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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TATTCTATCTAGATACATAGTAAGAGACATAGATACGTAGAATAGAAGCTTAGTAAAAGACATGTGATTTATATAGATAGATATATACTTATCTAGCATGTCCGTTACTAAGTCGCTATCCTAATCTACATCTTTCTCTTCTATATAGTATAAATTTATGTAG

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

#
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SRR060679

140x9_testes_total

V116

male
body

M027

male
body

SRR060657

140_testes_total

SRR060681

Argx9_testes_total

M047

female
body

SRR2096014

Ovary_Strain_160_oxidized

M028

head

SRR060678

9x140_testes_total
SRR2096013

Ovary_Strain_9_oxidized
...........................................................................................TCTAGCATGTCCGTTACTAAG................................................... 21 0 1 157.00 157 115 17 13 8 3 1 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAAGT.................................................. 22 0 1 90.00 90 56 21 3 2 6 2 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAAGTC................................................. 23 0 1 35.00 35 21 11 3 0 0 0 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAA.................................................... 20 0 1 12.00 12 11 1 0 0 0 0 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAAGTA................................................. 23 1 1 9.00 9 9 0 0 0 0 0 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTA..................................................... 19 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAAA................................................... 21 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAAGTT................................................. 23 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0
.............................................................................................TAGCATGTCCGTTACTAAGT.................................................. 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAAGTTC................................................ 24 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAAGA.................................................. 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0
............................................................................................CTAGCATGTCCGTTACTAAG................................................... 20 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAAGTAA................................................ 24 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0
............................................................................................CTAGCATGTCCGTTACTAAGT.................................................. 21 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0
............................................................................................CTAGCATGTCCGTTACTAAGTAA................................................ 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAAAA.................................................. 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0
...........................................................................................TCTAGCATGTCCGTTACTAAGTCT................................................ 24 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.............................................................................................TAGCATGTCCGTTACTAAG................................................... 19 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0
.............................................................................................TAGCATGTCCGTTACTAAGTTC................................................ 22 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0
............................................................................................CTAGCATGTCCGTTACTAAGTTC................................................ 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0
............................................................................................CTAGCATGTCCGTTACTAAGTCT................................................ 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.....................................TAGAATAGAAGCTTAGTAAAAG........................................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0

Anti-sense strand reads

ATAAGATAGATCTATGTATCATTCTCTGTATCTATGCATCTTATCTTCGAATCATTTTCTGTACACTAAATATATCTATCTATATATGAATAGATCGTACAGGCAATGATTCAGCGATAGGATTAGATGTAGAAAGAGAAGATATATCATATTTAAATACATC
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SRR060677

Argx9_ovaries_total

SRR060679

140x9_testes_total

SRR060675

140x9_ovaries_total
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SRR2096014

Ovary_Strain_160_oxidized
....................................CATCTTATCTTCGAATCATTT.......................................................................................................... 21 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0
..AAGATAGATCTATGTATCATTCTCTG....................................................................................................................................... 26 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0
...........................................TCTTCGAATCATTTTCTGTACA.................................................................................................. 22 0 1 2.00 2 1 0 0 0 1 0 0 0 0 0 0 0 0
................................................................................................GTACAGGCAATGATTCAGCGAT............................................. 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
...........................................AATTCGAATCATTTTCTGTACACT................................................................................................ 24 2 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
...........................................TCTTCGAATCATTTTCTGTACAC................................................................................................. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12970:9418492-

9418654 -
dvi_336 TATTCTATCTAGATACATAGTAAGAGACATAGATACGTAGAATAGAAGCTTAGTAAAAGACAT-GTGATTTATATAGATAGATATATACTTATCTA--GCATGTCCGTTACTAAGTCGCTATCCTAATCTACATCTTTCTCTTCTATATAGTATAAATTTATGTAG

droWil2 scf2_1100000004513:5874368-
5874413 +

----------AT-------------------------------AAAAGTTTAAAAAAGGACAT-ACAATTTATATATG------------------TAATATATTT------------------------------------------------------------

droBia1 scf7180000302428:2447109-
2447203 -

----------AGATAGATAGATAGAAAGATAGATAGATAGA-TAGATAGCTAGATAGATAGATAGCTAGATAGATAGATAGATAGATAGATACCCATTTCAGGTCC------------------------------------------------------------
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ID:
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intron [Dvir\GJ17026-in]; CDS [Dvir\GJ17026-cds]; CDS [Dvir\GJ17026-cds]; utr5 [utr5_plus_13918]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GACTGCTGGCAGCGGAGGTATTGGCAATGATTTATCCAATACCGTTAACAGTAAGTAAATCAAATGGAATTTGGTCTAGTCCAATGTCGTTACTTGTTTTACTTTGCAGGAGGTCCAAAGCAAATTGTTATGGGCGACGACAACAATATTGTCAAGCTG
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9_ovaries_total
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SRR060672
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....................................................................................TGTCGTTACTTGTTTTACTTTGCAG.................................................. 25 0 1 102.00 102 23 31 10 15 8 1 5 3 2 1 3 0 0 0 0 0 0 0 0 0

....................................................................................TGTCGTTACTTGTTTTACTTTGCA................................................... 24 0 1 90.00 90 17 16 16 11 7 14 1 4 2 2 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTAAATCAAATGGAATTT....................................................................................... 22 0 1 64.00 64 9 9 9 4 12 5 6 5 4 0 0 0 0 1 0 0 0 0 0 0

.........................................................................................TTACTTGTTTTACTTTGCA................................................... 19 0 1 48.00 48 10 8 1 13 4 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TCTAGTCCAATGTCGTTAC.................................................................. 19 0 1 47.00 47 18 6 7 7 4 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCGTTACTTGTTTTACTTTGCA................................................... 22 0 1 44.00 44 5 14 8 9 2 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TCTAGTCCAATGTCGTTACT................................................................. 20 0 1 42.00 42 14 4 9 3 11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TACTTGTTTTACTTTGCA................................................... 18 0 1 40.00 40 10 10 6 5 4 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCGTTACTTGTTTTACTTTGCAG.................................................. 23 0 1 29.00 29 5 10 3 0 1 8 0 1 0 0 1 0 0 0 0 0 0 0 0 0

..................................................GTAAGTAAATCAAATGGAATT........................................................................................ 21 0 1 26.00 26 6 4 7 3 0 4 1 0 1 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ATGTCGTTACTTGTTTTACTTTGCAG.................................................. 26 0 1 23.00 23 3 3 5 5 4 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0

.......................................................................................CGTTACTTGTTTTACTTTGCAG.................................................. 22 0 1 23.00 23 6 2 6 1 5 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0

.........................................................................................TTACTTGTTTTACTTTGCAG.................................................. 20 0 1 12.00 12 4 3 4 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TACTTGTTTTACTTTGCAG.................................................. 19 0 1 10.00 10 3 4 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.......................................................................................CGTTACTTGTTTTACTTTGCAGT................................................. 23 1 1 9.00 9 6 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ATGTCGTTACTTGTTTTACTTTGCA................................................... 25 0 1 9.00 9 3 0 2 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GTTACTTGTTTTACTTTGCAG.................................................. 21 0 1 8.00 8 4 1 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GTTACTTGTTTTACTTTGCAGT................................................. 22 1 1 6.00 6 2 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TCTAGTCCAATGTCGTTACTT................................................................ 21 0 1 6.00 6 3 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTAAATCAAATGGAATTTGGTC................................................................................... 26 0 1 5.00 5 0 0 2 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................GGTCTAGTCCAATGTCGTTACT................................................................. 22 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TTTGGTCTAGTCCAATGTCGTTACT................................................................. 25 0 1 5.00 5 4 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TAGTCCAATGTCGTTACT................................................................. 18 0 1 5.00 5 3 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GTTACTTGTTTTACTTTGCA................................................... 20 0 1 5.00 5 1 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GTCTAGTCCAATGTCGTTACT................................................................. 21 0 1 4.00 4 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ATTTGGTCTAGTCCAATG......................................................................... 18 0 1 4.00 4 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AGTCCAATGTCGTTACTT................................................................ 18 0 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ATGTCGTTACTTGTTTTACT........................................................ 20 0 1 3.00 3 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TGTCGTTACTTGTTTTACTTTGC.................................................... 23 0 1 3.00 3 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0

....................................................................................TGTCGTTACTTGTTTTACTTTGCAGT................................................. 26 1 1 3.00 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTAAATCAAATGGAAT......................................................................................... 20 0 1 3.00 3 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

..................................................................................AATGTCGTTACTTGTTTTACTTTGCA................................................... 26 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CGTTACTTGTTTTACTTTGCA................................................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................CTAGTCCAATGTCGTTACT................................................................. 19 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CGTTACTTGTTTTACTTTGCAGA................................................. 23 1 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GTTACTTGTTTTACTTTGC.................................................... 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TGTCGTTACTTGTTTTACTTTGCAGA................................................. 26 1 1 2.00 2 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TCCAATGTCGTTACTTGT.............................................................. 18 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AGTCCAATGTCGTTACTTGTTTTAC......................................................... 25 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TGTCGTTACTTGTTTTACTTTG..................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

....................................................................................TGTCGTTACTTGTTTTACT........................................................ 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ATGTCGTTACTTGTTTTA.......................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TTGGTCTAGTCCAATGTCGTT.................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ATTTGGTCTAGTCCAATGTCGTTACT................................................................. 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTACTTGTTTTACTTTGCAGT................................................. 21 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CGTTACTTGTTTTACTTTGCAGGAG............................................... 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ATGTCGTTACTTGTTTTACTTTGCAGG................................................. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................GTCGTTACTTGTTTTACTTTGCAG.................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................TTATGGGCGACGACAACAATATTG........ 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TAAGTAAATCAAATGGAATTT....................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AATGTCGTTACTTGTTTT........................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGGAATTTGGTCTAGTCC............................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

.............................................................................AGTCCAATGTCGTTACTTGTTTTACT........................................................ 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AGTCCAATGTCGTTACTTGTTTTACTT....................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TGTCGTTACTTGTTTTACTTTGCAA.................................................. 25 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................GTCTAGTCCAATGTCGTTAC.................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................TAGTCCAATGTCGTTACTTGTTTTACT........................................................ 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................AGTCCAATGTCGTTACTTGTTTT........................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GTTACTTGTTTTACTTTGCAGC................................................. 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................TCCAATGTCGTTACTTGTTTTACTT....................................................... 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTAAATCAAATGGAATTTG...................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TTGGTCTAGTCCAATGTCGTTACT................................................................. 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CTGACGACCGTCGCCTCCATAACCGTTACTAAATAGGTTATGGCAATTGTCATTCATTTAGTTTACCTTAAACCAGATCAGGTTACAGCAATGAACAAAATGAAACGTCCTCCAGGTTTCGTTTAACAATACCCGCTGCTGTTGTTATAACAGTTCGAC

**************************************************(((((((((.(((...((..((((......))))..)).....))).))))).))))..**************************************************
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SRR060684

140x9_0-
2h_embryos_total

V053

head

V047

embryo

SRR060667

160_females_carcasses_total

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12928:6806607-

6806765 +
dvi_9152 GACTGCTG-GCAGCGGAGGT------------ATTGGCAATGATTTATCCAATACCGTTAACAGTAAGTAAATCAA-----------ATGGAA------TTTGGT-----CT---------AGTCCAATG-TCGTTAC--------------------TTGTTTTACTTTGCAGGAGGTCCAAAGCAAATTGTTATGGGCGACGACAACAATATTGTCAAGCTG

droMoj3 scaffold_6328:2472350-
2472503 +

GACTGCCA-CCAA------T------------GTGGCCAATGACTTCTCCAACACCGTCAACCGTAAGTGAAGAGG-----------CTGCATTT------T-----TAGCT---------GCGCCATGGCTAAGCAC--------------------TGACCGCCTTTTGCAGGGGGTCCCAAACAAATTGTGATGGCTAACGATACAACGATCTTGAAGCTG

droGri2 scaffold_14853:3752825-
3752980 -

CAGCGGCT-C---------T------------GTTGGCAATGACTTGTCCCAAACCATTAACAGTGAGTAAACCGA-----------ATGTAA-----------------CT---------GCC---------CTTGCTTGCACCAACTACATCAACTACATCTTAATTTGTAGGAGGTCCCAAGCAAGTCGTTATGGGCGACGGAAACACAGTCTTGAAGCTG

droWil2 scf2_1100000004963:2287649-
2287815 -

AACAACTG-GTAGCGGCGGATCTGGCACACAGATCGGCAATAAACTAA-----CAAGTAAGCAATAACTTTAAATAATGAA--AAGTATGGAATC------T-----AATGC---------GGATCAAT-----------------------------TGTGTTGAAATTACAGAAGGTCCTCGTCAAATCGTTGTGGGCAACAACAATCGCATCGTGAAATTA

dp5 XL_group3a:2355881-2355936 - ------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGCAGGTGGACCCGGACAGATCATTGTAGGCAACAACAATGATATCATAAAGCTC
droPer2 scaffold_11:2323754-2323809

+
------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTGCAGGTGGACCCGGACAGATCATTGTAGGCAACAACAATGATATCATAAAGCTC

droAna3 scaffold_13117:5491757-
5491832 -

ATATCCTT-C----------------------------------------------------------------------------------------------------------------------A-----------------------------TATTTTCTATCTGCAGCTGGTCCTAAGATGATTATCGTGGGAAATAACAACAAGGTCACCCGTTTG

droBip1 scf7180000395929:29573-29628
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTACAGCCGGTCCTAAAATGATAATCATTGGAAATAACAACAAGGTCACCCGTTTG

droKik1 scf7180000302610:1968583-
1968718 -

GATTCATTGGT---------------------------------------AACTCGGCCAACGGTGAGTTGTGGGA-----------TTGGGT-----------------TT---------AGT---------CT---TTGGAGTTTTTAATTGATTTTTGTTTATTTTTGCAGTGGGTCCTAAGCAGATCATTGTGGGCAACAATAATAAGATTGTGAGGCTG

droFic1 scf7180000453901:353842-
353917 -

CATTACTT-TC---------------------------------------------------------------------------------------------------------------------------------------------------GTTTTTGCTTTCGCAGAGGGACCGAAGACAGTGGTTATCGGCGATAATAATCGTATCGTGAAGCTG

droEle1 scf7180000490511:93270-93335
+

--------------------------------------------------------------------------------------------------------------------------------------------------------------TTATTTATTTTCGCAGGGGGTCCCAAGACGGTTGTTATTGGTGACAATAATCGTATAGTGAAACTG

droRho1 scf7180000779334:585776-
585832 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGCAGAGGGTCCCAAGACGGTCGTCATAGGTGACAATAATCGTATAGTGAAACTG

droBia1 scf7180000301623:95730-95786
-

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGCAGAGGGTCCCAAGACTGTGGTTATTGGCAACAACAATCGCATAGTGAAGCTG

droTak1 scf7180000415864:77867-77932
-

--------------------------------------------------------------------------------------------------------------------------------------------------------------TTTCTTAACTTTGCAGAGGGTCCCAAGACGGTGGTTATCGGCAATAATAATCGCATAGTGAAGCTG

droEug1 scf7180000409076:90349-90405
+

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTGCAGAGGGTCCCAAGACTGTGGTTATCGGCGACAACAATCGTATTGTGAAGCTG

dm3 chrX:4116379-4116512 + AAC--------------------------------------------------TCAGCCAACAGTAAGTTTAAATGGTTAAACAAGTACGTAATTGGAACCTCCTCTAAT-----------GAATACAT-----------------------------TTTGTTACTCTTTCAGAGGGTCCCAAGACTGTGGTTATTGGTGACAATAATCGTATTGTCAAGCTG
droSim2 x:3815260-3815391 + dsi_25613 AAC--------------------------------------------------TCAGCCAACAGTAAGTTTAAATGGTTAAACAAGTGCGTAATTGGAACATCCTCTAACCCT-------------CAT-----------------------------TTTGTTACTCTTGCAGAGGGTCCCAAGACTGTGGTTATTGGTGACAATAATCGTATTGTCAAGCTG
droSec2 scaffold_4:2615279-2615380 - AACAAG--------------------------------------------------------------------------------TACGTAATTGGAACATTCTCTAATCCT-------------CAT-----------------------------TTTGTTACTCTTGCAGAGGGTCCCAAGACTGTGGTTATTGGTGACAATAATCGTATTGTCAAGCTG
droYak3 X:4320784-4320915 - AAC--------------------------------------------------TCAGCCAACAGTAAGTTTAAATGGTTTT--TAGTCCGCATTT------T-----AAACCTCATTTAATGAATACGT-----------------------------ATTGTTACTCTTCCAGAGGGTCCCAAGACTGTGGTTATTGGTGACAATAATCGTATTGTGAAGCTG
droEre2 scaffold_4690:1485679-

1485740 +
------------------------------------------------------------------------------------------------------------------------------------------------------------------TTACTCTTGCAGAGGGTCCCAAGACTGTCGTTATCGGTGACAATAATCGTATTGTGAAGCTG

Generated: 09/08/2015 at 07:07 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
1
1
0
0
1
1
1
1
0
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:6806607-6806765
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:5491757-5491832
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395929:29573-29628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302610:1968583-1968718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453901:353842-353917
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490511:93270-93335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779334:585776-585832
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301623:95730-95786
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415864:77867-77932
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409076:90349-90405
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4116379-4116512
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:3815260-3815391
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_25613.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:2615279-2615380
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:4320784-4320915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:1485679-1485740


ID:

dvi_188

Coordinate:

scaffold_13042:912951-913046 +

Confidence:

confident-exception

Class:

Testes-restricted

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 [Dvir\GJ15837-in]

Repeatable elements

Name Class Family Strand

(TTCGGG)n Simple_repeat Simple_repeat +

mature

1. scaffold_12963:10501278-10501299 +
2. dvi_188  scaffold_13042:912954-912975 +

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGCACATTTTGTGCGACCAAGGGGGGAATCTAATGCAGGTTTCGGTGGTTGGGTTCGGTTTGGGTTTGGGTTTGGATTCGGGTTTGGATTTGGGTCGGGGTACGGGTCGAGTTGGGTTTGGCACATACGGCATGCAACACGCCCCGACCATTTGCTTTGTCACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060678

9x140_testes_total

SRR060655

9x160_testes_total

SRR060659

Argentina_testes_total

SRR060681

Argx9_testes_total

SRR060657

140_testes_total

SRR060679

140x9_testes_total

SRR060670

9_testes_total

SRR060680

Â 9xArg_testes_total

SRR060689

160x9_testes_total

SRR060683

160_testes_total

V116

male
body

V047

embryo

SRR060663

160_0-
2h_embryos_total

SRR060662

9x160_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

SRR060664

9_males_carcasses_total

SRR060686

Argx9_0-
2h_embryos_total

SRR2096057

Ovary_Min_50

SRR060684

140x9_0-
2h_embryos_total

SRR1106722

embryo_10-
12h

SRR1106716

embryo_4-
6h

SRR1106728

larvae

M061

embryo

.....................................................TTCGGTTTGGGTTTGGGTTTGG......................................................................................................................... 22 0 2 75.00 150 17 13 39 14 33 6 3 7 7 4 7 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGGTTTGGGTTTGGGTTTG.......................................................................................................................... 21 0 2 51.50 103 20 21 3 18 3 13 8 8 2 5 2 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TCGGTTTGGGTTTGGGTTTG.......................................................................................................................... 20 0 2 38.00 76 24 12 4 9 1 8 5 7 4 2 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TCGGTTTGGGTTTGGGTTTGG......................................................................................................................... 21 0 2 37.00 74 17 6 12 6 8 10 11 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CGGTTTGGGTTTGGGTTTGG......................................................................................................................... 20 0 2 6.50 13 4 2 1 0 2 1 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TCGGTTTGGGTTTGGGTTT........................................................................................................................... 19 0 3 6.00 18 5 8 0 1 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGGTTTGGGTTTGGGTTT........................................................................................................................... 20 0 3 5.67 17 4 6 0 2 0 3 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CGGTTTGGGTTTGGGTTTG.......................................................................................................................... 19 0 2 2.50 5 2 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGGTTTGGGTTTGGGTT............................................................................................................................ 19 0 4 2.50 10 0 1 0 5 0 0 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGGTTTGGGTTTGGGT............................................................................................................................. 18 0 4 2.50 10 2 0 1 1 0 3 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGGTTTGGGTTTGGGTC............................................................................................................................ 19 1 9 0.89 8 0 4 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGGTTTGGGTTTGGGTTTGT......................................................................................................................... 22 1 4 0.75 3 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TCGGTTTGGGTTTGGGTT............................................................................................................................ 18 0 4 0.75 3 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GGTTTGGGTTTGGGTTTGG......................................................................................................................... 19 0 20 0.40 8 1 0 1 1 1 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGGTTTGGGTTTGGGTTTGC......................................................................................................................... 22 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGGTTTGGGTTTGGGTTC........................................................................................................................... 20 1 13 0.23 3 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGGTTTGGGTTTGGGTTTA.......................................................................................................................... 21 1 5 0.20 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................CGGTTTGGGTTTGGGTTTC.......................................................................................................................... 19 1 12 0.17 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GGTTTGGGTTTGGGTTTG.......................................................................................................................... 18 0 20 0.15 3 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TCGGTTTGGGTTTGGGTTTGA......................................................................................................................... 21 1 7 0.14 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TCGGTTTGGGTTTGGGTTTC.......................................................................................................................... 20 1 10 0.10 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TTCGGTTTGGGTTTGGGTTTGTG........................................................................................................................ 23 2 20 0.05 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCGTGTAAAACACGCTGGTTCCCCCCTTAGATTACGTCCAAAGCCACCAACCCAAGCCAAACCCAAACCCAAACCTAAGCCCAAACCTAAACCCAGCCCCATGCCCAGCTCAACCCAAACCGTGTATGCCGTACGTTGTGCGGGGCTGGTAAACGAAACAGTGGGAGAACTGAATTACTCCGGAAAAACACGAGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060678

9x140_testes_total

V053

head

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

M028

head
SRR2096055

Ovary_Min_43

SRR060655

9x160_testes_total

SRR060687

9_0-
2h_embryos_total

SRR2096056

Ovary_Min_46

V047

embryo

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13042:912901-

913096 +
dvi_188 CGCACATTTTGTG---CG-ACCA--AG---------------------------G-GGGGAATCTAATG-----------CAGGTTTCG------------GTGGTTG-GGTTCGGTT-------------TGGGTTTGGGTTT------GGATTCGGGTT------TGG------------------------ATTTGGGTCGGGGTACG------GGTCGAG-TTGGGTTTGGCACATAC-----------------------------------------GGCATGCAAC---ACG-------------------------------------------CCCCGACCATTTG---------------------------CTTTGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droMoj3 scaffold_6328:2905233-
2905452 +

CTTACATTTTGTT---CAAGTCG--CACCGCGGGGCTTT----GG--------------G-----------C--------AGGGTGGTTTCATTGGTTTGGGTGGTTG-GACT--TA---------TC----------------------------------------------------------------------------------------------------------GCACATAA-----------------------------------------GGCATGCAGCACGCCCC--CCTGCGTTATCCGCCCAGATCATTTGAATGTCTCCCTCTCTCTCTCTCTCTCTCGCTGTCTGTGTGTGTGTGTGTGTGTGTGTCGACCCCCCTCTTGACTTAATGAGGCCTTTTTGTGCTC--

droGri2 scaffold_15081:2048793-
2048977 +

CTTACATTTTGTG---CTT----CGAACA--------------GCCCAAA----G-GGGGCA---------GAGAGTATGGAG-----------------GGTGGTTG-GAT--GGAT-------TGGGTTGG-GTT-------------------GGGT------------------------------------------T-------G------GGT-TAGGTTGGGTT--GCACATAC-----------------------------------------GGCATGCAACACGCCCAAGC-------AAACG---------------------------CCCAGACCATTTGCGT------------------------TCTTGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droWil2 scf2_1100000004762:3816085-
3816167 -

AGCA--------------------------GGAAAGG---------------------AA-AG--------G--------AAAGTTTTT------------GTTGTTG-CATACGA------TGTTGGATTT------------------GAAGTTGGAT------------------------------------------TGGGATTTA------GT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTGGTTTGGGT

dp5 XL_group1e:12515542-
12515686 -

CTTACATTTTGCG---CTTGTCA--AA---------------------------C-GGGGAGGCGGGTGTTG-----------------GCTTTGGAGTGTGGTACAC-GT--------------------------------------------------------------------------------------------------------------------------------------------------C---------T-TCTCACCCCTTGGTAGCGGGCAGCA--ACG-------------------------------------------CCTACCCCATTCC---------------------------TGCCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droPer2 scaffold_14:1995875-1996019
-

CTTACATTTTGCG---CTTGTCA--AA---------------------------C-GGGGAGGCGGGTGTTG-----------------GCTTTGGAGTGGGGTACAC-GT--------------------------------------------------------------------------------------------------------------------------------------------------C---------T-TCTCACCCCTTGGTAGCGGGCAGCA--ACG-------------------------------------------CCTACCCCATTCC---------------------------TGCCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droAna3 scaffold_13417:2474799-
2474933 +

CCCACATTTTGCG---CTTGCCTCGAACC--CTCGAGTGGGCTG----------------------------CGAGCAG--------------------------TGCCCACC--TA---------CC----------------------------------------------------------------------------------------------------------GCCCATAT---------------T---------C-CACCAC----------------CC---ACT---------------G---------------------------CCCACCCCACTCC---------------------------CATCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droBip1 scf7180000395874:44738-
44858 +

CCCACATTTTGCG---CCTGCCTCGAACC--CCCAGATGGGCTG----------------------------CGAACAG--------------------------CAC-CC-----------------ACC------------------------------------------------------------------------------------------------------------------------------------------CACCT----------------CCC---ACT---------------T---------------------------CCCACCCCATTCC---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droKik1 scf7180000302517:1179219-
1179348 -

CTTACATTTTGCG---CCTGCCG--GGC--T------------GACAGAG----G-A---------GGAGGA-----------------GGAGTAGAAGGAG--------------------------------------------------------------------------------------------------------------------------------------GCGGAG-----------------------------------------GGCAGGCAGCACCACCC--C-------CAT---------------------------------GGCCAAAGC---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droFic1 scf7180000454073:1726906-
1727080 -

CTTACATTTTGGCA------------------------------------AAAAGGG-GG-AG--------G--------TAAGCTG---------------------------GG------AGGTGAATTCAG------------------AG------G-------GG---AGGGGGA----------------------GGGAATAGA------GGGGGAGGG--------------G-TGTGTGCCCACGCCCCTTGGGTGCTT-TCCCGT-------------CCAAC---ACG-------------------------------------------CCCACCCCATTTC-GC------------------------CATCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droEle1 scf7180000490751:1112427-
1112564 -

CTTACATTTTGAG---CCTGCTC--AAA--------------------------A-G-GGAGGGGGGC----------------------AGATGTGGT--GGTCCAC-CC--------------------------------------------------------------------------------------------------------------------------------------------------C---------CTCCACGCCCATTTGCAGTGGGCTTT---ACG-------------------------------------------CCCAACCCATTGC---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droRho1 scf7180000761121:194616-
194771 +

CTTACATTTTGCG---CCTGCCC--GAC--CCA-----A----AGCA---AAAGGGG-GG-AGGGGGTGATG-----------------GTGATGTGGTGGTCGGGAC-CG--------------------------------------------------------------------------------------------------------------------------------------------------G---------T-CCACACCCACTTCCAGTGGGCTTT---CCG-------------------------------------------CCCACCCCATTGC---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droBia1 scf7180000302069:1155275-
1155420 +

CTTACATTTTGCG---CCTGCTG--CAG--GGGAG------------------------------------T--------GAAGTGGTC------------------------CGCAGGCGGGCTTGGGTTCGGGTTCGCGTTC------TGGTT------------------------------------------------------------------TGGGT--------------T-GGGAT-------------------------------------------TCC---ACG-------------------------------------------CCCACCCCATTGC---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTACTCTT

droTak1 scf7180000415169:848532-
848666 +

CTTACATTTTGCG---ACTGCCA--AA---------------------------G-G-GG-AG--------T--------GAAGTGGTT------------------------CGGTTTGG-GTGTGGATTC------------------G------------------------------------------------------------------GGTGTGGGT--------------T-GGGAT-------------------------------------------TCC---ACG-------------------------------------------CCCACCCCATCGG-GC------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droEug1 scf7180000409109:4135-4308
+

CTTACATTTTGCG---CCTGGCC--CAA--CG-----AT----GGCA---AAAAGGG-GG-AG--------T--------GAAGTGGTT------------------------CGGTTTGGGATTCAGAA------------TC------GGATTCGGGTT------T-----TGGGTGTGGGAA----------------------TA-G------GGTATGGGT--------------A-TGGGT-------------------------------------------TAT---ACG-------------------------------------------CCCACCCCATTGC---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

dm3 chrX:19448273-19448487 - CTTACATTTTGCCATT-CTGCCA--CAA--CGAGGCGAT----GG--------------------------C--------GAAGTGGTT------------------------CGCATTCGGATTCAGATTCAGATTCACATGCGGATGCGGATTCGGATTCGGGTTCGGTTTTGGGTGTGGGTATGGTTGTGAATGTGGATGGG-----G------GGTGTGGGT--------------G-TGGGT-------------------------------------------TCC---ACG-------------------------------------------CCCATCCCATCGA---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT
droSim2 x:18337623-18337813 - CTTACATTTTGCCATT-CTGCCA--CAA--CGAGGCGAT----GG--------------------------C--------GAAGTGGTT------------------------CGCTCTCGGATTCAGATTCAGATGCGGATTC------GGATTCGGGTT------CGGAAC-----GTGG------------ATGTGGAAGGGGGTGTG------GGTGTGGGT--------------G-TGGGT-------------------------------------------TCC---ACG-------------------------------------------CCCATCCCATCGC---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT
droSec2 scaffold_8:1730693-1730889

-
CTTACATTATGCCATT-CTGCCA--CAA--CGAGACGAT----GC--------------------------C--------GAAGTGGTT------------------------CGCATTCGGATTCAGATTCAGATGCGGATTC------GGATTCGGGTT------CGGAAC-----GTGGATG------TGGATGTGGATGGGGGTGTG------GGTGTGGGT--------------G-TGGGT-------------------------------------------TCC---ACG-------------------------------------------CCCATCCCATCGC---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

droYak3 X:11889817-11890030 + CTTACATTTTGCCATT-CTGCCG--CAC--CGAGGCGTT----GG--------------------------C--------GAAGTGGTT------------------------CGGATTCAGACTCAGATTCAGATGCGGATTC------GGATTCGGGTTCTGGTTCGGATTCGGGTGTGGGTA------TGGATGTGGATGGGGGTGTGGATGTGGGTGTGGGT--------------G-TGGGT-------------------------------------------TCC---ACG-------------------------------------------CCCATCCCATCGC---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT
droEre2 scaffold_4690:9684867-

9685025 -
CTTACATTTTGCCATT-CTGCCA--CAC--TGAGGCGAT----GG--------------------------C--------GAAGTGGTT------------------------CGGAT------TCAGATTCAG-------TTC------GGATTTGGGT------------------GTGG------------ATGTG------------------GATGTGGGT--------------G-TGGGT-------------------------------------------TCC---ACG-------------------------------------------CCCATCCCATCGC---------------------------CGTCGT-CACCCTCTTGACTTAATGAGGCCTTTTTGTGCTCTT

Generated: 09/08/2015 at 09:38 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
1
0
1
0
0
1
1
1
0
0
1
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1726906-1727080
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490751:1112427-1112564
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000761121:194616-194771
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:1155275-1155420
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415169:848532-848666
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409109:4135-4308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19448273-19448487
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18337623-18337813
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ID:

dvi_273

Coordinate:

scaffold_12855:5190806-5190873 -

Confidence:

confident-exception

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intergenic

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGTGAATTTTTTATTTTTATAAAATCTACCGATTAATTTGTCTGTAAGTATTTTGTACTGTAAGTGCTGAAGAGGATCAGCTGCTTCCTAAGCTGCTTAGCATTTACAGTAAAAAATACTTACAGACAAATAAGCAGCAGGCAGATAAGTTAGTAGTAGCAGGGTATC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096055

Ovary_Min_43

SRR2096056

Ovary_Min_46

SRR2096059

Ovary_Min_164

SRR2096058

Ovary_Min_98

SRR2096060

Ovary_Min_193

SRR2096057

Ovary_Min_50

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR060656

9x160_ovaries_total
SRR2096014

Ovary_Strain_160_oxidized

SRR060682

9x140_0-
2h_embryos_total

SRR060688

160_ovaries_total

SRR060673

9_ovaries_total

SRR060654

160x9_ovaries_total

SRR060677

Argx9_ovaries_total
SRR2096013

Ovary_Strain_9_oxidized

SRR060676

9xArg_ovaries_total

SRR060674

9x140_ovaries_total

SRR060681

Argx9_testes_total

M047

female
body

SRR060678

9x140_testes_total

SRR060686

Argx9_0-
2h_embryos_total

SRR060679

140x9_testes_total

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060684

140x9_0-
2h_embryos_total

V116

male
body

SRR060655

9x160_testes_total

SRR060675

140x9_ovaries_total

SRR060687

9_0-
2h_embryos_total

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

M027

male
body

SRR060670

9_testes_total

SRR060689

160x9_testes_total

SRR2096061

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060685

9xArg_0-
2h_embryos_total

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060663

160_0-
2h_embryos_total

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060658

140_ovaries_total

SRR060660

Argentina_ovaries_total

SRR060683

160_testes_total

SRR060659

Argentina_testes_total

V053

head

M061

embryo

SRR060667

160_females_carcasses_total

SRR060680

Â 9xArg_testes_total

V047

embryo

SRR060662

9x160_0-
2h_embryos_total

SRR060661

160x9_0-
2h_embryos_total

..................................................TTTTGTACTGTAAGTGCTGAAGA............................................................................................... 23 0 1 661.00 661 136 131 83 75 68 52 8 5 6 8 0 4 8 7 1 5 0 2 4 6 2 0 7 2 1 1 2 3 2 4 3 5 2 3 2 1 1 3 1 3 0 0 2 0 1 0 1 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAG................................................................................................ 22 0 1 191.00 191 9 5 5 4 2 8 18 17 16 6 1 9 6 8 8 5 9 7 5 1 4 3 1 7 3 1 2 5 0 0 1 1 1 1 3 1 3 0 3 0 1 1 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAA................................................................................................. 21 0 1 23.00 23 1 0 0 0 0 0 2 0 0 0 0 4 0 1 2 0 2 3 0 0 2 0 0 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 2 1 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAA................................................................................................ 22 1 1 12.00 12 0 0 0 0 0 0 0 4 0 0 0 0 0 0 1 0 1 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGA.................................................................................................. 20 0 1 7.00 7 1 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTG................................................................................................... 19 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAGAA.............................................................................................. 24 1 1 3.00 3 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAGATA............................................................................................. 25 2 1 3.00 3 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAGAAA............................................................................................. 25 2 1 3.00 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TATTTTGTACTGTAAGTGCTGA.................................................................................................. 22 0 1 3.00 3 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TTTGTACTGTAAGTGCTGAAG................................................................................................ 21 0 1 3.00 3 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................AGTATTTTGTACTGTAAGTGCT.................................................................................................... 22 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGTACTGTAAGTGCTGAAGAGG............................................................................................. 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................TTAGCATTTACAGTAAAAAAT................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TGTACTGTAAGTGCTGAAGAGGA............................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAGT............................................................................................... 23 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................TATTTTGTACTGTAAGTGCT.................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAGC............................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAC................................................................................................. 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAGAGG............................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAGAGGATC.......................................................................................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAGG............................................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTTGTACTGTAAGTGCTGAAC................................................................................................ 22 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCACTTAAAAAATAAAAATATTTTAGATGGCTAATTAAACAGACATTCATAAAACATGACATTCACGACTTCTCCTAGTCGACGAAGGATTCGACGAATCGTAAATGTCATTTTTTATGAATGTCTGTTTATTCGTCGTCCGTCTATTCAATCATCATCGTCCCATAG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096056

Ovary_Min_46
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Species Coordinate ID Alignment

droVir3 scaffold_12855:5190756-
5190923 -

dvi_273 GGTGAATTTTTTATTTTTATAAAATCTACCGATTAATTTGTCTGTAAGTATTTTGTACTGTAAGTGCTGAAGAGGATCAGCTGCTTCCTAAGCTGCTTAGCATTTACAGTAAAAAATACTTACAGACAAATAAGCAGCAGGCAGATAAGTTAGTAGTAGCAGGGTATC

droMoj3 scaffold_6540:22463641-
22463645 -

G-------------------------------------------------------------------------------------------------------------------------------------------------------------------CATC
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ID:

dvi_425

Coordinate:

scaffold_12875:13299523-13299586 +

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to intron [Dvir\GJ20351-in]

Repeatable elements

Name Class Family Strand

(TA)n Simple_repeat Simple_repeat +

mature star

1. scaffold_12420:3631-3652 +
2. scaffold_12472:450617-450638 -
3. dvi_425  scaffold_12875:13299523-13299544 +
4. scaffold_12928:835067-835088 +
5. scaffold_12928:7405196-7405217 +
6. scaffold_12932:310622-310643 -
7. scaffold_12963:1287557-1287578 -
8. scaffold_12963:1538799-1538820 +
9. scaffold_12963:18561490-18561511 +

10. scaffold_12970:1526842-1526863 +
11. scaffold_12970:3257035-3257056 +
12. scaffold_12970:7588673-7588694 -
13. scaffold_13042:1809099-1809120 -
14. scaffold_13047:13957885-13957906 +
15. scaffold_13047:18530090-18530111 -
16. scaffold_13049:85974-85995 -
17. scaffold_13049:3617869-3617890 +
18. scaffold_13049:19371287-19371308 +
19. scaffold_13049:20681317-20681338 -
20. scaffold_13049:22968551-22968572 +
21. scaffold_12928:3817654-3817675 -
22. scaffold_12928:7448411-7448432 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACATTTTATAGCACATTCCAACTAGATATATATACACACACACACACCTCATGCACATATATATATATATATATACATATCTATTCATATATACGATATGTATGTGCGTGTGTATGTGTGTGTAACTGCACATCGAGATAAAGAGAAAAATCTATATAAATACT

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

#
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Norm Total

V116

male
body

M047

female
body

SRR060672

9x160_females_carcasses_total

SRR060667

160_females_carcasses_total

V047

embryo

SRR060661

160x9_0-
2h_embryos_total

SRR060666

160_males_carcasses_total

SRR060659

Argentina_testes_total

SRR060663

160_0-
2h_embryos_total

SRR060679

140x9_testes_total

...........................................................................................TACGATATGTATGTGCGTGTGT................................................... 22 0 1 39.00 39 16 13 6 3 0 0 1 0 0 0

.........................................................................................TATACGATATGTATGTGCGTGT..................................................... 22 0 1 7.00 7 4 1 0 0 1 1 0 0 0 0

...........................................................................................TACGATATGTATGTGCGTGTG.................................................... 21 0 1 7.00 7 4 3 0 0 0 0 0 0 0 0

.........................................................................................TATACGATATGTATGTGCGTG...................................................... 21 0 1 4.00 4 1 2 0 0 1 0 0 0 0 0

............................................................................................ACGATATGTATGTGCGTGTGT................................................... 21 0 1 3.00 3 1 2 0 0 0 0 0 0 0 0

.........................................................................................TATACGATATGTATGTGCGTGTGT................................................... 24 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0

..........................................................................................ATACGATATGTATGTGCGTGTGT................................................... 23 0 1 3.00 3 2 0 0 1 0 0 0 0 0 0

...........................................................................................TACGATATGTATGTGCGTGTGA................................................... 22 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0

..........................................................................................ATACGATATGTATGTGCGTGT..................................................... 21 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0

..........................................................................................ATACGATATGTATGTGCGTGTG.................................................... 22 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0

.........................................................................................TATACGATATGTATGTGCGTGTG.................................................... 23 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0

...........................................................................................TACGATATGTATGTGCGTGTGTT.................................................. 23 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0

..........................................................................................ATACGATATGTATGTGCGTG...................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0

.............................................................................................CGATATGTATGTGCGTGTGA................................................... 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0

..........................................................................................ATACGATATGTATGTGCGTGTTAT.................................................. 24 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0

...........................................................................................TACGATATGTATGTGCGTGTGTA.................................................. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0

.........................................................................................TATACGATATGTATGTGCGT....................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0

...........................................................................................TACGATATGTATGTGCGTGT..................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0

..................................................ATGCACATATATATATATATAT............................................................................................ 22 0 20 0.10 2 0 1 0 0 0 0 0 0 1 0

.....................................................................................................ATGTGCGTGTGTATGTGTG............................................ 19 0 19 0.05 1 0 0 0 0 0 0 0 1 0 0

......................................................................................................TGTGCGTGTGTATGTGTGT........................................... 19 0 20 0.05 1 0 0 0 0 0 0 0 1 0 0

Anti-sense strand reads

TGTAAAATATCGTGTAAGGTTGATCTATATATATGTGTGTGTGTGTGGAGTACGTGTATATATATATATATATATGTATAGATAAGTATATATGCTATACATACACGCACACATACACACACATTGACGTGTAGCTCTATTTCTCTTTTTAGATATATTTATGA

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

#
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Count

Total
Norm Total

SRR060684

140x9_0-
2h_embryos_total

M027

male
body

M047

female
body

.................................................GTACGTGTATATATATATATAT............................................................................................. 22 0 7 0.14 1 1 0 0

...................................................ACGTGTATATATATATATATA............................................................................................ 21 0 20 0.05 1 0 0 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12875:13299473-

13299636 +
dvi_425 ACATTTTATAGCACA--TTCCAACT-AGATATATAT------ACACA---------------------------------C----ACACACACCTCATGCACATAT----------------------------------------------ATATA----TATATATATA--CAT------------ATCTATT--------CATATA------------------------TA--CGATATGTATGTGCGTGTG----TA---------------T--GTGT---G------TGT--------------------------------AACTGCACATCGAGAT---------AAAG-AGAAAAATCTATATAAAT-A-----CT

droMoj3 scaffold_6496:20592607-
20592782 +

ACATTTTATAGCACA--TTCCAACT-AGATATATAT------CTATA---------------------------------T----ATATATACA---------TGCA--------TACACATA-------------------------TA-CA--------------TATG--TAT------------ATATGTA--------CATATA------------------------T------------------------------ATACACATACATACATA--T---ATATA--TTATAC--ATAAACAACAAC-----------AAATAGCTGCACATCGCAGCT------ACAACG-AGAAAAATCTATATAAAT-ATA---CC

droGri2 scaffold_15245:7051816-
7051983 -

ACATTTTATAGCACA--TTCCAACT-AGATATATAC------ACAAA---------------------------------C----ACACACAC-----------------------------------------------------------ACA--CG--CA------------C----------------ACC--------ACCACA-------ACAACAACAGCAGCA--GCA----------------T-------TA---------------T--GTAT---G------TGC-AAATTTAAAAAACAGCAAAAAAGAAGAAAAAACCTGCACATCAAGAT-------AGAGAG-AGAAAAATCTATATAAAT-G-----CT

droWil2 scf2_1100000004511:9322356-
9322518 -

-CACTTGATTGCACT--TTTCGCAGCAGCATAAAAT------ATAT-------------------AT--------TTATGCTCCT---------CTATCTATATATA--------TATATATATAAT-------------------------ATA------TG----------TAT------------ATACATA--------CATATA------------------------T---CCATATATATGAGTGTGTG----TG---------------T--GTGT---T--------T---------------------------------------GTATGTGTTTCTAGACAGACCA-AAAAAAAACTATATCAA----------

dp5 XL_group1a:6899574-6899716
+

------------------TCCAGCT-GGATATATAT------GCATA----CG----AACAGGGG------------------------GAAT-----------------------------------------------------------ATATA----TATATATATA--TAT------------ATCTAAA--------TATATATACCAAAATGAT---------GATGCGT----------GTGCGTGTG------AA-------------TGCG--T---GGGTG---CG---------------------------------------GACTGCACTC------G-A-CGCGAGAAAATCAATAGAGAT--------A

droPer2 scaffold_6:4221017-4221185
+

AAAGCTGAGCGAACT-ACTTAAACT-AAAGT-----------------TTAGACGATGATATGCCCC---------------------------TTATAAACAAG------------------------------------------------TA--CA--TATATATATATATAT------------ACATATA--------CATAAA------------------------C--CCCATATATATGTGTGTATA----TA---------------T--TTATAATAAATA---TT--------------------------------AATTATATATAGCAAA---------A-AA-AACAAAGGCAAATGAAAA-G-----CT

droAna3 scaffold_13266:6249721-
6249839 -

ACATTTTATAGCACA--TTCCAACT-AGCTTTATAT------ATATG----------------------------------------------------------------------------------------------------------TG--AA--TATCTGTTTA--TAT------------ATCCGTT--------TATATA------------------------GCAT-----------------------------------------ATA--T---AGACACGGCA---------------------------------------CATTGCAGT---------A-CA-CAAAAAAGCTATATAAAC-A-----CT

droBip1 scf7180000394792:64-215 - AATCAATTTAT-ATTTACTT-ATA---------TAT------ACAT--ATATACATT-ATAT-TTAC---------------------------TTATATACATATACATATACAT------------------------------------ATA--CA--TA------------TACATATACATATACATATA--------CATAT-------------------------ACAT----A------------TACATA--TA-------CATATACATA--T---ACA----------------------------------------------TAT-----------------AC-ATATACATATACATATAC-A------T
droKik1 scf7180000301930:38624-

38798 +
TT----TATAATTTA--TATTATAT-ATACATATACGCATACAC----ATATACATTAATATATTAATTATATATATATATATATATATATATA---------TATA--------TATATATA-------------------------T--TA--------------TATA--TAT------------ATATATA--------TATATA------------------------T------------------------------ATATATATATATATATA--T---ATATACGACG---------------------------------------AATTT-------------------AAGAATTGTACATAAATAACT---CT

droFic1 scf7180000454066:500356-
500478 +

ACATTTCATAGCACA--TTCCAACT-AGCGATATAT------ATAA-------------------------------------------AAAC-----------------------------------------------------------GTATG----TATATATGTA--TAT------------ATCTGTG--------CATATA------------------------GCAT-----------------------------------------ATA--T---AGACGGAGCA---------------------------------------CATTGCATT---------A-CG-AAAAAAATCTATATAAAT-G-----CT

droEle1 scf7180000491215:267703-
267813 +

ACATTTCATAGCACA--TTCCAACT-AGCGATATAT------ATA----------------------------------------------------------------------------------------------------------------------CATATATA--TAC------------ATCTGTG--------CATATA------------------------GCAT-----------------------------------------ATA--T---AGACACGGCA---------------------------------------CATTGCATT---------A-CG-AAAAAAATCTATATAAAT-A-----CT

droRho1 scf7180000779957:118195-
118295 +

ACATTTCATAGCACA--TTCCAACC-AGCGATATAT------A----------------------------------------------------------------------------------------------------------------------------------TAC------------ATCTGTA--------CATATA------------------------GCAT-----------------------------------------ATA--T---AGACACCGCA---------------------------------------CATTGCATT---------A-CG-AAAAAAATCTATATAAAT-A-----CT

droBia1 scf7180000298095:86-257 - ACTTTTTGTAACACA--CCTCGTAT-ATATATATAT------AAA-GATAAGACAAAGGCATA-----------------T--ACATACATACA-------TACA----------TATAAATA-------------------------T---ATATA----TACATATATA--TAT------------ATTTATTTATTTAAATATATATATA-----------------TATATTT----------ATTTATTTA------AA-------------TATA--T---ATA----------------------------------------------TAT------------------------TTATTTATTTAAAT-ATATATAT
droTak1 scf7180000416016:559690-

559796 +
CA-----------CA--TACAACCT-ATACATATAT------AAATA------------------------------------------------------------------------TATATAGCATAACTACATATAGCGACTTTTT-CC--------------TAA-----------------------------------------------------------------------G------------T-------------------------GTAT---T------TGC--------------------------------ATCTGCATATCGATAT----------------CTATATTTATATTTAT-A------T

droEug1 scf7180000408961:339664-
339819 +

ACCTTTTT-GTCA---A----------------AAA------GCATA----AACCTAAAAGAATTATTACTAAATATATAT----CTATACAT---------ATAT--------ATATATATA-----TATATAAATATTGAGAAATATAAGA--------------AAA-----------------------------------------------------------------------G------------TG------TA-------------TGTG--T---GTGTGCGATA---------------------------------------AC-TATGATCCTG-----G-CA-AAAAGGATCTATGAAAAC-T-----CT

dm3 chr2R:8782857-8782989 - ACATTTCATAGCACA--TTCCAACT-AGCGATATAT------ACA-A---------------------------------C----ATATACAT-----------------------------------------------------------ATA--TA--CATATATATA--TAC------------ATCTGGG--------CATATA------------------------GCAC----A--------------------TA-------------CATA--T---AGATGCGGCG---------------------------------------CATTGCATT---------T-CGAAAAAAAATGTATATAAAT-G-----TT
droSim2 2r:9461582-9461719 - ACATTTCATAGCACA--TTCCAACT-AGCGATATAT------ACATA---------------------------------C----ATATATAT-----------------------------------------------------------GTA--CA--TATATATATA--TAC------------ATCTGGG--------CATATA------------------------GCAC----A--------------------T---------ACATACATA--T---AGACGCGGGG---------------------------------------CATTGCATT---------T-CGAAAAAAAATGTATATAAAT-G-----TT

droSec2 scaffold_1:6299018-6299153
-

ACATTTCATAGCACA--TTCCAACT-AGCGATATAT------ACATA---------------------------------C----ATATATAT-----------------------------------------------------------GCA--CATATATATATAGA--TAC------------ATGTGGG--------CATATA------------------------GCAC----A--------------------AA-------------CATA--T---AGACGCGGCG---------------------------------------CATTGCATT---------T-CGAAAAAAAATTTATATAAAT-G-----TT

droYak3 2R:8188610-8188750 + ACATTTCATAGCACA--TTCCAACT-AGCGATATAT------ACCTA---------------------------------C----ATCTGTATA-------TATATA--------CAAACA----------------------------------------TATATATACA--TAC------------ATCTGGG--------AACATA------------------------GCAC----A--------------------TA-------------TATG--T---AGATACGGCG---------------------------------------CATTGCATT---------A-CG-AAAAAAATGTATATAAAT-G-----TT
droEre2 scaffold_4845:17042295-

17042425 +
ACATTTCATAGCACA--TTCCAACT-AGCGATATAT------ACATA---------------------------------C----ATATATATG-----------T----------------------------------------------ATATG----CACATATATA--TAC------------ATCTGGG--------CATATA------------------------GCAC-----------------------------------------ATA--T---AGACGCGGCG---------------------------------------CATTGCATT---------A-CG-AAAAAAATGTATATAAAT-G-----TT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:18530090-18530111
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:85974-85995
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22968551-22968572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:3817654-3817675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:7448411-7448432
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http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_425.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:20592607-20592782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:7051816-7051983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:9322356-9322518
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:6899574-6899716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4221017-4221185
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:6249721-6249839
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301930:38624-38798
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454066:500356-500478
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491215:267703-267813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779957:118195-118295
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000298095:86-257
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000416016:559690-559796
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:6299018-6299153
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ID:

dvi_297

Coordinate:

scaffold_12963:14772603-14772662 +

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to CDS [Dvir\GJ21312-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGCTGGGGCTCAGCTTGGCGCCGTGCAGGCACTCGCAATCCGGCCACAGCGAGGATAACAGCAGCAGCAACAAAAGCCAACTGCTGTGGATGCTGTTGCTGTTCCTGCTGCTCTGATGCTGCCAACAGGATGCGGGCTGCGTGTGCCATAAATGGCGTTT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060684

140x9_0-
2h_embryos_total

SRR060675

140x9_ovaries_total

SRR060679

140x9_testes_total

SRR060657

140_testes_total

SRR060674

9x140_ovaries_total

SRR060658

140_ovaries_total

SRR060673

9_ovaries_total

SRR060678

9x140_testes_total

SRR060676

9xArg_ovaries_total

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060689

160x9_testes_total
SRR2096014

Ovary_Strain_160_oxidized
..................................................GAGGATAACAGCAGCAGCAA.......................................................................................... 20 0 1 19.00 19 5 3 8 2 1 0 0 0 0 0 0 0
..................................................GAGGATAACAGCAGCAGCAAC......................................................................................... 21 0 1 14.00 14 6 7 0 0 1 0 0 0 0 0 0 0
..................................................GAGGATAACAGCAGCAGCAAA......................................................................................... 21 1 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0
..................................................GAGGATAACAGCAGCAGCAACT........................................................................................ 22 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0
..................................................GAGGATAACAGCAGCAGC............................................................................................ 18 0 2 3.00 6 1 4 0 0 0 1 0 0 0 0 0 0
..................................................GAGGATAACAGCAGCAGCA........................................................................................... 19 0 2 2.50 5 0 3 1 1 0 0 0 0 0 0 0 0
..................................................GAGGATAACAGCAGCAGCAACA........................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
..................................................GAGGATAACAGCAGCAGCAAT......................................................................................... 21 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
..................................................GAGGATAACAGCAGCAGCAAG......................................................................................... 21 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
..................................................GAGGATAACAGCAGCAGCAACTGG...................................................................................... 24 3 5 1.00 5 2 2 0 0 0 0 0 0 1 0 0 0
..................................................GAGGATAACAGCAGCAGCAACTG....................................................................................... 23 2 4 0.75 3 0 1 0 2 0 0 0 0 0 0 0 0
..................................................GAGGATAACAGCAGCAGT............................................................................................ 18 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACGACCCCGAGTCGAACCGCGGCACGTCCGTGAGCGTTAGGCCGGTGTCGCTCCTATTGTCGTCGTCGTTGTTTTCGGTTGACGACACCTACGACAACGACAAGGACGACGAGACTACGACGGTTGTCCTACGCCCGACGCACACGGTATTTACCGCAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096057

Ovary_Min_50

M047

female
body

M061

embryo

V053

head

SRR060679

140x9_testes_total

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR060684

140x9_0-
2h_embryos_total

SRR2096014

Ovary_Strain_160_oxidized

SRR060654

160x9_ovaries_total

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060669

160x9_females_carcasses_total

SRR060657

140_testes_total

V116

male
body

...............ACCGCGGCACGTCCGTGAGCGTTAGGCC..................................................................................................................... 28 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................CAACGACAAGGACGACGAGACTACG......................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

...............................GAGCGTTAGGCCGGTGTCGCTCCTATTG..................................................................................................... 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0

....................................................CCTATTGTCGTCGTCGTTGT........................................................................................ 20 0 2 0.50 1 0 0 0 0 1 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12963:14772553-

14772712 +
dvi_297 TGCTGGGGCTCAGCTTGGCGCCGTGCAGGCACTCGC---AATCCGGCCACAGCGAGGATAA---CAGCAGCAGCAACAAAAGCCAAC-TGCTGTGGATGCTGTTGCTGTTCCTGCTGCTCTGATGCTGCCAAC------------------------AGG----------------------A------------------------------------------TGCGGG------------------------------------------------CTGCGTGT----------------------GCCATAAATGGCGTTT

droMoj3 scaffold_6500:17713252-
17713384 +

TGCTGGCGCTCAGCTTGGCGCCATGGAGGCACTCGCAG---TCCGGCCAGAGTGAGGACAA---CAGCAACAGCAGCAGCAGCC-AC----------------------------------------------GTGCTGCAGGATGCCAT---CTGTGCCGG---------------GTC---------------------------------------------------------------------------------------------------CTGTGTGT----------------------GCCATAAATGGCGTTT

droGri2 scaffold_15126:4590282-
4590435 -

TGTTGGCGCTCAGCTTGGCGCCATGTACACATTCGCAG---TCCGGCCAGAGCGAGGATAA---GAGCAGCAGCAGGAGCAGCC-ACGTGCTG------------------CCGCTAGTCTGATGACGCCAGC----------------------------------------------AGGAT---G---------------------------GTGCCTGTGTCAGGAC------------------------------------------------CTGCGAGT----------------------GCCATAAATGTCGCTT

droWil2 scf2_1100000004585:6818148-
6818280 +

TGTTAC---------TTCCACCCTGCAGGCACTGGCAACAATCCGGCCAGTGTGAGGATAGCAACAGCAAGAGCATTATCATCGTGC----TA------------------GGCGTCAGCTGGTGTCGCCAAC------------------------AGGAT---------------TGTGGAT---G-CGT---------G---TATAGTTGAT--GT--------------------------------------------------------------------------------------------------------CG

dp5 4_group5:393039-393269 - TATTGC---------CGCCGCCGTGCAGGCAGTCGCAGCAGTCCGGCCAGAGGCTGCTGAG---CAAAAGGAGCATAAGCAGTATGC----CT------------------GGTGTCAGCTGGTGCCGCCAACACGCCTGTGGATGTCGT---ATATG-------------------------------------------G---GAGTGCGAGGGTGTATGTG----GATGTGAGTGTCTTCTATTTTGGACTGGATCTGCTTCTCCTCCTCCTCCTGCT----TC---AACAGCTGACGCTTCTACTGACGTTGGTGACATTG
droPer2 scaffold_12:201210-201319 + ----GC---------TGCAGCGGCAGTGGCAGTGGCA-----------------------------GCAGGAGCAATTGTTGTAGGT----------------------------------------------GTTGGCGTTGGCGTTGT---CGTTGCAGC---------------GACTGCC---GCCAG---------C---GATGACGCATTTGTGG-----------------------------------------------------------------------------------------CCACCAA-----TTT
droAna3 scaffold_12916:8479139-

8479307 -
TGTTGC---------TGCTACCGTGGAGGCAGTCGCAGCAATCTGGCCACAGGCTGGTGAG---CAGCAAGAGCATTAGCAGTGTGC----TC------------------GGCGTCAGCTGGTGGCGCCAGCACGCCTCCGGGTGTCCT---GC-TGTAT--------GATGGCTGGCTGTAT---GTCCGGGTTGTCCCGGATGAGAATGGGGATG-----------------------------------------------------------------------------------------------------------

droBip1 scf7180000396572:2918735-
2918916 +

TGTTAC---------TGCCACCATGGAGGCAGTCGCAGCAATCTGGCCACAGGCTGGTGAG---CAGCAGGAGCATTAGCAGTGTGC----TC------------------GGCGTCAGCTGGTGGCGCCAGCACGCCTCCGGGTGTCCT---GGGTGTCCTGCTGCATGATGGTTGGCTGTAT---GTCCGGGATGTCCCGGGTGTGTATGGGGATGTCTT-------------------------------------------------------------------------------------------------------

droKik1 scf7180000302468:251335-
251464 +

TGTTGC---------TGCCGCCATGGAGGCACTCGCAGCCCTCGGGCCATAGGCTGGTGAG---GAGCAGGAGCAGCAGCAGCAGGG----------------------------------------------TGGCCTCTGGGTGGCCA---GGAGGCTGA---------------GTTGAACTGGAGCCG---------G---GATAATGGGGT-----------------------------------------------------------------------------------------------------------GG

droFic1 scf7180000453815:257170-
257361 -

TGTTGC---------TGCCGCCGTGGAGGCACTCGCAGCAATCCGGCCAGAGGCTGGTGAG---CAACAGCAGCAGGAGCAGGGTGC----------------------------------------------CCGCCTCCGGGTGTGCC---GGGTGTCCTGCCGCGTG---TCCCGCCGGGT---GTCCC---------G---GGTAATGGAGGTGTCTCCGCCGCGGG------------------------------------------------CTGCTGGCTCCTCCAGCTGTTGC---CGGTGACACAGGTGACG---

droEle1 scf7180000490970:120295-
120424 -

TGTTGC---------TGCCGTTGTGGAGGCACTCGCAGCCATCCGGCCACAGGCTGGTGAG---CAGCAAGAGCACAAGCAGGGTGC----------------------------------------------ATGCCTCCGGGTGTCCT---GGATGGGTC---------------GTTGGAT---GTACG---------G---GATAATGGAGGTGTCT--------------------------------------------------------------------------------------------------------

droRho1 scf7180000780014:69277-
69404 -

TGTTGC---------TGCCGTTGTGGAGGCACTCGCAGGTATCCGGCCACAGGCTGGTGAG---CAGCAGGAGCATGAGCAGGGTGC----------------------------------------------AGGCCTCCGGGTGTCCT---GGATGTCCC---------------GTTGCAT---GTACG---------G---GATAATGGAGGTGT----------------------------------------------------------------------------------------------------------

droBia1 scf7180000302422:2676536-
2676677 -

TGTTGC---------TGCCGCCGTGGAGGCAGTCGCAGCAATCCGGCCACAGGCTGGTGAG---TAGCAGGAGCATTAGCAGGGTGC----------------------------------------------AGGCCTCCGGGTGTCCT---GGGTGTCCTGCTGCATG---TGCGGCTGGAT---GTGCC---------G---GGTAATGGAGGTGTCT--------------------------------------------------------------------------------------------------------

droTak1 scf7180000415104:26122-
26289 -

TGTTGC---------TGCCGCCGTGGAGGCACTCGCAGCAATCCGGCCAGAGGCTGGTGAG---CAGCAGGAGCATTAGCAGGGTGC----------------------------------------------ACGCCTCCGGGTGTCCTCCTGGCTGTCCT---------------GCTGGAT---GTCCT---------G---GATAATGGAGGTGTCTCCGCCGCGGG------------------------------------------------CTGAATGCTCCTCCAGCTGGCGG---------------------TG

droEug1 scf7180000409463:2216487-
2216647 +

TGTTGC---------TGCCGCCGTGGAGACATTCACAGCAATCCGGCCAGAGGCTGGTGAG---GAGCAGAAGCATTAGCAGGGTGC----------------------------------------------AAGCTTCCGGGTGTCCT---GGATGTCCT---------------GCTGGAT---GTCCG---------G---GATAATGGAGGTGCCTCCTCCGCGGG------------------------------------------------CTGGATGC---ACCAGCTGACGC---------------------T-

dm3 chr2L:6897848-6897977 - TGTTGC---------TGCCGCCGTGGAGGCACTCGCAGCAATCCGGCCAGAGGCTGGTGAG---CAGCAGGAGCACTAGCAGGGCAC----------------------------------------------ACGCCTCCGGGTGTCCG---GGTTGTACG---------------GCTGAAT---GTCCG---------G---GATAATGGAGGTGTCT--------------------------------------------------------------------------------------------------------
droSim2 2l:6666216-6666375 - TGTTGC---------TGCCGCCGTGGAGGCACTCGCAGCAATCCGGCCAGAGGCTGGTGAG---CAGCAGGAGCACTAGCAGGGCAC----------------------------------------------ACGCCTCCGGGTGTCCG---GGTTGTACG---------------GCTGAAT---GTCCG---------G---GATAATGGAGGTGTCTCCTCCGCGGG------------------------------------------------CTGGGCGC---ACCAGCTGGCGC-----------------------
droSec2 scaffold_3:2431616-2431775

-
TGTTGC---------TGCCGCCGTGGAGGCACTCGCAGCAATCCGGCCAGAGGCTGGTGAG---CAGCAGTAGCACTAGCAGGGCAC----------------------------------------------ACGCCTCCGGGTGTCCG---GGTTGTACG---------------GCTGAAT---GTCCG---------G---GATAATGGAGGTGTCTCCTCCGCGGG------------------------------------------------CTGGGCGC---ACCAGCTGGCGC-----------------------

droYak3 2L:6012198-6012327 + TGTTGC---------TGCCACCGTGGAGGCACTCGCAGCAATCCGGCCAGAGGCTGGTGAG---CAGGAGGAGCACTAGCAGGGCAC----------------------------------------------ACGCCTCCGGGTGTCCT---GGATGTCCT---------------GCTGGCT---GTCCG---------G---GATAATGGAGGTGTCT--------------------------------------------------------------------------------------------------------
droEre2 scaffold_4929:15811192-

15811351 -
TGTTGC---------TGCCACCGTGGAGGCACTCGCAGCAATCCGGCCAGAGGCTGGTGAG---CAGGAGGAGGACTAGCAGGGCAC----------------------------------------------ACGCCTCCGGGTGTCCT---GGATGTCCT---------------GCTGGAT---GTCCG---------G---GATAATGGAGGTGTCTCCTCCGCGGG------------------------------------------------CTGGGTGC---TCCAGCCGGCGC-----------------------

Generated: 09/08/2015 at 08:18 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14772553-14772712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14772553-14772712
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_297.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:17713252-17713384
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:4590282-4590435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:6818148-6818280
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:393039-393269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_12:201210-201319
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:8479139-8479307
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:2918735-2918916
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302468:251335-251464
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453815:257170-257361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490970:120295-120424
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780014:69277-69404
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2676536-2676677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415104:26122-26289
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:2216487-2216647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:6897848-6897977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:6666216-6666375
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:2431616-2431775
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:6012198-6012327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:15811192-15811351


ID:

dvi_380

Coordinate:

scaffold_12875:10824293-10824349 +

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

Repeatable elements

Name Class Family Strand

(CA)n Simple_repeat Simple_repeat +

mature star

1. scaffold_12514:112425-112446 -
2. scaffold_12726:2475374-2475395 -
3. scaffold_12855:3803548-3803569 -
4. scaffold_12855:7095528-7095549 -
5. scaffold_12855:8570014-8570035 -
6. scaffold_12875:107516-107537 -
7. scaffold_12875:5133167-5133188 +
8. dvi_380  scaffold_12875:10824293-10824314 +
9. scaffold_12928:4867374-4867395 -

10. scaffold_12928:6913849-6913870 -
11. scaffold_12963:7371472-7371493 -
12. scaffold_12963:9364134-9364155 -
13. scaffold_12963:9849958-9849979 -
14. scaffold_12970:3538571-3538592 -
15. scaffold_12970:4996319-4996340 +
16. scaffold_13047:9913313-9913334 +
17. scaffold_13047:15829298-15829319 -
18. scaffold_13049:5761162-5761183 +
19. scaffold_13049:11766730-11766751 +
20. scaffold_13246:1799424-1799445 -
21. scaffold_12723:5226849-5226870 -
22. scaffold_12723:5311258-5311279 -
23. scaffold_12875:2115882-2115903 -
24. scaffold_12875:19982133-19982154 -
25. scaffold_12970:6737264-6737285 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTTGCTTGTCTGCGCGTTCGCAGTTATTTTCGTTTATGCCCCACACACACACACTCACACACACATACACACGAGTGAGTGAATGTGCATGTGCATGCGAGTGTGTGCGTGTGCTCGTGTATCTTAAAATCTGCTGAAAAGTTGCGCCAATCGAAGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V053

head

V116

male
body

M047

female
body

V047

embryo

GSM1528803

follicle
cells

M027

male
body

SRR060656

9x160_ovaries_total

SRR060682

9x140_0-
2h_embryos_total

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

M061

embryo

SRR060658

140_ovaries_total

SRR060678

9x140_testes_total

......................................................................................GCATGTGCATGCGAGTGTGTGC................................................. 22 0 1 20.00 20 9 3 1 7 0 0 0 0 0 0 0 0

.....................................................................................TGCATGTGCATGCGAGTGTGT................................................... 21 0 1 13.00 13 11 1 1 0 0 0 0 0 0 0 0 0

......................................................................................GCATGTGCATGCGAGTGTGTG.................................................. 21 0 1 10.00 10 4 5 0 1 0 0 0 0 0 0 0 0

......................................................................................GCATGTGCATGCGAGTGTGT................................................... 20 0 1 10.00 10 3 4 1 1 0 1 0 0 0 0 0 0

......................................................................................GCATGTGCATGCGAGTGTG.................................................... 19 0 1 6.00 6 1 1 4 0 0 0 0 0 0 0 0 0

.......................................................................................CATGTGCATGCGAGTGTGTGC................................................. 21 0 1 5.00 5 3 1 1 0 0 0 0 0 0 0 0 0

....................................................................................GTGCATGTGCATGCGAGTGTGT................................................... 22 0 1 4.00 4 2 1 0 1 0 0 0 0 0 0 0 0

......................................................................................GCATGTGCATGCGAGTGT..................................................... 18 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0

.......................................................................................CATGTGCATGCGAGTGTGT................................................... 19 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0

....................................................................................GTGCATGTGCATGCGAGTGT..................................................... 20 0 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0

.......................................................................................CATGTGCATGCGAGTGTG.................................................... 18 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0

.......................................................................................CATGTGCATGCGAGTGTGTGCA................................................ 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

......................................................................................GCATGTGCATGCGAGTGTGTT.................................................. 21 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0

.....................................................................................TGCATGTGCATGCGAGTGTGTC.................................................. 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................CATGTGCATGCGAGTGTGTG.................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TGCATGTGCATGCGAGTGTG.................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATGTGCATGCGAGTGTGTGCG................................................ 21 0 2 1.00 2 0 2 0 0 0 0 0 0 0 0 0 0

......................................................................................GCATGTGCATGCGAGTGTGTTA................................................. 22 2 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0

........................................................................................ATGTGCATGCGAGTGTGTGC................................................. 20 0 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0

........................................................................................ATGTGCATGCGAGTGTGTG.................................................. 19 0 4 0.25 1 1 0 0 0 0 0 0 0 0 0 0 0

..................................................ACACTCACACACACATACACAC..................................................................................... 22 0 20 0.10 2 0 0 1 0 0 0 0 0 0 1 0 0

.................................................CACACTCACACACACATACA........................................................................................ 20 0 20 0.05 1 0 0 1 0 0 0 0 0 0 0 0 0

................................................ACACACTCACACACACATACA........................................................................................ 21 0 20 0.05 1 1 0 0 0 0 0 0 0 0 0 0 0

...................................................CACTCACACACACATACACA...................................................................................... 20 0 20 0.05 1 0 0 1 0 0 0 0 0 0 0 0 0

.............................................CACACACACTCACACACACATA.......................................................................................... 22 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 1

Anti-sense strand reads

CAACGAACAGACGCGCAAGCGTCAATAAAAGCAAATACGGGGTGTGTGTGTGTGAGTGTGTGTGTATGTGTGCTCACTCACTTACACGTACACGTACGCTCACACACGCACACGAGCACATAGAATTTTAGACGACTTTTCAACGCGGTTAGCTTCC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060673

9_ovaries_total

V047

embryo

SRR060685

9xArg_0-
2h_embryos_total

........................................................................................TACACGTACGCTCACACACGC................................................ 21 0 2 0.50 1 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12875:10824243-

10824399 +
dvi_380 GTTGCTTG---TCTGCGCGTTCGCAGTTATTTT------------CGTTTATGCCC---------CA--CACA--CA---------------CACAC--TCACACAC----AC--ATACACACGAGTG----------AGT----------GA------------------ATGT--------GCATGTGCATGCGA----G--T--GT-----------G-------------TGCGT----GT--GC-------------------TCGTGTATCTTAAAA-TCT--------GCTGA---AAA----GTTGCGCCAATCGAAGG

droMoj3 scaffold_6496:16117763-
16117930 -

GTTGCCTG---TCTGCGCGGACGCAGCTATTTT------------CGTTTATGCCC---------CA--CACACATACTAAGAGGAGGTGTGTGT--GTGTGTTTAT----GC--GCGCGCGTTA-------------AAT----------GA------------------AAGCG----CATGTGAGTGC--GTGTGT----GT--GT-----------G-------------CGTGT----GT-----------------------GCACATGTTTTGAAAATTC--------GCTAA--TAAA----ATTTC-------GACAA

droGri2 scaffold_15245:3930188-
3930357 +

GTTGCTTTTAGTCT--GCGGTCGCAGTTATTTT------------CGTTTA----------------AATACA--CA---------------CAAAC--CCACAC------AC----ACACATCATCG--A-GCG---GGT----------GAGTGTGAGCAGATGTG------------AGTGTCAGTGTGTGTGTGTGTACGTG----------------------------TGTGT------GTGTATGTGTGTGCGAGTGTGT-GTGT------TGTC-----------------------------TTGTGGCACATGTCTC

droWil2 scf2_1100000004909:9902054-
9902217 +

GTATTTAG---TTTTTGCATTTGTATTTATTTGCTATATACAC-----------------ACACACA--CACA--CA---------------CAC--ACACACACAT----AC--ATACACACCA---------------------------------------------CAAGCA----------AGTAAATTGTA----A--T--GACAATTTATTCAGTACTGAACTTTAATTTAG------GTGAAC----------------A---A-------AAAA-ACA--------AC------------AACAACAACAACAGAAGA

dp5 Unknown_singleton_1895:13118-
13243 -

TTT---------------------------------------C-----------------GGCCACA--CTC----A---------------CTCACACACACACAC----AC--ATACACACGT--T--G-------ACT---------------------------TATGCTGA----TGTGTGTGTGC--GTGCGTG----T--GC-----------G-------------GGTGT----GT-----------------------GTGTATTTTTTGTGA-TCC--------CCC----TTGA----GCCCGTTTTGTTGCACG

droPer2 scaffold_15:1169878-1170007 + TGTG--TA---TCTGCTGCTGCGCAGGACTGTC------------CATTTC--------------CA--CACA--CA---------------CACAG--ATACACTC----AC--ACATGCACGAACGAATGT--ATC------------------------------TGCGAGTG----T--GTGTGTGTGTGTGTGTGTGTGTG----------------------------TGTGT------GTGTAC----------------A---TAC------------------------------------------------ATCTT
droAna3 scaffold_13337:2671884-

2671922 -
-----------------------------------------------------------------CA--CACA--CA---------------CACAC--ACACACCC----AC--ACACACACGAATC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGT

droKik1 scf7180000302696:1098272-
1098304 +

-----------------------------------------------------------------CA--CACA--CA---------------CACAG--ACACACAT----AC--AGCCACATGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454106:1741986-
1742112 -

-----------------------------------------------------------------CA--CACG--CA---------------CACAC--ACACACAC----AC--ACACACACACATT----------ACT----------------------------CATTGTGCGGTTGTGTGTG----TGTGGCTG--------T-----------G-------------CGGCT----GT--GT-------------------TTGTGAATGTTAAAA-GTTATGAATTTT--AA--TAGA----AATTCGCGTGCCAAAAG

droEle1 scf7180000491006:57434-57507
+

ACA---------------------------------------CACCACC----------------CACAA--A--CA---------------CAC------AAACACACATAC------GCACTC--G--C-------ACAGAGAACGCATTA------------------AATT--------GTTTATGCATA----------------------------------------------------------------------------------------------------------------------------------CGA

droRho1 scf7180000779872:341298-
341360 +

-----------------------------------------------------------------CA--CACA--CA---------------CACAC--ACACACAC----AC--ACACACATCAACC----------------------------------------CGCAAATA----C--GTACATACACATAA----------------------------------------GT----GT----------------------------------------------------------------------------------

droBia1 scf7180000302041:138782-
138892 +

TTA--------------------------TTTT------------AGTTGAAACCTAACGAAGCATA--CGC----A---------------TACACAAACACTCAC----AC--ACACACACCT--T-----------------------------------------AC----------------------ACGAGC----AT--AC-----------G-------------TATAC----AT-----------------------ATACATAATGTTAAGGCC-----------------------------TCCAAACAAAGC

droTak1 scf7180000415381:115420-
115450 +

-----------------------------------------------------------------CA--CACA--CA---------------CACAC--ACACACAC----AC--ACACACAC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409553:231455-
231560 +

ATA-------------------------------------------------------------------ACA--CA---------------CACAC--ACACACAC----AC--ACACGCAAGC------AT--ACC------------------------------CAAAAATG----CATG--TGTGTGTGTGTGTGTTTGTG----------------------------TGTGT------GTGTAC----------------T---TA-------CGA-AC--------------------AAGA--GAAACAA--AGCAAA

dm3 chr3L:21491720-21491750 + -----------------------------------------------------------------CA--CACA--CA---------------CACAC--ACACACAC----AC--ACACACAC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------droSec2 scaffold_10:2904436-2904491 - -----------------------------------------------------------------CG--CACA--AA---------------TCAAA--AGGCGCAA----GT--AAGCC------------------------------------------------------------------TGT----GTGTGTGTGTGTGTGT-----------G-------------TGTGT----GT--G-------------------------------------------------------------------------------
droYak3 X:1815492-1815634 - GTT---------------------------------------TGTGGTC----------------CACAC--A--CA---------------CACAC--TCATACAC----ATGCACACACTCGAGC-------A---CGT----------TCAATTTAAACGATTTT------------CGCGCAAGTGTATGTGT----G--T--GT-----------G-------------TGTGT----GTGCGCAC----------------A---TAA--ATTTCCA-TAT--------GGCGAAC----GACT--CATGCAATATGCAAG
droEre2 scaffold_4929:12583349-

12583463 +
TTG-CTTG---T-GGCGCCAATGTTGCCACTTC------------CGTTTA----------------GACACA--CA---------------CACAC--TTCCACTT----GC--ACTCGCATCT------GT--ATC------------------------------TGTGTGTG--TGCGCGCATG----TGTGTGTGTGCGTG----------------------------TGTGTGTGTGT----------------------------------------------------------------------------------
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PENELOPE LINE Penelope -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGTATGTAAAATATTTAAATTTATGTTTTATCCTAATGTATTTTAATTGCTAATTGTTTTTTGTATCTTGATGTAGGTGCCCTGAGGACGGTTTGCCGACGTGCAACCGAAATATATTGGGGAAAAAATTAAAATAAAATTGTTCACT

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

#
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Hit
Count

Total
Norm Total

M047

female
body

V116

male
body

SRR060672

9x160_females_carcasses_total

V053

head

SRR060667

160_females_carcasses_total
SRR2096014

Ovary_Strain_160_oxidized

SRR060683

160_testes_total

SRR060668

160x9_males_carcasses_total

SRR060689

160x9_testes_total

SRR060666

160_males_carcasses_total

SRR060679

140x9_testes_total

SRR060669

160x9_females_carcasses_total

SRR060657

140_testes_total

SRR060656

9x160_ovaries_total

SRR060688

160_ovaries_total

SRR060654

160x9_ovaries_total
SRR2096057

Ovary_Min_50

SRR060671

9x160_males_carcasses_total

SRR060678

9x140_testes_total

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060658

140_ovaries_total

SRR060674

9x140_ovaries_total
SRR2096055

Ovary_Min_43

V047

embryo

SRR060659

Argentina_testes_total

SRR060676

9xArg_ovaries_total

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060662

9x160_0-
2h_embryos_total

M027

male
body

SRR060675

140x9_ovaries_total

...........................................................................GGTGCCCTGAGGACGGTTTGC.................................................... 21 0 1 72.00 72 15 7 6 7 5 8 5 4 3 3 2 2 3 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

...........................................................................GGTGCCCTGAGGACGGTTTG..................................................... 20 0 1 22.00 22 10 1 3 1 2 0 2 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GTGCCCTGAGGACGGTTTGCC................................................... 21 0 2 14.50 29 24 0 0 0 0 3 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................GGTGCCCTGAGGACGGTTTGCC................................................... 22 0 1 4.00 4 3 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TGCCCTGAGGACGGTTTGCCG.................................................. 21 0 2 4.00 8 2 2 0 1 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................GCCCTGAGGACGGTTTGCCGA................................................. 21 0 2 2.50 5 1 1 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................GGTGCCCTGAGGACGGTTT...................................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................CCCTGAGGACGGTTTGCCGA................................................. 20 0 2 1.50 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GTGCCCTGAGGACGGTTTGC.................................................... 20 0 2 1.50 3 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TGCCCTGAGGACGGTTTGC.................................................... 19 0 2 1.50 3 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TGCCCTGAGGACGGTTTG..................................................... 18 0 2 1.00 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TGCCCTGAGGACGGTTTGCCGA................................................. 22 0 2 1.00 2 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TGCCCTGAGGACGGTTTGCCGC................................................. 22 1 2 0.50 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................GCCCTGAGGACGGTTTGCCGAA................................................ 22 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

............................................................................GTGCCCTGAGGACGGTTTG..................................................... 19 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................TGCCCTGAGGACGGTTTGCC................................................... 20 0 2 0.50 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GTGCCCTGAGGACGGTTTGCCCC................................................. 23 2 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................AAATTAAAATAAAATTGT..... 18 0 6 0.17 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACATACATTTTATAAATTTAAATACAAAATAGGATTACATAAAATTAACGATTAACAAAAAACATAGAACTACATCCACGGGACTCCTGCCAAACGGCTGCACGTTGGCTTTATATAACCCCTTTTTTAATTTTATTTTAACAAGTGA

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

V116

male
body

SRR2096014

Ovary_Strain_160_oxidized

SRR2096055

Ovary_Min_43

M027

male
body

SRR060689

160x9_testes_total
SRR2096057

Ovary_Min_50

SRR060688

160_ovaries_total

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096061

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR060672

9x160_females_carcasses_total

V053

head

SRR060666

160_males_carcasses_total

SRR060683

160_testes_total

SRR060668

160x9_males_carcasses_total

M028

head

SRR060656

9x160_ovaries_total

SRR060680

Â 9xArg_testes_total

..............................................................................................CGGCTGCACGTTGGCTTTATA................................. 21 0 2 4.00 8 0 1 0 3 0 1 2 0 0 0 0 1 0 0 0 0 0 0

...............................................................................................GGCTGCACGTTGGCTTTATAT................................ 21 0 2 2.00 4 1 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................CGGGACTCCTGCCAAACGGCT................................................. 21 0 2 1.50 3 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AACGGCTGCACGTTGGCTTTA................................... 21 0 2 1.50 3 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0

...........................................................................CCACGGGACTCCTGCCAAACGGCTGCA.............................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

