAA-TCACC----CGTA-ATTATTG--------TT---CT---------TACTAAT--------------ATATATT--------TATT----CTCGT-------TTAGACGACGTCATCTTGGACTTTATCAATCAGTACTGGCGCCAACTTTATCAG

droEle1 scf7180000491338:836604-
836762 +

GGGTGACCTGAAATTCTACGCCAATGGACTGGTTCCCGATCCGGTGCTTAGTAAGTGTT-T-----------------GCCAA-CCTC-----TGCT-CTTAGTA--------TT---CC---------AACTAAT--------------CC--ATA--------AATT----TCTGC-------TTAGACGATGTCATCTTGGATTTCATCAATCAGTACTGGCGTCAGCTCTATCAG

droRho1 scf7180000776813:23981-24139
-

GGGTGACCTGAAATTCTACGCCAACGGACTGGTTCCCGATCCGGTGCTAAGTAAGTGCC-T-----------------GTCAA-TCTC-----GGAT-ATTAATA--------TT---CC---------AACTAAA--------------CT--CTT--------AATT----TCTGT-------TTAGACGATGTCATCTTGGATTTCGTCAACCAGTACTGGCGTCAGCTTTATCAG

droFic1 scf7180000448558:4198-4356 + GGGTGACCTGAAATTCTACGCCAACGGACTGGTTCCCGATCCAGTGCTCAGTAAGTGTC-T-----------------GCCTC-TCAAG----TATA-ATTATA---------TT---TT---------AACTAAA--------------AA--TTG--------TAAT----CACTT-------TTAGACGATGTTATCTTGGACTTTATCAATCAGTACTGGCGTCAATTGTATCAG
droKik1 scf7180000302382:717920-

718081 -
GGAAGACCTGCACTTCTATGCCAATGGCCTGGTGCCTGATCCCGCTCTGAGTAAGTGCC-T-----------------GCCAA-AATGTTG--CTTC-TTTCGTA--------TT---CA---------TACTAAA--------------TT--TTA--------TCTT----TCTGT-------TCAGACGATGTCATCTTGGACTTTATCAATCAGTATTGGCGCCAGCTCTATCAG

droAna3 scaffold_12943:1884774-
1884939 +

AGGAGATCTGCGATTTTATGCCAATGGCTTAGTGCCGGATCCAGCTCTGAGTAAGTTCT-TACAATATATATATATAC-------C-G-------------ACTTCTCTTAACAATTTCT---------CA-----------------------CTC--------CAAC----TCTGT-------GTAGACGATGTCATTTTGGACTTTATCAACCAATATTGGCGCCAGCTGTATGAG

droBip1 scf7180000396728:1369959-
1370118 -

AGGAGATCTGCGATTTTATGCCAATGGTTTAGTGCCGGATCCAGCTCTGAGTACGTACT-A-----------------TAAAA-TTTA-----TATA-CCAAATT--------CC---CT---------TCATAAT--------------TTC-TTT--------AAAT----TGTGA-------ATAGATGATGTCATTTTGGACTTTATCAACCAATATTGGCGCCAGCTGTATGAG

dp5 4_group4:4096843-4097011 - GGGCGACCTGCGTTTCTACGCCAACGGCCTGGTGCCCGATCCGGCTCTGAGTAAGCTCC-A-----------------TCGCG-CCCT-----AATTACTAAAAC--------CA---CT---------ATCTAAA--------------ACT-CTTGTGTCTCTTGTG----TGTGT-------GCAGACGATGTCATCTTGGACTTTATAAACCAGTACTGGCGGCAGCTCTATCAG
droPer2 scaffold_10:3136451-3136619 - GGGCGACCTGCGTTTCTACGCCAACGGCCTGGTGCCCGATCCGGCTCTGAGTAAGCTCC-A-----------------TCGCG-CCCT-----AATTACTAAAAC--------CA---CT---------CTCTAAA--------------ACT-CTTGTGTCTCTTGTG----TGTGT-------GCAGACGATGTCATCTTGGACTTTATAAACCAGTACTGGCGGCAGCTCTATCAG
droWil2 scf2_1100000004521:12125439-

12125600 -
CGGTGACCTGCGTTTCTATGCCAATGGCCTGGTGCCCGATCCAGCTTTAAGTAAGTTTT-------------------GCAAA-ATAGTTT--GCGC-TTAAGAA--------AT---TA---------AACTAAT--------------TTT-CAT--------CGCT----TCTTT-------GTAGACGATGTCATCTTGGACTTCATTAATCAATATTGGCGACAACTCTATGAG

droVir3 scaffold_12723:3553559-
3553735 -

GGGTGACATGCGCATCTATGCCAATGGCCTGGTGCCCGACCCGGCGCTGAGTGAGTGCG-AAAAAACCATATTCTTCT-------C-A---AATGCA-ATGACA---------AATTTTA---------TA-----------------------ATC--------CAAACAATTCCATTGAATTAACAGATGATGTCATACTGGATTTCATCAACCAATACTGGCAACAGCTATATCAG

droMoj3 scaffold_6500:15262621-
15262782 +

GGGCGACATGCGCATCTATGCCAATGGCCTGGTGCCCGACCCAGCGCTAAGTAGGTTCA-------------------GCAA--ACGGC----CAAC-AG--ATG--------CA---C-----------ATTAAC----------TTAAACAATTT--GCCTTTCGA--------TT-------GCAGACGATGTCATCTTGGACTTTATCAATCAATATTGGCGCCAGCTGTATCAA

droGri2 scaffold_14978:181622-181797
-

GGGTGACATGCGCATCTATGCCAATGGCCTGGTGCCCGATCCAGCGTTGAGTGAGTGCA-TACACAGCATAATCGCAT-------C-G---ATTGAT-AT------------------------------ATGAATACATATTTATAT--------------------AAATTTCAATTGAATTCATAGATGATGTCATTCTGGACTTTATCAATCAGTACTGGCGCCAGCTATATCAG
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CGACGAAGCATACACACTGACATTTTCATTGGGGCTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGCAAAGAAGTTAACAACAGCAGCTGCCGCTCGCTTTGTCCGCCCCTTCCGCTTGCCCCCTCTCCCCTTGGGCTCCCTTGGAAGAGCGCAGAAAATCGGGTGAAAACAACGTGTGCAAGAACGAACGGATGAAGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

M026

head

M043

female
body

V052

head

V058

head

.........................................................................................................................TGCCGCTCGCTTTGTCCGCCC.......................................................................................... 21 0 1 3.00 3 3 0 0 0 0

.........................................................................................................................TGCCGCTCGCTTTGTCCG............................................................................................. 18 0 1 3.00 3 0 3 0 0 0

.........................................................................................................................TGCCGCTCGCTTTGTCCGC............................................................................................ 19 0 1 1.00 1 0 1 0 0 0

.........................................................................................................................TGCCGCTCGCTTTGTCCGCCT.......................................................................................... 21 1 1 1.00 1 0 1 0 0 0

.........................................................................................................................TGCCGCTCGCTTTGTCCGT............................................................................................ 19 1 1 1.00 1 0 0 0 1 0

Anti-sense strand reads

GCTGCTTCGTATGTGTGACTGTAAAAGTAACCCCGAGGCGGTTTCGTCTCGTACACTACTTTTAGCAACCGTTTCGCCCGCCCCGCTATTTCGTCGGCCGTTTCTTCAATTGTTGTCGTCGACGGCGAGCGAAACAGGCGGGGAAGGCGAACGGGGGAGAGGGGAACCCGAGGGAACCTTCTCGCGTCTTTTAGCCCACTTTTGTTGCACACGTTCTTGCTTGCCTACTTCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

V058

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3L:9303640-9303871 - dya_1785 CGACG----AAGCATA--CACACTGACATTTTCATTGGG-G--------CTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------ACAGCAGCTGCC-G---CTCGCTTTG--T----------------------------CCGC--------------CCCTTCCGCTTGCCC----------------------------------------C-C-----------------------------------------------------------------------------------------------------------------------------------------------------------------------TCT----------CCCCTT--------------G-GGC---------T-CCC--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGTGCAAGAACGAACG------------------------GATGAAGG
droEre2 scaffold_4784:2651705-

2651930 +
der_144 CGACG----AGGCATA--CACACTGACATTTTCATTGGGGG--------CTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------ACAGCAGCTGCC-G---CTCGCTTTG--T----------------------------CCGC--------------CCCTTCCGCTTGCCC----------------------------------------C-C----------------------------------------------------------------------------------------------------------------------------------------------------------------------CT--------------------------------C-CGC---------C-CCC--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGTGGAAGAACGAACG------------------------GATGAAGG

droSec2 scaffold_2:2656147-2656384
+

CGACG----AGGCATA--CACACTGACATTTTCATTGGGGG--------CTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------ACAGCAGCTGCC-GCCGCTCGCTTTG--T----------------------------CCGC--------------CTCTTCCGCTCGCCC----------------------------------------C-C----------------------------------------------------------------------------------------------------------------------------------------------------------------------CTGC----------CCCCTT--------------C-AGC---------CCCAC--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGTGCAAGAACGAACG------------------------GATGAAGG

droSim2 3l:2519949-2520186 + CGACG----AGGCATA--CACACTGACATTTTCATTGGGGG--------CTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------ACAGCAGCTGCC-GCCGCTCGCTTTG--T----------------------------CCGC--------------CTCTTCCGCTCGCCC----------------------------------------C-C----------------------------------------------------------------------------------------------------------------------------------------------------------------------CTGC----------CCCCTT--------------C-AGC---------CCCAC--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGTGCAAGAACGAACG------------------------GATGAAGG
dm3 chr3L:2632622-2632859 + CGACG----AGGCATA--CACACTGACATTTTCATTGGGGG--------CTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGCGGCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------ACAGCAGCTGCC-GCCGCTCGCTTTG--T----------------------------CCGC--------------CTCTTCCGCTCGCCC----------------------------------------C-C----------------------------------------------------------------------------------------------------------------------------------------------------------------------CTGC----------CCCTTT--------------C-AGC---------CCCAC--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGTGCAAGAACGAACG------------------------GATGAAGG
droEug1 scf7180000409466:359387-

359623 +
CGACG----AGGCATA--CACACTGACATTTTCATTGGGGG--------CTCCGCTAAAGCAAAACATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------ACAGCAGCTGCC-G---CTCGCTTTG--T----------------------------CC----------------CTCTTCCGCTCCCCCAC----A----C----------------------------C-C----------------------------------------------------------------------------------------------------------------------------------------------------------------------CTGC----------TCCCCG--------------T-CGC---------CCCCT--TGGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGTGCAAGAAAGAACG------------------------GATGAAGG

droBia1 scf7180000302428:9411088-
9411332 +

CGACG----AGGCATA--CACACTGACATTTTCGTTGGGGG--------CTCCGCTAAAGCAAAACATGTGATGAAAATCGCTGGCAAAGCGGGCGGGCCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------A---CAGCTGCC-G---CTCGCTTTG--T----------------------------CCGC--------------CTCTTCCGCTTCCCC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CG---------GC-CCCC----------GCCCCTTCCTGCCCC-------------CGG-----C------TCCCTCC--TGGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGGGCAAGAACGAACG------------------------GATGAAGG

droTak1 scf7180000415857:429796-
430009 +

CGACG----AGGCATA--CACACTGACATTTTCATTGGGGG--------CTCCGCTAAAGCAAAACATGTGATGAAAATCGTTGGCAAAGCGGGCGGGCCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------A---CAGCTGCC-G---CT----------------------------------------------------------CTTCCGCTCCCCCCCCCCCT----C----------------------------C-C----------------------------------------------------------------------------------------------------------------------------------------------------------------------CTGC----------TC--CC--------------TCCGC---------C-C-C----------------TGCAGAAAATCGGGTGAAAACAACGTGGGCAAGAACGAACG------------------------GATGAAGG

droEle1 scf7180000491249:2747802-
2748037 -

CGACG----AGGCATA--CACACTGACATTTTCATTGGGGG-------GCTCCGCTAAAGCAAAACATGTGATAAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------ACAGCAGCTGCC-G---CTCGCTTTG--T----------------------------CC-C--------------CTCTTCCGTTTTCCC----------------------------------------C-CCGCTTCA------C------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCG--------------T-C-C---------CCCCC--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACGACGTGGGCAAGAACGAACG------------------------GATGAAGG

droRho1 scf7180000758401:30331-
30560 -

CGACG----AGGCATA--CACACTGACATTTTCATTGGGGG-------GCTCCGCTAAAGCAAAACATGTGATGAAAAACGTTGGTAAAGCGGGCGGGGCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------ACAGCAGCTGCC-G---CTCGCTTTG--T----------------------------CC-C--------------CTCTTCCGTTTCCTC----------------------------------------C-T--CTTCA------C------------------------------------------------------------------------------------------------------------------------------------------------------------------------CT--------------------C---------CCCCC--TTGG--ACGA---GCGCAGAAAATCGGGTGAAAACAACGTGGGCAAGAACGAACG------------------------GATGAAGG

droFic1 scf7180000454105:959640-
959867 +

CGACG----AGGCATA--CACACTGACATTTTCATTGGGGG--------CTCCGCTAAAGCAAAGCATGTGATAAAAATCGTTGGCAAAGCGGGCGGGCCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------ACAGCAGCTGCC-G---CTTGCTTTG--T----------------------------CCGC--------------CTCTTCCGCTTCCCC----------------------------------------C-C-G--------------------------------------------------------------------------------------------------------------------------------------------------------------------CTGC----------TC--------------------------------CCCTC--TTGG--AAGA---GCGCAGAAAATCGGGTAAAAACAACGTGGGCAAGAACGAACG------------------------GATGAAGG

droKik1 scf7180000302441:1073418-
1073723 -

CGATG----AGGCATA--CACACTGACATTTTCATTGGGGGCTCCGCTGCTCCGCCAAAGCATAGCATGTGATGAAAATCGTTGGCAAAGCGGGCAGAGCGATAAAGCAGCCGGC--AAAGAAGTTAACA----------------------------------------------------ACAGCAGCTGCC-GCCGCTCGCTTTG--TCCC--CGTCTCCCCTTCGCCGCTCTTCT----TCT------TCTT--------------------------------------------------------------------------------------------------------------------------C---TTCTGCTGCTGCTTGT--------GCTTCCTCTTTCTGCTCTTCCCTGCTTCCCGTTGCCCGCCACCGC---T-----------------------------------------------------------------C------C-CCCGC--TTCG--AACA---GCGCAGAAAATCGGGTGAAAA---CGTGTGCAAGAACGAACG------------------------GATGAAGG

droAna3 scaffold_13337:9448842-
9449093 -

GGCG------GGCATACACACACAGACATTTTCATTGGAGC----------CCCCCAAAGCAGAGCATGTGATGAAAATCGTGGCCAAAGCGGGCGGTGCGATAAAGCAGCCGGC--AAAGAAGTTAACA-------------------------------------------------------GCAGCTGTC-GCTGCCTCCTCTGCGTCCCCTCGTTCTCCCTCA---G-------------------------CTCTTCCGCTTCCTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGTCTC-----------CGCCTCCTCTTC----------CCCCTTCAGTTCGTTATATT-----C------TT-CTTC--TTCG----CA---GCGCAGAAAATCGGGTGAAAAC-------------------G------------------------AACGAAGG

droBip1 scf7180000396544:259759-
260015 -

CG--G----GGGCATA--CACACAGACATTTTCATTGGAGC----------CCCCCAAAGCAGAGCATGTGATGAAAATTGTGGCCAAAGCGGGCAGTGCGATAAAGCAGCCGGC--AAAGAAGTTAACA-------------------------------------------------------GCAGCTGTC-GTTGCCTCCTCTTCGTCCCCTCGTTCTCCCTCA---G-------------------------CTCTTCCGCTTCCTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TG---------TGCCCCCGCCTACTCTTC----------CC-CTACGGTTCGTTATATT-----CTTCTTCTTCTT-CT-TCG-----CA---GCGCAGAAAATCGGGTGAAAAC-------------------G------------------------AACGAAGG

dp5 XR_group3a:1305414-1305720
-

CAATGGCCAAGGCATA--CACACTGACATTTTCATTGGGGG--------CTCCGCCAAAGCAAAGCATGTGATGAAAATCATAGTCAAAGTGGAGCGCACGATAAAGCAGCCGGC--AAAGAAGTTAACAAA--TAACAGCGGCC-----------------------------------CAACAACAGCTGCCTGCCGCT---------------------------------------------GCTTCTGCTT--------------------------------------------------------------------------------------------------------------------------C---TGCTGCTGCTGCTTGTCGGTTGTCGCTT------T-------------------GTTGCCCGCCACAGTCGCTCAGTCTCCGTCGCG-TCCC----------GTCCCTTCCCGTCCC-------------GTC-----C------CT-CCAC--TTGCACACTA---GCGCAGAAAATCGGGTGAAAA---CGTGTGAAAGAACGAAC----------------------------GAAGG

droPer2 scaffold_23:1336981-1337287
-

CAATGGCCAAGGCATA--CACACTGACATTTTCATTGGGGG--------CTCCGCCAAAGCAAAGCATGTGATGAAAATCATAGTCAAAGTGGAGCGCACGATAAAGCAGCCGGC--AAAGAAGTTAACAAA--TAACAGCGGCC-----------------------------------CAACAACAGCTGCCTGCCGCT---------------------------------------------GCTTCTGCTT--------------------------------------------------------------------------------------------------------------------------C---TGCTGCTGCTGCTTGTCGGTTGTCGCTT------T-------------------GTTGCCCGCCACAGTCGCTCAGTCTCCGTCGCG-TCCC----------GTCCCTTCCCGTCCC-------------GTC-----C------CT-CCAC--TTGCACACTA---GCGCAGAAAATCGGATGAAAA---CGTGTGAAAGAACGAAC----------------------------GAAGG

droWil2 scf2_1100000004729:2260604-
2260897 +

GGCCA----AGGCATA--CACACTGACATTTTCATTGGGGG-------GAACAGC-----CAGAGCATGTGATGAAAATCAGAGCCAAAGCGCAGAGCATGATAAAGCAGCCGGC--AAAGAAGTTAACAAA-ATAACGGCGACC-----------------------------------CAACAACAGCTGCC-GCTGC---CGCCG--C----------------------------CA-C--------------CGCCACTGTAAC-------------------------------------------CCCC-----GCCACCACCGCC---ACATCTACATTGTGGCT------------------GCTG---G---TGCTGCTGCTG-------------------------------------------------------------------------------------------------------------------------------------------CT--GTTG--CCGC---GCGCAGAAAATCGGGTGAAAA---CGTGTAAAAGAATAAACGAAGCAGAAGCATAAAAGAAGTAAAGAAGAAAG

droVir3 scaffold_13049:5111971-
5112284 -

TGGCG--TAAAGCATA--CACACTGACATTTTCATTGGG-G--------CTCCGCTAAAGCGGAGCATATGATGAAAATCATAGCCAAAGCGGAGCACACGATAAAGCAGCCGGCC-AGAGAAGTTAACAAA--TAACGGCGACCCACAGCCGCCGTCGCCGTCGCTGCCATCGCAAAGCCAGCAACAGCTGCC-G---CTCTGCT-------------------------------------GCTG------TTGCC---------------GTC-------------------------------GCCATCGTC-----GTCATCAACCCGCCGCCACCGACACCGCTGCT------------------GCTGCTGCTGCTGCTGCCGCTG--------------------------------------------------------------------------------------------------------------------------------------------CTGTCAG--AAGGCCCGCGCAGAAAATCGGGTGAAAA---CGTGCGAAAGAATGAACG--------------------------------

droMoj3 scaffold_6680:3492681-
3493026 -

GGGCA--CAAAGCATA--CACACTGACATTTTCATTGGG-G--------CTCCGCTAAAGCGGAGCATGTGATGAAAATCATAGCTGAAGCGGAGCGCACGATAAAGCAGGCAGCCAAGAGAAGTTAACAAA--TAACGGCGACCCACAGCCGCCGTCGCCGTCGCTGCCATCGCAAAACCAACAACAGCTGCC-G---CTCTGTT-------------------------------------GCTG------CTGCT---------------GCCGTCGCCGTCGTTGCCGCCACCGTCAGCCATCGCCATCGTC-----GTCATCAACCCGCCGCTGCCGCCGCCGCCGCC------------------ACCGCTTCTACTGCTGCTGCTG--------------------------------------------------------------------------------------------------------------------------------------------CTGTCAG--AAGGCCCGCGCAGAAAATCGGGTGAAAA---CGTGTGAAAGAATGAACG--------------------------------

droGri2 scaffold_15110:9856191-
9856495 +

TGGCG--CAAAGCATA--CACACTGACATTTTCATTGGGGG--------CTCCGCTAAAGCGGAGCATGTGATAAAAATCATAGCCAAAGCGGAGCGCACGATAAAGCAGCCGGGCAAGAGAAGTTAACAAATATAACGGCGACCA-----------------------------AAAACCAACAACAGCTGCC-G---CTCTGTT-------------------------------------GCTG------CTGCT---------------GTTGCTGCTG----------------------------GCGTC-----GTCATCACCCCG---CCACCGACACCTCTGCTGCTGCTGTTGCTCTTGCCATTG----------------------------------------------------------------------------------------------------------TTGT----------TGTTGT--------------T-GGT---------GCTGC--TCAG--AAGGCCCGCGCAGAAAATCGGGTGAAAA---CGTGTGAAAGAATGAACG--------------------------------
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AATAATAATATTGATGTTATCATCGTAAGTAACGCATCTAACTGCAATTGTGTGGAAACCTCATTGAAAATTTATGACCGAAACTTATTTTCAATCGCGCTTTCTCGCAGTTTCAGCTGTTTACCAGTTTTTCATGAGTCATGGCCCAGTCAAGGATT

***********************************......(((.(((((((.((((.....(((((((((...............))))))))).....)))).))))))).)))......************************************
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M026

head

V058

head

M043

female
body

V052

head

..................................................TGTGGAAACCTCATTGAAAATT...................................................................................... 22 0 2 6.00 12 11 0 1 0

.......................................................................................TTTTCAATCGCGCTTTCTCG................................................... 20 0 2 2.50 5 5 0 0 0

.......................................................................................TTTTCAATCGCGCTTTCTCGC.................................................. 21 0 2 1.00 2 1 0 1 0

................................................TGTGTGGAAACCTCATTGAAAAT....................................................................................... 23 0 2 0.50 1 0 1 0 0

..................................................TGTGGAAACCTCATTGAAAAT....................................................................................... 21 0 2 0.50 1 0 1 0 0

................................................TGTGTGGAAACCTCATTGAA.......................................................................................... 20 0 2 0.50 1 1 0 0 0

Anti-sense strand reads

TTATTATTATAACTACAATAGTAGCATTCATTGCGTAGATTGACGTTAACACACCTTTGGAGTAACTTTTAAATACTGGCTTTGAATAAAAGTTAGCGCGAAAGAGCGTCAAAGTCGACAAATGGTCAAAAAGTACTCAGTACCGGGTCAGTTCCTAA

************************************......(((.(((((((.((((.....(((((((((...............))))))))).....)))).))))))).)))......***********************************
Read
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#
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head
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3L:22970834-22970991 - dya_100 AATAATAATATTGATGT---------T----A---TCATCGT-AAGTAAC-----------GCA-TCTAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTATGACCGAA-ACTTATTTTCAATCGCGCTTTC---TCGCAGTTTC-------------------------------------------AGCTGTTTACCAGTTTT--------------TC-ATGAGTCATGGCCCAGTCAAGGATT
droEre2 scaffold_4784:22179565-

22179735 -
AATAATAATAATAATATTATTGATGATGATGA---TTATCGT-GAAAAAT-----------GCA-TCCAACGGCAATTGCTTGGAAAGCTC------------------------------------------------------ATTGAAAATTTATGACCGAA-ACTCATTTTCAATCGCGATTTC---CCGCAGTTTC-------------------------------------------AGCTGTTTTTCAGCTTT--------------TC-ATGAGTCATGGCAGAGTCAAGGATT

droSec2 scaffold_11:2445762-2445925
-

AATAATAATTATATTG------ATGATGATGA---TTATCGT-GGAAAAT-----------GCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTATGACCGAA-ACTTATTTTCAATCGCGCTTT----TCGCAGTTTC-------------------------------------------TGCTGTTTACCAGTTTT--------------TC-ATGAGTCATGGTCGAGTCAAGGATT

droSim2 3l:22029765-22029925 - AATAATTATATTGATGA---------TGATGA---TTATCGT-GGAAAAT-----------GCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTATGACCGAA-ACTTATTTTCAATCGCGCTTT----TCGCAGTTTC-------------------------------------------TGCTGTTTACCAGTTTT--------------TC-ATGAGTCATGGTCGAGTCAAGGATT
dm3 chr3L:22510122-22510282 - AATAATTATATTGATGA---------TGATGA---TTATCAT-GGAAAAT-----------GCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTATCGCCGAA-ACTTATTTTCAATCGCGCTTT----TCGCAGTTTC-------------------------------------------TGCTGTTTACCAGTTTT--------------TC-ATGAGTCATTGTCGAGTCATGGATT
droEug1 scf7180000409801:97669-