...........................................................................................AAACGGCTGCACGTTGGCTTT.................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..........................................................................................CAAACGGCTGCACGTTGGCTT..................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CCAAACGGCTGCACGTTGGCTT..................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GACGGCTGCACGTTGGCTTTA................................... 21 1 2 1.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................ACGGCTGCACGTTGGCTTTAT.................................. 21 0 2 1.00 2 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

...............................................................................GGGACTCCTGCCAAACGGC.................................................. 19 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................AACGGCTGCACGTTGGCTTT.................................... 20 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

............................................................................................AACGGCTGCACGTTGGCTT..................................... 19 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................CACGGGACTCCTGCCAAACGG................................................... 21 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................ACGGCTGCACGTTGGCTTT.................................... 19 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TACGGCTGCACGTTGGCTTTA................................... 21 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GGCGGCTGCACGTTGGCTTTA................................... 21 2 3 0.33 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTGGCTGCACGTTGGCTTTATAT................................ 23 2 4 0.25 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TCTGCCAAACGGCTGCACGT........................................... 20 1 20 0.05 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads
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Species Coordinate ID Alignment
droVir3 scaffold_12967:703279-

703426 -
dvi_383 TGTATGTAAAATATTTAAAT-TTATGTTTTATCCTAATGTATTTTAATTGCTAATTGTTTTT---TG------------------------------------------------------------TAT---------------CTTGATGTAGGTGCCCTGAGGACGGTTTGCCGACGTGCAACCGAAATATATTGGGGAAAAAA-TTAAA-ATAAAA-TTGTTCACT

droWil2 scf2_1100000004967:209007-
209146 +

TGTATGTTACAAAAAAAAAA-TTTTGT------TAAATGTCACATAATTGTTAAATGT----------------------------------------------------------------TCTTGTAT---------------TTTATTGTAGTTGACCTGAAGACGGT-TGCCGCTGCGCAACCGAAATATATCGGAAA-ATAAATAAAC-ATAAAA-ACGATGTTT

droAna3 scaffold_8720:4232-4306 + TAAAA------TATTCAAAT-TTATCATTTATGTCAATGT--------------------------------------------------------------------------------------------------------------------------------------------GGCGGCCTAAATTATCCGGATA-TTAATTATTC-A------GTATTTTTT
droKik1 scf7180000301647:10848-

10982 -
TGTATGTTAAAAAGTTATGT-TTGTTATT---------------------TTAAATGT----------------------------------------------------------------TATTGTATATTAATTGTTG-AATATTGTCACAGTTGCCCTGAAGACGGT-TGACGCAGATCAACCGAAATATATTGGA--CGAAA-TCGAA-ATAAA---TGCTTTTT

droFic1 scf7180000453741:636-772 - TGTAGGTTAA-TATTTAAATTGTAAGA------AAATTGTATTTTAA-TGTTGATTGTTTTT---TG------------------------------------------------------------T-----------------TTTTGTGTAGTTGCCCTGCAGACGGT-TGCCGCGGAGCAACCGAAATATATTGGT--TTTAA-AAAAC-ATAAATTGTGTTTTTT
droEle1 scf7180000490530:10448-

10580 +
TATATGTCAAAT-------------------------------------GTAAATTGTTTTC---TGTTAAAAATTTTAAAATC-----------------------------------------------------GTTGTAATTATTTTAAAGTTGTCCTTAAGACGGT-TGCCGAAGAGCAACCGAAATATATTGATAA-ATAACCAAAA-TTAAAA-TAATTTTGT

droRho1 scf7180000773008:574-721 - TGTAGGTGTAATA------------------------------------------------------------ATTTTTAAAGCTGTGTTTTTTTATTGTCTAAATTTATGTTATTTTATGTTTT--TAT-------GTTG-------ATTATAGTTGCCCTGAAGACGGT-TGCCGAAGTGCAACCGAAATATATTGGA--AATAA-TAAAA-ATAAAA-TTAAAAACT
droTak1 scf7180000414921:11263-

11395 -
TGTATGTAAAAT--GTAAAT-----------------------------------TGTTTTTGTTTGTTAA---GATTAAAATC-----------------------------------------------------GTTGTTGTACTTTCATTGTTGTCCTAAAGACCGTTTGCCGAAGAGCAGCCGAAATATATTGACAA-ATAA-CAAAAATTAAAA--TTTGCGTT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453741:636-772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490530:10448-10580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000773008:574-721
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414921:11263-11395


ID:

dvi_270

Coordinate:

scaffold_13047:16428691-16428752 +

Confidence:

candidate

Class:

Canonical miRNA

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 [Dvir\GJ24541-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAGGGTGTTTATGTAAATACTGTGGTTGCCCAACGGGTAAACCAGTGTACTACGATTTGGTGGATGAATGAACTATATAAGGATGCGTTCATACCTCCAGCAAATCGTTGTTCAATGGATCACGGCACATTAGCAGTCATTTGTCAAAATTAAACGTTGAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR060681

Argx9_testes_total

SRR060670

9_testes_total

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060655

9x160_testes_total

SRR060673

9_ovaries_total

SRR060679

140x9_testes_total
SRR2096056

Ovary_Min_46

SRR060678

9x140_testes_total
SRR2096055

Ovary_Min_43

SRR2096060

Ovary_Min_193

SRR060680

Â 9xArg_testes_total

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060677

Argx9_ovaries_total

SRR060676

9xArg_ovaries_total

SRR060675

140x9_ovaries_total
SRR2096058

Ovary_Min_98

SRR060685

9xArg_0-
2h_embryos_total

SRR060659

Argentina_testes_total
SRR2096059

Ovary_Min_164

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060656

9x160_ovaries_total

SRR060689

160x9_testes_total

SRR060682

9x140_0-
2h_embryos_total

SRR2096057

Ovary_Min_50

SRR060665

9_females_carcasses_total

SRR060687

9_0-
2h_embryos_total

SRR060672

9x160_females_carcasses_total

SRR060654

160x9_ovaries_total

SRR060674

9x140_ovaries_total

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060660

Argentina_ovaries_total

SRR060662

9x160_0-
2h_embryos_total

SRR2096014

Ovary_Strain_160_oxidized

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR060664

9_males_carcasses_total

SRR2096061

embryo_0-
2h from 14
day old
Strain 160
mothers

V116

male
body

SRR060658

140_ovaries_total

SRR060668

160x9_males_carcasses_total

SRR060671

9x160_males_carcasses_total

SRR060684

140x9_0-
2h_embryos_total

SRR060686

Argx9_0-
2h_embryos_total

M047

female
body

SRR2096013

Ovary_Strain_9_oxidized

M061

embryo

V047

embryo

V053

head

SRR060657

140_testes_total

SRR060661

160x9_0-
2h_embryos_total

SRR060663

160_0-
2h_embryos_total

SRR060688

160_ovaries_total

..................................................TACGATTTGGTGGATGAATGA........................................................................................... 21 0 1 153.00 153 10 8 8 8 8 8 11 7 0 5 0 0 7 3 5 6 7 0 7 5 0 3 6 5 1 1 1 1 1 1 3 2 4 0 0 1 0 1 2 0 0 2 0 0 1 0 1 1 0 0 1 1 0

..................................................TACGATTTGGTGGATGAATGAA.......................................................................................... 22 0 1 102.00 102 2 3 12 8 2 5 3 5 1 2 0 0 4 5 7 4 3 0 2 3 0 1 2 1 2 0 2 2 3 2 1 0 0 1 3 0 2 1 0 1 2 1 1 1 0 0 1 0 0 1 0 0 0

..................................................TACGATTTGGTGGATGAATGAAA......................................................................................... 23 1 1 70.00 70 9 11 0 2 5 1 2 3 0 1 0 0 2 3 2 1 0 0 2 0 0 2 0 1 2 0 0 3 0 1 1 1 0 2 1 2 0 1 1 2 0 0 2 1 0 2 0 1 0 0 0 0 0

..................................................TACGATTTGGTGGATGAATG............................................................................................ 20 0 1 30.00 30 1 2 3 0 2 0 1 3 0 3 0 0 1 2 0 0 1 0 0 0 0 3 0 0 0 0 1 1 1 1 0 2 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0

..................................................TACGATTTGGTGGATGAAT............................................................................................. 19 0 1 19.00 19 2 3 1 1 2 3 1 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TACGATTTGGTGGATGAATGAAAA........................................................................................ 24 2 1 14.00 14 5 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................TACGATTTGGTGGATGAATGAAC......................................................................................... 23 0 1 13.00 13 0 0 2 1 2 1 0 1 0 2 2 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TACGATTTGGTGGATGAATGAAT......................................................................................... 23 1 1 2.00 2 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TACGATTTGGTGGATGAATGAC.......................................................................................... 22 1 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TACGATTTGGTGGATGAATGC........................................................................................... 21 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TACGATTTGGTGGATGAATGAAG......................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TACGATTTGGTGGATGAA.............................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ACGATTTGGTGGATGAATGAAC......................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CATACCTCCAGCAAATCGTTGT................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TACGATTTGGTGGATGAATCC........................................................................................... 21 2 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TACGATTTGGTGGATGAAA............................................................................................. 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATCCCACAAATACATTTATGACACCAACGGGTTGCCCATTTGGTCACATGATGCTAAACCACCTACTTACTTGATATATTCCTACGCAAGTATGGAGGTCGTTTAGCAACAAGTTACCTAGTGCCGTGTAATCGTCAGTAAACAGTTTTAATTTGCAACTTT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

M047

female
body

SRR2096057

Ovary_Min_50

SRR060687

9_0-
2h_embryos_total

SRR060669

160x9_females_carcasses_total

V047

embryo

.................................................GATGCTAAACCACCTACTTACT........................................................................................... 22 0 1 2.00 2 2 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droVir3 scaffold_13047:16428641-
16428802 +

dvi_270 TAGGGTGTTTATGTAAATACTGTGGTTGCCCAACGGGTAAACCAGTGTACTACGATTTGGTGGATGAATGAACTATATAAGGATGCGTTCATACCTCCAGCAAATCGTTGTTCAATGGATCACGGCACATTAGCAGTCATT-TGTCAAAATTAAACGTTGAAA

droMoj3 scaffold_6540:12746830-
12746987 +

T-----GTCTATGTAAATTGTGTGGCTGCATGATGCGCGAGCCAAGGTAAACCGATTTGAGAGCGCAATGAACTACAACGTGTAATGTTCAATGCTCTATCAAATCGCTTTTCCATGGACTGCTGCATATTTGCAGCCATTTCGCTAAAATTCAATGTATAAA

Generated: 09/08/2015 at 08:16 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16428641-16428802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16428641-16428802
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_270.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12746830-12746987


ID:

dvi_268

Coordinate:

scaffold_12963:330287-330349 -

Confidence:

confident-exception

Class:

Testes-restricted

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. dvi_265  scaffold_12723:4640932-4640953 +
2. dvi_268  scaffold_12963:330288-330309 -

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTTGTTTTGCCAGACATAATCGGAACGGAATCGATAAGCTCCTAACTAATTACAGGCTGCACCAAGGTTTAATAAATGTGAAGATAATTAATGCTTGATGCTGTCTATAATTAGATAAGCTTTATTCCCATCGTCACTTGTTATTCGTTTAATAGTCATAAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060678

9x140_testes_total

M047

female
body

SRR060679

140x9_testes_total

SRR060681

Argx9_testes_total

SRR060672

9x160_females_carcasses_total

SRR060689

160x9_testes_total

SRR060667

160_females_carcasses_total

SRR060668

160x9_males_carcasses_total

SRR060676

9xArg_ovaries_total

SRR060680

Â 9xArg_testes_total

SRR060669

160x9_females_carcasses_total

V116

male
body

SRR060666

160_males_carcasses_total

SRR060675

140x9_ovaries_total

SRR060677

Argx9_ovaries_total

SRR060671

9x160_males_carcasses_total

SRR060674

9x140_ovaries_total

SRR060686

Argx9_0-
2h_embryos_total

SRR2096014

Ovary_Strain_160_oxidized

SRR060684

140x9_0-
2h_embryos_total

V053

head

SRR060655

9x160_testes_total

SRR060656

9x160_ovaries_total

SRR060657

140_testes_total

SRR060683

160_testes_total
SRR2096013

Ovary_Strain_9_oxidized

SRR060685

9xArg_0-
2h_embryos_total

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060659

Argentina_testes_total

M028

head

SRR060660

Argentina_ovaries_total

SRR060661

160x9_0-
2h_embryos_total

SRR060665

9_females_carcasses_total

SRR060670

9_testes_total

SRR060673

9_ovaries_total

SRR060688

160_ovaries_total
SRR2096058

Ovary_Min_98

SRR060687

9_0-
2h_embryos_total

..........................................................................................ATGCTTGATGCTGTCTATAATT................................................... 22 0 2 65.00 130 28 22 30 11 7 4 4 2 1 1 1 1 2 3 1 3 0 0 2 0 0 0 2 1 1 0 0 0 0 1 1 0 0 0 0 1 0 0

..........................................................................................ATGCTTGATGCTGTCTATAAT.................................................... 21 0 2 23.50 47 4 6 1 7 4 0 4 1 1 2 3 2 1 0 1 1 0 0 1 2 2 1 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATAATC................................................... 22 1 2 10.00 20 4 4 3 3 1 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

........................................................................................TAATGCTTGATGCTGTCTATAAT.................................................... 23 0 2 6.50 13 5 2 1 0 1 0 0 1 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AATGCTTGATGCTGTCTATAAT.................................................... 22 0 2 6.50 13 5 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0

.........................................................................................AATGCTTGATGCTGTCTATAATC................................................... 23 1 2 4.50 9 3 1 2 1 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TAATGCTTGATGCTGTCTATA...................................................... 21 0 2 4.00 8 0 3 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATAATTC.................................................. 23 1 2 3.50 7 1 0 2 1 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AATGCTTGATGCTGTCTATA...................................................... 20 0 2 3.00 6 0 3 1 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATAATTT.................................................. 23 1 2 2.50 5 0 1 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATAA..................................................... 20 0 2 2.50 5 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TGCTTGATGCTGTCTATAATT................................................... 21 0 2 2.00 4 1 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TAATGCTTGATGCTGTCTATAATC................................................... 24 1 2 2.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AATGCTTGATGCTGTCTATAA..................................................... 21 0 2 1.50 3 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TAATGCTTGATGCTGTCTAT....................................................... 20 0 2 1.50 3 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AATGCTTGATGCTGTCTAT....................................................... 19 0 2 1.50 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATA...................................................... 19 0 2 1.50 3 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................ACTAATTACAGGCTGCACCAAGAA............................................................................................... 24 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

...........................................................................................TGCTTGATGCTGTCTATAATTAG................................................. 23 0 2 1.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

...........................................................................................TGCTTGATGCTGTCTATAAT.................................................... 20 0 2 1.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TAATGCTTGATGCTGTCTATAA..................................................... 22 0 2 1.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TAATGCTTGATGCTGTCTA........................................................ 19 0 2 0.50 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATAAA.................................................... 21 1 2 0.50 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATAAAA................................................... 22 2 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AATGCTTGATGCTGTCTATAAAA................................................... 23 2 2 0.50 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATAATTTC................................................. 24 2 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATAATTCA................................................. 24 2 2 0.50 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................CGATAAGCTCCTAACTAA.................................................................................................................. 18 0 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATT...................................................... 19 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AATGCTTGATGCTGTCTATAATT................................................... 23 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATAATA................................................... 22 1 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................ATGCTTGATGCTGTCTATAATTCC................................................. 24 2 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................GCTTGATGCTGTCTATAATT................................................... 20 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TGCTTGATGCTGTCTATA...................................................... 18 0 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TAATGCTTGATGCTGTCTATCC..................................................... 22 2 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTAATGCTTGATGCTGTCTATAAT.................................................... 24 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAACAAAACGGTCTGTATTAGCCTTGCCTTAGCTATTCGAGGATTGATTAATGTCCGACGTGGTTCCAAATTATTTACACTTCTATTAATTACGAACTACGACAGATATTAATCTATTCGAAATAAGGGTAGCAGTGAACAATAAGCAAATTATCAGTATTTG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060678

9x140_testes_total

SRR060681

Argx9_testes_total

SRR060679

140x9_testes_total

SRR060670

9_testes_total

SRR060680

Â 9xArg_testes_total

SRR060689

160x9_testes_total

SRR060683

160_testes_total

SRR060655

9x160_testes_total

V116

male
body

SRR060657

140_testes_total

SRR060659

Argentina_testes_total

M047

female
body

M027

male
body

SRR060674

9x140_ovaries_total

SRR060656

9x160_ovaries_total

SRR060676

9xArg_ovaries_total

SRR060677

Argx9_ovaries_total

SRR060688

160_ovaries_total
SRR2096013

Ovary_Strain_9_oxidized

SRR060658

140_ovaries_total

SRR060671

9x160_males_carcasses_total

SRR060682

9x140_0-
2h_embryos_total

SRR060684

140x9_0-
2h_embryos_total

SRR2096059

Ovary_Min_164

V047

embryo

SRR060666

160_males_carcasses_total

SRR060672

9x160_females_carcasses_total

SRR060673

9_ovaries_total

SRR060675

140x9_ovaries_total

SRR060685

9xArg_0-
2h_embryos_total

SRR060686

Argx9_0-
2h_embryos_total

SRR1106728

larvae
SRR2096056

Ovary_Min_46

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

.....................................................................................TTAATTACGAACTACGACAGAT........................................................ 22 0 2 792.50 1585 505 348 348 5 123 80 96 19 23 18 6 8 0 1 2 0 1 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

....................................................................................CTTAATTACGAACTACGACAGAT........................................................ 23 1 2 572.00 1144 371 293 290 3 86 40 47 5 7 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................CCTTAATTACGAACTACGACAGAT........................................................ 24 2 2 247.00 494 164 113 103 2 42 18 39 4 7 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TAATTACGAACTACGACAGAT........................................................ 21 0 2 203.50 407 90 99 109 0 32 19 20 2 5 18 8 0 0 0 0 1 0 1 0 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.......................................................................................AATTACGAACTACGACAGATAT...................................................... 22 0 2 182.00 364 116 99 77 0 23 17 14 3 12 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

....................................................................................ATTAATTACGAACTACGACAGAT........................................................ 23 0 2 90.50 181 53 47 44 1 15 5 11 0 2 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATTACGAACTACGACAGATAT...................................................... 21 0 2 62.50 125 32 24 22 0 13 15 7 4 4 1 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CTAATTACGAACTACGACAGAT........................................................ 22 1 2 61.50 123 39 16 26 2 7 8 15 3 2 0 1 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATTACGAACTACGACAGAT........................................................ 19 0 2 55.00 110 42 18 24 0 7 4 11 1 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................ACTTAATTACGAACTACGACAGAT........................................................ 24 2 2 40.00 80 26 19 20 0 7 2 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................AAATTACGAACTACGACAGATAT...................................................... 23 1 2 39.50 79 30 20 16 0 3 3 5 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AATTACGAACTACGACAGAT........................................................ 20 0 2 28.50 57 21 16 15 0 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................AATTAATTACGAACTACGACAGAT........................................................ 24 1 2 16.50 33 7 7 14 0 1 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................ACCTTAATTACGAACTACGACAGAT........................................................ 25 3 2 15.00 30 10 11 6 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................CCTAATTACGAACTACGACAGAT........................................................ 23 2 2 14.50 29 11 6 8 0 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TTTAATTACGAACTACGACAGAT........................................................ 23 1 2 14.50 29 8 8 10 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TAATTACGAACTACGACAGATAT...................................................... 23 0 2 12.50 25 7 9 3 0 1 0 2 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTACGAACTACGACAGATAT...................................................... 20 0 2 10.50 21 4 2 1 0 3 6 3 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AAATTAATTACGAACTACGACAGAT........................................................ 25 2 2 5.00 10 2 3 1 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATAATTACGAACTACGACAGAT........................................................ 22 1 2 5.00 10 2 2 2 0 0 0 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AACTTAATTACGAACTACGACAGAT........................................................ 25 3 2 3.50 7 2 2 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................GTTAATTACGAACTACGACAGAT........................................................ 23 1 2 3.00 6 0 1 1 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CCAATTACGAACTACGACAGATAT...................................................... 24 2 2 2.50 5 0 1 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GTCCGACGTGGTTCCAAATT........................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CCAATTACGAACTACGACAGAT........................................................ 22 2 2 2.00 4 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TACGAACTACGACAGATAT...................................................... 19 0 2 2.00 4 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CTAATTACGAACTACGACAGATAT...................................................... 24 1 2 2.00 4 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATTACGAACTACGACAGATATT..................................................... 22 0 2 1.50 3 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TCTAATTACGAACTACGACAGAT........................................................ 23 2 2 1.50 3 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................CCCTAATTACGAACTACGACAGAT........................................................ 24 3 2 1.50 3 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................GCTTAATTACGAACTACGACAGAT........................................................ 24 2 2 1.50 3 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................AAAATTACGAACTACGACAGATAT...................................................... 24 2 2 1.50 3 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................AAATTACGAACTACGACAGAT........................................................ 21 1 2 1.50 3 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTACGAACTACGACAGAT........................................................ 18 0 2 1.50 3 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CCGACGTGGTTCCAAATT........................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATGTCCGACGTGGTTCCAAATT........................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................GCCTTAATTACGAACTACGACAGAT........................................................ 25 3 2 1.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AATTACGAACTACGACAGATA....................................................... 21 0 2 1.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................ACGAACTACGACAGATAT...................................................... 18 0 2 1.00 2 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................AATTACGAACTACGACAGATATT..................................................... 23 0 2 1.00 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................GAAATTACGAACTACGACAGAT........................................................ 22 2 2 1.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TCCTTAATTACGAACTACGACAGAT........................................................ 25 3 2 1.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GATTACGAACTACGACAGATAT...................................................... 22 1 2 1.00 2 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TTAATTACGAACTACGACAG.......................................................... 20 0 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................CTTAATTACGAACTACGACAG.......................................................... 21 1 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ACTATTACGAACTACGACAGATAT...................................................... 24 3 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TTCTATTAATTACGAACTA................................................................ 19 0 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATTACGAACTACGACAGAT........................................................ 20 1 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................CTAATTACGAACTACGACAGATA....................................................... 23 1 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATAATTACGAACTACGACAGATAT...................................................... 24 1 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................AATTTAATTACGAACTACGACAGAT........................................................ 25 3 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

.....................................................................................CTAATTACGAACTACGACAGA......................................................... 21 1 2 0.50 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................AAAATTAATTACGAACTACGACAGAT........................................................ 26 3 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................CTTCTATTAATTACGAACTACGACAGAT........................................................ 28 0 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................CTTACGAACTACGACAGATAT...................................................... 21 1 2 0.50 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTACGAACTACGACAGATATT..................................................... 21 0 2 0.50 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................ACCTTAATTACGAACTACGACAGA......................................................... 24 3 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................CTTTAATTACGAACTACGACAGAT........................................................ 24 2 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12963:330237-

330399 -
dvi_268 TTTGTTTTGCCAGACATAATCGGAACGGAATCGATAAGCTCCTAACTAATTACAGGCTGCACCAAGGTTTAATAAATGTGAAGATAATTAATGCTTGATGCTGTCTATAATTAGATAAGCTTTATTCCCATCGTCACTTGTTATTCGTTTAATAGTCATAAAC

droMoj3 scaffold_6500:10610720-
10610728 +

TTTGTTATG----------------------------------------------------------------------------------------------------------------------------------------------------------

Generated: 09/08/2015 at 09:40 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:330237-330399
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_265.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12723:4640932-4640953
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_268.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:330288-330309
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:330237-330399
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_268.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:10610720-10610728


ID:

dvi_7430

Coordinate:

scaffold_12875:17196332-17196396 +

Confidence:

confident-exception

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ22261-in]; CDS [Dvir\GJ22261-cds]; CDS [Dvir\GJ22261-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGGTGTCCAGCTGCCGCGCGGCATGTTCGACGTCTCCAAGTGCGTGATAAGTAAGTGCCATCCGTTCGTCCACTTTGATGCTGACGGGTATTCACATTGAGTTTGGCGCTTACAGATGATGCGCCGTCGGCCTTCTCGATGCCGCATTTCTATGGCAGCAGCTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M028

head

SRR060667

160_females_carcasses_total

SRR060672

9x160_females_carcasses_total

SRR060668

160x9_males_carcasses_total

SRR060669

160x9_females_carcasses_total

M027

male
body

SRR060671

9x160_males_carcasses_total

SRR060665

9_females_carcasses_total

SRR060664

9_males_carcasses_total
SRR2096057

Ovary_Min_50

M047

female
body

SRR060679

140x9_testes_total

V053

head

SRR060680

Â 9xArg_testes_total

SRR060681

Argx9_testes_total
SRR2096058

Ovary_Min_98

SRR2096059

Ovary_Min_164

SRR2096060

Ovary_Min_193

V116

male
body

SRR060682

9x140_0-
2h_embryos_total

..................................................GTAAGTGCCATCCGTTCGTCC.............................................................................................. 21 0 1 17.00 17 3 4 2 2 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGCCATCCGTTCGTCCAC............................................................................................ 23 0 1 13.00 13 8 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0

................................................................................................TTGAGTTTGGCGCTTACAG.................................................. 19 0 1 6.00 6 0 2 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TGAGTTTGGCGCTTACAG.................................................. 18 0 1 4.00 4 0 0 1 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0

................................................................................................TTGAGTTTGGCGCTTACA................................................... 18 0 1 3.00 3 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGCCATCCGTTCG................................................................................................. 18 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATTGAGTTTGGCGCTTACAG.................................................. 20 0 1 3.00 3 0 1 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0

..................................................GTAAGTGCCATCCGTTCGTC............................................................................................... 20 0 1 3.00 3 0 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

...................................................TAAGTGCCATCCGTTCGTCCAC............................................................................................ 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................CATTGAGTTTGGCGCTTACAG.................................................. 21 0 1 2.00 2 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GATGCGCCGTCGGCCTTCTCGATGCC...................... 26 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0

.................................................................................................TGAGTTTGGCGCTTACAC.................................................. 18 1 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................CCATCCGTTCGTCCACTTTGATGCTG.................................................................................. 26 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGCCATCCGTTCGT................................................................................................ 19 0 1 2.00 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TTTGATGCTGACGGGTATTCACA..................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................GTAAGTGCCATCCGTTCGTCCACT........................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................GAGTTTGGCGCTTACAGA................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.......................................................................ACTTTGATGCTGACGGGTATTCACAT.................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................GATGCTGACGGGTATTCA....................................................................... 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATTGAGTTTGGCGCTTACA................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATTGAGTTTGGCGCTTACAGT................................................. 21 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...................GGCATGTTCGACGTCTCCAAGTGCGT........................................................................................................................ 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................GTATTCACATTGAGTTTGGCGCTTACAC.................................................. 28 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TCCACTTTGATGCTGACG............................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

...........................................................................TGATGCTGACGGGTATTCA....................................................................... 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................ATGCTGACGGGTATTCACATTGAG................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

................................................................................CTGACGGGTATTCACATTGAG................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

................................................................................................TTGAGTTTGGCGCTTACAGT................................................. 20 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............CCGCGCGGCATGTTCGACGT.................................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TTGATGCTGACGGGTATTC........................................................................ 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGCCATCCGTTCGTT............................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

.......................................................................ACTTTGATGCTGACGGGTATTCAC...................................................................... 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CACATTGAGTTTGGCGCTTACAG.................................................. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................TTTGATGCTGACGGGTATTC........................................................................ 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACCACAGGTCGACGGCGCGCCGTACAAGCTGCAGAGGTTCACGCACTATTCATTCACGGTAGGCAAGCAGGTGAAACTACGACTGCCCATAAGTGTAACTCAAACCGCGAATGTCTACTACGCGGCAGCCGGAAGAGCTACGGCGTAAAGATACCGTCGTCGATG

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR060681

Argx9_testes_total

V053

head

SRR060687

9_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

SRR2096060

Ovary_Min_193

M028

head

SRR060686

Argx9_0-
2h_embryos_total

SRR2096013

Ovary_Strain_9_oxidized

GSM1528803

follicle
cells

SRR2096057

Ovary_Min_50

SRR2096058

Ovary_Min_98
........................................................................................................................CGCGGCAGCCGGAAGAGCTA......................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
droVir3 scaffold_12875:17196282-

17196446 +
dvi_7430 TGGTGTCCAGCTGCCGCGCGGCATGTTCGACGTCTCCAAGTGCGTGATAAGTAAGTGCCAT--------------------------CCGTTCG---------TCCACTTTGATGC------TGACG-----------------GGTATTC----------------------------------------------------------------------------ACA-TTGAGTT----------------------------TGGCGCTTACAGATGATGCGCCGTCGGCCTTCTCGATGCCGCATTTCTATGGCAGCAGCTAC

droMoj3 scaffold_6496:10809963-
10810144 -

CGGCGTGAAGCTGCCGCGCGGCATGTTCGATGTGTCCAAGTGTGTGATAAGTAAGTGC-TG--------------------------------------------------------------GATG-----------------AGTCACCTAG---------A-------------------------------------GGC------A--C------TCGC--AGAG-A--TTCATCTCTCAATCATCTCTCTCTCTCTAT-ATATCCTGCATAGATGATGCTCCCTCGGCCTTCTCCATGCCACATTTCTATGGCTCCAGCTAC

droGri2 scaffold_15245:16715902-
16716090 +

TAATGTCCCATTGCATGACGGCATGTTCGATGTGTCCCATTGTGTGATAAGTGAGTCA-AGCCACAATCAAACTTCGTATTTGTTCTACGA------------------------ATCATGATTTTACTTCTTCTT-----------------CTTTTTTTATTTTTG-T---TT-------------------------------------------------------------------------------------------TG--CAATTTAGATAAGGCTTCATCGGCGTTTTCGATGCCACATTTCTATGGGACCAGCTAC

droWil2 scf2_1100000004512:1512136-
1512193 -

CT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TACTAGATGATGCTCCTTCGTGCTTCTCTCAGCCCCATTTCTATGGCAGTGACTAC

dp5 3:1971361-1971528 - CGGCATCAAATTGCACAAAGGGATGTTTGACGTCTCCAAGTGTGTGATAAGTAAGTCG-ATC-------------------------------------------------------------GGGGG-ATTCCCTCAGAA--------C---------------------------------------------------------------------------------------ATTTTTGAATTATTTCTCACGCTTT-T-GCATCGGTTGCAGATGATGCCCCATCGGCGTTCTCGGCGCCACACTTCTATGGCAGCAGCTAC
droPer2 scaffold_2:2144471-2144638

-
CGGCATCAAATTGCACAAAGGGATGTTTGACGTCTCCAAGTGTGTGATAAGTAAGTCG-ATC-------------------------------------------------------------GGGGG-ATTCCCTCAGAA--------C---------------------------------------------------------------------------------------ATTTTTGAATTATTTCTCACGCTTT-T-GCATCGGTTGCAGATGATGCCCCATCGGCGTTCTCGGCGCCACACTTCTATGGCAGCAGCTAC

droAna3 scaffold_13266:12153759-
12153930 -

CGCCTACCAGCTGCCTGACGGCATGTTCGACGTCTCTAAGTGTGTGATAAGTGAGTGG-TCCAGCGTATGAGGTTTTTCTTTGCTCAGTTA------------------------CTTACGGTTACG------------------------------------------------------------------------------------------------------G-TTTATTT----------------------------TTCCTCTGAAAGACGGCGCCCCATCGGCCTTCTCGATGCCGCACTTCTACGGAAGCAGCTAC

droBip1 scf7180000396547:326185-
326343 +

CCTCTACCATCTGCCAGACGGCATGTTCGACGTCTCCAAGTGTGTGATAAGTGAGTGG-CCCAAGATT-------------------------------------------------------TGAGG-TTTTCCT-----------------C---------G-------------------------------------TTA------C--T------T-----ACGG-T--TTC--------------------------A-TTCCCCTTTGAAGACGGTGCCCCCTCGGCCTTCTCGATGCCGCACTTCTACGGAAGCAGCTAC

droKik1 scf7180000302366:1003797-
1003956 -

CGCGTACAAGCTGTACGACGGCATGTTTGACGTCTCCAAGTGTGTGATAAGTACGTGTCCT--------------------------GCGGATA---------TTCCA--------------G-AC--------------GCAAGGA--TATA---------------------------------------------------------A--C------CTGA-----C-C--CTCT----------------------------TAT-CCTCACAGACGATGCCCCATCTGCGTTCTCAATGCCGCACTTCTACGGCACCAGCTAC

droFic1 scf7180000453858:635057-
635224 +

CGGCGTCAAGCTGCCCGACGGGATGTTCGACGTGTCCAAGTGTGTGATAAGTTCGTAT-GA---------------------------------GTGGCATCCTG--------------------------------GCAC--------C-----------------------------------CTATCCTCGATAGCCGGCT------A--A------CC--CAGTGA-T--T----------------------------T----CTCTCCCAAGACGGCGCCCCATCCGCCTTCTCGATGCCGCACTTCTACGGGAGCGGCTAC

droEle1 scf7180000491107:322888-
323069 +

CGGGATCAAGTTGCCCGACGGGATGTTTGACGTATCCCAGTGTGTGATAAGTACGTAA-TC---------------------------------GTGACTTCGTTC-----------------------------------------------------TTAACCATG-C---ACGGCAAAGTACATA--------------------CAAGTAGTAACC----CACTAA-A--A----------------------------TGATCTTCCCCAAAGACGATGCCCCCTCGGCGTTCTCGATGCCGCACTTCTACGGGAGCGGCTAC

droRho1 scf7180000762736:52435-
52628 -

CGGGATCAAGTTGCACGACGGGATGTTCGACGTATCCCAGTGTGTGATAAGTACGTAG-TA---------------------------------GTGGCCTCTTGC--------------------------------CA-------------------GTAAACATGGCTCATAGGCAAGGGCCTTATTCTAG-T-------------AAGTAGTAATC----CCCAAATT--T----------------------------T-GTCTGCCCCACAGATCAGGCCCCCTCTGCGTTCTCGATGCCACACTTCTACGGGAGCAGCTAC

droBia1 scf7180000301754:5833145-
5833309 -

CGGCGTCAAGCTGTACGACGGGATGTTCGATGTCTCCCAGTGTGTGATAAGTACGGCT-CTT--GGTT-----------------------------------A---------------------GAA-GTGCCCAAATAG--------CATA-----------------------------------------------------------TGGTAACC----CAGAAA-T--C----------------------------T-AAATCCTCCGAAGATGACGCGCCATCCGCTTTCTCGATGCCGCACTTCTACGGCAGCAGCTAC

droTak1 scf7180000415805:355482-
355638 +

CGGGGTCAAGCTGCACGACGGCATGTTCGACGTCTCGCAGTGTGTGATAAGTACGTGT-TT--------------------------AAATATC---------CAACA--------------A--------------------------TATA---------------------------------------------------------A--AATAATC----CAATAA-T--C----------------------------T-GTTCAACCCGAAGATGACGCTCCCTCCGCCTTTTCGATGCCACACTTCTACGGCAGCAGCTAC

droEug1 scf7180000409464:1461897-
1462091 +

CGGAATTAAGCTGCACGACGGGATGTTCGATGTATCCCAGTGTGTGATAAGTACGCGT-GTA----AACCAAACTTTTTT-----------------GT--------------------------------ACCCAAATAA--------C-----------------------------------CCACCTTGAATTGGTAGCTCGTTGATGTTGTAACC----CACAAC-T--C----------------------------T-GTTTTTCCCACAGATGACGCTCCATCTGCGTTTTCTATGCCGCACTTTTTCGGAAGCAGCTAC

dm3 chr2R:20861589-20861754 - CGGTGTCAAGCTACCCGACGGAATGTTTGACGTATCCCAGTGTGTGATAAGTACGGC-TCT--------------------------ACGTCCC---------TAAAA--------------CGACA-----------------GGTTTCCTAA---------G-------------------------------------GTA------A--A------TCGA--ACAC-A--TTCT----------------------------TA--CCCCCAAGATGACGCCCCCTCTGCGTTTTCGATGCCACACTTTTACGGAAGCAGCTAC
droSim2 2r:21324688-21324855 - dsi_27640 CGGTGTCAAGCTACCCGACGGAATGTTCGACGTATCCCAGTGTGTGATAAGTACGGT-TCT--------------------------ACGTCCT---------TAAAA--------------CGACA-----------------GGTTTCCTTA---------G-------------------------------------GTA------A--A------TCGA--ACAC-A--TTCT----------------------------TACCCCCAAAAGATGACGCCCCCTCTGCGTTTTCGATGCCACACTTTTACGGAAGCAGCTAC
droSec2 scaffold_23:718535-718702 - CGGTGTCAAGCTACCCGACGGAATGTTCGACGTATCCCAGTGTGTGATAAGTACGGT-TCT--------------------------GCGTCCT---------TAAAA--------------CGACA-----------------GGTTTCCTTA---------G-------------------------------------GTA------A--A------TCGA--ACAC-A--TTCT----------------------------TACCCCCAAAAGATGACGCCCCCTCTGCGTTTTCGATGCCACACTTTTACGGAAGCAGCTAC

droYak3 2R:20825381-20825543 - CGGGATCAAGCTTCCTGACGGAATGTTTGACGTATCCCAGTGTGTGATAAGTATGCTT-CT--------------------------ACGGCCA---------TAACA--------------GCA-------------CCGCA-GGTTTTGTAA---------G---------------------------------------------------------------AAA-TCTATCT----------------------------TATCCCCAAAAGATGACGCCCCCTCTGCGTTTTCGATGCCACACTTTTACGGAAGCAGCTAC
droEre2 scaffold_4845:22234614-

22234775 -
CGGGGTCAAGCTACCTGACGGAATGTTTGACGTATCCCAGTGTGTGATAAGTACGGT-TCT--------------------------GCGGCCA---------TTAAG--------------TAACG-----------------GGAGACCTA---------------------------------------------------------A--A------TC--CAACAC-T--A----------------------------T-CTATCCCCAAAAGATGACGCCCCCTCTGCGTTTTCGATGCCACACTTCTACGGAAGCAGCTAC
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http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_7430.html
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409464:1461897-1462091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:20861589-20861754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:21324688-21324855
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_27640.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_23:718535-718702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:20825381-20825543
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No Repeatable elements found

mature star

1. scaffold_12875:1028362-1028380 +
2. scaffold_12875:2738231-2738249 -
3. scaffold_12875:6277223-6277241 -
4. scaffold_12875:16658472-16658490 -
5. dvi_154  scaffold_12928:405214-405232 +
6. scaffold_12928:2782095-2782113 +
7. scaffold_12928:4138371-4138389 -
8. scaffold_12928:4187508-4187526 -
9. scaffold_12963:1907244-1907262 +

10. scaffold_12963:2005160-2005178 +
11. scaffold_12970:2504313-2504331 -
12. scaffold_12970:6246635-6246653 -
13. scaffold_12970:6996357-6996375 +
14. scaffold_12970:9967906-9967924 -
15. scaffold_13042:888388-888406 +
16. scaffold_13047:9905961-9905979 +
17. scaffold_13047:14029284-14029302 +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGTTAGAAAGGATGCGGGCAGTAGTAGCAAACCCGCCGCCGCCAGTGCCATTTCCGGTTCCGGTACCGTTGCCGCAACCGGCACCGGCACCGGCACCGGCTACGGCAACAGCCTGGTGCCAGCAGCGGGCAGTAGCTCAGCCAAGAAAAAAAGAT

***********************************.....((...((((....(((((.(((((.(((.(((((....))))).))).))))).)))))....))))...))*******************************************
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..................................................TTTCCGGTTCCGGTACCGTTGC................................................................................... 22 0 1 70.00 70 0 19 2 0 6 3 0 2 6 5 0 0 5 3 1 1 0 0 3 2 2 2 2 2 0 0 0 0 1 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTCCGGTTCCGGTACCGTTG.................................................................................... 21 0 1 16.00 16 0 3 0 0 3 3 0 1 0 1 0 0 0 2 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTCCGGTTCCGGTACCGTT..................................................................................... 20 0 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TTTCCGGTTCCGGTACCGT...................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................CGGCACCGGCACCGGCACC.......................................................... 19 0 18 0.06 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCAATCTTTCCTACGCCCGTCATCATCGTTTGGGCGGCGGCGGTCACGGTAAAGGCCAAGGCCATGGCAACGGCGTTGGCCGTGGCCGTGGCCGTGGCCGATGCCGTTGTCGGACCACGGTCGTCGCCCGTCATCGAGTCGGTTCTTTTTTTCTA
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12928:405136-

405290 +
dvi_154 AGTTAGAAAGGATGCGGGCAGTAG---TAGCAAACC------------------------------------------CGCC------GCCGCC------AGTGCCAT------------T------------------------------------------------------TCCGGTTCCGGTACCGTTGCCGCAACCGGCACCGGCACCGGCA------CCGGCTACGGCAACAGCCTGGTGCCA-----------------------------------------------------------------------------------G---CA--GCGGGCAGTAGC------TCAGCCAAGAAAAAAAGAT

droMoj3 scaffold_6328:447749-
447882 -

AGTTAGAAAGGAATCGGGCAGTAG---CAGCAAGC---------------------------------------------------------CC------GCCGCAAGCTCTAGTCCCGGTT------------------------------------------CCGTATCCGTAACCGGTTCCGGCTACGG------------------------------------------CACCAGCCTGGTGCCA-----------------------------------------------------------------------------------G---CA--GCGGGCAGTAGC------ACAGCCAAGAAAAAAAGAT

droGri2 scaffold_15203:6836939-
6837135 +

AGTTAGAAAGGATTCAAGCAGTAGCAGTAGCAAGCCCACTGGCACGGTGATTGGCACGGTAACTGGTTCTGGTCCTGCGGCC------AGTTCTAGTTCCGTTGCCGT------------T------------------------------------------------------TCCGGTTCCGGTTATAT---------------------AAGCA------GCAGCAGCAGCAGCAGCCTGGTGCCAGCCG----------------------------------------------------------------------------CCAGCAGCAGCATCAGCAGTAGC------GCAGCCAAAAAAAAACGAT

droWil2 scf2_1100000004515:861513-
861631 +

AATTAGAAAGGATAAGGAAAGTAG---------------------------------------------------CAAAACTCACACCAATCCA------------------AGTGGCGGAT------------------------------------------CTGTCTCCGTTTCCGGTTTGGGCTACAA------------------------------------------TACAGCCTTAGTTCCACACACG----------------------------------------------------------------------------------------------------------AGTAAAAATAAACGAT

dp5 XL_group1e:635597-635709 + AGCTAAGAAGGATTCGGGCGTGGC---------------------------------------------------CAAGGCC------AGCTCT------GCCACTGC------------C------------------------------------------------------ACTGGCCCCGGCCATGG------------------------------------------CCCAGCCCCGGTGCCG--------------------------------------------------------------------------------------CCG--GGAGTCAGTGGC------TCGACCAAGAATAAACGAT
droPer2 scaffold_30:581710-581822

-
AGCTAAGAAGGATTCGGGCGTGGC---------------------------------------------------CAAGGCC------AGCTCT------GCCACTGC------------C------------------------------------------------------ACTGGCCCCGGCTATGG------------------------------------------CCCAGCACCGGTGCCG--------------------------------------------------------------------------------------CCG--GGAGTCAGTGGC------TCGACCAAGAATAAACGAT

droAna3 scaffold_13417:2329003-
2329184 +

AGCTAGAAAGGATTCGGGCAGTAG---------------------------------------------------CCGGGCC------AGTTCT------GGATCCAGCTCAAGGTCCGGTTATGCCTTAGCCCATGCCCAAGCCCA------------TAGTC-----------A-AGCCCCCGGCCATGG------------------------------------------CCAGG-----------------------------CTCCAGTCCAGGTTCCGGTTCCGGT------------------------------TGCGGTTCCGGTGCCG--GCCATCAGTAGC------TCCTCCAAGAATAAACGAT

droBip1 scf7180000396133:16523-
16686 -

ATCTAGAAAGGATTCGGGCAGTAG---------------------------------------------------CCGGGCA------AGTTCC------GGATCCAGCTCAAGGCCCGGTTATGCCTTATCCCATGCCCAAGCCCAAGTCCAAGCCAATAGT------------------CAAGGCCGCGG------------------------------------------CCAGG-----------------------------A------------------------------------------------------CCCTGTCCAGGACCCT--GCCATCAGTAGC------TCCTCCAAGAATAAACGAT

droKik1 scf7180000302264:372903-
373025 +

CC--------------------------------------------------------------------------------------GTCTCA------GGCGCCAG------------C------------------------------------------------------TCAGGCTTAAGCTCCAA------------------------CTCCAACACTGGC-----------------------TATGGG---TTAG---GCCTGGCTCCGGTACC------GGT------------------------------TACGGTTCCGGTCTCA--GCCATCAGTAGC------TCCTCAAAGAATAAACGAT

droFic1 scf7180000453882:697297-
697451 +

AACCAAAAAGGATTCCGGAAGTGG---------------------------------------------------CAAGATC------AGTTCC------GGATCTGC------------C------------------------------------------------------CTGAGTTCCGGTTCCGTCTCAGGATCTGGTTCCAGTTCCAGTT------CCGCC-----------------------TACGGT---TCAGCGG------------------------T------------------------------GCAAGTTCCCCCGGCG--GCTTTAAGTAGC------TCCTCGAAAAATAAGCGAT

droEle1 scf7180000490214:535150-
535292 -

ATCTAGAAAGGAGTCGGCCAGTGG---------------------------------------------------GAAGGCC------AGTTCC------GGATCCGTCTCGAGCTCCGGC------------------------------------------------------TCCGGCTCCGGCTCCAG------------------------TT------CCATC-----------------------TACGGATCGACGACAAGCCAAGTCCCGGTCC-----------------------------------------------------------CGATCAGTAGC------TCCTCGAAAAATAAACGAT

droRho1 scf7180000779189:197606-
197733 -

GGCTAGGAAGGAGTTGGGCAGTGG---------------------------------------------------CAAGGCC------ATTTCC------GGAAATGT------------C------------------------------------------------------TCGAGCTCCGGCTCCAG------------------------TT------CCGCC-----------------------------------------------CCGGTCCC------GGT------------------------------CCAGGTCCCGGCTACG--GCCATCAGTAGC------TCCTCGAAAAATAAACGAT

droBia1 scf7180000302126:3771722-
3771840 +

GTCTAGAAAGGAGTCGGGCAGTGG---------------------------------------------------GAAGGCC------AGTTCC------GGATCCGC------------------------------------------------------------------------------------------------------------------------C-----------------------TATGGG---TCCGCCTCTCAAGTCCCAGTCG------------------------------------------CGGTCCCTGTGCCG--GCCATCAGTAGC------TCCGCGAAAAATAAAAGAT

droTak1 scf7180000415394:673099-
673145 +

C-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C------------------------------------------------CGGTCCCAGTCCAG--GCCATCAGTAGC------TCCTCGAAAAATAAAAGAT

droEug1 scf7180000409901:149748-
149935 +

GGCTAGAAAGGAGTCGGCCAGTGG---------------------------------------------------CAAGGCC------AGTTCC------GGATCCGT------------C------------------------------------------------------TCGAGCTCCGGCTCTAG------------------------TT------CCGCC-----------------------TACGGGTTAACAACAACCCAAACCCCAATACCGGTACCAGTAGCGGTGCCAATGCCGGTCCAAATGGCGGTACCCGTTCCGGTTCCG--GCCATCAGTAGC------TCCTCAAAAAATAAACGAT

dm3 chrX:10809639-10809793 + AGCTAGAAAGGATTCGGGCAGTAG---------------------------------------------------CAAGGCC------AGTTCC------GGATCCAT------------C------------------------------------------------------TCCGGCTCAGGCTCCAG------------------------TT------CTGCC-----------------------CATGGA---ACAGTCGCCCAAGTCCCGGTCCCC------GT------------------------------TCCAGTTCCAGCTACG--GCCATCAGTAGCCATCAGTCCTCGAAAAATAAGCGAT
droSim2 x:10267948-10268108 + AGCTAGAAAGGATTCGGGCAGTAG---------------------------------------------------CAAGGCC------AGTTCC------GGATCCAT------------C------------------------------------------------------TCCGGCTCAGGCTCCAG------------------------TT------CCGCC-----------------------CATGGA---ACAGCCACCCAAGTCCCGGTTCCCGTTCAAGT------------------------------TCAAGTTCCAGCTACG--GCCATCAGTAGCCATCAGTCCTCGAAAAATAAGCGAT
droSec2 scaffold_15:1512941-

1513101 +
AGCTAGAAAGGATTCGGGCAGTAG---------------------------------------------------CAAGGCC------AGGTCC------GGATCCAT------------C------------------------------------------------------TCCGGCTCAGGCTCCAG------------------------TT------CCGCC-----------------------CATGGA---ACAGCCACCCAAGTCCCGGTTCCCGTTCAAGT------------------------------TCAAGTTCCAGCTACG--GCCATCAGTAGCCATCAGTCCTCGAAAAATAAGCGAT

droYak3 X:11309877-11310043 - AGCTAGAAAGGATTCGGGGAGTAG---------------------------------------------------CAAGGCC------AGTTCC------GGATCCAT------------C------------------------------------------------------TCCGGCTCCGGTTCCAG------------------------TT------CCACC-----------------------TATGGG---ACAGCCACCCAAGTCCCGGTCCCCGTTCCAGTTCCAGT------------------------TCCAGTGGCAGCTACG--GCCATCAGTAGCCATCAGTCCTCGAAAAATAAGCGAT
droEre2 scaffold_4690:4317822-

4317982 -
ATCTAGAAAGGATTCGGGCAGTAG---------------------------------------------------CAAGGCC------AGTTCC------GGATCCAT------------C------------------------------------------------------TCCGGCTCCGGCTCCGG------------------CTCCAGTT------CCGCC-----------------------TACGGG---ACAGCCACCCAAGTCCCGGTCCCC------GT------------------------------TCCAGTTCCAGCCACG--GCCATCAGTAGCCATCAGTCCTCGAAAAATAAGCGAT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453882:697297-697451
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779189:197606-197733
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CACCACAAGTTGCTCATTGATGAAGTCAGCGATGTAAGAAGCTTACGTGATGTCCTTGGTGACATGTCAGCGATGATGTCATCGTAGCTATGGATATGCCGGCTAAAAAGAACGACACTCGAAGACAACGTAGCTGACATATCATTAAGCATTATCACTGCTTACTTAAGTACACCTAAACCAATCCATGCTTATTTGCTT
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SRR060681

Argx9_testes_total
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SRR060678

9x140_testes_total
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.............................................................ACATGTCAGCGATGATGTCATCG..................................................................................................................... 23 0 1 27.00 27 11 7 3 0 0 0 0 0 2 1 1 1 0 0 1 0 0 0 0 0 0 0 0 0

.............................................................ACATGTCAGCGATGATGTCA........................................................................................................................ 20 0 1 6.00 6 3 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................ACATGTCAGCGATGATGTCAT....................................................................................................................... 21 0 1 5.00 5 1 1 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................ACATGTCAGCGATGATGTCATC...................................................................................................................... 22 0 1 4.00 4 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................ACATGTCAGCGATGATGTCATCA..................................................................................................................... 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................ACATGTCAGCGATGATGTC......................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................GGTGACATGTCAGCGATGATGT.......................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................GGTGACATGTCAGCGATGATGTC......................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................AAGACAACGTAGCTGACATATCA......................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTGGTGTTCAACGAGTAACTACTTCAGTCGCTACATTCTTCGAATGCACTACAGGAACCACTGTACAGTCGCTACTACAGTAGCATCGATACCTATACGGCCGATTTTTCTTGCTGTGAGCTTCTGTTGCATCGACTGTATAGTAATTCGTAATAGTGACGAATGAATTCATGTGGATTTGGTTAGGTACGAATAAACGAA
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M028

head
SRR2096013

Ovary_Strain_9_oxidized

SRR060666

160_males_carcasses_total
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head

M047

female
body

SRR060658

140_ovaries_total
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body
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160x9_males_carcasses_total
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Ovary_Strain_160_oxidized

SRR060681

Argx9_testes_total

SRR060687

9_0-
2h_embryos_total

.............................................................TGTACAGTCGCTACTACAGT........................................................................................................................ 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0

.............................................................GGTACAGTCGCTACTACAGT........................................................................................................................ 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................TTGTTGCATCGACTGTATAGTAA....................................................... 23 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0

.............................................................CGTACAGTCGCTACTACAGT........................................................................................................................ 20 1 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12928:3398253-

3398434 -
dvi_286 GCTCA--------------------------------------------TTGATGAAGTCAGCGATGTAAGAAGCTT--ACGTGATGTCCTTGGTGACATGTCAGCGATGATGTCATCGTAGCTATGGATATGCCGGCTAAAAAGAACGACACTCGAAGACAACGTAGCTGACATATCATTAAGCATTATCACTGCTTACTTAAGTACACCTAAACCAATCCATGCTT

droMoj3 scaffold_6308:3309292-
3309435 -

GACTATATGCCAAAAGTTTTATTATTGTTAAAATAAAAATATAAATAAATAAATAAAAGCAACGAAAGAAAGAAATTCTATTGA--------------ATGCCAGCAGCAG-AGCGGCAAAGCTCTTGA----------------------GCGTGAAGACAACGTAGCCGA-----------------------------------------------CATGTCTTT

droWil2 scf2_1100000004762:5586013-
5586060 +

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TAGACATAATCTTCAAATACTTTAAAGAAATTCATCTAATCCATGTGT
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AAAAAAACAGTACAAATTCCACGCAAAAATCGATGATCAAATCGACAAAGCGAATGTAGCGATGACACAAGGATTAAGTGGCAAACTTATGTCAGTGCTAGAGTCGACTTTGTCGAAGTTGGCGCGTTACGATGAAGGTAGCCTCATTGGCTCGATTCTT
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.......................................................................................TATGTCAGTGCTAGAGTCGACT................................................... 22 0 1 129.00 129 32 12 10 9 5 6 6 3 4 1 3 5 4 1 1 0 0 4 2 3 2 1 0 0 3 3 1 1 1 0 0 1 1 1 1 1 1 0

.......................................................................................TATGTCAGTGCTAGAGTCGAC.................................................... 21 0 1 18.00 18 4 0 4 0 0 0 0 1 1 1 2 0 0 0 1 0 0 0 1 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATGTCAGTGCTAGAGTCGA..................................................... 20 0 1 12.00 12 5 4 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATGTCAGTGCTAGAGTCGACC................................................... 22 1 1 5.00 5 3 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TTATGTCAGTGCTAGAGTCGACT................................................... 23 0 1 3.00 3 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATGTCAGTGCTAGAGTCG...................................................... 19 0 1 3.00 3 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

......................................................................................................................................AAGGTAGCCTCATTGGCTCGATTCT. 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................TTGTCGAAGTTGGCGCGTTACGATG.......................... 25 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................GTGCTAGAGTCGACTTTGT............................................... 19 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................TGGCGCGTTACGATGAAGGTAGCCTCA.............. 27 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TAGAGTCGACTTTGTCGAAGTTGGCGC................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TAGAGTCGACTTTGTCGAAGTTGGCG.................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TCAGTGCTAGAGTCGACTTTGTCGAAG.......................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................CGAAGTTGGCGCGTTACGATGAAGGT..................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................ATGTCAGTGCTAGAGTCGA..................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................CGAATGTAGCGATGACACAAG......................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TAAGTGGCAAACTTATGTCAGTGCTA............................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATGTCAGTGCTAGAGTCGACTAA................................................. 24 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GTCGAAGTTGGCGCGTTACGATG.......................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ACAAGGATTAAGTGGCAAACTTATGT.................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................GTGCTAGAGTCGACTTTGTC.............................................. 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATGTCAGTGCTAGAGTCGACG................................................... 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................TCGACAAAGCGAATGTAGCGATGAC.............................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................ACTTTGTCGAAGTTGGCGCG.................................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATGTCAGTGCTAGAGTCGACA................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................GAAGTTGGCGCGTTACGATG.......................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................CGTTACGATGAAGGTAGC.................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATGTCAGTGCTAGAGTCGACTTTGTCG............................................. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................TTGGCGCGTTACGATGAAGGTAGCCTCAT............. 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................TACGATGAAGGTAGCCTCATTGGCTCGAT.... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GCGTTACGATGAAGGTAGC.................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

........................................................................................................CGACTTTGTCGAAGTTGGCGC................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TCGAAGTTGGCGCGTTACGATGAAGGT..................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................ATCAAATCGACAAAGCGAATGT....................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TATGTCAGTGCTAGAGTCGC..................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTTTTTTGTCATGTTTAAGGTGCGTTTTTAGCTACTAGTTTAGCTGTTTCGCTTACATCGCTACTGTGTTCCTAATTCACCGTTTGAATACAGTCACGATCTCAGCTGAAACAGCTTCAACCGCGCAATGCTACTTCCATCGGAGTAACCGAGCTAAGAA

************************************.((((.((((((((((((...(((((.(((((.(((..............))).))))).)))))...))).)))))))))..))))..***********************************
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.....TTGTCATGTTTAAGGTGCGTT...................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13052:604574-

604733 +
dvi_381 AA-----------AAAAACAGTACAAATTCCACGCAAAAATCGATGATCAAATCGACAAAGCGAATGTAGCGATGACACAAGGATTAAGTGGCAAACTTATGTCAGTGCTAGAGTCGACTTTGTCGAAGTTGGCGCGTTACGATGAAGGTAGCCTCATTGGCTCGATTCTT

droMoj3 scaffold_6498:1566436-
1566589 -

T-----------------TAGTACAAATTCCATGCAAGAATCGATGAACAAATCGACAAAGCGAATGTAGCCATGACACAAGGTTTAAGTGGAAAACTTATGTCAGTGCTGGAGTCGACTTTGTCGAAGTTAGGGCGTTACGATGAGGGCAGTCTCATTGGATCAATTCTT

droGri2 scaffold_14822:273119-
273269 -

--------------------GTACAAATTTCATGCGAAAATTGATGATCAAATTGACAAAGCGAATGTGGCGATGACACAAGGCCTCAGTGGCAAACTTATGTCAGTGCTGGAGTCGACTTTGTCAAAATTGGCCCGTTACGATGAAGGTAGCCTAATTGGCTCCATTCTT

droWil2 scf2_1100000004943:523322-
523492 -

TATCTTTTTCTTTGCATGCAGTACAAATTTCACGCAAAAATCGACGATCAAATCGACAAGGCGAATGTAGCCATGACACAAGGGCTGAGCGGTAAACTTATGTCAGTGCTAGAGTCGACTTTGTCAAAATTGGCCCGCTATGATGAGGGCAGCCTAATTGGTTCGATTCTC

droPer2 scaffold_51:489178-489328 + --------------------GTATAAATTCCATGCAAAAATCGACGACCAAATCGACAAAGCGAATGTAGCGATGACACAAGGGCTAAGTGGTAAACTTATGTCAGTGCTAGAGTCGACTTTGTCAAAATTAGCTCGATACGACGAAGGAAGCTTGATTGGTTCAATTCTC
droAna3 scaffold_13089:475461-

475613 +
------------------TAGTATAAATTCCACGCGAAAATTGATGATCAAATTGACAAAGCGAATGTAGCCATGACACAAGGTCTATGCGGTAAACTTATGTCAGTGCTAGAGTCGACTCTGTCAAAATTAGCTCGATACGATGAAGGTAGCCTAATTGGATCAATTCTT

droBip1 scf7180000391408:3189-3341
+

------------------TAGTACAAATTCCATGCAAAAATTGATGATCAAATTGACAAAGCGAATGTAGCGATGACACAAGGTCTAAGCGGTAAACTTATGTCAGTGCTAGAGTCGACTTTGTCAAAACTAGCTCGATACGACGAAGGTAGCCTAATAGGATCAATTCTT

droKik1 scf7180000300954:8301-8452
-

-------------------AGTACAAATTTCATGCAAAAATTGATGATCAAATTGACAAAGCGAATGTAGCCATGACACAAGGTCTGAATGGTAAACTTATGTCAGTGCTAGAGTCGACCTTGTCGAAATTAGCCCGTTATGATGAAGGCAGTCTGATCGGTTCGATTCTA

droFic1 scf7180000453435:66540-
66695 +

G---------------TACAGTATAAATTTCATGCGAAAATTGATGACCAAATTGATAAAGCGAATGTAGCTATGACACAAGGTCTAAGCGGAAAACTTATGTCAGTGCTAGAGTCGACTTTGTCAAAATTGGCACGATACGATGAAGGAAGCCTAATCGGCTCGATTCTT

droEle1 scf7180000490694:17783-
17934 -

-------------------AGTATAAATTTCATGCAAAAATTGACGACCAAATCGACAAAGCGAATGTAGCTATGACACAAGGTCTAAGCGGAAAACTTATGTCAGTGCTAGAGTCGACTTTGTCAAAATTAGCACGATACGATGAAGGTAGCTTAATCGGCTCGATTCTA

droRho1 scf7180000777807:52245-
52398 +

A-----------------TAGTATAAATTTCATTCAAAAATTGACGACCAAATCGACAAAGCGAATGTAGCTATGACACAAGGTCTAAGCAGTAAACTTATGTCAGTGCTAGACTCGACTTTGTCAAAACTAGCACGATACGATGAAGGTAGCTTAATCGGCTCGATTCTA

droBia1 scf7180000301512:8768-8921
-

A-----------------TAGTATAAATTTCATGCAAAAATTGACGACCAAATCGACAAAGCGAATGTAGCTATGACACAAGGTCTAACTGGTAAACTTATGTCAGTGCTAGAGTCGACTTTGTCAAAATTAGCACGATACGACGAAGGTAGCCTAATCGGCTCGATTCTT

droTak1 scf7180000414663:19002-
19155 -

A-----------------TAGTATAAATTTCATGCAAAAATTGACGACCAAATCGACAAAGCGAATGTAGCTATGACACAAGGTCTTAGCGGTAAACTTATGTCAGTGCTAGAGTCGACTTTGTCAAAACTAGCACGATACGATGAAGGTAGCTTAATAGGCTCGATTCTT

droEug1 scf7180000408984:8589-8741
-

------------------TAGTATAAATTTCATGCAAAAATTGACGATCAAATTGACAAAGCGAATGTAGCTATGACACAAGGTCTAAGCAGTAAACTTATGTCAGTGCTAGAGTCGACTTTGTCAAAGCTAGCACGTTACGATGAAGGTAGCTTAATCGGCTCGATTCTT

dm3 chr4:1268752-1268904 + ------------------TAGTACAAGTTTCATGCGAAAATTGATGACCAAATCGACAAAGCGAATGTAGCTATGACACAAGGTCTAAGCGGTAAACTTATGTCTGTGCTAGAGTCGACTTTGTCTAAGCTAGCACGATACGATGAAGGTAGCTTGATCGGCTCAATTCTT
droSim2 4:1021166-1021317 + -------------------AGTACAAGTTTCATGCGAAAATTGATGACCAAATCGACAAAGCGAATGTAGCTATGACACAAGGTCTAAGCGGTAAACTTATGTCTGTGCTAGAGTCGACTTTGTCTAAGCTAGCACGATACGATGAAGGTAGCTTGATTGGCTCAATTCTT
droSec2 scaffold_40:286813-286964 + -------------------AGTACAAGTTTCATGCGAAAATTGATGACCAAATCGACAAAGCGAATGTAGCTATGACACAAGGTCTAAGCGGTAAACTTATGTCTGTGCTAGAGTCGACTTTGTCTAAGCTAGCACGATACGATGAAGGTAGCTTAATTGGCTCAATTCTT
droYak3 4:1370817-1370969 + ------------------TAGTACAAATTTCATGCAAAAATCGATGACCAAATCGACAAAGCGAATGTAGCTATGACACAAGGTCTAAGCGGTAAACTTATGTCTGTGCTAGAGTCGACTTTGTCAAAGCTGGCGCGATACGATGAAGGTAGCTTGATTGGCTCGATTCTC
droEre2 scaffold_4793:33285-33437 - ------------------TAGTACAAATTTCATGCTAAAATTGATGATCAAATCGACAAAGCGAATGTAGCTATGACACAAGGTCTAAGCGGTAAACTTATGTCTGTGCTAGAGTCGACTTTGTCAAAGCTAGCACGATACGATGAAGGTAGCTTGATCGGCTCTATTCTC
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http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_381.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6498:1566436-1566589
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14822:273119-273269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:523322-523492
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_51:489178-489328
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13089:475461-475613
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000391408:3189-3341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000300954:8301-8452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453435:66540-66695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490694:17783-17934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777807:52245-52398
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301512:8768-8921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414663:19002-19155
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408984:8589-8741
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr4:1268752-1268904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=4:1021166-1021317
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_40:286813-286964
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=4:1370817-1370969
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4793:33285-33437


ID:

dvi_429

Coordinate:

scaffold_13049:22743190-22743250 +

Confidence:

confident-exception

Class:

Canonical miRNA

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intergenic

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACACTTTTTATTGTCATAATACAAAAATTTTGTCATAACACCGAGTTAATATTACTATCGGTAGTATCGATAATGGTAATCTAAAATATCGAAACTATCGATAGTTTTTTAGCTCGTGATAATGATTCAAGTTTCGTGATCGATTATATCAACTTTCACTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

V116

male
body

SRR2096056

Ovary_Min_46

SRR2096060

Ovary_Min_193

SRR2096059

Ovary_Min_164

SRR060678

9x140_testes_total

SRR060656

9x160_ovaries_total

SRR060677

Argx9_ovaries_total

V053

head

SRR060655

9x160_testes_total

SRR060673

9_ovaries_total

SRR060680

Â 9xArg_testes_total
SRR2096014

Ovary_Strain_160_oxidized

SRR060672

9x160_females_carcasses_total

SRR060679

140x9_testes_total

SRR060689

160x9_testes_total

SRR060659

Argentina_testes_total

SRR060674

9x140_ovaries_total
SRR2096057

Ovary_Min_50

M027

male
body

SRR060670

9_testes_total

SRR060676

9xArg_ovaries_total

SRR060681

Argx9_testes_total

SRR060683

160_testes_total
SRR2096013

Ovary_Strain_9_oxidized

SRR2096055

Ovary_Min_43

SRR060654

160x9_ovaries_total

SRR060682

9x140_0-
2h_embryos_total

SRR060684

140x9_0-
2h_embryos_total

SRR060686

Argx9_0-
2h_embryos_total

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096058

Ovary_Min_98

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060668

160x9_males_carcasses_total

V047

embryo

GSM1528803

follicle
cells

SRR1106729

mixed
whole
adult body

.................................................TATTACTATCGGTAGTATCGAT.......................................................................................... 22 0 1 63.00 63 5 5 4 8 2 3 2 3 2 3 2 2 0 1 4 2 1 0 3 0 1 2 2 1 1 1 0 1 0 0 1 1 0 0 0 0 0

.................................................TATTACTATCGGTAGTATCGA........................................................................................... 21 0 1 16.00 16 1 2 5 0 1 0 0 0 1 1 0 1 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.................................................TATTACTATCGGTAGTATCGATA......................................................................................... 23 0 1 14.00 14 2 2 0 0 2 0 0 3 1 0 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................ATTACTATCGGTAGTATCGATA......................................................................................... 22 0 1 13.00 13 7 2 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................ATTACTATCGGTAGTATCGAT.......................................................................................... 21 0 1 12.00 12 0 3 1 1 1 1 2 0 0 0 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATTACTATCGGTAGTATCG............................................................................................ 20 0 1 9.00 9 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 2 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATTACTATCGGTAGTATCGA........................................................................................... 20 0 1 4.00 4 1 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................ATATTACTATCGGTAGTATCGATC......................................................................................... 24 1 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATTACTATCGGTAGTATCGATT......................................................................................... 23 1 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TCGAAACTATCGATAGTTTTTT................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATTACTATCGGTAGTATCGC........................................................................................... 20 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TCGAAACTATCGATAGTTTTT.................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................ATTACTATCGGTAGTATCGATAA........................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TATTACTATCGGTAGTATCGAC.......................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TCGAAACTATCGATAGTTTT..................................................... 20 0 2 0.50 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGTGAAAAATAACAGTATTATGTTTTTAAAACAGTATTGTGGCTCAATTATAATGATAGCCATCATAGCTATTACCATTAGATTTTATAGCTTTGATAGCTATCAAAAAATCGAGCACTATTACTAAGTTCAAAGCACTAGCTAATATAGTTGAAAGTGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060679

140x9_testes_total

SRR060681

Argx9_testes_total

SRR060659

Argentina_testes_total

SRR060655

9x160_testes_total

M047

female
body

SRR060660

Argentina_ovaries_total
SRR2096059

Ovary_Min_164

GSM1528803

follicle
cells

SRR060686

Argx9_0-
2h_embryos_total

........................................................................................AGCTTTGATAGCTATCAAAA..................................................... 20 0 2 1.50 3 1 1 0 0 0 1 0 0 0

.....................................................TGATAGCCATCATAGCTAT......................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0

.......................................................................................TAGCTTTGATAGCTATCAAAAAATCG................................................ 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0

.....................................................TGATAGCCATCATAGCTATTA....................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0

......................................................................................ATAGCTTTGATAGCTATCAAAA..................................................... 22 0 2 0.50 1 0 0 0 0 1 0 0 0 0

........................................................................................AGCTTTGATAGCTATCAA....................................................... 18 0 4 0.25 1 0 0 1 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13049:22743140-

22743300 +
dvi_429 ACACTTTTTATTGTCATAATA------------CAAAAATTTTGTCATAACACCGAGTTAATATTACTATCGGTAGTATCGATAATGGTAATCTAAAATATCGAAACTATCGATAGTTTTTTAGCTCGTGATAATG-ATTCAAGTTTCGTG----ATCGATTATATCAACTTTCACTT

droMoj3 scaffold_6680:17363174-
17363333 +

dmo_3131 AAACAATTTATTTTTGAACTATAC------------A-AT---TTTGTAAAACGGAGATATTGCT-CTATCGACAGATTTGATATGGTTGAGCGAAACTATCAAAACTACCGATAGGTTTCTAGCTCTGTAACATG-GTAGACGGAATCTGATATATATATTTAAACCTATTTCACTT

droGri2 scaffold_15110:20785675-
20785836 -

ACTTTTTGACTTG--------TACTTAAAGTTATAAAACAGGGCTTATAAAACTGGGTTAATACTTCTA----TAGTATTATTGCGCATAGGTTTGTCATTCGAAACAATCAATAGTTTTTTAGCTCTGGTTAGTTTATTTCATTTTC----CATCCTAATCAACTTCTTTTGCACTC

Generated: 09/08/2015 at 08:30 PM
crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22743140-22743300
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22743140-22743300
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_429.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17363174-17363333
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3131.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:20785675-20785836


ID:

dvi_23034

Coordinate:

scaffold_794:450-692 +

Confidence:

Candidate

Class:

Unknown

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

Repeatable elements

Name Class Family Strand

DMR_DV Unknown Unknown +

mature

1. dvi_23034  scaffold_794:670-691 +
2. scaffold_13047:17335473-17335494 +

star

1. scaffold_794:40-61 +
2. dvi_23034  scaffold_794:456-477 +
3. scaffold_7396:863-884 +
4. scaffold_8890:2304-2325 +
5. scaffold_13047:17329372-17329393 +
6. scaffold_13047:17330877-17330898 +
7. scaffold_13047:17904583-17904604 -
8. scaffold_13350:5860-5881 -
9. scaffold_13350:11985-12006 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AACGTGATGTTTTGGAACGTCATATCTCCGCGGAGTTATGTCGTTTTGGAACGTCATATCTTCGCGGAGCTATGTCGTTTTGGAACGTCATATCTCCGCGGTGCTATGTCGTTTTGGAGCATCATATCTCCGCGCGGAGCTATTACCCGAGATCTTAAAAAAAAATCATCGAAAATGTTTCGATATTCGCACCGACCTCGATTTTGAAAAAAAAAACATGATGATTTGGAAGGTCATATCTCCGCGGAGTTATGTCGTTTTGGAACATCATATCTCCGCGAAGCTATGTCCTTTTGGAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060658

140_ovaries_total

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

M047

female
body

V116

male
body

SRR060673

9_ovaries_total

SRR060656

9x160_ovaries_total

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096061

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR060688

160_ovaries_total

SRR060657

140_testes_total

SRR060681

Argx9_testes_total

SRR060677

Argx9_ovaries_total

SRR060682

9x140_0-
2h_embryos_total

SRR060674

9x140_ovaries_total

SRR060683

160_testes_total

SRR060675

140x9_ovaries_total

SRR060689

160x9_testes_total

SRR060679

140x9_testes_total

SRR060654

160x9_ovaries_total

SRR060678

9x140_testes_total

SRR060687

9_0-
2h_embryos_total

SRR060676

9xArg_ovaries_total

SRR060670

9_testes_total

SRR060684

140x9_0-
2h_embryos_total

SRR2096014

Ovary_Strain_160_oxidized

SRR060664

9_males_carcasses_total

V047

embryo

SRR060672

9x160_females_carcasses_total

SRR060662

9x160_0-
2h_embryos_total

SRR060685

9xArg_0-
2h_embryos_total

SRR2096055

Ovary_Min_43

M061

embryo

SRR060655

9x160_testes_total
SRR2096056

Ovary_Min_46

SRR060668

160x9_males_carcasses_total

V053

head
SRR2096059

Ovary_Min_164

SRR060665

9_females_carcasses_total

SRR060671

9x160_males_carcasses_total
SRR2096060

Ovary_Min_193

SRR2096057

Ovary_Min_50

SRR060661

160x9_0-
2h_embryos_total

SRR060680

Â 9xArg_testes_total

M028

head

SRR060669

160x9_females_carcasses_total

SRR060663

160_0-
2h_embryos_total

SRR060667

160_females_carcasses_total
SRR2096058

Ovary_Min_98

SRR060686

Argx9_0-
2h_embryos_total

SRR060660

Argentina_ovaries_total
SRR2096013

Ovary_Strain_9_oxidized

M027

male
body

GSM1528803

follicle
cells

SRR060666

160_males_carcasses_total

SRR060659

Argentina_testes_total

SRR1106730

embryo_16-
30h

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCT........ 22 0 2 236.00 472 52 27 17 15 16 19 20 21 15 13 12 15 11 18 10 8 11 12 10 10 7 8 11 11 5 3 9 4 6 3 4 9 5 7 5 2 0 3 6 4 3 3 2 2 2 3 4 1 3 0 3 1 1 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGT.............................................................................................................................................................................................................................. 22 0 9 84.78 763 5 125 108 53 52 14 12 14 17 39 67 64 26 11 0 2 12 8 5 2 1 6 4 6 7 10 5 7 13 3 3 1 3 2 4 8 1 5 3 4 0 2 5 2 0 4 1 3 0 2 0 2 2 4 1 1 1 0 0 0 1

........................................................TATCTTCGCGGAGCTATGTCGTT............................................................................................................................................................................................................................. 23 0 9 70.78 637 8 48 36 54 46 16 10 17 23 40 29 24 33 5 0 11 10 11 5 9 13 7 11 9 4 18 11 4 4 3 7 1 3 5 13 11 2 10 8 1 3 3 3 1 12 7 1 0 2 2 3 2 5 4 4 3 0 0 1 1 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCC......... 21 0 2 57.00 114 8 1 4 4 6 7 6 2 2 6 5 3 6 1 14 4 1 0 2 3 2 3 2 1 1 1 0 2 0 0 1 2 1 4 0 0 1 1 0 1 1 0 0 1 0 0 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCG............................................................................................................................................................................................................................... 21 0 9 40.44 364 7 28 17 42 34 5 5 16 11 16 8 11 10 10 2 5 2 9 5 4 7 11 6 2 12 6 8 4 6 2 5 2 4 5 2 2 0 10 1 3 2 0 1 1 1 0 0 5 1 1 1 2 1 1 2 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTT....... 23 0 2 36.50 73 8 0 1 0 1 3 6 4 2 0 0 0 0 3 2 0 0 3 3 3 6 1 0 1 2 3 3 4 3 2 1 1 1 0 0 1 1 0 0 0 0 0 0 1 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................................TCTCCGCGAAGCTATGTCCTT....... 21 0 2 35.00 70 3 0 0 0 0 2 2 6 2 0 0 0 0 3 3 4 4 1 2 3 0 3 2 1 4 1 1 1 2 0 2 0 1 0 1 3 1 0 1 1 1 2 3 0 0 0 0 1 0 1 0 2 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................................................................ATCTCCGCGAAGCTATGTCCTT....... 22 0 2 15.00 30 3 1 1 0 0 2 1 2 4 0 0 0 0 0 1 1 2 2 1 2 0 0 1 0 1 0 0 0 0 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.......................................................ATATCTTCGCGGAGCTATGTCG............................................................................................................................................................................................................................... 22 0 9 9.89 89 1 5 8 9 3 5 0 7 2 0 1 0 3 3 0 3 2 2 4 2 4 1 0 3 0 5 3 1 2 0 2 0 0 1 3 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTT............................................................................................................................................................................................................................ 24 0 9 6.22 56 1 6 6 2 7 3 0 2 0 2 2 2 4 3 0 0 2 2 1 0 0 2 2 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................................TCTCCGCGAAGCTATGTCCTTT...... 22 0 2 5.50 11 0 0 0 0 0 0 2 0 2 0 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTTT...... 24 0 2 3.50 7 1 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................................................................ATCTCCGCGAAGCTATGTCCT........ 21 0 2 3.50 7 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................CGTTTTGGAACGTCATATCTC............................................................................................................................................................................................................ 21 0 20 3.30 66 0 0 0 0 0 66 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTA....... 23 1 2 3.00 6 0 0 0 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTA............................................................................................................................................................................................................................ 24 1 9 2.78 25 0 3 3 6 1 0 0 0 0 1 2 0 1 0 0 0 1 0 1 0 0 0 0 0 0 1 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTC....... 23 1 2 2.50 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................................TCTCCGCGAAGCTATGTCCT........ 20 0 2 2.00 4 0 0 1 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTC................................................................................................................................................................................................................................ 20 0 9 1.89 17 0 0 0 0 0 3 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0 2 1 0 0 0 1 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1 1 0 0 0 0 0 0 1 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTC............................................................................................................................................................................................................................. 23 1 12 1.83 22 1 0 1 0 0 0 1 0 0 0 0 0 0 0 0 5 0 0 0 1 0 0 1 0 6 0 1 2 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCC........ 22 1 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................................TCTCCGCGAAGCTATGTCC......... 19 0 2 1.50 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CGTCATATCTCCGCGGAGTTAT..................................................................................................................................................................................................................................................................... 22 0 20 1.25 25 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 13 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTAA........................................................................................................................................................................................................................... 25 2 20 1.05 21 0 2 0 3 3 1 0 1 0 2 2 0 1 1 0 0 0 2 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................................................................................TCCGCGAAGCTATGTCCT........ 18 0 2 1.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................................................................ATCTCCGCGAAGCTATGTCCTTT...... 23 0 2 1.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................................................................................ATATCTCCGCGAAGCTATGTCCT........ 23 0 2 1.00 2 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ATATCTTCGCGGAGCTATGTCGT.............................................................................................................................................................................................................................. 23 0 9 1.00 9 0 0 1 0 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

.........................................................ATCTTCGCGGAGCTATGTCGT.............................................................................................................................................................................................................................. 21 0 10 1.00 10 0 2 0 1 1 0 0 0 0 0 2 0 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................ATCTTCGCGGAGCTATGTCGTT............................................................................................................................................................................................................................. 22 0 10 1.00 10 0 1 0 1 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................TCTCCGCGGAGTTATGTCGTTT........................................ 22 0 20 1.00 20 0 1 0 0 0 0 0 0 18 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTTAAA.... 26 3 6 0.67 4 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTC............................................................................................................................................................................................................................ 24 1 9 0.67 6 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGT................................................................................................................................................................................................................................. 19 0 9 0.56 5 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ATATCTTCGCGGAGCTATGTC................................................................................................................................................................................................................................ 21 0 9 0.56 5 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTC.......... 20 0 11 0.55 6 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................................TCTCCGCGAAGCTATGTCCTTTTAA... 25 2 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTG....... 23 1 2 0.50 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................................TCTCCGCGAAGCTATGTCCTTTT..... 23 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................................................................ATCTCCGCGAAGCTATGTCC......... 20 0 2 0.50 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCA........ 22 1 2 0.50 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTTA...... 24 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................................................................ATCTCCGCGAAGCTATGTCCTTC...... 23 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................................................................................................................CTCCGCGAAGCTATGTCCTT....... 20 0 2 0.50 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................................TCTCCGCGAAGCTATGTCCTTG...... 22 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTTTG..... 25 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................................TCTCCGCGAAGCTATGTCCTTTG..... 23 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTTTT..... 25 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................GTCATATCTCCGCGGAGTTATG.................................................................................................................................................................................................................................................................... 22 0 20 0.45 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................TGTCGTTTTGGAACGTCATAT............................................................................................................................................................................................................... 21 0 20 0.45 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTA............................................................................................................................................................................................................................. 23 1 9 0.44 4 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................................................................TCATATCTCCGCGAAGCTATGT........... 22 0 7 0.43 3 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CGTCATATCTTCGCGGAGCTA.................................................................................................................................................................................................................................... 21 0 7 0.43 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTAA............................................................................................................................................................................................................................ 24 2 10 0.40 4 0 0 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTAA...... 24 2 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................ATATCTCCGCGGTGCTATGTCG............................................................................................................................................................................................. 22 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................ATATCTCCGCGGTGCTATG................................................................................................................................................................................................ 19 0 3 0.33 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TATCTCCGCGGTGCTATGTCG............................................................................................................................................................................................. 21 0 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................................................................ATCTCCGCGAAGCTATGTCCTTTA..... 24 1 6 0.33 2 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CGTCATATCTTCGCGGAGCTATG.................................................................................................................................................................................................................................. 23 0 6 0.33 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGC.............................................................................................................................................................................................................................. 22 1 9 0.33 3 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TTCGCGGAGCTATGTCGTT............................................................................................................................................................................................................................. 19 0 12 0.33 4 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0