97818 -
AATAAC------GATGA------------------TAATCGA-GAAAAAC-----------GCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTATGAGCGAA-ACTCATTTTCAATCGCGCTTT----TCCCAGTCCC-------------------------------------------TGCTGTTTACCCGCTTC--------------CCAATGCGTCATGGCCAAGTCGAGGATT

droBia1 scf7180000302377:743192-
743343 +

TAC-----TACCGATGA------------------TAGTCGA-GAAAAAT-----------GCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTACGACCGAA-ACTCATTTTCAATCGCGCTTTT---TCTCAGTTCC-------------------------------------------TGCTGTTTACCCGCTTT--------------TCAATGAGTCATGGCAAAGCCAAGGATT

droTak1 scf7180000415491:453908-
454058 -

AATAAT------GATGA------------------TAATCGT-GGAAAAT-----------GCA-TCCAGCTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTACGACCGAA-ACTCATTTTCAATCGCGCTTTT---TCCCAGTTTC-------------------------------------------TGCTGTTTACCCGTTTT--------------TCAATGAGTCATTGCGAAGTCAAGGATT

droEle1 scf7180000491199:235823-
235978 +

AATAATAATATTGATGA------------------TAATCGT-GAAAAAT-----------GCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAGAATTTACGACCGAA-ACTCATTTTCA-TCGCGCTTTT---TCTCAGCTCT-------------------------------------------TGCTGTTTACCCGTTTT--------------TCAATGAGTCATGACGCAGGCTAGGATT

droRho1 scf7180000779133:20660-
20816 +

AATAATAATAATGACGA------------------TAATCGT-GAAAAAT-----------GCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTACGACCCAA-ACTCATTTTCAATCGAACTTTT---TCTCAGTTCT-------------------------------------------TGCTGTTTACCCGTTTT--------------TCAATGAGTCATGGCTAAGTCTAGAATT

droFic1 scf7180000453830:519731-
519887 +

AATAATAATACCGATGA------------------TAATCGT-GAAAAAT-----------GCA-CCCGACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTACGACCGAA-ACTCATTTTCAATCGCACTTTT---TCCCAGTTCC-------------------------------------------TGCTGTTTACCCGTTTT--------------TCAATGAGTCATGGCGAGCTGTAGGATT

droKik1 scf7180000302808:847437-
847580 -

GGT------------GA------------------TAATCGT-A-AAAAT-----------GCA-TCCAACTGCAATTGTGTGGAAACCCC------------------------------------------------------ATCGAAAATTTACGACCGAA-GCTTATTTTCAATCGCACTTTT---TCCCAGTTCC-------------------------------------------TTCTGTTTACCCGTTTT--------------TCAATGAGTCATGGCAAAGTTGAAGATT

droAna3 scaffold_13337:22246817-
22246904 -

G----------------------------------------------------------------------------------------------------------------------------------------------------GAAATTTACGTTTCGG-ACTAATTTTGAATT------TATCTGTGC---ACT-------------------------------------------TTCTGTTAACCCGCTTT--------------TCAATGAGTTATGGAAGAGTTCACGATG

droBip1 scf7180000396426:573747-
573834 +

G----------------------------------------------------------------------------------------------------------------------------------------------------GGAATTTACGATTCGT-ACTAATTTTGAATT------TATCTTTGC---ACT-------------------------------------------TTCTGTTAACCCGCTTT--------------CCAATGAGTTATGGAGGAGTTCACGATG

dp5 XR_group8:185019-185207 - AATAATAGCTGCGATG---------------------ATCGTTAAAAAGT-----------GCA-TTCATCTGTAATTGCGTGGAAACACTCGTAATCGTAATCGTAATCGTACCCGTACTCGTACCCGTACCCGTACCCGTAGAATTGTAAATTTACGATT---------------------TCTTT---GCATAGTTTT-------------------------------------------TGCTGCTTTTTTCCCCA--------------CAAATGAGTCATGGCATTATTCTGCATT
droPer2 scaffold_80:81812-81982 + AATAATAGCTGCGATG---------------------ATCGTTAAAAAGT-----------GCA-TTCATCTGTAATTGCGTGGAAACACTCGTAATCGTAATCGTAATCGTACC------------------CGTACCCGTAGAATTGTAAATTTACGATT---------------------TCTTT---GCATAGTTTT-------------------------------------------TGCTGCCTTTTTCCCCA--------------CAAATGAGTCATGGCATTATTCTGCATT

droWil2 scf2_1100000004511:7263987-
7264208 +

AATCATAAGT-----TT------------------TGGTTTT-AACGAGTTCGCTTTTTTCCCATTTGAACTGCAATTGCGTGGAAAGCTC------------------------------------------------------ATTGCAAATTTATGACCTAAAAGTCATTTTCATGCTGCATTTT---TCTTGTCTCCCTCTCTTTCTCTCCTTTTGGATATATATTTTTTTTTTATGCTCTGCTCTCTTTCAGTTTTTTGTTGTTGCTTGCAAAATGAATCATGTGGTAGTTAAGTATT

droGri2 scaffold_15110:14941120-
14941261 -

TATATTTATTTTTTTGC---------TAATGTGCATAA-----GGAGAAT---------TCTCA-TTGAACTGCAATTGTGTGGAAAC-TC------------------------------------------------------ATTGGAGATTTATGTGCGAACAGTCAATTTCG------------------AGTTTT-------------------------------------------TGCT-------TGTGCA--------------CAAATGAGTCAGCGAGTATTTTTAGATA
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ID:

dya_91

Coordinate:

v2_chr3L_random_335:10501-10558 -

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intergenic

No Repeatable elements found

mature

1. dya_100  3L:22970920-22970941 -
2. dya_91  v2_chr3L_random_335:10537-10558 -

star

1. dya_100  3L:22970885-22970904 -
2. dya_91  v2_chr3L_random_335:10502-10521 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AATAATAATATTGATGTTATCATCGTAAGTAACGCATCCAACTGCAATTGTGTGGAAACCTCATTGAAAATTTATGACCGAAACTTATTTTCAATCGCGCTTTCTCGCAGTTTCAGCTGTTTACCAGTTTTTCATGAGTCATGGCCCAGTCAAGGATT

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

V058

head

M043

female
body

V052

head

..................................................TGTGGAAACCTCATTGAAAATT...................................................................................... 22 0 2 6.00 12 11 0 1 0

.......................................................................................TTTTCAATCGCGCTTTCTCG................................................... 20 0 2 2.50 5 5 0 0 0

.......................................................................................TTTTCAATCGCGCTTTCTCGC.................................................. 21 0 2 1.00 2 1 0 1 0

..................................................TGTGGAAACCTCATTGAAAAT....................................................................................... 21 0 2 0.50 1 0 1 0 0

................................................TGTGTGGAAACCTCATTGAAAAT....................................................................................... 23 0 2 0.50 1 0 1 0 0

................................................TGTGTGGAAACCTCATTGAA.......................................................................................... 20 0 2 0.50 1 1 0 0 0

Anti-sense strand reads

TTATTATTATAACTACAATAGTAGCATTCATTGCGTAGGTTGACGTTAACACACCTTTGGAGTAACTTTTAAATACTGGCTTTGAATAAAAGTTAGCGCGAAAGAGCGTCAAAGTCGACAAATGGTCAAAAAGTACTCAGTACCGGGTCAGTTCCTAA

************************************...((.(((.(((((((.((((.....(((((((((...............))))))))).....)))).))))))).))).))...***********************************
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
droYak3 v2_chr3L_random_335:10451-

10608 -
dya_91 AATAATAA------T------ATTGATG-------TTATCATCGT-AAGTAA-----------CGCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTATGACCGAA-ACTTATTTTCAATCGCGCTTTC---TCGCAGTTTCA-------------------------------------------GCTGTTTACCA--------------GTTTTTC-ATGAGTCATGGCCCAGTCAAGGATT

droEre2 scaffold_4784:22179565-
22179726 -

AATAATAT------T------ATTGATG---ATGATGATTATCGT-GAAAAA-----------TGCA-TCCAACGGCAATTGCTTGGAAAGCTC------------------------------------------------------ATTGAAAATTTATGACCGAA-ACTCATTTTCAATCGCGATTTC---CCGCAGTTTCA-------------------------------------------GCTGTTTTTCA--------------GCTTTTC-ATGAGTCATGGCAGAGTCAAGGATT

droSec2 scaffold_11:2445762-2445928
-

AGTAATAA------TAATTATATTGATG---ATGATGATTATCGT-GGAAAA-----------TGCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTATGACCGAA-ACTTATTTTCAATCGCGCTTT----TCGCAGTTTCT-------------------------------------------GCTGTTTACCA--------------GTTTTTC-ATGAGTCATGGTCGAGTCAAGGATT

droSim2 3l:22029765-22029925 - AATAATTA------T------ATTGATG---ATGATGATTATCGT-GGAAAA-----------TGCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTATGACCGAA-ACTTATTTTCAATCGCGCTTT----TCGCAGTTTCT-------------------------------------------GCTGTTTACCA--------------GTTTTTC-ATGAGTCATGGTCGAGTCAAGGATT
dm3 chr3L:22510122-22510288 - ACTTATAA------TAATTATATTGATG---ATGATGATTATCAT-GGAAAA-----------TGCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTATCGCCGAA-ACTTATTTTCAATCGCGCTTT----TCGCAGTTTCT-------------------------------------------GCTGTTTACCA--------------GTTTTTC-ATGAGTCATTGTCGAGTCATGGATT
droEug1 scf7180000409801:97669-

97821 -
AATAATAA------------------------CGATGATAATCGA-GAAAAA-----------CGCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTATGAGCGAA-ACTCATTTTCAATCGCGCTTT----TCCCAGTCCCT-------------------------------------------GCTGTTTACCC--------------GCTTCCCAATGCGTCATGGCCAAGTCGAGGATT

droBia1 scf7180000302377:743192-
743343 +

TACT-----------------AC---------CGATGATAGTCGA-GAAAAA-----------TGCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTACGACCGAA-ACTCATTTTCAATCGCGCTTTT---TCTCAGTTCCT-------------------------------------------GCTGTTTACCC--------------GCTTTTCAATGAGTCATGGCAAAGCCAAGGATT

droTak1 scf7180000415491:453908-
454061 -

AATAATAA------------------------TGATGATAATCGT-GGAAAA-----------TGCA-TCCAGCTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTACGACCGAA-ACTCATTTTCAATCGCGCTTTT---TCCCAGTTTCT-------------------------------------------GCTGTTTACCC--------------GTTTTTCAATGAGTCATTGCGAAGTCAAGGATT

droEle1 scf7180000491199:235817-
235978 +

AATAATAA------TAATAATAT---------TGATGATAATCGT-GAAAAA-----------TGCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAGAATTTACGACCGAA-ACTCATTTTCA-TCGCGCTTTT---TCTCAGCTCTT-------------------------------------------GCTGTTTACCC--------------GTTTTTCAATGAGTCATGACGCAGGCTAGGATT

droRho1 scf7180000779133:20657-
20816 +

AATAATAA------T------AA---TA---ATGACGATAATCGT-GAAAAA-----------TGCA-TCCAACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTACGACCCAA-ACTCATTTTCAATCGAACTTTT---TCTCAGTTCTT-------------------------------------------GCTGTTTACCC--------------GTTTTTCAATGAGTCATGGCTAAGTCTAGAATT

droFic1 scf7180000453830:519731-
519887 +

AATAATAA------T------AC---------CGATGATAATCGT-GAAAAA-----------TGCA-CCCGACTGCAATTGTGTGGAAACCTC------------------------------------------------------ATTGAAAATTTACGACCGAA-ACTCATTTTCAATCGCACTTTT---TCCCAGTTCCT-------------------------------------------GCTGTTTACCC--------------GTTTTTCAATGAGTCATGGCGAGCTGTAGGATT

droKik1 scf7180000302808:847437-
847583 -

AA------------------------------CGGTGATAATCGT-A-AAAA-----------TGCA-TCCAACTGCAATTGTGTGGAAACCCC------------------------------------------------------ATCGAAAATTTACGACCGAA-GCTTATTTTCAATCGCACTTTT---TCCCAGTTCCT-------------------------------------------TCTGTTTACCC--------------GTTTTTCAATGAGTCATGGCAAAGTTGAAGATT

droAna3 scaffold_13337:22246817-
22246904 -

G-------------------------------------------------------------------------------------------------------------------------------------------------------GAAATTTACGTTTCGG-ACTAATTTTGAATT------TATCTGTGC---ACTT-------------------------------------------TCTGTTAACCC--------------GCTTTTCAATGAGTTATGGAAGAGTTCACGATG

droBip1 scf7180000396426:573747-
573834 +

G-------------------------------------------------------------------------------------------------------------------------------------------------------GGAATTTACGATTCGT-ACTAATTTTGAATT------TATCTTTGC---ACTT-------------------------------------------TCTGTTAACCC--------------GCTTTCCAATGAGTTATGGAGGAGTTCACGATG

dp5 XR_group8:185019-185204 - AATAGCTG---------------------------CGATGATCGTTAAAAAG-----------TGCA-TTCATCTGTAATTGCGTGGAAACACTCGTAATCGTAATCGTAATCGTACCCGTACTCGTACCCGTACCCGTACCCGTAGAATTGTAAATTTACGATT------------------------TCTTTGCATAGTTTTT-------------------------------------------GCTGCTTTTTT--------------CCCCACAAATGAGTCATGGCATTATTCTGCATT
droPer2 scaffold_80:81815-81982 + AATAGCTG---------------------------CGATGATCGTTAAAAAG-----------TGCA-TTCATCTGTAATTGCGTGGAAACACTCGTAATCGTAATCGTAATCGTACC------------------CGTACCCGTAGAATTGTAAATTTACGATT------------------------TCTTTGCATAGTTTTT-------------------------------------------GCTGCCTTTTT--------------CCCCACAAATGAGTCATGGCATTATTCTGCATT

droWil2 scf2_1100000004511:7263987-
7264208 +

AATCATAA------G--------------------TTTTGGTTTT-AACGAGTTCGCTTTTTTCCCATTTGAACTGCAATTGCGTGGAAAGCTC------------------------------------------------------ATTGCAAATTTATGACCTAAAAGTCATTTTCATGCTGCATTTT---TCTTGTCTCCCTCTCTTTCTCTCCTTTTGGATATATATTTTTTTTTTATGCTCTGCTCTCTTTCAGTTTTTTGTTGTTGCTTGCAAAATGAATCATGTGGTAGTTAAGTATT

droGri2 scaffold_15110:14941120-
14941273 -

TAACTTTTTTTTTATATTTATTTTTTTGCTAATGTGCATAA---G-GAGAAT----------TCTCA-TTGAACTGCAATTGTGTGGAAAC-TC------------------------------------------------------ATTGGAGATTTATGTGCGAACAGTCAATTTCG------------------AGTTTTT-------------------------------------------GCT-------T--------------GTGCACAAATGAGTCAGCGAGTATTTTTAGATA
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACTACCTGCTCAACTTCATCGGCACAGACACGGTGCTCTTCCAGTACGATGTGCGTGAATTAATTCTGTATTACTACACTCTAATACTGAATTAATTCACGCACGGAATTAATCCACAGATGTGTATCTTTTGCAGGACGAAAAGGACCTGCAGGACCTTCAGATCAACGAATGGGACCCGGTGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

M043

female
body

M056

embryo

V120

male
body

V058

head

....................................................................................TACTGAATTAATTCACGCACGG................................................................................ 22 0 1 4.00 4 0 3 1 0 0

......................................................................................CTGAATTAATTCACGCACGGA............................................................................... 21 0 1 3.00 3 1 1 1 0 0

......................................................................................CTGAATTAATTCACGCACGGAA.............................................................................. 22 0 1 2.00 2 2 0 0 0 0

..................................................GTGCGTGAATTAATTCTGTATT.................................................................................................................. 22 0 1 2.00 2 2 0 0 0 0

.......................................................................................TGAATTAATTCACGCACGGAAT............................................................................. 22 0 1 2.00 2 0 0 0 2 0

................................................................................................................................................GGACCTGCAGGACCTTCAGATC.................... 22 0 1 1.00 1 0 1 0 0 0

.....................................................................................ACTGAATTAATTCACGCACGG................................................................................ 21 0 1 1.00 1 0 1 0 0 0

.....................................................................................ACTGAATTAATTCACGCACGGA............................................................................... 22 0 1 1.00 1 0 1 0 0 0

......................................................................................CTGAATTAATTCACGCACGGAAT............................................................................. 23 0 1 1.00 1 1 0 0 0 0

..........CAACTTCATCGGCACAGACACGGTG....................................................................................................................................................... 25 0 1 1.00 1 0 1 0 0 0

....................................................................................TACTGAATTAATTCACGCACGGG............................................................................... 23 1 1 1.00 1 0 1 0 0 0

...........AACTTCATCGGCACAGACACGGT........................................................................................................................................................ 23 0 1 1.00 1 0 0 0 1 0

.............................................................................................................................................................CTTCAGATCAACGAATGGGACCC...... 23 0 1 1.00 1 1 0 0 0 0

................................................................................................................................................GGACCTGCAGGACCTTCAGAC..................... 21 1 1 1.00 1 0 0 1 0 0

.....................................................CGTGAATTAATTCTGTATTACT............................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

Anti-sense strand reads

TGATGGACGAGTTGAAGTAGCCGTGTCTGTGCCACGAGAAGGTCATGCTACACGCACTTAATTAAGACATAATGATGTGAGATTATGACTTAATTAAGTGCGTGCCTTAATTAGGTGTCTACACATAGAAAACGTCCTGCTTTTCCTGGACGTCCTGGAAGTCTAGTTGCTTACCCTGGGCCACTA

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

V058

head

.............................................TGCTACACGCACTTAATTAAGAC...................................................................................................................... 23 0 1 6.00 6 6 0

.....................................................................................TGACTTAATTAAGTGCGTGCCT............................................................................... 22 0 1 2.00 2 0 2

..............................................GCTACACGCACTTAATTAAGAC...................................................................................................................... 22 0 1 1.00 1 0 1

....................................................................................GTGACTTAATTAAGTGCGTGCCT............................................................................... 23 1 1 1.00 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 2R:1509534-1509719 - dya_439 ACTACCTGCTCAACTTCATCGGCACAGACACGGTGCTCTTCCAGTACGATGTGCGTGAAT-------TAATTCTGTATTAC--T--A--------------CACTCTAATACTG--AATTAATTCACGCACGGAATTAATC-----------------------------------------------CACAGATGT------------GT-ATCTTTTGCAGGACGAAAAGGACCTGCAGGACCTTCAGATCAACGAATGGGACCCGGTGAT
droEre2 scaffold_4845:3235741-

3235895 -
ACTACCTGCTGAACTTCATCGGCACAGACACGGTGCTCTTCCAGTACGACGTTCGTGAAT-------CAATTGAGTATTAGAGT--G----------------------------------------------GA---GTC-----------------------------------------------CACAGATAT------------GT-ATATTTTGCAGGACGAGAAGGATTTGCAGGACCTTCAGGTTAACGAATGGGACCCGGTGAT

droSec2 scaffold_18:1192729-
1192885 +

ACTACCTGCTCAACTTCATCGGCACAGACACGGTGCTCTTCCAGTACGACGTGAGTGAAT-------CAAATGAGAGTTGGAGTGCA----------------------------------------------CA---TTC-----------------------------------------------CACAGATGT------------AT-ATCTTTTGCAGGACGAAAAGGACCTGCAGGACCTACAGGTGAACGAATGGGACCCGGTAAT

droSim2 2l:20706285-20706441 + dsi_29412 ACTACCTGCTCAACTTCATTGGCACAGACACGGTGCTCTTCCAGTACGACGTGAGTGAAT-------CAAATGAGAGTTGGAGTGCA----------------------------------------------CA---TTC-----------------------------------------------CACAGATGT------------AT-ATCTTTTGCAGGACGAAAAGGACCTGCAGGACCTACAGGTGAACGAATGGGACCCGGTAAT
dm3 chr2L:21261670-21261826 + ACTACCTTCTCAACTTCATCGCCACAGACACGGTGCTCTTCCAGTACGATGTGAGTGAAT-------CAACTGAGAATTAGAGTGCA----------------------------------------------CA---TTC-----------------------------------------------CACAGACAT------------AT-ATCTTTTGCAGGACGAAAAGGACCTGCAGGACCTTCAGGTGAATGAATGGGACCCGGTGAT
droEug1 scf7180000409063:147333-

147482 -
ATTACCTGCTCAACTTTATAGGCACAGACACGGTGCTCTTCCAGTATGACGTAAGTCACT-------CATACAGAGATAGGGCT------------------------------------------------------GTC-----------------------------------------------CACT--TAC------------GT-ATCTATTGCAGGACGAGAAGGACCTACATGATCTTCAGGTGAACGAGTGGGACCCAGTGAT

droBia1 scf7180000302422:3668040-
3668197 -

ATTACCTGCTGAACTTTATTCCCACGGACACAGTGCTCTACCAGTACGATGTGGGTGAAC-------CTTCTC-----------------------------------------------------------------------------------------CATTTACTCATTTAAAT------GTACACTCAAAC------------GT-AAATCTTGCAGGACGAGAAGGCCCTGCACGAACTGCAGTGCAACGAGTGGGATCCGGTCAT

droTak1 scf7180000415871:197163-
197324 -

ATTACCTGCTCAACTACATCGCCACCGATACGGTGCTGTACCAGTACGATGTGGGTATAC-------CTGTCATTAAT--------------------------------------------------------------------------------------------CATTTAGTT------TTGTACTAATATGTTATGA-----AA-ATATATAGCAGGAGGAAAAGGACCTGCAGGATCTTCAGGTCAACGAGTGGGACCCGGTTAT

droEle1 scf7180000490640:37214-
37389 +

ACTACCTGCTCAACTTCATCGCCACCGACACGGTGCTCTTCCAGTACGATGTGGGTGACT-------GCAGCTAAGGCC-----------------------------------------------------------ACTGTCTGGGGCTCCACT-----AAATTCACTGATTT-------------TACTGATTT------------GT-ATCCGTTGCAGGACGAGACGGACCTGCAGGATCTGCAGGTCAACGAGTGGGACCCGGTGAT

droRho1 scf7180000758815:613-743 + ACTACCTGCTCAGCTTCTTGGCCACGTGC-------------------------GTGACTG------CTTCTAAGTGTAGGGCT--A----------------------------------------------CG---GTC-----------------------------------------------CACTGACAT------------GT-ATCCGTTGCAGGACGAGACGGACCTTCAGGACCTGCAGGTCAACGAGTGGGACCCGGTGAT
droFic1 scf7180000453932:419496-

419651 +
ACTACCTACTTAACTTCATCGGCACCGACACGGTGCTTTTTCAGTACGACGTAGGTGACTT------TTACTTTATATTGGACT--A----------------------------------------------TG---GTC-----------------------------------------------TGCTGATAT------------GT-ATACGTTGTAGGACGAGAAGGACCTGCAGGATCTGCAGCTGAACGAGTGGGACCCGGTTAT

droKik1 scf7180000302273:359763-
359922 -

ACTACCTGCTGAACTTCATACCCACCGACACGGTGCTCTTCCAGTACGATGTGAGTAGAAG------CATCTAAATATCCAACT--GGCAT------------------------------------------CC---TTT-----------------------------------------------CACTGATCC------------TT-ATCCGTTGCAGGACGAGAAAGACTTGCAGGATCTGCAGCTGAACGAGTGGGACCCGGTGAT

droAna3 scaffold_12916:10952763-
10952916 -

ACTACCTGCTGAACTTCATCCCAACCGACACAGTTCTCTTCCAGTATGATGTGAGTGTTA-------TCATTTAGAA------A------------------------------------------------------------------GTCTTCCTAGT---------------------------TTCTTATAG------------TT-TTCTGTTTCAGGACGAGAAAGCTCTTCAGGAGTTGCAGCAAAATGAATGGGATCCTGTCAT

droBip1 scf7180000396572:612201-
612353 -

ACTACCTGCTAAACTTTATCCCAACCGACACAGTCCTCTTCCAGTATGATGTAAGTGTTT-------GATTTCAAAATAT-----------------------------------------------------------TT-----------------------------------------------C----TTCT--AGTCACAAAGTA-ATCCGTTGCAGGACGAAAAAGCTCTGCAGGAATTGCAGCAAAATGAATGGGACCCTGTTAT

dp5 4_group4:3363603-3363756 - ACTATCTCTTAAACTATATGCCCACCGATACGGTGCTCTTTCAATATGATGTAAGAT--------------------TCAGGCAGAG----------------------------------------------CA---TTC-----------------------------------------------CAAGAATAT--AGCTAACATT-TGACTGCTTTCAGGATGAGCGAGATCTTAAGGAACTACAGAAAAACGAATGGGATCCAGTGAT
droPer2 scaffold_10:2383394-

2383547 -
ACTATCTCTTAAACTATATGCCCACCGATACGGTGCTCTTTCAATATGATGTAAGAT--------------------TCAGGCAGAG----------------------------------------------CA---TTC-----------------------------------------------CAAGAATAT--AGCTAACATT-TGACTGCTTGCAGGATGAGCGAGATCTTAAGGAACTGCAGAAAAACGAATGGGATCCAGTGAT

droWil2 scf2_1100000004884:728919-
729096 +

ATTACTTGTTGAACTTCATAGCCACAGATACGGTGCTATTCCAGTATGATGTGTGTGCTG-------GTGGACAAATTA--------ATGTCCTTTCTCTTTTTCTCAATATTGTCAA-----------------------------------------------------------------------------TT--AATTAAAATT-TACTTATTTTTAGGATGAACAGGATCTGCAGGATTTGCAACACAATGAATGGGATCCGTTAAT

droVir3 scaffold_12963:4299851-
4300015 +

ACTATCTGCTGAACTTTGTGGCCACCGATACGGTGCTCTTCCAATACGATGTGAGTGATGAATATTCC--TTTCGAT------C------------------------------------------------------------------GATATCCCACT-----------------TTCATATGGACACTGAA-----------------AATGTTTTTAGGATGAAAAGGATCTGCAGGAGCTGCAGCGCAATGAGTGGGATCCGCTGAT

droMoj3 scaffold_6500:8174886-
8175045 +

ATTATCTGCTAAATTTCATAGCCACTGACACGGTGCTCTTCCAATACGATGTAAGCGATT-------CAATTGCCGATCGATAA------------------------------------------------------------------GTTTT---------------------------------TATAATTC---CATTAAA---TT-TTCGCGCGCAGAATGAAAAGGATTTGCAGGAACTGCAGCAAAATGAATGGGATCCCGTTAT

droGri2 scaffold_15252:1118701-
1118863 -

ACTATCTGCTGAATTTTGCAGCGACTGATACAGTGCTCTTCCAGTACGATGTGAGTAAAG-------CAAGCAAAATTA-----------------------------------------------------------AGTAATCGATACGTTTTT-----CTATTCAATA--------------------------------------TT-TTTAATTATAGGACGAGAAGGATCTGCAAGAGTTGCAGTGCAACGAGTGGGATCCAGTGAT
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AGTTGAGCGGAAAGTACCGCCAGTACTTACGGTCTCAGCGGATGCACCCGTACGCGGCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCGGACAGACCTCGTTTGTGCCGTTCAACTCGGCGGCCACGGCGGTGGCGGCCACGCCCACATTCCAGCACCTGCCGCAGATCTCCTGCTACAATGTGTGATGCAGCACCAGCAGCAGCAACCAGGACAATG

***************************************************....((((................((((.((((((((((..((((((((((((((...))))))..........))))))))..)))))))))).)))))).))..***********************************************************************
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........................................................................................................................TCAACTCGGCGGCCACGGCGGT...................................................................................... 22 0 1 2.00 2 2 0 0 0 0 0

........................................................................................................................TCAACTCGGCGGCCACGGCGG....................................................................................... 21 0 1 2.00 2 1 0 0 1 0 0

..................................................................CGCTCAACTTGGCAGCCGCCGCC........................................................................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0

..........................................................................................................................AACTCGGCGGCCACGGCGG....................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0

......................................................................................................................................................................................TGCTACAATGTGTGATGCAGC......................... 21 0 1 1.00 1 1 0 0 0 0 0

.........................................................................................................................................................................................TACAATGTGTGATGCAGCACCAGC................... 24 0 1 1.00 1 0 0 0 0 0 1

.................................CTCAGCGGATGCACCCGTACGCGGCGGCCGC.................................................................................................................................................................... 31 0 1 1.00 1 0 0 0 0 1 0

.......................................................................................................................................................................................GCTACAATGTGTGATGCAGCACC...................... 23 0 1 1.00 1 1 0 0 0 0 0

...........................................................................TGGCAGCCGCCGCCGCTGCCGCCGGACA............................................................................................................................. 28 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................................................................................ACCTGCCGCAGATCTCCTGCTAC........................................ 23 0 1 1.00 1 0 0 1 0 0 0

........................................................................................................................TCAACTCGGCGGCCACGGT......................................................................................... 19 1 1 1.00 1 1 0 0 0 0 0

.....................................................................TCAACTTGGCAGCCGCCGCCGCTGCC..................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

...............................................................CCTCGCTCAACTTGGCAGCCG................................................................................................................................................ 21 0 1 1.00 1 1 0 0 0 0 0

........................................................................................................................TCAACTCGGCGGCCACGGCG........................................................................................ 20 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................................................................GGCGGCCACGCCCACATTCCAGCACC............................................................ 26 0 1 1.00 1 1 0 0 0 0 0

........................................................................................................................................................................................CTACAATGTGTGATGCAGCAC....................... 21 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................CGCCGCTGCCGCCGGACAGACC......................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

...................................................................................GCCGCCGCTGCCGCCGGA............................................................................................................................... 18 0 3 0.33 1 0 0 1 0 0 0

Anti-sense strand reads

TCAACTCGCCTTTCATGGCGGTCATGAATGCCAGAGTCGCCTACGTGGGCATGCGCCGCCGGCGGAGCGAGTTGAACCGTCGGCGGCGGCGACGGCGGCCTGTCTGGAGCAAACACGGCAAGTTGAGCCGCCGGTGCCGCCACCGCCGGTGCGGGTGTAAGGTCGTGGACGGCGTCTAGAGGACGATGTTACACACTACGTCGTGGTCGTCGTCGTTGGTCCTGTTAC