.........................................................ATCTTCGCGGAGCTATGTCG............................................................................................................................................................................................................................... 20 0 10 0.30 3 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TATCTCCGCGGAGTTATGTCG................................................................................................................................................................................................................................................................. 21 0 20 0.30 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

.................................................................................................................................CCGCGCGGAGCTATTACCCGA...................................................................................................................................................... 21 0 20 0.25 5 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TATCTCCGCGGAGTTATGTCGTT............................................................................................................................................................................................................................................................... 23 0 20 0.25 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTAAA.......................................................................................................................................................................................................................... 26 3 20 0.25 5 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................................................GTCATATCTCCGCGGAGTTATG.............................................. 22 0 20 0.25 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTTT........................................................................................................................................................................................................................... 25 0 9 0.22 2 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGTCCTTTA..... 25 1 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTTA........................................................................................................................................................................................................................... 25 1 20 0.20 4 0 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................GCTATGTCGTTTTGGAACGTC................................................................................................................................................................................................................... 21 0 20 0.20 4 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................................................TATCTCCGCGGAGTTATGTC............................................ 20 0 20 0.20 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................TTCGCACCGACCTCGATTTTGAAAAA......................................................................................... 26 0 20 0.20 4 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CGTCATATCTCCGCGGAGTTATG.................................................................................................................................................................................................................................................................... 23 0 20 0.20 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TCTTCGCGGAGCTATGTCGTT............................................................................................................................................................................................................................. 21 0 11 0.18 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................................TCTCCGCGAAGCTATGTCCTTTA..... 23 1 6 0.17 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TGGAACGTCATATCTCCGCGGT...................................................................................................................................................................................................... 22 0 19 0.16 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

............................................................................................................................................................................................................................................TATCTCCGCGGAGTTATGTCG........................................... 21 0 20 0.15 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CGTCATATCTCCGCGGAGTTA...................................................................................................................................................................................................................................................................... 21 0 20 0.15 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................................................TCATATCTCCGCGGAGTTATGT............................................. 22 0 20 0.15 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0

.........................................................................................................................TCATATCTCCGCGCGGAGCTATTACC......................................................................................................................................................... 26 0 20 0.15 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................................................ATCTCCGCGGAGTTATGTCG........................................... 20 0 20 0.15 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................CGTCATATCTTCGCGGAGC...................................................................................................................................................................................................................................... 19 0 7 0.14 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTTGGAGCATCATATCTCCGCGCGGAGC................................................................................................................................................................ 28 0 7 0.14 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................................................................TCATATCTCCGCGAAGCTATG............ 21 0 7 0.14 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................AGCATCATATCTCCGCGCG.................................................................................................................................................................... 19 0 8 0.13 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TCGCGGAGCTATGTCGTTTTGGAACGTC................................................................................................................................................................................................................... 28 0 15 0.13 2 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGA.............................................................................................................................................................................................................................. 22 1 9 0.11 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ATATCTTCGCGGAGCTATGTCC............................................................................................................................................................................................................................... 22 1 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTG............................................................................................................................................................................................................................ 24 1 9 0.11 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TCATATCTTCGCGGAGCTATG.................................................................................................................................................................................................................................. 21 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCC............................................................................................................................................................................................................................... 21 1 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TCATATCTTCGCGGAGCTATGTC................................................................................................................................................................................................................................ 23 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CATATCTTCGCGGAGCTATGTC................................................................................................................................................................................................................................ 22 0 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

...............................................................................TTGGAACGTCATATCTCCGCGGT...................................................................................................................................................................................................... 23 0 18 0.11 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TCATATCTTCGCGGAGCTAT................................................................................................................................................................................................................................... 20 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTAG........................................................................................................................................................................................................................... 25 2 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................ATCTTCGCGGAGCTATGTCGTTC............................................................................................................................................................................................................................ 23 1 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................ATCTTCGCGGAGCTATGTCGTTT............................................................................................................................................................................................................................ 23 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................ATATCTTCGCGGAGCTATGTCT............................................................................................................................................................................................................................... 22 1 10 0.10 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................................................TCATATCTCCGCGGAGTTATGTC............................................ 23 0 20 0.10 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........TTGGAACGTCATATCTCCGCGG........................................................................................................................................................................................................................................................................... 22 0 20 0.10 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................GGAACGTCATATCTCCGCGGT...................................................................................................................................................................................................... 21 0 20 0.10 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................................................................TATGTCGTTTTGGAACATCATA............................ 22 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TCATATCTCCGCGGAGTTATGTC.................................................................................................................................................................................................................................................................. 23 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................TCATATCTCCGCGCGGAGCTA.............................................................................................................................................................. 21 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TGGAACGTCATATCTCCGCGGTT..................................................................................................................................................................................................... 23 1 20 0.10 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

......................TATCTCCGCGGAGTTATGTC.................................................................................................................................................................................................................................................................. 20 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TCATATCTCCGCGGAGTTATGT................................................................................................................................................................................................................................................................... 22 0 20 0.10 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................CTTCGCGGAGCTATGTCGTTT............................................................................................................................................................................................................................ 21 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TCTTCGCGGAGCTATGTCGT.............................................................................................................................................................................................................................. 20 0 11 0.09 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTT................................................................................................................................................................................................................................ 20 1 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................ATCTTCGCGGAGCTATGTCGTTTG........................................................................................................................................................................................................................... 24 1 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................TCTTCGCGGAGCTATGTCG............................................................................................................................................................................................................................... 19 0 11 0.09 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTAC........................................................................................................................................................................................................................... 25 2 12 0.08 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................................................TCTCCGCGAAGCTATGTCCTTTAAA... 25 3 12 0.08 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................................TATCTCCGCGAAGCTATGT........... 19 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCA............................................................................................................................................................................................................................... 21 1 14 0.07 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................TCGTTTTGGAACGTCATATCTCCGCGGT...................................................................................................................................................................................................... 28 0 15 0.07 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

........................................................................................................................................................................................................................CATGATGATTTGGAAGGTCAT............................................................... 21 0 15 0.07 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TCGCGGAGCTATGTCGTTTTGGAACGTCA.................................................................................................................................................................................................................. 29 0 15 0.07 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTAA............................................................................................................................................................................................................................... 21 2 15 0.07 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................................CATGATGATTTGGAAGGT.................................................................. 18 0 16 0.06 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TCGCGGAGCTATGTCGTTTTGG......................................................................................................................................................................................................................... 22 0 19 0.05 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................CATATCTCCGCGCGGAGCTATTACCCG....................................................................................................................................................... 27 0 20 0.05 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............GAACGTCATATCTCCGCGGAG......................................................................................................................................................................................................................................................................... 21 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................CATATCTCCGCGCGGAGCTATT............................................................................................................................................................ 22 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................................................TCATATCTCCGCGGAGTT................................................. 18 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

.............................................................................................................................................................................................CACCGACCTCGATTTTGAAAAAAAAAA.................................................................................... 27 0 20 0.05 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................................ATATCTCCGCGGAGTTATGTCG........................................... 22 0 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................GTTTTGGAACGTCATATCTTC............................................................................................................................................................................................................................................. 21 0 20 0.05 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................CCGCGGAGTTATGTCGTT............................................................................................................................................................................................................................................................... 18 0 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................GCTATGTCGTTTTGGAGC.................................................................................................................................................................................... 18 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................CGCGGAGCTATTACCCGAGA.................................................................................................................................................... 20 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................TCGTTTTGGAACATCATATCTCCGC..................... 25 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................ATCTTCGCGGAGCTATGTCGTTAAA.......................................................................................................................................................................................................................... 25 3 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................................................................................................................TATCTCCGCGGAGTTATGT............................................. 19 0 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................ATCATATCTCCGCGCGGAGCTAT............................................................................................................................................................. 23 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................................TTTCGATATTCGCACCGACCT...................................................................................................... 21 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................AAAAAATCATCGAAAATGT.......................................................................................................................... 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.......................................................................................................................CATCATATCTCCGCGCGGAGCTA.............................................................................................................................................................. 23 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................GGAGCTATGTCGTTTTGGAACGTCA.................................................................................................................................................................................................................. 25 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................AGCATCATATCTCCGCGCGGTA................................................................................................................................................................. 22 2 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............AACGTCATATCTCCGCGGAGT........................................................................................................................................................................................................................................................................ 21 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................ATTCGCACCGACCTCGATT................................................................................................. 19 0 20 0.05 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................TCCGCGGAGTTATGTCGTT......................................... 19 0 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CGTCATATCTCCGCGGAGTT....................................................................................................................................................................................................................................................................... 20 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................GATATTCGCACCGACCTCGATTTTGA............................................................................................. 26 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................................................................CGGAGTTATGTCGTTTTGGA.................................... 20 0 20 0.05 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................TTCGCACCGACCTCGATTT................................................................................................ 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CATCATATCTCCGCGCGGAGC................................................................................................................................................................ 21 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CGCGCGGAGCTATTACCCGAG..................................................................................................................................................... 21 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................TCATATCTCCGCGGAGTTA...................................................................................................................................................................................................................................................................... 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................TATCTTCGCGGAGCTATGTCGTTTAA.......................................................................................................................................................................................................................... 26 2 20 0.05 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................................................................TCATATCTCCGCGGAGTTAT............................................... 20 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTGCACTACAAAACCTTGCAGTATAGAGGCGCCTCAATACAGCAAAACCTTGCAGTATAGAAGCGCCTCGATACAGCAAAACCTTGCAGTATAGAGGCGCCACGATACAGCAAAACCTCGTAGTATAGAGGCGCGCCTCGATAATGGGCTCTAGAATTTTTTTTTAGTAGCTTTTACAAAGCTATAAGCGTGGCTGGAGCTAAAACTTTTTTTTTTGTACTACTAAACCTTCCAGTATAGAGGCGCCTCAATACAGCAAAACCTTGTAGTATAGAGGCGCTTCGATACAGGAAAACCTTG

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

#
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Total
Norm Total

SRR2096014

Ovary_Strain_160_oxidized

SRR2096057

Ovary_Min_50

SRR2096013

Ovary_Strain_9_oxidized

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
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SRR060678

9x140_testes_total

M047

female
body

SRR060681

Argx9_testes_total
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Ovary_Min_193

M061

embryo

SRR060667

160_females_carcasses_total

SRR060672
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2h from 14
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SRR2096056

Ovary_Min_46

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

........................AGAGGCGCCTCAATACAGC................................................................................................................................................................................................................................................................. 19 0 20 0.50 10 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TTGCAGTATAGAAGCGCCTCGAT.................................................................................................................................................................................................................................... 23 0 7 0.14 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................GAAGCGCCTCGATACAGCAAAACCT........................................................................................................................................................................................................................ 25 0 9 0.11 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................................ACTAAACCTTCCAGTATAGAGGCGCCT.................................................... 27 0 20 0.10 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................TCTAGAATTTTTTTTTAGTAGCTT............................................................................................................................... 24 0 16 0.06 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................................TATAGAGGCGCCTCAATACAGC........................................... 22 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

..............CTTGCAGTATAGAGGCGCCT.......................................................................................................................................................................................................................................................................... 20 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

.................................................................................................................................GGCGCGCCTCGATAATGGGCT...................................................................................................................................................... 21 0 20 0.05 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

............................................................................................................................ATAGAGGCGCGCCTCGATAATGGGCTC..................................................................................................................................................... 27 0 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

......................ATAGAGGCGCCTCAATACA................................................................................................................................................................................................................................................................... 19 0 20 0.05 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................................................................................................AGCAAAACCTTGTAGTATAGA......................... 21 0 20 0.05 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.........................................GCAAAACCTTGCAGTATAGAA.............................................................................................................................................................................................................................................. 21 0 20 0.05 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................TAAGCGTGGCTGGAGCTAAAACTTTTT......................................................................................... 27 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

................................................................................................................................................................................CAAAGCTATAAGCGTGGCTGGAGCT................................................................................................... 25 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_794:400-699 + dvi_23034 AA-----------------CGTGATG--TTTTGGAACGTCATATCTCCG-------------------------------------------CGGAGTTATGTCGTTTTGGAACGTCATATC-----------TTCG--CGGAGCTATGTCGTTTTGGA-------------------------------------------------------------------------------------------------ACGTCATATCTC--CGCGG-------------------------TGCTATGTCGTTTTGGAGCATCATATCTCCGCGCGGAGCT-------ATTACCCGAGATCTTAAAAAAAAATCATCGAAAATGTTTCGATATTCGCACCGACCTCGATTTTGAAAAAAAAAACATGATGATTTGGAAGGTCATATCTCCG--CGGAGTTATGTCGTTTT-GGAAC-------------------------ATCATATCTCCGC--GAAGCTATGT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCTTTTGGA-----AC
droWil2 scf2_1100000004961:4150048-

4150304 +
GA-------------------------------G-ATGACATATCTC----------------------------------ATTTTTAACGGCGGAGATATGTCGTTGTAAAACGACATATCATCGCCGGTGATCTGCGCGGAGATATGTCGTTTGAAAACGTCATATCTCCGCCGTTAGAAAAACGACATATCTCCGCGCGAAATTATTAT----T-----------------------------------------------------------------------------------------GGGGTTTATTA-----------------------TTATATCATCGCCGGTGATCT----------------------------------------------------------------------GCGGAACGACATATCTCCGCGCGAAATTATGTCGTTTC-AGAAC-------------------------GACATATCTCCGCGCGAAATTATGTC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTTTCAGA-----A-

dp5 Unknown_singleton_3316:2463-
2731 +

dps_3619 ATCGTCATTTTCGGCATAGCGTCATATCT--CCG-ACGACATATCTCCGCCCAGTACATTTTGCCGGCGGAATTATGTCGCTTTTTTTCTGGCGGACTTATGTCGTTTGAAAGCGTCATATC-----------TCCGCTCGGAGATATGACGTTTTGAAACGACATATCTCCGCCGTGTTACAAACGACATATCTCCGCGCGGAGATATGACGTTTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAAACGACATATCTCCG-------------------------------------CCGTGTCACAAACGACATATCTCCGCGCGGAGCTATGAC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCTTAGAA-----GC

droPer2 scaffold_6336:1241-1452 + AG-----------------CGTCATATCT--CCG-ACGACATATCTCCGCCCAGTACATTTTGCCGGCGGAATTATGTCGCTTTTTTTCTGGCGGACTTATGTCGTTTGAAAGCGTCATATC-----------TCCGCTCGGAGATATGACGTTTTGAAACGACATATCTCCGCCGTGTTACAAACGACATATCTCCGCGCGGAGATATGACGCTTA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAAGC-------------------------GACATATCTCCGCGCAG--CGAT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droKik1 scf7180000302704:11216-11467

+
G-------------------------------------------------------------------------------------------------------------------------------------------------------CTCTAAAGCGACATATCTCCGCCGAACTAGAAACGACATATCTCCGCGCGGAGCTATGTCGTTTT------------------------------------AAAGTGACAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AACTCCGCGCGGAGGTATGTCGTTGCTTACGACAACAGCTCCCCA-----------GAAATCTATATCACTT-------------------------------AACATATCT-------A-AAAATTTATCTTTAACAGTGTTTACATTTTTTAGTTTAGTGAAAAAGATAGCGTCATCTGCATATATTGATACATGTATATCCTTATGTCTTTTTACAATATCAT

droEle1 scf7180000491271:9567-9710 + ------------------------------------CGTCATATCTCCGCCCAGTCTATTTAGTCGGCG-------------------------GAGATATGT-----------------------------------------AC-------------------------------------------------------------ATGTCGTTTAAAAACGAAATATTTTCGCGCTGAGATATGTCGTTTTCAAACGTCTTATCTCTGCGCGG-------------------------AGATATGTCGCTTGTA-----------------------------------------------------------------------------------------------------------------------------------------------------------GAAG-------------------------GAC--ATCTCCGT------------------------------------G-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droRho1 scf7180000759646:452-692 + AA----------------------------------CGACATATCTCCGC----------------GCG-------------------------GAGATATGTC------------------------------------------------------------------------------------------------------------GTTTAA-AACGAAATATTTTCGAGCGGAGATATGTCGTTTTTAAACGTCATATCTCCCCGCGG-------------------------AGATATGTCGTTTTTAGAC-----------------------------------------------------------------------------------------------------------------------GACAT--------------------------------------------------------------AACTCCGC------------------------------------GTTAGTCAATGGGGGAGCTGTGTCGCTTTTAAGCGACAGAATTCCCCCAAATAAATCACGACATATCTCCGC-CGACAAAATACACT--GGGCG---------------------------GAGATA-TGACGG-CGGAGA------------TATGTC--------GTT------------
droBia1 scf7180000301475:10283-10572

+
AA-----------------TTTATTC--TATTGGA-AGA----------------------------------TGAGTTGCTAATAAATCGGCGGAGATGTAACTTTTCATAGCGACATAAC-----------TCCGCGCGGAGATATGTCGTCTTGAA-------------------------------------------------------------------------------------------------ACGTCATATCTCCGCGCGGAAATATGTCGCTTTTTGTTCAGCGGAGATATGTCTTTTTAAAAC----------------------------------------------------------------------------------------------------------------------CGACATAACTCCGCGCCGAGATATGACGTTTTGAAAACGACATAGCTCCGCCAAAAAAAAA------------------------------------------------------------------------------------------------------------ACGACAA--TTCCGCTCGA-AAATTGTACC--GAGCG---------------------------GAGATA-TGTCGTCCGGAGA------------TATGTCGCTATGCCCTTGTGG--------

droTak1 scf7180000410441:46-298 + AA-----------------CTTTGTAGCTTTTAAAACTTC------GCG-------------------------------------------GGGAGATATGTCGT-----------------------------------------------TTTAAAAACGCAGAGCTCCGCCCTTCTACAAACGACTTATCTCCGCGCGGAGATATGACGTTTAAAAACGACATATCTCCGCGCGAAAATATTTCGTTTTTAAACGTCACATCTCCGCGCGGAGATATGTCGTTCTTAAATGGGCGAAGATATGTCGTTTTTA------------------------------------------------------------------------------------------------------------------------------------------------------------AAC-------------------------GTCATATCTCCGC------------------------------------GTTGATTAACGGGGGAGATATGT-----------------------------------------------------------------------------------------------------------------------------------------------CGTTTTTAA-----AC
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ID:

dvi_15239

Coordinate:

scaffold_13047:2214612-2214671 -

Confidence:

candidate

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to intron [Dvir\GJ23748-in]; intron [Dvir\GJ23477-in]; CDS [Dvir\GJ23477-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TATGCCCAAGTGGATAAATTCGCGTTTGTTCACATCCGGCGACTGTGAAAGTGGGTTTTAGCTGTCTGATTAAGAGGAGTCCCTTTAACTAGAGCTTGTTCAATCCACAGAAACCAGTGAGGAATGCTGTTGCGAGCGACCCGAACACTTGCAGCCGAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060681

Argx9_testes_total

SRR060659

Argentina_testes_total

SRR060678

9x140_testes_total

SRR060679

140x9_testes_total

SRR060655

9x160_testes_total

SRR060680

Â 9xArg_testes_total

SRR060683

160_testes_total

SRR060689

160x9_testes_total

SRR060671

9x160_males_carcasses_total
SRR2096058

Ovary_Min_98

GSM1528803

follicle
cells

M047

female
body

SRR060684

140x9_0-
2h_embryos_total

M027

male
body

SRR060667

160_females_carcasses_total

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060686

Argx9_0-
2h_embryos_total

M061

embryo
SRR2096059

Ovary_Min_164

V053

head

V116

male
body

.....................................................................................TAACTAGAGCTTGTTCAATCCACAG.................................................. 25 0 1 3.00 3 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TAGAGCTTGTTCAATCCACAG.................................................. 21 0 1 3.00 3 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGGGTTTTAGCTGTCTGATTAAGAG.................................................................................... 26 0 1 2.00 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTAACTAGAGCTTGTTCAATCCACAG.................................................. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................ACTAGAGCTTGTTCAATCCACA................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................AGAGCTTGTTCAATCCACAG.................................................. 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGGGTTTTAGCTGTCTGATTAAGA..................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGGGTTTTAGCTGTCTG............................................................................................ 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................TTAAGAGGAGTCCCTTTAACTAGAGCT................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..TGCCCAAGTGGATAAATTCGCGTTT..................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGGGTTTTAGCTGTCTGATTA........................................................................................ 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................GAGCTTGTTCAATCCACAG.................................................. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ATACGGGTTCACCTATTTAAGCGCAAACAAGTGTAGGCCGCTGACACTTTCACCCAAAATCGACAGACTAATTCTCCTCAGGGAAATTGATCTCGAACAAGTTAGGTGTCTTTGGTCACTCCTTACGACAACGCTCGCTGGGCTTGTGAACGTCGGCTTA

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

M061

embryo

V053

head

M028

head

SRR060669

160x9_females_carcasses_total

SRR060672

9x160_females_carcasses_total

SRR060684

140x9_0-
2h_embryos_total

SRR060686

Argx9_0-
2h_embryos_total

SRR060658

140_ovaries_total
SRR2096014

Ovary_Strain_160_oxidized

SRR060665

9_females_carcasses_total

V047

embryo

V116

male
body

GSM1528803

follicle
cells

SRR2096058

Ovary_Min_98

SRR060663

160_0-
2h_embryos_total

SRR060666

160_males_carcasses_total

SRR060667

160_females_carcasses_total

SRR060668

160x9_males_carcasses_total

SRR060682

9x140_0-
2h_embryos_total

SRR060687

9_0-
2h_embryos_total

SRR2096055

Ovary_Min_43

M027

male
body

SRR060678

9x140_testes_total

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13047:2214481-

2214727 -
dvi_15239 AGTCTCTATGCCCAAGTGGATAAATTCGCGTTTGTTCACATCCGGCGACTGTGAAAGTGGGTT--------TTAGCTGTC------T-GATTAA------------GAGGAGTCCCTTTAACTAGAGCTTG-TTCAA-------------------------------------TCCACAGAAACCAGTGAGGAATGCTGTTGCGAGCGACCCGAACACTTGCAGCCG---AATTGTGAAATCGATTGGGATTCGGTGCATCCACCGGGTCAACCCTATAAGCCCCGTGATACACACTACTGGTATCCAGATCCG

droMoj3 scaffold_6540:22692106-
22692329 +

AGTGAAAATGCCCCAGTGGATGAATTCGCGTTTCTTTACGTC--TTCG---CGTAAGTGCGAT----GTGCT--------------C-AGTTCC------------TGGGAATTCCTTTAACCAGAGCTTGCTTCCA-------------------------------------TTCACAGAGTCTAGCGAGGAGTGCTGTCGTGAGCAG------------C---CG---CCGTGTGATTACGACTGGGATGCTTACCATCCACGCGGTCCGCCGTATGAGCCGCGCCACTCTCACTCTTGGCATCCGGATCCG

droGri2 scaffold_14906:9042675-
9042922 -

CA-----ATACCCAAGTGGATGAATCCGCGTTACTTTGCAACGGGTGACTCGGAAAGTAAGAAA---GTTTTGAGCTTTG------C-C-AAGACTA----------AGGTCTGCCACT-AATTATGCTTGCAACAA-------------------------------------TTCACAGAGACCAGCGAAGTATGTTGCAATGAGCGACCGGATCATTTGCAGCCC---AATAGCGAAATCAATTGGGATGAACTGCGTCCACCTGGTAAGCCTTATGAACCACGCGACACACACTACTGGTATCCGGATCCC

droWil2 scf2_1100000004902:6927402-
6927443 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCGTATGAGCCACATGATTCGCATCATTGGTATCCAGATCCT

dp5 2:27534712-27534784 - CG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGAGGACTTTG------------GGTACATCCCAGGACCCCCGTACGAGCCGCGCGACACGCACTACTGGTATCCGGATCCG
droPer2 scaffold_6:2854373-2854434

-
TT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GG--GTACATCCCAGGACCCCCGTACGAGCCGCGCGACACGCACTACTGGTATCCGGATCCG

droAna3 scaffold_13340:9285289-
9285373 -

G--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATGCGATCCCTCCTGGGAGGAGTTGCATCCCCCGGGGCCACCATATGAGTACCGAGACACGCACTTTTGGTACCCAGATCCC

droBip1 scf7180000396712:441946-
442030 -

G--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATGCGATCCCTCCTGGGAGGAACTGCATCCCCCGGGACCACCGTACGAGTACCGAGACACGCACTTCTGGTACCCAGATCCC

droKik1 scf7180000302355:1325099-
1325343 -

AA------------AACTATTGAATTATCGCGTGTTTTCGACCCAAAA---AGAAGGTAAGAA----GTGTTTAGGTTTG----------AGGATTAAGTGTAG------------------TTTGGTTTTCAAAAG--TACA-GAAA--GAGCTTCCTTAATGTCTTAATTTCTCCACAGGTTC---------------CCACGAAGAGCCCAAAGCCAAGC---CAGATGAATGCGATCCCAGTTGGGATGAACTATTTCCCAGGGGGCCGCCTTATGAGCCCCGCAACACCCACTACTGGTATCCAGATGCC

droFic1 scf7180000454055:1101900-
1102112 +

AG--------------CTTTTCTACCATCGCATGTTTTCCTCTCACAA---AGATGGTAAGTCA-----TTA---T----TTCTTCCTTAACACTTAAGTTTAATTTGTGA-------------------------AATCGTC-TAAAGAGTG--------------------------TGAGTG---------------CCCCGAAGAGCCGAGAGCTAAGC---CG---GAGTGCGATCCCAGTTGGGATGAAATATACCCTCGGGGACCTCCTTACGAACCCCGTGATTCCCATTTCTGGTATCCGGATCCG

droEle1 scf7180000491212:558974-
559181 +

TG--------GGCAAGCTTTTCAATTATCGCATGTTTTCTTCGAACAA---AGAAGGTAAGTAAAATGT------------------------------------------GTAGCCTCAATTCCTGCTTGCAACAAATTT---------------------------------CCTACAGAGTG---------------CCATGAGGAGCCGAAAGCTAAGC---CA---AAGTGTGACCCCGATTGGGATGAACTTTATCCGCCAGGACCGCCATATGAGCCCTACGATTCGGGTTTCTGGTATCCAGATCCC

droRho1 scf7180000779365:56103-
56191 -

AG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C---CA---AAGTGTGACCCCGACTGGGATGAAGTCTATCCGCCCGGTCCGCCGTTCGAAGATAACGACTCGGGTTTCTGGTATCCAGATCCC

droBia1 scf7180000302136:2004172-
2004381 +

AA-------------ACTCTTCAATCGCCGTATGTTTTCATCGAACAA---AGAGGGTAAGTAAAAGAG-----------GCATTCCCGATTTT------------AGAA--------------------------GATTTATT-TAAGATACC-----------------AT-TTCAAAGCTTG---------------CCACGAGGAGCCAAAAGCCAAGA---AG---GAGTGCGACCCCAGTTGGGATGAGGTTTATCCCCCGGGTCCACCTTACGAGCCATACGATTCACATTTCTGGTACCCGGACCCC

droTak1 scf7180000415257:21609-
21720 +

C--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TG---------------TCCCGAGGAGCCCAAAGCCAAGC---CG---GAATGCGATCCCAGTTGGGATGAACTCTATCCGCCTGGGCCGCCCTACGAGCCATATGACTCGCATTTCTGGTATCCAGATCCC

droEug1 scf7180000409692:193922-
194132 -

TT-----TTGGGCAAACTATTCAATCGCCGTGTGTTTTCATCAAACAA---AGAAGGTAAGTTA-----GTC--------------C-ATTTTC------------TGTTA-------------------------GATTTACT-TAAGAGAGT-----------------ACTCTTAAAGCATG---------------TCCCGATGAGCCAAAACCCAAAC---AG---GAATGTGACCCCAGTTGGGATGAACTCTACCCACCTGGCCCGCCATACGAACCACGTGACACACATTTCTGGTATCCAGATCCT

dm3 chr3R:21184298-21184382 + G--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAATGTGACCCCAGCTGGGATGAGCTGTATCCTCCAGGCCCGCCATACGAGCCCTATGACACACACTACTGGTATCCAGATCCC
droSim2 3r:20694909-20694993 + G--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAATGTGACCCCAGCTGGGATGAGCTGTATCCTCCAGGGCCGCCATACGAGCCCTATGACACACACTACTGGTATCCAGATCCC

droSec2 scaffold_33:438395-438479 + G--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAATGTGACCCCAGCTGGGATGAGCTGTATCCTCCAGGGCCGCCATACGAGCCTTATGATACACACTACTGGTATCCAGATCCC
droYak3 3R:25308754-25308866 - AA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGTTG---------------CCACGAGGAGCCGAAAGCTAA------G---GAATGTGACCCCAGCTGGGATGAGCTGTATCCACCCGGACCGCCGTACAAGCCCTATAACACCCACTTCTGGTATCCAGATCCC
droEre2 scaffold_4820:6861340-

6861492 -
AG-------------ATC---------------------------------------------------GCT--------------C-ACTTCC------------TGGTA-------------------------AACTCA--TAAG--GAGC-----------------AT-ATTTAAGAGTG---------------CCGCGAAGAGCCAGAAGTTAA------G---GAATGTGACCCCAGCTGGGATGAGCTGTATCCTCCCGGTCCGCCATACAAGCCTCGTGACACACACTACTGGTATCCAGATCCC
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crit.star
crit.loop
crit.mor
crit.half
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ID:

dvi_831

Coordinate:

scaffold_10324:948823-948873 -

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 [Dvir\GJ14969-in]; CDS [Dvir\GJ14969-cds]; CDS [Dvir\GJ14969-cds]; utr3 [utr3_plus_2491]; utr3 [utr3_plus_2492]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAAGGAGCAGCTGAAGAAGCTGCAAAAGAAATACGGCTTAGAGAATGAAAGTGAGTGTGTTTAGTGAGTGTAAACGGGCCTTACTTAAATATTCTCTTTAGAATTCGTGGAGGTGAGCGTCAATCCGAATCCAAATTATAATGATCGCAGT

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

#
Mismatch

Hit
Count

Total
Norm Total

V116

male
body

SRR2096055

Ovary_Min_43

M047

female
body

SRR060678

9x140_testes_total
SRR2096058

Ovary_Min_98

SRR2096059

Ovary_Min_164

M028

head

SRR060679

140x9_testes_total

SRR060680

Â 9xArg_testes_total

SRR060660

Argentina_ovaries_total

SRR060681

Argx9_testes_total
SRR2096057

Ovary_Min_50

M061

embryo

SRR060670

9_testes_total

SRR060675

140x9_ovaries_total

SRR060677

Argx9_ovaries_total

V047

embryo

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

M027

male
body

..................................................GTGAGTGTGTTTAGTGAGTGTAAA............................................................................. 24 0 1 11.00 11 3 0 0 2 2 0 1 0 0 0 1 2 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGTGTTTAGTGAGTGTAAACG........................................................................... 26 0 1 6.00 6 2 0 0 0 0 0 0 1 1 0 0 0 0 1 1 0 0 0 0 0 0

..................................................GTGAGTGTGTTTAGTGAGTGTAAAC............................................................................ 25 0 1 5.00 5 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

..................................................GTGAGTGTGTTTAGTGAGTGTA............................................................................... 22 0 1 4.00 4 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGTGTTTAGTGAGTG................................................................................. 20 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGTGTTTAGTGAGTGTAAACGG.......................................................................... 27 0 1 4.00 4 1 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGTGTTTAGTGAGTGTAA.............................................................................. 23 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGTGTTTAGTGAGTGT................................................................................ 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................TTAGTGAGTGTAAACGGGCCT...................................................................... 21 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTGTTTAGTGAGTGTAAAC............................................................................ 19 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TGGAGGTGAGCGTCAATCCGA....................... 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGTGTTTAGTGAGT.................................................................................. 19 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................TACGGCTTAGAGAATGAAAAA................................................................................................... 21 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................GAGTGTGTTTAGTGAGTGT................................................................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

......................CAAAAGAAATACGGCTTAGA............................................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................AAATACGGCTTAGAGAATGAAA..................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................GAGTGTAAACGGGCCTTACTTAAATATT.......................................................... 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................CGGGCCTTACTTAAATATTCTCTTTAG.................................................. 27 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................ACGGGCCTTACTTAAATATTCTCTTTAG.................................................. 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................CGGCTTAGAGAATGAAAG.................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TGTGTTTAGTGAGTGTAAAC............................................................................ 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGTGTTTAGTGAGTGTAAACGGG......................................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CGTGGAGGTGAGCGTCAATCCGA....................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

...............................................................GTGAGTGTAAACGGGCCTT..................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTTCCTCGTCGACTTCTTCGACGTTTTCTTTATGCCGAATCTCTTACTTTCACTCACACAAATCACTCACATTTGCCCGGAATGAATTTATAAGAGAAATCTTAAGCACCTCCACTCGCAGTTAGGCTTAGGTTTAATATTACTAGCGTCA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096014

Ovary_Strain_160_oxidized

SRR060658

140_ovaries_total
SRR2096060

Ovary_Min_193

SRR060656

9x160_ovaries_total
SRR2096056

Ovary_Min_46

SRR060668

160x9_males_carcasses_total

SRR060675

140x9_ovaries_total

SRR060679

140x9_testes_total
SRR2096055

Ovary_Min_43

SRR2096058

Ovary_Min_98

SRR060666

160_males_carcasses_total

...................................................................................................................TCGCAGTTAGGCTTAGGTTTA............... 21 0 1 6.00 6 0 1 3 1 0 0 0 1 0 0 0

....................................................................................AATTTATAAGAGAAATCTTAAGCACCT........................................ 27 0 1 2.00 2 0 0 0 0 1 0 0 0 0 1 0

............................................................................................................CCTCCACTCGCAGTTAGGCTT...................... 21 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_10324:948773-948923

-
dvi_831 CAAGGAGCAGCTGAAGAAGCTGCAAAAGAAATACGGCTTAGAGAATGAAAGTGAGTGTGTTTAGT---------GAGTGTAA---------------------------------------------------------------ACGGGCC-------------------T---------------TACTTAAAT-----AT---TCTCTTTAGAATTCGTGGAGGTGAGCGTCAATCCGA------AT---CCAAATTATAATGATCGCAGT

droMoj3 scaffold_6496:2821490-
2821658 -

CAAGGAGCAGTTGAAGAAGCTTCAAAAGAAGTACGGCCTGGAGAATGAAAGTGAGTTCCT----GGGTGT-----------------------------A------TACAT--------TGATGCGCA----------AGGATAATGATG-----------TA------------TTATT----------------ATTATAAATATTATTCTAGAATTTGTGGAGACGAGCGGCAATCCCA------AT---CCAAATTACAATGATCGCAGT

droGri2 scaffold_15245:8628407-
8628568 -

CAAGGAGCAGCTGAAGAAACTGCAAAAGAAATACGGTTTGGAGAATGAAAGTGAGTAAAT----AGTTGA--ATGA-----------------------G------TTAAG--------CATGAGTTT-----------------------------------------------------------AACTTATCGTTTCTCG-CATTCACTTAGAATTTGTGGAGGCTAGCGGCAATGTGA------AT---CACAACTACAACGATCGTAGT

droWil2 scf2_1100000004513:2303058-
2303224 +

CAAGGAACAACTGAAGAAGCTGCAAAAGAAATATGGCCTTGAAAATGAAAGTGCGTATCCCTATA-----------------GA----GAAAACTTGATCAGGAGTA----TATGAACA----------------------------------------------------T---------------GATTT------------CTCTTCTCTAGAATTCGTTGAATCCAGCGGCAATGGCCAACAGA---ATTCCAATTATAATGATCGTGCC

dp5 3:466051-466244 + CAAGGAGCAGCTGAAGAAGCTGCAAAAGAAGTACGGTCTGGAAAATGAGAGTGAGTAGTA----GC----------------------------------------------------------------CGTCG--CAACGTAACTAGCTTCGACGTGTGTTTTCTTACCAGGAACGCATTTCCTT-------TATCCTCTTATCGGTTTATAGAATTTGTTGAAGCTAGTGGCAATGGACAGCAGA---AACCAAACTACAATGATCGTGCG
droPer2 scaffold_2:652928-653121 + CAAGGAGCAGCTGAAGAAGCTGCAAAAGAAGTACGGTCTGGAAAATGAGAGTGAGTAGTA----GC----------------------------------------------------------------CGTCG--CAACGTAACTAGCTTCGACGTGTGTTTTCTTACCAGGAACGCATTTCCTT-------TATCCTCTTATCGGTTTATAGAATTTGTTGAAGCTAGTGGCAATGGACAGCAGA---AACCAAACTACAATGATCGTGCG
droAna3 scaffold_13266:2239129-

2239296 -
CAAGGAACAGCTGAAGAAACTGCAGCGCAAGTATGGCTTGGAAAATGAAAGTGAGTACTAT-AAA-----------------GATATGGGAATTGTAATGGATACTAT-------TATC----------------------------------------------------T---------------GAT-----------ATTCTAACTTTTAGAATTTGTGGATGGCGGTGGCAATGGTCAGTCCA---ACTCGAATTACAATGACAGAGCT

droBip1 scf7180000396759:1283473-
1283640 -

CAAGGAACAGCTGAAGAAACTGCAGCGCAAGTATGGATTGGAAAATGAGAGTAAGTACTAT-ATA-----------------GACTTAGAAATTTTAATGAAAACTAA-------TATC----------------------------------------------------T---------------GATTTAAA-----------AACTTGTAGAATTTGTGGATGCTGGTGGCAATGGTCAGTCCA---ACTCGAATTATAACGATAGAGCT

droKik1 scf7180000302386:633496-
633657 -

CAAGGAGCAGCTAAAAAAGCTGCAAAGGAAATATGGACTGGAAAATGAGAGTAAGCATAGC----------------------------------------------------------------TTT-------------------------GGCTTAAAAACCCTTACCT---------------GGTTTGACT-----ATTTCTGCTTTTAGAATTTGTAGAATCCAGTGGCAATGGTCAGTCGG---CGCCCAACTACAAAGATAGGGCT

droFic1 scf7180000453342:812185-
812350 -

CAAGGAGCAGCTCAAAAAGCTTCAGCGGAAGTATGGCCTAGAAAATGAGAGTGAGTAGGA----TT----CGTTTGCCATAA----------------------------------------------------------ACTGAATAGTTT----ATGTAT---------T---------------TATTTACAA-----ATTCACACATTCAGAATTTGTGGAGTCCAGCAGCAATGGTC------AA---TCCAATTACAATGATCGCGCT

droEle1 scf7180000491214:3957854-
3958017 +

CAAGGAGCAGCTCAAGAAGCTGCAGCGCAAATATGGCCTGGAAAATGAGAGTGAGTCTGCCT--------TCCTTAAAGCTT-----------------------------CATAGATC----------------------------------------------------T---------------AATTTCTCAACTATATTACGTATTTCAGAATTTGTAGAGACCAGTGGCAATGGTC------AAGCCTCCAACTACAACGATCGTGCC

droRho1 scf7180000776849:731377-
731540 -

TAAGGAGCAGCTAAAGAAGATACAGCGGAAATATGGTCTAGAAAATGAGAGTAAGTTTTCCT--------TGTTTGATACAA-----------------------------CTTAGA--TCA-----------------------------------------------------------------CACTTGACAATTATATTACTTATTTCAGAATTTGTAGAGACCGGTGGCAATGGTC------AGGGCTCAAACTACAATGACCGCGCT

droBia1 scf7180000302143:311836-
311992 -

CAAGGAGCAGCTAAAGAAGCTGCAGCGCAAATATGGCCTGGAAAATGAGAGTGAGTACACT-A-AC----------------------------------------------------------------CATCCTTTAGTGCAATGATGTTCTAAGTTGTT------------------------------------------TTTATTATCAGAATTCGTTGAACCTGGCGGCAATGGGC------AG---TCCAACTACAATGATCGCGCC

droTak1 scf7180000415878:906543-
906704 -

CAAGGAGCAGCTAAAAAAGCTGCAGCGCAAATATGGCCTGGAAAATGAGAGTAAATATCTTTAGGGTGTC-------------------------------------------------------------------------------------------TA------------TTATTCCTCTGAAACTCAACTATCCCATCTGAATTTCTAGAATTTGTTGAGTCTGGTGGCAATGGTC------AG---TCCAACTACAATGATCGCGCC

droEug1 scf7180000409462:37995-38154
-

CAAGGAGCAGCTAAAGAAGCTGCAACGCAAGTATGGACTAGAAAACGAAAGTAAGTACCTTTCAA--------------------------------------------------------------------------GGATC----------------------------ACGTCATTCCTCTCCAACTTGACAATCTTATTTCGAATTTTAGAATTTGTTGAGCCT---GGCAATGGTC------AG---TCCAACTACAATGATCGTGCT

dm3 chr2R:11110438-11110596 + CAAGGAGCAGTTAAAAAAACTGCAGCGCAAATATGGACTAGAAAACGAAAGTAAATACAA----GACAAC-----------------------------T------TATAC--------TCTCACTTT-----------------------------------------------------------ACTTTGACAATCCTTAATTCACTTTTAGAATTCGTTGATACTAGCGGCAATGGGC------AG---TCCAACTACAATGATCGTGCC
droSim2 2r:11781059-11781217 + CAAGGAGCAGTTAAAAAAACTGCAGCGCAAATATGGACTGGAAAACGAAAGTAAATACAA----GACAAC-----------------------------C------TCTAC--------TCTCACTTT-----------------------------------------------------------ACTTTGACAATCCTTAATTCACTTTTAGAGTTCGTTGATACTAGCGGCAATGGCC------AG---TCCAACTACAATGATCGGGCC
droSec2 scaffold_1:8603829-8603987 + CAAGGAGCAGTTAAAAAAACTGCAGCGCAAATATGGACTGGAAAACGAAAGTAAATACAA----GACAAC-----------------------------C------TCTAC--------TCTCACTTT-----------------------------------------------------------ACTTTGACAATCCCTTATTCACTTTTAGAGTTCGTTGATACTAGCGGCAATGGCC------AG---TCCAATTACAATGATCGGGCC
droYak3 2R:11032001-11032167 + CAAGGAGCAGCTGAAAAAACTGCAGCGCAAATATGGCTTGGAAAATGAAAGTAAATACAA----GACTAT-----------------------------C------TCTAC--------TC---------------------------------------------------CCATCACATCTCTTTATGTTGACAATCCTTAATTAACTTTTAGAATTCGTTGATACTGGCGGCAATGGCC------AG---TCCAACTACAATGATCGGGCC
droEre2 scaffold_4845:14757092-

14757256 -
CAAGGAGCAGCTGAAAAAGCTGCAGCGCAAATACGGCCTGGAAAATGAAAGTAAATACAA----GACTAC-----------------------------C------ACTAC--------TCTTCACTTACAATC-----------------------------------------------------CTTTTGACAATCCTTACTTAACTTTTAGAATTCGTTGACACTGGCGGCAATGGCC------AG---TCCAACTACAATGATCGGGCC
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CCGAGGAGGGGGTTTTCAATACACCATGGGCCCCATGACAAAAATTATTGGTAAGTTGACGTGGAGTAAATAGTCAAACGTCCTAAACTCACTTCAATTGCAGACAAAAGAGTTGGTCCCGGTCCCGGCGCACACGATGTTCATAATAAGCCA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060659

Argentina_testes_total

SRR060678

9x140_testes_total

M027

male
body

SRR060679

140x9_testes_total

SRR060681

Argx9_testes_total

V116

male
body

SRR060655

9x160_testes_total

SRR060657

140_testes_total

SRR060670

9_testes_total

SRR060683

160_testes_total

SRR060689

160x9_testes_total

SRR1106729

mixed
whole
adult body

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060668

160x9_males_carcasses_total

V047

embryo

..................................................GTAAGTTGACGTGGAGTAAA................................................................................... 20 0 1 4.00 4 0 0 0 0 0 0 2 1 1 0 0 0 0 0 0

.....................................................................................................................CCCGGTCCCGGCGCACACG................. 19 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGACGTGGAGTAAATAGT............................................................................... 24 0 1 3.00 3 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0

....................................................................................................................TCCCGGTCCCGGCGCACAC.................. 19 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................TAGTCAAACGTCCTAAACTCA.............................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0

....................................................................................................................................CACGATGTTCATAATAAGCCA 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGACGTGGAGTAA.................................................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................CCCGGCGCACACGATGTTCATAA....... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

..............................................................................................................AGTTGGTCCCGGTCCCGGCG....................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

...........................................................................................................AAGAGTTGGTCCCGGTCCC........................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................TGGTCCCGGTCCCGGCGC...................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AAAAGAGTTGGTCCCGGTCCCGGCGC...................... 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.............TTTCAATACACCATGGGCC......................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AAAAGAGTTGGTCCCGGTC............................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................TTGGTCCCGGTCCCGGCGC...................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................GTTGGTCCCGGTCCCGGCGCACAC.................. 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................TCCCGGTCCCGGCGCACACGATGG............. 24 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGACGTGGAGTAAATAGTCAA............................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

....................................................AAGTTGACGTGGAGTAAA................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TAAACTCACTTCAATTGCAGA................................................. 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AGAGTTGGTCCCGGTCCCGGCGCACAC.................. 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.................................................................................CCTAAACTCACTTCAATTGCAG.................................................. 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..................ATACACCATGGGCCCCATG.................................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GGCTCCTCCCCCAAAAGTTATGTGGTACCCGGGGTACTGTTTTTAATAACCATTCAACTGCACCTCATTTATCAGTTTGCAGGATTTGAGTGAAGTTAACGTCTGTTTTCTCAACCAGGGCCAGGGCCGCGTGTGCTACAAGTATTATTCGGT

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

#
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Norm Total

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

V053

head

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR1106729

mixed
whole
adult body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13047:15212090-

15212242 +
dvi_17006 CCGAGGAGGGGGTTTTCAATACACCATGGGCCCCATGACAAAAATTATTGGTAAGTTGAC--GTGGAG---------------------------TAAAT--------AGTCA-------------------AACGT--CCTAAACTC------------------------------A-C---T-------TCAATTGCAGACAAAAGAGTTGGTCCCGGTCCCGGCGCACACGATGTTCATAATAAGCCA

droMoj3 scaffold_6540:18690209-
18690369 +

CCCGGGCAGGGGCGCCGAGTACACTATGGGCCCCATGACTAAAATAATAGGTAGGTTGCA--TCCGACTCG------------------------AATAC--AA-TG-G-CTG-------------------AA-GCTAACGTAAATCCG------------------------------G---C-------TCGATTACAGACAAGAGAGTCAGCCCCGGCCCCGGAGCACATAATGTCCATACAAAGCCG

droGri2 scaffold_14830:4773848-
4774005 -

CAAGGGTGGCGGCTTACAATACTCTATAGCCCCCATGACAAAGATTATAGGTATGTTTTT-A-------------------------TCTGATAGTTGTG--------GC----------------------------TTTGGCTCAATT--------CTC-----------------GTTTGAT-------TCGATTGCAGACAAAAGAGTTGGTCCTGGTCCGGGAGCACATGATGTTCATATCAAGCCA

droWil2 scf2_1100000004943:9065369-
9065527 +

AAAGGGCGGAGGCTTGGAGTACTCAATGGCACCAAGGACACCTACCACAGGTGATTGGTT--ATTGTCTTA----------------GAGAGTAATAAAG--------GCCAG-------------------TCTATTGTT-------------------------------------A-T---T-------TGTTATTTAGATAAAAGATTCGGACCCGGACCGGCAGCCCATGATGTTCATCTAAAACCT

dp5 2:3020813-3020977 - CAAGGGTGGCGGCCTGGAGTACTCCATGGCGCCCCGGCTCAATACCATTGGTAAGTGCTT---------------------------TATGGTAATGGAT--------GTCAG-------------------TGCAG---TGG--------TAAGGTTACCTTTCATCC---------------A-------TGCATTGCAGATAAAAGAATTGGTCCCGGGCCCGGGGCACATGATGTGCATCTAAAGCCC
droPer2 scaffold_7:1328437-1328601 + CAAGGGTGGCGGCCTGGAGTACTCCATGGCGCCCCGGCTCAATACCATTGGTAAGTGCTT---------------------------GATGGTAATGGAT--------GTCAG-------------------TGCAG---TGG--------TAAGGTTACCTTTCATCC---------------A-------TGCATTGCAGATAAAAGAATTGGTCCCGGGCCCGGGGCACATGATGTGCATCTAAAGCCC
droAna3 scaffold_13340:20007771-

20007928 +
GCCCAGCAAGGGTCTGGAGTACTCGATGTCGCCAAGAACGGACATACCTGGTAAGTAACT--AT-----------------------TACAGTG-TTAGG--------ATTGG-------------------CAGATTTTCAAAGGGG------------------------------A-T---T-------CGGCTTTCAGACAAGACAGTTGGTCCTGGTCCAGGCGCCCACGATGTCCATCTGAAACCA

droBip1 scf7180000396413:2389583-
2389740 -

GCCAAGCAAGGGCTTGGAGTACTCGATGTCTCCAAGGACGGAAATACCTAGTAAGTTACT--CC------------------------TCTCTCTGCAAG--------ATTAG-------------------CAGATTTTTAAAAAGG------------------------------A-T---T-------GTGCCTTTAGTTGAGAAAGTTGGTCCCGGTCCTGGCGCCCACGATGTCCACCTGAAGCCC

droKik1 scf7180000302639:3056464-
3056617 +

CAACAGCAAGGGACTAGAGTACTCGATGGCTCCCAGGACAGCCATTCCAGGTGAGTGGAT--CCAGACTAG---------------------GAAATAAA--------ACACG---------------------------TAATACAAT-----------------------------A-T---T-------ATTGCTACAGTTGAGCGAAGCGGTCCTGGTCCCGGAGCCCATGATAACCACACCAAGCCA

droFic1 scf7180000453800:1688838-
1689068 -

GCCGAGCAAGGGACTGGAATTCTCGATGTCCCCCAGGACGAATACAATTGGTGAGTGTAA--TTAAAACTAATTACAAATACAAATTTATAACAATTAAT--------TCCGATTGATATTTTGATACAATATGCTT---TAA--------GAATGTTGCTTTTGTTTCATATCTATCTTTTAATTCCCTATAATAATGCAGACAAGCGATGTAGTCCTGGTCCCGGAGCCCACGATGTCCACAAGAAGCCA

droEle1 scf7180000486474:562836-
563003 -

CACAAGTAAGGGCCTGGAGTTTTCCATTTCGCCCAGGACAAAAACGATTGGTAAGCAATA--GTAAAGCT-----------------------ACGAGATGCTCAAGAATTCG-------------------CGTATGGATATTAATCCG------------------------------A---A-------ATTACTATAGATAAGCGTTGCAGTCCCGGTCCCGGAGCCCACGATGTCCATAACAAGCCA

droRho1 scf7180000778618:16581-16732
+

CCCCAGCAAGGGCCTGGAGTTTTCTATGTCGCCCAGGACAAACACCATCGGTAAGTATAA--------------------------------TACAAAATACTT-TG-G-ATG-------------------GACA------ATAATT------------------------------GTT---C-------AACACTGTAGACAAGCGATGCAGTCCCGGTCCCGGAGCCCACGATGTGCATAAGAAACCA

droBia1 scf7180000302075:5067721-
5067883 -

CAACAGTAAGGGACTGGAGTTCTCTATAGCGCCCAGGACCAATACTATAGGTGAGTCTGTTG-------------------------ATAAAACTCAGAA--------ATTTG-------------------CAGTTTGCTAGAGAGG---CGAGG------------------------G---A-------ATGCTTTTAGACAAGCGAAGCAGTCCCGGTCCCGGAGCCCACGATGTCCACAAGAAGCCC

droTak1 scf7180000415765:1415346-
1415512 +

CGCGAGCAAGGGACTGGAGTTCTCCATAGCACCCAGGACCAACACAATTGGTGAGTCTGCTA-------------------------AAAAA------GG--------TCAAG-------------------GATTCCTCGGGATAAACGGATATATTCAC-----------------GTT---C-------ATTATTGTAGACAAGCGAAGTAGTCCCGGTCCCGGAGCTCACGATGTCCACAAGAAGCCC

droEug1 scf7180000409798:873479-
873636 +

TGGATCCAAGGGGTTAGAGTTTTCGATGGCCCCGAGAACAAACACTATAGGTGAGTCTGTTA-------------------------AGTGAAATTAAGA--------ACTCG-------------------CTGATTCATAGAGAGAAT------------------------------------------GCCATTGTAGACAAGCGGAGTAGTCCCGGACCCGGAGCCCATGATGTCCACAAAAAGCCA

dm3 chr3R:19521476-19521635 - CACGAGCAAGGGTTTGGAGTTCTCGATGGCGCCCAGAACCAATGTCATCGGTAAGATAACTT-------------------------ATTAGTACTGAAG--------ACAAG-------------------AACGTTTTTGGTTAAATTG---------------------------------C-------TTAATCGTAGATAAGCGAAGCAGTCCCGGTCCGGGAGCACACGATGTTCATAATAGGCCA
droSim2 3r:19072663-19072822 - dsi_14083 CACGAGCAAGGGCTTGGAGTTCTCGATGGCGCCCAGGACCAATGTCATCGGTAAGATAACTT-------------------------ATTAGTACTGAAG--------ACAAG-------------------GACGTTTTTGGTTAAATTG---------------------------------C-------TTCATCGCAGACAAGCGAAGCAGTCCCGGTCCGGGAGCACACGATGTCCATAATAGGCCA
droSec2 scaffold_0:19879875-19880034

-
CACGAGCAAGGGGTTGGAGTTCTCGATGGCGCCCAGAACCAATGTCATCGGTAAGATAACTT-------------------------ATTAGTACTGAAG--------ACAAG-------------------GACGTTTTTGGTTAAATTG---------------------------------C-------TTCATCGCAGACAAGCGAAGCAGTCCCGGTCCGGGAGCACACGATGTCCATAATAGGCCA

droYak3 3R:20419134-20419292 - CACGAGCAAGGGGTTGGAGTTCTCAATGGCGCCCAGGACCAACGTCATCGGTGAGTATTT-C-------------------------ACTTATAGCAAAG--------ACGTG-------------------ACTCTTTTTGGTTAAACTG---------------------------------C-------ATCATCGTAGACAAGCGAAGCAGTCCTGGTCCCGGAGCACACGATGTCCACAATAGGCCA
droEre2 scaffold_4820:8522493-

8522651 +
CACGAGCAAGGGCTTGGAGTTCTCCATGGCACCCAGGACCAACGTCATCGGTGAGTACTT-C-------------------------ACTAGTGCTAGAG--------ACATG-------------------GTAGTTCTTGGTTAAACTG---------------------------------C-------TTCATCGTAGACAAGCGTAGCAGTCCCGGTCCTGGTGCCCACGATGTCCACAATAGGCCA
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1. dvi_100  scaffold_10322:288301-288322 -
2. dvi_24292  scaffold_13042:468522-468543 +
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ATACGAGCAGGCGAGTCCTGTGTCTGCCCGAAGGACATTAAAATCGAAATGAAGGATTTTCATACTTTTTATTACGAGTTTCAAGCTGGCAGGATAAGGGCTAAGTGTTGTGCAAAGTACATCAAAATCGTCCTTATGGTTGCCAAAATATGTGCATTGTCTCCTTAAGGACACTACATTGTTCGCCTTAAGGAGCACTCGGATGTCCTTTGCACAACATGTAGTCCTTATCCTGCCAACATAGAATATGTAATAAAGAGAGCGAAAATCCTTCAAGAAGCTGAGCAAAAGCGTTTTTTGTCGGGAGAAATAAAAGGCTCTAGAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M028

head
SRR2096056

Ovary_Min_46

M027

male
body

SRR2096059

Ovary_Min_164

SRR2096058

Ovary_Min_98

SRR2096055

Ovary_Min_43

SRR2096057

Ovary_Min_50

SRR2096060

Ovary_Min_193

SRR060663

160_0-
2h_embryos_total

SRR060681

Argx9_testes_total

M047

female
body

SRR2096014

Ovary_Strain_160_oxidized

SRR060679

140x9_testes_total

V116

male
body

SRR060666

160_males_carcasses_total

SRR060668

160x9_males_carcasses_total

SRR060677

Argx9_ovaries_total

SRR060678

9x140_testes_total

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060687

9_0-
2h_embryos_total

SRR060669

160x9_females_carcasses_total

V053

head

SRR060664

9_males_carcasses_total

SRR060671

9x160_males_carcasses_total

SRR060683

160_testes_total

SRR1106728

larvae

SRR060682

9x140_0-
2h_embryos_total

SRR060684

140x9_0-
2h_embryos_total

SRR060662

9x160_0-
2h_embryos_total

SRR060661

160x9_0-
2h_embryos_total

SRR060686

Argx9_0-
2h_embryos_total

SRR060672

9x160_females_carcasses_total

SRR060676

9xArg_ovaries_total

SRR060688

160_ovaries_total

SRR060689

160x9_testes_total

M061

embryo

SRR060665

9_females_carcasses_total

SRR060667

160_females_carcasses_total

SRR060673

9_ovaries_total

SRR060674

9x140_ovaries_total

SRR060675

140x9_ovaries_total

SRR060680

Â 9xArg_testes_total

SRR1106727

larvae

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096061

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060685

9xArg_0-
2h_embryos_total

SRR060658

140_ovaries_total

SRR060660

Argentina_ovaries_total

V047

embryo

......................................................................................................................ACATCAAAATCGTCCTTATGGT......................................................................................................................................................................................... 22 0 2 48.50 97 11 12 2 14 6 11 7 4 0 3 0 5 5 2 2 0 1 2 1 1 0 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 1 1 0 1 0 0 0 0 0 0 0

......................................................................................................................ACATCAAAATCGTCCTTATGGTC........................................................................................................................................................................................ 23 1 2 21.50 43 6 0 10 3 5 1 1 2 0 2 1 0 0 2 1 3 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACATCAAAATCGTCCTTATGGTT........................................................................................................................................................................................ 23 0 2 20.50 41 4 6 5 6 4 2 0 1 1 0 1 1 0 0 1 1 1 1 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACATCAAAATCGTCCTTATGG.......................................................................................................................................................................................... 21 0 2 5.50 11 1 0 1 0 0 0 1 2 0 1 4 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACATCAAAATCGTCCTTATGGTCC....................................................................................................................................................................................... 24 2 2 4.00 8 4 0 1 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACATCAAAATCGTCCTTATGGTTC....................................................................................................................................................................................... 24 1 2 3.50 7 4 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

...................................................................................................................................................................................................................GCACAACATGTAGTCCTTATCCTGCC........................................................................................ 26 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................GAGCACTCGGATGTCCTTTGCAA.............................................................................................................. 23 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACATCAAAATCGTCCTTATGGTA........................................................................................................................................................................................ 23 1 2 1.50 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0

.......................................................................................................................................................................................................................AACATGTAGTCCTTATCCTGCC........................................................................................ 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................................................................................................CTGAGCAAAAGCGTTTTTTGT........................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACATCAAAATCGTCCTTATGGTCA....................................................................................................................................................................................... 24 2 2 1.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACATCAAAATCGTCCTTATGGG......................................................................................................................................................................................... 22 1 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CATCAAAATCGTCCTTATGGTC........................................................................................................................................................................................ 22 1 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACATCAAAATCGTCCTTATGGTTA....................................................................................................................................................................................... 24 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ACATCAAAATCGTCCTTATGGA......................................................................................................................................................................................... 22 1 2 0.50 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TATGCTCGTCCGCTCAGGACACAGACGGGCTTCCTGTAATTTTAGCTTTACTTCCTAAAAGTATGAAAAATAATGCTCAAAGTTCGACCGTCCTATTCCCGATTCACAACACGTTTCATGTAGTTTTAGCAGGAATACCAACGGTTTTATACACGTAACAGAGGAATTCCTGTGATGTAACAAGCGGAATTCCTCGTGAGCCTACAGGAAACGTGTTGTACATCAGGAATAGGACGGTTGTATCTTATACATTATTTCTCTCGCTTTTAGGAAGTTCTTCGACTCGTTTTCGCAAAAAACAGCCCTCTTTATTTTCCGAGATCTA

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

#
Mismatch

Hit
Count

Total
Norm Total

V116

male
body

SRR060668

160x9_males_carcasses_total

M047

female
body

SRR060682

9x140_0-
2h_embryos_total

SRR060659

Argentina_testes_total

SRR060675

140x9_ovaries_total

SRR060676

9xArg_ovaries_total

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096014

Ovary_Strain_160_oxidized

M028

head
SRR2096059

Ovary_Min_164

SRR060686

Argx9_0-
2h_embryos_total

SRR060687

9_0-
2h_embryos_total

SRR060664

9_males_carcasses_total

SRR060662

9x160_0-
2h_embryos_total

SRR060679

140x9_testes_total

SRR060663

160_0-
2h_embryos_total

SRR060666

160_males_carcasses_total

SRR060671

9x160_males_carcasses_total

SRR060684

140x9_0-
2h_embryos_total

SRR1106729

mixed
whole
adult body

SRR060660

Argentina_ovaries_total

SRR060665

9_females_carcasses_total

SRR060667

160_females_carcasses_total

SRR060669

160x9_females_carcasses_total

............................................................................................................................................................................TGATGTAACAAGCGGAAT....................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TTCGACCGTCCTATTCCCGAT.............................................................................................................................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................ACCGTCCTATTCCCGATTCACA......................................................................................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TCACAACACGTTTCATGTAGT......................................................................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................ACATCAGGAATAGGACGGTTGT.................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TTTCGACCGTCCTATTCCCGAT.............................................................................................................................................................................................................................. 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................ACAGGAAACGTGTTGTACA....................................................................................................... 19 0 2 0.50 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................................................ACATCAGGAATAGGACGGTT...................................................................................... 20 0 2 0.50 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13042:468404-468728

+
dvi_24292 ATACGAGCAGGCGAGTCCTGTGTCTGCCCGAAGGACATTAAAATCGAAATGAAGGATTTTCATACTTTTTATTACGAGTTTCAAGCTGGCAGGATAAGGGCTAAGTGTTGTGCAAAGTACATCAAAATCGTCCTTATGGTTGCCAAAATATGTGCATTGTCTCCTTAAGGACACTACATTGTTCGCCTTAAGGAGCACTCGGATGTCCTTTGCACAACATGTAGTCCTTATCC-TGCCAACATAGAATATGTAATAAAGAGAGCGAAAATCCTTCAAGAAGCTGAGCAAAAGC--GTTTTTTGTCGGGAGAAATAAAAGGCTCTAGAT

droMoj3 scaffold_6496:4656357-
4656515 -

GGACAC-------------------------------CG------T------------------------------------AACTT---------------------------------------------------------------------------------------------GGCCATTTGAAGGACTATCGACACGTCCTTTATACACAATATAGTCTCGATCC-TACTAATACATAGTTAGCAAACAGAAGGATAAAAGTCCTTCAATCAGCTGAGTAATAAG--GACTTTTGCTTACGAAGAAAAATGAGTATAACT

droGri2 scaffold_14763:645-746 - CATAGT-------------------------------TC---------------------------------------------------------------------------------------------------------------------------------------------GGCAATTTTAAGGAGTATTCGAGTATCCTTCGGACAACATTTAATACTTAGCC-TGCCGCT----------TAATTAAAAGATCGAAAATCATACAAGCAGCTGA-------------------------------------------
droWil2 scf2_1100000004540:812892-

813012 +
TCATTT-------------------------------TA-------------------------------------------------------------------------------------------------------------------------------------------------------AGGACGATTGGGATATCCTTTGACCAGCTTAAAGCTCTTGTCCATGCCTATCGATTGACA-TCATCAGATCCTGGAATGTCCTTTAAGTAGCTGAGAAAAATTACGTTTTT------------------------GGT

dp5 Unknown_singleton_1722:5054-
5055 -

AT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_12984:504284-504330
-

ATTTTC-------------------------------CA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAAGTTGCACAAAAAA--ATTTTTTGGTGGGAGACTT-----------GAA

droBip1 scf7180000394930:4779-4811 - GTTTTT-------------------------------TG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGTGGAGAAAAAAATGCATCCAAAT
droKik1 scf7180000302441:2458692-

2458736 +
CCAAAA-------------------------------TA------T---------------------------------------------------------------------------------------------------------CTGCCATGTCTCCTCAAAGCCTTTCCATT-------------------------------------------------------------------------------------------------------------------T--TCT------------------------GTC

droFic1 scf7180000454008:24653-24710
+

AATTAG----------------------------------------AAATCACAGATTTCGCCACTTTTTTTTATTAGTTTTAAGGTCCCAAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------G-------------------T------------------------AGG

droEle1 scf7180000491107:1652369-
1652439 -

ATCACC-------------------------------GG------T---------------------------------CGCAGCTTGGCCAGCTCCAGGTTAAGTGTCTTGCACAGCACCTCGATTTC---------------------------------------------------------------------------------------------------GAACT--------------------------------------------------------------T--GAG------------------------GTT

droRho1 scf7180000777724:4649-4711 + AAAATT-------------------------------CA------T---------------------------------TAAAATAT-------------------------------------------GCCTTTTTTTGGCCGAATTAACTATATCTTCTCCTTTGGGATA--------------------------------------------------------------------------------------------------------------------------------------------------------CTA
droBia1 scf7180000301495:683050-

683084 +
TAAAAC-------------------------------CA-------AAGTAAAGTATTTTTCCACT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T--TTT------------------------ATT

droTak1 scf7180000415858:24778-24829
-

GTAAAA-------------------------------AA------T-----------------------------------------------------------------------------------------------------------------------------------------------------AAATA----------------------------------------------------------------AAAAATCCTTTTAAATCCTAATTAAAAAT--GTTTTT------------------------TAT

droEug1 scf7180000409803:27909-27993
-

ACTTTT-------------------------------TA------T--------------------------CAGGA-TTACAAGCCGGTATAATAGGGATGAAGTGTTGTGCAG-------------------------------------------------------------------------------CTAGTG----------------------------------------------------------------ACAACTTCTTCAATCTCTTCA----------T--TTT------------------------GGT

droSim2 3l:23664467-23664497 + ACATGAGCGGACAAGGGCTGTGTGCG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------A-------------------T------------------------CGA
droYak3 v2_chrUn_4611:561-621 - AGAAGA-------------------------------CTAAAAGAAAAATGAAGAAATTTCAAAACATTTTTTAAAAGTGTGGACGTGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAG
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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
1
0
1
1
0
1
1
1
0
0
1
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14763:645-746
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004540:812892-813012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_1722:5054-5055
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12984:504284-504330
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394930:4779-4811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:2458692-2458736
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454008:24653-24710
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491107:1652369-1652439
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777724:4649-4711
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301495:683050-683084
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415858:24778-24829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409803:27909-27993
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:23664467-23664497
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4611:561-621


ID:

dvi_456

Coordinate:

scaffold_13042:3565327-3565401 -

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

Repeatable elements

Name Class Family Strand

Gypsy-22_DWil-I-int LTR Gypsy -

(TA)n Simple_repeat Simple_repeat +

mature

1. dvi_240  scaffold_12970:3041393-3041414 +
2. dvi_360  scaffold_12970:10161063-10161084 -
3. dvi_456  scaffold_13042:3565380-3565401 -

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGTATGCACACGCTAGCGTGTTTCTACAACAATTTCCATCAATTTCATCATATGTATGTATATTTGTGTATAAGTATATATATATATATATGTATACATATATTCATGGGTATATATATATATGTATATGTATATATGTGGCAGACGCCGAGTTTTGTTTGTATAAGTTCAAGAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR060681

Argx9_testes_total

SRR060679

140x9_testes_total
SRR2096014

Ovary_Strain_160_oxidized

SRR2096013

Ovary_Strain_9_oxidized

SRR060677

Argx9_ovaries_total

V116

male
body

SRR2096056

Ovary_Min_46

SRR060676

9xArg_ovaries_total

V053

head

SRR060680

Â 9xArg_testes_total

SRR060678

9x140_testes_total

SRR060672

9x160_females_carcasses_total

SRR060675

140x9_ovaries_total

SRR060674

9x140_ovaries_total

SRR060664

9_males_carcasses_total
SRR2096055

Ovary_Min_43

SRR2096057

Ovary_Min_50

SRR060689

160x9_testes_total

SRR060656

9x160_ovaries_total

SRR060668

160x9_males_carcasses_total

SRR060666

160_males_carcasses_total

SRR060667

160_females_carcasses_total

M061

embryo

SRR1106730

embryo_16-
30h

SRR060665

9_females_carcasses_total

SRR060669

160x9_females_carcasses_total
SRR2096060

Ovary_Min_193

V047

embryo

M028

head

SRR060658

140_ovaries_total

SRR060688

160_ovaries_total

SRR1106724

embryo_12-
14h

SRR2096059

Ovary_Min_164

SRR060654

160x9_ovaries_total

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060687

9_0-
2h_embryos_total

..................................................TATGTATGTATATTTGTGTATA....................................................................................................... 22 0 3 43.67 131 30 13 9 11 11 6 7 2 3 3 3 4 2 3 3 2 3 4 0 0 0 2 1 1 2 1 1 0 0 1 0 1 1 1 0 0 0

..................................................TATGTATGTATATTTGTGTAT........................................................................................................ 21 0 4 39.00 156 38 19 15 2 0 10 7 0 6 9 4 6 6 4 2 3 3 0 5 4 3 1 2 0 0 1 1 2 1 0 0 0 0 0 1 1 0

...................................................ATGTATGTATATTTGTGTATA....................................................................................................... 21 0 3 5.67 17 14 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

..................................................TATGTATGTATATTTGTGTATAA...................................................................................................... 23 0 1 3.00 3 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATGTATGTATATTTGTGTAT........................................................................................................ 20 0 4 1.50 6 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TGTATGTATATTTGTGTATA....................................................................................................... 20 0 4 1.25 5 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATGTATGTATATTTGTGTATAA...................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................ATATGTATGTATATTTGTGTAT........................................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TATGTATGTATATTTGTGTA......................................................................................................... 20 0 4 0.75 3 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GTATGTATATTTGTGTATA....................................................................................................... 19 0 4 0.50 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................GTATGTATATTTGTGTAT........................................................................................................ 18 0 5 0.40 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TGTATGTATATTTGTGTA......................................................................................................... 18 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TATGTATGTATATTTGTGTATAG...................................................................................................... 23 1 5 0.20 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................TATGTATATTTGTGTATA....................................................................................................... 18 0 6 0.17 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TATGTATGTATATTTGTGTATT....................................................................................................... 22 1 9 0.11 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TATGTATGTATATTTGTG........................................................................................................... 18 0 12 0.08 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................TATGTATGTATATTTGTGT.......................................................................................................... 19 0 12 0.08 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................ATGTATGTATATTTGTGT.......................................................................................................... 18 0 13 0.08 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TGTATGTATATTTGTGT.......................................................................................................... 17 0 16 0.06 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCATACGTGTGCGATCGCACAAAGATGTTGTTAAAGGTAGTTAAAGTAGTATACATACATATAAACACATATTCATATATATATATATATACATATGTATATAAGTACCCATATATATATATACATATACATATATACACCGTCTGCGGCTCAAAACAAACATATTCAAGTTCTC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060672

9x160_females_carcasses_total

SRR060679

140x9_testes_total

SRR060666

160_males_carcasses_total

SRR060686

Argx9_0-
2h_embryos_total

V116

male
body

SRR060684

140x9_0-
2h_embryos_total

SRR060681

Argx9_testes_total

SRR060659

Argentina_testes_total

SRR060667

160_females_carcasses_total

GSM1528803

follicle
cells

SRR060683

160_testes_total

........................................................................TCATATATATATATATATACATA................................................................................ 23 0 19 0.05 1 0 0 0 0 0 0 0 0 1 0 0

........................................................................TCATATATATATATATAT..................................................................................... 18 0 20 0.05 1 0 0 0 0 0 0 0 0 0 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13042:3565277-

3565451 -
dvi_456 AGTATG-----CACAC--GCTA---G--C----G--------TGTT----TCTACA--A--------------------------------------------C----------AATTTCCA------------TCAATTTCATCATATGTATGTATA--T----------------------T--------------------------------------------TGTGTATAAGT----------------ATATATATATATATATGTATACATATA--T-----------TCATGGG-----------------------------------------------------------------TATATATATATATGTATATGTAT------------------------ATATGTGGCAGAC---GCCGAGTTTTGTTTGTAT--AAGTTCAAGA-----------G

droMoj3 scaffold_6496:8939228-
8939391 +

AGTATA--A--CACAAATATTTTGAG--C----T--------TATT----TATACAAAT-------A--------CT----------------TTTCTTGAA----------AGAGCACACA------------T--------------------------------------ATAT------ATATATAT-------------------------------ATATAT-----------------------ATAT------ATATATATAT----------ATATA----TATATA-----------TA---------------------------TATATATATATATAT----ATA----------------------T----------------------------------ATATA-TATA---------------TATATATAT--ATATATATATAGTATAAATTAG

droGri2 scaffold_15245:5230998-
5231159 -

ATAA-A-----AAC----GCTA---A--G----A---GTGCC---ATTAA-----A-ACGATTT--ATATGTAAT--AA--------------ATTATTGA--A----------ATTATACATATTAATAAACATAT----------------------------------------------ATAAATA------------------------------------------AA----------------TAC--------ATATATATATAT--------ATGTA-----------TATATATATAT-------------------------------ATATATATATAT----------------------------------ATAT--------------------------GCATACATGG---------------TAATTGGAT--ATATTTAAAA-----------A

droWil2 scf2_1100000004590:1152814-
1152973 -

ATTATA-----TACAT--ACAA---A--T----T-----AA-AACA----GATATA------------------------------------------------------------TATATATG--------------------------TATATACA--T----------------ATATATATATATAT-------------------------------GTATA-------T----------------------ACATATATATATAT--------------ATATATATATA-----------TATA----------------TATATATAT---GTAT------------ATAC----------------ATATA-----------TATATATATATAT-----------ATAT-------AT---------ATATATTTACAT--AAATGCAAAA-----------G

dp5 XL_group3a:1256508-1256652
-

AGCATG-----G-CAC--GCCA---G--C----A--------TTTC----CATAGAAAT-------ACCCATAAC--AAAATTGATAGTATCT-----------------------CTTAC---------------------------------------A----------------------A--------------------------------------------TATACATAAAT----------------ATATATATATATATATATATATATATA--T-----------ACATATA-----------------------------------------------------------------TATATGTATATCTGT------------------------------------------------------TT--CTGTATCT--GTAT------AACG----ACGC

droPer2 scaffold_13:1190101-1190240
-

AATATA-----CATTC--A--T---A--G----T-----TC-TACA----AATAGC---------------------TAAGTTTATCGTTTAT-----------------------CATATAT-----------------------CATTTATCGTTA--T----------------------C--------------------------------------------TATATATATAT----------------ATATATATATATATATATATATATATA--T-----------ATATATATATA-----------------------------------------------------------------TATATATATATATATATAT------------------------ATA----------------------------------------------------TAT

droAna3 scaffold_13250:2996419-
2996573 -

ACCTTG-----CACAT--GTAT---A--T----G--------TATA----TGTATA--T--------------------------------------------G----------TATATGTA------------T-------------TGTATATGTA--TATGTATATGTATGTAT------ATGTATAT-------------------------------GTATAT-----------------------GTAT------ATGTATATGT----------ATATG---------------------------------------------TATAT---GTATATGTATAT----GTA----------------------T-------------ATGTAT---------------ATGTA-TATG---------------TATATATAT--ATGTATATGT-----------A

droBip1 scf7180000392928:5453-5614
-

GATATG-----TATAT--GTAT---A--T----G--------TATA----TGTATA--T--------------------------------------------G----------TATATGTA------------T------------------------------------------------------ATGTATATGTATATGTATATGTATATGTATATG--------------------TATATGTATATGT------ATATGTATAT----------GTA-------------------------------------------TATGTATAT---GTATATGT----------------------------ATATG-----------TATATGTATATGT-----------ATAT-------GT---------ATATGTATATGT--ATATGTATAT-----------G

droKik1 scf7180000302475:752811-
752967 +

TATGCA--T--AGCTT--GCTT---G--C----T--------CTCG----C----ACAC-------A--------GT----------------TTTCTTGTC------------------TGCTCAAAT-AA--------------CATTTA-------------------------------G----------------------------------------------TATATAGGTGTATATATATATATAT----------------ATATATATATA--T-----------ATATGTATATA--------------------------TAT---AGATTTGTATAT----ATG----------------------T----------------------------------AAAGT-GATGCAT-------------TCGCCGAT--GCAC------AGTT----TTGT

droFic1 scf7180000453872:622756-
622920 +

AATATG-----CAAAT--ACAA---A--T----T------CA---ATTTA-----C-CCAAATC-----------------------------------------------------GTATGAA----------------------CAAATAACGCAATCT----------------------T----------------------------------------------TATATACATATATATATATATATAT----------------ATAAATATATA--T-----------ATATTTATATA------------------------TATAA---ACACAAGTATAT----AT----------------------------------------------------------ATGTGAAGTACAT---ATAAAGTTAAATATAAGC--ATAAACCCAA-----------G

droEle1 scf7180000490712:25917-
26071 -

TATATA-----AAC----GATA---A-------T------GT---ATTGA-----T-GATATTC-----------------------------------------------------ATATATT----------------------TATATATTTATATAT----------------------TTATATAT----------------------------------------------TTATATATTTATATATTT------ATATATTTAT----------ATATT----TATATA-----------------------------------TTTAT---ATATTTATATAT----TTA----------------------T----------------------------------ATATT-TATATAT---------TTATATATTTAT--ATATTTATAT-----------A

droRho1 scf7180000770833:758-879 - AAATTT-------TTT--GTAT---A----------------------------------------------------------------------------------------------------------------------------TA--------TCTATATATGTATATAC------ATATATAT-------------------------------GTATAT-----------------------ATGT------ATATATGTAT----------ATATG----TATATA-----------TG---------------------------TATATATGTATATAT----GTA----------------------T----------------------------------ATATG-TATA---------------TATGTATAT--ATGTATATAT-----------G
droBia1 scf7180000300750:1587-1788

-
AATT-AT-G--TTCAT--ATAT---G--T----A--------TATA----TATATA--A--------------------------------------------ATATTTATATAAATATATATA----------------------TATATATTTATA--T----------------TTATATATATATAT-------------------------------TT---------------------------ATAT--ATATATTTAT--------------ATTTATATATATTTA-----------TATT--------------------TTTAT---ATATTTAT--------ATATATATATTTATATATATATCTA------------------------TATATATATTTATTTATATTT-ATATT---TATTT--ATATTTAT--ATTT------ATTT----ATAT

droTak1 scf7180000413898:7313-7442
-

ATCAGA-----TGTCT--A--------------------------------------------------------------------------------------------------------------------------------ATGTATATATA--C----------------------C--------------------------------------------TATATATGTAT----------------ATATATATACCTATATATGTGCATATA--T-----------ACCTATA-----------------------------------------------------------------TATTTATATATGTATATATGTAT---ATATAT---------------TA-------GGGC--G---G--GT--CGATTTGTATGGG-GCCGAA-----------A

droEug1 scf7180000409105:509-672 - ATTT-ATAATGTATAT--ATTT---A--T----A--------TGTT----TATTTA--T------------------------------------------TTA----------TTTATATATT----------------------TTTATATTTATATAT----------------------TTATATAT-------------------------------TTATA---------------TATTTATATATTT------ATATATTTAT----------ATATT----TATATA-----------------------------------TTTAT---ATATTTATATAT----TTA----------------------T----------------------------------ATATT-TATATAT---------TTATATATTTAT--ATATTTATAT-----------A
dm3 chrUextra:5485416-5485582 - AATAAA-----CGGTC--GCTT---G--C----G--------ATCT----TCA------AAATCAAATCGATAAC--TGTA------------ATTAT---TAA----------CTTATATATG------------------------------TATA--------TATGTATATAT------GTATATAT-------------------------------GTATAT-----------------------ATGT------ATATATGTAT----------ATATG----TATATA-----------TG---------------------------TATATATGTATATAT----GTA----------------------T----------------------------------ATATG-TATA---------------TATGTATAT--ATGTATATAT-----------G
droSim2 2r:14741047-14741182 + AACA-A-----TATTT--GAAA---ATATCATTG--------AACA----CATGTG--G--------------------------------------------ACCTTTC------CACACA------------T--------------------------------------------------ATATAT-------------------------------ATA-------TA----------------TATAT------ATATATATAT----------ATATA-----------TATATATATAT-------------------------------ATATATATATAT----ATA----------------------T----------------------------------ATACTGAAGA---------------CATATATAT--ATATATATAT-----------A
droSec2 scaffold_1190:2850-3010 + GTA-TG-----TACAT--ACTT---A--T----A--------TGTA----TATACT--T--------------------------------------------A----------TATGTATAT------------------------------------------------------------------ACTTATATGTATATACTTATATGTATATACTTA------------------------CATGTA-------------------------------------------------------TATACTTATATGTATATACTTATATGTAT---ATACTTAC----------------------------ATGTA------------------------TAT--------ACTTA---TATGT---ATATAATTATATGTATAT--AATTACTCGA-----------G
droYak3 v2_chrUn_003:246333-246502

-
GTAT-G-----TATAT--ATAT---A--T----A--------TGTA----TATATA--T--------------------------------------------G----------TATATATAT------------------------------------------------------------------GTATATATATGTATATATATGTATATATATGTA--------------------------------------------------------------------TATATA-----------TGTATATATATGTATATATATGTATATAT---ATGT----------------------------ATATATATG------------------------TATATATATGTATATATATGT-ATATA---TATGT--ATATATAT--GTAT------ATAT----ATGT

droEre2 scaffold_4929:25899069-
25899249 +

TGAATG-----TACAT--ATAT---G--GAATCTAAT----ATATA----TGTATA--T--------------------------------------------T----------AATATATA------------TAT----------------------------------------------ATATATA------------------------------------------TA----------------TATATATAT--ATATAT--------------ATATA-----------TATATATATATA-------------------------------TATATATATATATATATATATATATGTATATATATATGTA------------------------TGTATATGAGTGTATATGTTGAATATG---AATTG--CTGTGTAT--GATTCAAATG-----------G
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure
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Flybase annnotation

intron [Dvir\GJ21619-in]; CDS [Dvir\GJ21619-cds]; CDS [Dvir\GJ21619-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACAAACAGAAATCATTAAAGCTGTGCGATCTCTATAAGAACTATTTTACGGTAGGTAAAGCGGCAAATTATTTCACATAAGCTAATAATATATTGTCTTATCTAAAAAATACGTTCTTTACTTACAGAGCATACGTCTGGAGCGCGATGATAAGCTGGGCATTAATAGCTTCTTAGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR060678

9x140_testes_total

SRR060679

140x9_testes_total
SRR2096056

Ovary_Min_46

SRR060665

9_females_carcasses_total

SRR060670

9_testes_total

SRR060680

Â 9xArg_testes_total
SRR2096057

Ovary_Min_50

GSM1528803

follicle
cells

M061

embryo

SRR060666

160_males_carcasses_total

SRR060668

160x9_males_carcasses_total

SRR060669

160x9_females_carcasses_total

SRR060681

Argx9_testes_total

SRR060682

9x140_0-
2h_embryos_total

SRR2096055

Ovary_Min_43

SRR060660

Argentina_ovaries_total

V116

male
body

..................................................GTAGGTAAAGCGGCAAATTATTTCACA.................................................................................................... 27 0 1 4.00 4 0 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................ATACGTTCTTTACTTACAG.................................................. 19 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTAAAGCGGCAAATTATTTCAC..................................................................................................... 26 0 1 3.00 3 0 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.....................TGTGCGATCTCTATAAGAACTATTT................................................................................................................................... 25 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0

.......GAAATCATTAAAGCTGTGCGATC................................................................................................................................................... 23 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0

.............ATTAAAGCTGTGCGATCTCT................................................................................................................................................ 20 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GCATACGTCTGGAGCGCGAT............................. 20 0 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.....................................................................................TAATATATTGTCTTATCTAAAAAATACG................................................................ 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................ATACGTTCTTTACTTACAGT................................................. 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................CATACGTCTGGAGCGCGAT............................. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................AAAGCTGTGCGATCTCTATAAGAACTAT..................................................................................................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................CTCTATAAGAACTATTTTACGAGC............................................................................................................................ 24 3 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......GAAATCATTAAAGCTGTGCGAT.................................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TAATAATATATTGTCTTATCTAAAAAAT................................................................... 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTAAAGCGGCAAATTATTTCACAT................................................................................................... 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTAAAGCGGCAAATTATTTCACATAAGC............................................................................................... 32 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

...............................................................................................................................................GCGATGATAAGCTGGGCATTAATA.......... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

..................................................GTAGGTAAAGCGGCAAATTAT.......................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......GAAATCATTAAAGCTGTGCGATCT.................................................................................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................ATATTGTCTTATCTAAAAA..................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TATTTCACATAAGCTAATAATATATTG.................................................................................. 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................GATGATAAGCTGGGCATTAATAGCT....... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

...........................................................................................................AATACGTTCTTTACTTACACC................................................. 21 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................AAAGCGGCAAATTATTTCACATAAGCTA............................................................................................. 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTAAAGCGGCAAATT............................................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................ATACGTCTGGAGCGCGAT............................. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................TGGAGCGCGATGATAAGCTGG................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AATACGTTCTTTACTTACAG.................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................AATACGTTCTTTACTTACAGT................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................TGCGATCTCTATAAGAAC........................................................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTAAAGCGGCAAAT............................................................................................................. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTAAAGCGGCAAATTATTT........................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

Anti-sense strand reads

TGTTTGTCTTTAGTAATTTCGACACGCTAGAGATATTCTTGATAAAATGCCATCCATTTCGCCGTTTAATAAAGTGTATTCGATTATTATATAACAGAATAGATTTTTTATGCAAGAAATGAATGTCTCGTATGCAGACCTCGCGCTACTATTCGACCCGTAATTATCGAAGAATCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR060672

9x160_females_carcasses_total

V047

embryo

M027

male
body

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR1106729

mixed
whole
adult body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12875:7658815-

7658991 +
dvi_5665 ACAAACAGAAATCATTAAAGCTGTGCGATCTCTATAAGAACTATTTTACGGTAGGTAA------AG-CG--GC-AA------------------A------------------TTATTTCACATAA-GCT---------AATAATATATTGTCTTATC--------TAAAAAATA----------------CGT------------------------------TCTT--TACTTACAGAGCATACGTCTGGAGCGCGATGATAAGCTGGGCATTAATAGCTTCTTAGT

droMoj3 scaffold_6496:19686830-
19686994 -

ACAAGCAGAAATCCTTAAAGCTGTGCGATCTCTATAAGAACTATTTTACGGTAGGCAA------TA-TCTACTCCC---TTAACTGTTAAC--------------------------T-----GGA-A-----------AGTA--CG-----A-----T---CAAG--------G---------------------------------------------TATAT-T--TTTCTTATAGAGCATACGTCTGGAGCGCGATGATAAGCTGGGCATCAATAGCTTCCTGGT

droGri2 scaffold_15245:1183250-
1183439 +

ACAAACAGAAATCCTTAAAGCTGTGTGATCTCTATAAAAATTACTTTACAGTAAGTAA------AG-CT-GGC-AA------------------C------------------T---A-----TCT-G-----------AGT-------TGTTCAACA--------TAATTCCTGTATGAAAAACTCACCAGTTTCTTCTT-------------------TCTTCCATCTCTTCCGTAGAGCATTCGTTTGGAGCGCGATGATAAGCTGGGCATCAATAGCTTCTTGGT

droWil2 scf2_1100000004822:883908-
884092 -

ACAAACAAAAGTCCCTTAAACTTTGTGATCTATATAAAAATTACTTTACAGTAAGTAT------CC-A--------TTG------------ACCTTC-------AA-----------T-------------------------------AGTATCAAT--------TAATAACTGAA--------CAATCATTTTCTTTGTGATTTC----------T--TATCTATTATATATAATAGAGTATACGATTGGAACGTGATGATAAGCTGGGTATCAATAGTTTTCTAGT

dp5 3:16591265-16591438 + ACAAGCAGAATTCATTGAAACTCTGTGATCTCTACAAAAACTATTTCACCGTAAGTTG------AC-CA---TTAC--------------T--------------------------T-----TCG-G-----------AGTG--AGTTCGTCTTACC--------CAATTATCGGA--------TCCCCCCGT------------------------------TCTTTGCTTCTGCAGAACATACGCCTGGAACGCGACGATAAGCTGGGCATCAATAGCTTCCTGGT
droPer2 scaffold_4:170337-170507 - ACAAGCAGAATTCATTGAAACTCTGTGATCTCTACAAAAACTATTTCACCGTAAGTTG------AC-CA---T----------------------------------------TACTT-----TC---------------GTG--AGTTCGTCTTACC--------TAATTACCGTA--------TCCCCCCGT------------------------------TCTTTGCTTCTGCAGAACATACGCCTGGAACGCGACGATAAGCTGGGCATCAATAGCTTCCTGGT
droAna3 scaffold_13266:13608239-

13608397 -
ACAAGCAAAAGTCCCTCAAGCTGTGTGATATCTACAAAAATTACTTCCTTGTAAGTTT------CA-A--------CAA------------AAATCT-------AA-----------ATAT--ATT-A-----------AGTA--TT-----A-----T---TAAT--------G------------------------------TA----------A------TATT--TATTTACAGAGTATTCGGATGGAACTGGATGATAAACTGGGAATCAATAGCTTCTTGGT

droBip1 scf7180000396759:2527923-
2528079 +

ACAAGCAAAAGTCCCTAAAGCTGTGTGATATCTACAAAAATTACTTCCTTGTAAGCTT------AA-A--------AAG------------AAATCT-------AA-----------TTAA-------------------AAT--ATATA-TATAA---TAA-------------------------------------------TA----------A---------TATTTATTAAAGAGTATTCGACTGGAGCTGGATGATAAATTGGGAATCAATAGCTTCTTGGT

droKik1 scf7180000302476:3219222-
3219388 -

ACAAGCAAAAGTCTCTAAAGCTATGCGATCTCTACAAAAATTACTTTACTGTGAGTTT------GA-A--------TAT------------AAATTTGAAGCTCAATAGCAACA---T-----GCT-A-----------AGT-------TTCA------CAA--------------------------------------------------------------TATTCCATTTTTTAGAGCATTCGCCTGGAACGCGATGACAAGTTGGGCATCAACAGCTTCTTGGT

droFic1 scf7180000453948:2436529-
2436690 -

ACAAGCAAAAGTCCCTTAAGCTCTGCGATCTCTACAAAAATTACTTCACTGTGAGTTT------TG-C--------TAA------------AAAC------------------TTATTCAATACTAGGTA---------AATA------------------A-------------------------------------------TA----------T--TATTTAATTAATTATCCAGAGTATTCGATTGGAACGCGATGATAAGTTGGGCATTAATAGTTTTCTGGT

droEle1 scf7180000491214:1333067-
1333224 -

ACAAGCAAAAATCCCTCAAACTGTGCGATCTCTACAAAAACTACTTCACTGTGAGTAT------GC-CCTATTAA---------------A-A------------------------A-----TAA-------------AGTA--ATTTG---------CTA-------------------------------------------TA----------T--TATTTGCCCAATTTTGTAGAGCATTCGCCTGGAACGCGATGATAAGTTGGGCATCAATAGCTTTTTGGT

droRho1 scf7180000780084:323366-
323527 -

ACAAGCAAAAGTCCCTCAAGCTGTGCGATCTCTACAAAAATTATTTCACTGTGAGTTG------TG-TAATGAC---------------------------------------ATATTTAG--TGT-------------AGTG--ATTTA---------CTA-------------------------------------------TA----------T--TACTCGCTTTATTTTCTAGAGTATTCGCCTGGAACGCGATGATAAGTTGGGCATTAATAGCTTTCTGGT

droBia1 scf7180000301754:5244251-
5244409 +

ACAAGCAAAAGTCCCTCAAGCTGTGCGATCTCTACAAAAACTACTTTACTGTGAGTTT------AAATTTTGT-AA--------------T--------------------------T-----G----------------CTA--AACTTATT-----T---TAAT--------G----TA------------------------TA----------T----TATAAT--TATTTTCAGAGCATTCGCCTGGAACGCGATGACAAGCTGGGCATCAATAGCTTCCTGGT

droTak1 scf7180000415345:30840-
31003 +

ACAAGCAAAAGTCCCTCAAACTGTGCGATCTCTACAAAAATTACTTTACAGTGAGTTA------AG-AA---C----------------------------------------ATATT-----TCG-GAT---------AGTA--AATTTATTTTA---AT-----T--------------------------------------TA----------T--TATTTTTTACTTTTTCCAGAGTATTCGCCTGGAACGCGATGATAAGTTGGGCATTAATAGCTTTCTGGT

droEug1 scf7180000409672:2115077-
2115238 -

GCAAGAAAACGTCAATGCAACTGCGTCA----------AGATAATCGATTGTGGTTGCAGGTGAGT-TATC---TCCTTTAAACTATTATA-A------------------------A-----TAAAGCAATTGAAATATTTA--AATTCCCT-----T---TTAG--------A-------------------------------------------------------------CGTATCAAACCTCTA----TAAAAGACAAGCTGGGCATCGACAGCTTCCTAGT

dm3 chr2R:12993659-12993820 + ACAAGCAAAAATCCCTCAAGCTATGCGATCTCTACAAGAATTACTTTACTGTAAGTCA------AG-TCTAGTCAA---TT-----------A------------------------G-----TCA-------------AGTA--CTTTT---------CATTA-----------------------------------------------------ATATATATATTTCACTTTTCAGAGTATCCGCCTGGAACGCGATGACAAGCTGGGCATAAATAGCTTCCTGGT
droSim2 2r:13664172-13664332 + ACAAGCAGAAATCCCTCAAGCTGTGCGATCTCTACAAGAATTACTTTACTGTAAGTCA------AG-TCTAGTCAA--------------T--------------------------T-----TCA-A-----------AGTA--CTTTT---------CTTTA-----------------------------------------------------ATATATATATTTAACTTTTCAGAGTATCCGCCTGGAACGCGATGACAAGCTGGGCATAAATAGCTTCCTGGT
droSec2 scaffold_1:10504093-

10504266 +
ACAAGCAGAAATCCCTCAAGCTGTGCGATCTCTACAAGAATTACTTTACTGTAAGTCA------AG-TCTAGTCAA--------------T--------------------------T-----TCA-A-----------AGTA--CCTTT---------CTTTC--------AC--------------------------------TTTACAAAGTAATATATATATTTCACTTTACAGAGTATCCGCCTGGAACGCGATGACAAGCTGGGCATAAATAGCTTCCTGGT

droYak3 2R:18472761-18472918 - ACAAGCAAAAATCCCTCAAGCTGTGCGATCTCTACAAGAACTACTTCACTGTAAGTCA------AG-TCTCGTCAA--------------T--------------------------T-----TCA-A------------TTA--ATATA---------AT-----T--------------------------------------AA----------T--AATAATTTTAATTTCTTAGAGTATCCGCCTGGAACGCGATGACAAGTTGGGCATAAATAGTTTCCTGGT
droEre2 scaffold_4845:12848719-

12848885 -
ACAAGCAGAAATCCCTCAAGCTGTGCGATCTCTACAAGAATTACTTCACTGTAAGTCA------AG-TCCGCTCTC--------------T--------------------------T-----TCA-A-----------AGTA--GTTTT---------CATTC--------ATATATGCA---------------------------------------TATATATTCAATTTTTCAGAACATCCGCCTGGAACGCGACGACAAGTTGGGCATAAATAGCTTCCTGGT
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TTCATGCCGTTTAGTGCACGCGCATTGCATTTGGACGCGCTTGATTTGCCTCATTGTTGTTTGCTTAGTTGCGGTTTCATTCAAAGTGGCAACTTGTGTGCAACAATGTGGCATGCAAATTGTTGCAAATTGTCAACGAGACAAGACCAGCCAGAACTCACGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR060667

160_females_carcasses_total

SRR060668

160x9_males_carcasses_total

SRR060669

160x9_females_carcasses_total

SRR060688

160_ovaries_total

V053

head

V116

male
body

SRR060686

Argx9_0-
2h_embryos_total

V047

embryo

..................................................TCATTGTTGTTTGCTTAGTTG............................................................................................ 21 0 1 13.00 13 6 3 1 1 0 1 1 0 0

..........................................................................................AACTTGTGTGCAACAATGTGGC................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0

...................................................CATTGTTGTTTGCTTAGTT............................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................TCATTGTTGTTTGCTTAGT.............................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................TCATTGTTGTTTGCTTAGTTGCG.......................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0

Anti-sense strand reads

AAGTACGGCAAATCACGTGCGCGTAACGTAAACCTGCGCGAACTAAACGGAGTAACAACAAACGAATCAACGCCAAAGTAAGTTTCACCGTTGAACACACGTTGTTACACCGTACGTTTAACAACGTTTAACAGTTGCTCTGTTCTGGTCGGTCTTGAGTGCG

************************************......((...((((.(((((((((..((..((((((.((((......)))).)))))).))..))))))))).))))............))***********************************
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V053

head
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follicle
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SRR060668
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Species Coordinate ID Alignment
droVir3 scaffold_13049:8158183-

8158345 -
dvi_408 TTCATGCCGTTTAG---TGCACGC-GCATTGCATTTGGACG-----------CGCTTGATTTGC--CTCATTGTTGTTTGCTTAGTTGCGGTTTCATTCAAAGTGGCAACTT--------------GT-GTGCAACAATGTG--GCA--TGCAAATTGTTGCAAATTGTCAACGAGACAAGACCAGCCA------GAACTCACGC

droMoj3 scaffold_6680:11820152-
11820240 -

TGCATG----------------------------------------------CGCTTGATTTGCGGCTCATTGTG--CCGCT-------------------------------------------------GCAACAATGTG--GCAAGCGCAAATTGTGGCAAATTGTCAACGAGACAAGAATA-----------------TGC

droGri2 scaffold_15110:7186156-
7186344 -

TTCATGGATTTTAG---TGCACAGTTTACAGCAGTTGAGCGTGTTTTTGTGGCGCTTGATTTGC--GGCATTGTG--TTACTAATTTGCGGTTGCATACAATGTAGCAATGTAGCAATGCAGCAATGTAGTGCAACAATGTGCAGCA--TGCACATTGCG-----TTGTCAA-GCAAAACCAACGAACAGCCCAAGAAGCCA-TC

droWil2 scf2_1100000004822:3412332-
3412471 +

TTACTGCACTTTGACGTTGCATGC-GCAAAACATTTCGACG-----------T-----------GGCTTATTGTA--TTACTAATTTGCGGTCGGA------------------------------------CAACAATGTC--TGC--TGCAAATTGCCACAGCCCGGTGAAGGGAAGGGAACGGAGGGGGGATGGATAGAAGA

droEle1 scf7180000490993:419643-
419666 -

------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATTCGCAATGTAACAAGAGTAG-------------------
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TTAAGATGAACAAAAATCGAATGAAATAGATTGATGGCAACAACTAGCACCAGAAGAATCCGATAATATCGCTTTTCTATACATTTTTTGCCATCTGAGTTGCAGTTGTATGGAAAAGTGGATTATATTGGATTTGAATTTCTGCAAAATACAGATATTTCCTTTTCCATTTCCATTTACTTGCAATTCCTATT

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

#
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Count
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Norm Total

V116

male
body

M047

female
body

SRR060679

140x9_testes_total

V053

head

SRR060669

160x9_females_carcasses_total

SRR060672

9x160_females_carcasses_total

SRR060689

160x9_testes_total

SRR060658
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SRR060662

9x160_0-
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SRR060665
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SRR060668
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SRR060676

9xArg_ovaries_total

SRR060677

Argx9_ovaries_total

SRR060683
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mothers
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embryo_0-2h
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mothers

SRR060654

160x9_ovaries_total

SRR060656

9x160_ovaries_total

SRR060663

160_0-
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SRR060664

9_males_carcasses_total

SRR060666

160_males_carcasses_total

SRR060667

160_females_carcasses_total

SRR060670

9_testes_total

SRR060673

9_ovaries_total

SRR060674

9x140_ovaries_total

SRR060675

140x9_ovaries_total

SRR060678

9x140_testes_total

SRR060685

9xArg_0-
2h_embryos_total

SRR060687

9_0-
2h_embryos_total

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096079

embryo_0-
2h from
15to16 day
old
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mothers

V047

embryo

M028

head

SRR060686

Argx9_0-
2h_embryos_total

M027

male
body

.......................................................................................................AGTTGTATGGAAAAGTGGATTAT.................................................................... 23 0 1 17.00 17 1 1 0 1 2 1 0 0 0 0 2 1 2 0 0 0 0 1 0 0 0 1 1 1 0 0 1 0 0 1 0 0 0 0 0

.......................................................................................................AGTTGTATGGAAAAGTGGATT...................................................................... 21 0 1 16.00 16 3 2 2 2 1 1 0 0 0 1 0 0 0 2 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGTTGTATGGAAAAGTGGATTA..................................................................... 22 0 1 3.00 3 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGTTGTATGGAAAAGTGGATTATT................................................................... 24 1 1 3.00 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGTTGTATGGAAAAGTGGATTATAAA................................................................. 26 2 1 2.00 2 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CAGTTGTATGGAAAAGTGGATT...................................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGTTGTATGGAAAAGTGGATTT..................................................................... 22 1 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TGTATGGAAAAGTGGATTATC................................................................... 21 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CAGTTGTATGGAAAAGTGGATTAA.................................................................... 24 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GTTGTATGGAAAAGTGGAT....................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................TATCGCTTTTCTATACATTTTTTGCA...................................................................................................... 26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGTTGTATGGAAAAGTGGATTATA................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGTTGTATGGAAAAGTGGATTATAAAA................................................................ 27 3 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.......................................................................................................AGTTGTATGGAAAAGTGGA........................................................................ 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CAGTTGTATGGAAAAGTGGATTAT.................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................................TATCGCTTTTCTATACATTTTTTG........................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

Anti-sense strand reads

AATTCTACTTGTTTTTAGCTTACTTTATCTAACTACCGTTGTTGATCGTGGTCTTCTTAGGCTATTATAGCGAAAAGATATGTAAAAAACGGTAGACTCAACGTCAACATACCTTTTCACCTAATATAACCTAAACTTAAAGACGTTTTATGTCTATAAAGGAAAAGGTAAAGGTAAATGAACGTTAAGGATAA

*****************************************************....((((((((((...(((((((((((((((....((((.((....)).)))).)))))))))))))))....))))))))))......***************************************************
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SRR060657

140_testes_total
SRR2096013

Ovary_Strain_9_oxidized

SRR2096079
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2h from
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mothers

SRR060679

140x9_testes_total

M047
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body

SRR060669

160x9_females_carcasses_total

SRR060683

160_testes_total
SRR2096014

Ovary_Strain_160_oxidized
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12970:4149198-

4149448 -
dvi_13110 ATGCTGTCGATTGCGCGACTCAAGCCCTCGAGAAGTACAACATTGAGAAGGTAAGTTAAGA-----------------T--GAACAAA------------------------AATCGAATGAAATAGATTGATGGCAACAACTAGCACCAGAAGAATCCGATAATATCGCTTTTCTATACATTTTTTGCCATCTGAGTTGCAGTTGTATGGAAAAGTGGATTATATTGGATTTGAATTTCTGCAAAATACAGATATTTCCTTTTCCATTTCCATTTACTTGCAATTCCTATT----AC

droMoj3 scaffold_6473:8722459-
8722554 -

ATGCTGTCGACTGCGCGACACAGGCCCTCGAGAAGTACAACATCGAGAAGGTAAGTTGAGA-----------------T--TGATGAGGAATATATA-------------------AATAAATATATATAGATG--------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_15245:15459660-
15459820 +

AAATTGGTTGT--TACTATTAATGTACACCAGCAGTATC-----------------------------------------------------------------------------------------------------------------------TGAAGATATATACATTTTATACATTTCTTTTCATTAAT---------------AAAAGTATTTTTTAAC-ATTTTTTTCTTCTACAACTTACAAACTTTACTATTAGTATTTTCTTTTAATTTTGTTGTCGTTTCAGGAC

droWil2 scf2_1100000004909:3867868-
3867929 -

ATGCCGTTGATTGTGCGACACAAGCTCTGGAGAAGTACAACATTGAAAAGGTGAGTGGAAA-----------------T---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 XL_group1e:7663934-7663993
-

ATGCTGTCGACTGTGCGACACAGGCCCTGGAGAAGTACAACATTGAGAAGGTGAGTGGAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_8:1048659-1048709
+

ATGCCGTGGACGTGTCCACCATGGCCCTGGAGAAGTACAACATCGAGAAGG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_12929:3162786-
3162841 +

ACGCTGTCGACTGCGCGACACAGGCCCTGGAGAAGTACAACATTGAGAAGGTAAGT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000395987:15750-
15847 +

ATGCTGTCGACTGTGCGACACAGGCTCTGGAGAAGTACAACATTGAGAAGGTAAGTGGAAA-----------------GATTGATGAAGTTTA---------------------------------GAATAATTATAAGAGCAAACAC------------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302469:95321-
95438 +

ATGCCGTTGACTGCGCGACACAGGCACTCGAGAAGTACAACATTGAGAAGGTAAGTGGAGG-----------------A-----AAGAGT-------TAAATATTTAATTAAAATTCATTAAAAAATATTAAATAAAACATT-------------------------------------------------------------------------------------------------------------------------------------TAACA------------------

droFic1 scf7180000453775:102637-
102697 -

ATGCCGTCGACTGCGCGACACAGGCCCTTGAGAAGTACAATATTGAGAAGGTAAGCTAAAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491011:1721599-
1721691 -

ATGCAGTTGACTGTGCGACACAGGCCCTCGAGAAGTACAACATTGAGAAGGTGAGCTTAGAACCATAACAAATAAG------------------------------------------------------AGAGAATCCTTG-------------------------------------------------------------------------------------------------------------------------------------TAATA------------------

droRho1 scf7180000778083:150485-
150567 +

ATGCCGTCGATTGTGCGACACAGGCCCTCGAGAAGTACAACATTGAGAAGGTGAGCTTAATACAGTTAAAATTAAGAAGATTG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000301703:112070-
112127 -

ACGCCGTCGACTGTGCGACACAGGCCCTCGAGAAGTACAACATCGAGAAGGTGAGCTA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000414746:69065-
69125 +

ATGCCGTCGATTGTGCGACACAGGCCCTCGAGAAGTACAACATTGAGAAGGTGAGCTAGAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409548:361554-
361616 +

ATGCTGTCGACTGTGCGACACAGGCCCTCGAGAAGTACAACATTGAAAAGGTAAGCTAATA-----------------T--G------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dm3 chrX:4585828-4585895 + ATGCCGTCGATTGTGCGACACAGGCCCTCGAGAAGTACAACATTGAAAAGGTACAGATTGAAT-----------------------AAGAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSim2 x:4276565-4276617 + ATGCCGTCGATTGTGCGACACAGGCCCTCGAGAAGTACAACATTGAAAAGGTA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_4:2144141-2144193

-
ATGCCGTCGATTGTGCGACACAGGCCCTCGAGAAGTACAACATTGAAAAGGTA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droYak3 X:3854592-3854676 - ATGCCGTCGATTGTGCGACACAGGCCCTCGAGAAGTACAACATTGAAAAGGTACGAATTGAAT--------------------------------------------------------------AG---------------------------------------------------------------------TTTACAATTGAATTGAAAAG----------------------------------------------------------------------------------
droEre2 scaffold_4690:1962851-

1962919 +
ATGCCGTCGATTGTGCGACACAGGCCCTCGAGAAGTACAACATTGAAAAGGTACGTTTTGAAT-------------------GACAAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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CTGGCCTATTTTACATTGTCCATGCCCTGGATGTGGGGGATAGCTCTGGGGTAAGTACTTACGAGGTATATTGGTTGAAAAATGTATCACGTGATTGTATTCTAGCCTGGTCATCACAGCAGTCTCACCCAATGTTGTCGTCACAGTCATGCTTA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096014

Ovary_Strain_160_oxidized

SRR2096057

Ovary_Min_50

M047

female
body

SRR060676

9xArg_ovaries_total

SRR060684

140x9_0-
2h_embryos_total

SRR060679

140x9_testes_total
SRR2096056

Ovary_Min_46

SRR060673

9_ovaries_total
SRR2096055

Ovary_Min_43

SRR2096059

Ovary_Min_164

SRR2096060

Ovary_Min_193

V116

male
body

V053

head

GSM1528803

follicle
cells

V047

embryo
SRR2096013

Ovary_Strain_9_oxidized

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060683

160_testes_total

SRR060659

Argentina_testes_total

SRR060664

9_males_carcasses_total

SRR060681

Argx9_testes_total

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

..........................................................................................................CTGGTCATCACAGCAGTCTCACC.......................... 23 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................CACCCAATGTTGTCGTCACAGTCATGC... 27 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTACTTACGAGGTATATTGGT................................................................................ 25 0 1 2.00 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................GTCTCACCCAATGTTGTCGT.............. 20 0 1 2.00 2 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................CCCAATGTTGTCGTCACAGTC....... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTACTTACGAGGTATATTGGTT............................................................................... 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CACGTGATTGTATTCTAG.................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................TCACCCAATGTTGTCGTCACAGTCATGC... 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................ATGTGGGGGATAGCTCTGGG......................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

....................................................................................TATCACGTGATTGTATTCTAGA................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................ATCACGTGATTGTATTCTAG.................................................. 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GACCGGATAAAATGTAACAGGTACGGGACCTACACCCCCTATCGAGACCCCATTCATGAATGCTCCATATAACCAACTTTTTACATAGTGCACTAACATAAGATCGGACCAGTAGTGTCGTCAGAGTGGGTTACAACAGCAGTGTCAGTACGAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060670

9_testes_total

SRR060655

9x160_testes_total

M047

female
body

SRR060666

160_males_carcasses_total

V047

embryo

SRR060667

160_females_carcasses_total
SRR2096056

Ovary_Min_46
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12822:97933-98087 + dvi_2275 CTGGCCTATTTTACATTGTCCATGCCCTGGATGTGGGGGATAGCTCTGGGGTAAGTAC---TT---------A-----------------------------------------------CGAGGTATATTGGTTGAAAAATGT-------------------------------ATCAC-----G-TGATTG-------T-AT----TCTAGCCTGGTCATCACAGCAGTCTCACCCAATGTTGTCGTCACAGTCATGCTTA
droMoj3 scaffold_6540:32787775-

32787972 +
CTGGCCTACTTCACACTCTCCATGCCCTGGCTGTGGGGCCTAGCCCTGGGGTAAGTAC---AACATGAACAGA--CAAACTGAACTGAAGATGACAGACAAATATATTTGTACATATGTA-----------------TATATGT-ATTTATGT----------------GGGT--------------TGTTTA-------T-CT----TCTAGGCTGGTCATCACGGCCGTCTCGCCGAATGTGGTTGTCACAGTCATGCTGA

droGri2 scaffold_15074:3616104-
3616271 -

TTGGCCTATTTCACATTGTCGATGCCCTGGCTGTGGGGCATTGCGCTGGGGTAAGTATTGAATGA---GTTAGTGTG-------------------------------------------CCGATTATGTAAA-------------TTAATCA---------C--------ATCGTTTG-----------TTT-------T-GTCACACTAAGTCTGGTCATTACAGCCGTCTCGCCCAATGTGGTTGTCACCGTAATGCTAA

droWil2 scf2_1100000004902:1221229-
1221402 +

TTGGCTTATCTTACTCTCTCTATGCCCTGGCTATGGGGCATTGCCTTGGGGTAAGTGC---AGTA---GCAAT-----------------------------------------------GAGGATATATAGAATATAATTTGC-TAAA-GAG----------------AAATTTATGGTT------TAATCT-------T-CG----TTTAGCCTTGTCATCACAGCCGTGTCCCCAAATGTTGTGGTTACTGTCATGTTGA

dp5 2:6069864-6070036 + dps_391 CTGGCCTACCTTACCCTTTCGATGCCCTGGCTCTGGGGCATTACCTTGGGGTGAGTGT---GTGG---GGGCT---G-------------------------------------------TGGACTGCTTGGTTG----GCTG-------------------GCTA------TCAATGTTTCCGTT-TCGTAA-------T-CCCCCACACAGTTTGGTCATCACCGCCATCTCCCCGAATGTGGTGGTCACCGTTATGCTTA
droPer2 scaffold_19:1808813-1808984

+
CTGGCCTACCTTACCCTCTCGATGCCCTGGCTCTGGGGCATTACCTTGGGGTGAGTGT---GTGG---GCT-G-----------------------------------------------TGGCCTGCTTGGTT----GGATG-------------------GCTA------TCAATGTTTCCGTT-TCGTAA-------TACCCCCACACAGCTTGGTCATCACCGCCATCTCCCCGAATGTGGTGGTCACCGTTATGCTTA

droAna3 scaffold_13340:12508245-
12508299 +

TTGGCCTACCTAACGTTGTCCATGCCCTGGCTTTGGGGTATAGCCTTGGGGTAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396691:1398079-
1398149 +

TTGGCCTATCTAACCCTCTCCATGCCCTGGCTTTGGGGTATAGCCTTAGGGTAAGTGA---T----------------------------------------------------------------ACTATGAATATT-----------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302388:444019-
444172 -

CTGGCCTACCTCACCCTCTCAATGCCCTGGCTGTGGGGCATAGCTTTGGGGTGAGTGA---AG------ATAA-----------------------------------------------TATATT-------TTAGCAAGGAC-C-----------------------------------T---G-GTGCAATGTTAA-C-TT----TACAGTCTGGTCATAACCGCCGTCTCCCCGAATGTGGTCGTCACCGTAATGCTCA

droFic1 scf7180000453906:1053355-
1053535 +

CTGGCCTACCTTACGCTCTCGATGTCCTGGCTGTGGGGCATCGCCTTGGGGTGAGTGGTTGATTG---GTTAA-----------------------------------------------TGGAATACTTGGATTATCGGCAGC-CTTAATGGCAACGGCTT-------GT--------CCT---G-GTTTAA-------T-GT----TGCAGCCTGGTCATCACCGCCGTCTCCCCGAACGTGGTCGTCACCGTGATGCTGA

droEle1 scf7180000490453:61602-61768
-

CTGGCCTACCTCACCCTCTCGATGCCATGGCTGTGGGGCATCGCCCTGGGGTGAGTGG---T-------TCAA-----------------------------------------------TGGATTACTTGGGCTATCGAGGGG-GCTATTGA-------AT-------GTGCTGTTTG------------AA-------T-GT----TGCAGCCTGGTCATCACCGCCGTCTCCCCGAATGTGGTCGTCACCGTGATGCTGA

droRho1 scf7180000780164:119877-
120038 +

CTGGCCTACCTCACCCTCTCGATGCCCTGGCTGTGGGGCATTGCCTTGGGGTGAGTGG-----------TTAA-----------------------------------------------TGGATTACTTCGGTTATCGGGGGC-CTTAATGG---------GCTA---------------------GTTCAA-------T-GT----TGCAGGCTGGTCATCACCGCCGTCTCCCCGAATGTGGTCGTCACCGTGATGCTGA

droBia1 scf7180000302402:4888771-
4888944 +

CTGGCCTACCTCACGCTCTCCATGCCCTGGCTGTGGGGCATCGCCTTGGGGTGAGTGT---G------GCTAA-----------------------------------------------TGGAATACTTGGGTTAACGGAAGC-CTTAATGG-----------------TCCCGGTGGCCC---GGGGGTAA-------T-GT----TACAGCCTGGTCATCACCGCCGTCTCCCCCAATGTGGTCGTCACCGTGATGCTGA

droTak1 scf7180000415400:76340-76520
-

CTGGCCTACCTCACACTCTCGATGCCCTGGCTGTGGGGCATCGCTTTGGGGTGAGTGG---G-GA---GCTAA-----------------------------------------------TGGAATACTCGGGTTAACGGATGTACTTAATGG---------GCTA------TTGGTGCCCCCGGG-GGGTCA-------T-CT----TACAGCCTGGTCATCACCGCCGTCTCCCCGAATGTGGTCGTCACCGTGATGCTGA

droEug1 scf7180000409768:972627-
972808 -

CTGGCCTACGTTACACTCTCGATGCCCTGGCTGTGGGGTATCGCCTTGGGGTGAGTGG---T-G----GTTAA-----------------------------------------------TGGATTACTTGGATTATCGAGAGC-CTTAATGG----------------G-CCTGTCGGCTT---CGGGGTAATGTTATGT-GT----TACAGCCTGGTCATCACCGCCGTTTCCCCGAATGTGGTCGTCACCGTGATGCTGA

dm3 chr3R:18812158-18812334 - CTGGCCAATCTTACACTCTCCATGCCCTGGCTGTGGGGCATTGCTTTGGGGTAAGTTA---ATGA---GCTAA-----------------------------------------------TGGAATACGTGGATTATCGAATGC-CATAATGG----------------GTACTGAGAACTT---G-GGGTTA-------T-CT----TACAGCCTTGTCATCACCGCCGTTTCACCGAATGTGGTCGTCACCGTGATGCTGA
droSim2 3r:18352689-18352865 - CTGGCCAACCTTACACTCTCCATGCCCTGGCTGTGGGGCATTGCCTTGGGGTAAGTTA---ATGA---GCTAA-----------------------------------------------TGGAATACTTGGATTATCGAATGC-CATAATGG----------------GTACTGATTACTT---G-GGGTTA-------T-GT----TGCAGCCTGGTCATCACCGCCGTATCACCGAATGTGGTCGTCACCGTGATGTTGA
droSec2 scaffold_0:19176128-19176304

-
CTGGCCAACCTTACGCTCTCCATGCCCTGGCTGTGGGGCATTGCCTTGGGGTAAGTTA---ATGA---GCTAA-----------------------------------------------TGGAATACTTGGATTATCGAATGC-CATATTGG----------------GTACTGATTACTT---G-GGGTTA-------T-GT----TGCAGCCTGGTCATCACCGCCGTATCACCGAATGTGGTTGTCACCGTGATGCTGA

droYak3 3R:19672229-19672406 - CTGGCCAACCTTACACTCTCGATGCCCTGGCTGTGGGGCATCGCCCTGGGGTAAGTTA---ATGA---GCTAA-----------------------------------------------TGGAATACTTGGATTATCCAATGT-CTTAATGG----------------GTGCTGATTACTT---GCGGGTAA-------T-GT----TGCAGCCTGGTCATCACCGCCGTGTCCCCGAATGTCGTCGTCACTGTGATGCTGA
droEre2 scaffold_4820:9256656-

9256839 +
CTGGCCAACCTGACACTCTCGATGCCCTGGCTGTGGGGCATCGCCCTGGGGTAAGTCA---ATGA---GCTAA-----------------------------------------------TGGAACACTTGGATTATCGGACGG-CCTAATGG---------ATTAATGGTACTGATTACTT---G-GGGTAA-------T-GT----TGCAGCCTGGTCATCACCGCCGTGTCCCCCAACGTGGTCGTCACCGTGATGCTGA
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crit.star
crit.loop
crit.mor
crit.half

crit.total
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CCAGCCTGCTGGGACATCTGGATGACTTTGATGCCACGCGCGATATACTGGTGAGTGCGTTGTTCAGTTGGTTAAATAAAGCGATCCTAAAACGAAACAATCGTCTCAATGCAGGACCCATCATCGAACATGTCGGTGATCAGTGAGAGCAGCGTTGATTATCG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060662

9x160_0-
2h_embryos_total

SRR060658

140_ovaries_total

SRR060676

9xArg_ovaries_total

SRR060682

9x140_0-
2h_embryos_total

SRR060677

Argx9_ovaries_total
SRR2096056

Ovary_Min_46

SRR2096058

Ovary_Min_98

V116

male
body

SRR2096060

Ovary_Min_193

M027

male
body

M047

female
body

SRR060655

9x160_testes_total

SRR060661

160x9_0-
2h_embryos_total

SRR060663

160_0-
2h_embryos_total

SRR060667

160_females_carcasses_total

SRR060672

9x160_females_carcasses_total

SRR060678

9x140_testes_total

SRR060684

140x9_0-
2h_embryos_total

SRR1106721

embryo_10-
12h

SRR2096013

Ovary_Strain_9_oxidized

SRR060666

160_males_carcasses_total

SRR060679

140x9_testes_total

SRR060687

9_0-
2h_embryos_total

SRR2096055

Ovary_Min_43

V053

head

..................................................GTGAGTGCGTTGTTCAGTTGGTTAAA........................................................................................ 26 0 1 8.00 8 0 3 1 1 0 0 0 0 0 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0

..................................................GTGAGTGCGTTGTTCAGTTGGTTAA......................................................................................... 25 0 1 4.00 4 1 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGCGTTGTTCAGTTGGTTAAAT....................................................................................... 27 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GAAACAATCGTCTCAATGCAGA................................................. 22 1 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGCGTTGTTCAGTTGGTT........................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................GATCAGTGAGAGCAGCGTC........ 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...........GGACATCTGGATGACTTTGA..................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

............................................................................................CGAAACAATCGTCTCAATGCAG.................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGCGTTGTTCAGTTGGT............................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AAACGAAACAATCGTCTCAATGCAGT................................................. 26 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................GTTCAGTTGGTTAAATAAAGCGATCCT............................................................................ 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGCGTTGTTCAGTTGGTTAAATA...................................................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGCGTTGTTCAGTTGG............................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGCGTTGTTCAGT................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................GCGATCCTAAAACGAAACAATCGTC........................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGCGTTGTTCAGTTGGTTA.......................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................GAAACAATCGTCTCAATGCAG.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

............................TGATGCCACGCGCGATATACTG.................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGCGTTGTTCAAA................................................................................................ 18 2 7 0.29 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GGTCGGACGACCCTGTAGACCTACTGAAACTACGGTGCGCGCTATATGACCACTCACGCAACAAGTCAACCAATTTATTTCGCTAGGATTTTGCTTTGTTAGCAGAGTTACGTCCTGGGTAGTAGCTTGTACAGCCACTAGTCACTCTCGTCGCAACTAATAGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR060666

160_males_carcasses_total

SRR060685

9xArg_0-
2h_embryos_total

V047

embryo

SRR1106729

mixed
whole
adult body

.......CGACCCTGTAGACCTACTGAA........................................................................................................................................ 21 0 1 1.00 1 1 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12472:118923-

119086 +
dvi_974 CCAGCCTGCTGGGACATCTGGATGACTTTGATGCCACGCGCGATATACTGGTGAGTGCGT-----------T-----------------------GTT----------------CAGTTGGTTA-------AA-------------------TAAAGCGATCCTAAAACGAA-----ACA------A-------------------------------------------------------------------------TCGTCT------C--AATGCAGGACCCATCATCGAACATGTCGGTGATCAGTGAGAGCAGCGTTGATTATCG

droMoj3 scaffold_6308:1450622-
1450780 -

CCAGTTTGCTGGGGCATCTGGATGATTTTGATGCCACGCGCGATATACTGGTGAGTGAA-----------TT-----------------CTAGTGA-ATC--TAGTAG-------------CAGTT--------------------------CAATC-----------------------------------------------TCT-CAATCAAA----------------------------------------------------C---CATCTTTCAGGATCCTTCGTCTACGATGTCGGTGATCAGTGAGAGCAGCGTGGATTATCG

droGri2 scaffold_15203:2094606-
2094794 -

CCAGTCTGCTGGGTCATCTTGATGACATTGATGCCACACGCGACATACTGGTAAGTTCTAAAATAGCAGCAA-CAAAAGCAAAAGCAGCAGCATCTGT----------------CAGTTGATCG-------AA-------------------TAAA----------------------------------------------------------------------TAAA-CAAT-----------------------TATTGGGTTT------TTATGCAGGATCCATCATCGAGCCTGTCGGTGATTAGCGAGACCAGCGTCGATTATCG

droWil2 scf2_1100000004909:1940173-
1940334 -

CCAGCCTTTTGGGTCATTTAGATGAAATTGATGCCACTAGAGACATATTGGTAAGACATG-----------A--------------------A----A---------AA---------------CTCAATT--C---A-A----------AT------GG----------CTTAATTA--CAATAA----------------------------------------------------------C-------------TATTATGCAA------TTCCCTAGGATCCATCTTCCAGCATGTCGGTGATCAGTGAAAGTAGTGTGGATTTTCG

dp5 XL_group1e:2023966-2024133
-

CCTCATTGCTTGGACATTTAGATGAGATAGATGCCACCAGGGACATAATAGTGAGGCTG-----------AA--------------------------------------------------------------------------------CAAAC-----------------------------------------------CCTTCAAAAGAACCTTCTATATTAAT-GAATTCTTGAATTTTAATTG-------------------------TGCCAGGACCCCTCCTCCAGCATGTCCGTGATCAGCGAGAGCAGCGTGGACTTTCG

droPer2 scaffold_18:874332-874499 - CCTCATTGCTTGGACATTTAGATGAGATAGATGCCACCAGGGACATAATAGTGAGGCTG-----------AA--------------------------------------------------------------------------------CAAAC-----------------------------------------------CCTTCAAAAGAACCTTCTATATTTAT-GAATTCTTTAATTTTAATTG-------------------------TGCCAGGACCCCTCCTCCAGCATGTCCGTGATCAGCGAGAGCAGCGTGGACTTTCG
droAna3 scaffold_13248:443831-

443987 +
CATCGCTGCTGGGCCACTTGGAGGAAATAGATGCCACCAGAGATATATTGGTGAGGCTTC-----------------------------TGCATTTAT----------------TTTTTAATTT-------AT-------------------TAAA-------------------------------------------------------------------------------TTTTTAA------------------TTGTTT------TAT-TTTTAGAATCCATCGTCGAGCATGTCGGTGATCAGTGAGAGCAGCGTGGACTTCCG

droBip1 scf7180000394734:38209-
38378 -

CATCGTTGCTGGGACATTTGGATGAAATAGATGCCACCAGAGATATATTGGTGAGAATTG-----------T-------------------------A---------GACTT------------------------------------------------------------------------------CTTCTTCTTT-------------------------------TTGTTTTTAAATTTTATTTA-------AAAATAAAAACTATAAT-TTTTAGGATCCATCGTCGAGCATGTCGGTGATCAGTGAGAGTAGCGTTGACTTTCG

droKik1 scf7180000302592:1960017-
1960177 -

CATCACTGCTGGGGCACCTGGACGAGATTGATGCCACCAGAGATATATTGGTGGGTACAAA----------T------------------TT---------------AA---------------ATCAACT--C---T-T---AGGA--AAT-----------------------------T------------------------------------TCATATATT-------------------------------TTTTGTTTAT------TTCAACAGGATCCCTCATCCAGCATGTCGGTGATCAGTGAGAGCAGCGTGGACTTTCG

droFic1 scf7180000454072:608925-
609082 +

CCTCGCTGCTGGGGCATCTGGACGAGATCGACGCAACCAGGGATATACTGGTAAGCCCTC-----------TA---------------TTTCC----A---------AA----------------GCATTT--C------------------------------AAATCGAT-----GTG------A-------------------------------------------------------------------------CTGTTTCTC--CATT-CCGAAGGACCCCTCGTCGAGTATGTCGGTAATCAGCGAGAGCAGCGTGGACTTCCG

droEle1 scf7180000490141:352379-
352560 +

CTTCGCTGCTGGGGCATCTGGACGAGATCGATGCCACCCGGGACATACTGGTAAGGCAG-----------CC-----------------C----T--T----------------GTTTTGGCCACTCCTGC--TCGAT-GATGAAGA--AAT-------------------------G--GTGTTCACTTCTTCTCCCTCTCGCCCCC--------------------------------------------------------------------CAAAAGGATCCCTCGTCGAGCATGTCGGTGATCAGCGAGAGCAGCGTGGACTTCCG

droRho1 scf7180000779467:386675-
386838 +

CATCGCTGCTGGGGCATCTGGACGAGATTGATGCCACCAGGGATATACTGGTAAGCCTTTA----------C-----------------TTCA----A---------AA---------------CGCATTC--TTGAT-------AA--AAT-------------------------G--GTTCACA-----------------------------------------------------------------------CTTTATTTCAC---CAT-TGAAAGGATCCCTCGTCGAGCATGTCGGTGATCAGCGAGAGCAGCGTGGACTTCCG

droBia1 scf7180000302126:2716936-
2717095 +

CATCGCTGCTGGGGCATCTGGATGAGATCGATGCCACCAGGGATATACTGGTAAGTGCTA-----------T-----------------TGCA----A---------AA---------------CTCCTTC--TTGATTGGTAAGCT--AAT-------------------------G--GTA------------------------------------------------------------------------------TATTTACC-------CATTAGGATCCCTCGTCGAACATGTCGGTGATCAGCGAGAGCAGCGTGGACTTTCG

droTak1 scf7180000415769:1001765-
1001927 -

CCTCGCTGCTGGGGCATCTGGATGAGATTGATGCCACCAGGGATATACTGGTGAGCCATTA----------T-------------------------A----------------GTATTGATTATT---GA--TTTAA-A----------AT------GA----------CCAAAATT--GAATAC----------------------------------------------------------------------------GTTT------C--ATCCAAGGATCCCTCGTCGAGCATGTCGGTGATCAGCGAGAGCAGCGTGGACTTTCG

droEug1 scf7180000409061:149005-
149171 -

CATCGTTGCTGGGACATCTGGATGGGATTGATGCCACGAGGGATATACTGGTAAGTTATTA----------T-----------------AGCA----T---------AA---------------CTTATTC--C---T-A---AGGAAAAAT-------------------------GT-GTATAT----------------------------------------------------------A-------------TATTGTGTAAT---CAA-TGAAAGGATCCCTCGTCGAACATGTCCGTTATAAGCGAGAGCAGTGTGGACTTTAG

dm3 chrX:2629088-2629259 - CGTCGCTGCTGGGGCATTTGGATGAGATTGATGCCACCAGGGATATACTGGTAAGCCAG-----------AA-----------------CGCATGCCA---------CACTCCCCA-----------------C-----------------------------------------TTG--CGA----------------------------------------------------------CATTCA-TTGTGGACCG--ACCTCTAA-CCTAAT-CCACAGGATCCGTCGTCAAGCATGTCGGTGATCAGCGAGAGCAGCGTGGACTTTCG
droSim2 x:2431387-2431542 - CGTCGCTGCTGGGGCATCTGGATGAGATTGATGCCACCAGGGATATACTGGTAAGCCAG-----------AC-----------------CGCATGC-ATTCATTGTGG-------------TCACT------------------------------------------------------------------------------------------------------------------------------------CATTGTCTAA-CCCAAT-CCGCAGGATCCGTCGTCGAGCATGTCGATAATCAGCGAGAGCAGCGTGGACTTTCG
droSec2 scaffold_10:2391001-2391156

-
CGTCGCTGCTGGGGCATCTGGATGAGATTGATGCCACCAGGGATATACTGGTAAGCCAG-----------AC-----------------CGCATGC-ATTCATTGCGG-------------ACACT------------------------------------------------------------------------------------------------------------------------------------CATTGTCTAA-CCCAAT-CCGCAGGATCCGTCGTCGAGCATGTCGATAATCAGCGAGAGCAGCGTGGACTTTCG

droYak3 X:5720530-5720697 + CCTCGCTGCTGGGCCATCTGGATGGCATTGATGCCACCCGGGATATACTGGTAAGTCCACA----------T-----------------GGC-----A---------CACCCCCTT-----------------T-----------------------------------------TCA--TT------------------------------------C----------------------CATTTATTTT-TGATAA--CTACTTAA-CACAAT-CGATAGGATCCGTCGTCGAGCATGTCGGTGATCAGCGAGAGCAGCGTGGACTTTCG
droEre2 scaffold_4690:56028-56191 - CATCGCTGCTGGGGCATCTGGATGAGATAGATGCCACCAGGGATATACTGGTAAGCCCGC-----------------------------CTCAT--------------------------------------------------------------------------------------------------------------------------------ACATCCTCCGCATTCGTGGCATTCACTTG-------CAACATCCAAC---CAT-CCGTAGGACCCGTCGTCGAGCATGTCGGTGATCAGCGAGAGCAGCGTGGACTTTCG
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Legend: mature star mismatch in alignment mismatch in read
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intron [Dvir\GJ17515-in]; CDS [Dvir\GJ17515-cds]; CDS [Dvir\GJ17515-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCAGGCACCAATATTTAAAAAAGAAGCTGATCAACGGATGCTGCAAAGTGGTAAATAATATTCTTCGTAAATATGCTTAAAACACGTTTTGATATTTTCCGAATATATTTGCAGAAAACATTGACGTTGGCAGCGGAGCATTCGCGGCAAATAGTGGCACCATT

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

M061

embryo

SRR060656

9x160_ovaries_total

SRR060663

160_0-
2h_embryos_total

SRR060669

160x9_females_carcasses_total

V047

embryo

V116

male
body

SRR060655

9x160_testes_total

SRR060661

160x9_0-
2h_embryos_total

SRR060681

Argx9_testes_total

SRR060685

9xArg_0-
2h_embryos_total

SRR1106717

embryo_6-
8h

SRR2096014

Ovary_Strain_160_oxidized

V053

head
SRR2096055

Ovary_Min_43

SRR060689

160x9_testes_total

SRR060677

Argx9_ovaries_total

..............................................................................................TTTTCCGAATATATTTGCAGT................................................. 21 1 1 12.00 12 3 0 2 0 0 2 2 1 1 0 0 0 0 1 0 0 0

..............................................................................................TTTTCCGAATATATTTGCAG.................................................. 20 0 1 2.00 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.............TTTAAAAAAGAAGCTGATCAACGGAT............................................................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

...............................................................................................TTTCCGAATATATTTGCAGT................................................. 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................ACGGATGCTGCAAAGTG.................................................................................................................. 17 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.............................................................................................ATTTTCCGAATATATTTGCAGT................................................. 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................AAACATTGACGTTGGCAGCGGAGC......................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTTTCCGAATATATTTGCAGC................................................. 21 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................CAACGGATGCTGCAAAGTGA................................................................................................................. 20 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................GAAGCTGATCAACGGATGCT.......................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................AAAACATTGACGTTGGCAGCGGAGC......................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

..............................................................................................TTTTCCGAATATATTTGCAGTCT............................................... 23 3 3 0.67 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0

Anti-sense strand reads

GGTCCGTGGTTATAAATTTTTTCTTCGACTAGTTGCCTACGACGTTTCACCATTTATTATAAGAAGCATTTATACGAATTTTGTGCAAAACTATAAAAGGCTTATATAAACGTCTTTTGTAACTGCAACCGTCGCCTCGTAAGCGCCGTTTATCACCGTGGTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096014

Ovary_Strain_160_oxidized

GSM1528803

follicle
cells

SRR060688

160_ovaries_total

SRR060676

9xArg_ovaries_total

SRR060685

9xArg_0-
2h_embryos_total

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060684

140x9_0-
2h_embryos_total

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

V053

head

.............................TAGTTGCCTACGACGTTTCACCATTT............................................................................................................. 26 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0

...................TTTCTTCGACTAGTTGCCTACGACGT....................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12963:13992819-

13992982 +
dvi_11709 CCAGGCACCAATATTTAAAAAAGAAGCTGATCAACGGATGCTGCAAAGTGGTAAATAATATTCTTCG-----T-----AAATATG-----CT-TAAAACACGTT------TTG-----------------ATATTT--TCCGAATATATTTGCAGAAAACATTGACGTTGGCAGCGGAGCATT-------CGCGGCAAATAGTGGCACCATT---

droMoj3 scaffold_6500:29516605-
29516778 +

TCAGGCGCCTATCTTTAAAAAAGAAGCGGATCAACGAATAACGCAAATTGGTAAACGTCT----TGG------------------TAATCT-CTTAG-------TAAATTAAACATTAATCTTATAGTTATTTTTCGTC-TACTGCTTTTTACAGAAAACATCGATGTTGGTGCCGGAGTACT-------TGCTGCAAATAGTAGCACCATT---

droGri2 scaffold_15126:1849156-
1849325 -

TCAAGCGCCCATCTTTAAAAAAGAAGCCGATCAACGCCTGATGCAAGGCGGTATATATTCCTATATA---------TATA-----TATATT-TGACA-------------AAACATATACTT----------GATATATATATTCGTTTCAGCAGAGATCATGGATGCCGGTGGCGGAGGGGC----TTTTGTGGCTAGCAGTGGCACTAAT---

droWil2 scf2_1100000004961:1571032-
1571102 +

TCAGGCACCAATTTTCAAAAAAGAAACGGATCAGCGTATAATGCAATGCAGTCAAGGTTGGTAAATTAT------AT------------------------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_group_493:7170-7332
+

TCAGAGTCAAATTTTTAAAAAAGAT------TTTCAAATGATGCATGGGGGTCAGTGTTCGTATTCCAT-AGT-----ATATATC-----GT-TTAAAGTCGT---------------------------ATCATAATCATTTTTATTTCTTCAGAAAATTATGATATCGCTGGAACTGTGTT-------TTCTACTAACAGTGGATCTGTCGTA

droPer2 scaffold_16:248025-248187 + TCAGAGTCAAATTTTTAAAAAAGAT------TTTCAAATGATGCATGGGGGTCAGTGTTCGTATTCCAT-AGT-----ATATATC-----GT-TTAAAGTCGT---------------------------ATCATAATCATTTTTATTTCTTCAGAAAATTATGATATCGCTGGAACTGTGTT-------TTCTACTAACAGTGGATCTATCGTA
droAna3 scaffold_13230:920906-921052

+
TCCGTCTTCTGTTTGTAAAAAAGAGTCTGAACAAAAAATATTTCATGGTTTGTTATATTATTCGTTTAC------GTTAT--------------------------------C-----------------AAATTTACAAAATTTTTATTGGCAGAATACATAGATCTAGTTGGAACAGGCTT-------ATCTAATAACTGTTCTTC---G---

droBip1 scf7180000396655:1928-2079 + TCCCTCATCCGTTTGTAAAAAAGAGTCTGAACAGAGAATATTTCATGGTTTGTTATATTATTCGTTTAC------ACTAT------------------------------ATG-----------------TAATTTACAAATTATTTCTTGACAGAATACATAGATTTAGTTGGATCAGGTTT-------ATCTCATAGCGGTTCTTC---GATT
droKik1 scf7180000302700:38311-38382

+
TTTTT----------------------------------------------------------------------------------------------------------------------------------------GTATTTAATAACAGAACACGTTGATCTGCCTATTATTGGCTT-------TAGTCATAATAGTGTAGCAGCCAGT

droFic1 scf7180000453068:22067-22234
+

TCCTGTTCAATTTTTAAAAAAAGACTGCGATCAGCGAACGTTTCATGGTGGTGAGTATTGAAGTTCCTT-AATATATATT-----TGATAA-AAAAA-------------ATT-----------------TTTTTGTGAAAATATTCAGTACCAGAAAACGTTGATCTAATGGGAACTGGGCC-------TAACAGTAATAATGAAACCACC---

droEle1 scf7180000490763:5183-5351 + TCAGACTCACAATTTAAAAAAAGAGATAGATCAGAGATTTTTACATGAAGGTTAGTATAAGTATTACCA-TACATATGTT-----TAA---TGAGAA-------------AAT-----------------AATTTTGCTTAATATTTTTTGGCAGAAAACGTTGATTTACTTGGAACTAGAGT-------TATCAATAATGCTGAAACAGCCTTA
droRho1 scf7180000779269:3095-3261 + TCAGGCTCCCATTTTAAAAAAAGAAGCTGATCAGCGAATGTTACATGGAGGTTAGCATTGGCATTGTCAAAAA-----AAATATA-----AT-AAAA-------------AAA-----------------AATTTCGTTGAACATTTATTGGCAGAAAACGTTGATCAACTTGGAACTGGACT-------TAGCAATTATTGTGGAATAGACACA
droBia1 scf7180000302470:130904-

131070 +
ACTGGTTCACACAGTTAAAAAAGAGATTGATCACCGAACTCTACAAAATGGTTAGTAGTG------CAT-AAA-----ATACCTA-----ACTAAAC-------------AAC-----------------AATTTAACTCAATATTTATTACCAGAAAACGTTGATCATCAAGGCACTGGTCTAAGCCC-CAGTCATAATAGTGGAACAGTCTTA

droTak1 scf7180000415976:8265-8436 - TTTGGCTCACAATGTCAAAAAAGAAATTGATCAGCGAATTTTACATGGTGGTTAGTATTGGTAGTTCTA-AAA-----ATATATA-----AC-TAAA-------------AAT-----------------AATCGTTTATAATATTCAATGACAGAAAACGTTGATCTTCATGGAACTGGCATCAGCAC-TAGCCATAATAGTGTAACAGTCTTT
droEug1 scf7180000405886:11904-12047

-
TCAAGCTTACAATTTTAAAAAGGAGATTGATCAGCGAGTTTTACATGGTGGTTAGTATTGGTACAG--------------ACATA-----ATGGAAA-------------AAT-----------------AATGT---TGTGTATTTATCTATAGAAAACGTTGATTTTCATGGAATCGGTC-------------------ATGGAACAGTCATA

dm3 chr2R:125666-125827 - TCAGGGTCATATTTTAAAAAAAGAGAGCGATCAAAGAATTTTACATTGTGGTTGGTATTTCTCTTTCAT------ATTTT-----TAATCT-CGAAA-------------AAT-----------------AATGTGAATAAATCTTTATTGACAGAAAACATGGACCTTCATGAAACTGGGCT-------CATAAATATTAGTGGGACAAT----
droSim2 2r:513022-513180 - TCAGGGTCATATTTTAAAAATAGAGAGCGATCAAAGAATTTTACATTGCGGTTGGTATTAGCCTTTTAT------ATTTT-----TAATCT-CGAAA-------------AAT-----------------AATGTGAATAAATCTTTATTAACAGAAAACGTGGACCTTCATGAAACTGGGCT-------CATAAATATTAGTGGGAC-------
droSec2 scaffold_203:11915-12073 - TCAGGGTCATATTTTAAAAATAGAGAGCGATCAAAGAATTTTACATTGCGGTTGGTATTAGCCTTTTAT------ATTTT-----TAATCT-CGAAA-------------AAT-----------------AATGTGAATAAATCTTTATTAACAGAAAACGTGGACCTTCATGAAACTGGGCT-------CATTAATATTAGTGGGAC-------
droYak3 v2_chr2L_random_028:497007-

497166 +
TCAGGGTTATATTATAAAAAAAGAGAGCGACCAAAGAATTTTACATTGTGGTTGGTATAAATGATTTAT------ATTAT-----TA---T-CGAAA-------------AAT-----------------AATGTGAATAAAAATTTATTGACAGAAAACATGGACCTTCATGAAACTGGGCT-------CATCAATACTAGTGGGTCGAAC---

droEre2 scaffold_4929:22286164-
22286320 -

TCAGGGTCATATTTTAAAAAAAGAGAGCGACCAAAGAATTTTACATTGTGGTTGGTATTAGTGATTTAT------TTTAT-----TA-------TCA-------------ATT-----------------AATGTGAACAAATCTTTATTGGCAGAAAACGCGGACCTTCATGAAACTGGGCT-------CATCAATATTAGTGGGACTGTC---
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to intron [Dvir\GJ21512-in]; intron [Dvir\GJ20831-in]; CDS [Dvir\GJ20831-cds]; CDS [Dvir\GJ20831-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CGCTACGAAGGATCAAGGCTTGGTCATCAAAATGGCACAAAAGAACAAGGGTGAGTGGATCCGACCGACCTACGTACCACTGCGACTGGAAAATAAATAAAGGGTGTGTCCATCCATCAATTAGAAACGCAAACCGTTAAGATAGGTGGTGGCAATTGGTTTGCAGTGCCCCCA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060678

9x140_testes_total

SRR060670

9_testes_total

SRR060679

140x9_testes_total

SRR060680

Â 9xArg_testes_total

SRR060689

160x9_testes_total
SRR2096057

Ovary_Min_50

SRR060684

140x9_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

SRR060674

9x140_ovaries_total

SRR060681

Argx9_testes_total

V116

male
body

SRR060660

Argentina_ovaries_total
SRR2096055

Ovary_Min_43

SRR060659

Argentina_testes_total

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

M047

female
body

M027

male
body

SRR060662

9x160_0-
2h_embryos_total

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

V047

embryo

..................................................GTGAGTGGATCCGACCGACCTACGTA.................................................................................................. 26 0 1 3.00 3 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGGATCCGACCGACCTA...................................................................................................... 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................GTTAAGATAGGTGGTGGCAATTGG............... 24 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGGATCCGACCGACCTACGT................................................................................................... 25 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

............................................................................................ATAAATAAAGGGTGTGTCC............................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................GATAGGTGGTGGCAATTGG............... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TGCGACTGGAAAATAAATAAAGGGTG.................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TGGCACAAAAGAACAAGG............................................................................................................................ 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................AAAGGGTGTGTCCATCCATCAATTAG.................................................. 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTGGATCCGACCGACCTACGTAC................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

........................CATCAAAATGGCACAAAAG................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................AAACCGTTAAGATAGGTGGT........................ 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....ACGAAGGATCAAGGCTTGGTCATCA................................................................................................................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............CAAGGCTTGGTCATCAAAATG............................................................................................................................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCGATGCTTCCTAGTTCCGAACCAGTAGTTTTACCGTGTTTTCTTGTTCCCACTCACCTAGGCTGGCTGGATGCATGGTGACGCTGACCTTTTATTTATTTCCCACACAGGTAGGTAGTTAATCTTTGCGTTTGGCAATTCTATCCACCACCGTTAACCAAACGTCACGGGGGT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060684

140x9_0-
2h_embryos_total

SRR060686

Argx9_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

SRR060667

160_females_carcasses_total
SRR2096055

Ovary_Min_43

V047

embryo

M027

male
body

SRR060660

Argentina_ovaries_total

SRR060685

9xArg_0-
2h_embryos_total

SRR2096014

Ovary_Strain_160_oxidized

V116

male
body

M061

embryo

SRR060689

160x9_testes_total

SRR060662

9x160_0-
2h_embryos_total

SRR2096013

Ovary_Strain_9_oxidized

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12875:5959217-

5959390 -
dvi_5392 CGCTACGAAGGATCAAGGCTTGGTCATCAAAATGGCACAAAAGAACAAGGGTGAGTGGATC------------------------------CG----ACCGACCTACG---TA--------------------------CCACTGCGACTGGAAAATAAATAAA-GGGTGTGT---------------------------------CCAT---C---CATCAATTAGAAACGCAA------ACCGTTAAGATAGGTGG---------------TG---------GCAATTGGTTTGCAGTGCCCCCA------------------------

droMoj3 scaffold_6496:24088048-
24088243 +

CGCTACTAAGGATCAAGGCTTGGTCATTAAAATGGCACAGAAGAACAAGGGTGAGTGCCGAATACC--------------------CCACAGCC--------------GGC--------------------------------------TGTTAAATAAACAAACGGGTGTGTCCATACATCCATCC-ATTT--ATATCCACCCACCCAT---C---CATCAATTAGAAACGCAA------ACAGTCAAATTAGGTG------GCG------------------CAAATTGGTTTGCCGTTCCACCG------------------------

droGri2 scaffold_15112:879863-
880059 -

CGCTGCTTCAGGTCAGGGCATGGTCATCAAAATGGCACAAAAGAATAAGGGTGAGTTGTGTGTGTT-------------GTGTGGCCCCAG-GCCTACC----------------------CCGTTTCC------------AAACTGTCGGAAAAGTAAACAAA-GGGTATAT--------------A------T-----CTTAATTCAT---T---AATTGATTAGAAACACAA------ACTGGTAAACTGGGTGG---------------CG---------TCGATTGGCTAACATCGACCTCA------------------------

droWil2 scf2_1100000004514:3616600-
3616781 -

TGCCACCGAAGGACAAGGTCTCGTCATCAAAATGGCCCAAAAGAATAAAGGTAAGAACAAGTC----------------------------CA----ACCGTTTTATGATT-TGGTTGA------------------------------------------------T-------------------GGTTT-----------GA-CTTT-------GTTTCACTAGAAACTCAA------ACGATGAAATTGGGCGGAGGCTGTGGCATTGCCACACCACATCCAAACTGGTTTGCAGCTGCTCCA------------------------

dp5 3:14268448-14268630 - C------GAGGGTAAAGCACTAGTCATTAGGATGACCCAGAAGAACAAGGGTAAGCTACAGGC--A----AGGACAGCAGTGGGTGCCCAG-GCTCGCC----------------------TCACCCAC-------------------------A------------GTCT--------------------------------CATCT-T--CCA--TTCCAAACAGAGACGCAGACCTCGACCGCGAAGCCTGGCC---------------CCA---------TCAACTGGTTGCCCCAGGTAGCAGCCTAT---------------CCG
droPer2 scaffold_4:1047241-1047429

+
AGTGGACGAGGGTAAAGAACTAGTCATTAGGATGACCCAGAAGAACAAGGGTAAGCTACAGGC--A----AGGACAGCAGTGGGTGCCCAG-GCTCGCC----------------------TCACCCAC-------------------------A------------GTCT--------------------------------CATCT-T--CCA--TTCCAAACAGAGACGCAGACCTCGACCGCGAAGCCGGGCC---------------CCA---------TCAACTGGCTCCCCCAGGTAGCAGCCTAT---------------CCG

droAna3 scaffold_13266:12917656-
12917833 -

dan_1970 AGTCGGCGAGGGTCAAGGCTTGGTCATCAAAATGGCCCAAAAGAACAAGGGTGCGTCCTCCGAAATAGCTT------------------------CG--------------AA--------TTTCATTAAAAC---------------------A------------TTAT--------------------------------AACCTTT---A---CGTTTTCCAGAGACTCAA------ACGGTGAAGATTGTGGCCGGCGGAGGAATGGCTC---------CAAATTGGTTCAATGCAGCGGCG---TAT------------------

droBip1 scf7180000396730:1004119-
1004266 +

AGTCGCCGAGGGTCAAGGCTTGGTCATCAAAATGGCCCAAAAGAACAAGGGTGAGTCGGTCGCGTCAGGAT------------------------CGA--------------T--------TTACATCTAAAC-----------------------------------------------------------------------A-TGAT---A---CACTTTCCAGAGACTCAA------ACGGTGAAGATAGTGGCCGGCGGAGGAATGGCTC---------CCA--------------------------------------------

droKik1 scf7180000302476:1056500-
1056651 -

AGCCGCCGAGGGTCAAGGGTTGGTCATCAAAATGGCCCAGAAGAACAAGGGTAAGTGGCGTGG--------------------ATTCTCCA-GTTAA-------------GTT------ATCTCTCC-----------------------------------------GCT--------------------------------GA-CCTT---G---GACATCGCAGAGACCCAA------ACGGTGAAGTTGGGGGCCGGCGGAGGTCTGGCCA---------ACA--------------------------------------------

droFic1 scf7180000453858:1080519-
1080717 +

AGCCGTCGAGGGTCAGAGCCTGGTCATCAAGATGACCCAGAAGAACAAGGGTGAGTACGCGATGGCCGATC------------------------AG---------T-----G--------TTCCCCCCAATCTCCATCCCCGTCCATCTGTAATCCAAAT-----------C------------------------------GCACTCC---G---AATCCCGCAGAGACGCAG------ACAGTGAAGTTGGGAACAGGCGCCGCACTGGGCG---------ACAACTGGTACAACCCGGCGGCC------------------------

droEle1 scf7180000491107:1459896-
1460088 +

AGCGGCCGAGGGTCAAAGCCTGGTCATCAAGATGGCCCAGAAGAACAAGGGTAAGTCTAAGGG-TC-------------TGTTGG------CC----ATAG----------------------------AAC---------TACTTGCAA--------------------------------------------CTGTTGCCCAATCCCA---C---AATCCCATAGAAACCCAA------ACGGTGAAGCTGGTGGCCGGTGGCGGACTAGCCA---------ACAACTGGTTTTCCCCGGCGGCC---TTTGGCGCC---------CCA

droRho1 scf7180000777217:542891-
543086 -

AGCCGCCGAGGGTCAAAGTTTGGTCATCAAAATGGCCCAGAAGAACAAGGGTGAGCATTTTGTTTTGGGGAGGAGTG--------------CA----ATGG----------------------------AGA--------------------------------------TAC--------------A------C-----TACAATTCTA---AACAAATCCAATAGAGACCCAA------ACGGTGAAGCTGATGGCCGGTGGCGGACTGGCCA---------ACAACTGGTTTGCCCCGGCGGCGGCCTATGGGGCACCTC--------

droBia1 scf7180000301506:1067593-
1067764 +

AGCCGCCGAGGGTCAGAGCTTGGTCATCAAAATGGCCCAGAAGAACAAGGGTGAGTTAGGACC--A-------------------------------ACC----AGTGGGC-TTTCCTG----------------------------CAAGA---------------GGATTT------------------------------AATTTTCGA-A---ACCCTCGCAGAGACCCAA------ACTGTAAAGCTGGTGGCCGGTGGCGCTCTGGCCA---------ACAACTGGTTTACCCCC-----G------------------------

droTak1 scf7180000415870:652185-
652366 +

AGCCGCCGAGGGTCAGAGCTTGGTCATCAAAATGGCCCAAAAGAACAAGGGTGAGTTTGGGCT----------------------------CC----ATGGAACTGTGGAC-TTCCCAA----------------------------C---------------------------------------ATCACGAC-----TTTAATTC-T--TCA--ACTCGAACAGAGACCCAA------ACTGTGAAGCTGATGGCCGGTGGCGGACTGGCCA---------ACAACTGGTTTTCCCCGGCGGTC------------------------

droEug1 scf7180000409209:522757-
522933 +

AGCCGCCGAAGGTCAAAGTTTGGTCATCAAAATGGCCCAAAAGAACAAGGGTAAGTCTTTAAT--CCGGAA----AGT---------------------------------TTCCCCTG----------------------------TAAGAGGA------------CTACAT------------------------------AGCTTAA---A---AATCCTTTAGAGACCCAA------ACTGTGAAGCTGATGTCCGGTGGCGGACTGGGTA---------TCAACTGGTTTAGCCCGCCAGCC------------------------

dm3 chr2R:5645187-5645369 - TGCCGCCGAGGGTCAAAGCTTGGTGATCAAAATGGCGCAAAAGAACAAGGGTGAGCCAATAGC------------------------------C--------------AAGTG------TGTTCTCGGAA---------GATTCGTGTAGGAAAA------------GTATGT--------------------------------TCGTT---A---AATCTTGTAGAGACCCAG------ACTGTGAAGCTGGTGCCCGGAGGCGGTCTGGTCA---------ACAACTGGTTTGCCCCGGCTACG------------------------

droSim2 2r:6423046-6423249 - TGCCGCCGAGGGTCAAAGCTTGGTGATCAAAATGGCACAAAAGAACAAGGGTGAGCCAACAGC------------------------------C--------------AAGTG------TTTTCTCGGAA---------GTCTCGTGTAGGAAAA------------GTATGT--------------------------------TCGTT---C---AATCTTGTAGAGACCCAG------ACTGTGAAGCTGGTGCCCGGAGGCGGGCTGGTCA---------ACAACTGGTTTGCCCCGGCTTCG---TTTGGGCCACCAGGGATTCCA
droYak3 2L:18271083-18271262 - AGCCGCCGAGGGTCAAAGCTTGGTCATCAAAATGGCCCAAAAGAACAAGGGTGAGCCAACAGG------------------------------------------------GG------TGTCCTCTGGA---------GTTTCGTGTATGTATA------------GTATGC------------------------------AA-CCTT---A---AATCTTGTAGAGACCCAA------ACTGTGAAGCTGGTGGCCGGAGGCGGGCTGGCCA---------ACAACTGGTTTGCGCCGACGGCG------------------------
droEre2 scaffold_4929:8719273-

8719445 +
AGCCGTAGAGGGTAAAGGCTTGGTCATCAAAATGGCCCAAAAGAACAAGGGTGAGCCAACAGG------------------------------CTTAAC------------TGCCTCGG----------------------------TGTGTAAA------------GTATGC------------------------------AA-CCTT---C---AATCTTGCAGAGACCCAA------ACTGTGAAGCTGATGGCCGGAGGCGGGATGGCCA---------ACAACTGGTTTACCCCGTCGGCA------------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:5959217-5959390
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:5959217-5959390
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_5392.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:24088048-24088243
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:12917656-12917833
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_1970.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:1004119-1004266
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:1056500-1056651
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453858:1080519-1080717
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491107:1459896-1460088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777217:542891-543086
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1067593-1067764
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415870:652185-652366
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409209:522757-522933
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5645187-5645369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:6423046-6423249
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:18271083-18271262
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:8719273-8719445


ID:

dvi_403

Coordinate:

scaffold_12928:874910-874970 -

Confidence:

candidate
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Canonical miRNA
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[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

No conservation details.