***********************************************************************....((((................((((.((((((((((..((((((((((((((...))))))..........))))))))..)))))))))).)))))).))..***************************************************
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M043

female
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V058

head

................................................................................................................................................................................TAGAGGACGATGTTACACACTA.............................. 22 0 1 1.00 1 1 0

.....................................................................................GCGGCGACGGCGGCCTGTCTG.......................................................................................................................... 21 0 1 1.00 1 1 0

................................................GCATGCGCCGCCGGCGGAGCGA.............................................................................................................................................................. 22 0 1 1.00 1 1 0
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Species Coordinate ID Alignment
droYak3 3R:1255606-1255833 - dya_1786 AGTTGAGCGGAAAGTACCGCCAGTACTTACGGTCTCAGC------------GGATGCACCCGTACGCGG------------CGG---------------CCGC----CTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GACAGAC---------------CTCGTTTGTGCCGTTCAACTCGGCGGCC------ACGGCG---------GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAATGTGTGATGC--------------------AGCACCAGCAGCAG------C------AAC---------------------CA----------------------------------------------GGAC---AATG-
droEre2 scaffold_4770:1183249-

1183477 -
der_59 AGTTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGC------------GGATGCACCCGTACGCGG------------CGG---------------CCGC----CTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GACAGAC---------------CTCGTTTGTGCCGTTCAGTTCGGCGGCC------ACGGCG---------GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGC--------------------AGCACCAGCAGCAG------C------AAC---------------------CA----------------------------------------------GGAC---AACGG

droSec2 scaffold_6:1033569-1033803 - dse_1834 AGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGC------------GGATGCACCCGTACGCGG------------CGG---------------CCGC----CTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GCCAGAC---------------CTCGTTTGTGCCGTTCAGTTCGGCGGCC------ACGGCG---------GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGC--------------------AGCACCAGCAGCAGCAGCAGC------AAC---------------------CA----------------------------------------------GGAC---AACGG
droSim2 3r:817554-817788 - dsi_32437 AGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCTCAGC------------GGATGCACCCGTACGCGG------------CGG---------------CCGC----CTCGCTCAACTTGGCAGCCGCCGCCGCTGCTGCCG---------GCCAGAC---------------CTCGTTTGTGCCGTTCAGTTCGGCGGCC------ACGGCG---------GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGC--------------------AGCACCAGCAGCAGCAGCAGC------AAC---------------------CA----------------------------------------------GGAC---AACGG
dm3 chr3R:910066-910291 - dme_377 AGTTGAGCGGAAAGTACCGCCAGTACTTGCGGTCCCAGC------------GGATGCACCCGTACGCGG------------CGG---------------CCGC----CTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GCCAGAC---------------CTCGTTTGTGCCGTTCAGTTCGGCGGCC------ACGGCG---------GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGC--------------------AGCACCAGCAG---------C------AAC---------------------CA----------------------------------------------GGAC---AACGG
droEug1 scf7180000409759:861140-

861377 -
AGCTGAGCGGAAAGTACCGCCAGTACTTGCGTTCGCAGC------------GGATGCACCCGTATGCGG------------CGG---------------CCGC----GTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCG---------GTCAGAC---------------TTCTTTCGTGCCGTTCAGCTCGGCGGCC------ACGGCG---------GTGGCGGCCACGCCAACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGC--------------------CGCAGCAGCAGCAG------CAACAACAAC---------------------A---------------A-------------------------------AAAGGACAACGG

droBia1 scf7180000302411:644851-
645070 -

AGCTGAGCGGAAAGTACCGCCAGTACTTGCGGTCCCAGC------------GGATGCATCCCTATGCGG------------CGG---------------CCGC----CTCGCTCAACCTGGCAGCCGC---CGCTGCCGCCG---------GACAGAC---------------CTCATTCGTGCCGTTCAGCTCGGCGGCC------ACTGCG---------GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGC--------------------AGCAGCA---G---------C------AAC---------------------AA----------------------------------------------GGAC---AACGG

droTak1 scf7180000415789:614376-
614598 -

AGTTGAGCGGAAAGTACCGCCAGTATCTGCGGTCCCAGC------------GGATGCATCCCTATGCTG------------CGG---------------CCGC----TTCGCTCAACATGGCTG---CCGCCGCTGCCGCTG---------GACAAAC---------------CTCTTTTGTGCCGTTCAGTTCGGCGGCC------ACGGCG---------GTCTCGGCCACGCCCACATTCCAGCACCTGCCC---CAGATCTCCTGCTACAACGTGTGATGC--------------------GGCAGAGGCAG---------C------AAC---------------------AA----------------------------------------------GGAC---AACGG

droEle1 scf7180000491104:2701973-
2702192 -

AGCTGAGCGGCAAGTACCGGCAGTACTTGCGGTCCCAGC------------GGATGCACCCGTATGCGG------------CGG---------------CCGC----CTCGCTCAACTTGGCCGCCGCCGCAGCAGCCGCTG---------GACAGAC---------------GTCCTTTGTGCCGTTCAGTTCGGCG------------------------------GCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTATAATGTGTGATGC--------------------AGCAGCA---------------------------------------------AGGACAACGGCAACAGCAGCAA----------------------------C---AGCAG

droRho1 scf7180000779558:37735-37945
-

AACTGAGCGGCAAGTACCGGCAGTACTTGCGGTCCCAGC------------GGATGCATCCGTACGCGG------------CGG---------------CCGC----CTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCTG---------GACAGAC---------------GTCGTTCGTGCCGTTCAGCTCGGCG------------------------------GCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGC--------------------AGCAGCA---------------------------------------------AGGACAACGGCAACAG----------------------------------------CAG

droFic1 scf7180000453850:254188-
254426 -

AGCTGAGCGGAAAGTACCGCCAGTACTTGAGGTCGCAGA------------GGATGCACCCGTACGCGG------------CGG---------------CCGC----CTCGCTGAACTTGGCCGCCGCCGCCGCTGCCGCTG---------GACAGAC---------------GTCGTTCGTGCCGTTCAGCTCGGCGGCT------ACGGCG---------GTCTCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGC--------------------AGCAGCAGCAGCAGCAT--GC------GAG---------------------AAGGACAACGGCAACA-------------------------------------------G

droKik1 scf7180000302634:592859-
593081 -

AGCTGAGCGGCAAGTACCGGCAGTACCTGCGGTCCCAGA------------GAATGCATCCGTATGCGG------------CGG---------------CCGC----CTCGCTCAACCTGGCAGCCGCTGCTGCTGCCGCCG---------GTCAGAC---------------GTCCTTTGTCCCGTTTAGCTCGGCGGCC------ACAGCG---------GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAACGTGTGATGC--------------------AGTAGCAGCAG---------C------ACC---------------------AA----------------------------------------------GGAC---AA---

droAna3 scaffold_13340:23109574-
23109827 -

dan_4055 AGCTGAGCGGCAAGTACAGGCAGTACTTGCGGTCGCAGC------------GGATGCATCCATATG------------------------------------C----TTCGCTTAATCTGGCAGCCGCCGCCGCTGCCGCCGGCAACTTGGGGCAAAC---------------ATCGTTTGTGCCCTTCAGCTCGGCGGCC------ACGGCG---------GTGGCGGCCACGCCCACATTCCAGCATCTGCCG---CAGATCTCCTGCTACAATGTGTGATCATC---------------CGC----------------------------------------------------AGGACAAAGGCAACAGCAACATAAGCAGCAGCCGAAGCAGAAGC----------AGCCG

droBip1 scf7180000396395:117194-
117465 -

AGCTGAGCGGCAAGTACCGGCAGTACTTGCGGTCGCAGC------------GGATGCATCCATATG------------------------------------C----TTCGCTCAATCTGGCAGCCGCCGCCGCTGCCGCCGGCAACTTGGGTCAGAC---------------ATCGTTTGTGCCCTTCAGTTCGGCGGCC------ACGGCG---------GTGGCGGCCACGCCCACATTCCAGCATCTGCCG---CAGATCTCCTGCTACAACGTGTGATCATCAGGACAGGAGAGATCCGC----------------------------------------------------AGGACAAAGGCAACAGCAACATAAGCAGCAGCCGAAGCAGAAGCAGA-------AGCAG

dp5 2:21905606-21905829 + dps_3837 AGCTGAGCGGCAAGTACCGGCAGTACCTGCGCTCGCAGC------------GGATGCACCCCTATGCGG------------CGG---------------CGGC----CTCCCTCAACCTGGCCGCAGCCGCCGTGGCCGCCGGGAGCCTGGGGCAGAC---------------CTCGTTTGTGCCATTCGGTGCGGCCG------------------------CGGCGGCGACGCCCACATTCCAGCATCTGCAGCAGCAGATATCCTGCTACAATGTGTGATCCCC---------------C----TCCCAGGAG---------C------AGC---------------------GC----------------------------------------------GGA---------
droPer2 scaffold_3:4687036-4687259 + AGCTGAGCGGCAAGTACCGGCAGTACCTGCGCTCGCAGC------------GGATGCACCCCTATGCGG------------CGG---------------CGGC----CTCCCTCAACCTGGCCGCTGCCGCCGTGGCCGCCGGGAGCCTGGGGCAGAC---------------CTCGTTTGTGCCATTCGGTGCGGCCG------------------------CGGCGGCGACGCCCACATTCCAGCATCTGCAGCAGCAGATATCCTGCTACAATGTGTGATCCCC---------------C----TCCCAGGAG---------C------AGC---------------------GC----------------------------------------------GGA---------
droWil2 scf2_1100000004943:13032068-

13032348 +
dwi_5421 AATTGAGTGGCAAATATCGTCAATATTTGCGTTCACAGC------------GAATGCATCCATATT------------------------------------C----CTCACTCAATTTGGCCG------------------GCAATTTGGGTCATACGGCAACAACAACTGGAGCATTTGGTCCATTCGGCTCAGCGGCT---GCGGCTGCTGCAGCGGCAGCGGCGGTAACGCCAACATTCCAACATCTGCAG---CAAATTTCCTGCTATAATGTGTGATCAAC---CCAAAGTAAACCCAC---------AAAAGCCT--GC------GACAAATTGTCATCGAATTGCTACAAGGACAACAACAACAA-------------------------------AA--------AA

droVir3 scaffold_12855:7979085-
7979313 +

dvi_24659 AGCTGAGCGGCAAATATCGCCAATATCTGCGCACGCAGC---------ATCGCATGCATCCCTACGCAGCAG---CGGCAGCGG---------------CCGC----CTCCCTCGCAGCGGCAGCGGCCGGCGCCAATTTGG---------GGCCAGC---------------TTCGTTTGTGCCCTTTGGCACGGCGGCG------ACGTCG---------GCGACGGCAGCGCCAACATTCCAGCAACTGCAG---CAAATCTCCTGCTACAACGTGTGATCC--------------------AACAACAACAACA----------------------------------------------------------------------------------------------ACAA

droMoj3 scaffold_6540:23216825-
23217065 +

dmo_3161 AGCTGAGTGGCAAATACCGCCAATATCTGCGCACGCAGC---------ATCGCATGCATCCCTACGCAGCAGCAGCGGCGGCGG---------------CCGC----CTCCCTCGCAGCAGCAGCGGCCGGCGCCAACTTGG---------GTCCGGC---------------TTCGTTTGTGCCCTTCGGAACGGCGGCG------ACGTCGGCGACG---GCAGCGGCAGCGCCAACATTCCAGCAACTGCAG---CAAATCTCCTGCTACAACGTGTGATCC--------------------TCCTCCAACAACAA----------------------------------------------------------------------------------------T---AACAG

droGri2 scaffold_15074:4570501-
4570767 +

AGTTGAGCGGCAAATATCGGCAATATTTGCGAACGCAGCAGCAGCAGCAGCGCATGCATCCCTATGCAGCAGCAGCAGCAGCGGCCGCAGCAGCAGCAGCAGCATCCCTCGCTG-------------------CGAATTTAA---------CGCCAGC---------AGCGGCGGCTTTTGTTCCTTATGGAGCGACGGCGGCTGCGACGTCGGTGACGGGGGCAGCGGCAGCGCCAACATTCCAGC------------AAATTTCCTGCTACAATGTGTGATCC--------------------AACAACAACAACAA---------------------------------------------CAGCAA------------------CCA-------------CAAC---AACA-
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:2701973-2702192
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:13032068-13032348
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TAGGTATTGGGATGCCATAGTGGGGACAGTGTTGCAAAGGGCATAGCGAGTGATTGCATTGGCTGCCAGTGTTGGGAGAGGCATGGCAAGGCAGTGGCAGTTAATGCAGTGCTCCAAAGTGCTTATCAAAAACACATGAATAACTGATGGTCGTTGCTTCATAT

***********************************....(((((...((((.((((((((((((((((.((((................)))).))))))))))))))))))))....))))).....************************************
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..................................................TGATTGCATTGGCTGCCAGTGTT........................................................................................... 23 0 1 10.00 10 1 4 2 1 1 1

..................................................TGATTGCATTGGCTGCCAGTGT............................................................................................ 22 0 1 2.00 2 0 0 2 0 0 0

..................................................TGATTGCATTGGCTGCCAGTGTC........................................................................................... 23 1 1 1.00 1 0 1 0 0 0 0

..................................................TGATTGCATTGGCTGCCAGT.............................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0

..................................................TGATTGCATTGGCTGCCAGTG............................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0

...........................................................................................CAGTGGCAGTTAATGCAGTGCT................................................... 22 0 1 1.00 1 0 1 0 0 0 0

...........................................................................................CAGTGGCAGTTAATGCAGTGCC................................................... 22 1 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

ATCCATAACCCTACGGTATCACCCCTGTCACAACGTTTCCCGTATCGCTCACTAACGTAACCGACGGTCACAACCCTCTCCGTACCGTTCCGTCACCGTCAATTACGTCACGAGGTTTCACGAATAGTTTTTGTGTACTTATTGACTACCAGCAACGAAGTATA

************************************....(((((...((((.((((((((((((((((.((((................)))).))))))))))))))))))))....))))).....***********************************
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droYak3 X:3640220-3640383 - dya_86 TAGGTATTGG-----GATGCCATAGT---GGGGACAGTGTTGCAA-------------AG-----------------GGCATAGCGAGTGA----TTGCATTG--GCTG-----------------------------CCAGTGTTGGGAGAGGCA-TGGCA-----------------------------------------------AGGCAGTGGCAGTTAATGCAGTGCTCCAAAGTGCTTATCAAAA-ACACA------------T-----GAAT-------------------------------------------AACTGATGGTCGTTGCTTCATAT
droEre2 scaffold_4690:2178158-

2178330 +
CGGGAT-TGG-----GATGCCAAAGT---AGGGACAGTGTTGCAA-------------AG-----------------GGCATAGTGCGTGAG---TTAAATTAGATGTGC-A-----------------------------GTGTTGCGAGAGACA-TGGCA-----------------------------------------------AGGCAGTAACAGTGAATACAGTTCTGCAAAGGGCTTAATGAGG-AGACA---------AAGTTGAGAAAGT-------------------------------------------AACCCAAGGTTGTAGCTACACAT

droSec2 scaffold_4:1938830-1938950 - CAAA--------------------GC---AGGGAGAGTGTTGTAA-------------AG-----------------GGCATAGTGAGTGGT---TTGCACTA--CGTGC-A-----------------------------GTGTTGCAAGGGGCA-TGACA-----------------------------------------------CAGAAGTGGCAGCGAATACAGTGCTGCAAAGGGCTTACTAAAGGAG-----------------------------------------------------------------------------------------AT
droSim2 x:4480355-4480530 + AGGGAT-TGG-----GACACCAAAGC---AGGGAGAGTGTTGCAA-------------AG-----------------GGCATAGTGAGTGGT---TTGCACTA--CGTGC-A-----------------------------GTGTTGCAAGGGGCA-TGGCA-----------------------------------------------CAGAAGTGGCAGCGAATACAGTGCTGCAAAGGGCTTACTAAGGGAGATA-TGTAAATAAAGTTGGAAAAAT-------------------------------------------AACTGAAGGTCGTTGT----TAT
dm3 chrX:4805225-4805390 + AGGGAT-TGG-----GATACCAAGGC---AGGGAGAGTGTTGCAA-------------AG-----------------GGCATAGTGAGTGGG---TTGCACTA--CGTGT-A-----------------------------GTGTTACGAGAGGCA-TGGCA------------------------------------------------AGAAGTGGCAGCGAATACAGTGCTGCAAAGGGCTTACTAAAGGAGATA-----AATAAAGT-----AAAT-------------------------------------------AACTGAAGGTCGTTCT----TAT
droEug1 scf7180000409548:609164-

609377 +
GCAATACGAA-----GATGCTG-TAT---AAATACAGTGCTCAAA-------------AG-----------------CTCATAATATGAAA--------------GATGT-A-----------------------------CTGTCGTTAGAAACAATAGTA------------------------------------------------CTATGTAGTTAGGAA-AAAATCTTCAAAAATGCATAGTAAGAAAGGTGAAATAATCATAATTGAAAGAATCAAACACCATATCAATATGACAATCAATTCTTTGAGAACCTTCACTTTCTGATTTTGATTTTCTAA

droBia1 scf7180000301760:137362-
137464 +

CGAGCATGCA-----GATGTGC-AGC---AAATAAAGTGTGCAGC-------------AG-----------------GTCGCAC------------TGCAAAA--AGTGC-A-----------------------------GTGTTTGAGTTGTCA-AAGTG-----------------------------------------------AGGCAGATACCGTAAACCCAGTGTT----------------------------------------------------------------------------------------------------------------

droTak1 scf7180000414562:10637-10694
+

GGGCAA-AGG-----GGTGCCAAAAT---GGGAGGGAGGGAGGAA-------------GG---------GG------GGTTTAGCAACTGG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T----TGC

droEle1 scf7180000486339:418-475 + CAGATACGGA-----GATTCCCTCGG---TGAGTCCGTTCCGGGA--------------------------------A------CGAATGC----CTG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGCTGGC----CAC
droRho1 scf7180000778192:28329-28424

-
AAAGCGTTCA-----GACGTAGCAGC---CGGAAAAAAGTTG----------GCTCAAAA-----------------GGCAAAACGAAG--G----TGAATGC--CA--------------------------AGCTACCAACGCTAA--GAAGTG-TGGCA-----------------------------------------------AA------------------------------------------------------------------------------------------------------------------------------GT-----AG

droFic1 scf7180000453488:33435-33528
+

GCAGCAGCGG-----GAGCGGG-G----------GCTTTCGGCAC-------------GC-----------------AGCCCAGCAACTGTG---ATACATTG--GCGGCGG-----------------------------GTGCGAGTAGCAACA-CGGCC------------------------------------------------AGCGGCAGCAG---------------------------------------------------------------------------------------------------------------------------CA

droKik1 scf7180000302544:232725-
232727 -

TAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_12916:4222620-
4222684 -

TGCCGT-GGCAGCAAAC----AGTGCTGCAG---------------------------CGGCCGCAGCAGC------------------GG----CTG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCT-------------------------------------------CACTGACCGCCGCTGT-----TG

droBip1 scf7180000396413:1967786-
1967883 -

TGGACATTGA-----AATCGAC-ATC---CA-------ACTGCTGACAAATGGCT--------------ACGAT---GGCACAACGG-TGA----GTGAATTC--CTTT-----------------------------CCAGCGCCGAGGAAGG----AGCA-----------------------------------------------AGAAT---------------------------------------------------------------------------------------------------------------------------GT-----GG

dp5 4_group1:1596420-1596532 - CCGGCACCGT-----GTTGGCC-AGC---AA---------------------------TGGACCCAGTAGC------------GCCGGG-----------------------GCCACCATGAG-------------------------------------CGTCGGTGTGGGCGTGGGTGTCGGCGTTGGGGTGGGTGTGGGCGGGGTAG----------GCCAG---------------------------------------------------------------------------------------------------------------TGC----AGT
droPer2 scaffold_25:78822-78901 - CATGCAGCAG-----TAGCGGT-AGC---AG---------------------------TGGGGCCAGCAGC------------ACGGGG-----------------------GCCACCGCCAGCTCATCGAGCAGCTACCAGTGCAT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GG-----AG
droWil2 scf2_1100000004902:11780751-

11780767 +
CACAGATTCG-----GATGTCA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13042:2675977-
2676040 +

ATGGTGCGGA-----C-----GATGCAGGTG--CGGGTGTTGCTA-------------GT-----------------GGCGGTGTTGGTGT----TGGTGGTA-----------------------------------------T----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGT-----AG

droMoj3 scaffold_6500:27938576-
27938661 +

GTGTTGGC--------C-ACCA--GC---AA---------------------------TGGGCCCAGCAGTGCCGGCGCCAGCGTGGGCGT----TGGCATTA--------------------------------------GCGTGGGCGTGGGCG-TGGCG-----------------------------------------------GGTCAGTG---------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15252:9336484-
9336583 +

AAATG--------------CCAAAGG---GCAGCCGG--TTG----------GCATAATA-----------------GGCACTTCCGGA--TTGAATGCAC--------------------------------------------TGGAACAGTCA-TCGCT------------------------------------------------AGAGGTGCCAGTGG--------------------------------------------------------------CA-AACAG--------------------------------------CAGTGGC----AAT
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AATTAGAAATAACAATGTAAGCGGGAACTTGTTCTGAAAGACCCAAAATAAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTCAAGCATCGCTCGACTTCAGAGCCTCAACATTACGCCTAGAGAACGACAACAGCTTTAGATCAATGCGACCCCGCTTAGGAATCGAGAATTGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

V058

head

M026

head

M043

female
body

V046

embryo

V052

head

..............................................................GATGGGACTCGTCTAGAACGAGT.................................................................................................... 23 0 1 2.00 2 2 0 0 0 0 0

.....................................................................................GGAAATTCAAGCATCGCTCGAC.............................................................................. 22 0 1 1.00 1 1 0 0 0 0 0

....................................................................................................................................................TAGATCAATGCGACCCCGC.................. 19 0 1 1.00 1 1 0 0 0 0 0

..............................................................................................AGCATCGCTCGACTTCAGAGCC..................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................CGCTCGACTTCAGAGCCTCAAC................................................................ 22 0 1 1.00 1 1 0 0 0 0 0

.............................................................................GAACGAGTGGAAATTCAAGC........................................................................................ 20 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................GGAAATTCAAGCATCGCTCGA............................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

.........TAACAATGTAAGCGGGAACTTG.......................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0

...............................................................ATGGGACTCGTCTAGAACGA...................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0

..............................................................GATGGGACTCGTCTAGAACGA...................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0

.............................................AAATAAGAGGTGGTAGTGATGGGACT.................................................................................................................. 26 0 1 1.00 1 1 0 0 0 0 0

...............................................................ATGGGACTCGTCTAGAACGAG..................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1

......................................................................................................TCGACTTCAGAGCCTCAACAT.............................................................. 21 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

TTAATCTTTATTGTTACATTCGCCCTTGAACAAGACTTTCTGGGTTTTATTCTCCACCATCACTACCCTGAGCAGATCTTGCTCACCTTTAAGTTCGTAGCGAGCTGAAGTCTCGGAGTTGTAATGCGGATCTCTTGCTGTTGTCGAAATCTAGTTACGCTGGGGCGAATCCTTAGCTCTTAACC

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

V058

head

........................................................................................................CTGAAGTCTCGGAGTTGTAAT............................................................ 21 0 1 1.00 1 1 0
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Species Coordinate ID Alignment
droYak3 X:7836399-7836583 + dya_1799 A-ATTAGAAA---TAACAATGTA-AGC--GGGAACTTGTTCTGAAAGACCCAA----A--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGA-----ATCGAGA----------ATTGG
droEre2 scaffold_4690:13329656-

13329835 -
der_1524 C-TTTAGG-----AAC---TATG-AGC--GGGAACTTGTTCTGAAAGACCCAA----A--CTTA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGA-----ATCGGGA----------AATAG

droSec2 scaffold_20:193500-193680
+

dse_1847 AAATAAGA-----AAC---CATA-AGC--GGGAACTTGGTCTGAAAGACCCCA----A--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GAC-ATCAGGGT--TAGATCATTGCGACCCCGCTTAGGA-----AACGAGA----------ACTGA

droSim2 x:12890278-12890458 + dsi_32459 AAATAAGA-----AAC---CATA-AGC--GGGAACTTGGTCTGAAAGACCCCA----A--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GAC-ATCAGGTT--TAGATCATTGCGACCCCGCTTAGAA-----ACAGAAA----------ATTGA
dm3 chrX:13553560-13553740 + dme_424 A-ATAAGA-----AAC---CATA-AGC--GGGAACTTGGTCTGAAAGACCCCA----A--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAATGAGTGGAAATTCA-AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GAC-ATCAGGTT--TAGATCATTGCGATCCCGCTTAGGA-----AACGAGA----------ACTGA
droEug1 scf7180000408958:35922-

36115 -
A--TTGGG-----AAT---TTTA-AGC--GGGAACTTGTTCTGAAAGACCGAA----AA-ATAAAAGAAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGAGAATAATCGAGT----TAAGGACCTGA

droBia1 scf7180000302041:563675-
563852 +

A-ATTAGG-----CAC---TGTA-AGC--GGGAACTTGTTCTGAAAGACCCCA----G--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC---AGCCGCGCTCG-ACTTCAGAGCCTCAGCATTACGCCT-AGAGAAC-GAC-ATCAGCTT--TAGATCAATGCGACCCCGCTTAGGC-----ATCAGGC----------ACC-G

droTak1 scf7180000414393:30815-
30999 -

A-----GG-----AAC---TGTA-AGC--GGGAACTTGTTCTGAAAGACCAAA----C--TTAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC--AAGCGTCGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGA-----ATCGAATATATT-GCCCACTGG

droEle1 scf7180000491044:215070-
215257 +

A-ATTAGA-----AAA---TATA-AGC--GGGAACTTGTTCTGAAAGACCCTA----A--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGCGAAC-GACAACTAGCTT--TAGATCAATGCGACCCCGCTTAGGA-----ATCGAGA--ATT-GCAGACTGG

droRho1 scf7180000779510:38394-
38579 +

A--TTAGG-----AAC---TGTA-AGC--GGGAACTTGTTCTGAAAGACCCTA----A--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGCATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGA-----ACCGAGT--ATT-GCGAACTGG

droFic1 scf7180000454073:1442997-
1443184 +

A--TTAGA-----AAC---TTCA-AGC--GGGAACTTGTTCTGAAAGAACCAA----AA-TTAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTC--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAACCGAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGA-----ATCGAGT--ACT-ACGAACTGG

droKik1 scf7180000302698:307806-
307975 -

A--------------------TA-AGC--GGGAACTTGTTCTGAAAGACCCAATACAAA-ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTA--AAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GAC-AACAATTT--TAGATCAATGCGACCCCGCTTAGGA-----GTTG--------------TAGG

droAna3 scaffold_13334:472140-
472316 +

dan_4039 A------------------TGGA-AGC--GGGAACTTGTTCTGAAAGATCAAA--CAAT-TTAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTT-GAGCATCGCTCG-ACTTCAGAGCCTCAACATTACGCCTTAGAGAAAAGAC-AACAGCTT--TAGATCAATGCCAACCCGCTTAGGA-----AGTGCGA----------GCCTG

droBip1 scf7180000396431:1081237-
1081413 -

A-ACTAGATATAGAAA---TATATAGC--GGGAACTTGTTCTGAAAGATCCAA----CAGTGAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAATTTTG-AAGCATTGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGACCAGAC-AACAGCTTTTTAGATCAATGACCACCCGCTT------------------------------G

dp5 XL_group3b:100229-100389 + dps_110 AGATGAGG-----TGA---CAAA-AGCGTGGGTACTTGTTTTGAAAGAACATA----T--CGAA--G-GGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GCA-AGCAGCTT--TCGACCA-TGCATCCC------------------------------------
droPer2 scaffold_56:124035-124186