Show Alternate Folds

Flybase annnotation

Antisense to intron [Dvir\GJ16751-in]

No Repeatable elements found

mature

1. scaffold_12875:1843124-1843145 +
2. dvi_403  scaffold_12928:874910-874931 -
3. scaffold_12958:1682328-1682349 -

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTTATAGGAACCTAGTGCATATGTGATCCAGCGATTTGGGTAATTCCACTCGCAGCTGTGGTTAATTTGTGGAAAACTTCCGATTTCCGCCAATTTACCACAGTTGCGGGTGGAATTGCCCAAGCTCAACATTTTCCCTGAGCAAGGCCTGCGAATGCTCG

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

V116

male
body

SRR060683

160_testes_total
SRR2096014

Ovary_Strain_160_oxidized

M027

male
body

SRR060689

160x9_testes_total

SRR060684

140x9_0-
2h_embryos_total

SRR060672

9x160_females_carcasses_total

SRR060686

Argx9_0-
2h_embryos_total

SRR1106714

embryo_2-
4h

SRR2096056

Ovary_Min_46

V053

head

SRR060663

160_0-
2h_embryos_total

.........................................................................................CCAATTTACCACAGTTGCGGGT.................................................. 22 0 3 4.33 13 5 2 2 3 0 0 1 0 0 0 0 0 0

..................................................CGCAGCTGTGGTTAATTTGTGGA........................................................................................ 23 0 1 4.00 4 0 2 1 0 0 1 0 0 0 0 0 0 0

........................................................................................GCCAATTTACCACAGTTGCGGG................................................... 22 0 2 3.00 6 6 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CCAATTTACCACAGTTGCGGG................................................... 21 0 3 2.00 6 4 0 0 2 0 0 0 0 0 0 0 0 0

........................................................................................GCCAATTTACCACAGTTGCGG.................................................... 21 0 2 1.50 3 3 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CGCCAATTTACCACAGTTGCGG.................................................... 22 0 2 1.50 3 3 0 0 0 0 0 0 0 0 0 0 0 0

....................................................CAGCTGTGGTTAATTTGTGGA........................................................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................GCCAATTTACCACAGTTGCG..................................................... 20 0 3 0.33 1 1 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................CCAATTTACCACAGTTGCGGGTT................................................. 23 1 3 0.33 1 1 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AAATATCCTTGGATCACGTATACACTAGGTCGCTAAACCCATTAAGGTGAGCGTCGACACCAATTAAACACCTTTTGAAGGCTAAAGGCGGTTAAATGGTGTCAACGCCCACCTTAACGGGTTCGAGTTGTAAAAGGGACTCGTTCCGGACGCTTACGAGC

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

#
Mismatch

Hit
Count

Total
Norm Total

V053

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12928:874860-

875020 -
dvi_403 TTTATAGGAACCTAGTGCATATGTGATCCAGCGATTTGGGTAATTCCACTCGCAGCTGTGGTTAATTTGTGGAAAACTTCCGATTTCCGCCAATTTACCACAGTTGCGGGTGGAATTGCCCAAGCTCAACATTTTCCCTGAGCAAGGCCTGCGAATGCTCG
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crit.loop
crit.mor
crit.half

crit.total
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crit.top3
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crit.uri
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rescue.total
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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=droVir3&position=scaffold_12928:874860-875020
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Legend: mature star mismatch in alignment mismatch in read
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Show Alternate Folds

Flybase annnotation

intergenic

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACATAAATAAATTGTGCAATAATGTTTGCCATACAACGCGCGCGCACAAACACACTCAATATTTACACCAATTTTTGCATGTGTCAGTGTGAGTGTACTTGTTTGCGTGTGTGTGTTGATTTTTACCCGATGCCGAATGACAATATACACGCAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

V116

male
body

V053

head

M061

embryo

SRR060677

Argx9_ovaries_total

SRR060681

Argx9_testes_total

SRR060686

Argx9_0-
2h_embryos_total

M028

head
SRR2096058

Ovary_Min_98

V047

embryo

M027

male
body

SRR060656

9x160_ovaries_total

SRR060672

9x160_females_carcasses_total

SRR060676

9xArg_ovaries_total

SRR060685

9xArg_0-
2h_embryos_total

SRR1106722

embryo_10-
12h

SRR2096055

Ovary_Min_43
...................................................................................TCAGTGTGAGTGTACTTGTTT.................................................. 21 0 1 10.00 10 1 1 1 1 2 3 1 0 0 0 0 0 0 0 0 0 0
...................................................................................TCAGTGTGAGTGTACTTGTT................................................... 20 0 1 8.00 8 3 1 0 0 0 0 0 2 2 0 0 0 0 0 0 0 0
...................................................................................TCAGTGTGAGTGTACTTGTTTGC................................................ 23 0 1 3.00 3 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0
...................................................................................TCAGTGTGAGTGTACTTGTTTG................................................. 22 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0
...................................................................................TCAGTGTGAGTGTACTTGT.................................................... 19 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
...................................................................................TCAGTGTGAGTGTACTTGTTTAAA............................................... 24 3 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
...................................................................................TCAGTGTGAGTGTACTTGTTTGT................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
.....................ATGTTTGCCATACAACGCGC................................................................................................................. 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................TCAGTGTGAGTGTACTTGTTTA................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0
.................................................................................TGTCAGTGTGAGTGTACTTGT.................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................TCAGTGTGAGTGTACTTGTTTGCGT.............................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0
......................................................................................................................ATTTTTACCCGATGCCGAATG............... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1
........................................................................................................................TTTTACCCGATGCCGAAT................ 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0
..............................................................................................GTACTTGTTTGCGTGTGTGTGT...................................... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................TCAGTGTGAGTGTACTTGTC................................................... 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TGTATTTATTTAACACGTTATTACAAACGGTATGTTGCGCGCGCGTGTTTGTGTGAGTTATAAATGTGGTTAAAAACGTACACAGTCACACTCACATGAACAAACGCACACACACAACTAAAAATGGGCTACGGCTTACTGTTATATGTGCGTT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060656

9x160_ovaries_total

V116

male
body

V047

embryo

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12855:3976526-

3976679 -
dvi_170 ACATAAATAA-ATTGTGCAATAATGTTTGCC-ATA-----CAACGC----GC-----GC-GC-ACAAACACAC----TC-AATATTTACACCAATTTTTGCATGTGTCAGT---GTGAG--T--GTA--CTTGTTT----GCGTGTGTGT---------------GT--T---G-A---TT-TTTAC---------------------------------------------------------CCGATGCCGAATGACAATATACACGCAA

droMoj3 scaffold_6540:8284322-
8284453 -

ACATAAATTT-ATTTTGCAATAATAT-TTGC-ACA-----A---------ATACACATAT------------AAGGTACA----CATACA------------T-TATCTAT---ACAAG--C--ATA--CAAATAT----GTGTGTGTGTTTGTT-------------------------------GCCTTTTG--------------------------------------------------CCGATGCCGAGTGACAATATACACGCAA

droGri2 scaffold_14906:6597375-
6597509 -

ACATAAATTCAATTGTGCAATATTTG-CCGT-A-------CAAC---------GCGCGC-GT-ACCAACACACAGTCACAATAATAAACC---------------------------CCCC--TACT--CAAACACAT--GTACTCAAGGG------------------------A---TGTGTGTG---------------------------------------------------------TGTGTGCCAAGTGACAATATACACGCAA

dp5 2:11330929-11331118 - ACATAAATAAAATTGTGCAATAATTT-CC-C-ATA-----CGAC---------TCGGCT-TG-ACTCGCACACAGATACACATTCATTCG---------------------------TACG---ATT--GAAATAT----GCGTTTGTGTCTATTTC------------------T---TGTTTTTGCCTTCTGCCGCTGCCCCTGCGGCTGCCAGCGATTGCCAGC------GATTGCCTGCCTGCCTGCCGAGTGACAATATACACGCAA
droPer2 scaffold_0:9184920-

9185115 +
ACATAAATAAAATTGTGCAATAATTT-CC-C-ATA-----CGAC---------TCGGCT-TG-ACTCGCACACAGATACACATTCATTCG---------------------------TACG---ATT--GAAATAT----GCGTTTGTGTCTATTTC------------------T---TGTTTTTGCCTTCTGCCGCTGCCCCTGCGGCTGCCAGCGATTGCCTGCCCGCCTGCCCGCCTGCCTGCCTGCCGAGTGACAATATACACGCAA

droAna3 scaffold_13340:9339749-
9339876 -

ACATAAATAAAATTGTGCAATAATCT-CCCC-ATA-------------------------------------CAGATACAGATACAGATA---------------------TTTACCAT--CC------GGTGTAT--GTGTGTGTGTGTCTATTTCGCC-------------T-T---TTTTTTTT---------------------------------------------------------CGACCGCCTAGTGACAATATACACGCAA

droBip1 scf7180000396712:2960519-
2960658 -

ACATAAATAAAATTGTGCAATAATTT-CCCC-ATA-----C----------------------------ACACAGATACAGATACAGATA---------------------TTTACCAT--CC------GGTATCT--GTGTGTGTGTGTCTATTTCGTATTTGTAT--T---T-T---TTTTTTTC---------------------------------------------------------GGACCGCCTAGTGACAATATACACGCAA

droKik1 scf7180000302634:808643-
808787 +

ACATAAATAAAATTGTGCAATTATTT-TCCC-ACA-----C---------ACACAGGGGCGGCGAATA----CAC--ACACAAGCACACA---------------------------CTCTCC--T--------------TCGTTTGTGTCTATTTCGTCTATATGT--T---TCTATATTTTTTTG---------------------------------------------------------CGCCCGCCTAGCGACAATATACACGCAA

droFic1 scf7180000453800:1301165-
1301301 +

ACATAAATAAAATTGTGCAATAATTT-CCCC-ACA-----------------------------------TACAGGCACAGATACACATT---------------------------C--TCTCGCT--TAAATAT----GCGTTTGTGTCTATTTCGTATATGTGTGCT---TCT---TTTTTTTG---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA

droEle1 scf7180000486474:134932-
135047 +

ACATAAATAAAATTGTGCAATAATTT-CCCC-ACA-----------------------------------CACAGCCACAGATACACATT---------------------------C--TCTCTCT--TAAATAT----GCGTTTGTGTT------------------------T---TTTTTTTG---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA

droRho1 scf7180000778053:48582-
48694 +

ACATAAATAAAATTGTGCAATATTTT-CCCC-GCA-----------------------------------CACAGCCACAGATACACATT---------------------------C--TCTCTCT--TAAATAT----GCGTTTGTG------------------------------TTTTTTTG---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA

droBia1 scf7180000299102:1117161-
1117292 -

ACATAAATAAAATTGTGCAATAATTT-CCCCCCTCCTCCCCAGCACACACAC-----------ACACGCACACAGTCGCAGATACATACA---------------------------TTCT--CTTT--GAAATGT----G-----------------------------T----T---TTTTTTTG---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA

droTak1 scf7180000415653:25722-
25845 -

ACATAAATAAAATTGTGCAATAATTT-CCCC-ACA-----C---------AC-----------GAACACACACAGCCACAGATACATACA---------------------------ATCTCCCTTT--GAAATAT----GTGTTTT----------------------------T---TTATTTTG---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA

droEug1 scf7180000409802:1190202-
1190345 -

ACATAAATAAAATTGTGCAATAATTT-TCCC-ACA-----C---------ACACCGAAA-AA-CTTTACACAAAGTTACAGATACATACA---------------------------TTCT--CCCTGTAAAATAT----GCGTTTGTGTATGTT-----------T--T---C-C---TTTTTTTG---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA

dm3 chr3R:8838122-8838234 + ACATAAATAAAATTGTGCAATAATTT-CCCC-GCA-----C---------AC---------------GCACACAGCCACAGATACATACA---------------------------CTCT--CTTT--GTAATTT----A-----------------------------T----A---TTTTTTTC---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA
droSim2 3r:12326873-12326986 - ACATAAATAAAATTGTGCAATAATTT-CCCC-GCA-----C---------AC---------------ACACACAGCCACAGATACATACA---------------------------CTCT--CTTT--GTAATTT----A-----------------------------TA---T---TTTTTTTC---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA
droSec2 scaffold_0:13158214-

13158327 -
ACATAAATAAAATTGTGCAATAATTT-CCCC-GCA-----C---------AC---------------GCACACAGCCACAGATACATACA---------------------------CTCT--CTTT--GTAATTT----A-----------------------------TA---T---TTTTTTTC---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA

droYak3 3R:13132528-13132641 + ACATAAATAAAATTGTGCAATGATTT-CCCC-GCA-----C---------AC---------------GCACACAGCTACAGATACATACA---------------------------C--T--CTTT--GTAATTT----A-----------------------------TATA-T---TTTTTTTC---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA
droEre2 scaffold_4770:12810432-

12810543 -
ACATAAATAAAATTGTGCAATGATTT-TCCC-GCA-----C---------AC---------------GCACACAGCTACAGATACATACA---------------------------TTCT--CTTT--GTAATTT----A----------------------------------T---TTTTTTTC---------------------------------------------------------CGCCCGCCTAGTGACAATACACACGCAA

Generated: 09/08/2015 at 08:38 PM

crit.star
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crit.mor
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crit.top3
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crit.uri
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rescue.total
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PASS/FAIL
0
0
0
0
1
1
1
1
0
1
1
1
0
0
1
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ID:

dvi_24641

Coordinate:

scaffold_13049:18311966-18312086 +

Confidence:

candidate

Class:

Canonical miRNA

Genomic Locale:
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Predicted structure

Show Alternate Folds

Flybase annnotation

Antisense to CDS [Dvir\GJ11562-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCGCCCTTGCACAACGGTTTGTTGAGATAGACAATGGCCTGATTGAAGGATTTGGTTCTGGAGGCACTGCGTCGATCATCGGAGAGACGCACATGCTTATTGGATACGTCCACAAACTCATAATTCTGCGCCTCTGAATCTATGGACTCCAGCATTGAGCTGTCCTGCTTGTTGAGGGGATCCATGCCAAAGTCCATGGAGTCCTGCAGCCGTAGACTGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096058

Ovary_Min_98

SRR2096057

Ovary_Min_50

SRR2096059

Ovary_Min_164

SRR2096060

Ovary_Min_193

M047

female
body

M027

male
body

M028

head
SRR2096056

Ovary_Min_46

SRR060658

140_ovaries_total

SRR060681

Argx9_testes_total

SRR060679

140x9_testes_total

V116

male
body

SRR060659

Argentina_testes_total

SRR060656

9x160_ovaries_total

SRR060676

9xArg_ovaries_total

SRR060677

Argx9_ovaries_total

SRR060680

Â 9xArg_testes_total
SRR2096055

Ovary_Min_43

SRR060689

160x9_testes_total

SRR060664

9_males_carcasses_total

SRR060672

9x160_females_carcasses_total

SRR060675

140x9_ovaries_total

SRR060678

9x140_testes_total
SRR2096014

Ovary_Strain_160_oxidized

V053

head

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060663

160_0-
2h_embryos_total

SRR060671

9x160_males_carcasses_total

SRR060682

9x140_0-
2h_embryos_total

SRR060660

Argentina_ovaries_total

SRR060662

9x160_0-
2h_embryos_total

SRR1106729

mixed
whole
adult body

SRR060655

9x160_testes_total

SRR060661

160x9_0-
2h_embryos_total

SRR060673

9_ovaries_total

SRR060683

160_testes_total

SRR060686

Argx9_0-
2h_embryos_total

...............................................................................................................ACAAACTCATAATTCTGCGCC......................................................................................... 21 0 1 8.00 8 2 2 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................CAAACTCATAATTCTGCGCCT........................................................................................ 21 0 1 6.00 6 2 1 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GCGCCTCTGAATCTATGGACT......................................................................... 21 0 1 4.00 4 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................CTATGGACTCCAGCATTGAGC............................................................. 21 0 1 3.00 3 0 0 0 0 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TAATTCTGCGCCTCTGAATCT................................................................................ 21 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................TATGGACTCCAGCATTGAGCT............................................................ 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TGATTGAAGGATTTGGTTCTG................................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................................................................GAGTCCTGCAGCCGTAGACTG.. 21 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................CCTCTGAATCTATGGACTCCA...................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................TCCATGGAGTCCTGCAGCC.......... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................................................CAAAGTCCATGGAGTCCTGCA............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................TGCGTCGATCATCGGAGAGAC..................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................GCATTGAGCTGTCCTGCTTG.................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................ATTGAAGGATTTGGTTCTGGA............................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................AATGGCCTGATTGAAGGATTT........................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CACTGCGTCGATCATCGGAGAT....................................................................................................................................... 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................ATCGGAGAGACGCACATGCTTCC......................................................................................................................... 23 2 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................ATTCTGCGCCTCTGAATCTATGGAC.......................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................ATTCTGCGCCTCTGAATCTATGGA........................................................................... 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................AAGGATTTGGTTCTGGAGGCA........................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................GCCTCTGAATCTATGGACT......................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................CTGCGTCGATCATCGGAGAGG...................................................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................TGAAGGATTTGGTTCTGGAGG............................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................CACAAACTCATAATTCTGCGCC......................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................TTGAGCTGTCCTGCTTGTTGA.............................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........CAACGGTTTGTTGAGATAGAC............................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................AAGGATTTGGTTCTGGAGGCACTG........................................................................................................................................................ 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................CGCCTCTGAATCTATGGACTCCAGCA................................................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................GCATTGAGCTGTCCTGCTT................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................................................GCCAAAGTCCATGGAGTCCTGC.............. 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGCGGGAACGTGTTGCCAAACAACTCTATCTGTTACCGGACTAACTTCCTAAACCAAGACCTCCGTGACGCAGCTAGTAGCCTCTCTGCGTGTACGAATAACCTATGCAGGTGTTTGAGTATTAAGACGCGGAGACTTAGATACCTGAGGTCGTAACTCGACAGGACGAACAACTCCCCTAGGTACGGTTTCAGGTACCTCAGGACGTCGGCATCTGACGT

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

#
Mismatch

Hit
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Total
Norm Total

SRR2096056

Ovary_Min_46

SRR2096055

Ovary_Min_43

SRR2096059

Ovary_Min_164

SRR2096060

Ovary_Min_193

M047

female
body

SRR060673

9_ovaries_total

M027

male
body

SRR060676

9xArg_ovaries_total

SRR060680

Â 9xArg_testes_total

SRR060672

9x160_females_carcasses_total

V053

head

SRR060654

160x9_ovaries_total

M061

embryo

SRR060655

9x160_testes_total

SRR060667

160_females_carcasses_total

SRR060674

9x140_ovaries_total

SRR060678

9x140_testes_total

SRR060681

Argx9_testes_total

SRR060686

Argx9_0-
2h_embryos_total

SRR2096014

Ovary_Strain_160_oxidized

SRR2096058

Ovary_Min_98

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060682

9x140_0-
2h_embryos_total

....................................................................................................................GAGTATTAAGACGCGGAGACTT................................................................................... 22 0 1 5.00 5 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................CGTGACGCAGCTAGTAGCCT.......................................................................................................................................... 20 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................CGCGGAGACTTAGATACCTGA......................................................................... 21 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TCCGTGACGCAGCTAGTAGCC........................................................................................................................................... 21 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................CAAGACCTCCGTGACGCAGCTA................................................................................................................................................. 22 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................ACGGTTTCAGGTACCTCAGGA................ 21 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................CCGTGACGCAGCTAGTAGCCT.......................................................................................................................................... 21 0 1 2.00 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................CGCAGCTAGTAGCCTCTCTGC.................................................................................................................................... 21 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................CTCCGTGACGCAGCTAGTAGCCT.......................................................................................................................................... 23 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ACGCAGCTAGTAGCCTCTCTG..................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................CTTAGATACCTGAGGTCGT................................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................................TAACTCGACAGGACGAACAAC............................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

...........................................................................................................CAGGTGTTTGAGTATTAAGACGCGGA........................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

...............................................................................................................TGTTTGAGTATTAAGACGCGGA........................................................................................ 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................TAAACCAAGACCTCCGTGACGCAGC................................................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................TCCGTGACGCAGCTAGTAGC............................................................................................................................................ 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CAGGTGTTTGAGTATTAAG............................................................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGACGCAGCTAGTAGCCTCTC....................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TGACGCAGCTAGTAGCCTCTCT...................................................................................................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............CCAAACAACTCTATCTGTTACCG....................................................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................AACTCTATCTGTTACCGGACT................................................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

......................................................................................................................................................................CGAACAACTCCCCTAGGTACG.................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................GCCTCTCTGCGTGTACGAATA......................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

.....................................................................................................................................................................ACGAACAACTCCCCTAGGTAC................................... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................CTAGGTACGGTTTCAGGTACCTCAGGA................ 27 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................AGACCTCCGTGACGCAGCTAGTAGC............................................................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

................................................................................................................GTTTGAGTATTAAGACGCGGA........................................................................................ 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................CCTAAACCAAGACCTCCGTGACGCAGCTA................................................................................................................................................. 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................................TCCCCTAGGTACGGTTTCAGGT......................... 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................AGTAGCCTCTCTGCGTGTACG............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................ACCGGACTAACTTCCTAAACCAAGACC................................................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
AGCGGGAACGTGTTGCCAAAC........................................................................................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................CGCAGCTAGTAGCCTCTC....................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................................................................................ACTCGACAGGACGAACAACTCCC........................................... 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.....................................................CCAAGACCTCCGTGACGCAGC................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................................CCCTAGGTACGGTTTCAGGTA........................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
droVir3 scaffold_13049:18311916-

18312136 +
dvi_24641 TCGCCCTTGCACAACGGTTTGTTGAGATAGACAATGGCCTGATTGAAGGATTTGGTTCTGGAGGCACTGCGTCGATCATCGGAGAGACGCACATGCTTATTGGATACGTCCACAAACTCATAATTCTGCGCCTCTGAATCTATGGACTCCAGCATTGAGCTGTCCTGCTTGTTGAGGGGATCCATGCCAAAGTCCATGGAGTCCTGCAGCCGTAGACTGCA

droMoj3 scaffold_6680:19095323-
19095543 +

dmo_194 TCGCCCTTGCATAAGGGTTTGTTGAGATACACGATGGCCTGGTTAAACGACTTGCTTCTCGATGCACTGCGTCGATCGTCGGAGAGGCGCGTATGCTTGTTCGATATGTCGACAAACTCATAATTTTGCGCCTCTGAATCGATCGACTCCAGCATTGAGCTGTCCTGCTTGTTCAGTGGATCCATGCCAAAGTCCATGGAGTCCTGGAGGCGCAGGCTGCA

droGri2 scaffold_15110:9332345-
9332565 -

TCGCCCTTGCACAGTGGCTTGTTGAGGCTTACGATGGCCTGGTTGAAGGACTTGCTTCTGGCGGCACTGCGTCTATCGTCTCCGAGGCGTACATTCTTATTGGATATGTCGACGAATTCATAGTTTTGCGCCTCTGAATCGATCGATTCCAGCATTGAGCTGTCCTGCTTGTTCAGTGGATCCATGCCAAAGTCCATCGAATCCTGCAGCCGCAGACTGCA

droWil2 scf2_1100000004511:1514672-
1514892 -

TCACCCTTGCACAAAGGTTTATTAAGGCAGACAATGGCCTGATTGTAGGACTTGATTCTTGCGGCACTGCGTCGATCATCGGCGAGACGTATGTGTTTCTGTGTTATATCCACAAATTCATAGTTCTGGGCCTCCGAGTCAATTGATTCGAGCATTGAGCTATCTTGTTTATTCAAAGGATCCATGCCAAAGTCCATGGAATCCTGTAGACGAAGACTACA

dp5 XR_group6:4712918-4713138 + TCGCCCTTGCACAGCGGCTTGTTCAGGCACACCATGGCCTGATTGTAAGACTTTGATCTCGCCGCACTGCGACGATCCTCGCTGAGACGCGCATTCTTCTGAGTTATGTCCACGAACTCGTAGTTCTGAGCCTCAGAGTCGATCGACTCGAGCATGGAGCTGTCCTGTTTATTGAGCGGGTCGATGCCAAAGTCCATCGAGTCCTGCAGCCGCAGACTGCA
droPer2 scaffold_9:3013715-3013935 + TCGCCCTTGCACAGTGGCTTGTTCAGGCACACCATGGCCTGATTGTAAGACTTTGATCTCGCCGCACTGCGACGATCCTCGCTGAGACGCGCATTCTTCTGAGTTATGTCCACGAACTCGTAGTTCTGAGCCTCAGAGTCGATCGACTCGAGCATGGAGCTGTCCTGCTTATTGAGCGGGTCGATGCCAAAGTCCATCGAGTCCTGCAGCCGCAGACTGCA
droAna3 scaffold_13337:5003245-

5003465 -
TCGCCCTTGCAGAGCGGCTTATTCAGGCAGACGATGGACTGGTTGTAGGACTTCACCCTGGCCACACTTCTGCGGTCCTCGCTGAGTCTCGCGTTCTTTTGCGAGATGTCCACAAACTCGTAGTTCTGAGCCTCCGAATCTATGGACTCCAGCATTGAGCTATCCTGTTTATTTAGTGGATCCATTCCAAAGTCCATGGAATCCTGCAACCGCAAGCTACA

droBip1 scf7180000396371:334686-
334906 -

TCGCCCTTACAGAGCGGCTTGTTCAGGCAGACGATGGACTGGTTGTAGGACTTGACCCTGGCCACACTCCTGCGATCCTCGCTGAGCCTCGCGTTCTTCTGCGATATGTCCACAAACTCGTAGTTTTGAGCCTCTGAATCGATGGACTCCAGCATGGAGCTGTCCTGCTTGTTAAGTGGATCCATCCCAAAGTCCATCGAGTCCTGCAACCGCAAGCTGCA

droKik1 scf7180000302686:595170-
595390 +

TCGCCCTTGCACAGGGGCTTATTGAGGCAAACAATAGCCTGATTATACGACTTGATTCTGGCTATACTCCTTCGATCCTCGGTCAGTCGGGCATTCTTCTGTGCCACGTCCACAAACTCATAGTTTTGTGCTTCGGAATCAATGGACTCCAACATTGAGCTATCCTGCTTGTTCAGTGGATCCATGCCAAAGTCCATGGAGTCCTGCAGCCGTAGACTGCA

droFic1 scf7180000453784:360539-
360759 +

TCACCCTTGCACAGCGGTTTATTCAGACACACGATGGCCTGGTTATACGATTTAATCCTAACCACACTCCTGCGATCCTCGCTGAGACGCGCGTTCTTCTGTGATACATCCAAAAACTCGTAGTTCTGTGCCTCCGAATCAATGGACTCCAACATGGAGCTATCCTGCTTGTTCAGTGGATCCACGCCAAAGTCCATAGAGTCCTGCAGCCGCAGACTGCA

droEle1 scf7180000491255:2495760-
2495980 +

TCGCCCTTGCACAGTGGCTTATTGAGGCACACAATGGCCTGGTTATAGGACTTAATCCTGGTCACACTCCGCCGATCCTCACTGAGCCGTGCGTTCTTCTGCGAAACATCCAAAAACTCGTAGTTCTGCGCCTCGGAATCAATGGATTCCAGCATCGAACTGTCCTGCTTGTTCAGTGGATCCACGCCAAAGTCCATCGAGTCCTGCAGCCGCAAACTGCA

droRho1 scf7180000760202:50686-50906
-

TCTCCCTTGCACAGCGGTTTATTCAAGCACACGATGGCCTGGTTATACGATTTAATCCTGGTCACGCTCCTGCGATCCTCGCTGAGCCGTGCGTTTTTCTGTGAAACATCCAAAAATTCGTAGTTTTGTGCCTCAGAATCAATGGATTCCAACATGGAACTATCCTGCTTGTTCAGTGGATCCACGCCAAAGTCCATGGAGTCCTGTAGCCGCAAACTGCA

droBia1 scf7180000302428:5871016-
5871236 -

TCACCCTTGCACAGGGGTTTGTTCAGGCAGACAATGGCCTGGTTGTAGGACTTGATCCTGGTCACACTCCTACGATCTTCGCTGAGCCGGGCGTTCTTTTGTGATACATCTAAAAATTCGTAGTTCTGTGCCTCGGAATCAATTGATTCCAGCATCGAGCTGTCCTGCTTGTTCAGTGGGTCCACTCCAAAGTCCATGGAGTCCTGCAGTCGCAAGCTGCA

droTak1 scf7180000415261:633241-
633461 +

TCGCCCTTGCAGAGAGGCTTATTAAGGCAGACAATGGCCTGGTTGTACGACTTTATCCTCGTCACACTTCTGCGATCTTCGCTGAGCCGCGCGTTCTTCTGTGATACATCCAAAAATTCGTAGTTCTGCGCCTCGGAATCAATTGATTCCAGCATTGAGCTATCCTGCTTGTTTAGTGGGTCCACTCCAAAGTCCATGGAGTCCTGCAGTCGCAAACTGCA

droEug1 scf7180000409456:224917-
225137 +

TCACCCTTGCACAGAGGTTTATTCAGACAGACGATGGCCTGGTTATAAGACTTAATTCTGGCCACACTCCTGCGATCTTCGCTAAGCCGGGCATTTTTTTGTGATATATCCAAAAATTCGTAGTTCTGTGCCTCCGAATCAATTGATTCCAGCATGGAGCTATCCTGCTTGTTTAATGGGTCCACTCCAAAGTCCATGGAGTCCTGTAGCCGCAAACTGCA

dm3 chr3L:14039159-14039379 + TCACCCTTACACAGCGGCTTATTGAGACAGACGATGGACTGGTTATAGGACTTGATTCTGGTCACGCTTCTGCGATCATCGCTGAGTCGTGCGTTCTTTTGTGAGACATCCAAAAACTCGTAGTTCAGTGCCTCGGAATCGATTGATTCCAGCATGGAGCTATCCTGCTTGTTCAGTGGATCCACTCCAAAGTCCATTGAGTCCTGCAGACGCAAACTGCA
droSim2 3l:13710294-13710514 + TCACCCTTACACAGTGGCTTATTGAGGCAGACGATGGACTGGTTATAGGACTTGATTCTGGTCACGCTTCTGCGATCATCGCTGAGCCGCGCGTTCTTTTGTGAGACATCCAAAAATTCGTAGTTCAGTGCCTCGGAATCGATTGATTCCAGCATGGAGCTATCCTGCTTGTTCAGTGGATCCACTCCAAAGTCCATGGAGTCCTGCAGACGCAAACTGCA
droSec2 scaffold_0:6185462-6185682 + TCACCCTTACACAGTGGCTTATTGAGGCAGACGATGGACTGGTTATAGGACTTGATTCTGGTCACGCTTCTGCGATCATCGCTGAGCCGCGCGTTCTTTTGTGAGACATCCAAAAACTCGTAGTTCAGTGCCTCGGAATCGATTGATTCCAGCATGGAGCTATCCTGCTTGTTCAGTGGATCCACTCCAAAGTCCATGGAGTCCTGCAGACGCAAACTGCA
droYak3 3L:14126232-14126452 + TCACCCTTACACAGTGGCTTGTTGAGGCAGACGATGGCCTGGTTGTAGGACTTGATTCTGGCCACGCTTCTGCGATCATCGCTGAGCCTCGCGTTCTTTTGTGACACATCCAAAAATTCGTAGTTCAGTGCCTCGGAATCTATTGATTCCAGCATCGAGCTGTCCTGCTTGTTTAGCGGGTCCACTCCAAAGTCCATCGAGTCCTGCAGACGCAAACTGCA
droEre2 scaffold_4784:14029496-

14029716 +
TCACCCTTACACAGTGGCTTGTTGAGGCAGACGATGGCCTGGTTATAGGACTTGATTCTGGTCACGCTTCTGCGATCATCGCTGAGCCTCGCGTTCTTTTGTGAGACATCCAAAAATTCGTAGTTCAGTGCCTCCGAATCTATTGATTCCAGCATGGAGCTATCCTGTTTGTTTAGTGGGTCCACTCCGAAGTCCATGGAGTCCTGCAGACGCAAACTGCA
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ACTCTGGCATGAGCTGCGCCAGGGCAAACTGCCCGAGGAGTTCATAAACAGTGAGCCATCAGAGTCAACAACAAATAGTCCAAAAACTATTTTAACGATCTCTTTGTGCTTGCAGCAATCTCAGTGGAGCTGCAGCAGGTCATCAAGTGCATGATGTCGCCCGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060678
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SRR060682
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2h_embryos_total

SRR2096013

Ovary_Strain_9_oxidized

SRR2096059

Ovary_Min_164

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

V047

embryo

M027

male
body

SRR2096014

Ovary_Strain_160_oxidized
..................................................GTGAGCCATCAGAGTCAACAACAAA.......................................................................................... 25 0 1 8.00 8 4 0 1 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0
..................................................GTGAGCCATCAGAGTCAAC................................................................................................ 19 0 1 3.00 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0
..................................................GTGAGCCATCAGAGTCAACAACAAAT......................................................................................... 26 0 1 3.00 3 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGCCATCAGAGTCAACAACAAATAG....................................................................................... 28 0 1 3.00 3 0 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................TAACGATCTCTTTGTGCT....................................................... 18 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGCCATCAGAGTCAACAACAA........................................................................................... 24 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGCCATCAGAGTCAA................................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0
..................................................GTGAGCCATCAGAGTCAACAACA............................................................................................ 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................GTGAGCCATCAGAGTCAACAACAAATA........................................................................................ 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...............................................................................................CGATCTCTTTGTGCTTGCAG.................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...........................................................................................TTAACGATCTCTTTGTGCTTGCAG.................................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................GTGCATGATGTCGCCCGA. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
.......CATGAGCTGCGCCAGGGCAA.......................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
..........................................................................................................................AGTGGAGCTGCAGCAGGT......................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
.......................................................CCATCAGAGTCAACAACAAATAGT...................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
..........................................................................................TTTAACGATCTCTTTGTGCTTGCAG.................................................. 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..............................................................................................ACGATCTCTTTGTGCTTGCAG.................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.........................................................ATCAGAGTCAACAACAAAT......................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0
...........................................................................................................................GTGGAGCTGCAGCAGGTCATCA.................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

Anti-sense strand reads

TGAGACCGTACTCGACGCGGTCCCGTTTGACGGGCTCCTCAAGTATTTGTCACTCGGTAGTCTCAGTTGTTGTTTATCAGGTTTTTGATAAAATTGCTAGAGAAACACGAACGTCGTTAGAGTCACCTCGACGTCGTCCAGTAGTTCACGTACTACAGCGGGCTT
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SRR060662

9x160_0-
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..............................................................................................................................CTCGACGTCGTCCAGTAGTTC.................. 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................GTCACTCGGTAGTCTCAGTTGT............................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................TTTGATAAAATTGCTAGAGA.............................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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Species Coordinate ID Alignment
droVir3 scaffold_13049:8321840-

8322004 -
dvi_18967 ACTCTGGCATGAGCTGCGCCAGGGCAAACTGCCCGAGGAGTTCATAAACAGTGAGCCA-----TC---AGA---GT--CAAC-------------------AA-----CA-AATAGTCCAAAAACTA-TTTTAACG---ATCT------CTT-TGTGCTTGCAGCAATCTCAGTGGAGCTGCAGCAGGTCATCAAGTGCATGATGTCGCCCGAA

droMoj3 scaffold_6680:11975589-
11975750 -

GTTGTGGCATGAGCTGCGCCAGGGGAAGCTGCCTGAAGAGTTCATCAGCAGTGAGTAC-----TTT--A-A----T--TCAAACCATATT-----------GA--AATAT-A---------------AA--TAATAACTATT----T--CTT-TGCGTTTGCAGAAATCTCAGTAGAACTGCAGCAGGTTATTAAATGCATGATGTCGCCAGAT

droGri2 scaffold_15110:7350695-
7350864 -

ACTCTGGCACGAGCTGCGCCATGGCAAGCTGCCTGAAGAGTTTATAAACAGTGAGCAA-----G--ATT-AAT--CATTAATCAATTTGT-----------GGTCACCAT-G---------------GA--CACTAAATATA----T-GCTTACTCACTTGCAGCAATTTCTGTTGAGCTACAACAGGTAATCAAGTGCATGATGTCACCAGAT

droWil2 scf2_1100000004511:3745121-
3745287 +

CCTATGGCATGAGCTACGTCAAGGCATCCTGCCCGAGGAGTTTATAGACAGTAAGTCA-----T------------------ACATAAAAGCGAGGACGGAG-----------AAG---AGCAATTGCAT-TCAGA---ATTT---C--TTC-AATTCTTGCAGAAATCTCTGTGGAACTCCAGCAGGTTATTAAGAGCATGATGACACCCGAT

dp5 XR_group6:9780095-9780158 + GCTCTGGCATGAGCTGCGTCGCGGCATCCTGCCCGAAGAGTTCATTGACAGTGAGTAC-----ACC--A----------------------------------------------------------------------------------------------------------------------------------------------GA-
droPer2 scaffold_61:55078-55141 + GCTCTGGCATGAGCTGCGTCGCGGCATCCTGCCCGAAGAGTTCATTGACAGTGAGTAC-----ACC--A----------------------------------------------------------------------------------------------------------------------------------------------GA-
droAna3 scaffold_13337:12769222-

12769385 +
TTTATGGCACGAGCTACGGCAAGGCCTCCTACCCGAAGAGTTCATAAATAGTAAGTAA-----C--AGA-ATA--TATTT--ATTTTTGA-----------GG-----CA-A---------------TT--GTTTC---ATTTTATTTTATT-ATCCACCACAGAAATCTCAGTAGAACTCCAGGCAGTCATAAAGTCTATGATGAATCCAAAT

droBip1 scf7180000396589:1253655-
1253810 -

TTTATGGCACGAGCTTCGTCAAGGCCTCCTGCCCGAAGAATTCATAAATAGTAAGTAA-----AGT--A-ATTTGT--TGT--------T-----------GT-----TT-C---------------AT--TTATA---ATTTC--ATTTTA-ATCCACCACAGCAATATCCGTGGAACTCCAGGCAGTAATAAAGGGTATGATGAACCCGAAT

droKik1 scf7180000302686:69247-69406
-

GCTGTGGCACGAATTGCGGCAGGGCATCCTGCCCGAGGAGTTCATTAACAGTGAGTGTGTATGC--AAG----------GCGATCTTTAT-----------TT-----CA-G---------------CTTTTAATA---TTG----T--CCT-TTTTTTTGTAGAGATATCCTTGGAACTGCAGACAGTGATCAAGTCCATGATGATGCCGGAT

droFic1 scf7180000453929:1844746-
1844907 +

ACTGTGGCACGAACTAAGACAGGGTATTCTGCCCGAGGAGTTTATAAATAGTGAGTTT-----C--AAA--AAAAT--TACTCAATATTT-----------GC-----ACAA---------------GT--CATCA---TTGTC--T--TTG-TCTTTCAACAGAAATATCCGTGGAGCTGCAGCTTGTTATTAAGTCTATGATGATGCCCGAT

droEle1 scf7180000491268:1263952-
1264111 -

ACTGTGGCACCAACTTAGAAACGGCATCCTGCCCGAGGAGTTCATAAACAGTGAGTTG-----C--AAA-GG-AGT--TT---CCCCGAT-----------CG-----CA-AACA------------GT--TAATA---ATGTC--T--T-T-TGTCATCACAGAAATATCCCTGGAGCTGCAGTCGGTGATCAAGTCCATGATGATGCCCGAT

droRho1 scf7180000768851:50093-50254
-

ACTATGGCATGAACTTAGGAACGGCATCCTGCCCGAGGAGTTCATAAACAGTGAGTTA-----ACA--G--G-AGT--TAATATTTGGGT-----------GG-----AC-A---------------GT--TAATA---AATAT--TTTTTC-TCTCACCGCAGAAATATCCCTGGAGCTGCAGTCGGTGATAAAGTCCATGATGATGCCCGAT

droBia1 scf7180000302193:3274266-
3274421 -

GCTTTGGCACGAACTAAGACATGGCATACTGCCCGAGGAGTTCATAAACAGTATGTTT-----TC--TT-TG-GAT--TG---ATTTGAT-----------CA-----CC-A---------------GT--TAACT---GCGT------CTT-CTTTACCACAGAAATATCCCTGGAGCTACAGTCGGTGATTAAGTCCATGATGATGCCTGAT

droTak1 scf7180000415868:475844-
475996 -

ACTTTGGCACGAACTAAGGCACGGCATTCTGCCCGAGGAGTTCATAAACAGTGAGTTT-----G--AAA--GGTGA--TGC--------T-----------AA-----CA-C---------------AT--TAACT---ACA----TTTCTC-ATTCACCACAGAAATTTCCCTGGAATTGCAGTCCGTCATCAAGTCCATGATGATGCCTGAT

droEug1 scf7180000409466:3541374-
3541530 -

ACTTTGGCACGAGCTTAGGCATGGAATTCTGCCCGAGGAGTTTATCAACAGTGAGTTC-----C--AAT--GGAAT--AACTTTTTAGAT-----------AG-----CT-A---------------AT--TAATC---A------T--TTG-TGCTATAACAGAAATATCTCTGGAGCTACAATTGGTGATCAAGTCCATGATGATGCCTGAT

dm3 chr3L:5771575-5771736 - ACTGTGGCACGAACTGAGGCACGGCATTCTGCCCGAGGAGTTCATAAACAGTGAGTTG-----C--GAA-CTAGCT--GCCTACTTAAAT-----------GG-----CA-G---------------GT--TGCTA---AAGCC--T--TTC-TCTTCGCACAGAAATATCACTGGAGCTGCAGTCGGTAATTAAGTCCATGATGAAGCCCGAT
droSim2 3l:5684561-5684721 - ACTGTGGCACGAACTGAGGCACGGCATCCTGCCCGAGGAGTTCATAAACAGTGAGTTG-----C--GAC--TAGCT--GTCTACTTAAAT-----------GG-----CA-G---------------GT--TCCTA---AAGCC--T--TTC-TCTTCGCACAGAAATATCACTGGAGCTGCAGTCGGTAATTAAGTCCATGATGAAGCCCGAT
droSec2 scaffold_2:5708419-5708579 - ACTGTGGCACGAACTGAGGCACGGCATCCTGCCCGAGGAGTTCATAAACAGTGAGTTG-----C--GAC--TAGCT--TCCTACTTAAAT-----------GG-----CA-G---------------GT--TGCTA---AAGCC--T--TTC-TCTTCTCACAGAAAGATCACTGGAGCTACAGTCGGTAATTAAGTCCATGATGAAGCCCGAT
droYak3 3L:6341070-6341232 - GCTGTGGCACGAACTAAGGCACGGCATCCTGCCCGAGGAGTTCATAAACAGTGAGTAT-----TGCTAT--TGGAT--TGCTTTTTAGAT-----------GG-----CA-G---------------GT--TGCTA---AAGTC--T--TCC-TCGTAACACAGAAATATCACTGGAGCTGCAGTCGGTAATAAAGTCCATGATGATGCCGGAT
droEre2 scaffold_4784:8462192-

8462353 -
ACTGTGGCACGAGCTAAGGCGCGGCATCCTGCCCGAGGAGTTCATAAATAGTGAGTTG-----ACA--A-ATTATT--TGCTACTTAGAT-----------GG-----CA-G---------------GT--TGCTA---AGGTC--T--TCC-TCTTAACACAGAAATATCACTGGAGCTGCAGTCGGTAATAAAGTCTATGATGATGCCGGAT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:9780095-9780158
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_61:55078-55141
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:12769222-12769385
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396589:1253655-1253810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302686:69247-69406
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453929:1844746-1844907
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491268:1263952-1264111
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000768851:50093-50254
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:3274266-3274421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415868:475844-475996
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:6341070-6341232
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:8462192-8462353


ID:

dvi_9393

Coordinate:

scaffold_12932:560302-560360 -

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 [Dvir\GJ14771-in]; CDS [Dvir\GJ14771-cds]; CDS [Dvir\GJ14771-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CACAGAAGCGCCGCAAGGTGCCCGTCGACTACTATGCGCTGAAGGCCAAGGTGGTGGACAGCAGTGCCCTAGTCGATAGTCTTGAACTGATGTATTGTTGTCATTTCAGGTCTCGCTGCTTGAGCGGCGCCATTCAGAGCGGGAGGAGCGGCTGCATAT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060676

9xArg_ovaries_total
SRR2096059

Ovary_Min_164

SRR060677

Argx9_ovaries_total

SRR060678

9x140_testes_total
SRR2096057

Ovary_Min_50

SRR060667

160_females_carcasses_total

SRR060682

9x140_0-
2h_embryos_total

SRR2096013

Ovary_Strain_9_oxidized

SRR060661

160x9_0-
2h_embryos_total

SRR060662

9x160_0-
2h_embryos_total

SRR060669

160x9_females_carcasses_total

SRR060674

9x140_ovaries_total

SRR060684

140x9_0-
2h_embryos_total

SRR2096014

Ovary_Strain_160_oxidized

SRR2096060

Ovary_Min_193

GSM1528803

follicle
cells

SRR060668

160x9_males_carcasses_total

M027

male
body

SRR060686

Argx9_0-
2h_embryos_total

.......................................................................................TGATGTATTGTTGTCATTTCAG.................................................. 22 0 1 8.00 8 2 0 2 0 0 0 0 1 0 0 1 1 1 0 0 0 0 0 0

.......................................................................................TGATGTATTGTTGTCATTTCAGA................................................. 23 1 1 3.00 3 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0 0

.......................................................................................TGATGTATTGTTGTCATTTCAGT................................................. 23 1 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGGTGGACAGCAGTGCCCTAGTCGA................................................................................... 26 0 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.......................................................................................TGATGTATTGTTGTCATTTCA................................................... 21 0 1 2.00 2 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

........CGCCGCAAGGTGCCCGTCGACTACTAT............................................................................................................................ 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................TGGTGGACAGCAGTGCCCTAGTCGAT.................................................................................. 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTGTCTTCGCGGCGTTCCACGGGCAGCTGATGATACGCGACTTCCGGTTCCACCACCTGTCGTCACGGGATCAGCTATCAGAACTTGACTACATAACAACAGTAAAGTCCAGAGCGACGAACTCGCCGCGGTAAGTCTCGCCCTCCTCGCCGACGTATA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096056

Ovary_Min_46

SRR060672

9x160_females_carcasses_total

SRR060666

160_males_carcasses_total

SRR060682

9x140_0-
2h_embryos_total

SRR1106729

mixed
whole
adult body

SRR060661

160x9_0-
2h_embryos_total

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12932:560252-

560410 -
dvi_9393 CACAGAAGCGCCGCAAGGTGCCCGTCGACTACTATGCGCTGAAGGCCAAGGTGGTGGA-----------------------CAGCA------------G----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGCCCTAGTCGATAGTC---TTGAACTGATGTATTGT-TG------------------TCATTTCAGGTCTCGCTGCTTGAGCGGCGCCATTCAGAGCGGGAGGAGCGGCTGCATAT

droMoj3 scaffold_6473:985610-985772
+

CCCAGAAACGGCGCAAGGTGCCCGTCGATTACTATGCCCTGAAGGCTAAGGTAAGGCC-----------------------CCGAC------------TAAACATATGCATACCCCAATGTCACTTGGTAAACTCT----------GAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCTTGCAGGTCTCGCTGCTGGAGCGTCGTCACTCGGAGCGCGAGGAGCGGCTGCACAT

droGri2 scaffold_14853:1733059-
1733287 -

CACAGAAGCGACGCAAAATCCCCGTCGACTACTATGCCCTCAAAGCCAAGGTATATATATATATATATATATATATATAGAC----------------------------------------------------------------GAGAATATATCA-ATCACAAATCCAAA-----------ATCCAAACAGATATCATTTTGTATACAAGTTTCTACAGTGTATGATTTGAATATATGTT--TTAATG---------------------------------------------------------------------------------------------TTGCAGGTTTCGCTTCTGGAGCGTCGTCATTCGGAGCGGGAGGAGCGACTGCATAT

droWil2 scf2_1100000004909:7348988-
7349149 -

CACAAAAGCGACGTAAAGTGCCCGTTGATTACTATGCACTGAAAGCTAAGGTAACAAA-----------------------ATGTT------------G-------TGAAAATAATAAT---------------TT----------AAATTAAAAAAACATG---------------------------------------------------------------------------------------------------------------------------------------------------TCATG-----T-TT------------------TATTATTAGGTATCATTGTTGGAACGCCGGCATTCCGAGCGTGAGGAACGTTTGCATAT

dp5 XL_group1a:2159669-2159720
-

CACAGAAACGGCGGAAGGTGCCCGTCGACTACTATGCGCTCAAGGCCAAGGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_28:585836-585887 - CCCAGAAACGGCGGAAGGTGCCCGTCGACTACTATGCGCTCAAGGCCAAGGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droAna3 scaffold_13117:1115363-

1115515 +
CCCAGAAGCGGCGCAAGGTGCCCGTGGACTACTACGCGCTCAAGGCCAAGGTGGAAGT-----------------------CC-------------------------AATA------------------GACTCC----------GAATCCAGC------------------------------------------------------------------------------------------------------------------------------------------ACTAATC---------TCCAT-----T-CT------------------CTTCCCAAGGTGTCCCTCCTGGAGCGACGGCACTCGGAGCGGGAGGAGCGACTGCACAT

droBip1 scf7180000396425:1001226-
1001419 -

CCCAGAAGCGGCGCAAGGTGCCCGTGGATTACTACGCGCTCAAGGCCAAGGTAGAAGG-----------------------G----------------------------------------------------------------CACTCCAGATCC-ATTTGGGGTTCCAG-----------ACCCAGCCCAGTAGTGCTTTCCAAACGAG------------------------------------------------------------------------------T-ACTAATTCC-C----GTTCCA-----TTCT------------------ATTCCCAAGGTATCCCTGCTGGAGCGCCGGCACTCGGAGCGCGAGGAGCGACTGCACAT

droKik1 scf7180000299277:286195-
286246 +

CCCAAAGGCGACGCAAGGTGCCGGTGGACTACTATGCGCTGAAAGCCAAGGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000453927:1326598-
1326649 +

CCCAGAAGCGGCGCAAGGTGCCCGTCGACTACTACGCGCTGAAAGCCAAGGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491356:76668-
76897 -

CCCAAAAGCGGCGCAAGGTGCCCGTGGATTACTATGCCCTAAAAGCCAAGGTACAGAG-----------------------ACTTC------------C---------------------------------------G--GCAAACAATCAAGATCT-ATTTGGAGTTCAAGAACAAATCGAGAACAAGTCAAGT----------------------------------------AGAGATT--TGATTGTT--------------------------------------------------TCGATCTAACCCTATAT-TGCAACTAAAATAAAAACGCACTTTTAAGGTATCACTATTGGAAAGGAGGCACTCGGAGCGGGAGGAGCGACTCCATAT

droRho1 scf7180000779467:551178-
551423 +

CCCAAAAGCGGCGCAAGGTGCCCGTGGACTACTATGCGCTGAAAGCCAAGGTACAGGA-----------------------GCCACAGCATAAGACCCC---------------------------------------A--TGAAACAATCAAGATCT-ATTTCAAGTTCAAGAA--AACCAAGAACAAGACAAGT----------------------------------------AGAGGTT--TGATTGTTCACC---------CCATTGAACCTCC------------CAACTAACTAGGCATTTCTTGAA-----C-CC------------------CACTTTAAGGTATCACTTTTGGAAAGGCGGCACTCGGAACGGGAGGAGCGTCTACATAT

droBia1 scf7180000298389:801326-
801580 +

CCCAGAAGCGGCGCAAGGTGCCCGTCGACTACTATGCGCTGAAGGCCAAGGTACAGAA-----------------------ACCAC------------T-------TTAATAGACCACC---------------CA----------AAATCAAGAACTCATTTCAAGTGCAAGAA--AATCAAGAAAAGTTATCGT----------------------------------------AGAGGTT--GGATTGTGCACAGTGTAATCATCACTTAAATTCC---------TGTAAGCTAATTTC-TCTTGTTTGCA-----T-CT------------------CATTTCAAGGTGTCCCTTTTGGAGCGTAGGCACTCGGAGCGGGAGGAACGACTTCACAT

droTak1 scf7180000415769:820850-
821096 -

CCCAAAAGCGGCGCAAAGTGCCCGTGGATTACTATGCGCTGAAGGCCAAGGTACAGAA-----------------------ACCCC------------C-------TTACTAACCTACC---------------AACCGACTAAACCAATCAAGATCTCAGTTTAAGTTCAAGAA--AATCAAGATTAAGACAAGT----------------------------------------AGAAGAGTCTG-TTTTTCA----------------------------TAGCCTAGCAACTAATTTA-CTTTACTTTAA-----C-TG------------------CTCTCTAAGGTATCCCTTTTGGAACGACGGCATTCGGAGCGGGAGGAGCGACTTCATAT

droEug1 scf7180000409061:13395-
13446 -

CCCAAAAGCGGCGCAAGGTGCCGGTGGATTACTATGCTCTTAAAGCCAAGGT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dm3 chrX:5682199-5682293 + CAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGGCTTCGTCACTAATTTC-TTGGACTTAAA-----T-AC------------------TATTTCAAGGTATCGCTTTTGGAAAGGAGGCACTCGGAGCGGGAGGAGAGACTTCATAT
droSim2 x:5322119-5322193 + TCTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGACTTAAA-----T-AC------------------TATTTCAAGGTATCGCTTTTGGAAAGGAGGCACTCGGAGCGGGAGGAGAGGCTTCATAT
droSec2 scaffold_4:1081886-1081960

-

TCTT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGACTTAAA-----T-AC------------------TATTTCAAGGTATCGCTTTTGGAAAGGAGGCACTCGGAGCGGGAGGAGAGGCTTCATAT

droYak3 X:2791385-2791446 - TA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T------------------TATTTCAAGGTATCGCTGTTGGAGAGGAGACACTCGGAGCGGGAGGAGAGACTGCATAT
droEre2 scaffold_4690:3030747-

3030995 +
CCCAAAAGCGGCGCAAGGTGCCCGTGGATTACTATGCGCTGAAAGCCAAGGTACGGAA-----------------------GGCTC------------C---------------------------------------A--TGAAACAATCAAGATCC-ATTGCAAGTTCAAGAA--AGTGCAGGACAAGTCAAGT----------------------------------------AGAGGTTT-TGATTGTTTAATGTGAAA--A----TAAACTTACTGGCTGGCTGCGTCACTAATCTC-TGCGACATAAA-----T-AT------------------TATTTCAAGGTATCGCTGTTGGAAAGGAGGCACTCGGAGCGGGAGGAGCGACTTCATAT

Generated: 09/08/2015 at 07:12 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
1
1
1
1
0
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12932:560252-560410
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12932:560252-560410
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_9393.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:985610-985772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:1733059-1733287
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7348988-7349149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:2159669-2159720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_28:585836-585887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:1115363-1115515
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ24625-in]; CDS [Dvir\GJ24625-cds]; CDS [Dvir\GJ24625-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TCGAACATGCAACAGACACGCTCGACGGTCTCTGGCAGCAATTCAGGCAGGTAATGCAAGAAGCGCAATCAATGGTGGCATTAAATTATGAGCTCTTCGTGCATTTCAGGGACTACTGAACCTGGTGGACAGCTTTAGCGTCGCCGATAATGATGGCAG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060662

9x160_0-
2h_embryos_total

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060687

9_0-
2h_embryos_total

SRR060679

140x9_testes_total

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

M047

female
body

SRR060661

160x9_0-
2h_embryos_total

SRR060689

160x9_testes_total
SRR2096059

Ovary_Min_164

SRR060663

160_0-
2h_embryos_total

SRR060684

140x9_0-
2h_embryos_total

M061

embryo

SRR060682

9x140_0-
2h_embryos_total

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096055

Ovary_Min_43

SRR2096060

Ovary_Min_193

SRR060672

9x160_females_carcasses_total

SRR060686

Argx9_0-
2h_embryos_total

SRR060666

160_males_carcasses_total

SRR060685

9xArg_0-
2h_embryos_total

SRR060678

9x140_testes_total

SRR060676

9xArg_ovaries_total

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

V116

male
body

SRR060659

Argentina_testes_total

V053

head

V047

embryo

SRR060681

Argx9_testes_total

M027

male
body

SRR060670

9_testes_total

SRR060674

9x140_ovaries_total

SRR060677

Argx9_ovaries_total

SRR060683

160_testes_total

SRR060688

160_ovaries_total

SRR060667

160_females_carcasses_total

SRR060668

160x9_males_carcasses_total

SRR060669

160x9_females_carcasses_total

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR060658

140_ovaries_total

SRR060660

Argentina_ovaries_total

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060665

9_females_carcasses_total

SRR060671

9x160_males_carcasses_total

SRR060675

140x9_ovaries_total

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060664

9_males_carcasses_total

SRR060680

Â 9xArg_testes_total

SRR060657

140_testes_total

SRR1106714

embryo_2-
4h

SRR1106728

larvae

........................................................................................TGAGCTCTTCGTGCATTTCAGA................................................. 22 1 1 4.00 4 0 0 0 0 0 0 0 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TGAGCTCTTCGTGCATTTCAGT................................................. 22 1 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................TGAGCTCTTCGTGCATTTCAG.................................................. 21 0 1 4.00 4 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................ATGAGCTCTTCGTGCATTTCAG.................................................. 22 0 1 4.00 4 0 0 0 1 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TATGAGCTCTTCGTGCATTTCAG.................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................ATGAGCTCTTCGTGCATTTCAGTC................................................ 24 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................ACCTGGTGGACAGCTTTAGCGTCGC............... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

AGCTTGTACGTTGTCTGTGCGAGCTGCCAGAGACCGTCGTTAAGTCCGTCCATTACGTTCTTCGCGTTAGTTACCACCGTAATTTAATACTCGAGAAGCACGTAAAGTCCCTGATGACTTGGACCACCTGTCGAAATCGCAGCGGCTATTACTACCGTC
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13047:17850432-

17850590 +
dvi_17414 TCGAACATGCAACAGACACGCTCGACGGTCTCTGGCAGCAATTCAGGCAGGTAATGCAAGAAGCGCAATCA---------------ATGG--------------------------TGGCATTAAATTATGAG-----CTCTTCGTGCATTTCAGGGACTACTGAACCTGGTGGACAGCTTTAGCGTCGCCGATAAT---------------GATGGCAG

droMoj3 scaffold_6540:13811597-
13811743 -

TGGAGCATGCAACAAACACACTCGACGATCTGTGGCAGCAATTCAGAAAGGTAATTTAGATAGCCCCAACA---------------CTGA--------------------------TTGCGATATATATCACG-----CACTGCGTCTATTCCAGGGCCTAGCTGGTCTGCTGGGCGACTTCAAT---------------------------GCTGACAA

droGri2 scaffold_15074:6738725-
6738885 -

TGGAGCATGCAACTGATAAGCTCGACGGTCTATGGCAACGGTTCAGAAAGGTAACTTAATCG---CTGGGTGTGGTGCTACGAAGAGTGAA-------------------------TGCCA-TTAATATCGATATCTATTATGCGTTCATTTTAGGAACTTCGTAGAATGATGGGTAGCATCAGT------------------------------GGCAG

droWil2 scf2_1100000004902:3572894-
3573085 -

TTAAACATGCAACAGATACAGCCGATGGGCTATGGCAGCAGTTCAAAAAGGTAAAATGATA----CAACGAGT---------------GAAGAGAGAGAGAGTAGAGAGATTGTGACTACA-TAAAGAGTGAG-----CTTTATGTACTTCACAGGGACTGCTTAGTCTAATGGGCAGCTTCAGTGCCGG---CGATGGCGATGGCGATGGCGACGGCAA

dp5 2:8987820-8987976 - TCGAACATGCAACAGATACCGTCGACGGTCTCTGGCAGCAATTTAGAAAGGTAAAACGAGAG---CAAGGAGTAG----------ACTGG--------------------------AGGCA-TAAACAGCGAG-----TTTTTCCGTCTTTACAGGGTCTGCTTAGTCTAATGGGCAGTTTCAGTGGCGG---TGAT---------------GATGGCAG
droPer2 scaffold_0:2800509-2800673 - TCGAACATGCAACAGATACCGTCGACGGTCTCTGGCAGCAATTTAGAAAGGTAAAACGAGAG---CAAGGAGTAGTGGAGCGT--AGTGG--------------------------AGGCA-TAAACAACGAG-----TTTTTCCGTCTTTACAGGGTCTGCTTAGTCTAATGGGCAGTTTCAGTGGCGG---TGAT---------------GATGGCAG
droAna3 scaffold_13340:19348049-

19348120 +
TGGAAGAGGCAACAGATACTGTGGACGGTCTGTGGCAGCAATTTAAAAAGGTAAAATGAGCGGAGTTAT----------------------------------------------------------------------------------------------------------------------------------------------------CGA

droBip1 scf7180000396413:3018252-
3018324 -

TGGAGGAGGCAACAGATACTGTGGACGGTTTGTGGCAGCAATTTAAAAAGGTAAAATGAGCGGAGTAATGAGT---------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302697:599339-
599399 -

TTGAACATGCAACAGACTCGATGGACGGTCTATGGCAGCAATTTAAAAAGGTAAAACGAGA---------------------------------------------------------------------------------------------------------------------------------------------------------------
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ID:

dvi_16316

Coordinate:

scaffold_13047:10229496-10229560 +

Confidence:

confident-exception

Class:

3p_tailed_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 [Dvir\GJ24175-in]; CDS [Dvir\GJ24175-cds]; CDS [Dvir\GJ24175-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGAGCTCTCTGTCCATAGACTCCGAGGATGATACCAATTTGCTGAGTCAAGTAAGTGCAGCGGATTCATATAGTATGTAAATGAATTAATTGAATTTACCGTTGCCCTTGCACAGGCTATTGCCGCCGGCTGCAATAGACCCAAGTCGAATCTTGGCTTCAGCAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR2096058

Ovary_Min_98

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060667

160_females_carcasses_total

V116

male
body

SRR060672

9x160_females_carcasses_total

SRR060675

140x9_ovaries_total

SRR060688

160_ovaries_total
SRR2096059

Ovary_Min_164

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

M027

male
body

SRR060669

160x9_females_carcasses_total

SRR060678

9x140_testes_total

SRR060679

140x9_testes_total

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096055

Ovary_Min_43

SRR2096056

Ovary_Min_46

SRR2096057

Ovary_Min_50

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

V053

head

SRR060684

140x9_0-
2h_embryos_total

..................................................GTAAGTGCAGCGGATTCATATAGT........................................................................................... 24 0 1 4.00 4 1 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGCAGCGGATTCATATAGTATG........................................................................................ 27 0 1 3.00 3 0 0 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................GTAAGTGCAGCGGATTCATAT.............................................................................................. 21 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGCAGCGGATTCATATA............................................................................................. 22 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TGCCGCCGGCTGCAATAGACCC....................... 22 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGCAGCGGATTCAT................................................................................................ 19 0 1 2.00 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGCAGCGGATTCATA............................................................................................... 20 0 1 2.00 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................TCCGAGGATGATACCAATTTGCTGAG....................................................................................................................... 26 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

..................................................GTAAGTGCAGCGGATTCATATAG............................................................................................ 23 0 1 2.00 2 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTGAATTTACCGTTGCCCTTGCAC.................................................... 24 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..................ACTCCGAGGATGATACCAATTTGCTG......................................................................................................................... 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................ATTGCCGCCGGCTGCAATAGACCCA...................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................AAGTGCAGCGGATTCATATAGTATG........................................................................................ 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TTACCGTTGCCCTTGCACAGT................................................. 21 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTGAATTTACCGTTGCCCTTGCACA................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTGAATTTACCGTTGCCCTTGC...................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................ATTAATTGAATTTACCGTTGCCCTT........................................................ 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGCAGCGGATTCATAC.............................................................................................. 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.GAGCTCTCTGTCCATAGACTC............................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................GCCGGCTGCAATAGACCC....................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

..............ATAGACTCCGAGGATGATACC.................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................GTCGAATCTTGGCTTCAG... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TTGAATTTACCGTTGCCCTTGCACT................................................... 25 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................GAATTAATTGAATTTACCGTTGCC........................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................CTCCGAGGATGATACCAATTTGCTGA........................................................................................................................ 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

.........................................................................................TTGAATTTACCGTTGCCCTTGCA..................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

....................................................................................ATTAATTGAATTTACCGTTGCCCTTGCAC.................................................... 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

Anti-sense strand reads

ACTCGAGAGACAGGTATCTGAGGCTCCTACTATGGTTAAACGACTCAGTTCATTCACGTCGCCTAAGTATATCATACATTTACTTAATTAACTTAAATGGCAACGGGAACGTGTCCGATAACGGCGGCCGACGTTATCTGGGTTCAGCTTAGAACCGAAGTCGTG
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13047:10229446-

10229610 +
dvi_16316 TGAGCTCTCTGTCCATAGACTCCGAGGATGATACCAATTTGCTGAGTCAAGTAAGTGCAGCGGA--------------------------TTCATA--TAG--TATGTAAATGAATT------------------------------------------A--------ATTGAATTTACCGTTG---CCCTTGC---ACAGGCTATTGCCGCCGGCTGCAATAGACCCAAGTCGAATCTTGGCTTCAGC---AC

droMoj3 scaffold_6540:28378713-
28378874 +

TGAGCTCCTTGTCCATTGACTCCGAGGATGACACCAATTTGCTGAGTCAGGTGAGCG--C-------------------------------A-ATGGAATATCATATTAATTATGTG---CG--------------------CTAATCCGTTT-----------------------------------TGTTTTCAAGCAGGCTATTGCCGCCGGCTGCAATAGACCCAAGTCGAATCTGGGCTTCAGCGGCAC

droGri2 scaffold_15074:3832715-
3832876 -

TGAGCTCCTTGTCCATTGACTCGGAGGATGACACCAATTTGCTAAGTCAGGTAAAAG--T------------------------------CATTTGACTCA----AGTGCAATTAC-----------------------------------------A-------TTTATT-AATTTACCATCCATT-TTTTGT---ATAGGCTATTGCCGCTGGCTGTAATAGACCCAAATCGAATCTTGGCTTCAGC---AC

droWil2 scf2_1100000004902:9366442-
9366602 -

TGAGTTCCCTATCCATTGACTCGGAGGATGATACCAATTTGCTGAGTCAGGTGAG-----------------------------------TAAATAATTTCCCAAACTATT---ATGCCAAGCT------------------AGAA--G-TTTCAT-------------------------TTT---CTGTTTT---ACAGGCTATTGCCGCTGGCTGCAATAGACCAAAATCGAATCTTGGCTTCAGC---TC

dp5 2:13754786-13754953 + TGAGTTCCCTTTCCATTGACTCGGAGGACGACACCAACTTGTTGAGTCAGGTAAAAG--GCTTTGATTCGATCCCTTCCGCTTTTGACGGCAACTGATT-----------------------------------------------------------------------------TCCACTCTCTT-TGTTCC---GTAGGCTATTGCCGCTGGTTGCAATAGACCCAAATCGAATCTTGGCTTCAGC---TC
droPer2 scaffold_0:6692648-6692815 - TGAGTTCCCTTTCCATTGACTCGGAGGACGACACCAACTTGTTGAGTCAGGTAAAAG--GCATTCATTCGATCCCTTCCGCTTTAGACGGCAACTGATT-----------------------------------------------------------------------------TCCACTCTCTT-TGTTCC---GTAGGCTATTGCCGCTGGTTGCAATAGACCCAAATCGAATCTTGGCTTCAGC---TC
droAna3 scaffold_13340:17459878-

17460041 -
TGAGTTCCCTATCCATTGACTCGGAGGATGACACCAATTTGCTGAGTCAGGTAACAA--G------------------------------TTCATC--TCACCTGATTGTCGATTT---CCATTGA-CTCTATGGTCTT--------------GAT--------------------------------TATTTT---TTAGGCTATTGCCGCTGGCTGCAATAGGCCCAAATCGAATCTTGGCTTCAGC---TC

droBip1 scf7180000396424:961721-
961881 -

TGAGTTCGCTATCCATTGACTCGGAGGATGACACCAATCTGCTGAGTCAGGTAACAG--A------------------------------TTCATC--TCCCCCGATTGTCGATTT---CCATTGAACGTTGTGG-----------------TCTT--------------------------------CA-TTT---TCAGGCCATCGCCGCCGGCTGCAATCGACCCAAGTCGAATCTTGGCTTCAGC---TC

droKik1 scf7180000302639:2727988-
2728151 +

TGAGCTCCCTTTCTATTGACTCGGAGGATGACACCAATCTACTGAGTCAGGTAAGCAA-ACTTAAGC-----------------------TAAA-----TT--TATTTAAATTTATT------------------------------------------TTAAA--------AATATATAATCC---CTATTTT---CCAGGCTATTGCCGCTGGCTGCAATAGGCCCAAATCGAATCTTGGCTTCAGC---TC

droFic1 scf7180000454073:3689130-
3689292 +

TGAGTTCTCTATCCATCGACTCGGAGGACGACACCAATTTACTGAGTCAGGTAATCT--T------------------------------CCGTTGAAACCCCTAAATAAAATAAT-----------------------------------------GTTTCAAA-------GATAAA---TCAAT--GATTTT---TCAGGCTATTGCCGCTGGCTGCAATAGACCCAAGTCGAATCTCGGCTTCAGC---TC

droEle1 scf7180000491280:3241599-
3241763 +

TGAGTTCACTATCCATTGACTCGGAGGATGACACCAATTTACTGAGTCAGGTAAGTT--G------------------------------TAAACAACACCTTTAATTAAACGAGTC-------------TAAAACCATGTTTAAAACCTT-------------------------------------TG-CTT---GCAGGCTATTGCCGCTGGCTGCAATAGACCGAAATCGAATCTTGGCTTCAGC---TC

droRho1 scf7180000779501:395714-
395873 -

TGAGTTCTCTATCCATTGACTCGGAGGATGATACCAATTTACTGAGTCAGGTAATCA--G------------------------------TAACATTAACCCAAAATTCAACGAATT-------------------------TCAAAAGATTTATTT-------------------------------TATATT---CTAGGCTATTGCCGCTGGCTGCAATAGACCGAAATCGAATCTTGGCTTCAGC---TC

droBia1 scf7180000302075:2098708-
2098868 +

TGAGTTCTCTATCCATTGACTCGGAGGATGACACCAATCTACTGAGTCAGGTAATCT--T------------------------------TGAGCTTAAACCCAAATTAAACCCATT-------------------------TTAAATGACA-----------------------------TCCCTA-ATTTTT---CTAGGCTATTGCCGCTGGTTGCAATAGACCGAAATCGAATCTTGGCTTCAGC---TC

droTak1 scf7180000415700:208505-
208665 -

TGAGTTCTCTATCCATTGACTCGGAGGATGACACCAATTTACTGAGTCAGGTAATCT--C------------------------------T--TTAACACAAAAAATTAAATAAATT------------------------------------------ATAAAATTTATT-AA-------TTT---ATGTTTT---CCAGGCTATTGCCGCTGGTTGCAATAGACCCAAATCGAATCTTGGCTTCAGC---TC

droEug1 scf7180000409787:921930-
922090 +

TGAGTTCTCTATCCATAGACTCGGAGGATGATACCAATTTACTGAGTCAGGTAATCA--T------------------------------TAAATTTAATCGAAAACTAAAAAATTC-------------------------TTAAATGATTTCTTA-----------------------------A-ATTTTT---CTAGGCTATTGCCGCTGGCTGCAATAGACCGAAATCGAATCTTGGCTTCAGC---TC

dm3 chr3R:24662159-24662318 - TGAGTTCTCTATCCATTGACTCGGAAGATGACACCAACTTACTGAGTCAGGTGAGCA--G------------------------------TAATTGAATCAAAAAATCAACCATGGA-------------------------TTAAGCCATTTCTTT-------------------------------ATTTCT---TTAGGCTATTGCCGCTGGTTGCAATAGACCGAAATCGAATCTTGGCTTCAGC---TC
droSim2 3r:24023926-24024085 - dsi_5542 TGAGTTCTCTATCCATTGACTCGGAAGATGACACCAACTTACTGAGTCAGGTGAGCA--G------------------------------TACATGAATCACCAAATTAACTATGTA-------------------------TTAAGCCATTTCTTT-------------------------------ATTTGT---GTAGGCTATTGCCGCTGGTTGCAATAGACCGAAATCGAATCTTGGCTTCAGC---TC
droSec2 scaffold_4:3525650-3525809 - TGAGTTCTCTATCCATTGACTCGGAAGATGACACCAACTTACTGAGTCAGGTGAGCA--G------------------------------TACATGAATAACCAAATTAACTATGTA-------------------------TTAAGCCATTTCTTT-------------------------------ATTTGT---GTAGGCTATTGCCGCTGGTTGCAATAGACCGAAATCGAATCTTGGCTTCAGC---TC

droYak3 3R:21843032-21843191 + TGAGTTCTCTATCCATTGACTCGGAGGATGACACCAACTTACTGAGTCAGGTGAGCG--G------------------------------TAAACGAATCACCAAATCAACCATATA-------------------------TTAAACCATTTGCTT-------------------------------ATCTTT---ATAGGCTATTGCCGCTGGTTGCAATAGACCGAAATCGAATCTTGGCTTCAGC---TC
droEre2 scaffold_4820:3375443-

3375602 +
TGAGTTCTCTATCCATTGACTCGGAGGATGACACCAACTTACTGAGTCAGGTGAGCG--G------------------------------TAAATGAATCATTAAATTAACCATATA-------------------------TTAAACCATTTCTTT-------------------------------ATCCGT---TTAGGCTATTGCCGCTGGTTGCAATAGACCGAAATCGAATCTTGGCTTCAGC---TC
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ19365-in]; CDS [Dvir\GJ19365-cds]; CDS [Dvir\GJ19365-cds]; utr3 [utr3_minus_11146]; utr3 [utr3_minus_11145]; utr5 [utr5_minus_13002]; utr5 [utr5_minus_13001]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGACCGCCTACATATTCCAGTACGACGATGTACACGAGACACATTGCCGGGTATGTGCAGCTGGAGTTGAAAATATTTATGCAATCATATTTGCTAATATTCCAAATTTGTGTCTGTGCAGGTTTACAATATAGTACCCTCGATAAGTGCAATTACTGGTGTTAGTCCGCA

**************************************************...(((((((...(((((...((((((...((((......)))).))))))...)))))....))))))).**************************************************
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Argentina_ovaries_total

SRR060676

9xArg_ovaries_total
SRR2096057

Ovary_Min_50

SRR2096059

Ovary_Min_164

SRR2096060

Ovary_Min_193

V047

embryo

SRR060654

160x9_ovaries_total

SRR060666

160_males_carcasses_total

SRR060667

160_females_carcasses_total

SRR060686

Argx9_0-
2h_embryos_total

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096055

Ovary_Min_43

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

V116

male
body

SRR2096013

Ovary_Strain_9_oxidized

SRR060663

160_0-
2h_embryos_total

...............TCCAGTACGACGATGTACACGAGA.................................................................................................................................... 24 0 1 21.00 21 10 3 0 1 0 3 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............TCCAGTACGACGATGTACACGAG..................................................................................................................................... 23 0 1 12.00 12 5 4 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTATGTGCAGCTGGAGTTGAAAATAT............................................................................................... 26 0 1 5.00 5 2 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................GTATGTGCAGCTGGAGTTGAAAATATT.............................................................................................. 27 0 1 5.00 5 0 1 0 0 0 0 0 0 0 0 2 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

..................................................................................................ATTCCAAATTTGTGTCTGTGCAG.................................................. 23 0 1 5.00 5 0 0 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 0 0 0

...................................................................................................TTCCAAATTTGTGTCTGTGCAG.................................................. 22 0 1 4.00 4 0 1 1 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...............TCCAGTACGACGATGTACACGA...................................................................................................................................... 22 0 1 4.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTATGTGCAGCTGGAGTTGAAAAT................................................................................................. 24 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0

................................CACGAGACACATTGCCGG......................................................................................................................... 18 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................ATTCCAAATTTGTGTCTGTGCA................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TATAGTACCCTCGATAAGTGCAATT................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTATGTGCAGCTGGAGTTGAAAATA................................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............TCCAGTACGACGATGTACACGAGATC.................................................................................................................................. 26 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................AAGTGCAATTACTGGTGTTAGTC.... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............TCCAGTACGACGATGTACACGAGACACA................................................................................................................................ 28 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................ATTCCAAATTTGTGTCTGTGC.................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

....................TACGACGATGTACACGAGACA.................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.................................................................................................................................TATAGTACCCTCGATAAGTGCAATTAC............... 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................TAAGTGCAATTACTGGTGTTAGTCC... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................TATTCCAAATTTGTGTCTGTGCAG.................................................. 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................ATAGTACCCTCGATAAGTGCAATT................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................ACGACGATGTACACGAGACACATTGC............................................................................................................................ 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............TCCAGTACGACGATGTACACGAGACAC................................................................................................................................. 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................TAAGTGCAATTACTGGTGTTAGTC.... 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............TCCAGTACGACGATGTACACGAGACACAA............................................................................................................................... 29 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................CCTCGATAAGTGCAATTACTGGT........... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

....................TACGACGATGTACACGAGAC................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

....................................................................................................TCCAAATTTGTGTCTGTGCAGT................................................. 22 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TCCAAATTTGTGTCTGTGCA................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

....................................................ATGTGCAGCTGGAGTTGAAAA.................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACTGGCGGATGTATAAGGTCATGCTGCTACATGTGCTCTGTGTAACGGCCCATACACGTCGACCTCAACTTTTATAAATACGTTAGTATAAACGATTATAAGGTTTAAACACAGACACGTCCAAATGTTATATCATGGGAGCTATTCACGTTAATGACCACAATCAGGCGT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060673

9_ovaries_total
SRR2096013

Ovary_Strain_9_oxidized

SRR060658

140_ovaries_total

V047

embryo

SRR060678

9x140_testes_total

SRR060685

9xArg_0-
2h_embryos_total

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR060666

160_males_carcasses_total

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12970:7647128-

7647298 +
dvi_13512 TGAC-CGCCTACATATTCCAGTACGACGATGTACACGAGACACATTGCCGGGTATGTGCAGCTGGAG----TTGAAAATA-------TTTATGCAATCATATTTG--CTAATA------------TTCC--------AAATTTGTGTCTGTGCAGGTTTACAATATAGTACCCTCGATAAGTGCAATTACTGGTGTTAGTCCGCA

droMoj3 scaffold_6482:2037409-
2037568 -

TGAC-CGCCTACGTCTTCCAGTACGACGATGTACACGAGACACATTGCCGGGTACGTG------ATTGTATGGATATTT--------------TAAA-----TTTTGAACAATTTATTGAAGATAT-------------------TTTCTTTCAGGTCTATAACATAATACCCTCGATAAGTGCAATTACTGGGGTTAGTCCGCA

droGri2 scaffold_15203:6971363-
6971530 -

TGAC-CGCCTACGTCTTCCAGTACGACGATGTACACGAGACACATTGCCGGGTATGG----------GCATGGAATGATCAT-GGAATGCATTCAAA-----GCT--AACATATTACTAATAA---------------TAT---TGGTATTGCAGGTTTATAATATAGTACCCTCGATAAGTGCCATTACTGGCGTCAGTCCTCA

droWil2 scf2_1100000004909:7135085-
7135253 +

TGAC-CGCCTACGTCTTCCAATACGATGATGTACACGAGACACACTGCCGCGTAAGT-----CGAAT----CAAAAGATAACCAGATTCAATTTTAA-----TCA--TACATA------------TCTCCCTCTCGTTCAT-------TGGTTAGGTCTATAACATAATACCTTCAATAAGTGCAATTACCGGCGTCAGTCCACA

dp5 XL_group1e:8290987-8291159 - TGAC-CGCCTACGTCTACCAGTACGACGATGTACACGAGACACATTGCCGCGTGAGT----------GTCCGAATAGCCCCC-AAAGAGCACCGAAAGAAATGGG--TTAACG------------T------TCTCTCCCTTAACGGCTGTATAGGTATATAATATAATACCCTCGATAAGTGCAATTACGGGCGTCAGTCCACA
droPer2 scaffold_13:277046-277218 + TGAC-CGCCTACGTCTACCAGTACGACGATGTACACGAGACACATTGCCGCGTGAGT----------GTCTGAATAGCCCCC-AAAGAGCACCGAAAGAAATGGG--TTAACC------------T------TCTCTCCCTTAACGGCTGTATAGGTATATAATATAATACCCTCGATAAGTGCAATTACGGGCGTCAGTCCACA
droAna3 scaffold_12903:637053-637108

+
TGAC-CGCCTACGCCTTCCAGTACGACGATGTACACGAGACACATTGCCGCGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000395916:79615-79670
-

TGAC-CGCCTACGCCTTCCAGTACGACGATGTACACGAGACACATTGCCGCGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------

droKik1 scf7180000302234:18233-18288
+

TGAC-CGCCTACGTCTTCCAGTACGACGATGTACACGAGACACATTGCCGCGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000451789:114059-
114114 -

TGAC-CGCCTACGTCTTCCAGTACGACGATGTACACGAGACACATTGCCGCGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000490751:690759-
690832 -

TAAC-CCACT----------------------------------------------------------------------------------------------------------------------------------TTTATGTGTTTTTAGGTCTACAACATAATACCCTCGATAAGTGCAATTACCGGCGTCAGTCCGCA

droRho1 scf7180000778091:311349-
311404 -

TGAC-CGCCTACGTCTTCCAGTACGACGATGTACACGAGACACATTGCCGCGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302187:11440-11502
+

TTTC-CGTCCG---------------------------------------------------------------------------------------------------------------------------------------------TAGGTCTACAACATAATACCCTCGATAAGTGCAATTACCGGAGTCAGTCCGCA

droTak1 scf7180000415281:95262-95317
-

TGAC-CGCCTACGTCTTCCAGTACGACGATGTCCACGAGACACATTGCCGCGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409089:24926-24994
+

AAAT-T--------------------------------------------------------------------------------------------------------------------------------TGTCCTTTAA-------CTAGGTATACAACATAATACCCTCGATAAGTGCAATTACCGGCGTCAGTCCGCA

dm3 chrX:19093300-19093355 - TGAC-CGCCTACGTCTTCCAGTACGACGATGTCCACGAGACACATTGCCGCGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------
droSim2 x:17993521-17993576 - TGAC-CGCCTACGTCTTCCAGTACGACGATGTCCACGAGACACATTGCCGCGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_8:1387823-1387878 - TGAC-CGCCTACGTCTTCCAGTACGACGATGTCCACGAGACACATTGCCGCGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------
droYak3 X:17682568-17682623 - TGAC-CGCCTACGTCTTCCAGTACGACGATGTCCACGAGACACATTGCCGCGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------
droEre2 scaffold_4690:9353975-

9354044 -
TGTCTCGCATTCGT-TTCCA--------------------------------------------------------------------------------------------------------------------------------------GGTCTACAACATTATACCCTCGATAAGTGCAATTACCGGCGTCAGTCCGCA

Generated: 09/08/2015 at 07:13 PM

crit.star
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crit.mor
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crit.total
crit.pairing

crit.top3
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1
0
0
0
0
1
1
1
1
0
1
1
0
0
1

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:7647128-7647298
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:7647128-7647298
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_13512.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6482:2037409-2037568
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:6971363-6971530
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7135085-7135253
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8290987-8291159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:277046-277218
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12903:637053-637108
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395916:79615-79670
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302234:18233-18288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000451789:114059-114114
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490751:690759-690832
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778091:311349-311404
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302187:11440-11502
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415281:95262-95317
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409089:24926-24994
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19093300-19093355
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:17993521-17993576
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1387823-1387878
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:17682568-17682623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9353975-9354044


ID:
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candidate

Class:

Mirtron
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ24041-in]; CDS [Dvir\GJ24041-cds]; CDS [Dvir\GJ24041-cds]

Repeatable elements

Name Class Family Strand

AT_rich Low_complexity Low_complexity +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAGAAGGGCGAGAAGATTGCACTCAGCAGACGTGTGGAAAACCATTGGCGGTAAGTGTGAAAATCAACTGGAAATTAAAATTCTTTTTTTTTTTTAAAACTGTCTGTTTTCCGCTTGCAGTTTAATTGGCTGGGGACAGATCTTTGGCGGCAAGACAATTACGCCCGTAC

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

#
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Total
Norm Total

M047

female
body

SRR060685

9xArg_0-
2h_embryos_total

M061

embryo
SRR2096013

Ovary_Strain_9_oxidized

SRR2096014

Ovary_Strain_160_oxidized

SRR060686

Argx9_0-
2h_embryos_total

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR060672

9x160_females_carcasses_total

SRR060681

Argx9_testes_total

SRR060682

9x140_0-
2h_embryos_total

SRR2096055

Ovary_Min_43

GSM1528803

follicle
cells

SRR060673

9_ovaries_total

SRR060680

Â 9xArg_testes_total

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

V047

embryo

SRR060684

140x9_0-
2h_embryos_total

SRR060676

9xArg_ovaries_total
SRR2096056

Ovary_Min_46

SRR060663

160_0-
2h_embryos_total

SRR060655

9x160_testes_total

SRR060657

140_testes_total

SRR060675

140x9_ovaries_total

SRR060678

9x140_testes_total

SRR060689

160x9_testes_total

SRR1106722

embryo_10-
12h

SRR2096057

Ovary_Min_50

SRR2096061

embryo_0-
2h from 14
day old
Strain 160
mothers
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head

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

M028

head

SRR060658

140_ovaries_total

SRR060659

Argentina_testes_total

SRR060661

160x9_0-
2h_embryos_total

SRR060662

9x160_0-
2h_embryos_total

SRR060667

160_females_carcasses_total

SRR060670

9_testes_total

SRR060687

9_0-
2h_embryos_total

SRR1106719

embryo_8-
10h

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096059

Ovary_Min_164

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

M027

male
body

SRR060671

9x160_males_carcasses_total

SRR060679

140x9_testes_total

......................TCAGCAGACGTGTGGAAAACCATTGGC......................................................................................................................... 27 0 1 11.00 11 1 0 0 0 0 1 2 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

.......................CAGCAGACGTGTGGAAAACCATTGGCG........................................................................................................................ 27 0 1 4.00 4 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TCAGCAGACGTGTGGAAAACCATTG........................................................................................................................... 25 0 1 4.00 4 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GGCTGGGGACAGATCTTTGGC...................... 21 0 1 3.00 3 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

......................TCAGCAGACGTGTGGAAAACCATTGG.......................................................................................................................... 26 0 1 3.00 3 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

......................TCAGCAGACGTGTGGAAAACCATTGGCG........................................................................................................................ 28 0 1 3.00 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0

..GAAGGGCGAGAAGATTGCA..................................................................................................................................................... 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGTGAAAATCAACTGGAAATTA............................................................................................. 27 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAAAACTGTCTGTTTTCCGCT....................................................... 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................GACGTGTGGAAAACCATTGGCGT....................................................................................................................... 23 1 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAAAACTGTCTGTTTTCCGCTTGC.................................................... 25 0 1 2.00 2 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................GACGTGTGGAAAACCATTGGC......................................................................................................................... 21 0 1 2.00 2 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................CTGTCTGTTTTCCGCTTGCAGA................................................. 22 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAAAACTGTCTGTTTTCCGCTTGCAG.................................................. 27 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................TTTTTTTTAAAACTGTCTGTTTTCC.......................................................... 25 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................CAGCAGACGTGTGGAAAACC............................................................................................................................... 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0