+
dpe_157 AGATGAGG-----TGA---CAAA-AGCGTGGGTACTTGTT-TGAAAGAACATA----T--CGAA--G-GGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCCT-AGAGAAC-GCA-AGCAGCTT--TCGACCA---------------------------------------------

droVir3 scaffold_12970:5369119-
5369203 -

dvi_24642 A--------------------------------------------------------------------AGAGGTAGTGATGGGACTCACCTAGAACGAGTGGAATATT--AAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCCT-AGAGAA--------------------------------------------------------------------

droMoj3 scaffold_6473:4951753-
4951833 -

dmo_3154 ------------------------------------------------------------------------GGTAGTGATGGGACTCACCTAGAACGAGTGGATTATT--TAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCCT-AGAGAA--------------------------------------------------------------------

droGri2 scaffold_15203:9467764-
9467849 +

dgr_467 A--------------------------------------------------------------------AGAAGTAGTGATGGGACTCAACTAGAACGAGTGGAATTTTAAAAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCCT-AGAGA---------------------------------------------------------------------
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AACGAGGCAGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCGGGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGATTCGGTGCAGGAGTTCCCGGTCACG

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

V120

male
body

M043

female
body

M026

head

V058

head

..........................................................GCGAGATTGGCAAGCGACTGGTGGC.......................................................................................................... 25 0 1 2.00 2 2 0 0 0 0

.................................................GGGACCTGCGCGAGATTGGCAA...................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

............................................................GAGATTGGCAAGCGACTGGTGGC.......................................................................................................... 23 0 1 1.00 1 0 1 0 0 0

..............................................................GATTGGCAAGCGACTGGTGGCG......................................................................................................... 22 0 1 1.00 1 1 0 0 0 0

.........................................................................................................................................................ATTCAGCAGGATTCGGTGCAGGAGTTCCC....... 29 0 1 1.00 1 0 1 0 0 0

...................................................................................GATGGAGAAGAAAAACCCGACGCGGC................................................................................ 26 0 1 1.00 1 1 0 0 0 0

...................................................................................................................................GGGCTGCGATCCTGTGCTGC...................................... 20 0 1 1.00 1 0 0 1 0 0

.......................................................................................................................CATCCTCACGCAGGGCTGC................................................... 19 0 1 1.00 1 0 0 1 0 0

.........................................................................................GAAGAAAAACCCGACGCGGCCGCGC........................................................................... 25 0 1 1.00 1 0 0 1 0 0

....................................................................................................................................................................TTCGGTGCAGGAGTTCCC....... 18 0 1 1.00 1 1 0 0 0 0

...............................................................ATTGGCAAGCGACTGGTGGC.......................................................................................................... 20 0 1 1.00 1 0 1 0 0 0

..................................................................GGCAAGCGACTGGTGGCGATGGA.................................................................................................... 23 0 1 1.00 1 0 0 1 0 0

......................................................................................................................CCATCCTCACGCAGGGCTGCG.................................................. 21 0 1 1.00 1 0 0 1 0 0

................................................................................................................................................................AGGATTCGGTGCAGGAGTTCCC....... 22 0 1 1.00 1 0 0 1 0 0

.............................................................AGATTGGCAAGCGACTGGTGGCG......................................................................................................... 23 0 1 1.00 1 0 1 0 0 0

.........................................................................GACTGGTGGCGATGGAGAAGAAAAACC......................................................................................... 27 0 1 1.00 1 1 0 0 0 0

...................................................................................................................TTGCCATCCTCACGCAGGGCTGCGATCCT............................................. 29 0 1 1.00 1 0 1 0 0 0

...........................................................................CTGGTGGCGATGGAGAAGA............................................................................................... 19 0 1 1.00 1 0 1 0 0 0

................................................................TTGGCAAGCGACTGGTGGC.......................................................................................................... 19 0 1 1.00 1 0 1 0 0 0

........................................................................................................................ATCCTCACGCAGGGCTGCGATCCTGTGCT........................................ 29 0 1 1.00 1 1 0 0 0 0

..........................................................GCGAGATTGGCAAGCGACTGGT............................................................................................................. 22 0 1 1.00 1 0 0 1 0 0

.........GAGGCTCAGGCCTTCGCCGAGGC............................................................................................................................................................. 23 0 1 1.00 1 1 0 0 0 0
AACGAGGCAGAGGCTCAGGC......................................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0
...................................................................................GATGGAGAAGAAAAACCCGACGCGGCCG.............................................................................. 28 0 1 1.00 1 0 0 0 1 0

Anti-sense strand reads

TTGCTCCGTCTCCGAGTCCGGAAGCGGCTCCGGGTCGTCACCGGGTCGCCCCTGGACGCGCTCTAACCGTTCGCTGACCACCGCTACCTCTTCTTTTTGGGCTGCGCCGGCGCGTAACGGTAGGAGTGCGTCCCGACGCTAGGACACGACGAATAAGTCGTCCTAAGCCACGTCCTCAAGGGCCAGTGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

V058

head

V120

male
body

V046

embryo

.............................................................................................................GCGCGTAACGGTAGGAGTGCGTC......................................................... 23 0 1 1.00 1 0 0 1 0

.......................................................................................................................GTAGGAGTGCGTCCCGACGCT................................................. 21 0 1 1.00 1 1 0 0 0
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Species Coordinate ID Alignment
droYak3 3L:13092479-13092667 - dya_1798 AACGAGGCAGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droEre2 scaffold_4784:13021109-

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

droSec2 scaffold_0:5185161-5185349 - dse_1846 AACGAGGCGGAGGCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
droSim2 3l:12704025-12704213 - dsi_32458 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
dm3 chr3L:13013576-13013764 - dme_245 AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCTAGCG---GGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATACAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACG
droEug1 scf7180000409711:6101265-

6101453 -
AACGAGGCGGAGGCACAAGCCTTCGCCGAGGCCCAGAATTGGCCAAGTG---GGGATCTTCGTGAGATTGGCAAGCGTCTGGTGGCGATGGGCAAATTAAATACGACGCGGCCGCGCATTGCTATCCTCACGCAGGGCTGTGATCCTGTCCTGCTTATCCAACAGGA---CTCGGTACAGGAGTTCCCGGTCACG

droBia1 scf7180000302193:2253856-
2254044 -

AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGACCCCGTGCTGCTCTTCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droTak1 scf7180000415706:66147-66335
-

AACGAATCGGAGGCTCAGGCCTTCGCCGAGGCCCAGAGTTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGCCTGGTGGCGCTGGACAAGCTGAATCCGGCGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

droEle1 scf7180000491255:1412089-
1412277 -

AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGGCTGGTGGCGATGGACAAGCTGAATCCGACGCGACCCCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG

droRho1 scf7180000769477:967-1151 + AACGAGGCGGAGGCACAGGCCTTCGCCGAGGCCCAGAACTGGCCAAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGCTGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTGCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGT----
droFic1 scf7180000454048:724234-

724422 +
AATGAGGCTGAGGCCCAGGCCTTCGCCGAGAAACAGAATTGGCCCAGCG---GGGATCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGACAAACTGAATCCGGCGCGGCCGCGCATTGCCATACTCACGCAGGGCTGCGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACA

droKik1 scf7180000302272:666717-
666905 -

AATGAGGCGGAGGCGCAGGCCTTTGCCGAGGCCCAAAAATGGCCGAGCG---AGGATCTGCGTGAGATTGGCAAACGTCTGGTGGCAATGGACAAACTAAATCCGTCGCGGCCACGCATTGCCATCCTCACGCAGGGTTGTGATCCCGTCCTGCTCATCCAGCAGGA---TTCGGTGCAGGAATTCCCGGTCACA

droAna3 scaffold_13337:4137395-
4137583 +

dan_4038 AACGAGGCGGAGGCGCAGGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGACAAGCTGAACTCGTCGAGGCCGCGCATTGCCATTCTCACGCAGGGCTGTGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACA

droBip1 scf7180000395450:265900-
266088 +

AACGAGGCGGAGGCGCAAGCCTTCGCCGAGGCCCAGAGCTGGCCGAGTG---GGGATCTGCGAGAGATTGGCAAGCGGCTGGTGGCGTTCGATAAGCTGAATACCTCAAAGCCTCGAATTGCCATTCTCACGCAGGGTTGCGATCCCGTGCTGCTCTTCCAGCAGGA---CTCGGTGCAGGAGTTCCCGGTCACG

dp5 XR_group6:4377266-4377454 - dps_3829 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droPer2 scaffold_9:2666447-2666635 - dpe_2483 AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA
droWil2 scf2_1100000004511:5276750-

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

droVir3 scaffold_13049:22492152-
22492343 +

dvi_158 AACGAGGCGGAGGCGCACGCCTTTGCCACTGCGCAAGGTTGGCCCGCCGACAATGATCTGCGTGAGATTGGCAAGCGCCTGGTCGCGCTGAATAAACTCAATACGGGGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTTATACAGCACGA---TTCGGTCCAGGAGTTTCCAGTGACA

droMoj3 scaffold_6680:17099712-
17099903 +

dmo_114 AACGAAGCAGAGGCCCATGCCTTTGCCACGGCGCAAGGCTGGCCCGCCGATGCGGATCTGCGTGAGATTGGCAAACGTTTGGTGGCACTGCCCAAAATCAATTCAGAGCGACCACGCATTGCCATACTCACGCAGGGCTGTGACCCCGTGCTGCTCATCCAGCACGA---CAAGGTCCAGGAGTTCCCGGTCACA

droGri2 scaffold_15121:203613-203807
+

dgr_465 AATGAGGCGGAGGCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGTTCCCAGTTACA
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GCGACGGCGGCGATGGTCCTCTGGGTCATCCCAAGGTGTACATCAACCTGGTGAGATATTGGTAGCCAACTGCCGCATATATTTGACTCATTGGCTCTGGTATTACTTGCAGGACAAACCCGGAAATCACATCTGCGGCTACTGCGGTCTGCGCTTCGTCAA

**************************************************((((((((((((.((((((.((...((......))...)))))))))))))))..)))))..**************************************************
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M056

embryo

V120

male
body

M043

female
body

V058

head

M026

head

GSM1528802

follicle
cells

........................................................................................................................................GGCTACTGCGGTCTGCGCTT...... 20 0 1 2.00 2 1 1 0 0 0 0

..................................................GTGAGATATTGGTAGCCAAC............................................................................................ 20 0 1 2.00 2 2 0 0 0 0 0

..................................................GTGAGATATTGGTAGCCAACTG.......................................................................................... 22 0 1 2.00 2 1 0 0 0 1 0

...............................................................................................................................CACATCTGCGGCTACTGCGGTCTGCGCTT...... 29 0 1 1.00 1 1 0 0 0 0 0

....................................................................................................................AACCCGGAAATCACATCTGCG......................... 21 0 1 1.00 1 0 1 0 0 0 0

.................................................................................................................................CATCTGCGGCTACTGCGGTC............. 20 0 1 1.00 1 0 1 0 0 0 0

............................................................................................................................AATCACATCTGCGGCTACTGCGGT.............. 24 0 1 1.00 1 0 1 0 0 0 0

...........................................................................................................................................TACTGCGGTCTGCGCTTCGTCA. 22 0 1 1.00 1 0 1 0 0 0 0

..................................................GTGAGATATTGGTAGCCAACT........................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

............................................................................................................................AATCACATCTGCGGCTACTGC................. 21 0 1 1.00 1 0 0 1 0 0 0

...........................................................................................................................................TACTGCGGTCTGCGCTTCGT... 20 0 1 1.00 1 0 1 0 0 0 0

.........................................................................................................................GGAAATCACATCTGCGGCT...................... 19 0 1 1.00 1 0 0 1 0 0 0

.........................................................................................................................GGAAATCACATCTGCGGCTACC................... 22 1 1 1.00 1 1 0 0 0 0 0

............................................................................................................................AATCACATCTGCGGCTAC.................... 18 0 1 1.00 1 0 0 1 0 0 0

.............................................................................................................................ATCACATCTGCGGCTACTGCGGTCTG........... 26 0 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

CGCTGCCGCCGCTACCAGGAGACCCAGTAGGGTTCCACATGTAGTTGGACCACTCTATAACCATCGGTTGACGGCGTATATAAACTGAGTAACCGAGACCATAATGAACGTCCTGTTTGGGCCTTTAGTGTAGACGCCGATGACGCCAGACGCGAAGCAGTT

**************************************************((((((((((((.((((((.((...((......))...)))))))))))))))..)))))..**************************************************
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Species Coordinate ID Alignment
droYak3 2L:10424422-10424583 + dya_278 GCGACGGCGGCGATGGTCCTCTGGGTCATCCCAAGGTGTACATCAACCTGGTGAGATA---TTGG--T-AGCCA------------------------ACTGCCGCATATATTT----------GACTCATT-----------G--GCT---------------------------CTGGTATTACT-TGCAGGACAAACCCGGAAATCACATCTGCGGCTACTGCGGTCTGCGCTTCGTCAA
droEre2 scaffold_4929:5179964-

5180125 -
GCGACGGCGGCGATGGTCCTTTGGGCCATCCCAAGGTGTACATCAACCTGGTGAGATC---TTGA--T-AGCCT------------------------ACTAACGCATCTATTT----------GACTCATT-----------G--GAT---------------------------CGTGTGTTATT-TGCAGGACAAACCCGGAAATCACATCTGCGGCTACTGCGGTCTGCGTTTCGTCAA

droSec2 scaffold_5:3186281-3186442 - GCGACGGCGGCGATGGTCCTTTGGGTCATCCCAAGGTGTACATCAACCTGGTAAGATT---TGTA--T-AGTCA------------------------ACTAACGCATCCATAT----------GACTCATT-----------G--GAT---------------------------CATGATTTGTT-TGCAGGACAAACCCGGAAATCACATCTGCGGCTACTGCGGCCTGCGCTTCGTCAA
droSim2 2l:4913041-4913202 - dsi_11251 GCGACGGCGGCGATGGTCCTTTGGGTCATCCCAAGGTGTACATCAACCTGGTGAGATT---TGTA--T-AGCCA------------------------ACTAACGCATCCATTT----------GACTCATT-----------G--GAG---------------------------CATGTTTTGTT-TGCAGGACAAACCCGGAAATCACATCTGCGGCTACTGCGGCCTGCGTTTCGTCAA
dm3 chr2L:5099624-5099786 - GCGACGGCGGCGATGGTCCTTTGGGTCATCCCAAAGTGTACATCAACCTGGTGAGGTC---TTGAG-C-GGCTA------------------------TTAGAGGCATACACTT----------GACTAATT-----------G--GAT---------------------------CATGTTTTGTT-TGCAGGACAAACCCGGAAATCACATCTGCGGCTACTGCGGCCTGCGCTTCGTCAA
droEug1 scf7180000409005:987392-

987553 -
GCGACGGAGGCGACGGTCCTTTGGGTCATCCCAAGGTGTACATCAACCTGGTGAGATT---TATT--T-AACTT------------------------ACTGTCTGATATGAAC----------AGCTCATT-----------G--GAT---------------------------CTTATCTTACC-TTCAGGACAAACCCGGCAATCACATCTGCGGCTACTGCGGTCTACGCTTCGTCAA

droBia1 scf7180000302261:538761-
538920 -

GCGACGGCGGCGACGGTCCCCTGGGCCATCCCAAGGTGTACATCAACCTGGTGAGATC---TG----C-CGTTG------------------------ACTAGCCTATCCATAT----------CACTCATT-----------G--TAT---------------------------CTTGGCTCACA-TGCAGGACAAGCCCGGCAACCACATCTGCGGCTACTGCGGCCTGCGCTTCGTCAA

droTak1 scf7180000415204:29219-29381
+

GCGACGGAGGCGATGGTCCCTTGGGTCATCCCAAGGTCTACATCAACCTGGTGAGATC---GAAAC-T-AGTTA------------------------TACATCTTATAGAAAT----------CACATATA-----------T--GAA---------------------------TGTGTTTCATC-TGCAGGACAAACCCGGCAATCACATCTGCGGCTACTGCGGTCTGCGCTTCGTCAA

droEle1 scf7180000491273:118581-
118739 +

GCGACGGCGGCGATGGTCCTTTGGGTCATCCCAAGGTCTACATCAATCTGGTAAGATC---TA----T-AGCTA------------------------ACTATC-TATATATAT----------AACTAATT-----------G--GAT---------------------------GCTGTCTTACC-TGCAGGACAAACCCGGCAATCACATCTGCGGCTACTGCGGCCTGCGTTTCGTCAA

droRho1 scf7180000779577:120412-
120570 +

GCGACGGAGGCGATGGTCCTTTGGGTCATCCCAAGGTCTACATCAACCTGGTATGATC---TT----C-AGCTA------------------------ACTGTT-TTGATTTAT----------AACTCATT-----------G--GAA---------------------------TCTCTTTTACG-CGCAGGACAAACCCGGCAATCACATCTGCGGCTACTGCGGCTTGCGCTTCGTCAA

droFic1 scf7180000453842:1147231-
1147388 +

GCGATGGTGGCGATGGTCCTTTGGGTCATCCCAAGGTCTACATCAACCTGGTGAGTTA---TC----T-AGCTT------------------------GCTA-TACATATAAAC----------TACGTATT-----------G--ATT---------------------------TATAA-TTTCC-CCCAGGACAAACCCGGCAATCACATCTGCGGTTACTGCGGCCTGCGCTTCGTCAA

droKik1 scf7180000302643:772303-
772464 +

GCGACGGAGGCGATGGCCCCCTGGGACATCCCAAGGTGTACATCAACCTGGTGAGTTT-----------AGCTAACTGTTCTG-------------------CTGCGTG---------------------TT-----------G-----------------ATACTCTTTAATTAAAGTT-TGTAAT-TATAGGACAAGCCTGGTAATCACATCTGCGGCTACTGCGGTCTCCGCTTCGTGAA

droAna3 scaffold_12916:10066885-
10067045 +

GTGATGGTGGCGATGGTCCCCTTGGCCATCCCAAGGTGTACATCAACCTGGTGAGTTGAAAATG-----------------------------ATA----------------ACA------------------------ATTTAGTT--T----AGCAC------CCTCTATTAATAATGTGCTCTT-TTCAGGACAAGCCCGGCAATCACTCGTGCGGCTACTGTGGCCTGCGTTTCGTTAA

droBip1 scf7180000396580:969042-
969197 -

GTGATGGCGGCGATGGTCCCCTTGGACATCCCAAGGTGTACATTAACCTGGTGAGTTA---ATC-----------------------------TAA----------------ACC------------------------ATTCAATG--A----TCTAT------CCATTATTGATTATGC--TTAT-TTTAGGACAAGCCCGGAAATCACACCTGCGGCTACTGTGGCCTGCGTTTTGTTAA

dp5 4_group3:2816471-2816623 + GCGATGGCGGCGATGGCCCCCTGGGACATCCCAAAGTGTACATCAATCTGGTAGGACA---TAT--TCT-------------A----TTGAATATCTG----------------CGGATCTTAA--------------------------------------------------ACAATC-TTTGGT-TATAGGACGCTCCCGGCTCTCACACTTGCGGCTACTGCGGCCTGCGTTTCGTGAA
droPer2 scaffold_1:4302023-4302175 + GCGATGGCGGCGATGGCCCCCTGGGACATCCCAAAGTGTACATCAATCTGGTAAGACA---TAT--TCT-------------A----TTGAAAATCTG----------------CGGATCTTAA--------------------------------------------------ACAATC-TTTGGT-TATAGGACGCTCCCGGCTCTCACACTTGCGGCTACTGCGGCCTGCGTTTCGTGAA
droWil2 scf2_1100000004585:1195817-

1195983 +
GTGATGGTGGCGACGGACCACTGGGTCATCCTAAGGTGTACATCAATCTGGTAAGACT---TTAATTTT-------------G----TTCATG-------ACAAATGCATATTA----------AATTAATG-----------A--GTTTG-------------------------TGTGTTCCATT-TTAAGGACAAACCCGGCAATCACATCTGCGGCTATTGCGGTCTCCGCTTTGTCAA

droVir3 scaffold_12963:11122933-
11123089 +

dvi_11341 GCGACGGCGGCAACGGTCCACTCGGACACCCCAAAGTCTACATCAATCTGGTATATTG---AAA-----------------------------ATA----------------AGC--------------ATT----------GAGTG--AACGTGTTCTAGATATTCCT-----------TATTTGT-TATAGGATAAGCCCGGCAATCACGCCTGCGGCTACTGTGGCCTGCGTTTTGTGAA

droMoj3 scaffold_6500:19870950-
19871111 +

GCGACGGAGGCAACGGTCCGCTCGGCCATCCAAAAGTCTACATTAATCTGGTAAATGG---AAG-----------------------------A--------------------C--------------ATTGATGTGAATTAAATG--T----GCCATAA------TTATATG--CATCTGCTTGT-TATAGGATAAACCCGGCAATCACAGCTGCGGCTATTGCGGCCTGCGTTTCGTGAA

droGri2 scaffold_15252:5272913-
5273078 +

GCGACGGTGGAAACGGGCCACTCGGCCATCCTAAAGTCTACATCAATCTGGTGAGTTG---TGG-------CTT-ATGCGCTGCTTT-----------GACT-CAATAATAGA--------------TGATG-----------T--TAT---------------------------CATGTGTTGTTTCTTAGGATAAACCTGGCAATCACATCTGCGGCTATTGCGGCCTGCGTTTTGTGAA
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No Repeatable elements found

mature

1. dya_82  3R:4068728-4068749 +
2. dya_84  3R:4087942-4087963 +

star

1. dya_82  3R:4068766-4068787 +
2. dya_84  3R:4087980-4088001 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGGTGAAAATCAAGAATTGAATGTGTGTGAGTGCGGTGAAGAGAGAAAGCTGCGAAGATGGCGCGAATGAAGTGCGAATTTAAGAGCTTTATTCGCACTCTCTTTTGTTTGCTTTGCTCTTTGTAGTATTTACTTGTGGTAGTTGGTTGTGTTAAGTTTCCG

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

M026

head

M043

female
body

M056

embryo

V052

head

V046

embryo

V120

male
body

...................................................GCGAAGATGGCGCGAATGAAGT......................................................................................... 22 0 2 2.50 5 0 0 0 3 0 2 0

..................................................TGCGAAGATGGCGCGAATGA............................................................................................ 20 0 2 2.00 4 3 0 0 0 1 0 0

.........................................................................................TATTCGCACTCTCTTTTGTTTG................................................... 22 0 2 2.00 4 0 4 0 0 0 0 0

.......................................................................................TTTATTCGCACTCTCTTTTGT...................................................... 21 0 2 1.00 2 1 0 0 0 1 0 0

.......................................................................................TTTATTCGCACTCTCTTTTGTTTG................................................... 24 0 2 0.50 1 0 0 1 0 0 0 0

............................................................................AATTTAAGAGCTTTATTCGCACTCT............................................................. 25 0 2 0.50 1 0 0 1 0 0 0 0

.......................................................................................TTTATTCGCACTCTCTTTTGTT..................................................... 22 0 2 0.50 1 0 0 1 0 0 0 0

...................................................GCGAAGATGGCGCGAATGAAG.......................................................................................... 21 0 2 0.50 1 0 0 1 0 0 0 0

Anti-sense strand reads

ACCACTTTTAGTTCTTAACTTACACACACTCACGCCACTTCTCTCTTTCGACGCTTCTACCGCGCTTACTTCACGCTTAAATTCTCGAAATAAGCGTGAGAGAAAACAAACGAAACGAGAAACATCATAAATGAACACCATCAACCAACACAATTCAAAGGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3R:4068677-4068838 + dya_82 TGGTGAAAATCAAG----------------AATT-------------------------GAAT------GTGT----GTGA------GTGCGGT--GAAG---AGA-----------------------GAAAG-------CTGC------------------------------------------GA-AGAT-----GGCGCGAAT---G--AAGTGCGAA-TTTAAGA-------GCTTTA------------------------------------TTCGCACTCTCTTT----------------------------------------------TGTTTGCTTT-GCTCTTTGT-A----GTATTTAC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG
droEre2 scaffold_4770:6312431-

6312597 -
TGGTGAAAATCCCG----------------AATT-------------------------GAAT------GTGT----GTGA------GTGCGGC--GAAG---AGAAGTTG------------------AGAAG-------TTGC------------------------------------------GA-AGAT-----GGCGCAAAA---G--GAGTGCAAA-TCTAAGA-------GCAGTT------------------------------------TTCGCACTCTCTTT----------------------------------------------TGTTTGCTTT-GCTCTTTGG-A----TTATTTAC-TTGTGGT-AG--TTGGTGGTGTTGAGTTTCCG

droSec2 scaffold_25:447017-447176 - TGGTGAAAATCAAG----------------AAAT-------------------------GACT------GTGT------GT------GTGTGGT--GAAG---AGA-----------------------GAAAG-------TTGC------------------------------------------GA-AGAT-----GGCGCAAAT---G--GAGTGCAAA-ATTAAGA-------GTATTT------------------------------------TTCGCACTCTCTTT----------------------------------------------TGTTTATTTT-GCTCTTTGG-A----GTATTTGC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG
droSim2 3r:5937072-5937237 - TGGTGAAAATCAAG----------------ATGT-------------------------GAAT------GTGTGTGTGTGT------GTGCGGT--GAAG---AGA-----------------------GAAAC-------TTGA------------------------------------------GA-AGAT-----GGCGCAAAT---G--GAGTGCGAA-ATTAAGA-------GTATTT------------------------------------TTCGCACTCTCTTT----------------------------------------------TGTTTATTTT-GCTCTTTGG-A----GTATTTGC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG
dm3 chr3R:15329067-15329230 + TGGTGAAAATCAAG----------------AAGT-------------------------GATT------GTGT--GTGTGT------GTGCGGT--GAAG---AGA-----------------------GAAAG-------TTGC------------------------------------------GA-AGAT-----GACGCAAAT---G--GAGTGCGAA-TTTAAGA-------GTATTT------------------------------------TTCGTACTCTCTTT----------------------------------------------TGTTTATTTT-GCTCTTTGA-A----GTATTTAC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG
droEug1 scf7180000409804:1611079-

1611240 +
TGGTGAAAATAAAC----------------TTAC-------------------------GATT------GTGT----TTGT------GTGAGGT--GGAC---AGA-----------------------GAAAG-------TTGC------------------------------------------GA-GGAA-----ACCGCAGGA---G--AGAGGGAAA-ACTAAGA-------GAATTT------------------------------------TTCACACTCTCTTT----------------------------------------------TGTTTATTTT-GCTCTTTGA-A----GTATTTAT-TTGTGGT-CG--AAGGTAGTGTTAAGTTTCCG

droBia1 scf7180000302402:1096834-
1096993 +

TGGTGAAAACAAAT----------------GCGT-------------------------GAAT------GTGT--------------GTGCGG---GGAG---AGA-----------------------GAAAG-------TTGC------------------------------------------GG-AGAA-----AGCGCCAGAGAGAGAGCGAGCAAA-TCTAAGA-------GCATTT------------------------------------TTCGCACTCTCT------------------------------------------------TGTTTGTTTT-GCTCTTTCG-C----GTATTTGC-TTGTGGT-CG--GTGGTAGTGTTAAGTTTCCG

droTak1 scf7180000415710:514611-
514779 -

TGGTGAAATTAAAC----------------CCTT-------------------------AGAA------GTGTGTGTGTGT------TTGTGGG--GGCG---GGA-----------------------GAAAG-------GTGC------------------------------------------GA-AGAA-----GGCGCAAAAGAGA--GAGTAATAA-ACAAAGA-------GCATTT------------------------------------TTCGCACTCTCTTT----------------------------------------------TGTTGATTTT-GCTCTTTGG-A----GTATTTAC-TTGTGGT-CG--ATGGTAGTGTTAAGTTTCCG

droEle1 scf7180000490994:1125348-
1125509 +

TGGTGAAAATGAAG-------------------T-------------------------GAAT------GTGT--GCGTGT------TTGCGGG--GGAA---AAA-----------------------TAAAG-------TTGG------------------------------------------AT-AGAA-----AGCAATAG--AGA--GAGTGAGAA-TCTAAGA-------GCATTT------------------------------------TTCGCACTCTCTTC----------------------------------------------TGTTTGTTTT-GCTCTTTTG-A----GTATTTGC-TTGCGGT-CG--GTGGTAGGGTTAAGTTTCCG

droRho1 scf7180000779431:122818-
122962 -

TGGTGAAAATGAAA---G------------AAAG-------------------------AAAT------G----------------------------AG---AAA-----------------------GAAAG-------TTT-------------------------------------------GG-AGAGAG---AG----AG--AGA--AAGGGAGAA-TTTAAGA-------GAATTT------------------------------------TTCGCACTCTCTTC----------------------------------------------TGTTTGTTTT-GCTCTTTGG-A----GTATTTGC-TTGTGGT-CG--GTGGTAGTGTTAAGTTTCCG

droFic1 scf7180000454126:317160-
317321 +

TGGTGAAAATAATC----------------G----------------------------CAAT-----GGTGG--TTGTGT------GTGTGGG----GG---AGA-----------------------GAAAG-------TTGC------------------------------------------AA-GGAA-----AGCGGAAGA--GA--AAGTGGGAGTGTAAAGA-------GCATT-------------------------------------TTCGCACTCTCTTT--G-------------------------------------------TGTTTGTTCT-GCTCTTTGG-C----GTATTTGC-TTGTGGT-CG--GTGGTAGTGTTAAGTTTCCG

droKik1 scf7180000302803:11370-
11525 +

TGGTGAAAATGTTG-------------------T-------------------------AGAT------GTTGGTGCGAGTGTGTGAGAGCGGG----GG---TGA-----------------------GAAAG-------TATC------------------------------------------AA--GA------------GG--AGA--GAGTGTGAT-TTTAAGA-------GCACT-------------------------------------TTCACACTCTTTTT--TTGTG----------------------------------------ATTTGTTTT-GCTCTTTGG-T----TTATTTGC-TTGCGGC----------AATGTTAAGTTTCCG

droAna3 scaffold_13340:15070494-
15070680 -

TGGTGAAAACGCCA--AG-------------------------------------------------------------GT------GTGCGGC--AAAG---AGACTTTTGTACAAACTCTCCAAAGAGAAAACTTTCTT--TA------------------------------------------GAAAGAGAGAG---------------------AAGT-TTAAAGAGTAAGGGCCAGGC--CAGTCCAGTCC-----------------------AGTCCAGTCTCTTG----------------------------------------------TATTTGTTTT-GCTCTTTGGCC----GTATTTGC-TTGTGGC-CG--GTGCCAAATTTAAGTTTCCG

droBip1 scf7180000395971:116600-
116779 +

TGGTGAAAACTCCA--AG-------------------------------------------------------------GT------GTGCGGG--AAAG---AGATTTTCGGAAAAACTTTCCAAAGAGAAAACTTTTAT--CC------------------------------------------GAGAGAGAGAG--------AT---A--GATAGCAAT-GTAAAGA-------GTAAAG------------------------------------TC--CAGTCTCTTGTAC-------------------------------------------TATTTATTTT-GCTCTTTGGTA----GTATTTGT-TTGTGGC-CGGTGTGCCAAAGTTAAGTTTCCG

dp5 2:29806845-29807045 + TGGTGAAAAAAGAA--AG-----------A---CA--------------------GAGA----GAGATTGAGA----TTGT------GTGTGGT--GGAG---AGA-----------------------GTGAGCCTTAAA--GC------------------------------------------GA-AGAGAGAGA----CAGAC---A--AAG--TAAA-TTGAAGA-------GTGTTCCTCTGTGCGGCTCTCTCTTAA---------------------------------GTGCCTTGTCCGCTTTTCGCTCTCTTTGGCGTCACG------------------------CG-A----GTATTTGCATTGTGGC-CA-TGTCCCAATGTTAAGTTTCCG
droPer2 scaffold_6:5176389-5176587

+
TGGTGAAAAAAGAA--AG-----------A---CA--------------------GAGA----GAGATTGAGA----TTGT------GTGTGGT--GGAG---AGA-----------------------GTGAGCTTTGAA--GC------------------------------------------GA-AGAGAGAGA----CAGAC---A--AAG--TAAA-TTGAAGA-------GTACCT--CTGTGCGGCTCTCTCTTAA---------------------------------GTGCCTTGTCCGCTTTTCGCTCTCTTTGGCGTCACG------------------------CG-A----GTATTTGCATTGTGGC-CA-TGTCCCAATGTTAAGTTTCCG

droWil2 scf2_1100000004943:4140684-
4140856 +

TGGTAGAAAAATGCCAGAGAGTCAACAGGA---GAGAGCGAACTCCCCTT-----GAGA----GAGATGGAGA----C--------------AT--AGGA---AGA-----------------------GTGAG----AAA--GT------------------------------------------AA-AGAGAAGGA----GA-------------------GAAGAGA-------GAACTT------------------------------------T-------CTC---------------------------------------------------TTAAAGTT-GTTCTCTTG-TGTATATATTTGT-TTGTGGGCCCCTCATTCAATGTTGAGCTCCCG

droVir3 scaffold_13047:16273252-
16273435 -

TGGTGAAAAAGATA----------------GTGC-------------------------GCGAGA----GCGT--ATGCGT------GTGTGAG----GG---TGG-----------------------GTTGG-------TGGC-------TGGCATGGT----GTGAATGGTGAATTTCGCTATT------------------GA--AGA--GAACGTTCT-CTTCGGT-------GCA--C------------------------------------GTCGCGTTCTCTTT----------------------------------------------TGTGTGCTTTTGTTATTTGTGT----GTGTTTGC-CTGTGGC-CT--GTAAATGTGTTGAGTTTCCG

droMoj3 scaffold_6540:12597937-
12598182 -

TGGTGAAAAAGTGTG-TG-----------A---AAGAGCAATAACCCACTGTGAG----AGCT------GCGTGCGTGAGT------GTGTGAGGTGTGTGGGTGG-----------------------TGGAG-------TCGTAGAGTGGTGGAATGGTAGTAGTGCATGGTGGGTTGCTCGATT---------------AC-AA--AGT--GAA-------------------------------------CGCTCTCTTGGGTCCGCATTCGCATTGTCGCATTCTCTTA---------------------------------CTGCGCGCTTACCTGTGTGCTCA-ACTTATTTG-T----GTGTTTGT-TTGTGGC-CT--GTAACTGTGTTGAGTTTCCG

droGri2 scaffold_15116:1156686-
1156722 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTGTTTGC-CTGTGGC-CT--GTTGGTGTGTTGAGTTTCCG
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No Repeatable elements found

mature

1. dya_82  3R:4068728-4068749 +
2. dya_84  3R:4087942-4087963 +

star

1. dya_82  3R:4068766-4068787 +
2. dya_84  3R:4087980-4088001 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGTGGTGAAAATCAAGAATTGAATGTGTGAGTGCGGTGAAGAGAGAAAGTTGCGAAGATGGCGCGAATGAAGTGCGAATTTAAGAGCTTTATTCGCACTCTCTTTTGTTTGCTTTGCTCTTTGTAGTATTTACTTGTGGTAGTTGGTTGTGTTAAGTTTCCG

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

M026

head

M043

female
body

M056

embryo

V052

head

V046

embryo

V120

male
body

...................................................GCGAAGATGGCGCGAATGAAGT......................................................................................... 22 0 2 2.50 5 0 0 0 3 0 2 0

.........................................................................................TATTCGCACTCTCTTTTGTTTG................................................... 22 0 2 2.00 4 0 4 0 0 0 0 0

..................................................TGCGAAGATGGCGCGAATGA............................................................................................ 20 0 2 2.00 4 3 0 0 0 1 0 0

.......................................................................................TTTATTCGCACTCTCTTTTGT...................................................... 21 0 2 1.00 2 1 0 0 0 1 0 0

.......................................................................................TTTATTCGCACTCTCTTTTGTT..................................................... 22 0 2 0.50 1 0 0 1 0 0 0 0

...................................................GCGAAGATGGCGCGAATGAAG.......................................................................................... 21 0 2 0.50 1 0 0 1 0 0 0 0

............................................................................AATTTAAGAGCTTTATTCGCACTCT............................................................. 25 0 2 0.50 1 0 0 1 0 0 0 0

.......................................................................................TTTATTCGCACTCTCTTTTGTTTG................................................... 24 0 2 0.50 1 0 0 1 0 0 0 0

Anti-sense strand reads

ACACCACTTTTAGTTCTTAACTTACACACTCACGCCACTTCTCTCTTTCAACGCTTCTACCGCGCTTACTTCACGCTTAAATTCTCGAAATAAGCGTGAGAGAAAACAAACGAAACGAGAAACATCATAAATGAACACCATCAACCAACACAATTCAAAGGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V052

head

V058

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3R:4087891-4088052 + dya_84 TGTGGTGAAAA--TCAAG------A------------------------------ATTGAATGTG------TG--AGTGCGGTG-AAG----AGA-----------------------GAAAG-------TTGC------------------------------------------GA-AGAT-----GGCGCGAAT--G---AAGTGCGAA-TTTAAGA-------GCTTTA------------------------------------TTCGCACTCTCTTT----------------------------------------------TGTTTGCTTT-GCTCTTTGT-A----GTATTTAC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG
droEre2 scaffold_4770:6312431-

6312599 -
TGTGGTGAAAA--TCCCG------A------------------------------ATTGAATGTG--TG--TG--AGTGCGGCG-AAG----AGAAGTTG------------------AGAAG-------TTGC------------------------------------------GA-AGAT-----GGCGCAAAA--G---GAGTGCAAA-TCTAAGA-------GCAGTT------------------------------------TTCGCACTCTCTTT----------------------------------------------TGTTTGCTTT-GCTCTTTGG-A----TTATTTAC-TTGTGGT-AG--TTGGTGGTGTTGAGTTTCCG

droSec2 scaffold_25:447017-447178 - TGTGGTGAAAA--TCAAG------A------------------------------AATGACTGTG------TG--TGTGTGGTG-AAG----AGA-----------------------GAAAG-------TTGC------------------------------------------GA-AGAT-----GGCGCAAAT--G---GAGTGCAAA-ATTAAGA-------GTATTT------------------------------------TTCGCACTCTCTTT----------------------------------------------TGTTTATTTT-GCTCTTTGG-A----GTATTTGC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG
droSim2 3r:5937072-5937239 - TGTGGTGAAAA--TCAAG------A------------------------------TGTGAATGTGTGTGTGTG--TGTGCGGTG-AAG----AGA-----------------------GAAAC-------TTGA------------------------------------------GA-AGAT-----GGCGCAAAT--G---GAGTGCGAA-ATTAAGA-------GTATTT------------------------------------TTCGCACTCTCTTT----------------------------------------------TGTTTATTTT-GCTCTTTGG-A----GTATTTGC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG
dm3 chr3R:15329065-15329230 + TGTGGTGAAAA--TCAAG------A------------------------------AGTGATTGTG--TGTGTG--TGTGCGGTG-AAG----AGA-----------------------GAAAG-------TTGC------------------------------------------GA-AGAT-----GACGCAAAT--G---GAGTGCGAA-TTTAAGA-------GTATTT------------------------------------TTCGTACTCTCTTT----------------------------------------------TGTTTATTTT-GCTCTTTGA-A----GTATTTAC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG
droEug1 scf7180000409804:1611077-

1611240 +
TGTGGTGAAAA--TAAAC------T------------------------------TACGATTGTG--TT--TG--TGTGAGGTG-GAC----AGA-----------------------GAAAG-------TTGC------------------------------------------GA-GGAA-----ACCGCAGGA--GA--GA-GGGAAA-ACTAAGA-------GAATTT------------------------------------TTCACACTCTCTTT----------------------------------------------TGTTTATTTT-GCTCTTTGA-A----GTATTTAT-TTGTGGT-CG--AAGGTAGTGTTAAGTTTCCG

droBia1 scf7180000302402:1096832-
1096993 +

TGTGGTGAAAA--CAAAT------G------------------------------CGTGAATGTG----------TGTGCGG-G-GAG----AGA-----------------------GAAAG-------TTGC------------------------------------------GG-AGAA-----AGCGCCAGAGAGAGAGCGAGCAAA-TCTAAGA-------GCATTT------------------------------------TTCGCACTCTCT------------------------------------------------TGTTTGTTTT-GCTCTTTCG-C----GTATTTGC-TTGTGGT-CG--GTGGTAGTGTTAAGTTTCCG

droTak1 scf7180000415710:514611-
514781 -

TGTGGTGAAAT--TAAAC------C------------------------------CTTAGAAGTGTGTGTGTG--TTTGTGGGG-GCG----GGA-----------------------GAAAG-------GTGC------------------------------------------GA-AGAA-----GGCGCAAAAGAGA--GAGTAATAA-ACAAAGA-------GCATTT------------------------------------TTCGCACTCTCTTT----------------------------------------------TGTTGATTTT-GCTCTTTGG-A----GTATTTAC-TTGTGGT-CG--ATGGTAGTGTTAAGTTTCCG

droEle1 scf7180000490994:1125346-
1125509 +

TGTGGTGAAAA--TGAAG---------------------------------------TGAATGTG--TGCGTG--TTTGCGGGG-GAA----AAA-----------------------TAAAG-------TTGG------------------------------------------AT-AGAA-----AGCAATAG--AGA--GAGTGAGAA-TCTAAGA-------GCATTT------------------------------------TTCGCACTCTCTTC----------------------------------------------TGTTTGTTTT-GCTCTTTTG-A----GTATTTGC-TTGCGGT-CG--GTGGTAGGGTTAAGTTTCCG

droRho1 scf7180000779431:122818-
122964 -

TGTGGTGAAAA--TGAAA----G-A------------------------------AAGAAATG-----------------------AG----AAA-----------------------GAAAG-------TTTG-------------------------------------------G-AGAGAG---AG----AG--AGA--AAGGGAGAA-TTTAAGA-------GAATTT------------------------------------TTCGCACTCTCTTC----------------------------------------------TGTTTGTTTT-GCTCTTTGG-A----GTATTTGC-TTGTGGT-CG--GTGGTAGTGTTAAGTTTCCG

droFic1 scf7180000454126:317158-
317321 +

TGTGGTGAAAA--TAATC------G-------------------------C----A---ATGGT--GGTTGTG--TGTGTGGG---GG----AGA-----------------------GAAAG-------TTGC------------------------------------------AA-GGAA-----AGCGGAAGA--GA--AAGTGGGAGTGTAAAGA-------GCATT-------------------------------------TTCGCACTCTCTTT--G-------------------------------------------TGTTTGTTCT-GCTCTTTGG-C----GTATTTGC-TTGTGGT-CG--GTGGTAGTGTTAAGTTTCCG

droKik1 scf7180000302803:11368-
11525 +

TGTGGTGAAAA--TGTTG------T---------------------------------AGATGTT-GGT-GCGAGTGTGTGAGA-GCGGGGGTGA-----------------------GAAAG-------TATC------------------------------------------AA--GA------------GG--AGA--GAGTGTGAT-TTTAAGA-------GCACT-------------------------------------TTCACACTCTTTTT--TTGTG----------------------------------------ATTTGTTTT-GCTCTTTGG-T----TTATTTGC-TTGCGG----------CAATGTTAAGTTTCCG

droAna3 scaffold_13340:15070494-
15070682 -

TGTGGTGAAAA--CGCCA------------------------------------------AG----------G--TGTGCGGCA-AAG----AGACTTTTGTACAAACTCTCCAAAGAGAAAACTTTCTT--TA------------------------------------------GAAAGA---------------------GAGAGAAGT-TTAAAGAGTAAGGGCCAGGC--CAGTCCAGTCC-----------------------AGTCCAGTCTCTTG----------------------------------------------TATTTGTTTT-GCTCTTTGGCC----GTATTTGC-TTGTGGC-CG--GTGCCAAATTTAAGTTTCCG

droBip1 scf7180000395971:116598-
116779 +

TGTGGTGAAAA--CTCCA------------------------------------------AG----------G--TGTGCGGGA-AAG----AGATTTTCGGAAAAACTTTCCAAAGAGAAAACTTTTAT--CC------------------------------------------GAGAGAGAG--------AGAT--A---GATAGCAAT-GTAAAGA-------GTAAAG------------------------------------TC--CAGTCTCTTGTAC-------------------------------------------TATTTATTTT-GCTCTTTGGTA----GTATTTGT-TTGTGGC-CGGTGTGCCAAAGTTAAGTTTCCG

dp5 2:29806843-29807045 + TGTGGTGAAAA--AAGAA---AGACA-----------------------GAGAGAG---ATTGA--GAT--TG--TGTGTGGTG-GAG----AGA-----------------------GTGAGCCTTAAA--GC------------------------------------------GA-AGAGAGAGA----CAGAC--A---AAGT--AAA-TTGAAGA-------GTGTTCCTCTGTGCGGCTCTCTCTTAA---------------------------------GTGCCTTGTCCGCTTTTCGCTCTCTTTGGCGTCACG------------------------CG-A----GTATTTGCATTGTGGC-CA-TGTCCCAATGTTAAGTTTCCG
droPer2 scaffold_6:5176387-5176587

+
TGTGGTGAAAA--AAGAA---AGACA-----------------------GAGAGAG---ATTGA--GAT--TG--TGTGTGGTG-GAG----AGA-----------------------GTGAGCTTTGAA--GC------------------------------------------GA-AGAGAGAGA----CAGAC--A---AAGT--AAA-TTGAAGA-------GTACCT--CTGTGCGGCTCTCTCTTAA---------------------------------GTGCCTTGTCCGCTTTTCGCTCTCTTTGGCGTCACG------------------------CG-A----GTATTTGCATTGTGGC-CA-TGTCCCAATGTTAAGTTTCCG

droWil2 scf2_1100000004943:4140682-
4140856 +

TGTGGTAGAAAAATGCCAGAGAGTCAACAGGAGAGAGCGAACTCCCCTTGAGAGAG---ATGGA--GAC------------ATA-GGA----AGA-----------------------GTGAG----AAA--GT------------------------------------------AA-AGAGAAGGA----GA-------------------GAAGAGA-------GAACTT------------------------------------T-------CTC---------------------------------------------------TTAAAGTT-GTTCTCTTG-TGTATATATTTGT-TTGTGGGCCCCTCATTCAATGTTGAGCTCCCG

droVir3 scaffold_13047:16273252-
16273437 -

TGTGGTGAAAA--AGATA----GTGC-----------------------GC-------GAGAGCG--TATGCG--TGTGTGAGG---G----TGG-----------------------GTTGG-------TGGC-------TGGCATGGT----GTGAATGGTGAATTTCGCTATT------------------GA--AGA--GAACGTTCT-CTTCGGT-------GCA--C------------------------------------GTCGCGTTCTCTTT----------------------------------------------TGTGTGCTTTTGTTATTTGTGT----GTGTTTGC-CTGTGGC-CT--GTAAATGTGTTGAGTTTCCG

droMoj3 scaffold_6540:12597937-
12598184 -

TGTGGTGAAAA--AGTGT------G----TGAAAGAGCAATAACCCACTGTGAGAGCTGCGTGCG------TGAGTGTGTGAGGTGTGTGGGTGG-----------------------TGGAG-------TCGTAGAGTGGTGGAATGGTAGTAGTGCATGGTGGGTTGCTCGATT---------------AC-AA--AGT--GAA-------------------------------------CGCTCTCTTGGGTCCGCATTCGCATTGTCGCATTCTCTTA---------------------------------CTGCGCGCTTACCTGTGTGCTCA-ACTTATTTG-T----GTGTTTGT-TTGTGGC-CT--GTAACTGTGTTGAGTTTCCG

droGri2 scaffold_15116:1157001-
1157033 -

TGTGGTGAAAA--AA---------------------------------------------------------G--TGTGCGA---------------------------------------------------------------------------------------------------------------------GA--GAGCGAAAA-T--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CACCTGCAAGCGTTTGGTTGTGGGCGTGACCACCTCCGCCATGACGAAGGGTAAGACGAGCATGAATTGGCAAAATTAAGTGCTTATCTTAACGGCCTTTCTTATCGCTGTCTGCAGGAAAAACGCTGCCGGACTTGATTTTGCCGGTGGAGGAGCGTATCGCCCGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

V120

male
body

M026

head

M056

embryo

V058

head

........................................ATGACGAAGGGTAAGAGT............................................................................................................. 18 2 1 2.00 2 2 0 0 0 0

..................................................GTAAGACGAGCATGAATTGGCAAAAT........................................................................................... 26 0 1 2.00 2 1 0 1 0 0

..................................................GTAAGACGAGCATGAATTGG................................................................................................. 20 0 1 2.00 2 1 1 0 0 0

..................................................................................................................................GGACTTGATTTTGCCGGTGGA................ 21 0 1 1.00 1 1 0 0 0 0

..................................................GTAAGACGAGCATGAATTGGCA............................................................................................... 22 0 1 1.00 1 1 0 0 0 0

............................................................................................................................................TTGCCGGTGGAGGAGCGTATCGCCC.. 25 0 1 1.00 1 1 0 0 0 0

........................................................................................................................................GATTTTGCCGGTGGAGGAGC........... 20 0 1 1.00 1 0 1 0 0 0

........................................................CGAGCATGAATTGGCAAAATT.......................................................................................... 21 0 1 1.00 1 0 1 0 0 0

.................................................................................................TTTCTTATCGCTGTCTGCAG.................................................. 20 0 1 1.00 1 0 0 0 1 0

.............................................................................................GGCCTTTCTTATCGCTGTCT...................................................... 20 0 1 1.00 1 1 0 0 0 0

........................................................................................................................AAACGCTGCCGGACTTGATTT.......................... 21 0 1 1.00 1 1 0 0 0 0

..................................................GTAAGACGAGCATGAATTG.................................................................................................. 19 0 1 1.00 1 1 0 0 0 0

.................................................................................................................................................GGTGGAGGAGCGTATCGCCC.. 20 0 1 1.00 1 0 1 0 0 0

..................................................GTAAGACGAGCATGAATTGGC................................................................................................ 21 0 1 1.00 1 1 0 0 0 0

...........GTTTGGTTGTGGGCGTGACCACCTCCG................................................................................................................................. 27 0 1 1.00 1 0 1 0 0 0

....................................................................................................................................ACTTGATTTTGCCGGTGGAG............... 20 0 1 1.00 1 0 1 0 0 0

Anti-sense strand reads

GTGGACGTTCGCAAACCAACACCCGCACTGGTGGAGGCGGTACTGCTTCCCATTCTGCTCGTACTTAACCGTTTTAATTCACGAATAGAATTGCCGGAAAGAATAGCGACAGACGTCCTTTTTGCGACGGCCTGAACTAAAACGGCCACCTCCTCGCATAGCGGGCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3L:6330677-6330843 - dya_721 CACCTGCAAGCGTTTGGTTGTGGGCGTGACCACCTCCGCCATGACGAAGGGTAAGA----CGAGC--------------------------------------------ATGAATTGGCAAAA-TTA---AG------TGCTTATCTTAACGGCC--------TTTCT---------TATCGC---TGTCTGCAGGAAAAACGCTGCCGGACTTGATTTTGCCGGTGGAGGAGCGTATCGCCCGG
droEre2 scaffold_4784:8451797-

8451962 -
CACCTGTAAGCGTTTGGTGGTGGGCGTAACAACCTCCGCCATGACGAAGGGTAAGA----CGGGC--------------------------------------------ATGAATTGGCAAAA--AA---AA------TGCTTATCTTAGCGGCC--------TTTCT---------TATCAC---TGTCTGCAGGAAAGACGCTGCCGGACTTAATTTTGCCCGTGGAGGAGCGTATCGCCCGG

droSec2 scaffold_2:5698039-5698205
-

CACCTGCAAGCGTTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA----GGAGC--------------------------------------------ATGAATTGGCAAAA-TAA---AA------AGCTTATCTTAACGGCC--------ATTCT---------TATCGC---TGTCTGCAGGAAAGACGCTGCCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG

droSim2 3l:5674204-5674370 - dsi_8966 CACCTGCAAGCGCTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA----CGGGC--------------------------------------------ATGAATTGGCAAAA-TAA---AA------AGCTTATCTTAACGGCC--------ATTCT---------TATCGC---TGTCTGCAGGAAAGACGCTACCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG
dm3 chr3L:5761184-5761350 - dme_433 CACCTGCAAGCGTTTGGTTGTGGGCGTAACCACCTCCGCCATGACGAAGGGTAAGA----CGGGC--------------------------------------------ATGAATTGGCAAAA-TAA---AA------CGCTTATCTTAACGACC--------ATTCT---------TATCGC---TGTCTGCAGGAAAGACGCTGCCGGACTTGATTTTGCCCGTGGAAGAGCGCATCGCCCGG
droEug1 scf7180000409466:3531118-