..................................................GTAAGTGTGAAAATCAACTGGAAAT............................................................................................... 25 0 1 2.00 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................GACAGATCTTTGGCGGCAAGAC.............. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GTCTGTTTTCCGCTTGCAG.................................................. 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................GTGTGGAAAACCATTGGC......................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............GATTGCACTCAGCAGACGTGTG...................................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TCTGTTTTCCGCTTGCAG.................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAAAACTGTCTGTTTTCC.......................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGTGAAAATCAAC...................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAAAACTGTCTGTTTTCCGCTA...................................................... 23 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................CACTCAGCAGACGTGTGGAAAAC................................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TTGGCTGGGGACAGATCTTTGG....................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TGTGGAAAACCATTGGCG........................................................................................................................ 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TGGGGACAGATCTTTGGC...................... 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................TTTAATTGGCTGGGGACAGATC............................ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................CTCAGCAGACGTGTGGAAAACCATTGG.......................................................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........GAAGATTGCACTCAGCAGACGTGT....................................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................ATTGGCTGGGGACAGATCTTTGGC...................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...AAGGGCGAGAAGATTGCA..................................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................ACTGTCTGTTTTCCGCTTGCAGT................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TTTAAAACTGTCTGTTTTCCGCTTGC.................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGTGAAAATCAACTGGAAATTAA............................................................................................ 28 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................GTGTGGAAAACCATTGGCGT....................................................................................................................... 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............AGATTGCACTCAGCAGACGT......................................................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................CAACTGGAAATTAAAATTCTTTTTT................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................AGATCTTTGGCGGCAAGACA............. 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGTGAAAATCAACT..................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................AGCAGACGTGTGGAAAACCATTGG.......................................................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................................................TCTTTGGCGGCAAGACAAT........... 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TTAAAACTGTCTGTTTTCCGCTTG..................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TAAAACTGTCTGTTTTCCG......................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........GAAGATTGCACTCAGCAGACGTGTG...................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................CAGCAGACGTGTGGAAAAC................................................................................................................................ 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TAAAACTGTCTGTTTTCCGCTTGC.................................................... 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................TTGCACTCAGCAGACGTGTGGAAAACCA.............................................................................................................................. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................CAGATCTTTGGCGGCAAGACAA............ 22 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................GTTTAATTGGCTGGGGACAGATCTTT......................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GCTGGGGACAGATCTTTGGC...................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTTTAAAACTGTCTGTTTTCCGC........................................................ 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TCAACTGGAAATTAAAATTCTTTTTTTTT.............................................................................. 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................TTTGGCGGCAAGACAATTAC........ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGTGAAAATCAACTGGAAA................................................................................................ 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................TGTGAAAATCAACTGGAAATTAAAATT........................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................CAGCAGACGTGTGGAAAACCATT............................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................CAGCAGACGTGTGGAAAACCATTGGC......................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

..................................................................................................................................TGGGGACAGATCTTTGGCGGC................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................AGATCTTTGGCGGCAAGA............... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................CTGGGGACAGATCTTTGGCGGC................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................ATCTTTGGCGGCAAGACAATTACGCCCG... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............AAGATTGCACTCAGCAGACGTGT....................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................TTTGGCGGCAAGACAATT.......... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CTCTTCCCGCTCTTCTAACGTGAGTCGTCTGCACACCTTTTGGTAACCGCCATTCACACTTTTAGTTGACCTTTAATTTTAAGAAAAAAAAAAAATTTTGACAGACAAAAGGCGAACGTCAAATTAACCGACCCCTGTCTAGAAACCGCCGTTCTGTTAATGCGGGCATG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060671

9x160_males_carcasses_total

SRR060684

140x9_0-
2h_embryos_total

SRR2096014

Ovary_Strain_160_oxidized

SRR060686

Argx9_0-
2h_embryos_total

SRR2096060

Ovary_Min_193

GSM1528803

follicle
cells

SRR060666

160_males_carcasses_total
SRR2096057

Ovary_Min_50
.................................................................................AGAAAAAAAAAAAATTTT....................................................................... 18 0 3 0.33 1 0 0 1 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13047:7883477-

7883646 +
dvi_15944 GAGAAGGGCGAGAAGATTGCACTCAGCAGACGTGTGGAAAACCATTGGCGGTAAGTGT-GAAAATCAACTGGAAATTAAAAT--------------------------------------------------TCTTTTT------------TTTTTT----T-----------------------A---A----AACTGTCT--GTTT---T-CCGCTTGCAGTTTAATTGGCTGGGGACAGATCTTTGGCGGCAAGACAATTACGCCCGTAC

droMoj3 scaffold_6540:15604822-
15604991 +

GAGAAGGGCGAGAAGATTGCGCTCAGTAGACGCGTGGAAAACCATTGGCGGTGAGTACAA-AAGAAAATT-------AAGA-AAA----------------CT----------------------------------------------------------TACTGAACATTTATG----------------TAAATGAA----ATATTTCTATTGCTTTCAGTTTGATTGGCTGGGGACAGATCTTCGGTGGCAAAACAATTACGCCCGTAT

droGri2 scaffold_14906:840867-841055
-

GAAAAGGGTGAAAAGATTGCACTTAGCAGACGTGTGGAGAATCATTGGCGGTAAGTGA-C-----TAG-------------CAAATGTTTGTAGTTGCTATTAATACTAACTATTAAGC--T----------GGCAAAA------------TATTGA---------------------------------ACGAAATTAA----TTAA---T-CCTTTTACAGTTTGATTGGCTGGGGACAGATCTTTGGTGGCAAGACAATTACGCCCGTTT

droWil2 scf2_1100000004902:8599464-
8599629 +

GAGAAGGGAGAGAAGATTGCCCTTAGTAGGCGTGTAGAGAATCATTGGCGGTAAGTAA-A--ACACAATTAGAGAG--AGA-GAA----------------CTCCC-------------CATGTTAACTA------------------------------------------------------------------CTATTC--TTTC---T-ATTCTTTCAGTTTGATCGGTTGGGGTCAGATCTTTGGCGGTAAGACAATCACACCCGTTT

dp5 2:28004524-28004689 - GAGAAGGGCGAGAAGATTGCCCTCAGCAGACGTGTGGAGAACCATTGGCGGTAAGTACTA---CACAG-------------CCAG----------------CATCA-------------CCCGTCCAATCAT-------------------------------------------ACT-----------AATCTAATGAC----ATTC---T-CTGCTTGCAGTTTGATTGGATGGGGTCAGATCTTTGGAGGGAAGACAATTAATCCCGTTC
droPer2 scaffold_6:3330804-3330970 - GAGAAGGGCGAGAAGATTGCCCTCAGCAGACGTGTGGAGAACCATTGGCGGGAAGTACTA---CACAG------------GCCAG----------------CATCA-------------CCCGTCCAATCAT-------------------------------------------ACT-----------AATCTAATGAC----ATTC---T-CTGCTTGCGGTTTGATTGGATGGGGTCAGATCTTTGGAGGGAAGACAATTAATCCCGTTC
droAna3 scaffold_13250:170103-170262

+
GAGAAGGGAGAGAAGATCGCCCTCAGCAGGCGTGTGGAGAACCATTGGCGGTAAGTTA-A-----CAT-------------C--------------------------------------------------GATTTTT------------GATTAATT-TTATTAT--------AA------------AAACTAATAAT-------A---T-CTTGTTACAGTTTAATTGGTTGGGGCCAGATCTTCGGAGGAAAGACAATCACACCGGTTC

droBip1 scf7180000396413:723591-
723750 +

GAGAAGGGCGAGAAGATTGCCCTCAGCAGGCGTGTGGAGAACCATTGGCGGTGAGTTG-G-----CAG-------------C--------------------------------------------------GATTTTA------------TAA---------CTGA--------ACTAATCTA----AAAACTAATAAT-------A---T-CTCCTTTCAGTTTAATTGGTTGGGGCCAAATCTTCGGAGGAAAGACAATCACACCGGTTC

droKik1 scf7180000302706:441051-
441222 -

GAAAAGGGTGAAAAGATAGCCCTTAGCAGACGTGTGGAGAACCATTGGCGGTGAGTTA-G--CGACAACT-------AAAGC-AT----------------CTACA-------------TTTTTTAATTCGC------------------------------ATTAA--------TT------------AA---ACCCGC----TCTT---T-CCACTTGCAGCCTGATCGGTTGGGGCCAGATCTTTGGAGGCAAGACAATCACACCCGTGC

droFic1 scf7180000452523:424755-
424917 -

GAGAAGGGCGAGAAGATTGCCCTCAGCAGACGTGTGGAGAACCACTGGCGGTGAGTCC--------AG-------------C--------------------------------------------------CCTTTAA------------TAGTTT----CACAAA--------AGTTTGCTTATAT------AACAA-----AATT---T-CCCATTTCAGTTTAATCGGCTGGGGACAGATCTTTGGGGGCAAGACAATCACACCCGTTT

droEle1 scf7180000491278:1788992-
1789154 +

GAAAAGGGCGAAAAGATTGCCCTTAGCAGACGTGTGGAGAACCACTGGCGGTGAGTGC-T-------T-------------C----------------C-----------------------------------CTCAA------------CACTCG----CTCTAA--------AATCGCTTTTAAA------AATGTA----ATTC---T-TCCCTTTCAGTTTGATCGGCTGGGGTCAGATCTTTGGAGGCAAGACAATCACTCCCGTTT

droRho1 scf7180000778005:19147-19309
-

GAGAAGGGCGAAAAGATTGCCCTTAGCAGACGTGTGGAGAACCACTGGCGGTAAGTTT-A-------G-------------C----------------C-----------------------------------CCCAA------------TATCTG----CTCTAA--------AGTCACTTTTCAT------AACCGA----ATTC---T-TCCCTTTCAGTTTGATCGGCTGGGGTCAGATCTTTGGAGGCAAGACAATCACTCCAGTTT

droBia1 scf7180000302402:4063217-
4063383 -

GAGAAGGGCGAGAAGATTGCCCTCAGCAGACGTGTGGAGAACCACTGGCGGTGAGTAA-A---CGCAG-------------T--------------------------------------------------CTTTTAT------------TGGTTT----CTTTGA--------AGTAACTCAATAA------AATAC-----AATT---T-TGCCTTCCAGTTTGATCGGCTGGGGTCAGATCTTCGGAGGCAAGACAATCACACCCGTTT

droTak1 scf7180000415310:854880-
855040 +

GAGAAGGGCGAGAAGATTGCCCTCAGCAGACGTGTGGAGAACCACTGGCGGTGAGTAA-A-----CTC----------------------------------------------------------------------TTAGTTTCTTTGAAAT--T----CTTTGA--------AATAACTTTTAA------------------ATA---T-TCAATTTCAGTTTGATCGGTTGGGGTCAGATCTTTGGAGGCAAGACAATCACACCCGTTT

droEug1 scf7180000409444:145568-
145731 +

GAAAAGGGCGAAAAGATTGCCCTTAGCAGACGCGTGGAGAACCACTGGCGGTGAGTAC-A-----TAA-------------T--------------------------------------------------GTCTTTA------------TAGTGTAT----TTGA--------AATAA--------GTACCTAATCGC----TTCT---T-CCATTTTCAGTTTGATCGGCTGGGGACAGATATTTGGAGGCAAGACAATCACACCCGTTC

dm3 chr3R:11084115-11084281 - GAGAAGGGCGAGAAGATTGCACTCAGCAGACGTGTGGAGAACCATTGGCGGTGAGTAT-A-----CAG-------------C--------------CCC-----------------------------------CCTTA------------AATTGTAT----TTGA--------AATCA--------CAACTTAATGAT--GTATTT---T-TTCTCCTCAGTTTGATTGGCTGGGGTCAGATCTTCGGAGGCAAGACAATCACACCCGTTC
droSim2 3r:10144667-10144835 + GAGAAGGGCGAAAAGATTGCACTCAGCAGACGTGTGGAGAACCATTGGCGGTGAGTAT-A---TGCAG-------------C--------------TCT-----------------------------------CCTAA------------TATTGTAT----TTGA--------AATCA--------CAACCTAATGAT--GTATTT---T-TTCTCTTCAGTTTGATTGGCTGGGGTCAGATCTTCGGAGGCAAGACAATCACACCCGTTC
droSec2 scaffold_0:10867566-10867734

+
GAGAAGGGCGAAAAGATTGCACTCAGCAGACGTGTGGAGAACCATTGGCGGTGAGTAT-A---TACAG-------------C--------------TCC-----------------------------------CCTAA------------TATTGTAT----TTGA--------AATCA--------CAATCTAATGAT--GTATTT---T-TTCTCATCAGTTTGATTGGCTGGGGTCAGATCTTCGGAGGCAAGACAATCACACCCGTTC

droYak3 3R:15350049-15350216 + GAGAAGGGCGAGAAGATTGCACTCAGCAGACGTGTGGAGAACCATTGGCGGTGAGTAT-A-----CAG-------------T--------------------------------------------------CCCCTAA------------TACCTAATCTCATTGA--------AATTT--------CAACCTAATGAT----GTAT---T-TCCCTTCCAGTTTGATTGGCTGGGGCCAGATCTTTGGAGGCAAGACAATCACACCCGTTT
droEre2 scaffold_4770:10607393-

10607556 -
GAGAAGGGCGAAAAGATTGCACTCAGCAGACGTGTGGAGAACCATTGGCGGTGAGTAT-A-----CAA-------------C--------------------------------------------------TTATACA------------TAATGTCT----TCAA--------AATCA--------CAACTTAATGAT----ATAT---T-CCCCTTACAGTTTGATTGGCTGGGGCCAGATCTTTGGAGGCAAGACAATCACACCCGTTT
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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
1
0
1
1
0
0
1
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ID:

dvi_22216

Coordinate:

scaffold_13246:2227926-2227981 -

Confidence:

confident-exception

Class:

Mirtron

Genomic Locale:

intron
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ16134-in]; CDS [Dvir\GJ16134-cds]; CDS [Dvir\GJ16134-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTCTGGTTGGCAAATATAGCCACTGTACGCCCGGCCTGCTCTTTGATTATGTAAGCATCTATCTAGCCAGTTTGAATAAAACTCTTACTAAATAATTGCCTTACAGATCCTGGTTCAGATTCAAATTTATGACAACTTAATCGGACCCGTCTGCGA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096056

Ovary_Min_46

SRR060679

140x9_testes_total

SRR060678

9x140_testes_total
SRR2096058

Ovary_Min_98

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096055

Ovary_Min_43

M047

female
body

GSM1528803

follicle
cells

M028

head

M061

embryo

SRR060664

9_males_carcasses_total

SRR060668

160x9_males_carcasses_total

SRR060676

9xArg_ovaries_total

SRR060677

Argx9_ovaries_total

SRR060681

Argx9_testes_total

SRR1106722

embryo_10-
12h

SRR2096057

Ovary_Min_50

SRR2096059

Ovary_Min_164

V053

head

SRR060670

9_testes_total

SRR060685

9xArg_0-
2h_embryos_total

SRR2096060

Ovary_Min_193

V116

male
body

SRR060674

9x140_ovaries_total

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

..................................................................................TCTTACTAAATAATTGCCTTACAG.................................................. 24 0 1 8.00 8 2 0 0 2 0 1 0 0 0 0 0 0 1 1 0 0 0 1 0 0 0 0 0 0 0

..................................................................................TCTTACTAAATAATTGCCTTACA................................................... 23 0 1 5.00 5 0 3 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................................................TCTTACTAAATAATTGCCTTAC.................................................... 22 0 1 3.00 3 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................TCTTACTAAATAATTGCCTTACAGT................................................. 25 1 1 2.00 2 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................TTGAATAAAACTCTTACTAAATAATTGCCT....................................................... 30 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................GTAAGCATCTATCTAGCCAGTTTGAAT............................................................................... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................CTATCTAGCCAGTTTGAATAA............................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TGACAACTTAATCGGACCCG....... 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TGACAACTTAATCGGACCC........ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................GTAAGCATCTATCTAGCC........................................................................................ 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CAGACCAACCGTTTATATCGGTGACATGCGGGCCGGACGAGAAACTAATACATTCGTAGATAGATCGGTCAAACTTATTTTGAGAATGATTTATTAACGGAATGTCTAGGACCAAGTCTAAGTTTAAATACTGTTGAATTAGCCTGGGCAGACGCT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060687

9_0-
2h_embryos_total

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13246:2227876-

2228031 -
dvi_22216 GTCTGGTTGGCAAATATAGCCACTGTACGCCCGGCCTGCTCTTTGATTATGTAAGCATCTATCTAGCCA-GTTTGA-------AT---AAAACTCTTACTA-AAT-------------------------------------------------------------------------------------------------------AATTGCCTTACAGATCCTGGTTCAGATTCAAATTTATGACAACTTAATCGGACCCGTCTGCGA

droMoj3 scaffold_6500:26339104-
26339267 -

GTCTAGTTGGCAAATATAGCCACTGCACGCCTGGTCTGCTGTTCGATTATGTAAGTATTTCTGTTTTAA-GTTCTG-------GG---GGATTTCATTTTA-AGCA-AATTG-CA---T----------------------------------------------------------------------------------------ATTTTA--TTTCAGATCCTTGTTCAAATCCAAATTTATGACAATTTGATTGGCCCGGTCTGTGA

droGri2 scaffold_15126:3741541-
3741709 +

GACTTGTCGGCAAATACAGCCATTGTGCGCCTGGACTGCTCTTTGATTATGTAACTATA-AATATA-AA-TCCTTGTC----AAA---T---G-CAACACA-AATT-----A-TA---CCCCC----------GCTCAT--------------------------------------------------------------------TATTTTTTTTTAAGATTCTTGTGCAGATCCAAATGTATGATAATTTAATTGGACCCGTTTGCGA

droWil2 scf2_1100000004521:2144245-
2144401 -

GTCTAGTGGGTAAAAATAGCCATTGCGCACCCGGACTACTCTTCGACTATGTAAGTGAG-ATAAAT--A-TTT---TGAATCAAC---TAA-----ACTCT-AATT-----A-TC---C-----------------------------------------------------------------------------------------TTGTTTCTTGTAGATCCTACTGCAAATACAAATTTATGATAATCTTATTGGACCAGTTTGCGA

dp5 4_group3:4298110-4298349 + GACTGGTGGGCAAGTACTGTCACTGTGCCCCTGGACTGATGTTTGATTATGTAAGTACA-ACAAGA-AAT-TC----CATTTAAT---TGATG-GTAC-----GC-GGGGT-ATC---TCCCA----------GCTTTTTGTGCCTCGTGCAACATCGTAAAGAGTTAATGAGTCTATCTTTAAAATGTATGTCGTTTTAAACCCTTTTTTTGCTGAATAGATTCTCCTGCAAATCCAGATGTACGACAACCTTATCGCACCTGTCTGTGA
droPer2 scaffold_1:5780356-5780605 + GACTGGTGGGCAAGTACTGTCACTGTGCTCCTGGACTGATGTTTGATTATGTAAGTACA-AAAAGA-AAT-TC----CATTTAAT---TGATG-GTAC-----GC-GGGGT-ATC---TCCCACCATAGAAGAGCTTTTCGTGCCTATTGCAACATCGTAAAGAGTTAATGAGTCTATCGTTAAAATGTATGTCGTTTTAAACCCTTTTTTTGCTGAATAGATTCTCCTGCAAATCCAGATGTACGACAACCTTATCGCACCTGTCTGTGA
droAna3 scaffold_12916:6332187-

6332351 +
GTCTAGTGGGCAAGTACAGTCATTGTGCCCCTGGACTACTCTTTGACTATGTAAGTGGA-TGTTGA-TA-GTGTTCTT----AAA---GGACTT-ATGGCT-AATAATATTC-TG---T----------------------------------------------------------------------------------------CCTTAT--TTCCAGATCCTTTTGCAAATCCAAATCTATGACAATCTCATTGGGCCTGTGTGCGA

droBip1 scf7180000396568:489666-
489831 -

GTCTGGTGGGCAAGTACAGTCACTGTGCCCCCGGACTTCTATTTGACTACGTAAGTGGA-TGATAA-TACTCTTCTTT----AAA---GGAATC-ATACCT-AACGTGTTAC-TG---T----------------------------------------------------------------------------------------CCCCAA--TCCTAGATTCTTTTGCAAATCCAAATCTATGACAATCTCATTGGGCCAGTGTGCGA

droKik1 scf7180000302408:376974-
377136 -

GTTTAGTCGGCAAGTACAGCCACTGTGCTCCCGGCCTTCTCTTTGACTATGTGAGTTTT-CTCTTTCTT-TTTTTC-------AT---GAATTTCTTCCTT-AACT----TC-CTTAAT----------------------------------------------------------------------------------------TTCATC--TTCAAGATCCTCCTCCAAATCCAAATCTATGACAATCTCATTGGGCCCGTCTGCGA

droFic1 scf7180000453924:21389-21550
-

GACTGGTAGGAAAGTACAGCCACTGTGCGCCAGGACTTCTTTTCGATTATGTAAGTTTC-GTTAAC-TG-TTGTGGCT----AAT---CGAATT-TTCCCT-AACT-----G-TC---T----------------------------------------------------------------------------------------TCTAATATCAATAGATTCTCTTGCAAATACAAATCTATGACAATCTCATCGGCCCCGTCTGCGA

droEle1 scf7180000491273:1148831-
1148985 +

GTCTAGTGGGCAAGTACAGCCACTGTGCTCCAGGACTGCTGTTCGACTATGTGAGTTTA-AGCTAC-TGTTGTTGGTT----AAT---TAATTA----CTT-A----------CC---A-----------------------------------------------------------------------------------------TTCTGTTCAATAGATTCTCTTGCAAATCCAAATCTATGACAATCTCATTGGTCCCGTCTGCGA

droRho1 scf7180000759283:17132-17292
-

GCCTGGTGGGCAAGTACAGCCACTGTGCCCCAGGCCTGTTGTTTGACTATGTGAGTTTA-AGTAGTTTT-TTTTTGG-------A---GAATTTTATAACA-AAT-----TG-TT---T----------------------------------------------------------------------------------------TCCCATTTTAACAGATTCTCTTGCAAATCCAAATTTATGACAATCTCATCGGACCCGTCTGCGA

droBia1 scf7180000302408:356495-
356657 -

GCCTGGTGGGCAAGTACAGCCATTGTGCCCCAGGACTGCTGTTTGATTATGTGAGTTTA-TTATACATT-GTTTTGTT----AAT---TGAATG-TTTCTT-AATT-----G-TA---T----------------------------------------------------------------------------------------TTCCTTTTCAACAGATCCTTTTGCAAATACAAATCTATGACAATCTCATAGGGCCCGTCTGCGA

droTak1 scf7180000415779:629245-
629408 -

GCCTGGTCGGCAAATACAGCCATTGTGCGCCCGGCCTGCTGTTCGACTATGTGAGTTTA-ATAGAGCTT-ATTATACA----AATATAA---CT-TTTCTTAA-TT----TC-CC---C----------------------------------------------------------------------------------------TTCTCTTTCAACAGATCCTCTTGCAAATTCAAATTTATGACAATCTCATCGGGCCCGTTTGCGA

droEug1 scf7180000409554:3917234-
3917397 -

GCCTGGTGGGCAAGTACAGCCACTGTGCACCAGGGCTTCTGTTTGACTATGTAAGTTTG-ATATATATT-ATTTTCCA----AGTGCTC---AT-TTCCATAA-TT----TT-CT---T----------------------------------------------------------------------------------------AAATATATTTGTAGATTCTCTTGCAAATTCAAATCTATGACAATCTCATTGGTCCTGTCTGCGA

dm3 chr2L:2142531-2142691 - GACTGGTAGGAAAGTATAGCCATTGTGCGCCAGGACTGCTTTTCGACTATGTGAGTTTC-ATCTAGGTA-CTATTCCA----AAA---C---AG-TTTATTCA-TT----TC-CA---T----------------------------------------------------------------------------------------TACTATTTCAACAGATTCTCTTGCAAATTCAAATCTATGATAATCTAATTGGTCCGGTCTGCGA
droSim2 2l:2035830-2035990 - GACTGGTAGGAAAGTATAGCCATTGTGCGCCAGGACTGCTTTTCGACTATGTGAGTTTC-ATTTATATA-CTTTTCCA----AAT---C---GG-TTTAGTTA-TT----TC-AA---T----------------------------------------------------------------------------------------TACCATTTCAACAGATTCTCCTGCAAATTCAAATCTACGACAATCTAATTGGCCCGGTCTGCGA

droSec2 scaffold_121:10817-10977 - GACTGGTAGGAAAGTATAGCCATTGTGCGCCAGGACTGCTTTTCGACTATGTGAGTTTC-ATTTATATA-CTTTTCCA----AAT---C---GG-TTTGGTTA-TT----TC-AA---T----------------------------------------------------------------------------------------TACCATTTCAACAGATTCTCCTGCAAATTCAAATCTACGACAATCTAATTGGCCCGGTCTGCGAdroYak3 2L:2113898-2114058 - GTCTGGTAGGAAAGTACAGCCATTGTGCCCCAGGACTGTTGTTCGACTATGTGAGTTTT-AATTACTTG-CTTTTCCA----AAT---A---AG-TTTATTTA-TT----TC-CA---T----------------------------------------------------------------------------------------TTCTATTGCAATAGATTCTCTTGCAAATTCAAATCTATGACAATCTCATTGGGCCGGTTTGCGA
droEre2 scaffold_4929:2176890-

2177050 -
GTCTGGTAGGAAAGTACAGCCATTGTGCCCCAGGACTGCTGTTCGACTATGTGAGTTTC-ATTTAAGTA-CTTTTCCA----AAT---A---AG-TTTATTTA-TT----TT-GA---T----------------------------------------------------------------------------------------TACTATTTCAATAGATTCTCTTGCAAATTCAAATCTATGACAATCTAATTGGGCCAGTCTGCGA
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ11827-in]; CDS [Dvir\GJ11827-cds]; CDS [Dvir\GJ11827-cds]

No Repeatable elements found

mature star

1. scaffold_13047:3648526-3648544 -
2. dvi_19862  scaffold_13049:13684861-13684879 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGTCCCTGGCAGCCACTCATCCACACCTGTTGCCGAGCGATATTCAATCGGTAAGCAAGTTGATTTGTTGACCACACGTATTAACTAAATGAATGAATTCATTTGCTTGCAGGACATTAAACATAATCTCGACTCATTGGTTAATCAGTTGTGCAATACACG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060678

9x140_testes_total
SRR2096056

Ovary_Min_46

SRR060681

Argx9_testes_total
SRR2096014

Ovary_Strain_160_oxidized

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096055

Ovary_Min_43

SRR060665

9_females_carcasses_total

M047

female
body

SRR060677

Argx9_ovaries_total

SRR060679

140x9_testes_total
SRR2096057

Ovary_Min_50

V047

embryo

V116

male
body

SRR060669

160x9_females_carcasses_total

SRR060664

9_males_carcasses_total

SRR060667

160_females_carcasses_total

SRR060668

160x9_males_carcasses_total

SRR060676

9xArg_ovaries_total

SRR060686

Argx9_0-
2h_embryos_total

SRR2096058

Ovary_Min_98

SRR2096061

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060666

160_males_carcasses_total

SRR060663

160_0-
2h_embryos_total

SRR1106726

embryo_14-
16h

SRR2096059

Ovary_Min_164

SRR060684

140x9_0-
2h_embryos_total

M027

male
body

SRR060685

9xArg_0-
2h_embryos_total

..................................................GTAAGCAAGTTGATTTGTTGACT......................................................................................... 23 1 1 3.00 3 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................GTAAGCAAGTTGATTTGTTGA........................................................................................... 21 0 1 3.00 3 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................ATAATCTCGACTCATTGGTTA................... 21 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGCAAGTTGATTTGT.............................................................................................. 18 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TGAATTCATTTGCTTGCAGA................................................. 20 1 2 1.50 3 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

..........................................................................................................................ATAATCTCGACTCATTGGT..................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................ACATAATCTCGACTCATTGGT..................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................GGTTAATCAGTTGTGCAAT..... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................ATCTCGACTCATTGGTTAATCAGT............. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................ATTGGTTAATCAGTTGTGCAA...... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGCAAGTTGATTTGTTG............................................................................................ 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............ACTCATCCACACCTGTTGCCGAGC............................................................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................TAATCAGTTGTGCAATACACG 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................CATCCACACCTGTTGCCGA.............................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGCAAGTTGATTTGTC............................................................................................. 19 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........CAGCCACTCATCCACACCTGT.................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................ACACCTGTTGCCGAGCGAT......................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................CTGTTGCCGAGCGATATTCAATCGGAC............................................................................................................. 27 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................AATCGGTAAGCAAGTTGATTT................................................................................................ 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................CACCTGTTGCCGAGCGATATTCAATCG................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................TGAATTCATTTGCTTGCAG.................................................. 19 0 2 1.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACAGGGACCGTCGGTGAGTAGGTGTGGACAACGGCTCGCTATAAGTTAGCCATTCGTTCAACTAAACAACTGGTGTGCATAATTGATTTACTTACTTAAGTAAACGAACGTCCTGTAATTTGTATTAGAGCTGAGTAACCAATTAGTCAACACGTTATGTGC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060659

Argentina_testes_total
SRR2096057

Ovary_Min_50

V116

male
body

M047

female
body

SRR060664

9_males_carcasses_total

SRR060683

160_testes_total
SRR2096059

Ovary_Min_164

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

M027

male
body

SRR2096014

Ovary_Strain_160_oxidized
...........CGGTGAGTAGGTGTGGACAAC.................................................................................................................................. 21 0 1 2.00 2 0 0 1 0 1 0 0 0 0 0
.......CCGTCGGTGAGTAGGTGT......................................................................................................................................... 18 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
....................................................................................................................AATTTGTATTAGAGCTGAGTA......................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0
.................................GCTCGCTATAAGTTAGCCATTCG.......................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0
ACAGGGACCGTCGGTGAGTAG............................................................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
.CAGGGACCGTCGGTGAGTAGG............................................................................................................................................ 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13049:13684811-

13684972 -
dvi_19862 TGTCCCTGGCAGCCACTCATCCACACCTGTTGCCGAGCGATATTCAATCGGTAAGCA--AGTTGA------------------------------------T---------T-TGTTGACCACACGTATTA--------------ACTAAATGAA------TGAATTCA-----TTTG----CTTGCAGGACATTAAACATAATCTCGACTCATTGGTTAATCAGTTGTGCAATACACG

droMoj3 scaffold_6680:13661598-
13661755 +

TGTCATTGGCCGCCACTCATCCTCACCTGTTGCCGAGCGATATTCAATCTGTAAGGGA------------------ATT--------------------CAT---------T-TGTTGTCGAATCAGCTTA--------------ACTACATA---------------GTTTTTAATC----CCTACAGGACATCAAACATAATCTAGACTCATTGGTGAATCAGTTGTGCAATACGCG

droGri2 scaffold_15110:15551983-
15552139 +

TGTCACTGGCAGCCACTCATCCTCATCTGTTGCCAAGCGATATTCAATCGGTACGCA--ACTAGTTGCAAT-----ATG--------------------CATTTCA-A-----------------------ACTAAA--------------TTAA------T----ATGA---TTATG----ATTACAGGATATAAAGCATAATCTGGACTCGTTGGTCAATCAGTTGTGCAATTCACG

droWil2 scf2_1100000004540:1110087-
1110259 -

TATCTTTGGCAGCTACACATCCGCACTTGCTACCCAGCGATATCCAATCTGTAAGTAAAAAGGGCA----------CTT--------------------CCCATTG-A-----------------------CAACATTGTGTTGATGCTAACTTTTGTCATTTGT--------CACTA----CTCACAGGATATAAAACATAATCTAGACTCGTTGGTAAATCAATTGTGCAATACTCG

dp5 XR_group6:13018714-13018871
+

TTTCTCTAGCTGCAACGCATCCCCATTTATTGCCGAGCGATATACAATCTGTAAGAGCCACGTAGTGCGGCATTTT---ACTTAGACGTTACTAATTTA--------------------------------------------------------------------------CATTT----CTTGCAGGATATAAAGCATAATTTGGACTCATTGGTCAACCAATTGTGTAACACACG

droPer2 scaffold_88:46202-46359 + TTTCTCTAGCTGCAACGCATCCCCATTTATTGCCGAGCGATATACAATCTGTAAGAGCCACGTAGTGCGGCGTTTT---ACTGAGACGTTACTAATTTA--------------------------------------------------------------------------CATTT----CTTGCAGGATATAAAGCATAATTTGGACTCATTGGTCAACCAATTGTGTAACACACG
droAna3 scaffold_13337:17099371-

17099526 +
TATCTCTAGCAGCTACGCATCCCCATTTGCTACCCAGCGATATCCAATCAGTATGTTACATTACT----------------------------------CTC-A-----------TTACCTAA-GAGTTTA--------------TCTAAATTT------------------CTTTAA----TTTGAAGGATATAAAACACAATTTGGATTCACTGGTGAACCAATTGTGCAACACACG

droBip1 scf7180000396641:587187-
587344 +

TATCTCTAGCAGCTACGCATCCCCATTTGCTACCCAGCGATATCCAATCAGTAAGTTACATTAAC----------------------------------CATCATAAATAAAGG-----------CTTTTGTTTAAA--------------TGT------------------ATTCGT----TTTAAAGGATATAAAACACAATTTGGATTCACTGGTGAATCAATTGTGCAACACACG

droKik1 scf7180000302694:429313-
429472 -

TGTCTCTAGCAGCTACGCATCCCCATTTGTTACCAAGTGACATTCAATCCGTAAGGGCTTCCCGCA----------TTC--------------------TTTG-------------------GTTGG----CTTAAA--------------C-AA------CAACGCTAAAT-TTTCT----TTCGCAGGACATAAAGCACAACCTAGACTCCCTAGTCAACCAATTGTGCAACACGAG

droFic1 scf7180000453831:364829-
364994 -

TTTCTCTAGCAGCTACACATCCGCACTTGTTACCAAGCGATATACAATCTGTAAGATCCACCTTT--------------ACCTAATACCTGCTTCTTTACAT-----T-----------------------TTACAA--------------TATA------------TTG-TTTTTTT----TTCCCAGGATATAAAGCACAATTTAGACTCGTTAGTAAATCAATTGTGCAATACGCG

droEle1 scf7180000491255:2752039-
2752196 +

TATCTCTGGCAGCTACCCATCCGCACTTGTTGCCAAGCGATATACAATCCGTAAGATCAATTAATA----------TGC--------------------T---TTA-T-----------------------TCTGAA--------------TGTA-----TTAGACTCTG-TTTTTTT----TCGGCAGGATATAAAGCACAATCTAGACTCGTTGGTCAACCAATTGTGCAACACGCG

droRho1 scf7180000779324:20939-21100
+

TGTCTTTAGCAGCTACGCATCCACACTTATTACCAAGCGATATACAATCCGTAAGATTTATCCATA----------------TATTATTTAA-----------TTA-T-----------------------TTGGGG--------------TTTT-----CTAGA---ATCTTTGTTT----TCTGCAGGATATAAAGCACAATTTAGACTCGTTGGTCAACCAGTTGTGCAACACGCG

droBia1 scf7180000302377:1788860-
1789016 +

TATCCCTAGCAGCTACGCATCCTCATTTGCTACCGAGTGACATTCAATCTGTGAGATAAAGACAAA----------TTT--------------------CACATTT-T-----------------------TCAATT-----------AGACTAA------C------TA-TTTTTTT----TCTACAGGACATAAAGCACAATTTAGACTCGTTGGTAAACCAATTGTGCAACACGCG

droTak1 scf7180000415388:219539-
219697 -

TGTCTTTAGCGGCAACGCATCCGCACTTGTTACCGAGCGATATACAATCCGTAAGATCAAGCCAAAACCATAAACA---ATTGATATG-------------------------------------------CTAAAA--------------A----------------GACAGTTTCT----TCTGCAGGACATTAAGCACAATTTAGACTCATTGGTTAACCAACTGTGCAACACGCG

droEug1 scf7180000409472:356650-
356808 -

TATCACTAGCAGCTACACATCCACACTTGTTACCAAGCGATATACAATCCGTAAGATCAAGCTAAG----------TAA--------------------CATATCG-T-----------------------TTACAA--------------TTTG------------TTATTGTTTTTTCCTCTTGCAGGATATAAAACACAATTTAGACTCGTTGGTCAACCAATTGTGCAATACGCG

dm3 chr3L:21537548-21537708 - TCTCTTTAGCAGCTACGCATCCGCATCTGCTACCGAGCGATATTCAATCCGTAAGAACAACTAAAA----------ATC--------------------CATATTG-T-----------------------CTTAAA--------------TGAA------TAAACACAACTGTTCTC----TCTGTAGGATATAAAGCACAATTTAGACTCATTAGTGAACCAATTGTGCAATACGCG
droSim2 3l:21054619-21054779 - TTTCTTTAGCAGCTACGCATCCGCATCTGCTACCGAGCGATATTCAATCCGTAAGAACAACTCAAA----------ATC--------------------CATATTA-T-----------------------TTTACA--------------TGAA------TAAACACAACTGATCTC----TCTGTAGGATATAAAGCACAATTTAGACTCACTAGTGAACCAATTGTGCAATACACG
droSec2 scaffold_11:1457693-1457853

-
TTTCTTTAGCAGCTACGCATCCGCATCTGCTACCGAGCGATATTCAATCCGTAAGAACAACTCAAA----------ATC--------------------CATATTA-T-----------------------TTTAAA--------------TGAA------TAAACACAACTGATCTC----TCTGTAGGATATAAAGCACAATTTAGACTCACTAGTGAACCAATTGTGCAATACGCG

droYak3 3L:18978673-18978833 + TATCTTTAGCAGCTACGCATCCGCATCTGCTACCGAGCGATATTCAATCCGTAAGAACAAATCAAA----------AGC--------------------CATATTG-T-----------------------TATAAA--------------TGAA------TAATCGCAACTGTTCTT----TCTTCAGGATATAAAGCACAATTTAGACACATTAGTGAACCAATTGTGCAATACGCG
droEre2 scaffold_4784:21191854-

21192014 -
TATCTTTAGCAGCTACGCATCCGCATCTGCTACCGAGCGATATTCAATCCGTAAGAACAACTAAAA----------AGC--------------------CATATTA-T-----------------------TTTAAA--------------TTAA------AAAACACAACTGTTCTT----TCTTTAGGATATAAAGCACAATTTAGACTCATTAGTGAACCAATTGTGCAATACGCG
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ID:

dvi_16919

Coordinate:

scaffold_13047:14046047-14046235 -

Confidence:

candidate

Class:

5p_tailed_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 [Dvir\GJ22835-in]; CDS [Dvir\GJ22835-cds]; CDS [Dvir\GJ22835-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGAATAGAAAAGTTTTGTTAATTTTACGGCATATTTACGCCTTAAATATGGTAATTATATATGAAATATTGTTGCGTACTTTTCCTTATATAAATATGTTAAATATGTCGCTTATACACAATCATAACTAACCTCAGTATGAATTTTGTGCGGAAGCACCAGACAACGTGGAAAGAAATGCAGATGTTTAAGCTAAAATTTCAAATATTGTATTAATCTGTATTTCTTCACACTTGCAGTCGAAACTGTACGTGCTGTATGAGCATGCGGCAGGCTTTGCGCTATTCTC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060679

140x9_testes_total

SRR060682

9x140_0-
2h_embryos_total

V116

male
body

SRR060681

Argx9_testes_total
SRR2096059

Ovary_Min_164

M047

female
body

M061

embryo

SRR060663

160_0-
2h_embryos_total

SRR060678

9x140_testes_total

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096056

Ovary_Min_46

SRR2096057

Ovary_Min_50

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060684

140x9_0-
2h_embryos_total

GSM1528803

follicle
cells

SRR060657

140_testes_total

SRR060662

9x160_0-
2h_embryos_total

SRR060665

9_females_carcasses_total

SRR060667

160_females_carcasses_total

SRR060674

9x140_ovaries_total

SRR060675

140x9_ovaries_total

SRR060676

9xArg_ovaries_total

SRR060687

9_0-
2h_embryos_total

SRR060688

160_ovaries_total

SRR060689

160x9_testes_total

SRR1106729

mixed
whole
adult body

SRR2096058

Ovary_Min_98

SRR2096061

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

V047

embryo

SRR060666

160_males_carcasses_total

SRR060669

160x9_females_carcasses_total

SRR060685

9xArg_0-
2h_embryos_total

SRR060672

9x160_females_carcasses_total

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

..................................................................................................................................................................ACAACGTGGAAAGAAATGCAGA......................................................................................................... 22 0 1 8.00 8 1 1 0 1 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

..................................................................................................................................................................ACAACGTGGAAAGAAATGCAG.......................................................................................................... 21 0 1 7.00 7 2 0 1 2 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................ACAACGTGGAAAGAAATGCAGAT........................................................................................................ 23 0 1 5.00 5 0 0 2 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................AACGTGGAAAGAAATGCAGATG....................................................................................................... 22 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................................................................................................................GCTGTATGAGCATGCGGCA................. 19 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................ACGTGGAAAGAAATGCAGATG....................................................................................................... 21 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................TATGAAATATTGTTGCGTACT................................................................................................................................................................................................................. 21 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................................................TGTATGAGCATGCGGCAGGC.............. 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................GACAACGTGGAAAGAAATGCAG.......................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........GTTTTGTTAATTTTACGGCAT................................................................................................................................................................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................................................................................................................CGTGCTGTATGAGCATGCGGC.................. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................GACAACGTGGAAAGAAATGC............................................................................................................ 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................ACAACGTGGAAAGAAATGCAGAA........................................................................................................ 23 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................................TCGAAACTGTACGTGCTGT............................... 19 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................................................................................................................ATGAGCATGCGGCAGGCTTTGCGCT...... 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................................................CAACGTGGAAAGAAATGCAGA......................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................CGAAACTGTACGTGCTGTATG............................ 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................................................................................................................................CGAAACTGTACGTGCTGTATGAGC......................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................................................................................ACACTTGCAGTCGAAACTGTACG..................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................GACAACGTGGAAAGAAATGCAGA......................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................................TCTGTATTTCTTCACACTTGCA................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................................................................................................TTAATCTGTATTTCTTCACACTTGCA................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................................................................................................TCGAAACTGTACGTGCTGTATGAGCA........................ 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................................................................................................................TCTGTATTTCTTCACACTTGCAG.................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCTTATCTTTTCAAAACAATTAAAATGCCGTATAAATGCGGAATTTATACCATTAATATATACTTTATAACAACGCATGAAAAGGAATATATTTATACAATTTATACAGCGAATATGTGTTAGTATTGATTGGAGTCATACTTAAAACACGCCTTCGTGGTCTGTTGCACCTTTCTTTACGTCTACAAATTCGATTTTAAAGTTTATAACATAATTAGACATAAAGAAGTGTGAACGTCAGCTTTGACATGCACGACATACTCGTACGCCGTCCGAAACGCGATAAGAG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060670

9_testes_total

SRR060675

140x9_ovaries_total

SRR060676

9xArg_ovaries_total

SRR060678

9x140_testes_total
SRR2096014

Ovary_Strain_160_oxidized

SRR2096056

Ovary_Min_46

SRR060674

9x140_ovaries_total

SRR060684

140x9_0-
2h_embryos_total

SRR060662

9x160_0-
2h_embryos_total

SRR060683

160_testes_total

SRR060677

Argx9_ovaries_total

SRR060687

9_0-
2h_embryos_total

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

.....................................................................ACAACGCATGAAAAGGAATAT....................................................................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................ACTTAAAACACGCCTTCGTGGTCTGTT........................................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................................................TGTTGCACCTTTCTTTACGTC.......................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13047:14045997-

14046285 -
dvi_16919 A--G------AA--TAGAAA------AGT-TTTGTTA-ATTTTACGGCATATTTACGCCTTAAATATGGTAATTATATAT--GAAAT-ATTGT-------TGC---------------GTACTT--TTCCTTA---TATA------AATATGTTAAATA---TGTCGCTTATAC----ACAA-TCATAACTAACCTCAGTAT--GA---ATT---TTGTGCGGA---AGCAC--CAGACAA--CGTGGAAAGAAATG--CAGATGTTTAAGCTAAAAT--------TTCA-AATATTGTATTAA--------------TCTGTA-TTTCTTCAC-ACTTGCAGTCGAAACTGTACGTGCTGTATGAGCATGCGGCAGGCTTTGCGCTATTCTC

droMoj3 scaffold_6540:26039534-
26039826 +

A--A------TA--TTGATA------TTTTCTTTATT-ACTTGACGGCATATTATCGCCTTAAATATGGTAATTATATGAA-AAA-T-ATAGT-CA--A-TGTTA---------------AATT--TTTATTA---TGTA------TATTTG-AAA--A-----GTGTGTCT-------TAACATATAACTAACCTAAGTATAAGACCCT-----ACGGAG--G---TGGGC--TTGAGACAACGTGGAAAAAAATGGCTAAATG---AAACTAAAATTTCTGTACATTTTATGTGCTAATATT-------------------TGTTTTCTTCC-GTTTACAGTCGAATCTGTACGTGCTTTACGAGCATGCGGCAGGCTATGCGCTATTCTC

droGri2 scaffold_14830:5905446-
5905738 +

A--A------AA--TTGATA------ATC-T-TTATTAATTTAAAGGCATATTTAAGCCTTAATTATGGTAAATACTTTT--GAAATCATAGT-CA--T-TGA---------------GGAGTT--TTCTAT---AGATA------TATGTG-TGA--TATAAGTCACATATAT----ACAA-T-AAATATAACCTATGTGT--TA---AAT---GTGTGCGGG---AGCTC--CATAAAA--CGTGGAAAAAAC-----TC---AACTTG-CACCGC--AAT---TTC--AATTGATTTC-GTGTATTAA-------TTCAAA-TTTATTTAC-AATTGCAGACGAATCTGTACGTGCTGTATGAGCATGCGGCAGGCTTTTCGCTCTTCTC

droWil2 scf2_1100000004943:10934631-
10934893 +

A--A------AA--TAAATA------AATTCCTCCAA---TTATTGGCATATTTAAGCCTTAAATATGGTAATTATACAT--GTT-T-AATTA----------------G----------------ATCT--T--TGAGTTATACATAAAAG------C---AAAACCGCTTCTGCGGCCTT-CATGTCCTAACCTAAGCCCAAGCGTCTCAGCT---TG---ATGTCTTAT--CCAAAAA-------------------CCATGTGGA--CTTCCA-----------CA-TATTAATAAAATT-------------------TTTT-TTCTATATGTTTTAGACGACTCTATATGTTCTGTATGAACATGCAGCTGGGTTCTCACTCTTCTC

dp5 2:13838401-13838682 + T--G------GA--T----AATTTTAATTTAAACTTA---AAGAAGGCATATTTACGGCCTAAATATGGTAAATATGCAAC-TCT-A-AATCA-TTCATC--ATCAATAG----------------TCTA--A--TGAAA------TATGTG-CAAAAG---TGATGAAACCAG----ACAA-AGAGAACTAACCTAAAGACAAGC---AAT---GAGTG---G---AGCACCCC-CAAAA------------------CACATGTGC-TGCCACCGC--CAGCACATCAAAATTGATTATATA----------TC-------CCAT-TTTCCC-GCTTCCAGTCGATCCTGTATGTTCTGTACGAACATGCAGCAGGCTTCTCGGTCTTCTC
droPer2 scaffold_0:6605576-6605856 - G--G-------------ATACTTTTAATTTAAAGTTA---AAGAAGGCATATTTACGGCCTAAATATGGTAAATATGCAAC-TCT-A-AATCA-TTCATA--ATCAATAG----------------TCTA--A--TGAAA------GATGTG-CAAAAG---TGATGAAACCAG----ACAA-ATAGAACTAACCTAAAGACAAGC---ATG---GAGTG---G---AGCACCCC-CAAAA------------------CACATGTGC-TGCCACCGC--CAGCACATCAAAATTGATTATATG----------TC-------CCAT-TTTCCC-CCTTCCAGTCGATCCTCTATGTTCTGTACGAACATGCAGCAGGCTTCTCGGTCTTCTC
droAna3 scaffold_13340:14802904-

14803186 -
A--T-----AA--ATATATA------TTT-ACTAATA---AAATCGGTGTACTTTCGACATAAATATGGTAAATATAAAT--GCT-A-AATTT-ATTGCC--TTCTA-----------G----TTATGCT--ATATGAAA------A--GAG-CAACAG---TGAAGTGTTTAT----ACGG-CAAAAGCTAACCTAAACTG--GT---ATCAGACGAAA---G---GGCCT--CCAAA---------------------ACATGTGCTTGCCACCAC--------ACCA-AATTGATTGTTGCCCATCATTTATGTG-----A-TTTTTCCCC-TCCCACAGTCGAACCTCTATGTGCTCTACGAGCATGCAGCGGGCTTCTCGCTCTTCTC

droBip1 scf7180000395971:378702-
378982 +

T--A------AA--TATATA------TTT-ACTAATA---AAATCGGTGCATTTTCGGCATAAATATGGTAAATATAAAT--GCT-A-AATAA--------------ATTCTCTTTAAG----TTGTACT--ATATGAAA------AT--TG-TAAAAA---TGAAGTGTTTGA----GGTG-CAGAAACTAACCTAAACTG--GT---ATCAGAAAAAA---G---GGCCT--CCAAA---------------------ACATGTGCTTGCCACCAC--------ACCA-AATTGATTGTTGCCCATAACTTATGTG-----A-TT-TTCCCC-TTCCATAGTCGAACCTCTATGTGCTCTACGAGCATGCAGCGGGATTTTCGCTCTTCTC

droKik1 scf7180000302706:1469045-
1469315 -

T--A------AA--TATATA------ATT-CTATATA---AAAACGGCATATATTCGGCATAAATATGGTAAATATTCATT-CGG-A-AGAAA-GATAAC--GTTGAAAA----------------GC-AAA---AGA-A------CATGCC-TAGGAT---GAGTATGTTTTT----ATGA-GAAAAACTAACCTTAACTG--GA---GCCCCTTAGGG---G---AGCAC--CCAAAAG------------------CACATGTGTTTGCCACCGC--------ACCA-AACTCATAATCACT------------------CGTT-TTCCCC-TCCTCCAGTCGAGTCTGTATGTGCTGTACGAGCATGCGGCGGGCTTCTCGCTTTTCTC

droFic1 scf7180000454106:1393896-
1394154 -

A--A------AA--TATATA------ATT-T-GTATA---AAATCGGCATATATTCGGCATAGTCATGGTAAATATTTGAT-TTT-T-AAGCA-GTAAGC--TTTTGATG----------------TTTC--A--ATAAA------TATGTG-TAAAGC---TAAAATGTTTTC----TCAA-TGAAAACTAACCTTAACA---A-------------TG---G---AGCAC--CCTTAAA------------------CACATGTGCTTGCCACCGC--------ACCA-AACTGATAT-TTT-------------------CTATTTCCCCC-TCCTCCAGTCGAACCTGTATGTGCTGTACGAACATGCGGCGGGCTTCTCGCTCTTCTC

droEle1 scf7180000491280:4538084-
4538338 +

A---------A--ATATATA------ATT-TTATATA---AAAACGGCATATATTCGGCATAAATATGGTAAGTACATATT-GTT-T-AAACATCTTACA---TTAAGTG----------------CTCC--TTGTGAAA------GG--CG-AATGTT---TGGAATGTTTTC----TTAA-CGAAAACTAACCTTACCTG--T-------------TG---G---AGCAC--CCTAAAA------------------CACATGTGCTTGCCACCGC--------ACCA-AATTGATA------------------------CCAT-TTCCCC-GCCTCCAGTCGAACCTGTATGTGCTGTACGAGCATGCGGCGGGCTTCTCGATCTTCTC

droRho1 scf7180000779677:96178-96439
-

T--A------AATATATATA------TTT-TTATATA---AAAACGGCATATATTCGGCATAAATATGGTAAGTAAATATT-GAT-T-AAACA-CATATC--TTTAAAGA----------------TTCTTT---AGAAA------T--GGG-TATAAT---TCAAATGTTTAT----CCAA-TGAAAACTAACCTAATCTG--A-------------AG---G---AGCAC--CCTAAAA------------------CACATGTGCTTGCCACCGC--------ACCA-AATTGATAATTTT-------------------CTAT-TTCCCC-GCCTCCAGTCGAACCTGTATGTGCTGTACGAGCATGCGGCGGGCTTCTCGCTCTTCTC

droBia1 scf7180000302402:5487200-
5487275 +

A--T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAATTT-------------------CCAT-TTCCCC-CACTCCAGTCGAAACTGTTCGTGCTGTACGAGCACGCGGCGGGCTTCTCGCTCTTCTC

droTak1 scf7180000415711:789240-
789505 +

T--GGATAAAA--CTGAGTA------GTT-CTATATA---AAAACGGCATTTATTCGGCATAAATATGGTAAATATTTGGT-ACT-T-ACCCA-CATACC--TTTAAGTG----------------CTCC--A--TGGAAGGCCG------G-CAGAAA---TAAAATGCTTTC----CCGA-CGAAAACTAACCTAAACTG--G-------------CG---G---AGCAC--CCAAAA-------------------CACATGTGGTTGCCACCGC--------ACCA-AACTGATCATTTT-------------------CCAT-TTCCCC-GCCTCCAGTCGACCCTGTACGTGCTGTACGAGCATGCGGCGGGCTTCTCGCTCTTCTC

droEug1 scf7180000409768:369585-
369847 -

A--T---AAAT--ATACGTA------TTT-TTATATA---AAAAAGGCATATATTCGGCATAAACATGGTAAGTATTTAAT-GTA-T-AAAGA-CACACA--TACAATTG----------------TTTC--A--TGGAAATCCA------G-TAAAAC---TAAAATGTTTTC----TCAA-TGAAAACTAACCTAA-CTG--G-------------CG---G---AGCAC--CCTAAAA------------------CACATGTGCTTGCCACCAC--------ACCA-AACTGATAATTTT-------------------TCAT-TTCCCC-TCCTCCAGTCGAACCTGTATGTGCTGTACGAGCATGCGGCGGGTTTCTCGCTTTTCTC

dm3 chr3R:18246463-18246729 - T--GTATAAAA--ATATATA------TTT-CTTAATT---AAATCGGCATATATTCGGCATAGACATGGTAAATATTTCAGTGC--A-ATAAT-CATATA--TTTGAATT----------------TTCT--G--CGGGTTGCCCG-------TGAAAT---GAAAATGTTTTC----CCTG-CGAAAACTAACCTACACAC--G-------------CG---G---AGCAC--CCAAAAC------------------CACATGTGTCTGCCACCGC--------ATCA-GACTGATAATTTT-------------------TCAT-TTCCCC-GCCTCCAGTCGAACCTGTATGTGCTGTACGAGCATGCGGCGGGCTTCTCGCTCTTCTC
droSim2 3r:17772117-17772383 - dsi_2159 T--GTATAAAA--ATATATA------TTT-CTTAATT---AAATCGGCATATATTCGGCATAGATATGGTAAATATTTAAGTGC--A-ATATT-CATATA--TTTGAATG----------------CTCT--C--CGGGTTGCCCG-------TGAAAT---GAAAATGTTTTC----CCTG-TGAAAACTAACCTACACAC--G-------------CG---G---AGCAC--CCAAAAC------------------CACATGTGTTTGCCACCGC--------ATCA-GACTGATAATTTT-------------------CCAT-TTCCCC-GCCTCCAGTCGAACCTGTATGTGCTGTACGAGCATGCGGCGGGCTTCTCGCTCTTCTC
droSec2 scaffold_0:18602262-18602517

-
T--GTATAAAA--ATATATA------TTT-CTTAATT---AAAT-----------CGGCATAGATATGGTAAATATTGAAGTGC--A-ATATT-CATATA--TTAGAATG----------------CTCT--G--CTGGTTGCCCG-------TGAAAT---GAAAATGTTTTC----CCTG-AGAAAACTAACCTACACAC--G-------------CG---G---AGCAC--CCAAAAC------------------CACATGTGTTTGCCACCGC--------ATCA-TACTGATAATTTT-------------------CCAT-TTCCCC-GCCTTCAGTCGAACCTGTATGTGCTGTACGAACATGCGGCGGGCTTCTCGCTCTTCTC

droYak3 3R:19093880-19094148 - GGTGTATAAAA--GTGTATA------ATT-TTTAATT---AAATCAGCATATAATCGGCATAGATATGGTAAATATTTAAT-TGT-T-AATGT-CATACA--TTTAAATG----------------CTCT--T--TGGGTTGCCGG-------TGAAAT---GAAAATATTTTC----CATA-CGAAAACTAACCTACACAT--G-------------CG---G---AGCAC--CCAAAAC------------------CACATGTGTTTGCCACCGC--------ATCA-GACTGATAATTTT-------------------CCAT-TTCCCC-GCCTCCAGTCGAACCTGTACGTGCTGTATGAGCATGCGGCGGGCTTCTCGCTCTTCTC
droEre2 scaffold_4820:9830636-

9830898 +
A--T---AAAA--CTATATA------CTT-TTTAATT---AAATCGGCATATATTCGGCATAGATATGGTAAATATTTGATTACT----TAGT-CATATA--TTTAAGTA----------------CTCT--G--TAGGTTGCCCG-------TGAATA---GAAAATGTTTTC----CCAA-CGAAAACTAACCTACACAT--G-------------CG---G---AGCAC--CCAAAAC------------------CACATGTGTTTGCCACCGC--------ATCA-GACTGATAATTTT-------------------CCAT-TTCCCC-GCCTCCAGTCGAACCTGTATGTGCTGTACGAGCATGCGGCGGGCTTCTCGCTCTTCTC
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crit.star
crit.loop
crit.mor
crit.half

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
1
1
1
1
0
1
1
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0
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:10934631-10934893
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:4538084-4538338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779677:96178-96439
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5487200-5487275
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415711:789240-789505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409768:369585-369847
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:18246463-18246729
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http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_2159.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18602262-18602517
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ID:

dvi_10845

Coordinate:

scaffold_12963:8089224-8089289 +

Confidence:

confident-exception

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ17181-in]; CDS [Dvir\GJ17181-cds]; CDS [Dvir\GJ17181-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GGCATGTTTGTGGTCCTGCCCATATTCATAGGCGAAATTGCCGACAACAGGTGAGTGGATGAATATGCGAATGTGGATTTGGACTATTAAAACTTTGCGTAACAAACCATTTGCAGCATACGTGGTCGGCTGTGCTCCTTCTTCACCCTGGCCGTCAATACGGGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR060679

140x9_testes_total
SRR2096055

Ovary_Min_43

SRR060689

160x9_testes_total

V116

male
body

M027

male
body

SRR060669

160x9_females_carcasses_total

SRR060676

9xArg_ovaries_total

SRR060678

9x140_testes_total

SRR060683

160_testes_total

V053

head

SRR060685

9xArg_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

V047

embryo

SRR060684

140x9_0-
2h_embryos_total

SRR060687

9_0-
2h_embryos_total

...............................................................................................TGCGTAACAAACCATTTGCAGT................................................. 22 1 1 5.00 5 1 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TGCGTAACAAACCATTTGCAG.................................................. 21 0 1 4.00 4 2 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................GTGAGTGGATGAATATGCGAATGTG........................................................................................... 25 0 1 2.00 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTGCGTAACAAACCATTTGCAG.................................................. 22 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................TTGCGTAACAAACCATTTGCC................................................... 21 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

.............................................................................................................TTTGCAGCATACGTGGTCGGC.................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

........................................................................GTGGATTTGGACTATTAAAACTTTGCG................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................GCGTAACAAACCATTTGCAGT................................................. 21 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CTTTGCGTAACAAACCATTTGCAG.................................................. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................TGCGTAACAAACCATTTGCAGTC................................................ 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................ATACGTGGTCGGCTGTGCTCCT........................... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.......................ATTCATAGGCGAAATTGCCGAC......................................................................................................................... 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.........GTGGTCCTGCCCATATTCATAGGCGAA.................................................................................................................................. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................TGCCCATATTCATAGGCGAAATTGCCGAC......................................................................................................................... 29 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCGTACAAACACCAGGACGGGTATAAGTATCCGCTTTAACGGCTGTTGTCCACTCACCTACTTATACGCTTACACCTAAACCTGATAATTTTGAAACGCATTGTTTGGTAAACGTCGTATGCACCAGCCGACACGAGGAAGAAGTGGGACCGGCAGTTATGCCCGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR2096055

Ovary_Min_43

V053

head

SRR060655

9x160_testes_total

SRR060689

160x9_testes_total

V116

male
body

V047

embryo

SRR060686

Argx9_0-
2h_embryos_total

...............................CGCTTTAACGGCTGTTGTCCACT................................................................................................................ 23 0 1 2.00 2 0 2 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12963:8089174-

8089339 +
dvi_10845 G-GCATGTTTGTGGTCCTGCCCATATTCATAGGCGAAATTGCCGACAACAGGTGAGTGG---ATGA---AT--ATGC----GA--------------ATGTGG-ATTTGGACT---ATT-----------AAA-ACTT---TGCGT--AACAAACCATTTGCAGCATACGTGGTCGGCTGTGCTCCTTCTTCACCCTGGCCGTCAATACGGGCA

droMoj3 scaffold_6500:708628-708801
+

G-GCATGTCCCTGGTGCTGCCCATTTTCATTGGCGAAATCGCAGACAGGAGGTGAGTGA---ATT----GGGAATGA-ATTGAATGAATCTTTGGCCG-----------GCCTGT---------------GAC-ACTT---TGAGTGACATCCAAT-TTCGCAGCATTCGCGGCCGACTGTGCTCCTTCTTCAACTTGGCCATCAATCTAGGCA

droGri2 scaffold_15252:7521789-
7521961 +

G-GTATTTTCATTGTGCTACCAATGTTCATTGGCGAAATCGCCGACAACAGGTAAGTGA---ATA----ATCA-CA--ATTGAGTTGATAACGAAACG-----------GACTGAAGGC-----------AAC-TCAA---TCGA---TGCATGAA-TTTCCAGCATCCGCGGCAGATTGTGCTCCTTATGCAGTCTGGCGATGAATTTGGGCA

droWil2 scf2_1100000004945:755011-
755168 +

G-GCATGTTTGTGGTGTTGCCGATTTTCATTAGTGAAATTGCCGATAATAGGTAAGCAA---TGGATTTAGTACAT--------------------CACAAAG-------------TAT-----------TGG-AATC---TATT---CAATCCAT-TTTGCAGTGTGCGTGGGCGTTTCGGTTCCTTTTTTTCATTGGGTATCAACATGGGCA

dp5 4_group3:6254874-6255029 - G-CCTGCTACGTTGTCCTCCCCACATTCATTAGCGAGATTGCGGATACCCAGTGAGTCT---TTCA---AG-------------------------CG------GACTACACC---ATC-----------AAT-GCCT---TCTCAA-TATAATCT-CCCACAGCATTCGCGGGCGTCTGGGGTCCATGATTTTGCTGTCCGTCAATACGGGCG
droPer2 scaffold_1:7748175-7748330

-
G-CCTGCTACGTTGTTCTGCCCACATTCATTAGCGAGATTGCGGATACCCAGTGAGTCT---TTCA---AG-------------------------CG------GACTACACC---ATC-----------AAT-TCCT---TCTCAA-TATAATCT-CCCACAGCATTCGCGGGCGTCTGGGGTCCATGATTTTGCTGTCCGTCAATACGGGCG

droAna3 scaffold_12916:13399362-
13399534 -

GGCCTGTTACGTCGTCCTTCCGACCTTCATAAGCGAAATAGCAGACACCAAGTAAGTGC---CGA----GCCTAG---ACGGAATGA-------------CTG-GCGAAAAAAGTGATA-----------TACTAACT---GGCT---TGTAAATCATCTCCAGCGTACGCGGTCGGCTGGGCTCCATAATCTTGCTGTCAGTTAATATGGGGG

droBip1 scf7180000396580:97331-
97501 +

G-CCTGTTACGTCGTCCTTCCGACCTTCATCAGCGAAATCGCGGACACCAAGTACGTAC---A-------GTGCCGAGAGGGCATG-------------ACTG-GACAAAAATGTATAT-----------ACT-CACT---TAAT---TTTAAATCACCTCCAGCGTACGCGGCCGACTGGGCTCCATAATCTTGCTGTCAGTTAACACGGGCG

droKik1 scf7180000302679:1517038-
1517190 -

G-G--GATATGTGGTCGTGCCAATTTTTATCAGCGAAGTTGCCGACAGCGGGTGAGATTTTTCTG----AGTGAAAA--------------------ATGTGG-A-------------A-----------AAA-TATT---TATT---T-CCGATT-TCCATAGCATTCGAGGCGCTCTCACTTCCATGGTGATGTTATCCGTCGATTTGGGAA

droFic1 scf7180000453924:1310940-
1311111 +

G-CCTGTTACGTCGTCCTGCCGACCTTCATCAGCGAGATTGCGGACACCAAGTGAGTGAAGTCAA----TGTGAAGT--------AA---------CGTGCTG-GATGGGAAAACAGCT-----------CAT-AACT---GGGC---CATAAATC-TTCGCAGTGTGCGCGGTCGTCTCGGGTCCATTATCTTGCTGTCGGTGAACACGGGTG

droEle1 scf7180000491046:2032178-
2032348 +

G-CCTGTTACGTCGTCTTGCCGACCTTCATCAGCGAGATTGCCGACACCAAGTTAGTGT---TTTTTTCACTAAAG--------------------CGTGCTG-AA--------TGATTAACTAC-----CAT-TATCCACTGTC---CATAAATC-ATTACAGCGTGCGCGGTCGTCTGGGCTCCATAATCTTGCTATCGGTGAACACGGGAG

droRho1 scf7180000777227:176781-
176940 +

G-CCTGTTACGTCGTTCTTCCGACCTTCATCAGCGAGATTGCTGACACCAAGTAAGTGT---TTTAA--TTTGGAG--------------------CGTGCTG-AA--------TGATA-----------AAC-TACT---TGTC---TATAAATC-TTCACAGCGTGCGCGGTCGTCTGGGCTCCATTATCTTACTATCGGTGAACTCGGGAG

droBia1 scf7180000301468:1204949-
1205106 -

G-CTGGCTACGTGGTGGTGCCCATTTTCATCAGCGAGGTGGCCGACAGCAGGTGAGTTC---CTCT---GC----CT--------------------GTTTAG-AAAA---TAACAATC-----------ACA-AAAA---TACT---CACAAA---CTTACAGCATTCGGGGGGCCCTCACTTCGATGGTGATGCTATCTGTCGATTTGGGTA

droTak1 scf7180000413924:17178-
17335 -

G-CCTGTTACGTCGTCCTGCCGACCTTCATTAGCGAGATAGCCGACAGCAAGTGAGTGT---TATTTTTTGTGGAG--------------------CGTGCTG-------------ATT-----------AAC-TAAC---TGGC---CATAAATC-TTCGCAGCGTTCGCGGTCGCCTCGGGTCCATTATCTTACTATCGGTGAACACGGGCG

droEug1 scf7180000409554:2765834-
2766000 -

G-CCTCTTACGTCGTCCTGCCGACCTTCATAAGCGAGATAGCCGACACCAAGTGAGTAA---TAT----AAACGCGC--------------------GCGTAG-TGATTAGCTA----------CTAGTTAAC-TACT---TGGC---CATAAATC-TTCACAGGGTGCGCGGTCGGCTGGGCTCTATTATCTTATTGTCGGTGAACATGGGTG

dm3 chr2L:3331495-3331661 + G-CCTGCTACGTCGTCCTTCCGACCTTCATAAGCGAAATCGCCGACACCAAGTAAGTCT---CAA----AGTGATGT--------------------GTGCTATGATTATACTACGATT-----------AAC-TAAT---TGCT---CATAAATC-TTTGCAGTGTTCGCGGTCGCCTAGGCTCCATTATCTTACTATCGGTGAACACGGGTG
droSim2 2l:3191651-3191816 + G-CCTGCTACGTCGTCCTCCCGACCTTCATAAGCGAAATCGCTGACACCAAGTGAGTCT---CAA----AGTGATGT--------------------GTGCTG-AAGTATACTATGATT-----------AAC-TAAT---TGCC---CATAAATC-TTTGCAGTGTTCGCGGTCGCCTAGGTTCCATTATCTTACTATCGGTTAACACGGGTG
droSec2 scaffold_5:1474346-1474511

+
G-CCTGCTACGTCGTCCTCCCGACCTTCATAAGCGAAATCGCTGATACCAAGTGAGTCT---CAA----AGTGATGT--------------------GTGCTG-AAGTATACTATGATT-----------AAC-TAAT---TGCC---CATAAATC-TTTGCAGTGTTCGCGGTCGCCTGGGTTCCATTATCTTACTATCGGTTAACACGGGTG

droYak3 2L:3315872-3316037 + G-CCTGTTACGTCGTCCTTCCGACCTTCATAAGTGAAATCGCTGATACCAAGTGAGTCT---CCA----AGTGATGT--------------------GTGCTG-AAATATACTATGGTT-----------AAC-TAAT---TGCT---CATAAATC-TTTTCAGTGTGCGCGGTCGCCTAGGCTCCATTATCTTACTATCGGTGAACACGGGTG
droEre2 scaffold_4929:3361637-

3361808 +
G-CCTGTTACGTCGTCCTTCCGACCTTCATAAGCGAAATCGCTGATACCAAGTGAGTCT---CAA----AGTTGTGT--------------------GCGCTG-AATTATACTACGATTAACTAC-----GAT-TAAT---TGCT---CATAAATC-TGTGCAGTGTACGCGGTCGCCTGGGCTCCATTATCTTACTATCGGTGAACACGGGTG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396580:97331-97501
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ID:

dvi_11959

Coordinate:

scaffold_12963:14905455-14905518 -

Confidence:

confident-exception

Class:

Mirtron

Genomic Locale:

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

Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ21225-in]; CDS [Dvir\GJ21225-cds]; CDS [Dvir\GJ21225-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TGGGCGACTGCAACAAGGAGCGCGGCTTTATCTGTGAAATGGATCCGAGAGTAAGTTGGAATTGCTTAGTGTTAAATGTAGTTATATATATTTATGTTGCTGTCCTGCTTACAGGTCATCATCGATCCGTTGTCGTGGCGCGCGGACATTTTTGCCATAAGTAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

V116

male
body

M027

male
body

SRR2096056

Ovary_Min_46

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR060658

140_ovaries_total

SRR060664

9_males_carcasses_total

SRR060667

160_females_carcasses_total

SRR060675

140x9_ovaries_total

SRR060676

9xArg_ovaries_total

SRR060678

9x140_testes_total
SRR2096055

Ovary_Min_43

SRR2096058

Ovary_Min_98

SRR2096059

Ovary_Min_164

SRR2096060

Ovary_Min_193

SRR060668

160x9_males_carcasses_total

V053

head

SRR060666

160_males_carcasses_total

..................................................GTAAGTTGGAATTGCTTAGTGTT........................................................................................... 23 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CATCATCGATCCGTTGTCGTG........................... 21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGGAATTGCTTAGTGTTAAAT....................................................................................... 27 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGGAATTGCTTA................................................................................................ 18 0 1 2.00 2 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0

.....................GCGGCTTTATCTGTGAAATGGATCC...................................................................................................................... 25 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................GCGCGGCTTTATCTGTGAAATGGATC....................................................................................................................... 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

.............................................................................................ATGTTGCTGTCCTGCTTACAG.................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGGAATTGCTTAGT.............................................................................................. 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................CATCGATCCGTTGTCGTGGC......................... 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................GAATTGCTTAGTGTTAAA........................................................................................ 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

.............................................................................................ATGTTGCTGTCCTGCTTACAGT................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.........................................................................................................................TCGATCCGTTGTCGTGGCGCGCGGAC................. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

...........AACAAGGAGCGCGGCTTTATCTGTGA............................................................................................................................... 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

....CGACTGCAACAAGGAGCGC............................................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTTGGAATTGCTTAGA.............................................................................................. 20 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

..............................................................................................TGTTGCTGTCCTGCTTACAG.................................................. 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTATGTTGCTGTCCTGCTTACAG.................................................. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TATGTTGCTGTCCTGCTTACA................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

...........................................................................................................................GATCCGTTGTCGTGGCGC....................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TATATTTATGTTGCTGTCCTGCTTACAG.................................................. 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

ACCCGCTGACGTTGTTCCTCGCGCCGAAATAGACACTTTACCTAGGCTCTCATTCAACCTTAACGAATCACAATTTACATCAATATATATAAATACAACGACAGGACGAATGTCCAGTAGTAGCTAGGCAACAGCACCGCGCGCCTGTAAAAACGGTATTCATA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060655

9x160_testes_total
SRR2096059

Ovary_Min_164

SRR2096057

Ovary_Min_50

SRR2096013

Ovary_Strain_9_oxidized

V047

embryo

................................................................................................................TCCAGTAGTAGCTAGGCAACAGCACCG......................... 27 0 1 1.00 1 1 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12963:14905405-

14905568 -
dvi_11959 TGGGCGACTGCAACAAGGAGCGCGGCTTTATCTGTGAAATGGATCCGAGAGTAAGTTGG-----------------AATTGCTTAG---------TGT-TAA----------------------------------------------------------------------A-----------------------------------------TG-TAGTTA-TA-TATATTTATGTTGCT-----------G-------TCC---T-GCTTACAGGTCATCATCGATCCGTTGTCGTGGCGCGCGGACATTTTTGCCATAAGTAT

droMoj3 scaffold_6500:17859380-
17859540 -

TGGAGGACTGCAGCAAGGAGCGCGGCTTCATCTGCGAAATGGATCCGAGGGTAAATGAACA-----AAGGT---ACAAT-----------------TG--------------------------------------------------------------------------TAA-----------G--------------------------ATC-TATAT-AATT---GTA--CAT---------------GC---CTTTCC-----CTTCTTAGGTCATCATTGATCCCTTGTCGTGGCGCGCGGACATTTTTGCCATAAGTAT

droGri2 scaffold_8080:644-810 + TGGAGGACTGCAACAAGGAGCGAGGCTTCATCTGTGAAATGGATCCAAGGGTAAGCTTG----------------GAATCATTAAGTTATGCTCCTCT-TAT----------------------------------------------------------------------G-----------------------------------------TA-TACTTA-TA---------TAT---------------AT-CCTC-TCC---A-TTTCGTAGGTCATCATCGATCCATTATCGTGGCGCGCGGACATTTTTGCCATAAGTAT
droWil2 scf2_1100000004521:9256677-

9256844 -
TGGAAGATTGTGCCAAAGAGAAGGGTTTCATCTGTGAAATGGATCCAAGGGTAAATAGATT---------------------------------------------------------------------------------------------------TATA---TATTCTAATA----TATTCT--------------------------AAT-TAATC-ACTG---ATT--GATTCTC-----------T----CTCT-----CTTCTTCTAGGTGATAATTGATCCTTTGTCATGGCGTGCGGATATTTTTGCCATCAGTAT

dp5 4_group3:4924568-4924726 - TGGAAGACTGTGCCAAGGAAAGGGGTTTCATATGCGAAATGGATCCCAGAGTAAGTCTATTCAGCAGAGG-----GAAT-----------------CC-----------------------------------------------------------------------------------------------------------------------TGAGC-TTTA---ATT--CATGAAT-----------C-------CCT---TTTTCCTTAGGTAATCATTGATCCCTTGTCCTGGCGTGCTGACATTTTTGCCATTAGTAT
droPer2 scaffold_1:6415217-6415375

-
TGGAAGACTGTGCCAAGGAAAGGGGTTTCATATGCGAAATGGATCCACGAGTAAGTCTATTCAGCAGAGG-----GAAT-----------------CC-----------------------------------------------------------------------------------------------------------------------TGAGC-TTTA---ATT--CATGAAT-----------C-------CCT---TTTTCCCTAGGTAATCATTGATCCCTTGTCCTGGCGTGCTGACATTTTTGCCATTAGTAT

droAna3 scaffold_12916:1806397-
1806558 +

TAGAGGACTGCGGCAAGGAGCGGGGATTCATTTGCGAGATGGATCCGAGGGTGAGCATCTA--ATAA---TGGAA----CATTCAA---------TAT-A--------------------------------------------------------------------------G-----------A--------------------------ATC-TAATC-------------TCTAACT-----------T-------ATT---CCACACGTAGGTCATTATCGATCCCCTCTCCTGGCGGGCAGACATCTTTGCCATCAGTAT

droBip1 scf7180000396728:464449-
464613 +

TAGAGGACTGCGGCAAGGAGCGGGGATTCATTTGCGAGATGGACCCGAGGGTGAGCATCTA--AAAG---TCGAA----AATTCCA---------TTC-T--------------------------------------------------------------------------G-----------A--------------------------ATC-TAATC-CCC---------TAC---------------GT-CTTTTT-----CCCCACGAAGGTCATAATCGATCCCCTCTCCTGGCGGGCCGACATCTTTGCCATCAGTAT

droKik1 scf7180000302401:722569-
722758 +

TTGAGGATTGCAACAAGGAGAGGGGTTTCATTTGTGAAATGGATCCGAGGGTAAGTTGATC--ACAA---TTGAA----TAT----------------------------------------------------------------------------------------TTTGATAGCAGTATTAA--------------------------AAT-CAATA---TC---ATA--GATATTCAATAATTAAACGAAATTC-ACT---A-ATTTTCAGGTCATAATTGATCCGCTTTCATGGCGTGCCGACATCTTTGCCATCAGTAT

droFic1 scf7180000453924:1781303-
1781452 +

TGGAGGAGTGCAGCAAGGAGCGCGGTTTCATATGCGAAATGGATCCAAGAGTAGGAACAAA-------------------------------------TT------------------------------------------------------------AATG----------T-----------A--------------------------ACC-TAAAC-CCTT---ACT--AAT---------------C-------TCT---T-TTCATCAGGTGATTATTGATCCCTTGTCCTGGCGCGCAGACATCTTCGCCATCAGTAT

droEle1 scf7180000490728:558121-
558375 +

TGGAGGATTGCAGCAAAGAGCGTGGTTTCATATGCGAAATGGATCCTAGGGTAAGAATATC-------------------------------------TTAAATTTTTTGTTTATTTTTTATGTTTTACATTATATTTATTTATTCTTTATAGCACCATCTTGGTGCTACAAGAG-----------AATCATTTATTTAATGCACTAGTTAGAAATTGAAAC-ACTT---GTT--AATAAAT-----------T-------TTTATATTTTTTTTAGGTGATCATTGATCCTCTCTCGTGGCGTGCAGACATCTTTGCCATCAGTAT

droRho1 scf7180000779430:65486-
65648 -

TGGAGGATTGCAGCAAGGAGCGCGGTTTCATATGCGAAATGGATCCTAGGGTAAGATATTG------------------------------------T-AAAACT-------------------------------------------------------AAT------TTACAG-----------A--------------------------AAC-TAAAC-ACTT---GTT--AATGAAC-----------C-------ACA---T-CTTTCCAGGTCATCATTGATCCCTTGTCTTGGCGTGCAGACATCTTTGCCATCAGTAT

droBia1 scf7180000302261:2188720-
2188878 +

TGGAGGATTGCGGCAAGGAGCGCGGTTTCATATGCGAAATGGATCCCAGGGTAGGAGGCTC------------------------------------C-TT-----------------------------------------------------------AAGGACCTTAAGGAG--------------------------------------------AAG-CCTT---GCT--AATGAAT-----------C-------ACT---C-TTTCGCAGGTTATCATTGATCCCTTATCCTGGCGCGCAGACATCTTTGCCATCAGTAT

droTak1 scf7180000415709:37686-
37843 -

TGGAGGATTGCGGCAAGGAGCGCGGTTTCATATGCGAAATGGATCCTAGAGTAAGGGAATC------------------------------------T-TAAAAT-------------------------------------------------------AAG------TTTAAG--------------------------------------A-----AAT-AATG---ATT--AATGATC-----------T-------TAT---T-TTTCACAGGTCATTATTGATCCCTTATCCTGGCGTGCGGACATCTTTGCCATCAGTAT

droEug1 scf7180000409554:2274273-
2274431 -

TGGAGGACTGCGACAAAGAGCGCGGTTTCATATGTGAAATGGATCCTAGGGTAAGGAACTC------------------------------------CCT------------------------------------------------------------AAGGTTCACTAAGAG--------------------------------------------GAC-AATG---ATT--AATCGAG-----------A-------ACT---T-CTTTCTAGGTGATCATTGATCCTTTATCCTGGCGTGCGGACATCTTTGCCATCAGTAT

dm3 chr2L:3800772-3800929 + TTGAGGATTGCAACAAGGAGCGCGGTTTTATTTGCGAATCGGATCCCAGGGTAAAAAACTC---------------------------------------------------------------------------------------------------AAGA---AATAATAG-----------A--------------------------ATA-TCAAC-ATTG---GTT--AGCAACT-----------G-------TCA---T--CTTTCAGGTTATCATTGATCCCCTATCCTGGCGTGCAGACATCTTTGCCATCAGTAT
droSim2 2l:3652891-3653044 + TCGAGGATTGCAACAAGGAGCGCGGTTTCATTTGCGAATCGGATCCCAGGGTAAAAAAAAC-------------------------------------TT------------------------------------------------------------AAGA---AATACTAG--------------------------------------------AAT-ATTG---GTT--AGTAACT-----------G-------TCT---T--CTTTCAGGTTATCATTGATCCTCTATCCTGGCGAGCGGACATCTTTGCCATCAGTAT
droSec2 scaffold_5:1902861-1903014