3531284 -
AAGCAGCAAACGCCTTGTAGTAGGCGTAACAACCTCCGCCATGACGAAGGGTAAGC----ACTGA------------------------------------------TGGTGATATGGCAAAA---A---GA------TTCTTATCTTAATGGCC--------TTTGA---------TATCGC---TGTATGTAGGAAAGACGCTGCCGGACTTGATTTTGCCCGTGGAAGAGCGTATATCCCGG

droBia1 scf7180000302193:3263790-
3263955 -

CGCCTGCAAACGTCTGGTTGTAGGCGTAACGACCGCCGCCATGACGAAGGGTAAGC----ACTGG--------------------------------------------ATGATTCGGCAGAA--AA---GA------GTCTTATCTTAATGGCC--------TTTGC---------TATCAC---TGTATGCAGGAAAGACACTACCGGACTTGATTCTGCCCGTGGAAGAGCGTATTGCCCGG

droTak1 scf7180000415868:464165-
464320 -

CACCTGCCAGCGCCTCGTTGTGGGCGTGACCACCGCCGCCATGACGAAGGGTAAGC----TTTGC------------------------------------------AGATGATTTGGCAAAAATTC---GA------GTCTTATCTTA----------------TC---------------T---TATCTGCAGGAAAGACGCTGCCGGACTTGATTCTGCCCGTGGAGGAGCGTATTGCGCGG

droEle1 scf7180000491268:1253522-
1253680 -

CACCTGCAAACGTCTGGTTGTGGGCGTGACGACCTCAGCCATGACGAAGGGTAAGA----AACGG--------------------------------------------ATGATTCGGCAAAA---A---GA------TTCTTATCTAAATGGCC--------TTT---------------GC---TATCTGCAGGCAAGACTTTGCCGGATTTGATACTGCCCGTGGAGGAGCGTATTGCCCGG

droRho1 scf7180000768851:39540-
39698 -

TACATGCAAACGTCTGGTGGTGGGCGTGACGACCTCCACCATGACGAAGGGTAAGC----ACTGC--------------------------------------------ATGATTTGGCAAAA---A---GA------TTCTTATCTAAATGGGC--------TTT---------------GC---TATCTGCAGGCAAGACTTTGCCGGACTTGATTCTGCCCGTGGAGGAGCGTATTGCCCGC

droFic1 scf7180000453929:1855358-
1855516 +

CACTTGCAAACGCCTCGTAGTGGGCGTAACGACCTCCGTCATGACGAAGGGTAAGC----GCTGG--------------------------------------------ATGATTTGGCAAAA---T---GA------TTCTTATCTAAATGGTA--------TTT---------------GC---TATCTGCAGGAAAGACTTTGCCAGACTTGATTTTGCCAGTGGAGGAGCGTATTGCCCGG

droKik1 scf7180000302686:58828-
58997 -

CGCCTGCAAGCGACTGGTGGTGGGCGTGACGACCGCTGCCATGACGAAGGGTAAGC----ACTGG-----------------------------------------ATGATGAGTCGGCAAAA-------GA------TTCTTATCTTAATGGCC--------TTTGC---------TATCGCTGCTGTCTGCAGGCAAGACGCTGCCGGACTTGATTTTGCCCGTGGAGGAGCGTATTGCTCGG

droAna3 scaffold_13337:12780135-
12780299 +

TAGTCGTAAACGTTTAGTAGTGGGAGTGACGACGGCCGCCATGACAAAGGGTAAGC----ACTGG--------------------------------------------GTGACTTGACAAAA-------GA------TTCTTATCTGAGATACT-------ATTTAC---------TATCAC---CGTCTGCAGGAAAAACGCTGCCGGACCTGATATTACCCGTGGAGGAACGCATCAACCGC

droBip1 scf7180000396589:1243096-
1243259 -

TAGTCGTAAACGTTTAGTAGTGGGCGTGACGACTGCCGCCATGACTAAGGGTAAGC----ACTGG--------------------------------------------GTGACTTGACAAA--------GA------TTCTTATCTCAACTACT-------ACTTAC---------TATCGC---CGTCTGCAGGAAAAACGCTGCCGGACCTGATATTACCCGTCGAGGAACGCATCGAACGC

dp5 XR_group6:9792525-9792675 + CACTTGCAAGCGTCTGGTGGTAGGCGTAACGACAGCCGCCATGACAAAGTGTAAGT----TTTGA--------------------------------------------ATGAGTCGGCAATA-------GT------TTCTTATCTA-----TT--------------------------AC--TCACCTTCAGCGAAGACTCTGCCCGATCTGATATTACCCGTGGAGGAGCGTATCGCTTTT
droPer2 scaffold_61:68100-68250 + CACTTGCAAGCGTCTGGTGGTAGGCGTAACGACAGCCGCCATGACAAAGTGTAAGT----TTTGA--------------------------------------------ATGAGTCGGCAATA-------GT------TTCTTATCTA-----TT--------------------------AC--TCACCTTCAGCGAAGACTCTGCCCGATCTGATATTACCCGTGGAGGAGCGTATCGCCCTT
droWil2 scf2_1100000004511:3789301-

3789457 -
CTCCCACAAACGTCTTGTTGTGGGCGTGACTACAGCAGCGATGACCAAATGTAAGG----AGTGTTCA---------------------------------------CCATAATTAAGCGA--------------------TT--------AAGC--------TTTAA---------TATTTCTCATATTTGCAGCCAAAATCTTGCCCGATTTGATTTTGCCCGTTGAGGAGCGCATTGAACAA

droVir3 scaffold_13049:2212421-
2212586 +

GGCCTGCAAACGTCTGGTAGTGGGCGTCACCACGGCCGCAATGACTAAGGGTAAAC----T-AAC--------------------------------------------ATGAAAAGGCAAC---------T------TTCTTATCTACCTTATC-------ACTTAT---CACT--TGCGTC---TATTTTTAGGCAAAATATTGCCGGAACTAATATTGCCCGTGGAGCAGCGTATTGCCGAA

droMoj3 scaffold_6654:1651110-
1651283 -

CGCCTGTAAACGGCTGGTCGTGGGCGTCACGACGGCTGCAATGACTAAAGGTAAAC----T-AAA--------------------------------------------ATGATTCAGCACTT-------AG------ATGTTATCTA-----TCATTCGAC-TCACTAATCAATTTTTAAAT---TATTTACAGGGAAAATATTGCCAGAGCTCATACTGCCTGTGGAACAGCGGATTGCCGAA

droGri2 scaffold_15110:3253137-
3253342 +

CACCTGTAAGCGTCTCGTTGTCGGAGTGACGACGGCCGCAATGACAAAGGGTAGGAAAGCAGTCTTCAACCAGTCTGACATACGAATAATCTACATATTACAAGCAAAGATGAAAA-GCA------AAAGGCTTATCATTTTTATCTA-----TC---------AA---------------TC---TACTTCTAGGTAAAGTGTTGCCGGAACTGATATTGCCCGTTGAGGAGCGTATTGCTCAG
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No Repeatable elements found

Sense Strand Reads
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CCGACGGCGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTGAGTGGCCGAGTTGGAGCAGTCAGAATGGGACATAATAATCCCTATTTCCATTCCCACCCCACAGTTCTTCCTTTTCCCGGCCTTGCAGCAGTATGGCCTGATCTACAGGGTGCG

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

V120

male
body

M056

embryo

V052

head

V046

embryo

V058

head

GSM1528802

follicle
cells

..................................................GTGAGTGGCCGAGTTGGA................................................................................................... 18 0 1 3.00 3 2 0 0 0 1 0 0

.................................................................................................TTTCCATTCCCACCCCACAG.................................................. 20 0 1 2.00 2 0 0 1 1 0 0 0

..................................................GTGAGTGGCCGAGTTGGAGCA................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0

.........................................................................................................................................GCAGCAGTATGGCCTGATCTACA....... 23 0 1 1.00 1 1 0 0 0 0 0 0

..............................................................................................................................................AGTATGGCCTGATCTACAGGGT... 22 0 1 1.00 1 1 0 0 0 0 0 0

..GACGGCGGATGGGGCTGGGTG................................................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0

..................................................GTGAGTGGCCGAGTTGGAGC................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0

.................TGGGTGGTCTGTCTGGCAGCC................................................................................................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0

......................................................................................................................................CTTGCAGCAGTATGGCCTG.............. 19 0 1 1.00 1 1 0 0 0 0 0 0

....CGGCGGATGGGGCTGGGT................................................................................................................................................. 18 0 1 1.00 1 1 0 0 0 0 0 0

........GGATGGGGCTGGGTGGTCTGT.......................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0

Anti-sense strand reads

GGCTGCCGCCTACCCCGACCCACCAGACAGACCGTCGGCCAAACTTATTGCACTCACCGGCTCAACCTCGTCAGTCTTACCCTGTATTATTAGGGATAAAGGTAAGGGTGGGGTGTCAAGAAGGAAAAGGGCCGGAACGTCGTCATACCGGACTAGATGTCCCACGC

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

#
Mismatch

Hit
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Total
Norm Total

No data available in table
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 X:12117888-12118054 + dya_1800 CCGACGGCGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTGAGT-GG----C--------------CGAGTTGGA------GCA-----------------------GTCAG--AATG-------------------------------------------------------------------------------------------------------------------GG---ACATAATAATCCC--TAT--------TTCCATTCCCACCCCACAGTTCTTCCTTTTCCCGGCCTTGCAGCAGTATGGCCTGATCTACAGGGTGCG
droEre2 scaffold_4690:9464994-

9465174 -
CCGACGGGGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTGAGT-GA----TACA--GCGTG--GCCGAGATGGA------GCG-----------------------GACAG--GCTG-------------------------------------------------------------------------------------------------------------------ATGGGGCATACTAATCCTTCTAT------CCTCCGATTC---CCCCACAGTTCTTTCTCTTCCCGGCTCTGCAGCAGTATGGCCTGATCTACAGGGTGCG

droSec2 scaffold_8:1500788-1500968
-

CCGACGGGGGATGGGGCTGGGTGGGCTGTCTGGCAGCCGGTTTCAATAACGTGAGT-GA----TATA--GCGTG--GCCGAGTTGGA------GCA-----------------------GTCTG--GATG-------------------------------------------------------------------------------------------------------------------GGATGGCATAATAATCTCCCTAT------CCTCCCATTC---CCGCACAGTTCTTCCTTTTCCCGGCTCTGCAGCAATATGGCCTGATCTACAGGGTGCG

droSim2 x:18107905-18108085 - dsi_29476 CCGACGGGGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTGAGT-GA----TATA--GCGTG--GCCGAGTTGGA------GCA-----------------------GTCTG--GATG-------------------------------------------------------------------------------------------------------------------GGATGGCATAATAATCTCCCTAT------CCTCCCATTC---CCGCACAGTTCTTCCTTTTCCCGGCTCTGCAGCAGTATGGCCTGATCTACAGGGTGCG
dm3 chrX:19207422-19207607 - CCGACGGGGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTAAGT-GA----TATATAGCGTG--GCCGAATTGCA------GCA-----------------------GTCTG--GATG-------------------------------------------------------------------------------------------------------------------GT---GCATAATAATCTCCCTATCCTCATCCTCACATTC---CCGCACAGTTCTTCCTTTTCCCGGCTCTGCAGCAGTATGGCCTGATCTACAGGGTGCG
droEug1 scf7180000409109:242592-

242760 +
CCGACGGTGGATGGGGCTGGGTGGTCTGCCTGGCAGCTGGCTTAAATAATGTAAGT-AA----TATACAGA--GATGCCCAGTTGG----------------------TGGTTGGAAAAG-CTGA--TA-----------------------------------------------------------------------------------------------------------------------------ATTGGTCTT----------------CGTTT---CGTCTTAGTTCTTCCTTTTCCCGGCCCTGCAACAGTATGGCCTGATCTACAGAGTCCG

droBia1 scf7180000302069:1373995-
1374159 +

CCGACGGAGGATGGGGCTGGGTGGTCTGCCTGGCAGCCGGCCTAAATAACGTAAGT-GG----TTTACAC-----------ATC------GGTA--CAGAT----------ATGGAATGG------------------------------------------------------------------------------------------------------------------------------G---TTACAATAGTCTT--------------CCCATTT---CGTTGCAGTTCTTCCTTTTTCCGGCTCTGCAGCAATATGGCCTAATCTACAGGGTGCG

droTak1 scf7180000415843:933790-
933884 +

CCGACGGAGGATGGGGCTGGGTGGTCTGCCTGGCAGCAGGTCTAAATAACGTAAGT-GA----TATAGAGA------------CG-----AAAT--CCCAG----------TTGAAAGGG------------------------------------------------------------------------------------------------------------------------------A---TTATAATA---------------------------------------------------------------------------------------

droEle1 scf7180000490751:851455-
851623 -

CCGACGGAGGATGGGGCTGGGTGGTCTGCCTGGCAGCCGGCTTAAACAACGTGAGT-GA----TACACATA--G--ATCAGGATAAA---------------------TGTATGCAG---------------------------------------------------------------------------------------------------------------------------------------ACATTAGTGT---TAT------GCCCCCTTTC--GCTTCGCAGTTCTTCCTTTTCCCAGCCCTGCAGCAATATGGCCTGATATACAGGGTGCG

droRho1 scf7180000778091:447671-
447831 -

CCGACGGAGGATGGGGCTGGGTGGTCTGCCTGGCAGCGGGCTTGAATAATGTGAGT-TA----TACAGA-CGCC--TCCCAGTCGAG-----------------------------ATAGT---------------------------------------------------------------------------------------------------------------------------------TAATAATGGTGTC---------------CCCTTT---TGGTGCAGTTCTTCCTTTTCCCGGCCCTGCAGCAATATGGTTTGATCTACAGGGATCG

droFic1 scf7180000451789:237386-
237569 -

CCGACGGGGGATGGGGCTGGGTGGTTTGCCTGGCGGCGGGTTTTAATAACGTAAGT-GA----TACACACA----------GTT------GATG--CCCCTAC--------------------G--TATGGACTCTAG--------------------------------------------------------------------------------------------------------ATGAG----TATCCCCTTC------TTCTTCTTCTGCTGTTC--CCTCCACAGTTCTTCCTTTTCCCGGCACTGCAGCAATATGGCCTGATTTACAGAGGGCG

droKik1 scf7180000302798:155175-
155431 -

CCGATGGAGGATGGGGCTGGGTGGTGTGCCTGGCAGCTGGATTGAATAATGTGAGT-TA----AGGA--GCTTA--ATTGGGAC-----------AT-CAA--ATTAAAGG-----ATAGTTAA-GGATG--------TATTCCCTGTCACATCTTTATTATCCCTCTAAATATATAGAATCGACTCCGAACACGATCAATTCCAAACCCATTTC---------------------------------CAAACCATCTCCAAT----C-----------TCTCC---AATTACAGTTCTTCCTATTCCCGGCTCTGCAACAGTATGGTCTCATCTACCGCGTGCG

droAna3 scaffold_12903:593021-
593188 +

CGGACGGAGGATGGGGCTGGGTGGTGTGCCTGGCAGCTGGCTTCAATAACGTGAGATTA----TCCCCTTT--T-----------------ATC--CCCTTTT---ATTCTCTTAATTTA-CTAA--TT-----------------------------------------------------------------------------------------------------------------------------TTAT-------------------GTCCT--GCCCTCCGTAGTTCTTCCTGTTTCCGGCCCTGCAGCAGTATGGCCTCATCTACAGGACCCG

droBip1 scf7180000395925:13549-
13715 -

CCGACGGAGGCTGGGGCTGGGTGGTGTGCCTGGCCGCGGGACTAAACAACGTGAGT-TCCTAATATAAAGCTTA--ATTAATTAATT------ATA-----------------------ATCTT--AAAA-------------------------------------------------------------------------------------------------------------------TGTATATATGTTG-----------------------------ATTTTTAGTTCTGCCTGTTCCCGGCCTTGCAGCAATATGGTTTAATTTATAGAAAACG

dp5 XL_group1e:8341018-8341187
-

dps-mir-
2519

CCGATGGCGGCTGGGGCTGGGTGGTGTGCCTGGCGGCCGGATTGAATAACGTATGT-GG----AATT-----------------GAAGTTGATA--TACATTC-----------------------CATGAACATTTG--------------------------------------------------------------------------------------------------------------AGGGACATCAATTTC----T-----------TTTTC---AATTACAGTTCTTCTTGTTCCCGGCCCTGCAGCAGTACGGCTTGATCTACAGAGTGCG

droPer2 scaffold_13:223543-223712 + dpe_95 CAGATGGCGGCTGGGGCTGGGTGGTGTGCCTGGCGGCCGGATTGAATAACGTATGT-GG----AATT-----------------GAAGTTGATA--TACATTC-----------------------GATGGACATTTG--------------------------------------------------------------------------------------------------------------AGGGACATCAATTTC----T-----------TTTTC---AATTACAGTTCTTCTTGTTCCCGGCCCTGCAGCAGTACGGCTTGATCTACAGAGTGCG
droWil2 scf2_1100000004515:3024400-

3024573 -
CAGATGGCGGTTGGGGCTGGGTTGTTTGTGTGGCAGCAGGAATGAGTAATGTGAGT-TA----AGA----CAAC--CCCC----------------------------------------------------------------------------------------------------------------------------A---------------CAAGCAAAAAGCAACAAGAAAAATGAA---AAGTTATCATTGC---------------CTTTTC---CGGTTTAGTTCTGCCTGTTCCCGGCACTACAGCAATATGGTTTGATATACAGAGATCG

droVir3 scaffold_12970:9393088-
9393252 -

CCGATGGCGGCTGGGGTTGGGTCATCTGCCTGGCAGCGGGCCTGAACAATGTGAGT-GC----C-CGC-------------ATT------GATG--CACATCC---CTCGTGTTGAGCAC-CCGA-----------------------------------------------------------------------------------------------------------------------------------TAATCC-----T-----------TTA--GCAATCCACAGTTCTTTATGTTTCCGGCGCTGCAGCAGTACGGCCTGATCTACAGGGGGCG

droMoj3 scaffold_6308:1336359-
1336528 +

CCGATGGCGGCTGGGGCTGGGTCATCTGTGTGGCTGCGGGCTTGAATAATGTGAGT-AC----CACAGAGC--G-----------------ATC--TACA-------------------GTATA--TATGGAAATG----------------------------------------------------------------------------------------------------------------ACATCAACTAATCCG--------------GCGGG--GCTTTGTATAGTTCTTTATGTTTCCGGCACTGCAACAGTACGGTCTGATCTACCGGGCGCG

droGri2 scaffold_15203:5010464-
5010650 +

CCGATGGCGGCTGGGGTTGGGTCATCTGTCTCGCAGCGGGCTTCAACAATGTGAGT-AG----CTAA--AAGTG--CC----TC------C-----------------------------------------------------------------------------------------------------------------AAACGGATCTGTAAACCAAACCAAACCAAACCAAACCAATGAC---TGACAATGAC---------------------T--GGCATCCGCAGTTCTTTATGTTTCCAGCGCTGCAGCAGTATGGCCTGATATACAGGGTGCG
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TTGTTTATATATTCCGCCAAATTTCGTTAATTGTTGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCACATCCAACGGAAATTCAACAACGACTGCAACAGGTGCTCTACAACAATCCAGTAATGGAAATTCGAATCCCAAGCAACCGCAGGCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

M043

female
body

V058

head

......................................................................................................................CAGCTGCTGGCCAGCGCATC........................................................................................ 20 0 1 2.00 2 2 0 0

......................................................................................................................CAGCTGCTGGCCAGCGCATCC....................................................................................... 21 0 1 1.00 1 1 0 0

................................................................................................................................................................................................................CCCAAGCAACCGCAGGCC 18 0 1 1.00 1 1 0 0

.....................................................................................ATTGCGCTGGCCAAGCTGT.......................................................................................................................... 19 1 1 1.00 1 0 0 1

.....................................................................................ATTGCGCTGGCCAAGCTGCAGGC...................................................................................................................... 23 0 1 1.00 1 0 1 0

Anti-sense strand reads

AACAAATATATAAGGCGGTTTAAAGCAATTAACAACAGCGTCGTACAGGTGAACGTCAAGTAGGCTTTATCGCCTCTTCTTTGCGTAACGCGACCGGTTCGACGTCCGGTTCTTCAGGGTCGACGACCGGTCGCGTAGGTGTAGGTTGCCTTTAAGTTGTTGCTGACGTTGTCCACGAGATGTTGTTAGGTCATTACCTTTAAGCTTAGGGTTCGTTGGCGTCCGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

M043

female
body

M026

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 2L:10571198-10571423 - dya_1788 TTG----TTTATATATTCCGCCAAAT--------TTCGTTAATTG--TTGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCACATCCAACGGAAATTCAAC---A---ACGAC------T---GCAACAGG---TGCTCTACAACAATCCAGTAATGGAA---ATTCGAATCCCAAGCAACCGCAGGCC
droEre2 scaffold_4929:5031991-

5032213 +
TTG----TTTATAAATTCCGCCAAAT--------TTCGTTAATTT--ATGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAGGCGCATTGCGCTGGCCAAATTGCAGGCCAAGAAGACCCAGCTGCTGGCCAGCGCATCCATATCCAACGGAAAATCAA---------CGAC------T---GCAACAGG---TGCTCCGCAGCATGCCCATAATGGAA---ATTCGGATCCCAAACAACCGCAGGCC

droSec2 scaffold_5:3042277-3042502 + dse_216 TTG----TTTATATATTCCGCCAAAT--------TTCATCAATTG--ATGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGTTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAATCAAC---A---ACGTC------T---GCTATAGG---TGCGACGCAACATGCGAGTGATGCCA---AATCGAATCCAAATCAACCGCAGGCC
droSim2 2l:4768975-4769200 + dsi_32450 TTG----TTTATATATTCCGCCAAAT--------TTCATCAATTG--ATGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAATCAAC---A---ACGTC------T---GCAACAGG---TGCGACGCAACATGCGAGTGATGCCA---AATCGAGTCCAAATCAACCTCAGGCC
dm3 chr2L:4955540-4955765 + dme_401 TTG----TTTATATATTCCGCCAAAT--------TTTATCAATTG--ATGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAATTGCAGGCCAAGAAATCCCAGCTGCTGGCCAGCGCACCCGCAACCAATGGAAAATCAAC---A---ACGTC------T---GCAACAGG---TGCGACGCAACATGCGAATAATGGAA---AATCAAATCCCAATCAACCGCAGGCC
droEug1 scf7180000409005:837237-

837462 +
TT-------TATTTATTCCGCCAAAT--------TTTGTTTATTG--GTGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAGCGCATTGCCTTGGCTAAGCTGCAAGCCAAGAAGTCACAATTACTGTCTACCACATCTACCTCCAATGGAAAATCACA---ATCCAATGA------T---CAAACAAG---TGGGAAGCAACAAGTTCGGAATGGAA---ATCCAAATCCAAAACAACCCCAGGCT

droBia1 scf7180000302188:1539555-
1539777 +

TTT-CTGTTTGGTTATTCCGCCAAAT--------TTCGTGAATTT--GTGTCGCAGCATGTCCACTTGCAGTTCGTCCGAAATAGCGGAGAAAAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGTGCATC------CGGCGGAAAGTCAGC---C---CCGAA------T---CCAACAAG---TGCGCTGCAACAAGTCACGAATGGAA---ACTCGAAACCCAATAAACCGCAGGCC

droTak1 scf7180000415705:273650-
273856 +

CTG----TTCTGTTTTTCCGCCAAATCTCAAAATCTCGTCAATTG--TTGTCGCAGCATGTCCACTTGCAGTTCGTCGGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGTTGCTGGCCAGTGCATC------CGGCGGAAAGTCCAC---C---GCGAC------T---GCAACAAG---TG---------------------GAA---ATGCGAATCCCAATCAACCGCAGGCC

droEle1 scf7180000491046:2622797-
2623018 +

TT-------TATTTATTCCGCCAAAT--------TTCGTTAATTTTCCTGTTGCAGCATGTCCACCTGCAGTTCATCCGAAATAGCGGAAAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAACTGCTGGCCACCACATC------CGCCGGAAAGTCATC---C---ACTGCTCC---G---CCAACAAA---TGCGCAGCAACAAGTCCGCAATCAAA---ATGCGAGTCCCAATCAACCGCTGGCC

droRho1 scf7180000779695:7628-7849 + TT-------TATTTAATCCGCCAAAT--------TTCGTTAATTGTCTTATCGCAGCATGTCCACTTGCAGTTCGTCCGAAATAGCGGAGAAGAAGCGCCTTGCGCTGGCCAAGCTGCAAGCCAAGAAGTCCCAACTACTGGCCAACGCATC------CAGCGGAAAGTCATC---C---ACAGCTCC---T---CCAGCAAA---TGCGCAGCAACAAGTCCGGAATCAAA---ATGCGAGTCCCAATCAACCGCTGGCC
droFic1 scf7180000453842:1297058-

1297271 -
TT-------TACTAATTCCGCCAAAT--------TTCGTTAATC-----GTCGCAGCATGTCATCTTGCAGTTCGTCTGAAATTGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGTTGCTAGCCAGCTCAAC------CAGCGGAAAGCTAAC---C---ACGAA------T---CCAACAAA---TGCGCAGCAACAAGTTGGGAATAGAA---ACGGAAATCCGAATCAACCACAAGCC

droKik1 scf7180000302271:69295-69527
+

TTGTTTGTTTTTATTTTCCGCCAAAT--------TTCGTCGCAAA--TTGTCGCGACATGTCCACATGCAGTGCGTCCGAGATTGCGGAGAAGAAGCGCATTGCTCTGTCCAAGCTGCAGGCCAAGAAGTCCCAGCTCCAGGCCAGTGGGAA------TGGCGGGAGACCAGCCCCG---ACGAT------T---CCAACAGGCGCCGCCCAGCAACAAGTCCACAGTGGAAGCCATGGTAATCCGAATCAACCGCAGGCC

droAna3 scaffold_12943:2696399-
2696609 +

TTT-------AT-TATTCCGCCAAAA--------AACGT-ATTTGATTCCATGCACAATGTCTGCCTGCAGTGCCATCGAAATCGCGGAGAAGAAACGCATTGCACTGGCCAAGCTGCAGGCGAAGAAGGCGCAGATCCTAGCTGGC---------------GGAAAAGCCACCCCGTCCACAAG------T---GCAACAAG---TGTGCAGCAAAAACCGC--AA-ACAA---ATGTGAACTCCAATGTGCCACAGGTC

droBip1 scf7180000396535:2094224-
2094437 +

TTG----TTTAT-TATTCCGCCAAAA--------AACCT-ATTTGATTAAATGCACAATGTCTGCCTGCAGTGCCACCGAAATTGCCGAGAAGAAACGCATTGCACTAGCCAAGCTTCAGGCGAAGAAGACACAGCTCCTGGCTGCCGGAGCAGCA---------ACCTCGTC---C---ACAAC------T---CCAACAAG---TGCGCAGCAAAAACCCA-CAA--CAA---ATGGGAACTCCAATGTGCCACAGGTC

dp5 4_group4:1471205-1471364 + TTG-----------------------------------------------GCTTAATATGTCCACTTGTAGCATTGCTGAAATAGCAGAAAAGAAGCGCGCTGCCTTGGCCAAGCTGCAAGCCAAAAAGTCGCAGCTC---GTCAACT--------------------------CT----AAGGCGCCGCCG---ACAAAAAA---CGCGCAGCAACAAGTAC---------------CAAATCCCTCCCAGCTGGCCTCA
droPer2 scaffold_10:473217-473369 + ------------------------------------------------------AGTATGTCCACTTGTAGCATTGCTGAAATAGCAGAAAAGAAGCGCGCTGCCTTGGCCAAGCTGCAAGCCAAAAAGTCACAGCTC---GTCAACT--------------------------CT----AAGGCGCCGCCG---ACAAAAAT---CGCGCAGCAACAAGTAC---------------CAAATCCCTCCCAGCTGGCCTTA
droWil2 scf2_1100000004585:1582237-

1582389 -
----------------------------------------AATTC--ATGTTGTGAAATGTCGGCCTGCAGTGCTACGGAAATAGCTGAAAAGAGGCGCATTGCCTTAGCCAAACTGCAAGCCAAGAAGACCCAATTGTCC------ACAT------CTCCGAAAATTCCATC---T---GCCGC------T---TCAACAGG---TTC------------------------------------GGCTCAGCTGACCGCC

droVir3 scaffold_13246:1175596-
1175756 -

TA-----------TATCCTGCAAATT--------AGTATTAAGTA--GCGAC-AACCATGTCCGTCTGCACGGCTGCCGAGATAGCTGAGAAGCGACGCATTGCACTGGCCAAGCTGCAGGCGAAAAAGGCCCAAGCGCCGGCCATAAAACCC------------------------------------------TCAACAAG---TGTC---------------------------------AGCGAGCAGCTGGGCGCC

droMoj3 scaffold_6500:4738863-
4739013 +

TTG----T----------------------------------------GGACTTGAAATGTCAGTCTGCACAGCAGATGAGATTGCAGAGAAACGGCGCATCGCACTAGCCAAGCTGCAGGCTAAGAAAAACCAAACACCAGCCGTAAATTC------AAACACA---------------AAGCC------C---GCCACAAA---TGTCA---------------------------------ACGAACAATTGGGCGCA

droGri2 scaffold_15252:16053753-
16053893 +

---------------------------------------------------------ATGTCAGTTTGCACATCCGCTGAGATAGCAGAGAAACGTCGCATTGCACTGGCTAAGCTGCAGGCAAAAACTAAACAAG-GCCCGCCAACAAATTCA-----AATGCA---------------AAACC------TGCTTCAAATAT---TTTG---------------------------------AGCGCAAAACCAGCTGCC
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GTGTTTACTTATTACTAAGAATCACACATTTTTGCAGAGGACATTTTCGTTTGGAACCTTTGTAAAAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTAGTCCAAAGCCGACAATTCGACAGGTGTTTTGGGGGCCCCACTTATCGAAACTGCAGTCGGTTAGCGAGTCCA

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

#
Mismatch

Hit
Count
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M043

female
body

V058

head

V052

head

......................................................................TTTGAGCTCCAGTTTGCTGTCG............................................................................................ 22 0 1 2.00 2 0 1 1

................................................................................................CAAACAGCAAAATGTAGTCCA................................................................... 21 0 1 1.00 1 1 0 0

Anti-sense strand reads

CACAAATGAATAATGATTCTTAGTGTGTAAAAACGTCTCCTGTAAAAGCAAACCTTGGAAACATTTTCCAAAACTCGAGGTCAAACGACAGCACTCGTTTGTCGTTTTACATCAGGTTTCGGCTGTTAAGCTGTCCACAAAACCCCCGGGGTGAATAGCTTTGACGTCAGCCAATCGCTCAGGT

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

Species Coordinate ID Alignment
droYak3 2L:17449448-17449631 + dya_1784 GTGTTT--ACTTATTAC-TAAGAATCACACATTTTTGC--------AGAGGACAT-T-T-T-------------CG-TTT---G----GAAC-------------------------CTTTGTAAAAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTAGTCCAAAGCCGACA--------------ATTCG---ACAG-GT-------G--------TTTTGGGG-------GCCC--------CACTTATCGAAACTGCAGT-CGGTTAG-CGA-GT-----------C----C--A
droEre2 scaffold_4929:17858129-

17858312 -
der_75 GCGTTT--ACTTAGTAC-TAAGAATCACACATTTTTGC--------AGAGGGCAT-T-T-T-------------CT-TTT---G----GAAG-------------------------CTGTGTAAAAGGCTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA--------------ATCCG---ATAG-GT-------G--------CTTTGGGG-------GCCC--------CAATAATCGAAACTGCAGT-CGGTCCG-GGA-GT-----------C----C--A

droSec2 scaffold_1:2429395-2429591
+

dse_1835 ACGTTT--ACTTAGTAG-CAAGAATCACACGTTTTTGC--------AGACGGCAT-T-T-T-------------CTATT-C-GG----AAAC-------------------------CTGTATAAAAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA--------------TTGCG---AAAG-GC-------T--------TTCATGGGAGCCGCCGCCC--------CATCAATCGAAACTGCAGT-CGGTTACGGGA-GT-----------C-CTCC--T

droSim2 2r:5600449-5600645 + dsi_32438 ACGTTT--ACTTAGTAG-CAAGAATCACACGTTTTTGC--------AGACGGCAT-T-T-T-------------CTATT-C-GG----AAAC-------------------------CTGTATAAAAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA--------------TTGCG---AAAG-GC-------T--------TTCTTGGGAGCCGCCGCCC--------CATCAATCGAAACTGCAGT-CGGTTACGGGA-GT-----------C-CTCC--T
dm3 chr2R:4791612-4791805 + dme_379 ACGTTT--ACTTAGTAC-CAAGAATCACACGTTTTTGG--------AGACGGCAT-T-T-T-------------CTATT-C-GG----AAAC-------------------------CTATATAAAAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA--------------TTGCG---AAAG-GC-------T--------TTCATGGGAGCC---GCCC--------TATCAATCGAAACTGCAGT-CGGTTACGGGA-GT-----------C-CTCC--C
droEug1 scf7180000409183:445681-

445862 +
GAGTG---------CAG-TAAGAATCACACATTTTTGA--------AGAGATCAT-T-TTT-------------CTATT-C-TC----AAAC-------------------------TTGTATACAAGGTTTTGAGCTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGCGGTCCAAAATCGCCT--------------GTCCG---AAAG-GT-------G--------TTTTTGGGGG-----TCAC--------CATAAATCTAAACTGCAGT-TGATTCG-GTT-GC-----------C----C--A

droBia1 scf7180000302291:2735848-
2736020 +

GAGTG---------CAA-AGAGAATCACACATTTTTGC--------AGA--GCAT-T-T-T-------------CT-ATTC--C----AAAC-------------------------ATGTTTACAAGGTTTCGGACTACAGTTTGCTGTCGTGAGCAAACAGCAAAACGTTTTCCGAAGTCGCC----------------TGCG---AAAG-TT-------A--------CTTTAAGG-------GCAC--------CACAAATCGAAACTGCAGT-TGGTTTG-GG--GC-----------C----C--A

droTak1 scf7180000415386:451355-
451532 -

GTG-----------CAA-TAAGAATCACACATTTTTGC--------AGAGAGCAT-T-T-T-------------CT-TTTT--A----GAAC-------------------------ATGTTTACAAGGTTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTTTTCCAAAATCGCCA--------------ATTCG---AAAG-TT-------A--------TTTTGAGG-----GCGCAC--------CACAAATCTAAACTGCAGT-TGGTTTG-GGA-GC-----------C----C--A

droEle1 scf7180000490483:67737-
67915 -

GAGTG---------TAT-TAAGAATCACACATTTTTGC--------AGAGG-TATATTT-T-------------CT-TTTT--C----GAAT-------------------------ATGTATACAAGGTTTTGAACTACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAACTGAAA--------------ATTCA---AAAG-GT-------T--------TTATTGGG-------GCAC--------CACAAATCGAAACTGCAGT-TGGTTTG-GAC-AC-----------C----C--A

droRho1 scf7180000780108:150187-
150362 +

GAGAA---------TAC-TAAGGATTACACATTTTT-C--------AGAGATTAT-T-TAT-------------CT-TTTT--C----AAAA-------------------------ATGTAGACAAGGTTCTGAACTATAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAGAATCGAAA--------------T-TTG---AAAG--T-------A--------TTTTTGGG-------TCAA--------AACAAATCGAAACTGCAGT-TGGTTTG-GAC-GC-----------C----C--A

droFic1 scf7180000453851:1506157-
1506336 -

TAGTG---------TAC-TAAGAATCACACATTTTTGC--------AGGGAGCAT-T-TTT-------------CTTTT-T-TA----AAAC-------------------------GTGTAGAAAAGGTTTTGAACTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGCGGCCCAAAACCGCAA--------------ATTCA---AACA-GA-------A--------TTTTTGGG-------GCAC--------TACAAACCGAAACTGCAGT-TGGTTTG-GCA-GC-----------T----C--A

droKik1 scf7180000302682:1354886-
1355078 +

GAGTGAGAA-----CTC-TAAGAATCACACATTTTTAGAC------AGAAGGTAT-T-T-C-------------CT-TTTT--C----GAAC-------------------------CTGTACACAAGGTTCTGGACTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCTCAGAGCCGACT--------------TTCCG---AAAACGT-------A-----TT-TTTTTGGG-------GGAC--------TACAAATCAAAACTGCAGT-TGGTTTG-GAA-AC-----------CATTCCTAA

droAna3 scaffold_13266:1225280-
1225478 -

dan_4056 GAGTTT--ACTA------AAAGAATCACACATTTTTGC-CAAAAAAAAAGAGCAT-T-TTTTTTCTTC-TTTCGATTTT-C-GA----AAAG-------------------------TTCTGAAAATGGTTTTGAACTTCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAGCCGCCC----A---------TTCCGCCGAAAC-GGG------T--------TT--------------AAT--------TACAAATCAAAACTGCAGA-TGATTTG-GAA-AA-----------C----C--C

droBip1 scf7180000396730:2224838-
2225050 -

GAGTTT--ACT-------TAAGAATCACACATTTTTTGACAA----AAAAAACAT-T-TTTTATGTTCGATTCGAAATT-C-GAAAAAAAAG-------------------------GTTCATACAAGGTTTTGAACTCCAATTTGCTGTCGTGAGCAAACAGCAAAATGTGGCCCAAAGCCGCCA--------------TTCCGCCGAAAG-GT-------T---GA-CATTTTGGGT----GGGTATT--------TCCAAGTCAAAACTGCAGAACGACTTG-GAA-GC-----------C----A--T

dp5 3:13606073-13606257 - dps_3844 AAATTA--ATT-------TAAGAATCACACATTTTTGA--------AGATG-CGT-T---T-------------GT-TTTA-------AGAA-------------------------CTTTGTCTGAGATTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCACAAAATGAACA--------------TTCGG---ATGG-AC-------TTTAAG-AATTTTGAG---TTAGGGGCC--------TTCAGATCAAAACTGCAGT-TGGTTTA-GGA-GC-----------C--------
droPer2 scaffold_2:8013574-8013758

+
AAATTA--ATT-------TAAGAATCACACATTTTTGA--------AGATG-CGT-T---T-------------GT-TTTA-------AGAA-------------------------CTTTGTCTGAGATTTTGAACCACAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGCACAAAATGAACA--------------TTCGG---ATGG-AC-------TTTAAG-AATTTTGAG---TTAGGGGCC--------TTCAGATCAAAACTGCAGT-TGGTTTA-GGA-GC-----------C--------

droWil2 scf2_1100000004510:2696655-
2696874 -

dwi_5429 ATTATT--TGCTAGTAGAGAAAAAACACACATTTTTTT--------GA--------------------------TTTTT-CAGA----AAATTCTCATAAAAATTGTTCTCTTTGTCAAAT---GTGGATTTTGTATCAAATTTTGCTGTCGTGAGCAAACAGCAAAAATTGACACAAAACCCTCG----A---------ATGACCCGATCT-TCACATAATTCCATG-AATTTTCCGG-------GCTT-------TGGATAGTCAAAACTGCAGT-TGACTGG-ATAAGC-----------T----T--A

droVir3 scaffold_12875:1774788-
1774984 +

dvi_24661 CA-----------------AGGAATCACACATATTTAC--------TGAAAGCAT-T-T-G-------------TT-TTCC--------AAC-----------------------A-CATTCAGATAGATTTTGAACTCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTGAAA----ATTT-CCT--ACCTT---AAGA-GT-------A---GACT-CTTCTGGTCGCTTCCAAAAAAAAACAAAAACAACCAAAACTGCAGT-TGGTTAC-GAG-GCA----------A----C--T

droMoj3 scaffold_6496:13717197-
13717377 -

dmo_3156 G------------------------CACACATTTTTCAAA---AGGAAAGAGAAA-T-----------------CA-TTCT--C----GATC-------------------------GCTTCAAATAGATTTTGAACTCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTGAATTTAAATTC-CCC--ACTCG---AAGA-GC-------G---GAAGGTTTTCCAA-------ACTT--------TTAATACCAAAACTGCAGT-TGGGTTA-AAA-GA-------------------A

droGri2 scaffold_15112:3869020-
3869198 +

TTATCT------------AAAGAATCACACATTTTTTAT-------CG----------------------------------------AAAC-------------------------CAAT---ATAGATTTTGGACCCTGTTCTGCTGTCGTGAGCATTCAGCAGAAAATTGTTCAAAATTAAAA----ATTCATCTACTTTCG---AAAG-TA----------------------G---TCAAAATAT--------TCCAAACCTAAACTGCAGT-TGGTTTT-TTT-TTAGCTTCTTAACCATTTC--A
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GCAAACAGATATCAAGCAATCTATATATATAGTCGAACCTGCACAAATCAAAAGATCACGTATACGCAGTCCTTCCATGTGTGCCATATGCATTATCCTGGCTGATCCTGGCAAGGATTTTACGCTGGAGCAGCTAAGATAGTGTCTAAAAAATAGTGGCATTCTCAAACGGAGATTATTGGGCCAATGCAAGGTTTTCCTATAGGAGAAACCAGAAAAATGTTTATAAATAGC

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

M056

embryo

SRR1275484

Male
prepupae

GSM1528802

follicle
cells

V058

head

.............................................................................................................................TGGAGCAGCTAAGATAGTGTCT....................................................................................... 22 0 1 3.00 3 1 2 0 0 0 0

.......................................................................................ATGCATTATCCTGGCTGATCCTGGC.......................................................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0

.............................................................................................................................TGGAGCAGCTAAGATAGTGTC........................................................................................ 21 0 1 1.00 1 1 0 0 0 0 0

......................................................................................................................................................................................................CCTATAGGAGAAACCAGAAAAAT............. 23 0 1 1.00 1 0 1 0 0 0 0

.............................................................................................................................TGGAGCAGCTAAGATAGTGTCTA...................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

CGTTTGTCTATAGTTCGTTAGATATATATATCAGCTTGGACGTGTTTAGTTTTCTAGTGCATATGCGTCAGGAAGGTACACACGGTATACGTAATAGGACCGACTAGGACCGTTCCTAAAATGCGACCTCGTCGATTCTATCACAGATTTTTTATCACCGTAAGAGTTTGCCTCTAATAACCCGGTTACGTTCCAAAAGGATATCCTCTTTGGTCTTTTTACAAATATTTATCG

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

Species Coordinate ID Alignment
droYak3 3L:2067724-2067957 - dya_1787 GCAAA--CAGATATC----AAGCAATC-------------------------------------------TATA-----------------------------------------------------------T------ATAT------------AG---TCGA--ACCTGCACAAATCAAA-----AGATC------------ACGTATACG------CAGTC----CTT-CCATGTGTGCC-ATATGCATTATCCTGGC------T--GATCCTGGCAAGGATTTTACGCTGGAGCAGCT-AAGA----------TAGTGTCT-AAAAAATAGTGG------CATTCTC----AAACGGAGATTATTGGGC----------------------------------------------------------------------------CAATGCAA---GG-TTTTCCTATAGGAGA-AACCAGA-------------A-AAA-TGTTTATAAATAGC-
droEre2 scaffold_4784:2108748-

2108982 -
der_94 GCAAA--CAGATATC----AAGCAATC-------------------------------------------TATA-----------------------------------------------------------T------ATAT------------AG---TCGA--ACCTGCACAAATCAAA-----AGATC------------AAGTATACG------CGGTC----CTT-CCATGTGTGTC-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAGCC-AAGA----------TAGTGTCT-GAAAATTTGTGGA-----CACTCTC----AAACGGAGATCATTGGGC----------------------------------------------------------------------------CAATGCAA---GG-TTTTCCTATAGGAGA-AACCAGA-------------A-AAA-TGTTTATTAATAGC-

droSec2 scaffold_2:2140470-2140704
-

dse_1837 GCAAA--CAGATATC----AAGCCATC-------------------------------------------TATA-----------------------------------------------------------T------ATAT------------AG---TCGA--ACCTGCACAAATCAAA-----AGATC------------ACGTATACG------CGGTT----CTG-CCATGTGTGCG-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAGCC-AAGA----------TAGTGTCT-GAAAAATCGTGAA-----CATTCTC----AAGCGGAGATCACTGGGC----------------------------------------------------------------------------CAATGCAA---GG-TTTTCCTATAGGGGA-AACCAGA-------------A-AAA-AGTTTATTAATAGC-

droSim2 3l:2012794-2013028 - dsi_32442 GCAAA--CAGATATC----AAGCCATC-------------------------------------------TATA-----------------------------------------------------------T------ATAT------------AG---TCGA--ACCTGCACAAATCAAA-----AGATC------------ACGTATACG------CGGTT----CTG-CCATGTGTGCG-ATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTATACGCTGGAGCAGCC-AAGA----------TAGTGTCT-GAAAAATCGTGAA-----CATTCTC----AAACGGAGATCACTGGGC----------------------------------------------------------------------------CAATGCAA---GG-TTTTCCTATAGGAGA-AACCAGA-------------A-AAA-AGTTTATTAATAGC-
dm3 chr3L:2114883-2115119 - dme_114 GCAAA--CAGATATC----AAGCAATC-------------------------------------------TATA---------------------------------------------------------TAT------ATAT------------AG---TCGA--ACCTGCACAAATCAAA-----AGATC------------ACGTATACG------CGGCT----GTG-CCATGTGTGCG-ATATGCATTATCCTGGC------T--GATCCCGGCAAGGATTATACGCTGGAGCAGCC-AAGA----------TAGTGTCT-GAAAAATTGTGAA-----CATTCTT----AAACGGAGATCACTGGGC----------------------------------------------------------------------------CAATGCAA---GG-TTTTCCTATAGGAGA-AACCAGA-------------A-AAA-TGTTTATTAATAGC-
droEug1 scf7180000409091:158083-

158318 +
GCAAA--CAGATATC----AAGCGATC-------------------------------------------TATA-----------------------------------------------------------T------ATAT------------AG---TCGA--ACCTGCACATATCAAA-----CGATC------------TCGTATATA------CGCTC----CTG-CCATGTGTATGAATGTGCATTATCCTGGC------T--GATCCTGGCAAGGATTACCCGCTGGAACAGCC-AAGA----------TAATTCCA-CAAAAGTTGTGAA-----AATTCTT----TTACATAGATCATTGGGC----------------------------------------------------------------------------CAATGCAA---GG-TTTTCCTATAGGAGA-AACCAGA-------------A-AAA-TGTTTATTAATAGC-

droBia1 scf7180000302428:8837654-
8837891 -

GCAAA--CAGATATC----AAGCGATC-------------------------------------------TATA-----------------------------------------------------------T------ATAT------------GG---TCGA--ACCTGCATATATCAAA-----AGATC------------ACGCATATG------CGCTC-CCTCTG-CCATGTGTGTGAGTGTGCACTATCCTGGC------T--GATCCTGGCCAGGATTACCCGCTGGAACGGCC-AAGA----------TAGTGCCA-GCAAAAGTGTGAA-----AATTCTT----CGGCAAAGATCATTGGGC----------------------------------------------------------------------------CAATGCAA---GG-TTCTCCTATAGGAGA-AACCAGA-------------A-AAA--GTTTATTAATAGC-

droTak1 scf7180000414400:42653-
42899 -

GCAAA--CAGATATC----AAGCGATC-------------------------------------------TATA-----------------------------------------------------------T------ATAT------------AG---TCGA--ACCTGCATATATCGAAAA---AGATCTCATAT------ATGTATACG------C--CA----GTG-CCATGTGTGTGAATGTGCATTATCCTGGC------T--GATCCTGGCAAGAATTACGCGCTGGAAAAGCC-AAGA----------AAATAGCA-GGAAAATTGTGAAAAGAAAATTATT----CAACAAAGATCATTGGGC----------------------------------------------------------------------------CAATGCAA---GG-TTTTCCTATAGGAGA-AACCAGA-------------A-AAA-AGTTTATTAATAGC-

droEle1 scf7180000491249:3380268-
3380509 +

GCAAA--CAGATATC----AAGCGATC-------------------------TATA----ATATAATC--TATA---------------------------------------------------------TAT------ATAT------------AA---TCGA--ACCTGCATATAGCGAAAG---AGATC------------ACG----------------------TA-CCATGTGTGCGAATGTGCATTATCCTGGC------T--GATCCCGGCAAGGATTACCCGCTGGAACTGCCAAAAA----------TAGTGCCA-GGAATATTGTGAA-----AATTCTT----AAGAAAAGTTCATTGGGC----------------------------------------------------------------------------CAATGCAA---GG-TTTTCCCATGGGAGA-AACCAGA-------------AAAAA-TAGTTATTAATAGC-

droRho1 scf7180000779211:43014-
43244 -

GCAAA--CAGATATC----AAGCGATC-------------------------------------------TATA---------------------------------------------------------TATATATATATAT------------AA---TCGA--ACCTGCATATATCCGT-----AGACT------------ACG----------------------TG-CCATGTGTGCGAATGTGCATTAGCCTGGC------T--GATCCTGGCAAGGATTACCCACTGGAACAGCC-AAAA----------TAGTGCCG-GAAA-AGTGTGAA-----ACTTCTT----TAGCAAAGATCATTGGGC----------------------------------------------------------------------------CAATGCAA---GG-TTTTCCCATGGGAGA-AACCAGA-------------A-AAA-TGGTTATTAATAGC-

droFic1 scf7180000453052:945687-
945920 +

GCAAA--CAGATATC----AAGCGCTC-------------------------------------------TATA-----------------------------------------------------------T------ATAT------------AG---TCGA--ACCTGCACATATTAAA-----AGGAC------------ATGGATATG------CGCTC----CTG-CAATGTGTGTGAATGTGCACTATTCTGGC------T--GATCCTGGCAAGGATTACCGACTGGAACAGCC-AAAA----------TAGTGACT-GGAAAA-TGTGAA-----AATTCTC----GAACAGAGATCATTGGGC----------------------------------------------------------------------------CAACGCAA---GG-TTTTCCTATAGGAGA--ACCAGA-------------A-AAA-TGTTTATTAATAGC-

droKik1 scf7180000302441:1692317-
1692541 +

GCAAA--CAGATATCGATCGAGCAATC-------------------------------------------TATA---------------------------------------------------------TAT------ATATAGCGAGATATATAT---GCGAAAGCCTGCATATATCTA-----------------------------------------------------------GTGAATGTGCATTATCCTGGCTGCCGCT--GATCCTGGCAAGGATTACACGCTGAAAAAGCT-CAAG----------CAGTGACC-CGAAAAGTGTGAA-----TA------------------TCGTTGGGT---------------------------------------------------------TT---------------G--GCTGCAAGAGGG-TTTTCCTATAGGAGAAAACCAGAA---------A--G-AAA-TGTTTATTAATAGC-

droAna3 scaffold_13337:715292-
715527 +

dan_4047 GCAAA--CAGATATC----AG----TT-------------------------------------------TATA---------------------------------------------------------CTT------ATAT------------AC---TAAA--AAAAG--CAAATCGAA-----AGTAC--CTACC-----A-CTATC-T------CAGTG-A--CTA-TAATCTGTG--CACCTGCATTGTCCTGAC------T--GATCCTCGCAAGGATCAGCCCCCAAAAGAGCC-GTG-----------CAGTGGCCGGCAGTGCCGTGAA-----AATAGTTG---AGGCGGTGGCCGATGCACCAATCT--------------------------------------------------------------------------CATA---CG-GTTTCCCATTGGAA--AACCAGA-------------A-AAA-TATTTATTAATAGA-

droBip1 scf7180000395155:42369-
42600 -

GCAAAC-CAGATATC----AA----TT-------------------------------------------TAT-------------------------------------------------------------------ATAT------------ACTAGAGAA--AGA--AGCATATTGAA-----AGCAC--CTACATATAT-CTTACAAG------T--GA----CTA-ACAAGTGTG--CACCTGCATTGTCCTGGA------ATATATCCTTGCAAGGACGGACCCCCCAAATAGCC-GTG-----------CAGT----------GCTGTGAA-----AATATTTG---AGGCGGTGGCCAATGCATCAATCT--------------------------------------------------------------------------CATA---CG-GTTTCCCATTGGAA--AACCAGA-------------AAAAA-TATTTATTAATAGA-

dp5 XR_group6:12020010-12020252
-

GCAAGCACAGATATC----A-----TC-------------------------------------------TATA---------------------------------------------------------TATAT----ATAT------------GC---T---------ATAAATATAGGAACAAAACAT---ATACATATAT------CAG------G--GA----GTGTACATA--TGCATGCGGACATTATCCTGGC------T--GATCCTGGCAAGGATTACAGGCCACTCGAGCT-GGGA----------TAATGCCT------------------------------------------------CTCCCTCCCTCTCTCTCTGTGGGAAAAAGGAGTTCAAACCAATTTT-TTTATTGTTTTT---------------TG---------T-TT-TTTTTTTATAAGA---------A-------------A-AAA-CGTTTATTAATAGCA

droPer2 scaffold_33:40894-41155 - GCAAGCACAGATATC----AAGAGATA-------------------------------------------TATG-------------------------------------------CATACATATATATATATGT----ATAT------------GC---T---------ATAAATATAGGAACAAAACAT---ATACATATAT------CAG------G--GA----GTGTACATA--TGCATGCGGACATTATCCTGGC------T--GATCCTGGCAAGGATTACAGGCCGCTCGAGCT-GGGA----------TAATGCCT------------------------------------------------CTCCCTC--TCCCTCTCTGTGGGAAAAAGGAGTTCAAACCAATTTTTTTTATTGTTTTT---------------TG---------T-TTTTTTTTTTATAAGA---------A-------------A-AAA-CGTTTATTAATAGCA
droWil2 scf2_1100000004729:1284530-

1284593 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACATTATTCTAGT------T--GATCCTGACGACGATTACACACTGGGATTTCCTAGGA----------TAATGTGC-AAAA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13049:11999061-
11999336 +

GCATA--CACACAAA----GAGTGATGTGCATATAGATATGAATATGCGATCCAATTTAAAGATATCCAATATA-----------------------------------------------------------C------A---------------------------CA--TGTATATTT--------------------------AAATATATCCATCTTGTTATGCATG-ACAAATGTGCTTAAGTGCATTATCCTGGC------T--TATCCTGCCCAGGATTACAGGCTACGATAGCT-GTGATAATGTACAG--AACTGT-GAAAAATAACG---------CTCTTGATAAAATAAATA-GAAGCGAG----------------------------------------------------------------------------CACTGCAG---AG-TTTTCGCATTGGAAA-TACCAAA-------------AGAAAAT-GTTATAAATAGC-

droMoj3 scaffold_6680:8821328-
8821629 -

GCATA--TAGATATG----AA----------------------TATGCGATCCGCTACAAAGATATCTTAAATATATATGCACGCATATATATGTCAGATATCAAAAAATATATATAC---------------------------------------------------ATACATATATTT------------------------------ATATCT-----ATT----TTA-TAATATATACTTGAGTGCATTATCCTAGC------T--CATCCTGCCCAGGATTACAGGCAAAGAGAGCT-GCGA----------TAATGCAC-GAA--CTAGTGAA-----AAC-----------------------------------------------------------------CAATACCGAATATACTGTGTAATCATGAAAATCAAAACTGTGCAG---AGTTTTTCGCATTGGAAA-AACCAGGAAAAAAAGAAAGAG-AAA-TG-TTAAAAATAGC-

droGri2 scaffold_15110:11439147-
11439416 +

GCATA--TAGATATG----AA----------------------TAAGCGGTCTGATTGAAAGATATCTTACATA-----------------------------------------------------------C------ATAT------------AT---ACGC--ACATACATATATAATA-----ATAT-------------ATGGATACGTCTAGATTGTT----ATA--CAAATGTGATCAAGTGCATTATCCTGGC------T--TATCCTGCCCAGGATTACAGGCAAAGATAGCT-GCGA----------TAATGTAC-A--GAATTGTGAA-----TAACTAT----ATACTGTGT-------------------------------GTAGA---------------------------------ATCATCAG----TGAGCAGTTCAG---AG-TTTTCGCATTGGAAA-TACCAGCA---------AGAA-AAA-TG-TTAAAAATAGC-
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453052:945687-945920
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:1692317-1692541
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CAGCGAGGCGAGAGACAGAGAAAAGAAAAGCCGAGAAGCCAAAAGTGTCTGCCCCCTAGAAATGGGTGGATATATGTATTTCGAGTTCCCCCGATTCCGAACCGGAGTTTTGAGTTTATAAATAAGTTCCAGTCGGAAAAGTCGGTGGAACAAGGGAGAGGGAAACATACATTATTTTCCCGTACTTCTCTCTGTCTCTCTCGCTTCGTCATCGCAGCTGCTGCCGTGCGCTGGTGTGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