+
TCGAGGATTGCAGCAAGGAGCGCGGTTTCATTTGCGAATCGGATCCCAGGGTAAAAAAAAC-------------------------------------TT------------------------------------------------------------AAGA---AATAATAG--------------------------------------------AAT-ATTG---GTT--AGTAACT-----------G-------TCT---T--CTTTCAGGTTATCATTGATCCCCTATCCTGGCGAGCGGACATCTTTGCCATCAGTAT

droYak3 2L:3802464-3802621 + TCGAGGATTGCAACAAGGAGCGGGGTTTCATTTGCGAATCGGATCCCAGGGTAAAAACC-----------------------------------------------------------------------------------------------------AAGA---AATTAAAG-----------A--------------------------ATA-TAAAC-ATTT---GTT--AGTAACT-----------G-------TAT---TTCTTTTCAGGTGATCATTGATCCTTTATCCTGGCGTGCAGACATCTTTGCCATCAGTAT
droEre2 scaffold_4929:3846223-

3846381 +
TCGAGGATTGCAACAAGGAGCGCGGCTTTATTTGCGAATCGGATCCCAGGGTAAAAAGT----------------------------------------C------------------------------------------------------------AAGC---AACAATAG-----------A--------------------------AAA-TAAAC-ATTG---GTT--GGTAACT-----------G-------TCT---TTGGTCTTAGGTTATTATTGATCCCTTATCCTGGCGAGCAGACATCTTTGCCATCAGTAT
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Flybase annnotation

intron [Dvir\GJ14987-in]; CDS [Dvir\GJ14987-cds]; CDS [Dvir\GJ14987-cds]
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Sense Strand Reads
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CGCTCGACAGGATCATTAAATTGCGCAAGACGGCAATGGAGGAGCTCAAAGTAATGGGTATGTTGTGCACAAGTCGTAAATTTTACTTTTAACAACTCACAAATACCCATTTTAGAGGCCAACATGAAGTTTCTGGAGCACCTGAAGAAGGAAATGGACGAGAAA

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

#
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Norm Total

V116

male
body

M047

female
body

M061

embryo

V053

head

SRR060663

160_0-
2h_embryos_total

SRR060672

9x160_females_carcasses_total
SRR2096014

Ovary_Strain_160_oxidized

SRR2096079

embryo_0-
2h from
15to16 day
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dysgenic
mothers

SRR060684

140x9_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

SRR060686

Argx9_0-
2h_embryos_total

SRR1106722

embryo_10-
12h

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR1106724

embryo_12-
14h

SRR1106726

embryo_14-
16h

SRR1106728

larvae

SRR2096061

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096013

Ovary_Strain_9_oxidized

SRR060687

9_0-
2h_embryos_total

SRR060685

9xArg_0-
2h_embryos_total

SRR060670

9_testes_total

M027

male
body

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060655

9x160_testes_total

SRR060676

9xArg_ovaries_total

..................................................GTAATGGGTATGTTGTGCACAAGTCG......................................................................................... 26 0 1 4.00 4 0 1 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAATGGGTATGTTGTGCAC............................................................................................... 20 0 1 3.00 3 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

............................................................................................CAACTCACAAATACCCATTTTAG.................................................. 23 0 1 3.00 3 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAATGGGTATGTTGTGCACAAGTCGTC....................................................................................... 28 1 1 3.00 3 1 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................ATGAAGTTTCTGGAGCC......................... 17 1 1 3.00 3 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0

.............................................................................................AACTCACAAATACCCATTTTAG.................................................. 22 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAATGGGTATGTTGTGCACAAGT........................................................................................... 24 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAATGGGTATGTTGTGCACA.............................................................................................. 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................AAGACGGCAATGGAGGAG......................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAATGGGTATGTTGTGCACAAGTCGTA....................................................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAATGGGTATGTTGTGCACAAGAA.......................................................................................... 25 2 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................TTTCTGGAGCACCTGAAGAAGGAA............ 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.GCTCGACAGGATCATTAAATTGCG............................................................................................................................................ 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................................AACATGAAGTTTCTGGAGCACC....................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................AACTCACAAATACCCATTTTAGT................................................. 23 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................CGCAAGACGGCAATGGAGG........................................................................................................................... 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................AACTCACAAATACCCATTTTAC.................................................. 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GCGAGCTGTCCTAGTAATTTAACGCGTTCTGCCGTTACCTCCTCGAGTTTCATTACCCATACAACACGTGTTCAGCATTTAAAATGAAAATTGTTGAGTGTTTATGGGTAAAATCTCCGGTTGTACTTCAAAGACCTCGTGGACTTCTTCCTTTACCTGCTCTTT

**************************************************..(((((((((.(((((....(((.((.((........)).)).)))))))))))))))))....**************************************************
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M027

male
body

SRR060686

Argx9_0-
2h_embryos_total

SRR060685

9xArg_0-
2h_embryos_total

M047
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body

SRR060675

140x9_ovaries_total

SRR060684

140x9_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

SRR060676

9xArg_ovaries_total

SRR060674

9x140_ovaries_total

SRR060687
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2h_embryos_total
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head

SRR060667

160_females_carcasses_total

SRR060677

Argx9_ovaries_total

SRR060668

160x9_males_carcasses_total

SRR060683

160_testes_total

SRR1106728

larvae

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR060669

160x9_females_carcasses_total

SRR060664

9_males_carcasses_total

SRR060671

9x160_males_carcasses_total

SRR060679

140x9_testes_total

SRR060681

Argx9_testes_total

V116

male
body

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

V053

head

SRR060658

140_ovaries_total

SRR060657

140_testes_total

SRR060688

160_ovaries_total

SRR060666

160_males_carcasses_total

SRR060659

Argentina_testes_total
SRR2096057

Ovary_Min_50
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_10324:554734-

554891 -
dvi_751 CAGGATCATTAAATTGCGCAAGACGGCAATGGAGGAGCTCAAAGTAATGGGTATGTTGTGCACAAGTCGTAAATTT------------TAC--T-------------T--TTAAC-----AACTC--ACA----------------------AATACCCATTTTAGAGGCCAACATGAAGTTTCTGGAGCACCTGAAGAAGGAAATGGACGAGAAA

droMoj3 scaffold_6496:2385439-
2385609 -

CAGGATCATCAAGTTGCGAAAGACAGCCGTGGAGGAGCTTAAAGTAATGAGTATGTAACTAGT---T--TCAGGGT-AAATAACTGAAGA--GTAATAAGTG----TT-----------GTCATTGTTAA----------------------TTTGCTATTTTCAGATGCAAACTTGAAGCTCTTGGAGCATTTCAAGAAAGAAATGGACGAGAAA

droGri2 scaffold_15245:8278542-
8278698 -

CAGAATCATCGCATTGCGCAAATCAGCGCAGGAGAAGCTCAAAGTGATGGGTATGAATACATT---C--A-AATACTTG----------G--TATAT------GAACT-----------CTATTTA-AAA----------------------C-TGGAATTTTTAGAATCGGACATGAGGGTGTATGAGTACATAAAAAAAGAAATGGATGAGAAA

droWil2 scf2_1100000004510:47706-
47859 -

TAAGATTATCAAAATGCGGAAGGAAGCCAAAGATGCGCTTAAAGTGATGGGTAAGATGG-TGTA-------GGTAAT-----------ACT--AATTAA--------G-------TAATTTAATT----G----------------------AAAAACTATTCTAGAGGCTGGAATGAAGCATATTGCTTATCTGAAGCAGGAAATGGAGGCCAAA

dp5 3:8909474-8909628 + TAAGATCATTAAGATGCGAAAGGAAGCCATGGATGAGCTCAAGGTAATGGGTGAGTGTCT---------AAAATTT------------TCT--TTTT---------------AAGCCAGCATAAAG-ATG----------------------TATTAATACAACAGAGGCCGGAATGAAGCATGTGGCTTATCTTAAGCAAGAGATGGAAGTAAAA
droPer2 scaffold_4:4230645-4230799

+
TAAGATCATTAAGATGCGAAAGGAAGCCATGGATGAGCTCAAGGTAATGGGTGAGTGTCT---------AAAATTT------------TCT--TTTT---------------AAGCCATCATAAAG-ATG----------------------TATTAATACAACAGAGGCCGGAATGAAGCATGTGGCGTATCTTAAGCAAGAGATGGAAGTAAAA

droAna3 scaffold_13266:7445922-
7446078 -

CAAAATCATAAAGATGCGCAAAGAGGCCACAGAAGACCTAAGGTTGATGGGTAAGCACG-----ACT--CAAGTTT-AA-----------AA-----GA--CC----TTCCTAAC------GAATG-ATT----------------------TCTTTGTTCTGTAGAGGCCAATATAAAGCATGTGGAGTATCTGAAGAAGGAGATGGAGGCAAAA

droBip1 scf7180000396384:259493-
259649 -

TAAAATCATAAAGATGCGTAAAGATTCCACAGAAGAGCTAAGGTTGATGGGTAAGAATGAG-----T--CAAGTTT-GA-----------AA-----GA--CC----TTGCTA---------ACCA-ATA--A-----------------CTTCATTGTTCCATAGAGGCCAATATAAAACATGTGGAGTATCTGAAGAAGGAAATGGAGGCAAAA

droKik1 scf7180000302476:1738852-
1739008 -

TAAGATCATCAAGCTGCGCAAGGAAGCCATGGACGAGCTGAAGGTGATGGGTGAGTCCGAATC---T--T-GGCAATTA----------G--TAA--------------------------CGAAA-CTG--------------CATTAACCACATTCCTCTGCAGAGGCTAACATGAAGCATGTGGCATATCTAAAGCAGGAAATGGAGGCAAGA

droFic1 scf7180000454066:2231617-
2231774 +

TAAAATCATAAAGATGCGCAAGGCAGCCGTGGATGAGTTGAAGGTTATGGGTAAGCTATATTCACAT--AAAG----------------A--GGT------GGATTCT-----------TTGGTTT-ATA----T--------A--------CAACCTTTTCACAGATGCCAACATGAAGCATGTGAAATATCTAAAGGAGGAAATGGAGGCTAAA

droEle1 scf7180000491347:621230-
621397 +

TAAAATCATAAAGCTGCGCAAGGAGGCCGTGGAGGAGCTGAAGGTGATGGGTGAGTTATGCACAGCG--GATG----------------G--TCTAC------AAACT-----------CTGCTTGAATATAAACCCCCCT-----------CCCTCCTCCACCAGTTGCAAACATGAAGCATTTGGCCTTTCTCAAGGAGGAAATGGAGGTGAAG

droRho1 scf7180000780226:148048-
148203 +

TAAAATCATAAAGCTGCGCAAAGAGGCCGTGGAAGAGCTGAAGATAATGGGTAAGTTATATACACCT--GAAG----------------G--CAA-C------ATACT-----------TTGGTTAAATA----------------------TACACTCTTAACAGATGCCAACATGAAGCATGTGGCCTATCTCAAGGAGGAAATGGAGGTTAAG

droBia1 scf7180000302143:2373856-
2374013 -

TAAAATCATAAAGCTCCGCAAGGAAGCTATGGAGCAGCTGAAAGTGATGGGTGAGTAAACCTCATCT-------GC-AT-----------AA-----AA--TCAGGTT-----------TTAGTTTCTAG-------------T--------ATGTTCTTTTACAGATGCCAACATGAAGCATGTAGCTTATCTTAAGGAGGAAATGGAGGTTAAA

droTak1 scf7180000415739:185241-
185406 +

TAAAATCATAAAGCTTCGCAAGGAAGCTGCGGAGGAACTGAAGGTGATGGGTAAGTCAGGCACATCT--CATG----------------A--TAGTT------AAACT-----------TTGGTTT-CAA----TGTTCTTGGG--------GTTTTCCTCCCCAGATGCCAACATGAAGCATGTGGCCTACCTCAAGGAGGAAATGGAGGTTAAA

droEug1 scf7180000409672:6229136-
6229288 +

TAAAATCATAAAACTCCGCAAGGAAGCAGTGGAGGAGCTTAAAGTAATGGGTAAGTTATCCACAGCT--CAAG----------------A--AAT------AAAACCT-----------TT----AACAA----------------------TTCCCCTTACACAGATGCCAACATGAAGCATGTAGCCTATCTCAAAGATGAAATGGAGGTGAAA

dm3 chr2R:18309194-18309348 + TAAAATCATAAAGCTTCGCAAGGAGGCTATGGAAGAGCTAAAAATAAAGGGTAAGCTATTCACGGCT--CAAGTAT-AC-----------AT-----TA--------T-----------CAGATCA-ATA----------------------TTGGTCTTCCACAGAGGCCAACATAAAGCATGTGGCCTACCTCAAGCAGGAAATGGAGGTTAAA
droSim2 2r:18844648-18844799 + TAAAATCATAAAGCTTCGCAAGGAGGCCATGGAAGAGCTCAAAATAAAGGGTAAGCTATTCAC---T--CAAGTAT-AC-----------AT-----TA--------T-----------CAGATCA-ATA----------------------TGGGTCTTCCACAGAGGGCAACATGAAGCATGTGGCCTATCTCAAGCAGGAAATGGAGGTTAAA
droSec2 scaffold_9:1617257-1617411

+
TAAAATCATAAAGCTTCGCAAGGAGGCCATGGAGGAGCTCAAAATAAAGGGTAAGCTATTCACGGCT--CAAGTAT-AC-----------TT-----TA--------T-----------CAGATCA-ATA----------------------TGGGTCTTCCACAGAGGCCAACATGAAGCATGTGGCCTACCTCAAGCAGGAAATGGAGGTTAAA

droYak3 2R:18058516-18058669 + TAAAATCATAAAGCTTCGCAAGGAGGCCATGGAGGAGCTGAAAGTAAAGGGTGAGTAATACACAGCT--GAAGTAT-A------------AT-----GA--------T-----------CAGCTCA-ATA----------------------AAGATCTTCCACAGAGGCCAACATGAAGCATGTGGCCTACCTCAAGCAGGAAATGGAGGTTAAA
droEre2 scaffold_4845:12449379-

12449533 +
TAAAATCATAAAGCTTCGCAAGGATGCCATGGAGGAGCTAAAATTAAAGGGTACGTATTATACAGCT--CATGTAT-AA-----------AT-----AA--------T-----------CAGCTCA-ATA----------------------TAGATCCTCCACAGAGTCTAAAATGAAGCATGTGGCCTACCTTAAGCAGGAAATGGAGGTTAAA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_10324:554734-554898
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_10324:554734-554891
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_751.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:2385439-2385609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:8278542-8278698
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:47706-47859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:8909474-8909628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:4230645-4230799
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:7445922-7446078
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396384:259493-259649
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:1738852-1739008
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454066:2231617-2231774
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491347:621230-621397
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780226:148048-148203
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:2373856-2374013
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415739:185241-185406
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:6229136-6229288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:18309194-18309348
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:18844648-18844799
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:1617257-1617411
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:18058516-18058669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:12449379-12449533
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ20879-in]; CDS [Dvir\GJ20879-cds]; CDS [Dvir\GJ20879-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GAGGAGAATCGTTTTGCCCTATTGCAGCCAGAGCTGGAAATTAATCCAAAGTGAGTATTGGAGCAAGTGTGTGTCATATTAGGATACCCATTTGAATGGCTCTTTTCTTGCAGACATCCCATCATAAAGAAGCTGCATTCCTTGCGTACAAGCGAACCGGAAT

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

M061

embryo

SRR060655

9x160_testes_total

SRR060678

9x140_testes_total

SRR060679

140x9_testes_total

SRR060681

Argx9_testes_total

V047

embryo

SRR060668

160x9_males_carcasses_total

SRR060669

160x9_females_carcasses_total

SRR060674

9x140_ovaries_total

SRR060677

Argx9_ovaries_total

SRR060687

9_0-
2h_embryos_total

SRR2096013

Ovary_Strain_9_oxidized

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

V053

head

..................................................GTGAGTATTGGAGCAAGTGTGT........................................................................................... 22 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0

.........................AGCCAGAGCTGGAAATTAATCCAAA................................................................................................................. 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

............TTTGCCCTATTGCAGCCAGAGCTGGAA............................................................................................................................ 27 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

................CCCTATTGCAGCCAGAGCTGGAA............................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

.....................................................................................................................................TGCATTCCTTGCGTACAAGCGAACC..... 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................TTGAATGGCTCTTTTCTTGCAG.................................................. 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATTGGAGCAAGTGTGTG.......................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

...GAGAATCGTTTTGCCCTATTGC.......................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................TTTGAATGGCTCTTTTCTTGCAG.................................................. 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

.............TTGCCCTATTGCAGCCAGAGCTG............................................................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATTGGAGCAAGTGTGTGC......................................................................................... 24 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

.................................................................................................................ACATCCCATCATAAAGAAGCTGCATTCC...................... 28 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

..................................................GTGAGTATTGGAGCAAGTGT............................................................................................. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATTGGAGCAAGTGTGTGTC........................................................................................ 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................GACATCCCATCATAAAGAAGCTGC........................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................CATTCCTTGCGTACAAGC.......... 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................AGGATACCCATTTGAATGGCT.............................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

..........................................................................................................................CATAAAGAAGCTGCATTCCT..................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..GGAGAATCGTTTTGCCCTATTGC.......................................................................................................................................... 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................................................................................GCTGCATTCCTTGCGTACA............. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTATTGGAGCAAGTGTGTGT......................................................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

..................................................GTGAGTATTGGAGCAAGTGTG............................................................................................ 21 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CTCCTCTTAGCAAAACGGGATAACGTCGGTCTCGACCTTTAATTAGGTTTCACTCATAACCTCGTTCACACACAGTATAATCCTATGGGTAAACTTACCGAGAAAAGAACGTCTGTAGGGTAGTATTTCTTCGACGTAAGGAACGCATGTTCGCTTGGCCTTA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060656

9x160_ovaries_total

V116

male
body

SRR060658

140_ovaries_total

M061

embryo

SRR060686

Argx9_0-
2h_embryos_total

GSM1528803

follicle
cells

SRR2096060

Ovary_Min_193

SRR2096055

Ovary_Min_43

SRR060665

9_females_carcasses_total

SRR060671

9x160_males_carcasses_total

V053

head

SRR060668

160x9_males_carcasses_total

..............................................................................................................GTCTGTAGGGTAGTATTTCTTCG.............................. 23 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12875:5135274-

5135436 -
dvi_5293 GAGGAGAATCGTTTTGCCCTATTGCAGCCAGAGCTGGAAATTAATCCAAAGTGAGTATTGGAGCAAGTGTGTGTCATATTAGGATACCCATT----------------------------------------------------------------------------TGAATGG------------------------------------------CTCTTTTC---------TTGCAGACATCCCATCATAAAGAAGCTGCATTCCTTGCGTACAAGCGAACCGGAAT

droMoj3 scaffold_6496:24956809-
24956965 +

GAAGAGAATCGTTTTGCCTTACTTCAGCCAGAGCTGGAAATCAATCCCAAGTGAGTCTCCAAT-----GTATATACC----------------------------------------------------------------------------------------------TAAGCTTT---------------TTTGATTAATC----G-G-TTA----TTTTC---------CCACAGACATCCCATCATAAAGAAGTTGTTTTCCTTGCGTACAAGCGAACCAGAAC

droGri2 scaffold_15112:160746-
160997 -

GAAGAGAATCGTTTTGCACTGCTGCAACCGGAGCTGGAAATCAATCCCAAGTGAGTAAA--TGGTCTATTTTT---A---ATTATATTATTTAAATATATATTATATTAAATAATATTCAACATTCCGATACTCTTTTTAAACTAAATTTAAGATAGCTTGCATATTA---GTTAAA-TCATAATTCTAACGTC-----------TTTGTA------TTTTTCTA---------TTGTAGACATCCCATCATCAAGAAGCTGCATTCCCTGCGCACGAGCGAACCTGAAT

droWil2 scf2_1100000004510:1948416-
1948580 -

GAAGAGAATCGATTTGCCTTGCTCCAGCCGGAACTGGAAATCAATCCAAAGTATGATATTACATTTA-------------AGTCAACTATTT----------------------------------------------------------------------------CC-ATCAT-----------TTTA---TTTATTTTTTC----C--------TTTATTT---------TTGCAGGCATCCCATCATTAAGAAGTTAAATTCATTGCGTGTCAGCGATCCAGAGT

dp5 3:18223477-18223643 - GAGCAGAACCGCTTTGCTCTGCTGCAGCCGGAACTAGAGATCAATCCAAAGTGAGTGGGAC-----A-----------------------------------------------------------------------------------------CCTCTGTTGTCT---GTTGTATCCTCAGCCCTTAATCC-----------TTCGGT------TTCCGCCT---------TTTCAGACATCCCATTATCAAGAAGCTGAACAAGCTGCGCGAGAGTGACACCGAGT
droPer2 scaffold_34:166523-166689 - GAGCAGAACCGCTTTGCTCTGCTGCAGCCGGAACTAGAGATCAATCCAAAGTGAGTGGGAC-----A-----------------------------------------------------------------------------------------CCTCTGTTGTCT---GTTGTATCCTCAGCCCTTAATCC-----------TTCGGT------TTCCGCCT---------TTTCAGACATCCCATTATCAAGAAGCTGAACAAGCTGCGCGAGAGTGACACCGAGT
droAna3 scaffold_13266:18508069-

18508224 +
GAGCAGAATCGATTTGCACTTCTGCAGCCCGAGTTAGAAATCAACCCAAAGTGAGTTTATTTG-------------A----------------------------------------------------------------------------------------------AATATTTT---------------TTAAAATAA--TTT---TTTTTA---C----AAACATGTCTTGCAGGCACCCTATCATCAAAAAGCTCAATAAGCTTCGCGAGAGCGACCAGGAGC

droBip1 scf7180000395549:17913-
18068 -

GAGCAAAATCGATTTGCTCTTTTGCAGCCTGAGTTGGAAATTAATCCAAAGTGAGTTTATTTT-------------G----------------------------------------------------------------------------------------------AATATTAT---------------TTGAAATCA--GTT---TTTTCA---C----AAACATGTCTTGCAGGCACCCTATTATCAAGAAGCTCAATAAGCTCCGTGAAAGCGACCAGGAGC

droKik1 scf7180000302470:89016-
89175 -

GAGCAGAACCGTTTTGCACTGCTGCAGCCGGAGCTGGAGATTAACCCAAAGTGAGTATTGTCGATCCT--------G----------------------------------------------------------------------------------------------GTTGCATCTTCAGCACTTAA---CGT----------CATT------CTACTTTT---------ATTCAGGCACCCCATTATCAAGAAGCTGAATAAGTTGCGCGAAAGCGACAAGGAGC

droFic1 scf7180000453955:787916-
788074 +

GAACAAAACCGATTTGCCCTTCTTCAGCCGGAGCTGGAGATCAACCCAAAGTAAGTAGGGCTTTTTCCCTGGCGCCT----------------------------------------------------------------------------------------------ATTACTTT---------------CACAACCGA-------T------CTAATCCC---------AAATAGGCACGCCATCATCAAGAAGCTGAACAAGCTGCGCGAGAGCGACAAGGAGC

droEle1 scf7180000491217:497899-
498057 +

CAAGAGAACCGATTTGCCCTGCTGCAGCCAGAGCTGGAGATCAACCCGAAGTGAGTATAGCTATTAACCTTGCGTGC-----------------------------------------------------------------------------------------------TTGATTT---------------TATGCCC------AACT------TCACTCCT---------TTCCAGGCACCCCATCATCAAGAAACTGAACAAGCTGCGCGAGACCGAAAAGGATC

droRho1 scf7180000766409:407392-
407551 -

GAAGAGAATCGATTTGCCTTGCTTCAGCCAGAGCTGGAGATCAACCCGAAGTAAGTAGTGCTAGTTTTCCTGCATTT----------------------------------------------------------------------------------------------ATTGCTTT---------------AATAACC------TACT------CCACTCTA---------TTAAAGACACCCCATCATCAAGAAACTAAACAAGCTCCGCGAGACCGAAAAGGATC

droBia1 scf7180000302292:3632465-
3632626 +

GAGCAGAATCGATTTGCCCTTCTTCAGCCAGAACTGGAGATCAACCCGAAGTGAGTAGTGCTATTTC-------------ATTATGCCACTT----------------------------------------------------------------------------GGAACCG------------CTAA---CATACTTTA---------------TACATTT---------TTCAAGGCACACCATCATCAAGAAGCTGAACAAGCTGCGGGAGAGCGACAAGGAGC

droTak1 scf7180000415609:157724-
157886 -

GAACAGAATCGATTTGCCCTGCTGCAGCCAGAACTGGAGATCAATCCGAAGTGAGTGGCGGTGGTTACCTCGCATTT-------------------------------------------------------------------------------------------AGACAACCTTA---------------CTTACTTTTTA----C-C-TA------TCTT---------TCTAAGACACCCCATCATCAAGAAGCTAAACAAGCTACGCGAGAGCGACAAGGATC

droEug1 scf7180000409758:249740-
249900 -

GAAGAGAACCGATTTGCCCTTCTTCAGCCAGAGCTTGAGATCAACCCTAAGTGAGTAGTGACAGTATCCTAGCATTG----------------------------------------------------------------------------------------------ATTGCATA---------------TTGATATTAAC----T-TAT------TATTT---------TTAAAGGCATCCCATAATCAAGAAGCTTAACAAGTTGCGCGAAAGCGATACGGAGC

dm3 chr2R:2521404-2521565 - GAACAGAATCGATTTGCCCTGCTTCAACCAGAACTGGAGATCAACCCAAAGTGAGTCCTGCTCCTCACGTTTCTTTC----------------------------------------------------------------------------------------------GTTGCTTT---------------CTTATTTTGCA----T-T-TTT----CCTTA---------CCTTAGGCACCCCATCATCAAGAAGCTTAACAAGCTCCGTGAGAGCGACAAGGATC
droSim2 2r:3385090-3385251 - GAACAGAATCGATTTGCCCTGCTTCAACCAGAACTGGAGATAAACCCAAAGTGAGTCCTGCTGGTCACCTTTCTTTC----------------------------------------------------------------------------------------------GTTGCTTT---------------CTTATTTTGCA----T-T-TTT----CCTTA---------CCTTAGGCACCCCATCATCAAGAAGCTTAACAAGCTCCGTGAGAGCGACAAGGATC
droSec2 scaffold_1:185012-185173 - GAACAGAATCGATTTGCCCTGCTTCAACCAGAACTGGAGATAAACCCAAAGTGAGTCCTGCTGGTCACCTTCCTTTC----------------------------------------------------------------------------------------------GTTGCTTT---------------CTTATTTTGCA----T-T-TTT----CCTGA---------CCTTAGGCACCCCATCATCAAGAAGCTTAACAAGCTTCGTGAGAGCGACAAGGATC
droYak3 2L:15267440-15267602 - GAACAGAATCGATTTGCCCTTCTTCAACCAGAACTGGAAATCAATCCAAAGTGAGTCCGGCTTGTGACCTTACTTTC----------------------------------------------------------------------------------------------GTTGCTTT---------------TTTATGTGGCA----T-TGTTT----CCTTT---------CTTTAGGCACCCCATTATTAAGAAGCTCAACAAGCTGCGTGAGAGCGACAAGGATC
droEre2 scaffold_4929:20023536-

20023698 +
GAACAGAATCGATTTGCCCTTCTTCAACCAGAACTGGAGATCAACCCAAAGTGAGTACTGCTTGTCACCTTACTTTC----------------------------------------------------------------------------------------------ATTGTCTT---------------CTTATGTGGCA----T-TGTTT----CCTTT---------CTTTAGGCACCCCATCATCAAGAAGCTTAACAAGTTGCGAGGGAGCGACAAGGATC
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:5135274-5135436
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:1948416-1948580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:18223477-18223643
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_34:166523-166689
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:18508069-18508224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395549:17913-18068
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:89016-89175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453955:787916-788074
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491217:497899-498057
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766409:407392-407551
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:3632465-3632626
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415609:157724-157886
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409758:249740-249900
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:2521404-2521565
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3385090-3385251
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:185012-185173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15267440-15267602
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:20023536-20023698
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ20890-in]; CDS [Dvir\GJ20890-cds]; CDS [Dvir\GJ20890-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CCGCTGGACACCGAATATGAGGATATGTTTGATCAGATGCCCACCGTGGGGTAGGTTTTGAGACAAAATATAAACATTGCGTGGCATGTTAATATATTCTCAATATCTCACAGTGACAGCGATGATGAGGCGGTCGAGAAGCAAACGCCGGTGGCCACAAAGC

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

#
Mismatch

Hit
Count

Total
Norm Total

M061

embryo

V053

head

M047

female
body

SRR060676

9xArg_ovaries_total

SRR060686

Argx9_0-
2h_embryos_total

SRR060687

9_0-
2h_embryos_total

SRR060666

160_males_carcasses_total

SRR060677

Argx9_ovaries_total

SRR060681

Argx9_testes_total

SRR1106718

embryo_6-
8h

SRR2096056

Ovary_Min_46

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060659

Argentina_testes_total
SRR2096059

Ovary_Min_164

SRR060657

140_testes_total

SRR060658

140_ovaries_total
SRR2096058

Ovary_Min_98

SRR060660

Argentina_ovaries_total

V047

embryo

..................................................GTAGGTTTTGAGACAAAATATAAACA....................................................................................... 26 0 1 5.00 5 0 0 0 3 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

............................................................................................TATATTCTCAATATCTCACAGTT................................................ 23 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TATAAACATTGCGTGGCATG........................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................GTAGGTTTTGAGACAAAATATAAAC........................................................................................ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

............................................................................................TATATTCTCAATATCTCACA................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

...............................................................................................ATTCTCAATATCTCACAGT................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................AATATATTCTCAATATCTCACAG.................................................. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AAATATAAACATTGCGTGGCATG........................................................................... 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................TAATATATTCTCAATATCTCACA................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................ATATGTTTGATCAGATGCCCACCGTGGGT................................................................................................................ 29 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................GATATGTTTGATCAGATGCCCACCG..................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................AATATATTCTCAATATCTCACA................................................... 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAGGTTTTGAGACAAAATATAAACATTGCGTGGCATG........................................................................... 38 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GGCGACCTGTGGCTTATACTCCTATACAAACTAGTCTACGGGTGGCACCCCATCCAAAACTCTGTTTTATATTTGTAACGCACCGTACAATTATATAAGAGTTATAGAGTGTCACTGTCGCTACTACTCCGCCAGCTCTTCGTTTGCGGCCACCGGTGTTTCG

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060684

140x9_0-
2h_embryos_total

SRR060687

9_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

SRR060662

9x160_0-
2h_embryos_total

M028

head

SRR060659

Argentina_testes_total

SRR060663

160_0-
2h_embryos_total

SRR060666

160_males_carcasses_total

V116

male
body

SRR060679

140x9_testes_total

SRR060686

Argx9_0-
2h_embryos_total

SRR060661

160x9_0-
2h_embryos_total

SRR060672

9x160_females_carcasses_total

SRR060664

9_males_carcasses_total

V047

embryo

SRR060668

160x9_males_carcasses_total

M047

female
body

SRR060669

160x9_females_carcasses_total

SRR060671

9x160_males_carcasses_total
SRR2096014

Ovary_Strain_160_oxidized

SRR060665

9_females_carcasses_total

SRR060667

160_females_carcasses_total
SRR2096056

Ovary_Min_46

SRR2096059

Ovary_Min_164

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060658

140_ovaries_total

SRR060675

140x9_ovaries_total

SRR060685

9xArg_0-
2h_embryos_total

SRR2096057

Ovary_Min_50

SRR060678

9x140_testes_total

M027

male
body

SRR2096060

Ovary_Min_193

SRR060660

Argentina_ovaries_total

SRR060677

Argx9_ovaries_total

V053

head

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12875:4643001-

4643163 -
dvi_5249 CCGCTGGACACCGAATATGAGGATATGTTTGATCAGATGCCCACCGTGGGGTAGGTTTTGAGAC--AAAATATAAACATTGCGTG------------------G-------------CATGTTAATA-------------------------TATT-C---TCA----AT----ATCTCACAGTGACAGCGATGA------------------TGAGGCGGTCGAG-----------------------AAGCAAACGC---CGGTGGCCACAAAGC

droMoj3 scaffold_6496:25417486-
25417654 +

CCGCTCGACGCGGAGTATGAGGACATGTTCGAGCAAATGGCCACCGTGGGGTGAGTTTGAATATGAC-----------AAAAATAAATCTGGTATAC-GTAAAGTAT-A----------TTCATAAA-------------------------------T--TTG----TC----ATTCCACAGGGACAGCGATGA------------------TGAAGCGGCTGAG-----------------------CAGCAAACGA---CAGTTGCTCAAAAGC

droGri2 scaffold_15245:329740-
329938 +

GCAGTGGATGCCGAGTATGAGGATATGTTCCAGCAGATGGCCACTGTGGGGTAAGTTTATCTGT-AT----------ACACAATA------------------TATT-TA----CAATTCATTGACATATATTAAAA---CATTGGATGCTAA-----TAAAAT----GCACATCAAATACAGCGACAGCGATGA------------------TGATGATGATGAC---GAAGCT-----GCC---AAGAAGCAAACGC---CCGTGGCCACGAAGC

dp5 3:19011640-19011810 + CCTGTGGACGATGAATACGAGTATATGTTTGATCAGATGCCAACTGTGGGGTGAGTCCATTTATT-TGAAT--------------------------------------------A------------------------TCTTTGATGTCACCTA-CT--AAT----CT----CCCCAACAGCGACAGCGAAGA------------------CGAATCTGGAGAACAAG-----TTGAAGCGACTGTTAAGGTGGAAA---AGGCCAAGCAAAAGC
droPer2 scaffold_37:13208-13378 + CCTGTGGACGATGAATACGAGTATATGTTTGATCAGATGCCAACTGTGGGGTGAGTCCATTTATT-TTAAT------------A--------------------------------------------------------TCTTTGATGTCACTTA-CT--AAT----CT----CCCCAACAGCGACAGCGAAGA------------------CGAATCTGGAGAACAAG-----TTGAAGAGACTGTTAAGGTGGAAA---AGGCCAAGCAAAAGC
droAna3 scaffold_13266:18826825-

18826996 +
CCTGTGGATGACGAGTACGAGGACATGTTTGAACAGATGCCAGTTGTAGGGTAGGTACTTCAGAT-TAAACGTAAA-------------------------------------TGTCTGTTCTAACA-------------------------------A--AAA----TT----ATGTTTCAGTAATAGTGACGA------------------TGATTCCGAAAAG---GAGGAG-----GTGAACAATGAACCAACTAAGAAATCAAAACAAAAAC

droBip1 scf7180000396417:31393-
31564 -

CCTGTGGATGACGAGTACGAGGACATGTTTGAGCAGATGCCAGTTGTAGGGTAGGTACTTCAGAT-GAAACATAAA-------------------------------------TATCTGGTCTAACA-------------------------------A--AAT----CT----ACTTTTCAGAAATAGTGACGA------------------CGATTCTGAAAAG---GAGGAG-----GTGGACAACGAACCAACAAAGAACACAAAACAAAAAC

droKik1 scf7180000302817:243941-
244124 +

CCATTGGACGATGAATACGAGGATATGTTTGACCAGATGCCCACTGTGGGGTGAGTATTTTGAAC------------ACC-AAAG---CTAGGACACAGTAAACTA--ATGAA-TA---------AC--------------------------CTT-GC--TCC---ATT----TAGTGACAGTGACAGCGACAGTGCAGCCGATAGTGACGACGATGCCGAAGCGGAAG-----AGGAGGCGCCCA------------------------AAAAGT

droFic1 scf7180000452050:38862-
39033 -

CCTGTAGACGATGAATACGAAAACCTTTTTGATCAAATGCCTACTGTGGGGTGAGTATATTCTTCGT-----------TTTATTA------------------TTGG-G----TGAATAAGCTTAGA-------------------------CCTC-CC--TCG----TT----TCACAACAGCGACAGTGAAGA------------------TGAACCCGCAGAAACA--------------AACGCAACACAATCCA---AGCCGAAGCTAAAAC

droEle1 scf7180000491042:1788-
1977 +

CCGGTAGACAATGAGTACGAGGATTTGTTTGACCAGATGCCCACTGTGGGGTGAGTTTGTTTTCTGC-----------TCTAATTATTCTA------------CTCT-A----TTTATAAGATAAAA----------ATT------------CCCC-TC--TTT----TT----CCCCAACAGCGACAGCGACAA------------------TGAGTCTGAAGGAGATG-----AGGAGACAACTACCAAGCAATCAA---AGACCAAGCTGAAAC

droRho1 scf7180000778008:18093-
18276 -

CCGGTAGACAATGAATACGAGGACTTGTTCGATCAGATGCCTACAGTGGGGTGAGTTTACTTTTTAC----------GCTACTTG------------------AGGGAA----CTTATAGGCTAAAA-------------------------TCTC-TC--TTTTCTTTT----TTACAATAGCGACAGCGAT---------------------GGGTCTGAAGGAGAAG-----AGGAGACGGCTACCAAGCAATCGA---AAGCCAAACTGAAAC

droBia1 scf7180000301470:27235-
27415 +

CCAGTAGACAATGAATACGAGGCCATGTTCAATCAGATGCCCACTGTTGGGTAAGTTATTCTAT-TT----------ACCTTGAA------------------TTAC-A----TATATAAACTAAAA-------------------------TCTC-AC--ATG----TT----CAACTGTAGCGACAGCGATGA------------------TGACTTGGAAGGAGCAG-----AAATAGCACCTACCAAACAATCAA---AGGACAAGCTGAAAC

droTak1 scf7180000415401:568226-
568403 -

CCTGTGGACAATGAATACGAGGACATGTTCGAGCAGATGCCCACTGTGGGGTAAGTAATTTTACC-TAAT-------ATATTCTA------------------GATA------TATATAATCCAAAA-------------------------CCCCTCT--TTT----CT----TCCCCATAGCGACAGTGATAA------------------TGAGTCAGAGGAAGAAG-----AGAAGGCGGCTACCAAGCAATCAC---AGGCCAAG------C

droEug1 scf7180000409551:375441-
375606 -

CATGTAGATAATGAATACGAGGACTTGTTCAACCAAATGGCCACTGTGGGGTGAGATAATATTTTAT----------TTTCAGTG------------------ATTGGA----TTTATTTGCTAAAC-------------------------GTTG-TC--TTG----TC----TTACAACAGTGACAGCGATAA------------------TGACTCTGAAGGAAAAG-----GTGGGTCTGCTACTACGCAATC--------------------

dm3 chr2R:1962441-1962618 - TCTGTGGACAATGAATACGAGGATATGTTTGATCAGATGCCCACTGTGGGGTAAGTTTAACTAC-AT----------ATTGAGTG------------------ATTT-AA----TAATACGCTAAAA-------------------------TCTT-AT--ATT----TT----GGCCAACAGTGACAGCGATAA------------------TGAGTCCGAGGAA---GAGATG-----TCTAATATTAAGCTTTCAA---AGGCCGATCTAAAAA
droSim2 2r:2964760-2964937 - TCTGTGGACAATGAATACGAGGACATGTTTGATCAGATGCCCACTGTGGGGTAAGTTTAACTAC-AT----------ATTAAGTG------------------ACTA-AA----TAATAAGCTAAAA-------------------------TCTC-AT--ATT----TT----GGTCAACAGTGACAGCGATAA------------------TGAGTCCGAGGAA---GAGACG-----TCAAATACTAAGCTTTCAA---AGGCCAATCTAAAAA

droSec2 scaffold_494:6194-6370 - TCTGTGGACAATGAATACGAGGATATGTTTGACCAGATGCCCACTGTGGGGTAAGTTTAAATAC-AT----------ATTGAGTG------------------ATTA-AA----TAAAAAG-TAAAA-------------------------TCTC-AT--ATT----TT----TGTCAACAGTGACAGCGATAA------------------TGAGTCCGAGGAA---GAGACG-----TCTAATATTAAGCTTTCAA---AGGCCAATCTAAAAA
droYak3 2L:20525131-20525255 + TTTGTGGACAGTGAATACGAACACATGTTCGATCAGATGCCCACCGTGGGGTAAGTTTAACTTT-AT----------GTTAAGTG------------------ATTG-AA----TAATACGCTGAAA-------------------------TCTC-CC--TTT----AT----TGCCAACAGTGACAGCGATGA----------------------------------------------------------------------------------
droEre2 scaffold_4929:20367723-

20367882 +
TCTGTTGACAATGAATACGAGGACATGTTTGATCAGATGCCTACTGTGGGGTAAGTTTAACTTC-AT----------ATTCATTG------------------ATTG-AA----TAATACGCTGAAA-------------------------TCTC-CT--TTT----TT----GGCCAACAGGGACAGCGATAA------------------TGAGTCCGAGGAA---GAGACG-----TCTGTTATTAAGCATT---------------------
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Sense Strand Reads

hide 3p reads  show mid mismatch reads

GTCCGCCGGATTTGATTATGGAGCGCGTTGAGTCCAATCCGCATCAGAAGGTGGGTGTGATGTTCAGTTTTAGTTTAATGTAATTTCACTGGGTTTCATCCTCTGCAGCTTGTGGCGGCTTTGACCAACATTAAACCAGTGAATAAAACGGATGCCGT

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

M061

embryo

M028

head

M027

male
body

SRR060657

140_testes_total

SRR060687

9_0-
2h_embryos_total

SRR1106715

embryo_4-
6h

SRR1106722

embryo_10-
12h

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096056

Ovary_Min_46

SRR2096058

Ovary_Min_98

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

V053

head

SRR060664

9_males_carcasses_total

SRR060686

Argx9_0-
2h_embryos_total

V116

male
body

SRR060663

160_0-
2h_embryos_total

SRR060666

160_males_carcasses_total

SRR060655

9x160_testes_total

.....................................................................................TCACTGGGTTTCATCCTCTGCAG.................................................. 23 0 1 6.00 6 0 1 0 0 0 0 1 1 0 1 1 1 0 0 0 0 0 0 0

.....................................................................................TCACTGGGTTTCATCCTCTGCA................................................... 22 0 1 3.00 3 1 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TCACTGGGTTTCATCCTCTGC.................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................GTGATGTTCAGTTTTAGT.................................................................................... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGGGTGTGATGTTCAGTTTTAGT.................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......GGATTTGATTATGGAGCGC.................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................TATGGAGCGCGTTGAGTCC........................................................................................................................... 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TCACTGGGTTTCATCCTCTG..................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATTAAACCAGTGAATAAAACGGATGC... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CAGGCGGCCTAAACTAATACCTCGCGCAACTCAGGTTAGGCGTAGTCTTCCACCCACACTACAAGTCAAAATCAAATTACATTAAAGTGACCCAAAGTAGGAGACGTCGAACACCGCCGAAACTGGTTGTAATTTGGTCACTTATTTTGCCTACGGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060673

9_ovaries_total

SRR060672

9x160_females_carcasses_total
SRR2096058

Ovary_Min_98

SRR2096060

Ovary_Min_193

SRR2096056

Ovary_Min_46

SRR060682

9x140_0-
2h_embryos_total

SRR060687

9_0-
2h_embryos_total

SRR060668

160x9_males_carcasses_total

V047

embryo

............................................................................................CAAAGTAGGAGACGTCGAAC.............................................. 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0

..........................................................................................CCCAAAGTAGGAGACGTCGAACA............................................. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0
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Species Coordinate ID Alignment
droVir3 scaffold_12875:6827341-

6827498 -
dvi_5561 GTCCGCCGGATTTGATTATGGAGCGCGTTGAGTCCAATCCGCATCAGAAGGTGGGTG-TGATGTTCAG--TTTT-----------AG----TTTAATG----------------------------TAATTTC----------------------ACT--GGGTTT-----CA----TCCTC-TGCAGCTTGTGGCGGCTTTGACCAACATTAAACCAGTGAATAAAACGGATGCCGT

droMoj3 scaffold_6496:13404271-
13404426 +

GTTCCCCAGACTTGATTATGGAGCGTGTGGAGTCCAATCCGCATCAGAAGGTGTGTA---ACGC------TCTT-----------AGAGTCTTTAAAGTGTTCTT--------------------------------------------------AAT--ATTTCA-----TA----TACTT-CATAGCTTGTAGCGGCTTTGACCAACATTAAGCCGGTGAACAAAACAGATGCTGT

droGri2 scaffold_15112:1695343-
1695501 -

GTCCACCAGACTTGATTATGGAACGTGTCGAATCTAATCCACATCAAAAGGTAGGTA---TTTT----TTTG----TAGATATGCATCCATCT------ATTCTTTATATCA-----------------------------------------------AC----------CT----TTCTC-CACAGCTTGTAGCTGCCTTAACGAACATTAAGCCAGTGAATAAAACGGATGCAGT

droWil2 scf2_1100000004558:487484-
487583 +

GTTCGCCAGATTTAATAATGGAGCGGGTGGAATCGAATCCTCACCAGAAA------------------------------------------------------------------------------------------------------------------------------------------TTGGTAGCTGCCTTGACCAACATTAAGCCGGTAAATAAAACGGATGCAGT

dp5 3:2750257-2750432 + GCCCACCTGATTTGATAATGGAACGAGTGGAATCGAATCCTCATCAAAAGGTGCAGTACAACAA------TGTTATCAAATATGTATACTCCTAAATATGCTCATAATATTAATAATG--------------------------------------------C-----------TTGTTGAT-CTTAGCTGGTGGCTGCTCTGACCAACATCAAGCCTGTGAACAAAACGGATGCCGT
droPer2 scaffold_2:2940264-2940439

+
GACCACCTGACTTGATAATGGAACGAGTAGAATCGAATCCTCATCAAAAGGTGCAGTACAACAA------TGTTATCAAATATGTATACTCCTAAATATGCTCATAATATTAATAATG--------------------------------------------C-----------TTGTTGAT-CTTAGCTGGTGGCCGCTCTGACCAACATCAAGCCTGTGAACAAAACGGATGCCGT

droAna3 scaffold_13266:5342138-
5342289 +

GCCCACCCGACTTGATAATGGAACGGGTAGAGTCTAATCCGCATCAAAAGGTGAAGA----------------------------------------------------------------ATATCTAATATA-TGC----TGTACGGTTAAAA--ACAAC---TC-----TA-----T-AT-TTCAGCTGGTTACTGCTCTAACCAACATTAAGCCGGTGAACAAAACAGACGCTGT

droBip1 scf7180000395751:1124360-
1124514 +

GTCCACCCGACTTGATTATGGAAAGGGTAGAGTCTAATCCGCATCAAAAGGTGAAGA----------------------------------------------------------------CAATAGAATATA-TTAAAG-TGCAAGAGTAAAAAAAG--ATC-CC-----TG--------T-TTCAGCTTGTTACAGCTTTAACCAACATAAAACCGGTCAATAAAACAGACGCTGT

droKik1 scf7180000302411:825806-
825958 -

GGCCGCCAGATCTGATCATGGAGCGTGTGGAGTCGAATCCGCATCAGAAGGTAATTA----------------------------------------------------------------TGATGAAATACC-AATTGG-TTTC-CCGAAACTGA---AG------CTCCC--------GT-TCCAGCTGGTGGCAGCTTTGACCAACATCAAACCAGTGAACAAAACGGATGCCGT

droFic1 scf7180000453778:493293-
493454 -

GCCCGCCGGATTTGATCATGGAGCGAGTGGAATCTAACCCACATCAAAAGGTAATGC-------------------------------------------------------------TAGTGATGAAATTCC-CGCTTT-TGGCATAATCAGAGAAC--ACCTCA-----AA-----TGCT-TTCAGCTGGTGGCTGCTCTTACCAACATCAAGCCAGTGAACAAAACAGATGCCGT

droEle1 scf7180000491349:76714-
76872 -

GGCCACCAGATTTGATCATGGAGCGAGTAGAGTCGAATCCGCATCAAAAGGTAATTG----------------------------------------------------------------CTATAAAGTACT-CACTTTTAACCATACTGATGAAAT--ACCTTA-----AA-----TGT--TTTAGCTGGTGGCTGCCCTAACCAACATCAAGCCGGTAAACAAGACGGATGCCGT

droRho1 scf7180000777695:56563-
56721 -

GGCCTCCAGATTTGATAATGGAGCGAGTGGAGTCGAACCCGCATCAAAAGGTAGTTA----------------------------------------------------------------TGATTAAATATC-CACCATTAACCATACTGATGAAAT--ACT-CA-----TA-----TGTT-TTAAGCTGGTCGCTGCTCTTACCAACATCAAACCGGTGAACAAAACGGATGCAGT

droBia1 scf7180000301754:1878021-
1878177 -

GCCCGCCAGATTTGATCATGGAGCGGGTGGAGTCCAATCCGCATCAAAAGGTACTTG----------------------------------------------------------------TTGTGAAATACC-CATCA--------GGTGATGAAAT--ATG-TAAGTCAAG-----TGTTTTTCAGCTTGTGGCTGCTCTTACCAACATCAAGCCGGTGAACAAGACGGACGCCGT

droTak1 scf7180000415091:99864-
100021 +

GGCCACCGGATTTGATCATGGAGCGGGTGGAGTCCAATCCGCATCAGAAGGTATGAG---C---------------------------------------------------------TTGTGATGAAATACC-T-------TTCATAATGATGAAAT--ACCTTA-----AA-----TGCTTTCCAGCTAGTGGCTGCTCTGACCAACATAAAGCCGGTGAACAAGACGGATGCCGT

droEug1 scf7180000409462:2074159-
2074324 -

GACCGCCAGATTTAATTATGGAACGAGTAGAGTCAAACCCGCATCAGAAGGTATATA---T---------------------------------------------------------TTGTAATAGAATTCC-CTAT-T-TGCCTTAGTGATGAAAC--ACC-TA-----CATTTTTTGTT-TTTAGCTTGTGGCTGCTCTTACTAACATAAAACCAGTTAACAAAACGGATGCCGT

dm3 chr2R:10741011-10741168 + GTCCGCCAGATTTGATCATGGAGCGAGTGGAGTCTAATCCACACCAGAAGGTACGCA----------------------------------------------------------------TGTTTACATTGC-CAGTAT-CGCCACTGTAATGCAAT--ATC-CC-----AA-----TGTC-CATAGCTACTCGCTGCTCTCACCAACATCAAGCCGGTGAACAAGACTGATGCTGC
droSim2 2r:11444140-11444297 + dsi_14606 GCCCGCCAGATTTGATCATGGAGCGGGTGGAGTCTAATCCACATCAGAAGGTACGCA----------------------------------------------------------------TGACGAAATTCC-CAGTAT-CGCCATTGTAATGCAAT--ATC-CA-----AA-----TGTC-CATAGCTACTCGCTGCTCTCACCAACATCAAGCCGGTGAATAAGACTGATGCTGC
droSec2 scaffold_1:8263586-8263743

+
GTCCGCCAGATTTGATCATGGAGCGGGTGGAGTCTAATCCACATCAGAAGGTACGCA----------------------------------------------------------------TGATGAAATTTC-CAGTAT-CGCCATTGTAATGCAAT--ATC-CA-----AA-----TGTC-CATAGCTACTCGCTGCTCTCACCAACATCAAGCCGGTGAACAAGACTGATGCTGC

droYak3 2R:10678608-10678765 + GTCCCCCAGATTTGATCATGGAGCGGGTGGAGTCTAATCCACATCAGAAGGTACACA----------------------------------------------------------------TGATGAAATTCA-GCGTAT-AGTCATTGTAATGCAAT--ACC-CA-----AA-----TGTC-CTTAGCTACTCGCTGCTCTCACCAACATCAAGCCTGTGAACAAGACGGATGCGGC
droEre2 scaffold_4845:15101334-

15101493 -
GACCGCCTGATTTGATTATGGAGCGGGTGGAGTCGAATCCACATCAGAAGGTACTCA----------------------------------------------------------------TGATGAAATTCCACACTATCCGCCATTGTAATGCAAT--ACC-CA-----AA-----TGTC-CTTAGCTTCTCGCTGCTCTCACCAACATCAAGCCGGTGAACAAGACTGATGCGGC
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Sense Strand Reads
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GCGCAGCGCTTTGTTGGTGGTGGTTTTTTCTAGTGAACTTTGCCTGAAACGACAGACACTACATGTACATGTGTATGCATATGTGTGTGTGTGTACGATTTACACCATGTGTATCATGTGAGCAATAAGAACTGAAGAAAAAAAAAAAAAAAACGTGTACCAATCGAAACTTACACAAAATGAAAAGAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

GSM1528803

follicle
cells

SRR2096056

Ovary_Min_46

M047

female
body

SRR060667

160_females_carcasses_total
SRR2096057

Ovary_Min_50

SRR2096060

Ovary_Min_193

SRR060682

9x140_0-
2h_embryos_total

SRR060665

9_females_carcasses_total

SRR060671

9x160_males_carcasses_total

M061

embryo

SRR060676

9xArg_ovaries_total
SRR2096055

Ovary_Min_43

V047

embryo

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060666

160_males_carcasses_total

SRR060684

140x9_0-
2h_embryos_total

SRR060664

9_males_carcasses_total

SRR060679

140x9_testes_total

SRR060686

Argx9_0-
2h_embryos_total

SRR060659

Argentina_testes_total
SRR2096058

Ovary_Min_98

SRR060672

9x160_females_carcasses_total

SRR060655

9x160_testes_total

SRR060663

160_0-
2h_embryos_total

SRR060687

9_0-
2h_embryos_total

V116

male
body

SRR1106730

embryo_16-
30h

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

.CGCAGCGCTTTGTTGGTG........................................................................................................................................................................... 18 0 1 3.00 3 0 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................TACATGTGTATGCATATGTGT........................................................................................................ 21 0 1 3.00 3 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................TTTGCCTGAAACGACAGACACTAC................................................................................................................................ 24 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................GTGAACTTTGCCTGAAAC............................................................................................................................................ 18 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................TTGCCTGAAACGACAGAC..................................................................................................................................... 18 0 2 1.50 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................TACACCATGTGTATCATGTGAGCA.................................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................GAACTTTGCCTGAAACGACA........................................................................................................................................ 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................AACTTTGCCTGAAACGACAGA...................................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................GTGAACTTTGCCTGAAACGACAGAC..................................................................................................................................... 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................ACATGTGTATGCATATGTGTGTG..................................................................................................... 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................TAGTGAACTTTGCCTGAAACG........................................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................CTTTGCCTGAAACGACAGAC..................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......GCTTTGTTGGTGGTGGTTT.................................................................................................................................................................... 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................ATGTGTATGCATATGTGTGTGTGTG................................................................................................. 25 0 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................TGTGTGTGTGTGTACGATT.......................................................................................... 19 0 5 0.20 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

........................................................................GTATGCATATGTGTGTGTGTG................................................................................................. 21 0 10 0.10 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................TGCATATGTGTGTGTGTG................................................................................................. 18 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

..........................................................................ATGCATATGTGTGTGTGT.................................................................................................. 18 0 20 0.05 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGCGTCGCGAAACAACCACCACCAAAAAAGATCACTTGAAACGGACTTTGCTGTCTGTGATGTACATGTACACATACGTATACACACACACACATGCTAAATGTGGTACACATAGTACACTCGTTATTCTTGACTTCTTTTTTTTTTTTTTTTGCACATGGTTAGCTTTGAATGTGTTTTACTTTTCTTT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060681

Argx9_testes_total
SRR2096013

Ovary_Strain_9_oxidized

M047

female
body

SRR060674

9x140_ovaries_total

SRR060677

Argx9_ovaries_total

SRR060678

9x140_testes_total

SRR060687

9_0-
2h_embryos_total

SRR060676

9xArg_ovaries_total

SRR060675

140x9_ovaries_total

........................................................................................................................................................TGCACATGGTTAGCTTTGAAT................. 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0

............................................................TGTACATGTACACATACGTAT............................................................................................................. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0

.....................CCAAAAAAGATCACTTGAAACGGACT............................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0

..................................................................................................CCCTGTGGTACACATAGTACACTCGTT................................................................. 27 3 1 1.00 1 1 0 0 0 0 0 0 0 0

....................................................GTCTGTGATGTACATGTACACATACGT............................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0
CGCGTCGCGAAACAACCACC.......................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0
...........................................................................ACGTATACACACACACACA................................................................................................ 19 0 20 0.05 1 0 0 0 0 0 0 0 0 1
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_10324:224305-

224494 +
dvi_24639 GCG-CA-------GC-GCTTT-----GTTGGTGGTGGTTTTTT--CTAGTGAACTTTGCCT-G----AAACGACAGA----CACTACATGTACATGTGTATGCATATGTGTGTGTG--TGTACGATTTACACCAT---GTGTATCAT-GTGAGCAAT--AAG--AACT--GAA------------GAAAAA-AAAAAAA-AAA-------------------------------ACGTGT--ACCAA-TCGAAA-C-----TTACA-CAA---------AATG----AAAAGAAA-----

droMoj3 scaffold_6496:2041745-
2041937 +

dmo_102 GC----------------TTT-----GTTGGTGGTGGTTTTTTTTCTAAGGAACTTTGCCT-C----AACAGACTTT----CA-----TGTACATGTGTATGCATATGTGTGTGTGTATGTACGATTTACACCAT---GTGTATCAT-GTGAGCAAT--AAA--AACT--GAA------------AAGAAA-AAAGAATGAAAAAAT----AAA--------------------ACGTGTTCATAA------AATTTAAACTTTGT-CAA---------AAAA----AAAAAAAA-----

droGri2 scaffold_15245:15402547-
15402739 -

GCG-CAACGCGCGGC-GCTTT-----CTTGGTGGTGGTTTTTT--CTAATGAACTTTGCCA-G----AAGAAT---ACGAAGAC----TATTCATGTGTATGCATATGTGTGTGTG--TGTACGATTTACACCATGATGTGTATCAT-GTGAGCAATATAAA--AACT--GAG------------GGGG---------CAAAA-------------------------------ACGTGT--ATAAA-ACGAAATTCG------CA-A-----------AA-AGACAAAAAATTA-----

droWil2 scf2_1100000004513:3301342-
3301487 +

TGGTGG--------TGG-TTTGGCTACTTGGTGGTGGTTTTT---CTAGTGAACTTTGACT-G----GA-AACTATA----AATC------------------------------------------------------------AT-GTGAGCAAA-------------AGGCATACAC------AAAATGAGAA-ATAAAA--AT--TTAAAGACAAAAAA--------------------TAAA-TACAAA-TT-------TA-CAA---------TGTA--C-AAAAAAAA-----

dp5 3:15882305-15882409 + CCG-GA--------CCG-TTT-----GTTGGTGGTGGTTTTCC-CCCAGTGAACTTTGCCT-G------GAACAATA----AATC------------------------------------------------------------AT-GTGA---------------------------------GAAAGCCAGAAAATAAAA-------------------------------ACGCG------GA-ACGGAATTTA-------------------------------AAAAAA-----
droPer2 scaffold_4:879540-879647 - CCG-GA--------CCG-TTT-----GTTGGTGGTGGTTTTCC-CCCAGTGAACTTTGCCT-G------GAACAATA----AATC------------------------------------------------------------AT-GTGA---------------------------------GAAAGCCAGAAAATAAAA-------------------------------ACGCG------GA-ACGCAATTTA------AA-A---------------------AAAGAA-----
droAna3 scaffold_13266:184819-

184918 -
---------------------------TTGGTGGTGGTTTTTTCGGCAGTGAACTTTTCCT-G----T--AACAATA----AATC------------------------------------------------------------AT-TTTG------------GAAT--AGAAATACCC-------AACC-GGAC-----------------------------------------------------------------TTCTG-------------AA-ACATAGAATCTTAACGAA

droBip1 scf7180000396730:1206148-
1206257 -

TT-----------------------TGTCGG---------------CAGTGAACTTTCCCA-G----T--AACAATA----AATT------------------------------------------------------------CT-ATTG---------G--AATT------------------------AGAAACCCAAG-----------------CAGCGGACACGCATTCGCGG--CCCAAAACCGAT-------TTCTG-------------GA-ACATGGAATCTTA-----

droKik1 scf7180000302476:828224-
828341 +

---------------------------TTGGTGGTGGTTTTCC-TCGAGTGAACTTTGCCT-G------GAACTATA----AATC------------------------------------------------------------AT-T----------AAC--A----------------------AAACTCGAATAAAAAA--ATCGTTAAAGCGAA-----------------TCGA--ACAAA-ACGGAA-------TTCTA-GAA---------AATT----AAAACAAA-----

droFic1 scf7180000453858:1268635-
1268722 -

--------------------------GTTGGTGGTGGTTTTC---CTAGTGAACTTTGCCT-G----CATAGCCGCA----GACC------------------------------------------------------------GG-G----------AAC--AGCC--AAA----CA-AGCAAGAAAGC-GGACAATTAAA-A--------------------------------------------------TCA------------------------------------------

droEle1 scf7180000491107:1673867-
1673965 -

T------------------------TGTTGGTGGTGGTTTTC---CTGGTGAACTTTGCCT-GCCT--GCTGCCGTA----AATC------------------------------------------------------------AAAG----------AAC--ATT-ATAAA------------GAAACC-AGGCAATTAAC-A--------------------------------------------------TTA------CA-AA------------------AAGCGAAA-----

droRho1 scf7180000777217:325864-
325962 +

T------------------------TGTTGGTGGTGGTTTTC---CTAGTGAACTTTGCCTTGCCTGC--AACCATA----AATC------------------------------------------------------------AAAG----------AAC---ACTAAAAA------------GAAACC-ATGCAATTAAA-A--------------------------------------------------TTA------CA-AA-------------------AAGCGAA-----

droBia1 scf7180000301506:1281773-
1281857 -

---------------------------TTGGTGGTGGTTTTCC--CCAGTGAACTTTGCCT-G----CAGAGCCATA----AATC------------------------------------------------------------AA-G----------AAC--ACCC--AAA------------GAAAGC-AGACAATTCAAAA--------------------------------------------------CT----------------------------------AGCG-----

droTak1 scf7180000415401:499432-
499509 +

---------------------------TTGGTGGTGGTTTTC---CCAGTGAACTTTGCCT-G----CAGAGCCATA----AATC------------------------------------------------------------AA-G----------AAC--AACT--A-A------------GAAACC-AGACAGTTAAA-A--------------------------------------------------CT-------------------------------------------

droEug1 scf7180000409209:724202-
724290 -

---------------------------TTGGTGGTGGTTTTC---CCAGTGAACTTTGCCA-G----CAGAGCCATA----AATC------------------------------------------------------------AA-A----------AACACAACT--AAA-----------AAAAACC-AGACAATTTAA-A--------------------------------------------------TTA-------------------------------AAAAAA-----

dm3 chr2R:5440547-5440646 + C------------------------AATTGGTGGTGGTTTTC---CCAGTGAACTTTGCCT-G----CAGAGCCATA----AATC------------------------------------------------------------AA-G----------AAC--AACT--AAA------------GAAAGC-TGACAATTAAA-T--------------------------------------------------TTA------CA-CAA---------AAAA----AATCCAAA-----
droSim2 2r:6225630-6225732 + C------------------------AATTGGTGGTGGTTTTC---CCAGTGAACTTTGCCT-G----CAGAGCCATA----AATC------------------------------------------------------------AA-G----------AAC--AACT--AAA------------GAAAGC-AGACAATTAAA-T--------------------------------------------------TCA------CA-CAA---------AA-AAATGAAAAAAAA-----
droSec2 scaffold_1:3055219-3055316

+
C------------------------AATTGGTGGTGGTTTTC---CCAGTGAACTTTGCCT-G----CAGAGCCATA----AATC------------------------------------------------------------AA-G----------AAC--AACT--AAA------------GAAAGC-AGACAATTAAA-T--------------------------------------------------TCA------CA-CAA---------AA------AAATGAAA-----

droYak3 2L:18071583-18071691 + C------------------------AATTGGTGGTGGTTTTC---CCAGTGAACTTTGCCT-G----CAGAGCCATA----TATC------------------------------------------------------------AA-A----------AAC--AACT--AAA------------GAAAAC-AGGCAATTTAA-T--------------------------------------------------TCA------AA-AAAAATTTTTAATGTA----TAATCAAA-----
droEre2 scaffold_4929:8916600-

8916703 -
C------------------------AATTGGTGGTGGTTTTC---CCAGTGAACTTTGCCT-G----CAGAGCCATA----AATC------------------------------------------------------------AA-A----------AAC--AACT--AAA------------GAAAAC-AGGCAATTAAA-T--------------------------------------------------TTA------TAACAA---------AA-AAATGTAAAAATG-----
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:499432-499509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409209:724202-724290
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:6225630-6225732
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Legend: mature star mismatch in alignment mismatch in read
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No Repeatable elements found
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hide 3p reads  show mid mismatch reads

AACAGCAGCGGGCTATCAGGCGCCAAATGTGGAGCACGAGGAGAGCGAAGGTGTGTAGTGTGAGAGATTCTTAGTTCGATATATATTCTAAAGTTTCTCTGAACATTCATAGATGATGAGGACATGGAGGACATGACTGCGGCGCCAGCTGTGCTTACAGCC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060667

160_females_carcasses_total

SRR060659

Argentina_testes_total

SRR060676

9xArg_ovaries_total

V053

head

V116

male
body

M047

female
body

M061

embryo

SRR060666

160_males_carcasses_total

SRR060668

160x9_males_carcasses_total

SRR060675

140x9_ovaries_total

SRR060681

Argx9_testes_total

SRR1106727

larvae
SRR2096055

Ovary_Min_43

SRR2096056

Ovary_Min_46

SRR2096057

Ovary_Min_50

V047

embryo

M027

male
body

..................................................GTGTGTAGTGTGAGAGATTCTT.......................................................................................... 22 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGTGTAGTGTGAGAGAT.............................................................................................. 18 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................AAAGTTTCTCTGAACATTCAT.................................................... 21 0 1 2.00 2 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0

..................................................GTGTGTAGTGTGAGAGATTC............................................................................................ 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0

........CGGGCTATCAGGCGCCAAATGTGGAGCAC............................................................................................................................. 29 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGTGTAGTGTGAGAGATTCTTAGTTC..................................................................................... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

..................................................GTGTGTAGTGTGAGAGATTCT........................................................................................... 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGTGTAGTGTGAGAGATTCTTAGTTCG.................................................................................... 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

......................................................................................TCTAAAGTTTCTCTGAACATTCAT.................................................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

...................................................TGTGTAGTGTGAGAGATT............................................................................................. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

.........................................................................................................................ACATGGAGGACATGACTGCGGCGCCAGCT............ 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

..................................................GTGTGTAGTGTGAGAGAA.............................................................................................. 18 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

...............................................................................................................GATGATGAGGACATGGAGG................................ 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

Anti-sense strand reads

TTGTCGTCGCCCGATAGTCCGCGGTTTACACCTCGTGCTCCTCTCGCTTCCACACATCACACTCTCTAAGAATCAAGCTATATATAAGATTTCAAAGAGACTTGTAAGTATCTACTACTCCTGTACCTCCTGTACTGACGCCGCGGTCGACACGAATGTCGG
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Species Coordinate ID Alignment
droVir3 scaffold_12855:2023280-

2023441 -
dvi_3475 AACAG-------------------------CAG----CGGGCTATCAGGCGCCAAATGTGGAGC---------ACGAGGAGAGCGAAGGTGTGTAGTGTGA----GAGATTC--------------------TTAGTTCGAT----ATATATT--CTAAA----G-------------TTT---------CTCTGAACATTCATAGATGATGAGGACATGGAGGACATGACTGCGGCGCCA------------------------------GCTG----TGCTTACAGCC

droMoj3 scaffold_6540:32315394-
32315553 -

A------------------------------TGCTATGGGGCTATCAGGCGCCCAATGTGGAGCAGGA---------CGAAAGCGAAGGTGAGTTGCC------GTAGAAAGTCTGC--AGCGAT-----A--------------T--AAATC--TAGCT----G-------------AGTCGAT-CTTCTCC-----ATTGACAGATGATGAGGACATGGAGTCCGCTGTGCC---------------------------------GCTAGCTA----CAGCCACAGCC

droGri2 scaffold_14830:396617-
396682 -

GCCAA-------------------------CGG----TTGCATATCAGTCGTCGAATGTCA---------ACCATGAGGAAAGCGAAGGTACGTAGAGCGA-----------------------------------------------------------------------------------------------------------------------------GAG-------------------------------------------------------------

droWil2 scf2_1100000004902:3814172-
3814220 +

A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GATGATGAGGAAATGGAGGTCACAACCACACCA---------------------------------GATG----TTTCCACAAAC

dp5 2:3925779-3925982 + AGCAGCCAGGCCT---CGATCTGTGGCCGCCAG----CTAGCTATCCGATGCTGAACCTGGAC---GACTACAATGAGGACAGCGAAGGTGCGTGGGGG--ATTGGGGATGCTTTGGCGGTTCTC-----TTGAGA---------T--TAATTTCTTTTC----G-------------TTTCGTTTC--TCCC-----CTTAACAGATGATGAGGATATGGAGGTGGAAGCCACAGTAACCCC------------------------------CA----CACCCACGCCA
droPer2 scaffold_7:424560-424768 - AGCAGCCAGGCCT---CGATCTGTGGCCGCCAG----CTAGCTATCCGATGCTGAACCTGGAC---GACTACAATGAGGACAGCGAAGGTGCGTGGGGG--ATTGGGGATTCTTCGGCGGTTCTC-----TTGAGA---------T--TAATTTCTTTTC----GTTTCG--------TTTCGTTTC--TCCC-----CTTAACAGATGATGAGGATATGGAGGTGGAAGCCACAGTAACCCC------------------------------CA----CACCCACGCCA
droAna3 scaffold_13340:19121088-

19121323 -
dan_3168 ACCAGTCCGCCCCGGCTGATCTTTGGC---CTG----CCAACTTTGGGATTCCCAATTTGGACATGGACTACAACGAGGACAGCGAAGGTGGGTTGGTTGAAGACAAAAAAAACCAT--TGAGAT-----TGTTAATTCTATTATTTTATATA--ATAAT----G-------------TTTGGAC-T--TCTT-----GCTTTCAGATGATGATGAAATGGAGCCAGAGGTGGTGGTTACTCCAATCAACAGCAGCGCGACTGCAACGAACACGAC-------------C

droBip1 scf7180000395652:60871-
61075 +

ACCAGTCCGCCCCGGCTGATCTTTGGC---CTA----CCAACTATGGGATTCCCAATTTGGACATGGACTACAACGAGGACAGCGAAGGTGGGTTGGAAAA--CAAAGAAAATTTGC--AAGAAAAACCATTCATA---------T--TAATA--ATAAT----G-------------TTTGGAT-T--TCTT-----GTGCTTAGATGATGATGAAATGGAGCCAGAGGTGACCGTCACTCCTGTCAACAGCA------------------------------------

droKik1 scf7180000302697:845550-
845631 +

AAT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTTC-TT--TCCT-----TCCATCAGATGAAGAGGACATGGATGCGGAGGCAGTAGTGACACCTCTGAGCAGCAGCTTCACCT-------------------------CC

droFic1 scf7180000454055:538304-
538363 -

C------------------------------AG----CCAGCTATGCGATGCCCAATTTGGAACTCGACTTCAACGAGGACAGCGAAGGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEle1 scf7180000491080:3467955-
3468033 +

GGCA--------------ATCTCTGGC---CAG----CCAGCTATGCGATGCCCAATTTGAACCTGGACTACAACGAGGACAGCGAAGGTGAGTTGTGTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000779572:225573-
225648 +

G-----------------ATCTCTGGT---CGG----CCAGCTATGCGATGCCCAATTTGGATCTGGACTACAACGAGGACAGCGAAGGTGAGTTGTACG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302075:1347064-
1347123 -

C------------------------------AG----CCAGCTATGCGGTGCCCAATTTGGACCTGGACTACAACGAGGACAGCGAAGGTGGGT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415672:69210-
69290 -

CGC-------------CGATCTCTGGC---CAG----CCAGCTATGCGATGCCCAATTTGGACCTCGACTACAACGAGGACAGCGAAGGTGAGTTGGATGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409770:1054896-
1054955 +

C------------------------------AG----CCAGCTATGCGATGCCCAATTTGGACCTGGACTACAACGAGGACAGCGAAGGTGAGT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

dm3 chr3R:23572235-23572468 + AC---------------------TGGC---CAG----CAAGCTATGCGATGCCCCATTTGGACCTGGACTACAACGAGGACAGCGAAGGTGAGTTCGATCAGGCGAATACTATTTGC--ATAGAC-----TTCAAA---------T--TGATTTGATCTTGGAAGTTTGACTGACTCGAATA---TT--CCTC-----TTCTACAGATGACGACGACATGGAAGCAGATGCACAAGTTGCACCCCTGAACGGCAGTACCACTTCACCGCCCGCTACCAACGCTTCCAACG
droSim2 3r:22991600-22991827 + dsi_11553 C------------------------------AG----CCAGCTATGCGATGCCCAATTTGGACCTGGACTACAACGAGGACAGCGAAGGTGAGTTCGATCAGCAGAAGACTATTTGC--ATAGAC-----TTCAAA---------T--TGATTTGATCTTGGAAGTTTGACTAACTCGAATG---TA--CCTC-----TTCCACAGATGACGACGACATGGAAGCAGATGCACAAGTGGCACCTCTGAACGGCAGTTCCACTTCACCGCCCGCTACCAACGCTTCCAACG

droSec2 scaffold_22:209383-209610 + C------------------------------AG----CCAGCTATGCGATGCCCAATTTGGACCTGGACTACAACGAGGACAGCGAAGGTGAGTTTGATCAGTAGAAGACTGTTTGC--ATAGAC-----TTCAAA---------T--TGATTTAATCTTGGAAGTTTGACTAACTCGAATG---TA--CCTC-----TTCCACAGATGACGACGACATGGAAGCAGATGCACAAGTGGCACCTCTGAACGGCAGTTCCACTTCACCGCCCGCTACCACCGCTTCCAACG
droYak3 3R:22917153-22917370 - C------------------------------GG----CCAGCTATGCGATGCCCAATTTTGATCTGGACTACAACGAGGACAGCGAAGGTGAGTTCGATGAATAGCAAACTATTTGC--ATAGGC-----TTCCGT---------T--TGATTTAATCTTGGCCAGTTGACTAACTCGTATA---TA--TTCC-----TTCTACAGATGACGACGATATGGACACAGATGCACCAGTGGCACCTCTGAACGGCAGCTCCACTTCACCGCCCGCTACCAC----------C
droEre2 scaffold_4820:4465709-

4465915 -
C------------------------------AG----CCAGCTATGCGATGCCCAATTTGGACCTGGACTACAACGAGGACAGCGAGGGTGAGTTCGATGGCTAGAAGAATACTTGC--ATAGAC-----T---------------------TTGATCTTGGGAATTTGACTAACTCGTATA---TA--TTTC------TCTATAGATGATGACGATATGGAAGCAGATGCACCAGTGGCACCACTGAACGGCAGCTCCACTTCACCGCCCGCTACCAC----------C
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AGCTGACTGCAATCAGCAGTGGTTCGCCTTGTTTCGTTTCGTTTCGTTTCGTTTCGCTTCGCCTGGGCTCGGTCCGTTTCTATTCGATTCCATTCGATTCGATTCGATTCGGCTCGGATTGAGTTTCTGTTTACGGCCGATTTTCGAGTGCTGCGAC
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V047

embryo

......................................................................................ATTCCATTCGATTCGATTCGA.................................................. 21 0 3 8.33 25 0 0 0 0 3 0 0 4 0 0 0 0 0 2 2 2 1 0 2 0 1 1 1 1 1 1 1 1 1 0 0 0 0 0

.................................................................................................TTCGATTCGATTCGGCTCGGAT...................................... 22 0 1 7.00 7 0 0 3 0 0 0 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTTTCGCTTCGCCTGGGCTCG...................................................................................... 21 0 1 6.00 6 2 1 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................ATTCCATTCGATTCGATTCG................................................... 20 0 3 5.67 17 8 1 0 0 1 3 0 0 0 0 0 0 0 0 0 0 1 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTTTCGCTTCGCCTGGGCTC....................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................TCGATTCGATTCGGCTCGGAT...................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................TTCGTTTCGCTTCGCCTGGGCT........................................................................................ 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................TCGCTTCGCCTGGGCTCG...................................................................................... 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................ATTCGATTCGATTCGGCTCGGATTGA................................... 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........GCAATCAGCAGTGGTTCG................................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................TGTTTCGTTTCGTTTCGTTTCGTTT....................................................................................................... 25 0 4 0.25 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

..............................GTTTCGTTTCGTTTCGTTTCGTT........................................................................................................ 23 0 14 0.21 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0

........................................GTTTCGTTTCGTTTCGCTT.................................................................................................. 19 0 5 0.20 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCGACTGACGTTAGTCGTCACCAAGCGGAACAAAGCAAAGCAAAGCAAAGCAAAGCGAAGCGGACCCGAGCCAGGCAAAGATAAGCTAAGGTAAGCTAAGCTAAGCTAAGCCGAGCCTAACTCAAAGACAAATGCCGGCTAAAAGCTCACGACGCTG
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Species Coordinate ID Alignment
droVir3 scaffold_13049:17703367-

17703523 +
dvi_132 AGCTGACTGC---AATCAGCA--GTGGTTCGCC-----------------------------------------------TTGTTTCGTTTCGTTTCGTTTCGTTTCGCTTCGCCT-----GGGCT-------------------------CGG---TCCG----------------------------TTTCTATTCGATTCCA-------TTC-------GATTCGAT------------------TCGAT-----TCGGC-------------------------------------TCGGATTGAGT---TTCTG-TTT---ACGGCCGATTTTCGAGTGCT----GCGAC-----------------

droMoj3 scaffold_6680:22756334-
22756490 +

AGCTGACTGC---AATCAGCA--CTGGTTCGCC-----------------------------------------------TTCTTTCGTTTCGTCTCGTCTCGTTCCGTCCCGTTT-----CGCTTCTG---------------TTGGGCTCGG---TCCG----------------------------TTTCTATTTGATT------------------------CGAT------------------TTGAT-----TCGGC-------------------------------------TCGGATTGAGT---TTGTG-CTT---ACGGCCGATTT--GCGAGTGC--CGCGGC-----------------

droGri2 scaffold_15110:14475980-
14476154 -

AGCTGACTGC---AATCAGCA--GTGGTTCGCT-------------------------------------------TGCCTTGTTTCGTTACGTTACGTTACGTTTCATTTCGTTA-----CGCTTCTTCTACTTCTTGTCGCTTTTGGCTCCGCGCTTCGTT----TTTG-------------------------------------------------------CGAT------------------TCGGC-----GCCGC-------------------------------------TTGTATTGTGTGTGTGCTGCTT----ACGGCCGATTTTCGAGTGCGC--CGGC-------------------

droWil2 scf2_1100000004909:8976535-
8976627 +

GTCATATTTC---GTTTCGTT--T----------------------------------------------------CG--------------------TTTCGTTTCGTTTCGTCTC------------------------------------------------GTTTC-------ATTCT------A----------TTTCTA-------TGC-------GCTCCGTT------------------TCGTA-----TCGTT-------------------------------------CCGTTCAG------TTCTGGT---------------------------------------------------

dp5 XR_group6:639355-639513 - AGCTGACTGC---AATCAGCA--GTGGTTCGTG---GTTCGTTTTGGTT------------------------------------------------------------------------------------------------------------------------CG-AATTGGGTCTCGGTGTC--------------GGTGTCGGTGTCGGTC------TC-GGTTGGCGCCTCCTGTCGTT---TCTCGCTTTCA-TCGGCCGGCACACACACGCTCTCTGACGAACGGGATA--GCGCC---------------------------------------------------------GAATACAC
droPer2 scaffold_12:1320824-1320976

-
AGCTGACTGC---AATCAGCA--GTGGTTCGTG---GTTCGTTTTGGTT------------------------------------------------------------------------------------------------------------------------CG-AATTGGGTGT------C--------------GGTGTCGGTGTCGGTT------TC-GGTTGGCGCCTCCTGTCGTT---TCTCGCTTTCA-TCGGCCGGCACACACACGCTCTCTGACGAACGGGATA--GCGCC---------------------------------------------------------GAATACAC

droAna3 scaffold_13337:17889105-
17889134 -

AGCTGACTGC---AATCAGCA--GTGGTTCGCC---T---------------------------------------------------------------------T-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000396741:1066188-
1066308 -