GSM1528802

follicle
cells

M043

female
body

V120

male
body

V046

embryo

V058

head

..................................................................................................................................................................................................................ATCGCAGCTGCTGCCGTGCGCTGGT.... 25 0 1 3.00 3 0 3 0 0 0 0

....................................................................GATATATGTATTTCGAGTTCCCCC................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

.............................................................................................................................GTTCCAGTCGGAAAAGTCGGTGGA.......................................................................................... 24 0 1 1.00 1 0 0 0 1 0 0

..............................................................................................................................TTCCAGTCGGAAAAGTCGGTGGAA......................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................................................................ACAAGGGAGAGGGAAACA........................................................................ 18 0 1 1.00 1 0 0 0 0 1 0

....................................................................................................................................................................................CGTACTTCTCTCTGTCTCTCTCG.................................... 23 0 1 1.00 1 0 0 1 0 0 0

............................................................................................................................................................................................TCTCTGTCTCTCTCGCTTCGTC............................. 22 0 1 1.00 1 0 0 0 0 0 1

...........................................................................................................................................AGTCGGTGGAACAAGGGAGAGGGA............................................................................ 24 0 1 1.00 1 0 0 1 0 0 0

..............................................................................................................................TTCCAGTCGGAAAAGTCGGTGGAAC........................................................................................ 25 0 1 1.00 1 0 0 0 1 0 0

.......................................................................................................................................GAAAAGTCGGTGGAACAAGGGAGAGG.............................................................................. 26 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

GTCGCTCCGCTCTCTGTCTCTTTTCTTTTCGGCTCTTCGGTTTTCACAGACGGGGGATCTTTACCCACCTATATACATAAAGCTCAAGGGGGCTAAGGCTTGGCCTCAAAACTCAAATATTTATTCAAGGTCAGCCTTTTCAGCCACCTTGTTCCCTCTCCCTTTGTATGTAATAAAAGGGCATGAAGAGAGACAGAGAGAGCGAAGCAGTAGCGTCGACGACGGCACGCGACCACACG

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

#
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Hit
Count

Total
Norm Total

M043

female
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3L:4705266-4705504 - dya_1792 CA-GCGAGGCGAGAGACAGAG----------AAAAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAGAA-ATGGGTGG--ATATA--------------TGTATTT---CGAG--T--------------------------------------------TCCCCCG--------------------------------------------------ATTCCG--AACCGGAGTTTTGAGTTTATAAATAAG-TTC-------------CAGTCGG-AA-AAGTCGGTGGA--------------ACAAGGGAGAGGGAAACATACATTATTTTCCC------------GTACTTCTCTCTGT-CTCT--CTCGCTTCGTCATCGCAGCTGCTGCCG-------------------------------------------------------------------------------------------------T-----GC--------GCT--G-GTGTGC
droEre2 scaffold_4784:6843042-

6843284 -
der_1517 CA-GCGAGGCGAGAGACAGAAAAAAG-----AAAAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAGAA-ATGGGGGG--ATATA--------------TGTATTT---CGAG--T--------------------------------------------TCC-CCG--------------------------------------------------ATTCCG--AACAGGAGTTTTGAGTTTATAAATAAG-TTC-------------CAGTCGG-AA-AAGTCGGAGGA--------------ACAAGGGAGAGGAAAACATACATTATTTTCCC------------GTACTTCTCTCTGT-CTCT--CTCGCTTCGTCATCGCAGCTGCTGCCG-------------------------------------------------------------------------------------------------T-----GC--------GCT--T-GTGTGC

droSec2 scaffold_2:4126517-4126763
-

dse_1840 CA-GCGAGGCGAGAGGCAGAGAAAAGAAAAGAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAGAA-ATGGGGG---ATATA--------------TGTATTT---CGAG--T--------------------------------------------TCC-CCG--------------------------------------------------ATTCCG--AACCGGAGTTTTGAGTTTATAAATAAG-TTC-------------CAGGCGG-AA-AAGTCGGAGGA--------------ACAAGAGAGAGGGAAACATACATTATTTTCAC------------GTACTTCTCTCTGT-CTCT--CTCGCTTCGTCATCGCAGCTGCTGCCG-------------------------------------------------------------------------------------------------T-----GC--------GCT--T-GTGTGC

droSim2 3l:4094320-4094564 - dsi_150 CA-GCGAGGCGAGAGGCAGAGAAAAGAAAAGAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAGAA-ATGGGGG---ATATA--------------TGTATTT---CGAG--T--------------------------------------------TCC-CCG--------------------------------------------------ATTCCG--AACCGGAGTTTTGAGTTTATAAATAAG-TTC-------------CAGTCGG-AA-AAGTCGGAGGA--------------ACAA--GAGAGGGAAACATACATTATTTTCAC------------GTACTTCTCTCTGC-CTCT--CTCGCTTCGTCATCGCAGCTGCTGCCG-------------------------------------------------------------------------------------------------T-----GC--------GCT--T-GTGTGC
dm3 chr3L:4134010-4134256 - dme_412 CA-GCGAGGCGAGAGGCACAGAAAAGAAAAGAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAGAA-ATGGGGG---ATATA--------------TGTATTT---CGAG--T--------------------------------------------TCC-CCG--------------------------------------------------ATTCCG--AACCGGAGTTTTGAGTTTATAAATAAG-TTC-------------CAGTCGG-AA-AAGTCGTTGGA--------------ACAAGAGAGAGGGAAACATACATTATTTTCTC------------GTACTTCTCACTGT-CTCT--CTCGCTTCGTCATCGCAGCTGCTGCCG-------------------------------------------------------------------------------------------------T-----GC--------GCT--T-GTGTTC
droEug1 scf7180000409466:1900976-

1901196 -
A-------------------------------AAAGAAAAGCCAAGAAGCCA---GAAGTGTCTGCCCCC-TCGAA-ATGGGTGG--AAATTTCGCTGCCCTGCCGTGTGTTT---CGGG--T--------------------------------------------TCCCCCG--------------------------------------------------ATTCCG--ATCCGGAGTTTTGAGTTTATAAATAAG-TTC-------------CAGTCTG-AA-AAG---AAGGA--------------AGAAGAGAGAAGGAAACATACATTATTTTCCC------------GTATTTTTCTCTGT---CT--CTCGCTTCGTCATCGCAGCTGCTGCTG-------------------------------------------------------------------------------------------------T-----GT--------GT----------T

droBia1 scf7180000302428:833690-
833923 -

AACG-----CAAG-------------GGAGGAGGGGAAAAGCCAAGAAGCCA---GAAGTGTCTC-CCCC-TCAAA-ATGGGTGG--AT--------------------ATTT---CGAG--T--------------------------------------------TCCCCCG--------------------------------------------------ATTTGG--ATCCGGAGTTTTGAGTTTATAAATAAG-TTC-------------CAGTCCTGAAG-A--------CGAACGAGCCAGAGAGCGAGGGAGAGGGAGACATGCGTTATTTTCCC------------GTATTTTCCTCTGT---CT--CTCGCTTCGTCATCGCAGCTGCTGCTG-------------------------CC--------------------------------------------------------------------CCT-----GT--------GTT--T-GTGTCT

droTak1 scf7180000415778:22368-
22566 +

AA-------------------------------AACGAAAACCAAGAAGCCA---GAAGTGTCTC-CCCC-TCGAA-ATGGGTGG--AT--------------------ATTT---CGAG--T--------------------------------------------TCCCCCG--------------------------------------------------ATTTCG--ATCCGGAGTTTTGAGTTTATAAATAAG-TTC------T-----CCAGTCCGCAGG----------C--------------AAGAATGAGA--AAG----AGATT---TTC-C------------GTATTTTCCTCTATTCTCT--CTCGCTTCGTCATCGCAGCTGCTGCTG-------------------------C-----------------------------------------------------------------------T-----GC--------TGC--TGCGCTGC

droEle1 scf7180000491249:4987979-
4988160 -

G--------CGAGAGA---------------AA--------------------AAGAAAAGTCTGCCCCC-TC-AA-ATGGGTGA--AT--------------------GTTT---CGGT--T--------------------------------------------TCCCCCG--------------------------------------------------ATT--------CGGAGTTTTGAGTTTATAAATAAG-TTC-------------CAGTCTG-ACA--------TAA--------------AAAAGCGAGAAGGAAACATACATT---TTCCC------------CTATTTCTCTATGT---CT--CTCGCTTCGTCATCGCAGCTGC-GCT--------------------------------------------------------------------------------------------------------CT--------GTT--T-GTGTGT

droRho1 scf7180000779198:19068-
19236 +

G--------CGAGAGA---------------AA--------------------AAGAAAAGTCTGCCCCC-TC-AA-ATGGGTGG--AT--------------------GTTT---CGGG--C--------------------------------------------TCCCCCG----------------------------------------------------------ATCCGGAGTTTTGAGTTTATAAATAAG-TTC-------------CAGTCTG-ACG---------AA--------------AAAAGAGAGAAGGAAACATACATT---TTCCC------------CTATTTCTCTATGC---CT--CTCGCTTCGTCATCGCAGCTGCTGC--------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454113:1363532-
1363737 -

C--------CGAGAGA--GAGAAAA------AAAAGAAAAGCCAAGAAGTCA---GAAGTGTCTGCCCCC-TCGAAAACGGGTGG--A-ATA------------------T--------------------------------------------------------TCC-CTG----------------------------------------------------TCCG--ATTCGGAGTTTTGAGTTTATAAATAAG-TTC-------------CAGTCTG-AGG---------AA--------------ACACGAGAGAAGGAAACATACATT---TTCCC------------CTATTTCTCTCTTT---CT--CTCGCTTCGTCATCGCAGCTGCTGCTT-------------------------T-----------------------------------------------------------------------T-----GT--------GCT--T-G--TGT

droKik1 scf7180000302383:514810-
515035 -

AA-GCAAGAGGAGAG------------------------------GAAGCCAGAAGAAGTGTCTGCCCCCGTCGAA-ATGGGCAA--A-GATTCG-----CTGCCGTGTGTTT---TGGG--C--------------------------------------------TCCCCCA--------------------------------------------------A-TCCGTCGTCCGGAGTTTTGAGTTTATAAATAAG-TTG------GTGTCTCCAGTTCG-CAGCAGCAG----C-----A---G----CAGAGCGAGAGGCAAAC--ACATT---TTCTC------------------------GT---CT--CTCGCTTCGTCATCGCAGCTGCTGTT---------------------------------------------------------------------------------------------------------TGTTTGTGTGTATGT-GTGTGT

droAna3 scaffold_13337:14554287-
14554491 -

GA-A---------------------------AA--------------------AAGAAGTGCCTGGCAG--TC-GG-ATGGGAGA--A-ATTTTG-----ATGCCGTGTGTTC---TGTG--C--------------------------------------------TCCCCCA-----------------------------------------------------------ACCGAAGT-TTGAGTTTATAAATAAG-TCC------ATGTTTCCAG-----AGG--------------------------------ATAGAAAA----ACATT---TTCCGTCCGACGTCGTCGTCGCCGTCGCTGT-CGCT--GTCGCTTCGTCATCGCAGCTGCTGCGC---------------------------------------------------------------------------------TGCAGCTGCGGCGT---TAGCTTTG-----------------T-C

droBip1 scf7180000396641:755024-
755232 +

AT-ACGAA-----------------------AA--------------------AAGAAGTGCCTGGCAG--TC-GG-ATGGGAGA--A-ATTTTG-----ATGCCGTGTGTTC---TGTG--C--------------------------------------------TCCCCCA-----------------------------------------------------------ACCGAAGT-TTGAGTTTATAAATAAG-TCC------ATGTTTCCAG-----AGG--------------------------------ATAGAAAA----ACATT---TTCCGTCCGACGTCCCCGTCGACGTCGCTGT-TGCG--GTCGCTTCGTCATCGCAGCTGCTGCGC---------------------------------------------------------------------------------TGCAGCTGCGGCGT---TAGCTTTG-----------------T-C

dp5 XR_group8:8300037-8300290 - TA-----------------------------------------------------GAAGTGCTTGCCCCC-CTCAT-ATGGGTGA--A-ATTTTT-----TTCCCGTGTGTTC---T--------------ATGTGCTTGTTGT---GCC---------------TTTCCCCCA--------------------------------------------------AACCCGTCAACCGGAGT-TTGAGTTTATAAATAAG-TTC------ATGTTTCCAG-----AGG-------------------------------------AAT----ACATTTTT---CT------------------------GC---CTCCCTGCCACCGCCGCCGCTGCTGCTGCTGCTGCTGATGTCGCTCTGCCTCTGCC--ATCGTAGTCGTCGCTTC---GTCATCGTGTTGGC--------CAGCAGCTGCGCTGCAGCTGAG-------------------------------GCGT
droPer2 scaffold_40:490593-490846 - TA-----------------------------------------------------GAAGTGCTTGCCCCC-CTCAT-ATGGGTGA--A-ATTTTT-----TTCCCGTGTGTTC---T--------------ATGTGCTTGTTGT---GCC---------------TTTCCCCCA--------------------------------------------------AACCCGTCAACCGGAGT-TTGAGTTTATAAATAAG-TTC------ATGTTTCCAG-----AGG-------------------------------------AAT----ACATTTTT---CT------------------------GC---CTCCCTGCCACCGCCGCCGCTGCTGCTGCTGCTGCTGATGTCGCTCTGCCTCTGCC--ATCGTAGTCGTCGCTTC---GTCATCGTGTTGGC--------CAGCAGCTGCGCTGCAGCTGAG-------------------------------GCGT
droWil2 scf2_1100000004762:4227391-

4227660 -
CG-AAAAAA--------------------------------------ATTTAAAAGAAGC--CT--TCTC-TC-AT-ATGGGTGGCAA-ATGCTGCTGT-CTACCGTGTGTTCTTTATAGCCT--------ATGTGCATAATGTTTTC-----------GTTTTCTATCCCCCACCCCCACCAACAGACAAAAAAAAAAAAAAAAAGAAGAAGAAGAGGAAGAAAA--AGTCAACCGGAGT-TTGAGTTTATAAATAAG-TTC------ATGTTTCCAG-----AGG-------------------------------------AAA----ACATTATTTTCCG------------TTGCTGCTGTCTCG---CT--GCTGCTTCGTCATCGT---------------------------------------------------------------------------------------------GCAGCTGA--------AAG--------------T--T---TTGT

droVir3 scaffold_12963:800784-
800839 +

T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTCGCTAT-CATT--TGCGGCTCGCTGTCAAAGCTGCTGCTG-------------------------T-----------------------------------------------------------------------T-----GC--------TCT--CAGTGTGT

droMoj3 scaffold_6654:1847054-
1847309 +

AA-A------------------------------AGA-------AGAAGCCAGAAGAAGTGTTTGCTTC-----AT-ATGGGTGA--A-ATT--G-----CCCCCGTGTGTTTTTTCAAG--TTCCTTACAGTGTGGCTGTTGTTTTGCCAGCGCTAAATC------CCC---------------------------------------------------------CCT--TACCGGAGTTTTGAGT-TATAAATAAAATTTCGTTCAAAGTTTCCAG-----AGG----------A--------------------------AAA----ACATTTT-TGC------------------------------------------CGTCACCTCAGCCGCAGCC----------------------------AGCGT---------T-TACAGTCATCGTGA-GG---------CAGCAGCTGCGCTGCAGCTGCA----CAT-----TTGTTT----GTG--T-GTGTGC

droGri2 scaffold_15110:3049919-
3050159 -

AA--------------------------------------------------------GTGTTTC--GCT-TT-AT-ATGGTTGA--A-ATT-TG-----CCCCCGTGTGTTTTTTTGTG--T--------GTGTGCATGCTATTTTG-----------TCCCCCCTCCCCCCAGCCCCATCAA----------------------------------------AA--CGTCAACCGGAGTTTTTGAGTTATAAATAAA-TTTCGTTCAAAGTTTCCAG-----AGG-------------------------------------AAA----ACATTTTTTGCTG------------CTGCT-------------G--CTGCCGTCGTCGTCGTCACTGCTGTTT-------------------------------------------CACAGTCATCGTGA-GGCCGCAGCAGCAGCAGCTGCGCTGCAGC--------------------------------------C
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779198:19068-19236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:1363532-1363737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302383:514810-515035
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:14554287-14554491
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3049919-3050159
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ATGTACAAGTATATATGTATCTATAAAGTGTCCAGAGTTGTCAAGCGTCAGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCCAGCAAAACAATCAAAATACACCCCCACAACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCATCGAATTGAAGACATTGACCCAGTGATTAGTGATATTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V120

male
body

GSM1528802

follicle
cells

M056

embryo

M043

female
body

V046

embryo

V052

head

M026

head

V058

head

.............................................CGTCAGTGAGATCTCGGG................................................................................................................................................................... 18 0 2 5.50 11 0 11 0 0 0 0 0 0

....................CTATAAAGTGTCCAGAGTTGTCAAGC.................................................................................................................................................................................... 26 0 1 2.00 2 2 0 0 0 0 0 0 0

..........................................AAGCGTCAGTGAGATCTCG..................................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0

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

...................................................TGAGATCTCGGGTTTGTTGCAC......................................................................................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0

.......................................GTCAAGCGTCAGTGAGATCTCGGGTTT................................................................................................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0 0 0

............................................GCGTCAGTGAGATCTCGGGTT................................................................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0

........................................................................................................................................................................................................ATTGACCCAGTGATTAGTGAT..... 21 0 1 1.00 1 1 0 0 0 0 0 0 0

..........................................AAGCGTCAGTGAGATCTCGGGTT................................................................................................................................................................. 23 0 1 1.00 1 0 0 0 0 1 0 0 0

................................................................TTGTTGCACGACGAGACAGT.............................................................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0

..................ATCTATAAAGTGTCCAGAGTTGTCAAG..................................................................................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0

...........................................................................................................................................................................................................GACCCAGTGATTAGTGATATT.. 21 0 1 1.00 1 0 0 1 0 0 0 0 0

Anti-sense strand reads

TACATGTTCATATATACATAGATATTTCACAGGTCTCAACAGTTCGCAGTCACTCTAGAGCCCAAACAACGTGCTGCTCTGTCAACGATTTGGGGGTCGTTTTGTTAGTTTTATGTGGGGGTGTTGGGGTAAATCATGAGTCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAACTGTTGCTGCGGTAGCTTAACTTCTGTAACTGGGTCACTAATCACTATAATT

***********************************.........(((((.(((((((((((((.(((..((((((.(((((((((((((((.......................................)))))....))))))))))))).)))...))).))))))))))).))...)))))......***********************************
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.......................................................................................................................................................................CCTAGAACTGTTGCTGCGGTA...................................... 21 0 1 1.00 1 1 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3R:10242690-10242915 + dya_1794 ATGTACAAGTATATA--T---G--TATCTA-----------T-------------------------------------------AAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCCC-A-------GCA------------------------AAACAATC----AAAA--TACACCCCCA-CA------------------------------------------------------------------ACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC----ATCGAA-------TTGAAGACATTGAC------CCA----------------------------GT--GATT-----AGTGAT-----ATTAA
droEre2 scaffold_4770:15403301-

15403525 -
der_1519 ATA--------TATGTATCTTG--TATCTA-----------T-------------------------------------------AAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CGCCCC-------GCA------------------------AAACAATT----AAAAAATACACC-CCG-CA------------------------------------------------------------------ACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC----ATCGAA-------TTGAAGACATTGAC------CCA----------------------------GT--GATT-----AGTGAT-----ATTAA

droSec2 scaffold_0:15728309-
15728524 -

dse_1842 T---------ATATA--T---G--TATCTA-----------T-------------------------------------------AAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGATAAAC--CCCC---------GCA------------------------AAATAATC----AAAA--TACACCCCCA-CA------------------------------------------------------------------ACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC----ATCGAA-------TTGAAGACATTGAC------CCA----------------------------GT--GATT-----AGTTAT-----ATTAA

droSim2 3r:14862265-14862480 - dsi_32455 T---------ATATA--T---G--TATCTA-----------T-------------------------------------------AAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCCC---------GCA------------------------AAATAATC----AAAA--TACACCCCCA-CA------------------------------------------------------------------ACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC----ATCGAA-------TTGAAGACATTGAC------CCA----------------------------GT--GATT-----AGTTAT-----ATTAA
dm3 chr3R:6216934-6217149 + dme_373 T---------ATATA--T---G--TATCTA-----------T-------------------------------------------AAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTAAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCCC---------GCA------------------------AAATAATC----AAAA--TACACCCCCA-CA------------------------------------------------------------------ATCGCATTTACTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC----ATCGAA-------TTGAAGACATTGAC------CCA----------------------------GT--GATT-----AGTGAT-----ATTAA
droEug1 scf7180000409692:687973-

688195 +
A-----------------------TATCTA-----------T-------------------------------------------CAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAT--CCCCCTTTGTATAAAA------------------------AAACAAAC----AATC--TACAC--CCA-CA------------------------------------------------------------------ACCCCATTTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGAT----ATCAAACTTTGATCTGAAGACCCTGAC------CCA----------------------------GT--GATT-----AGTGAT-----ATTTA

droBia1 scf7180000302402:8304624-
8304856 +

GTG--------TATC--T---G--TATCTA-----------T-------------------------------------------CAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAG--CCCCCCT------CCGAGG---ACAGA--AAA-------AAAA----C----AAAA--GACCCACCCA-CA------------------------------------------------------------------ACCCCATTTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC----TTCGAT--TCGATCCGAAGACCCTGAC------CCA----------------------------GT--GATT-----AGTGAT-----ATTGA

droTak1 scf7180000415380:1425635-
1425849 -

T--------------------A--TATCTA-----------T-------------------------------------------CAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAG--CCCC-C-------ACAAG-AA--------------------AA----C----AAAAACTACAC--CCA-CA------------------------------------------------------------------ACCCCATTTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC----ATCGAT--TTGATGTGAAGACCCTGAC------CCA----------------------------GT--GATT-----AGTGAT-----ATTTA

droEle1 scf7180000490995:524589-
524800 -

-----------------T---G--TATCTA-----------T-------------------------------------------CAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAT--CCCC---------ACGAG-AA--------------------AA----C----AAAA--TACAC--CCA-CA------------------------------------------------------------------ACCCCATTTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCA----GTCGAT-------CTGAAGACCATGAC------CCA----------------------------GT--GATTAATGGAGTGAT-----AATTA

droRho1 scf7180000777158:35501-
35716 -

AAGC------ATATG--T---G--TATCTA-----------T-------------------------------------------CAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAT--CCCC---------ACGAG-AA--------------------AA----C----AAAA--TACAC--CCA-CA------------------------------------------------------------------ACCCCATTTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC----ATCGAT-------CTGAAGACCCTGAC------CCA----------------------------GT--GATA-----AGTGAT-----ACTTA

droFic1 scf7180000453800:2293362-
2293580 +

AAGC------ACATG--T---G--TATCTA-----------T-------------------------------------------CAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCTCCC-------ACAAG-AA--------------------AA----C----AGAA--TACAC--CCACAA------------------------------------------------------------------ACCCCATTTAATACTCAACTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCA----ATCGAT-------TTGAAGACCCTGAC------CCA----------------------------GT--GATT-----AGTGAT-----ATTTA

droKik1 scf7180000302475:1404670-
1404904 +

GC---------CATG--T---G--TATCCA-----------G-------------------------------------------CAAGTGTCCAGAGTT---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGC--CCCTCC-------ACATGGAAAACAA--------------AAATAATAAAATATAA--TACTCC-CCC-CA------------------------------------------------------------------ACCCCATTTAATACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCTACAGACGAT-------CTAAAGACCCTGAC------CCA----------------------------GT--GATT-----AGTGTT-----ATTTA

droAna3 scaffold_13340:938695-
938923 +

dan_4037 TC---------AATC--T---G--TATCCACAAGATACAGAT-------------------------------------------ACAGTGCCT----GT---GT-----------------------CCAGCGCC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--CCTCCT-------GGG------GGAGCCCGTAAAAACAAAAGACAAAC----AGCC--CACT--CCCA-GA------------------------------------------------------------------AAT-ACTATAATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCATC--ATCGAT-------AT-------------------AA----------------------------GT--GATT-----TCTTTT-----CTTCG

droBip1 scf7180000394085:58816-
59006 -

ACA---------AGA--T---------AG-----------------------TG-------------------------------CCCGTGTCCAGCG-T---GT-----------------------CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAGC--CTCC-C-------GGG------GGAGG--GGA-------AAAACAAAC----AGCC--CACT--CCCA-GA------------------------------------------------------------------AAA-GCTTCCATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGGCGCA-----TCCAC--------------CATTA-----------------------------------------------------------------CGA

dp5 2:7251726-7252027 - dps_3825 ATA--------TATA--T---G--TATATATG--------------------TGTGTGTGTGCGAGAGAGTGTACGAGAGTATATCTAATCTATAGAGTT---TT-----------------C-----CATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAG--ACCC---------ACC------------------------TCTTTCC------------------CAG-CAGACGCCATTGTGATGATGTTGTTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC----ATTAAC--------------CATTG--GAACCA-------------------------------CTACGAAT-----ACAAAT-----ATATA
droPer2 scaffold_0:1112328-

1112595 -
dpe_2479 GAGA------GAGTG--T-------A------------------------------------------------CGAGAGTATATCTAATCTATAGAGTT---TT-----------------C-----CATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAG--ACCC---------ACC------------------------TCTTTCC------------------CAG-CAGACGCCATTGTGATG------TTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC----ATTAAC--------------CATTG--GAACCA-------------------------------CTACGAAT-----ACGAAT-----ATATA

droWil2 scf2_1100000004902:91543-
91765 -

dwi_5414 AAAT------GCATA--T---A--TATTTG----A------T-TAT---------------------------------------TCTTTGT---GTGTT---GC-----------------------CAAGCGTCCTATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAAC--CCCCCCTT-----GCC--------ACACCCTCTTTGCA-ATGGTAAAT----ACCT--CCCT--TTCG-AA--------------ATTGT---------------------------------------------------TATTATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTATTTACGAC----------------------------------------CCAGTGAACTATTCCGATTA----------------ATT-----AAAG------------

droVir3 scaffold_13047:936843-
937032 -

dvi_125 AAA--------TATACAT---ATAAATCAA-----------G-------------------------------------------GGAGTGC---TGGTT---GAG----------------------AGACAATG-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCAAAT-------------GCC------------------------AAATA-------------------------------------------------------------------------------------------------TTCAAATACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTGCGACAACGTGAT--CCCAACCA----TC--CCGGCCGTGAC------CCA----------------------------GT--GATA-----AGCAA-----------

droMoj3 scaffold_6540:4939639-
4939860 -

dmo_129 ATG--------TATATGTAATA--TTC-----------CTGAACAA---------------------------------------GGAGTGT---GGGTT---GTG----------------------CAAAAATA-TGTGAGATCTCGGGTTTGTTGCACGACGAGGCAGCTGCTCCACAT--AC-----------C------------------------AA---------------------------------------------------------------------------------------------------ACTCAAATATGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTTAAGACGACGTGAC--CCCAGCCA----CT----C--------------CCAGTGATAAGCAACAAGTGATTAGTGATTAGT--GATT-----AGTGTTTCGTGATTTA

droGri2 scaffold_14906:5355384-
5355613 +

dgr_461 ATA--------TATA--T---G--TATATATA------TTGT--TAGGAGTGTG-------------------------------CATGTAATTGGCT-GGTTGAGATATATATATATATATATATGTATATATAT-TGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAAT--GC-----------A------------------------AA--------------------------------------------------------------------------------------------------AACTCGAAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTGAC--CTCAACCA----AC----CAAACTAAT------CAA----------------------------CT--AATC-----AACCA------ATCAA
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