AGCTGACTGC---AATCAGCA--GTGGTTCGCC---T--------------------------------------------------------------------TTGGTTCGCCT-----------------------------------------TT------GGTTCGCAATTCGGCCG------A------------------------GA--GTTCGGATTCGAC------------------TCGCT-----TCTGT-------------------------------------C-GCTCG---------------------------------GGCACGC--CGCGCTCGCTCCTCGGGAAATAA

droKik1 scf7180000302383:1263595-
1263713 +

AGCTGACTGC---AATCAGCA--GTGGTTCGCC--------TTTTGGTT--------------------------------------------------------------CG----------------------------------------GAATTCGGAA----TTCGCAATTCGGTTT------C--------------GGTTTCGAGTTCGAGTTCGGATTC---------------------TCGC------------------------------------------------TTGTT----------CTCGCT--------------CGT--GAAACGC--CACGCT-----------------

droFic1 scf7180000454077:989532-
989695 -

AATTAAATTT---CTTTAATC--GTTTTCCTCG--------TGTTGATTTAGGCCCAGTTTTGGAGCGATTCAACTCG--------------------GCTCGATCCGATTCGTTGC------------------------------------------------GATTC-------GATTC------A----------GTTCGA-------TTC-------GATTCGAT------------------TCGAT-----TCCGT-------------------------------------CCGTTCTG------TCCCGTTTG---GTGGTCGATTTTTATGAGCGC--CGCG-------------------

droEle1 scf7180000489456:23735-
23838 -

GATTCGATTC---GATTCGAT--T----------------------------------------------------CG--------------------ATTCGATTCGATTCGATTCGATTCGATTCGA---------------TTCGATTCG----------------------------------------------ATTCGA-------TTC-------GATTCGAT-------------TCGATTCGAT-----TC------------------------------------------GATTAG------ATTAGATT--------------------------------------------------

droRho1 scf7180000779333:390102-
390221 +

GTTTTGGTTC---GATTCAAC------------------------------------------------------CCG--------------------GCTCAATTCGATTCGATTC------------------------------------------------AATTC-------GACTC------C----------ATTCGA-------TCC-------GATTCGAT------------------TCGAT-----TCCGT-------------------------------------CCGCTCTG------TCCCGCTTG---GTGGTCGATTTTTATGAGCGC--CGCG-------------------

droBia1 scf7180000302075:563573-
563641 +

CCGATCC--T---GTCCAGGGCCTGGCTTCGCC-----------------------------------------------TCGTTTCGTTTCGTTTGGTTTCGAT------------------------------------------------------------------------------------------------------------TC---------------------------------------------------------------------------------------GCTTTG------CCTTGCCT--------------------------------------------------

droTak1 scf7180000415703:175257-
175294 +

AGCTGACTGC---AATCAGCA--GTGGTTCGCA--------TTTTGGTT--------------------------------------------------------------CG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000408761:8-117 - TTCGTTT--C---GTTTCGTT--TCGTTT-----------------------------------------------CG--------------------TTTCGTTTCGTTTCGTTTCGTTTCGTTTCGT---------------TTCGTTTCG----------------------------------------------TTTCGT-------TTC-------GTTTCGTT-------------TCGTTTCGTT-----TC------------------------------------------GTTTCG------TTTCGTT----------------------------TACG-------------------
dm3 chrX:17202611-17202724 + TTTTGATTCG---ATTCAAC-------------------------------------------------------CCG--------------------GCTCGATCC-----------------------------------------------------A----------------------------TTCCGATTCGATTCGA-------TCC-------GATTCGAT------------------TCGAT-----TCCGT-------------------------------------CCGTTCTG------TCCCGCTTGGTGGTGGTCGATTTTTATGAGCGC--CGCGCG-----------------
droSim2 x:16316497-16316609 + GTTTTGATTC---GATTCAAC------------------------------------------------------CCG--------------------CCTCGATCC-----------------------------------------------------A----------------------------TTCCGATTCGATTCGA-------TCC-------GATTCGAT------------------TCGAT-----TCCGT-------------------------------------CCGTTCTG------TCCCGCTTGGTGGTGGTCGATTTTTATGAGCGC--CGCG-------------------
droSec2 scaffold_17:1048993-1049160

+
AGCATAATTCCCCAAACGGCT--GTAGATCTTTTCTTTCGGTGTCGATTTAGGCCCAGTTTTGATTCGATTCAACCCG--------------------CCTCGATCC-----------------------------------------------------A----------------------------TTCCGATTCGATTCGA-------TCC-------GATCCGAT------------------TCGAT-----TCCGT-------------------------------------CCGTTCTG------TCCCGCTTGGTGGTGGTCGATTTTTATGAGCGC--CGCG-------------------

droYak3 X:15817947-15818123 + ACTTGACTAC---AACTCATT--GCAGTTTTTT---TTCGGTGTCGATTTAGGCCCAGTTTTGATTCGATTCATCGCG--------------------GCTCGATCCGATCCGAT----------C-------------------------CAA---CCCGATTCAATTC-------GATTC------A----------ATTCAA-------TTC-------GATTCGAT------------------TCGAT-----TCCGT-------------------------------------CCATTCTG------TCCAGCTTG---GTGGTCGATTTTTATGAGCG----GCG-------------------
droEre2 scaffold_4690:7542955-

7543066 +
GTTTTGATTC---GATGCAAC------------------------------------------------------TCG--------------------GCTCGATCC-----------------------------------------------------A----------------------------ATCCAATCCGATCCGA-------TTC-------GATTCGAT------------------TCGAT-----TCCGT-------------------------------------CCGCTCTG------TCCGGCTTG---GTGGCCGATTTTTATGAGCGCGGCGCG-------------------
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:17889105-17889134
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396741:1066188-1066308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302383:1263595-1263713
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454077:989532-989695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000489456:23735-23838
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779333:390102-390221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:563573-563641
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415703:175257-175294
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408761:8-117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:17202611-17202724
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:16316497-16316609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_17:1048993-1049160
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:15817947-15818123
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:7542955-7543066
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ11870-in]; CDS [Dvir\GJ11870-cds]; CDS [Dvir\GJ11870-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAATATTTGCACTCGCACAAGATCATACACAGAGATCTGAAAAGTCCGAAGTGAGTTGAGAAATTGGAATTCTAAAGCAAAATGAAGCTCTGAATATTCTCAATTCTCTTGAATCCCCCAGCATACTGATTAGTACAAACGAAGTGGTGAAGATCAGCGACTTTGGCACCA

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096013

Ovary_Strain_9_oxidized

SRR060663

160_0-
2h_embryos_total

GSM1528803

follicle
cells

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096057

Ovary_Min_50

SRR2096060

Ovary_Min_193

M047

female
body

M027

male
body

SRR060658

140_ovaries_total

SRR060659

Argentina_testes_total

SRR060665

9_females_carcasses_total

SRR060677

Argx9_ovaries_total

SRR060679

140x9_testes_total

SRR060685

9xArg_0-
2h_embryos_total

SRR1106730

embryo_16-
30h

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

V047

embryo

V116

male
body

SRR060660

Argentina_ovaries_total

..................................................GTGAGTTGAGAAATTGGAATTCTAAAGC............................................................................................. 28 0 1 3.00 3 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTTGAGAAATTGGAATTCTAA................................................................................................ 25 0 1 3.00 3 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0

............................ACAGAGATCTGAAAAGTCCGAACA....................................................................................................................... 24 2 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................CATACACAGAGATCTGAAAA................................................................................................................................ 20 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTTGAGAAATTGGAATTCTAAA............................................................................................... 26 0 1 2.00 2 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GATTAGTACAAACGAAGTGGT....................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

........................................................................................TCTGAATATTCTCAATTCTCT.............................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

........................................................................................TCTGAATATTCTCAATTCTCTTG............................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

..................................................................................................................................TAGTACAAACGAAGTGGTGAAGATC................ 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTGAGTTGAGAAATTGGAATTCT.................................................................................................. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

........................ATACACAGAGATCTGAAAAGTCC............................................................................................................................ 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................................AGATCAGCGACTTTGGCACCA 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GATTAGTACAAACGAAGTG......................... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

............................................................................................................................ACTGATTAGTACAAACGAAGTGGT....................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

................................................................................................TTCTCAATTCTCTTGAATCCCC..................................................... 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

Anti-sense strand reads

GTTATAAACGTGAGCGTGTTCTAGTATGTGTCTCTAGACTTTTCAGGCTTCACTCAACTCTTTAACCTTAAGATTTCGTTTTACTTCGAGACTTATAAGAGTTAAGAGAACTTAGGGGGTCGTATGACTAATCATGTTTGCTTCACCACTTCTAGTCGCTGAAACCGTGGT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR2096013

Ovary_Strain_9_oxidized

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR060686

Argx9_0-
2h_embryos_total

SRR060666

160_males_carcasses_total
SRR2096014

Ovary_Strain_160_oxidized

SRR060677

Argx9_ovaries_total

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13049:13202814-

13202984 -
dvi_19767 CAATATTTGCACTCGCACAAGATCATACACAGAGATCTGAAAAGTCCGAAGTGAGTTGAGAAA-T---------TGGAA------TTC-TAAAGCAAAAT--------------------------------------G-AAGCTCTGAATATTCTCAATT------------------------------------CTCTTGA-----A-TCCCCCAGCATACTGATTAGTACAAACGAAGTGGTGAAGATCAGCGACTTTGGCACCA

droMoj3 scaffold_6680:14160352-
14160513 +

CAATATTTGCACTCACATAAGATCATACACAGAGATCTAAAGAGTCCCAAGTGAGTTGCAAGG-AGGGAAGGGAGTCTC------TTG-AAAACC-CTTT--------------------------------------ATGGCTCTTTAAT------------------------------------------------------------CCTTTCAGCATACTGATTAGTACAAATGAAGTGGTGAAGATCAGCGACTTTGGCACCA

droGri2 scaffold_15110:18640778-
18640947 -

CAATATTTGCACTCACACAAGATCATACACAGAGATCTAAAGAGTCCCAAGTGAGTAT-ATTA-A---------TACA-------GTCCAC-AATATAGT--------------------------------------ATAAA-------------------------------------TATTTACATATTTGATTTTGTTGC-----ATTTTGTTAGCATACTGATTAGTACAAACGAAGTGGTGAAGATCAGCGACTTTGGCACCA

droWil2 scf2_1100000004762:4731508-
4731687 -

CAATATTTGCATTCCCATAAAATTATACACAGAGATCTCAAGAGTCCCAAGTGAGTGTTAAAT-G---------CAAAAAAAAAA------AAACAAAA-------------AATTGGTTAACTAACAAAAACACATTGTGTTTTTTTTTT------------------------------------------------------------TGTTTTAGCATCCTGATTAGTACAAACGAGGTGGTTAAAATTAGTGACTTTGGCACAA

dp5 XR_group8:7695170-7695354 - CAGTATCTGCATTCCCACAAGATCATACACAGAGATCTGAAGAGTCCCAAGTGAGTGCAC---------------CCAA------TCC-AGC-----------------A---------------------------------------------GTAGATTTCCTCCATATAGATTCGGATTTAACGTATCCTGTTCTGTGGGGGATAATCCTTTCAGCATACTGATTAGTACAAATGAGGTGGTCAAGATTAGCGACTTTGGGACGA
droPer2 scaffold_48:473632-473816 - CAGTATCTGCATTCCCACAAGATCATACACAGAGATCTGAAGAGTCCCAAGTGAGTGCAC---------------CCAA------TCC-AGC-----------------A---------------------------------------------GTAGATTTCCTCCATATAGATTCGGATTTAACGTATCCTGTTCTGTGGGGGATAATCCTTTCAGCATACTGATTAGTACAAATGAGGTGGTCAAGATTAGCGACTTTGGGACGA
droAna3 scaffold_13337:17267592-

17267757 +
CAGTACCTGCACTCCCACAAAATAATCCACAGGGATCTGAAGAGCCCGAAGTAAGATTTCAACAC---------CAGAA------CTCCAGAATCCAGGTCTCCAGAAT----------------------------CCTAATCTCCGATC------------------------------------------------------------TCTTTCAGTATCCTGATTAGTACAAACGAGGTGGTGAAGATCAGCGACTTTGGAACGA

droBip1 scf7180000396741:564628-
564788 +

CAGTACCTGCACTCCCACAAAATCATACACAGGGATCTGAAGAGCCCAAAGTAAGATTTCAAC-CTGAAACC---GATA------GCT-AGAAACCCAATCTAAC----C---------------------------------------------AAAAATC------------------------------------------------CCTTTCCAGTATACTGATTAGTACAAACGAGGTGGTGAAGATCAGCGACTTCGGAACGA

droKik1 scf7180000302694:165405-
165571 -

CAGTATCTGCATTCCCACAAGATTATACACAGGGATCTGAAGAGTCCCAAGTAAGTTGATAAA-C---------CTCCT------TTGTAAAAGCCTATTCACAGTAAT----------------------------CCATATC----------TTCAAAT------------------------------------C------------TTCTGCTAGCATACTGATTAGTACAAATGAGGTGGTGAAGATCAGCGACTTTGGAACGA

droFic1 scf7180000453831:176356-
176515 -

CAGTATCTGCATTCCCACAAGATCATCCACAGAGATCTAAAGAGCCCCAAGTAAGTCACAAAA-AAAG------CAACA------CTG-GAAAAAATG-A---------ATTACTTTTTGT----ATCT---------------------A------------------------------------------------------------CTTTTTAGTATACTGATAAGTACAAATGAAGTGGTGAAGATTAGCGACTTTGGCACAA

droEle1 scf7180000491249:6927389-
6927559 -

CAGTATCTGCATTCGCACAAGATCATACACAGAGATCTGAAGAGTCCCAAGTGAGTCACATGA-A----ACT---ATGAACA---T-G-AAAACCAAATA-ATAAT---AATAATTGGGATACTTGTTT---------------------G------------------------------------------------------------TTTTGCAGCATACTGATAAGTACAAATGAGGTGGTGAAGATCAGCGACTTTGGCACGA

droRho1 scf7180000779665:26339-26500
+

CAATATCTGCATTCCCATAAGATCATACATAGAGATTTGAAAAGTCCCAAGTGAGTCATAGAA-A----------ATCAACA---T-G--AAAACATTGT---------TTTAATTGGGACTATTATTT---------------------A------------------------------------------------------------TTTTTCAGCATACTGATTAGTACAAATGAGGTGGTAAAGATCAGCGACTTTGGCACGA

droBia1 scf7180000302377:1985556-
1985717 +

CAGTATCTGCATTCCCACAAGATCATCCACAGGGATCTGAAAAGCCCTAAGTAAGTCATAAAA-A---------CATCG------GCA-AAAAACACAGC---------ATTAATTGGTATAATTATTA---------------------A------------------------------------------------------------ACAACCAGCATACTGATAAGTACAAATGAGGTGGTGAAGATCAGCGACTTTGGAACGA

droTak1 scf7180000415276:146602-
146763 -

CAGTATCTGCATTCTCACAAGATCATACACAGAGATCTAAAAAGTCCCAAGTAAGTTATAAAA-A---------CATCGAAAAAT------AAACAACGT---------AATAATTGGTGTAATAATT----------------------A------------------------------------------------------------ATTTCCAGCATACTGATTAGTACAAATGAAGTGGTGAAGATCAGCGACTTTGGAACGA

droEug1 scf7180000409472:169475-
169633 -

CAGTATCTGCATTCCCACAAGATCATACACAGAGATCTAAAGAGTCCCAAGTTAGTGATAAAA-A---------CATCAACAAAG------AATCATAAT---------ATTAATTGGTGTA----TTT---------------------A------------------------------------------------------------TTATCTAGCATACTGATTAGTACAAATGAGGTGGTGAAGATCAGCGACTTTGGAACGT

dm3 chr3L:19621148-19621301 - CAGTATCTGCATTCCCACAAGATCATACACCGAGATCTAAAGAGTCCAAAGTAAGTTAAAGAA-A---------CAACA------TCG-AAAATCATATT--------------------------------------ATAAACTCTGCTT------------------------------------------------------------ATTTTTAGCATACTGATTAGTACAAATGAGGTGGTGAAGATCAGCGACTTTGGCACCA
droSim2 3l:19271703-19271856 - CAGTATCTGCATTCCCACAAGATCATACACAGAGATCTAAAGAGTCCAAAGTAAGTTAAAGGA-A---------CACCA------TCG-AAAAGCATATT--------------------------------------ATAAACTCTGCTT------------------------------------------------------------ATTTTTAGCATACTGATTAGTACAAATGAGGTGGTGAAGATCAGCGACTTTGGCACCA
droSec2 scaffold_29:324489-324642 - CAGTATCTGCATTCCCACAAGATCATACACAGAGATCTAAAGAGTCCAAAGTAAGTTAAAGAA-A---------CACCA------TCG-AAAAGCATGTT--------------------------------------ATAAATTCTGCTT------------------------------------------------------------ATTTTTAGCATACTGATTAGTACAAATGAGGTGGTGAAGATCAGCGACTTTGGCACCA
droYak3 3L:20922458-20922611 + CAGTATCTGCATTCCCACAAGATTATACACAGAGATCTAAAGAGTCCAAAGTAAGTTATAGAA-A---------CATCA------TTA-AAAAGCATAGT--------------------------------------ATTAAATCTGCTT------------------------------------------------------------ATTTTCAGCATACTGATTAGTACAAACGAGGTGGTGAAGATCAGCGACTTTGGCACCA
droEre2 scaffold_4784:19420311-

19420464 -
CAGTACCTGCATTCCCACAAGATCATACACAGAGATCTAAAGAGTCCAAAGTAAGTTAAAGAA-A---------CATCA------TCA-AAAAGCAAATT--------------------------------------ATTAACTCTGCTT------------------------------------------------------------ATTTTTAGCATACTGATTAGTACAAATGAGGTGGTGAAGATCAGCGACTTTGGCACCA

Generated: 09/08/2015 at 07:17 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

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

http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:13202814-13202984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:13202814-13202984
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_19767.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:14160352-14160513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:18640778-18640947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:4731508-4731687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:7695170-7695354
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_48:473632-473816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:17267592-17267757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396741:564628-564788
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302694:165405-165571
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453831:176356-176515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:6927389-6927559
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779665:26339-26500
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302377:1985556-1985717
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415276:146602-146763
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409472:169475-169633
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:19621148-19621301
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:19271703-19271856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_29:324489-324642
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:20922458-20922611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:19420311-19420464
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dvir\GJ24648-in]; CDS [Dvir\GJ24648-cds]; CDS [Dvir\GJ24648-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

CAGGTGCTGGACGCGCTATTGGCCATCTCTGTGGTTATTCACACCCATTGGTAAGATGAACAATTCGAGGCCAGTTTGGGATGCAATTAAAACAGCCAAAATTCATTTTACAGGGGCGTTGAAGCTATGATTGTCGACTACCTGCGTCCAGGTGTCGTGGGCA

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR060667

160_females_carcasses_total

M061

embryo

M027

male
body

M028

head

SRR060659

Argentina_testes_total

SRR060670

9_testes_total
SRR2096014

Ovary_Strain_160_oxidized

V047

embryo

V116

male
body

SRR060672

9x160_females_carcasses_total

SRR1106730

embryo_16-
30h

V053

head

SRR060665

9_females_carcasses_total

SRR060669

160x9_females_carcasses_total

SRR060671

9x160_males_carcasses_total

SRR060682

9x140_0-
2h_embryos_total

SRR060666

160_males_carcasses_total

SRR060660

Argentina_ovaries_total

SRR060661

160x9_0-
2h_embryos_total

SRR060664

9_males_carcasses_total

SRR060674

9x140_ovaries_total

SRR060678

9x140_testes_total

SRR060679

140x9_testes_total

SRR060681

Argx9_testes_total

SRR060684

140x9_0-
2h_embryos_total

SRR1106725

embryo_14-
16h

SRR2096050

embryo_0-
2h from 14
day old
Strain 160
mothers

SRR2096058

Ovary_Min_98

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060663

160_0-
2h_embryos_total

SRR060658

140_ovaries_total

SRR060657

140_testes_total

SRR060655

9x160_testes_total

SRR060686

Argx9_0-
2h_embryos_total

..................................................GTAAGATGAACAATTCGAGGCCAGTTT...................................................................................... 27 0 1 3.00 3 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..............................................................................................................................ATGATTGTCGACTACCTGCGTCCAG............ 25 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

...........................................................................................ACAGCCAAAATTCATTTTACAG.................................................. 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0

.AGGTGCTGGACGCGCTATTGGCCATCT....................................................................................................................................... 27 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................GCGTCCAGGTGTCGTGGGCA 20 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TTGTCGACTACCTGCGTCCAGGT.......... 23 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GATTGTCGACTACCTGCGTCCAGGT.......... 25 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......CTGGACGCGCTATTGGCC........................................................................................................................................... 18 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................CTACCTGCGTCCAGGTGTCGTGGGC. 25 0 1 2.00 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................AGCCAAAATTCATTTTACAGT................................................. 21 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................GGGCGTTGAAGCTATGATTGTCGACC........................ 26 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................CTCTGTGGTTATTCACACC...................................................................................................................... 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................ACAGCCAAAATTCATTTTA..................................................... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................TGCGTCCAGGTGTCGTGGGCA 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....TGCTGGACGCGCTATTGGCCATC........................................................................................................................................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................ATGATTGTCGACTACCTGCGTCCAGGT.......... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................CGTTGAAGCTATGATTGTCGA.......................... 21 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................GGGCGTTGAAGCTATGATTGTCGA.......................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................GCTATGATTGTCGACTACC..................... 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................................CTGCGTCCAGGTGTCGTGGGC. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................................................CGACTACCTGCGTCCAGGTGT........ 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................................................................................ATTGTCGACTACCTGCGTCCA............. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................................TGCGTCCAGGTGTCGTGGGC. 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GATTGTCGACTACCTGCGTCCAGGC.......... 25 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...GTGCTGGACGCGCTATTGGCC........................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................CAGCCAAAATTCATTTTACAGTCC............................................... 24 3 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..............................................................................................................................ATGATTGTCGACTACCTGCGTC............... 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................AACAGCCAAAATTCATTTTAC.................................................... 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................CTACCTGCGTCCAGGTGTC....... 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

............................................................................................CAGCCAAAATTCATTTTACAGT................................................. 22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

................................................................................................................................GATTGTCGACTACCTGCGTCCAG............ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................................GCGTCCAGGTGTCGTGGGC. 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................GTTATTCACACCCATTGGGGC............................................................................................................. 21 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................................................GTCGACTACCTGCGTCCAGGTGT........ 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................................................................................TTGTCGACTACCTGCGTCCAGGTGT........ 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................GGGGCGTTGAAGCTATGATTGTC............................ 23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................................................GACTACCTGCGTCCAGGTGT........ 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................GGGGCGTTGAAGCTATGATTGTCG........................... 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................................................ACCTGCGTCCAGGTGTCGTGGGC. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................TTCGAGGCCAGTTTGGGAT................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GTTGAAGCTATGATTGTCGACTAC...................... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGATGAACAATTCGAGGCCAG......................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGATGAACAATTCGAGGCCAGT........................................................................................ 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................................................................GATTGTCGACTACCTGCGTCCAGG........... 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................................................CTACCTGCGTCCAGGTGTCGTGGG.. 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

GTCCACGACCTGCGCGATAACCGGTAGAGACACCAATAAGTGTGGGTAACCATTCTACTTGTTAAGCTCCGGTCAAACCCTACGTTAATTTTGTCGGTTTTAAGTAAAATGTCCCCGCAACTTCGATACTAACAGCTGATGGACGCAGGTCCACAGCACCCGT

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060657

140_testes_total

SRR060672

9x160_females_carcasses_total

SRR060683

160_testes_total

V116

male
body

SRR060686

Argx9_0-
2h_embryos_total

SRR2096013

Ovary_Strain_9_oxidized

M061

embryo

SRR060679

140x9_testes_total
SRR2096056

Ovary_Min_46
..............................................................................................................GTCCCCGCAACTTCGATACTA................................ 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0
..........TGCGCGATAACCGGTAGAGAC.................................................................................................................................... 21 0 1 1.00 1 0 0 0 1 0 0 0 0 0
........CCTGCGCGATAACCGGTAGAG...................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0
..............CGATAACCGGTAGAGACACC................................................................................................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13047:18462417-

18462579 +
dvi_17513 CAGGTGCTGGACGCGCTATTGGCCATCTCTGTGGTTATTCACACCCATTGGTAAGATGAA-----CAA-------------------------------TTCG---------AG-----------GCCAGTTTGGGA-------------TGCAAT--T------------------------------AAAACAGCCAAA--------------ATTCATTT------------------------------------------------------------------------------TACAGGGGCGTTGAAGCTATGATTGTCGACTACCTGCGTCCAGGTGTCGTGGGCA

droMoj3 scaffold_6540:25959885-
25960046 -

CAAGTCATGGATGCCCTTTTGGCTATATCTGTAGTCATTCACACCCATTGGTAAGATGCGTAGA-AAA-------------------------------TAATTTGTGA----------------------------------------TATAATT---------------------------------TGCCTAACCATTGTT-----------TATAAACT------------------------------------------------------------------------------TATAGGGGTGTTGAGGCAATGGTGGTGGATTACCTGCGCCCATCAGTTGTTGGCA

droGri2 scaffold_15074:6238349-
6238511 -

CAGATAATGGATGCACTTCTAGCTGTGTCGGTTGTCATTCACACCCATTGGTAAGATGAA-----CAT-------------------------------TTGG---------AG-----------GCAAACACTCAA------------CATAGTT---------------------------------CATCTAATCTCT--------------TATAATCT------------------------------------------------------------------------------TGCAGGGGCGTTGAAGCTATGGTTGTCGACTATCTGCGTCCAGCAGTTGTTGGCA

droWil2 scf2_1100000004921:3340027-
3340188 +

CAGGTTTTGGATGCCCTAATGGCCATATCTGTGGTAATACACACACATTGGTAAGGTCCTAATA-CAA-------------------------------TTGT---------AT-----------GCC---------------------GTTTCGT---------------------------------TCTATTTAATTG---ATTCCTA-------ATTGT------------------------------------------------------------------------------TTCAGGGGTGTGGAGGCTATGGTTGTTGACTACTTACGTCCACAAGTAGTGGGCA

dp5 2:12830085-12830249 - CAGATACTGGATGCTCTGCTGGCCATCTCAGTGGTTATTCACGCCCATTGGTATGTA--------CAT-------------------------------TT-------------CTGCTACCC-----------------------------------------GGGAAAAAGGGGAAAACGAATAACTGAGATTCTAAT--------------------TAT------------------------------------------------------------------------------TGCAGGGGTGTTGAGGCCATGGTTGTCGACTACATGCGTCCATCTGTGGTGGGAA
droPer2 scaffold_0:7627564-7627731

+
CAGATACTGGATGCTCTGCTGGCCATCTCAGTGGTTATTCACGCCCATTGGTATGTA--------CAT-------------------------------TT-------------CTGCTTCCC-----------------------------------------GGGAAAAAGGGGAAAACGAATCACTGAGATTCTAATT-----------------ATTAT------------------------------------------------------------------------------TGCAGGGGTGTTGAGGCCATGGTTGTCGACTACATGCGTCCCTCTGTGGTGGGAA

droAna3 scaffold_13340:19947870-
19948044 +

CAGGTGCTAGATGGCCTTCTGGCCGTTTCGGTTGTCATCCACACACACTGGTAAGAGATAT---------------------------------------C-------------CTA-----------------------------ACCCTTTACTCATCAAACGGCCAAAAAGTCTCAACAAAACTTTGTTCT----------------------TCCAAAT------------------------------------------------------------------------------TTTAGGGGAGTGGAAGCCATGGTCGTAGACTACATGCGCCCCGCAGTTGTTGGAA

droBip1 scf7180000396413:2446971-
2447140 -

CAAGTGCTGGATGCCCTTCTGGCCGTTTCGGTTGTCATCCACACACACTGGTGAGTGTTTCAT----------------------------------------------------------CCAAGCCA----TGGAGTTATCCAGA---------CATCCAAATGCTAATACATCAC-------------------------------------TATAAATT------------------------------------------------------------------------------TTCAGGGGAGTTGAAGCTATGGTCGTTGACTACCTGCGTCCCTCGGTTGTTGGAA

droKik1 scf7180000302639:2991275-
2991445 +

CAGGTGCTGGACGCTCTGCTGGCCGTATCGGTGGTGATCCACGCCCATTGGTAAGTTATCCG----------------------------------------CTTAAATCCGATCT---------GCT-GCTTTGGA-------------TTCACT---------------------------------TATAAGTTGCAA---ATTC---TTTC-----CAT------------------------------------------------------------------------------TTCAGGGGCGTTGAGGCAATGGTGGTGGACTACATGCGTCCCTCCGTTGTGGGCA

droFic1 scf7180000453800:1756793-
1756971 -

CAGGTTTTGGATGCTCTCCTGGCCGTCTCCGTCGTCATCCACACCCATTGGTAAGATGTTCTGAACATTTTCGACAATAATTATTTTCAAACATTTTTT--------------------------------------------------------------------------TTTTAAATAAGACTTT---T----------------------TTTCAACT------------------------------------------------------------------------------TACAGGGGCGTTGAGGCCATGGTGGTGGACTACATGCGACCCTCGGTTGTGGGCA

droEle1 scf7180000486474:637450-
637511 -

TC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAACT------------------------------------------------------------------------------TACAGGGGCGTTGAGGCCATGGTGGTCGACTACATGCGGCCATCTGTCGTGGGCA

droRho1 scf7180000777205:37196-
37257 -

TT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAACT------------------------------------------------------------------------------TACAGGGGCGTTGAAGCCATGGTGGTGGACTACATGCGGCCCTCTGTCGTGGGCA

droBia1 scf7180000302075:5141701-
5141758 -

CAGGTATTGGACGCCCTCCTGGCCATTTCCGTTGTGATCCACACCCACTGGTAAGTTG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415765:1339387-
1339443 +

CAGGTATTGGACGCCCTGCTGGCCGTCTCCGTCGTTATCCACACCCACTGGTAAGAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droEug1 scf7180000409798:802183-
802386 +

CAGGTATTGGACGCCCTTCTGGCCATCTCCGTCGTCATCCACACCCACTGGTAAGACATCA----------------------------------------------------------------------------------------------------------------------------------------CCCC---ATTC---G----------TAATTGAAAATTCTCCAAATGTTAAGCTTTCTAAGTTAAGAATGTGGTAATCACGATTGGCATTTTTCTATACTCCAAAAACAGGGGCGTTGAAGCCATGGTGGTGGACTACATGCGGCCCTCTGTCGTGGGCA

dm3 chr3R:19585596-19585756 - CAGGTATTGGACGCCCTCATGGCCATCTCTGTCGTCATCCACACCCATTGGTAAGATATCCTTG-AGG-------------------------------AAAATTAAAC----------------------------------------CTTTACT---------------------------------TATATTTTCCTC---ATTC---A------------------------------------------------------------------------------------CCAAACGCAGGGGCGTGGAGGCCATGGTAGTTGACTACATGCGGCCATCTGTCGTTGGAA
droSim2 3r:19136407-19136567 - CAGGTATTGGACGCCCTCATGGCCATCTCTGTCGTTATCCACACCCATTGGTAAGATATCCTTG-AGG-------------------------------CAAATTAAAC----------------------------------------CTTTACT---------------------------------TATATTTTCCTC---ATTC---A------------------------------------------------------------------------------------CCAATCGCAGGGGCGTGGAGGCCATGGTAGTTGACTACATGCGGCCATCTGTCGTTGGAA

droSec2 scaffold_0:19943896-
19944056 -

CAGGTATTGGACGCCCTCATGGCTATCTCTGTCGTCATCCACACCCATTGGTAAGATATCCTTG-AGG-------------------------------CAAATTAAAC----------------------------------------CTTTACT---------------------------------TATATTTTCCTC---ATTC---A------------------------------------------------------------------------------------CCAAACGCAGGGGCGTGGAGGCCATGGTAGTTGACTACATGCGGCCATCTGTCGTTGGAA

droYak3 3R:20492088-20492247 - CAGGTCTTGGACGCTCTTTTGGCCATCTCCGTCGTCATCCACACCCACTGGTAAGATATCCCAA-AGT-------------------------------AAAATCAAAC----------------------------------------TATTATT---------------------------------AATATTTTCCTT---ATTA---A------------------------------------------------------------------------------------CCAA-AACAGGGGTGTTGAGGCCATGGTAGTGGACTACATGCGGCCATCTGTCGTTGGAA
droEre2 scaffold_4820:8458784-

8458943 +
CAGGTATTGGACGCGCTTTTGGCCATCTCCGTCGTCATCCACACTCACTGGTAAGATATC-TTA-AGT-------------------------------GAAATGAAAC----------------------------------------CATTATT---------------------------------GATATATTCCTC---GCTT---G------------------------------------------------------------------------------------CCAAACACAGGGGTGTTGAGGCGATGGTAGTGGACTACATGCGGCCATCTGTCGTTGGCA
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Flybase annnotation

intron [Dvir\GJ22728-in]; CDS [Dvir\GJ22728-cds]; CDS [Dvir\GJ22728-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGGATTGGATATTTAAGCGTGAACAAGGCTACGAAAGTGTCACAACTGAGGTAATTGTGTATTCGAATGCGATGTAAACAACAACTTCATCGATTTGCACCAATTGCAGCTCAAGTGGGTTTGCGACAAATCGCATCACTCGGCTGTCGGCCAATCGTT

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

SRR060681

Argx9_testes_total

M047

female
body

SRR060665

9_females_carcasses_total

SRR060671

9x160_males_carcasses_total

SRR060672

9x160_females_carcasses_total

SRR060676

9xArg_ovaries_total

SRR060683

160_testes_total
SRR2096058

Ovary_Min_98

V116

male
body

V053

head

SRR060663

160_0-
2h_embryos_total

SRR060679

140x9_testes_total

GSM1528803

follicle
cells

SRR060669

160x9_females_carcasses_total

M061

embryo

........................................................................................ATCGATTTGCACCAATTGCAGT................................................. 22 1 1 2.00 2 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0

.......................................................................................CATCGATTTGCACCAATTGCA................................................... 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................GAAAGTGTCACAACTGAG............................................................................................................. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................CATCGATTTGCACCAATTGCAGT................................................. 23 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................TTCATCGATTTGCACCAATTGCAG.................................................. 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

......................................................................................TCATCGATTTGCACCAATTGCAGT................................................. 24 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

........................................................................................ATCGATTTGCACCAATTGCAG.................................................. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TCCTAACCTATAAATTCGCACTTGTTCCGATGCTTTCACAGTGTTGACTCCATTAACACATAAGCTTACGCTACATTTGTTGTTGAAGTAGCTAAACGTGGTTAACGTCGAGTTCACCCAAACGCTGTTTAGCGTAGTGAGCCGACAGCCGGTTAGCAA

**************************************************(((((((.((...(((((.(((((.............)))))))))).)))))))))..**************************************************
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V053

head

SRR060666

160_males_carcasses_total

M027

male
body

SRR060684

140x9_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

SRR060672

9x160_females_carcasses_total

M028

head

SRR060667

160_females_carcasses_total

SRR1106729

mixed
whole
adult body
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_13047:16159742-

16159900 -
dvi_17138 AGGAT---TGGATATTTAAGCGTGAACAAGGCTACGAAAGTGTCACAACTGAGGTAATT--GTGTATTCGAATGCGATG----------------------------TAA----------------ACAA--CAACTTC-------ATCGATTTG-------------------CACCAATTGCAGCTCAAGTGGGTTTGCGACAAATCGCATCACTCGGCTGTCGGCCAATCGTT

droMoj3 scaffold_6540:12467941-
12468094 -

AGAAC---TGGATATTCATGCGAGAGCAGGGCTACGAGAGCATCACCACCGAGGTGAGC--AGGACT---------------C----------------CTCG----CTC----------------AAG---ACTTTGCGAA--------------A-TTGG-CTAA-------TATTCATTGCAGCTGAAATGGGTCTGCGACAAGTCGCATCACTCGGCCGTGGGACAGTCCTT

droGri2 scaffold_15116:1027929-
1028093 -

AGAAC---TGGATATTTAAGCGTGAACAGGGCTATGAGAGTGTTACAACTGAGGTATTT--TGCCAT-----------GCT-G-----ACAATTTATTT--AGCAA--------------------------CTCAGGC------AACTTCTTAC-A-CTTA-------------CACTTACACAGCTGAAATGGGTCTGCGACAAGTCACATCATTCAACCGTAGGTCAATCGTT

droWil2 scf2_1100000004902:2611223-
2611387 -

GCGATCGCTGGATATATCATTATGATTTTGGCTATAAGAGCATGAATACTGAGGTAAGA--TCTTAATCTAATGTT-TG----------------------------TTA----------------ATAA--GTTTGATTAT--------------------CTTGTAT--TTTCTCTCTCTACAGCTTAATTGGGTCTGTGATGAGGCCTACAAGGCGCGTGTGGGTCAATCATT

dp5 2:29935980-29936145 + CCGAT---TGGATATTCATACGGGAGAGCGGCTTCGAGAGCATCACCACGGAGGTGACT--AAT---------------CCAT------------GCCC--TGCAACTTG----------------G-GCATCATCATCAT----CACCATTTTC-CAC-CT-------------TTCCTTTTCAGCTGAATTGGGTCTGTGATAAGTCCCACCAGCCCGCTCTGGGACAGTCCTT
droPer2 scaffold_6:5305136-5305298 + CCGAT---TGGATATTCATACGGGAGAGCGGCTTCGAGAGCATCACCACGGAGGTGACT--AAT---------------CCAT------------GCCC--TGCAACTTG----------------G-GCA-TCATCA--T----CACCATTTTC-CAC-CT-------------TTCCTTTTCAGCTGAATTGGGTCTGTGATAAGTCCCACCAGCCCGCTCTGGGACAGTCCTT
droAna3 scaffold_13340:14974011-

14974164 -
GGAAC---TGGATATTTAATCGGGAAAGTGGCTATGAGAGCATCACCACCGAGGTACCC--TTT---------------CT--------------GACT--TGCTTCCTA----------------ATCA--ACTCTATC------CTCACTT----------------------TATTCCTTTAGTTAAAGTGGGTCTGTGACAAGTCCCACCATCCAGCTGTAGGTCAGTCCTT

droBip1 scf7180000395971:220551-
220705 +

ACTCT---TGGCAATACGAAAGGGAAGAAAACTATGAAAGCATCACAACAGAAGTAAAT--ATT---------------ACAC------------ACAAT-TA----TCA----------------TCGT--TATTTTT----ATCAA--------AAT-AT-------------TGTATATTTAGCTCGATTGGGTCTGCGACGAAGCCTTTAACCTGGCTGTGGGGCAATCCTT

droKik1 scf7180000302666:193404-
193560 -

AGGAC---TGGATCTTCAAGCGGGAGAATGGCTACGAAAGTATCACCACTGAGGTATGC--AAATA--------------CAC----T-------GTCC--TCTAA-CCG----------------ATAG--AGTTATTAGT--------------------GTTGA--------TGTACAACCAGCTCAAGTGGGTCTGCGGCAAATCTCACCACTCTGCGGTGGGTCAGTCCTT

droFic1 scf7180000454126:419366-
419529 +

GGGAT---TGGATTTTCAAGAGAGAAAGTGGCTACGAAAGCATCACCACTGAGGTAAAT--ATATAT---------------A---AT-------TT--TTTA----CAAG-AAAAAAA----TTTG-TTA----------------TCATTAT--------------TATTTTTATTTTTTACAGCTCAAATGGGTTTGTGACAAAGCGCATCATCCAGCAGTTGGGCAATCCTT

droEle1 scf7180000486474:70815-70977
-

AGAAG---TGGATCTACAACTACGATTTTGGCTACAGAAGCATGAACACGGAGGTAAGT--GTGGTT---------------G-----TTAATCAACTC--ATCAA--------------------------CGGTTCT------AACTGTCTATGA-TTAA-------------CTTTTATTTAGCTAAACTGGGTCTGTGACTCGGCGTACAAGGCACGCATTGGCCAGTCCCT

droRho1 scf7180000779431:10750-10922
-

GGGAT---TGGATTTTCCAGAGGGAAAGTGGCTACGAAAGCATTACCACTGAGGTACGATTAAT---------------CAAT------------TAGA--------TTTAA--AACACTTATTTTC-CAA-ATAGTA--T----AAACATTTTA-CCT-TA-------------TCTGACTGCAGCTCAAATGGGTCTGTGACCAATCCCATCATCCGGCAGTGGGCCAGTCCTT

droBia1 scf7180000302402:1200609-
1200770 +

AAGAT---TGGATTTTCAAAAGGGAGAGTGGCTATGAAAGCATCACCACCGAGGTTCTC--AACAA---------------AC--AAT----------TTTTA----TTT----------------AAAA--TACTTAT-TT----ACCTATATC-CCA-CT-------------TCCAACTTCAGCTCAAATGGGTCTGTGACAAATCCCACCATCCAGCAGTTGGTCAATCCTT

droTak1 scf7180000415710:405782-
405944 -

GACAT---TGGATTTTCAAGAGAGAGAGTGGCTACGAAAGCATCACCACCGAGGTAAAC--AAT---------------ATAAATAAC----------TTTTA----TT-----------------AGAA--ATTATATTTT--------------------ATTTAAAATCCTTTTATACTGTAGCTCAAATGGGTCTGCGACAAATCCCACCAACCGGCGGTGGGTCAATCCTT

droEug1 scf7180000409804:1713783-
1713942 +

AAGAT---TGGATCTTCATGAGGGAGAGTGGCTATGAAAGCATTACCACAGAGGTACCA--AACTA---------------AA------------GCCTCTTA----CT---------------TTG-CAA-TTATTA---TACTCAA--------------------AATTTTTTCTTGCTTTAGCTGAAATGGGTCTGCGACAAATCCCATCATCCAGCAGTAGGTCAATCCTT

dm3 chr3R:15426740-15426898 + GGAAT---TGGATTTTTAACAGGGAGAGCGGCTACGAAAGCATTACCACCGAGGTATGA--AGCCATTGAAAAACGTTG----------------------------TTG----------------AAAA--GATTTACAAT--------------------ATAGAAA------ACCCACTTCAGCTCAAATGGGTTTGTGACAAATCGCATCATCCAGCAGTGGGCCAATCCTT
droSim2 3r:5839485-5839647 - GGAAT---TGGATTTTCAACAGGGAAAGCGGCTACGAAAGCATTACCACCGAGGTATAA--AGCCATTGAAAAATGTTA----------------------------CTG----------------AGAA--ACTTTATAAT--------------------ATTGAAAA--CAAACCCACTTCAGCTCAAATGGGTTTGTGACAAATCGCATCATCCAGCAGTGGGCCAATCCTT

droSec2 scaffold_25:350037-350197 - GGAAT---TGGATTTTCAACAGGGAAAGCGGCTACGAAAGCATTACCACCGAGGTATAA--AGCCATTGAAAAATGTTG----------------------------CTG----------------AGAA--ACTTTATAAT--------------------ATTGTAAA--G--AAACCCTTCAGCTCAAATGGGTCTGTGACAAATCGCATCATCCAGCGGTGGGCCAATCCTTdroYak3 3R:4180717-4180873 + GTAGC---TGGATTTTCGACAGGGAGAACGGCTACGAAAGCATCACCACCGAGGTATAA--AGCCATAA-AATATA-TG----------------------------CTG----------------AAGA--AGTGAATACT--------------------ATTGATG------TCCCACTTCAGCTCAAATGGGTCTGTGACAAATCCCCCCATTCAGCAGTGGGCCAATCCTT
droEre2 scaffold_4770:6214317-

6214474 -
GGAGC---TGGATTTTCAACAGGGAGAACGGCTACGAAAGCATCACCACCGAGGTACAA--GGCCATAGGAAACTG-GG----------------------------CTG----------------GAAA--AGCTTATAAT--------------------GTTGACA------TCCCACTTCAGCTCAAATGGATCTGTGACAAGTCCTACCATCCGGCAGTGGGCCAGTCCTT
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AGTTTTAATTGTTAAGTGCTATTATAATTACTTTATGTTTACAAGCAGAATACAAATTAGCAAAATTTGTCATGTATGCAATGCGTTGTGACAACGAGAAAAACATCAACGTGCTGCATACTTGGCAAATTTATATTTTGTTTTGCCAGACATAATCGGAACGGAATCGATAAGCTCCTAACTAATTACAGACT

***********************************.........(((((..(((((.((...((((((((((.(((((((.(((((((((.............)).))))))).))))))).)))))))))).)).)))))))))).............***********************************
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M047

female
body

V116

male
body

SRR060681

Argx9_testes_total

SRR060684

140x9_0-
2h_embryos_total

SRR060659

Argentina_testes_total
SRR2096056

Ovary_Min_46

SRR060666

160_males_carcasses_total

SRR060682

9x140_0-
2h_embryos_total

............................................................................................................ACGTGCTGCATACTTGGCAAATTC.............................................................. 24 1 1 1.00 1 1 0 0 0 0 0 0 0

.................................................................TTTGTCATGTATGCAATGCGTT........................................................................................................... 22 0 2 0.50 1 0 0 1 0 0 0 0 0

..................................................................TTGTCATGTATGCAATGCGTTG.......................................................................................................... 22 0 2 0.50 1 0 1 0 0 0 0 0 0

.......................................................................................................................................................................CGATAAGCTCCTAACTAA......... 18 0 2 0.50 1 1 0 0 0 0 0 0 0

............................................................................................................ACGTGCTGCATACTTGGCAAAA................................................................ 22 1 2 0.50 1 0 0 0 1 0 0 0 0

Anti-sense strand reads

TCAAAATTAACAATTCACGATAATATTAATGAAATACAAATGTTCGTCTTATGTTTAATCGTTTTAAACAGTACATACGTTACGCAACACTGTTGCTCTTTTTGTAGTTGCACGACGTATGAACCGTTTAAATATAAAACAAAACGGTCTGTATTAGCCTTGCCTTAGCTATTCGAGGATTGATTAATGTCTGA

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

#
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Norm Total

SRR060681

Argx9_testes_total

SRR060678

9x140_testes_total

SRR060679

140x9_testes_total

SRR060670

9_testes_total

SRR060680

Â 9xArg_testes_total

SRR060689

160x9_testes_total

SRR060683

160_testes_total

SRR060655

9x160_testes_total

SRR060659

Argentina_testes_total

SRR060657

140_testes_total

V116

male
body

M047

female
body

M027

male
body

SRR060656

9x160_ovaries_total

SRR060654

160x9_ovaries_total

SRR060658

140_ovaries_total

SRR060673

9_ovaries_total

SRR060676

9xArg_ovaries_total

SRR060668

160x9_males_carcasses_total

SRR060666

160_males_carcasses_total

SRR060684

140x9_0-
2h_embryos_total

SRR060674

9x140_ovaries_total

SRR060677

Argx9_ovaries_total

SRR060688

160_ovaries_total

M061

embryo

SRR060664

9_males_carcasses_total
SRR2096014

Ovary_Strain_160_oxidized

SRR2096059

Ovary_Min_164

V047

embryo

SRR060671

9x160_males_carcasses_total

SRR060686

Argx9_0-
2h_embryos_total

SRR060687

9_0-
2h_embryos_total

SRR2096013

Ovary_Strain_9_oxidized

SRR2096060

Ovary_Min_193

SRR2096079
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2h from
15to16 day
old
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mothers

SRR060669

160x9_females_carcasses_total

SRR060667

160_females_carcasses_total

SRR060665

9_females_carcasses_total

SRR1106729

mixed
whole
adult body

.........................................................................................................AGTTGCACGACGTATGAACCGT................................................................... 22 0 2 4889.50 9779 2417 2130 2076 748 809 532 527 231 117 75 70 14 0 3 3 4 4 5 1 0 1 2 2 2 0 1 2 0 0 0 0 1 1 1 0 0 0 0 0

..........................................................................................................GTTGCACGACGTATGAACCGT................................................................... 21 0 2 3067.00 6134 1320 1410 1044 756 434 390 243 237 142 102 32 6 0 5 3 0 1 0 2 0 2 1 1 0 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0

.......................................................................................................GTAGTTGCACGACGTATGAACC..................................................................... 22 0 1 195.00 195 80 43 32 0 31 0 1 1 3 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................TTGCACGACGTATGAACCGT................................................................... 20 0 2 100.00 200 38 40 39 25 19 18 10 8 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TAGTTGCACGACGTATGAACCGT................................................................... 23 0 1 65.00 65 24 21 6 0 7 4 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AAACAGTACATACGTTACGCAA........................................................................................................... 22 0 2 40.00 80 9 38 26 1 4 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CAGTTGCACGACGTATGAACCGT................................................................... 23 1 2 36.50 73 9 19 12 7 10 4 5 3 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................TGCACGACGTATGAACCGT................................................................... 19 0 2 36.00 72 13 19 18 5 3 1 7 2 0 3 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AACAGTACATACGTTACGCAA........................................................................................................... 21 0 2 32.50 65 11 28 20 0 4 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CTAGTTGCACGACGTATGAACCGT................................................................... 24 1 1 27.00 27 3 11 5 0 5 1 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TGTAGTTGCACGACGTATGAACC..................................................................... 23 0 1 26.00 26 13 4 2 0 3 0 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CCAGTTGCACGACGTATGAACCGT................................................................... 24 2 2 22.00 44 0 7 8 8 2 2 3 2 0 0 3 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CGTTGCACGACGTATGAACCGT................................................................... 22 1 2 18.50 37 0 0 0 18 0 3 10 5 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TGTTGCACGACGTATGAACCGT................................................................... 22 1 2 15.50 31 5 6 9 2 4 1 1 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AGTTGCACGACGTATGAACC..................................................................... 20 0 2 12.50 25 3 7 4 0 4 1 3 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

........................................................................................................TAGTTGCACGACGTATGAACC..................................................................... 21 0 1 12.00 12 6 1 2 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................GCACGACGTATGAACCGT................................................................... 18 0 2 11.50 23 3 1 3 5 3 1 3 1 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ACAGTACATACGTTACGCAA........................................................................................................... 20 0 2 11.00 22 4 10 5 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AGTTGCACGACGTATGAA....................................................................... 18 0 2 11.00 22 2 3 0 5 0 1 3 1 5 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................AAAACAGTACATACGTTACGCAA........................................................................................................... 23 1 2 10.50 21 2 11 6 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................TTTGCACGACGTATGAACCGT................................................................... 21 1 2 9.00 18 2 2 6 7 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AGTTGCACGACGTATGAACCG.................................................................... 21 0 2 8.50 17 1 3 3 1 3 2 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GTAGTTGCACGACGTATGAACCGT................................................................... 24 0 1 8.00 8 5 0 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GTTGCACGACGTATGAACC..................................................................... 19 0 2 6.50 13 1 3 5 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................ATTGCACGACGTATGAACCGT................................................................... 21 1 2 6.00 12 2 0 4 4 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................GAGTTGCACGACGTATGAACCGT................................................................... 23 1 2 6.00 12 3 1 3 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

.........................................................................................................AGTTGCACGACGTATGAAC...................................................................... 19 0 2 6.00 12 1 1 0 1 0 3 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CTTGCACGACGTATGAACCGT................................................................... 21 1 2 5.50 11 2 2 1 4 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................GTGTAGTTGCACGACGTATGAACC..................................................................... 24 1 1 5.00 5 0 2 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................CTGTAGTTGCACGACGTATGAACC..................................................................... 24 1 1 5.00 5 2 2 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GTTGCACGACGTATGAAC...................................................................... 18 0 2 5.00 10 1 1 0 4 0 1 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CTAGTTGCACGACGTATGAACC..................................................................... 22 1 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................GGTTGCACGACGTATGAACCGT................................................................... 22 1 2 4.00 8 3 2 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CTGTTGCACGACGTATGAACCGT................................................................... 23 2 2 3.50 7 2 1 1 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................GTTGCACGACGTATGAACCG.................................................................... 20 0 2 3.50 7 1 1 1 3 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GTAGTTGCACGACGTATGAAC...................................................................... 21 0 1 3.00 3 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...........................................................................................................CTGCACGACGTATGAACCGT................................................................... 20 1 2 3.00 6 0 3 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................GTAGTTGCACGACGTATGAACCG.................................................................... 23 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TTAGTTGCACGACGTATGAACCGT................................................................... 24 1 1 2.00 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CCTTGCACGACGTATGAACCGT................................................................... 22 2 2 1.50 3 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................TCAGTTGCACGACGTATGAACCGT................................................................... 24 2 2 1.50 3 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................TAGTTGCACGACGTATGAAC...................................................................... 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TGTAGTTGCACGACGTAT.......................................................................... 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................TGTAGTTGCACGACGTATGAACCGT................................................................... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CTAGTTGCACGACGTATGAAC...................................................................... 21 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ATAGTTGCACGACGTATGAACCG.................................................................... 23 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................ATTAGTTGCACGACGTATGAACCGT................................................................... 25 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................................................................................................CCTAGTTGCACGACGTATGAACCGT................................................................... 25 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CTAGTTGCACGACGTATGAACCG.................................................................... 23 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................................................CCTGTAGTTGCACGACGTATGAACC..................................................................... 25 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................AAAAACAGTACATACGTTACGCAA........................................................................................................... 24 2 2 1.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................CCAGTACATACGTTACGCAA........................................................................................................... 20 1 2 1.00 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0

...................................................................ACAGTACATACGTTACGCAAC.......................................................................................................... 21 0 2 1.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...................................................................ACAGTACATACGTTACGCAACA......................................................................................................... 22 0 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CAGTTGCACGACGTATGAACC..................................................................... 21 1 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........................................................................................................CAGTTGCACGACGTATGAAC...................................................................... 20 1 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................ACTGTTGCACGACGTATGAACCGT................................................................... 24 3 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CCAGTTGCACGACGTATGAACC..................................................................... 22 2 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TCTTGCACGACGTATGAACCGT................................................................... 22 2 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AAACAGTACATACGTTACGC............................................................................................................. 20 0 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.......................................................................................................CCTGTTGCACGACGTATGAACC..................................................................... 22 3 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..................................................................AACAGTACATACGTTACGCAAC.......................................................................................................... 22 0 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................CATTGCACGACGTATGAACCGT................................................................... 22 2 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

............................................................................................................AGCACGACGTATGAACCGT................................................................... 19 1 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TATTGCACGACGTATGAACCGT................................................................... 22 2 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.................................................................AAACAGTACATACGTTACGCAAC.......................................................................................................... 23 0 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.........................................................................................................TTTTGCACGACGTATGAACCGT................................................................... 22 2 3 0.33 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12723:4640706-

4640899 +
dvi_24640 AGTTTTAATTGTTAAGTGCTATTATAATTACTTTATGTTTACAAG---CAGAATACAAATTAGCAAAATTTGTCATGTATGCAATGCGTTGTGACAACGAGAAAAACATCAACGTGCTGCATACTTGGCAAATTTATATTTTGTTTTGCCAGACATAATCGGAACGGAATCGATAAGCTCCTAACTAATTACAGACT

droMoj3 scaffold_6500:10610591-
10610732 +

dmo_330 GGTTTCAATTGTTATTAACATAAGT-TT----TTATGCACATCAGCAACATAATACACATTCACAAAATTTCCCAAGTATGCAATCCGTTGAGATAACACGTACAACATCAACGTGCTGCATACTTGGCATTATTTTGTTATGTTT--------------------------------------------------T

droGri2 scaffold_15126:3596139-
3596145 +

AGTTTTA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droTak1 scf7180000415390:296229-
296267 +

AAATCGGATTGGGAAAAACTTTAAT-ATTT-----------------------------------------------------------------------------------------------------------CTTTAAATT--------------------------------------------------T

droYak3 2R:6574983-6575016 + TT------------------------------------------------------------------------------------------------------AATATCGACGTGGTATATATTT-----------ATTGTATGT--------------------------------------------------T
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:330449-330470
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12723:4640706-4640899
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24640.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:10610591-10610732
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_330.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:3596139-3596145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415390:296229-296267
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:6574983-6575016


ID:

dvi_24664

Coordinate:

scaffold_12928:3398799-3398901 +

Confidence:

Candidate

Class:

Unknown

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

Repeatable elements

Name Class Family Strand

(TG)n Simple_repeat Simple_repeat +

mature

1. scaffold_12726:816908-816928 +
2. scaffold_12758:342043-342063 +
3. scaffold_12822:1119660-1119680 +
4. scaffold_12822:4033886-4033906 +
5. scaffold_12855:9847481-9847501 +
6. scaffold_12875:12947072-12947092 -
7. scaffold_12875:13299706-13299726 +
8. scaffold_12875:20187026-20187046 -
9. dvi_24664  scaffold_12928:3398813-3398833 +

10. scaffold_12963:5246569-5246589 +
11. scaffold_12963:7217159-7217179 +
12. scaffold_12963:16597538-16597558 +
13. scaffold_12963:17325684-17325704 +
14. scaffold_12970:3332702-3332722 +
15. scaffold_12970:11313371-11313391 +
16. scaffold_13042:531032-531052 +
17. scaffold_13047:10628279-10628299 -
18. scaffold_13047:11166811-11166831 -
19. scaffold_13047:11403819-11403839 +
20. scaffold_13047:14454651-14454671 +
21. scaffold_13047:15474266-15474286 -
22. scaffold_12723:5713885-5713905 -
23. scaffold_12855:635138-635158 -
24. scaffold_12963:5720813-5720833 -
25. scaffold_12963:8834846-8834866 -
26. scaffold_12970:10307861-10307881 -

star

Sense Strand Reads

hide 3p reads  show mid mismatch reads

GCGAAACGCTCAAAAAAATACTTGAGAAGGCGTTGCAAGGCAGTCAGATGTTTGTGTTTGTGGGTGTGTGTGTTTGTGTGCGTGTGGCTGTTTAATCACGATTTTGGTTGCTTGCGATTGCATATGCTCTCACGCACACGCATGCCAAGCACATTTAATCAGACGCTTCACGCCCTTAATATACCGCCCCCTTCACCAAATAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M047

female
body

SRR060687

9_0-
2h_embryos_total

SRR060662

9x160_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

SRR2096059

Ovary_Min_164

SRR060673

9_ovaries_total

SRR060685

9xArg_0-
2h_embryos_total

SRR060656

9x160_ovaries_total

SRR060670

9_testes_total

SRR060676

9xArg_ovaries_total

SRR060675

140x9_ovaries_total
SRR2096060

Ovary_Min_193

SRR060681

Argx9_testes_total

SRR2096026

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096038

embryo_0-
2h from 14
day old
Strain 9
mothers

SRR2096080

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060680

Â 9xArg_testes_total

SRR060655

9x160_testes_total

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR2096081

embryo_0-2h
from 15to16
day old
nondysgenic
mothers

SRR060674

9x140_ovaries_total

SRR060679

140x9_testes_total

SRR060677

Argx9_ovaries_total

SRR1106729

mixed
whole
adult body

SRR060654

160x9_ovaries_total

SRR060665

9_females_carcasses_total

SRR060661

160x9_0-
2h_embryos_total

SRR060678

9x140_testes_total

SRR060686

Argx9_0-
2h_embryos_total

SRR2096055

Ovary_Min_43

SRR2096057

Ovary_Min_50

SRR2096072

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

V053

head

................................................................TGTGTGTGTTTGTGTGCGTGT...................................................................................................................... 21 0 20 4.65 93 0 19 11 14 1 8 7 10 2 2 2 0 0 3 0 1 0 2 2 2 3 0 2 0 0 0 0 1 0 0 0 1 0

................................................................TGTGTGTGTTTGTGTGCGTG....................................................................................................................... 20 0 20 1.55 31 1 4 10 0 0 2 0 1 0 1 1 1 0 1 4 3 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGTGTGTGTTTGTGTGCGTGTG..................................................................................................................... 22 0 19 1.11 21 0 4 2 2 0 1 1 0 3 1 1 0 1 0 0 0 2 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0

..................................................................TGTGTGTTTGTGTGCGTGTG..................................................................................................................... 20 0 20 0.60 12 0 0 1 2 0 4 2 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................................TGTGTTTGTGTGCGTGTG..................................................................................................................... 18 0 20 0.25 5 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGTGTGTGTTTGTGTGCGT........................................................................................................................ 19 0 20 0.20 4 0 2 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

...............................................................GTGTGTGTGTTTGTGTGCGT........................................................................................................................ 20 0 20 0.10 2 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................TGTGTGTGTTTGTGTGCG......................................................................................................................... 18 0 20 0.10 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................................................TGTGTTTGTGGGTGTGTG..................................................................................................................................... 18 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

...............................................................GTGTGTGTGTTTGTGTGCGTG....................................................................................................................... 21 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

...............................................................GTGTGTGTGTTTGTGTGCG......................................................................................................................... 19 0 20 0.05 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

..................................................................TGTGTGTTTGTGTGCGTGT...................................................................................................................... 19 0 20 0.05 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CGCTTTGCGAGTTTTTTTATGAACTCTTCCGCAACGTTCCGTCAGTCTACAAACACAAACACCCACACACACAAACACACGCACACCGACAAATTAGTGCTAAAACCAACGAACGCTAACGTATACGAGAGTGCGTGTGCGTACGGTTCGTGTAAATTAGTCTGCGAAGTGCGGGAATTATATGGCGGGGGAAGTGGTTTATC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060686

Argx9_0-
2h_embryos_total

SRR060682

9x140_0-
2h_embryos_total

SRR060684

140x9_0-
2h_embryos_total

SRR060658

140_ovaries_total
SRR2096014

Ovary_Strain_160_oxidized

SRR060654

160x9_ovaries_total

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droVir3 scaffold_12928:3398749-

3398951 +
dvi_24664 GCG--A--AACGCT--C---AAAAAA--------------ATACTTGAG---AAGGCGTT-----GCAAGGCAGT------------------CAGATGTTT----------GTG--------TTTGT--GGGTGTGT----GTGTTTGTGTGC------------GTGTGGCT----GTTTAA----TCACG-ATTTTGGTTGCTTGCGATTGCATATGCTCTCACGCACAC--------------------------GCATGCCAAGCACATTTAATCAGACGCTTCACGC--CCTTAATATACCGCCCCCTTCAC---CAAATAG

droMoj3 scaffold_6308:3309730-
3309943 +

GTG--A--AACGTT--C---AAATGA--------------ATACGTGAG---AAGGCGTT-----GCAAGGCAGTCAGTCACATACGCACACATACATACA------CATTCGTG--------TGCGTGTG------TGTGTGTGTGTGTGTGTGC----------ATGT------------AA----TCGCCTT-TTTGACTGTCTGCCATTGCATTTGCGCACAC--------------------------------GCATGCAAAGCACATTTAATCAAGCGACTCGTGGCGCCCT-CTACGTTGAA---TTTGCCCCTTCTGCT

droGri2 scaffold_14853:46132-46338
-

GCT--A--AAAGTG--A---AAAGTAAT--------------ATTTAAGCTCAAAACATAATTT-GCAGGGTTGT------------------TATTTCATT----TTATTTC--------TGAGTGATTT------TTTTTTGCTGAGTGTAGCC----------ATGT------------AA----TCATCTGCTTTGGCTGCTTGTCATTGCATTTGCGCACACAC------------------------------GCATGCAAAGCACATTTAATCAGGCGCCTCACCT--CCTCTCAATACCAATCCCCCCCC---CCCCCCA

droWil2 scf2_1100000004590:2619044-
2619152 -

GTA--A--TATGCA--T---AATGTAATTCCATTTGT-----TGGTTGG---ATGG-------------------------------------TAAGTGTAT----------GTG--------TATGT--G----------TATGTGTGTGTGTGT----------GTGT------------GT----ATGCA-GGTGTGAGAT---GTTAGTACCTTTTGAT---------------------------------------------------------------------------------------------------------

dp5 XL_group1a:2347751-2347806
-

CAC--A--CACA------------C-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGCACATTTAATCAACCAC--CGTGG--CCTT-ACACGCCGACAGGTTCAC----------

droPer2 scaffold_28:784117-784257 - GTG--G--AG------------------------------------------------------------------------------------------------------ACG--------CACGC--T----------TATGTGTGTGTGTGT----------GCGT------------AA----TCGCC-ATTTCGGGTCGTTGTCATTGCATTTTCACGCTCGCGCACACACACACAC--ACA-----------------CAAGCACATTTAATCAACCAC--CGTGG--CCTT-ACACGCCGACAGGTTCAC----------
droAna3 scaffold_13335:48756-48806

-
CGG--T--CTCA-----------------------------------------------------------------------------------TATG--T----------GTG--------TGT--TAG------GGTGTGGATGTGTGTGTGT----------GTGTGTTT----GT----------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000394524:14244-
14398 -

ATG--G--C-------------------------------GTAC-----GTGAAGGACTCGCCC---AG-AAT--------------------TTT----------------GCG--------TATCTTTG------TGTGCGAGTGTGTGTGCGT----------GTGT------------AA----TCTCCTGTTTCGGGTTGTTGTCATTGCATTTTCACGCTCCCACAGACACACACACAACCATACGCAC----GAAGGCAAA--ACATTTAATCA-----------------------------------------------

droKik1 scf7180000302685:688109-
688180 +

GGT--G--T-------------------------------------------------------------------------------------------------------GT------------GTGTG------TGTGTGTGTGTGTGTGTGT----------GTGTGCTTACCTGTTTTAAAAGACAC-TTTTTTAGTTTATTG------------------------------------------------------------------------------------------------------------------------

droFic1 scf7180000454077:2092071-
2092232 -

GCG--T--AACGTT--ACCCAACGTAAT---------GGCAAAC-----GTGAAGGCATCGCCCT-CCGAAAT--------------------TGTGTGTGTCTGGGCATCCG--------TGTGTGCAGA------TGTGTGTGTGTGTGTGTGT----------GCGT------------AA----TCGCCTTTTTTGGGCTGTTGTCATTCCATTTTCACGCTTCCCCACACACTCACAC-------------------------------------------------------------------------------------

droEle1 scf7180000491023:1671281-
1671409 +

TGT--G--T-------------------------------------------------------------------------------------------------------GTG--------TGT--GTG------T----GTGTGCGTGTGTGT--GTGC----GAGTATCT----GTGTGA-----------------GTATATGTGTGGGCAGCTGTGTGTCTGTGAT--AAGACATATGTCTGTGCGCCTAAATGCAGGCTATGCA-----AACCAAGCGCCTCA--------------------------------------

droRho1 scf7180000763611:303251-
303391 -

ACC--T--AACG------------TAAT---------GACATAC-----GTGAAGGCATGGCGCC-CCG-AAT--------------------CTCGTG----------------------TGTGTGCTTG------TGTGTTTGTATGTGTGTGT----------GCGT------------AA----TCGCCTTTTTCGGGTTGTTGTCATTGCATTTTCACGCTCGCACACACACT------------------------------ACACACGCA---------------------------------------------------

droTak1 scf7180000414555:39194-
39312 +

ACC--T--AACG------------TAAT---------GGCGTAC-----GTGAAGGCATCGCCCT-CAAAAAT--------------------C----------------------------------TTG------TGTGCGTGTGTGTCTGTGT----------GCGT------------AA----TCGCCTTTTTCGGGTTGTTGTCATTGCATTTTCACGCTCGCACACACA--------------------------------------------------------------------------------------------

droEug1 scf7180000409110:379361-
379411 +

GTC--A--GAAGA---------------------------------------------------------------------------------------CC----------ATG--------TGTGT--GTGTGTGT----GTGTGTGTATGT------------GTGTGCTA---------------------GTTT---------------------------------------------------------------------------------------------------------------------------------

dm3 chrX:20880381-20880482 + TGC--A--AACACTCAT---GAAGTGCACGTGGCCAT-----TGCCAAA---AAGACACA-----GGCGCGCAAC------------------TATATACGT------AT--GT----------ATGT--GTGTGTAT----GAGCATGTCTAT------------GTGTGTTT---------------------------------GT-----------------------------------------------------------------------------------------------------------------------
droSim2 x:9566569-9566615 - GTG--T--GCCCT----------------------------------------------------------------------------------T----------------GT----------AGGTGTG--TGTGT----TCGTCTGTGTGTGT----------GTGTGTT--------TA-------------------------------------------------------------------------------------------------------------------------------------------------
droSec2 scaffold_73:5166-5231 - CGGTGCGAAACACT--T---AA----------------------------------------------------T------------------G------------------ATG--------TGC--TTG------TGTGTGTGAGTGTGTGTGCTGGTGCTGTGTTGTGTT--------TA-------------------------------------------------------------------------------------------------------------------------------------------------

droYak3 X:13386394-13386497 - TGT--G--T-------------------------------------------------------------------------------------------------------GTGCGTGTGTGTGTGCGTG------TGTGTGTGCGTGTGTGTGT----------GCGT------------AA----TCGCTTTTTTCGGTCTGTTGTCATTGCATTTTCACGCTCGCACACACACAAACAC-------------------------------------------------------------------------------------
droEre2 scaffold_4690:15747088-

15747137 -
GTG--T--GT------------------------------------------------------------------------------------------------------GTGTGTGTGTGTGTGAG--------G------------CTGTG--------------------------------------TATTTTGCGTGTGTGCAAGTG------------------------------------------------------------------------------------------------------------------

Generated: 08/16/2015 at 02:18 PM

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

crit.total
crit.pairing

crit.top3
crit.tptop3

crit.uri
crit.back

rescue.total
rescue.dominant

rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0
0
0
0
0
1
1
0
0
1
0
1
0
0
1
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:9847481-9847501
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http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24664.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:3398813-3398833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:5246569-5246589
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:7217159-7217179
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:16597538-16597558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:17325684-17325704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:3332702-3332722
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:11313371-11313391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:531032-531052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:10628279-10628299
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:11166811-11166831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:11403819-11403839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:14454651-14454671
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:10307861-10307881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:3398749-3398951
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24664.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6308:3309730-3309943
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:46132-46338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004590:2619044-2619152
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:2347751-2347806
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394524:14244-14398
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302685:688109-688180
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454077:2092071-2092232
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491023:1671281-1671409
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000763611:303251-303391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414555:39194-39312
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:15747088-15747137


ID:

dvi_24644

Coordinate:

scaffold_12875:10507178-10507231 +

Confidence:

candidate

Class:

MiRNA

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 [Dvir\GJ21763-in]; CDS [Dvir\GJ21763-cds]; CDS [Dvir\GJ21763-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AATACCGCAGGCATCAGTGGATCCCGAGCAGGTTATGACCAATCTGCATGGTAAGTGGCGCATAAAACGGCTCAAAAGAGTTCCACTAATGTCTTGATTTGCAGATCCCCAGAAGTCGATAGCAGTTGTCAATGAGGTGCAAAAGGCGTCTGCC

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

#
Mismatch

Hit
Count

Total
Norm Total

SRR060661

160x9_0-
2h_embryos_total

SRR1106730

embryo_16-
30h

V047

embryo

GSM1528803

follicle
cells

SRR1106722

embryo_10-
12h

SRR2096058

Ovary_Min_98

M047

female
body

SRR060654

160x9_ovaries_total

SRR060658

140_ovaries_total

SRR060663

160_0-
2h_embryos_total

SRR060664

9_males_carcasses_total

SRR060666

160_males_carcasses_total

SRR060674

9x140_ovaries_total

SRR060675

140x9_ovaries_total

SRR060676

9xArg_ovaries_total

SRR060678

9x140_testes_total

SRR1106725

embryo_14-
16h

SRR1106726

embryo_14-
16h

SRR2096014

Ovary_Strain_160_oxidized

SRR2096059

Ovary_Min_164

SRR2096079

embryo_0-
2h from
15to16 day
old
dysgenic
mothers

SRR060672

9x160_females_carcasses_total

V116

male
body

SRR060687

9_0-
2h_embryos_total

...ACCGCAGGCATCAGTGGATCCCGAG.............................................................................................................................. 25 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GATAGCAGTTGTCAATGAGGT................ 21 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0

..................................................GTAAGTGGCGCATAAAACGGCTCAA............................................................................... 25 0 1 2.00 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................TTATGACCAATCTGCATG........................................................................................................ 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

....................ATCCCGAGCAGGTTATGACCAATCTGC........................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

..........................................................................................................CCCCAGAAGTCGATA................................. 15 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

............................................................................................................................GTTGTCAATGAGGTGCAAAAGGCGTCT... 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GATAGCAGTTGTCAATGAGGTG............... 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

................................................................................TTCCACTAATGTCTTGATTTGCAGA................................................. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

..................................................GTAAGTGGCGCATAAAACGGCTCA................................................................................ 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

..................................................GTAAGTGGCGCATAAAACGGCTCAAA.............................................................................. 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................GATAGCAGTTGTCAATGAGGTGC.............. 23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................................................................GTCAATGAGGTGCAAAAGGC....... 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.............................................................................................................................TTGTCAATGAGGTGCAAAAGGCGTC.... 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

...............................................................................GTTCCACTAATGTCTTGATTTGCAG.................................................. 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....CGCAGGCATCAGTGGATCCC................................................................................................................................. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

......................................................................................................................ATAGCAGTTGTCAATGAGGT................ 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

......................CCCGAGCAGGTTATGACCA................................................................................................................. 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................GAGGTGCAAAAGGCGTCT... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

........AGGCATCAGTGGATCCCGAGC............................................................................................................................. 21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

........................................................................................................................AGCAGTTGTCAATGAGGTGCAA............ 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

....................ATCCCGAGCAGGTTATGA.................................................................................................................... 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

TTATGGCGTCCGTAGTCACCTAGGGCTCGTCCAATACTGGTTAGACGTACCATTCACCGCGTATTTTGCCGAGTTTTCTCAAGGTGATTACAGAACTAAACGTCTAGGGGTCTTCAGCTATCGTCAACAGTTACTCCACGTTTTCCGCAGACGG

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

Species Coordinate ID Alignment
droVir3 scaffold_12875:10507128-

10507281 +
dvi_24644 AATACCGCAGGCATCAGTGGATCCCGAGCAGGTTATGACCAATCTGCATGGTAAGTGG---CGCAT-AAAAC--GGC-TCAAAAGAGTT-C-------------------------CA-CTAAT----G-TC--TTGATTTGCAGATCCCCAGAAGTCGATAGCAGTTGTCAATGAGGTGCAAAAGGCGTC---TGCC

droMoj3 scaffold_6496:16472909-
16473070 -

AATACCGCAGGCATCCGTGGATCCGGAGCAAGTTATGACCAATCTGCATGGTAAGTGAATGAGTCA-CAAAT------------G---G-T------TCTTCA-TTTTCTCAC---TT-TCCCT----T-CCCTTCTCGTTGTAGATCCCCAGAAATCAATCGCTGTTGTCAATGAGGTGCACAAGGCTTC---TACC

droGri2 scaffold_15245:3627002-
3627171 +

AATACCGCAAGCATCTGTGGATCCCGAGCAGGTTATGACCAATCTGCATGGTGAGTGG---CGCTC-AACTCAATCC-AAAAACAACTG-CAACATTATATAT-----CT------CAAT-TTC------TC-ACCATTTTGTAGATCCCCAGAAGTCAATTGCTGTCGTCAATGAGCTACAGACGGCATC---GCCC

droWil2 scf2_1100000004514:2790755-
2790919 +

dwi_108 GATAACCCTAACCTCCATGGATCCGGAGGAGGTGCTAACGAATTTAAATGGTAGAGTG---ATTTT-CAAAT------------GATTG-A------AG-TTGAATTTTTGATTCATT-TGATT----A-TCTTTTTTCTTACAGATCCTCAAAAATCTACTGCTACTGTGGATGAAATACAAAAAGCATC---AGCT

dp5 3:10647546-10647708 + GATTACCCTGACCTCAATGGACCCCGAGGAGGTTATGATTAATCTGAACGGTAGGTTG---CCCTCTTTTTTTTTAT-TGA--TGATGCTTGA-------TCT-------------AA-CAAATATTTA-AT-CCTGCCAAATAGATCCACAGAAATCGATAGCCAGCGTGGACGAAATTAAGCAAGCGTC------C
droPer2 scaffold_4:5976703-5976864 + GATTACCCTGACCTCAATGGACCCCGAGGAGGTTATGATTAATCTGAACGGTAGGTTG---CCCTC-TTTTTTTTAT-TGA--TGATGCTTGC-------TCT-------------AA-CAAATATTTG-AT-CCTGCCCAATAGATCCACAGAAATCGATAGCCAGCGTGGACGAAATAAAGCAAGCGTC------C
droAna3 scaffold_13266:10620824-

10620985 +
AATAACTCTCACCTCTATGGATCCCGATGATATTATGCCCAATCTTAATGGTATGTGT---TTTTA-TTTATAAACT-CAAAGGT-TCA-C------AATTCT-------------AA-TTATT----G-TA-TTTCTTCAACAGATCCGCAAAAATCAACAGCTAGCGTCGATGAAATCAGACATGCATC---CGGT

droBip1 scf7180000396428:1048100-
1048262 +

GATAACTCTCACCTCTATGGATCCTGATGATATCATGCCCAATCTTAATGGTTTGTGT---TTTCT-TTATTTAAAC-TGGAAAGTTCC-C------CATTAT-------------AA-TCATT----A-TA-TTCCTTCGACAGATCCTCAAAAATCAACAGCTAGCGTAGATGAAATCAGACATGCATC---CGGT

droKik1 scf7180000302385:312724-
312878 -

GATCACGCTTACGTCCATGGATCCCGATGATATTATGCCCAATCTTAATGGTTAGTAG---AGACT-AAATT--CCT-TTTAAACTTTG-T--------TTCT-------------AA-CTTCT----G--T-TACCTCCATTAGATCCCCAGAAATCCACAGCCAGCGTGGATGAAATCCGACAAGCCTC------C

droFic1 scf7180000453948:1887848-
1888006 +

GATCACGCTCACGTCCATGGATCCCGATGATATTATGCCAAACTTAAATGGTGAGAAA---AC-TA-TTAGTACTTT-AATATATTCTG-C------GATTCT-------------AA-AGTGT----T-TT-TTTCTCCACCAGATCCCCAGAAGTCTACAGCAACTGTGGATGAAATCAAACATGCTTC---A---

droEle1 scf7180000491214:699049-
699208 +

GATCACACTTACGTCCATGGATCCTGACGATCTTATGCCCAATTTGAATGGTAAGTGT---TTTAA-CTTATACTTTTTCTGATGATGG-C------AATTCT-------------AA-TTAAT----G-AT-TTCCTCTAACAGATCCCCAAAAATCAACAGCCACTGTGGATGAAATCAAACATGCTTC-------

droRho1 scf7180000777956:234978-
235141 +

GATCACACTGACGTCCTTGGATCCTGACGATCTTATGCCCAATTTGAATGGTTAGAGT---TATTA-CTTTTGGGCCTTCTAAAGCTTG-C------CATTCT-------------AA-TTTAT----G-GT-TTTATTTTACAGATCCCCAAAAATCGACCGCCACTGTGGATGAAATCAAACATGCCTC---AAGT

droBia1 scf7180000301754:3018123-
3018281 +

GATCATACTTACATCAATGGATCCTGACGAT---ATGCCCAACTTGAACGGTTAGTAC---AACCA-CTTTTACATC-TGTGAATATAG-A------AATTCA-------------TA-TCCAT----G-CT--CTGCCCAACAGATCCCCAAAAATCCACAGCTAGTGTGGATGAAATCAAACGTGCTTC---GTCC

droTak1 scf7180000415138:156074-
156233 +

GATCGTACTTACGTCAATGGATCCCGACGATATTATGCCGAATTTAAATGGTTAGTCA---TATCA-CTTTTAATTA-AATGAACATTT-T------GATTCT-------------AA-TGATT----G-GTTTCCCCGTCGCAGATCCCCAGAAATCCACAGCCAGTGTCGATGAAATCAAGCAGGCTTC-------

droEug1 scf7180000409672:1544604-
1544766 +

GATTACACTTACATCTATGGATCCAGACGATATTATGCCTAATTTAAACGGTTAGTAG---TTTTA-CTTATCATTT-AATAAATATCG-T------TGTTTT-------------AA-TTAAC----A-CT-TTCGTCTACCAGATCCCCAGAAATCCACAGCTAGCGTGGATGAAATCATGCATGCTTC---AGCT

dm3 chr2R:13562224-13562381 - GATCACCCTTACGTCCATGGATCCCGACGATATTATGCCGAATTTGAACGGTTAGTAC---TAATA-TTTATTTTCC-TAGGAATATTG-TGG-------TTT-------------AA-TATTC----G-CA-TTTCGTTGACAGATCCCCAAAAGTCTACGGCCAGTGTAGATGAAATCAAATATGCTTC-------
droSim2 2r:14254546-14254703 - dsi_6185 GATCACCCTAACGTCCATGGATCCCGACGATATTATGCCCAATTTGAACGGTTAGTAC---TAACA-TTTATTTTTC-TAGGAATATTG-TGG-------TTT-------------AA-TAAAC----G-CA-TTTCCTCGACAGATCCCCAAAAATCTATGGCCAGTGTAGATGAAATCAAAAAGGCTTC-------
droSec2 scaffold_1:11061458-11061615

-
GATCACCCTAACGTCCATGGATCCCGACGATATTATGCCCAATTTGAACGGTTAGTAC---TAACA-TTTATTTTTC-TAGGAATATTG-TGG-------TTT-------------AA-TAAAC----G-CA-TTTCCTCGACAGATCCCCAGAAATCTATGGCCAGTGTAGATGAAATCAAAAAGGCTTC-------

droYak3 2R:15621458-15621620 + GATCACCCTTACGTCCATGGATCCCGACGATATTATGCCCAATTTGAACGGTTAGTAC---TATTA-TTTATTGTTC-TAAGAATGTTG-T------GGTTTT-------------AA-TACGC----G-CT-TTAATTCCACAGATCCCCAGAAATCGATAGCAAGTGTGGATGAAATCAATCAGGCTTC---AGCT
droEre2 scaffold_4845:7791666-

7791831 -
GATCACCCTTACGTCGATGGATCCCGACGATATTATGCCCAATTTAAACGGTTAGTAC---TCTTA-CTTATTGTTC-TAAGAATATTG-TGG-------TTT-------------AT-TAAAC----GCTA-TTAATTCGACAGATCCGCAGAAATCTACAGCCAGTGTAGATGAAATCAAACATGCTTCATCTCCC
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