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TGCAGTACTATCTGCAGCCGTAACAATGGACTCTAGTGTACCTGAACTGCTCTTCATATCAGATTCCGTGTTGAGTATTGGGTTTAGCTCAATGTGTGACAAATTCGGTTCTAGAGAGGTTTTTGTGGTGTATTATCAAGTGGTCGTGAACAAGTTCGTACATATGTATCACCCACTTAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

M043

female
body

V120

male
body

M026

head

V046

embryo

V058

head

SRR1275484

Male
prepupae

V052

head

SRR1275488

Male
larvae

GSM1528802

follicle
cells

SRR1275486

Male
prepupae

...................................................................................................CAAATTCGGTTCTAGAGAGGTTT.......................................................... 23 0 3 71583.33 214750 136605 52642 15257 3719 2727 1915 874 586 395 12 18

...................................................................................................CAAATTCGGTTCTAGAGAGGTT........................................................... 22 0 3 7005.67 21017 8552 5805 3402 2345 168 478 61 160 32 12 2

...................................................................................................CAAATTCGGTTCTAGAGAGGTTC.......................................................... 23 1 3 2283.00 6849 6785 16 7 34 2 4 1 0 0 0 0

....................................................................................................AAATTCGGTTCTAGAGAGGTTT.......................................................... 22 0 3 1531.33 4594 327 4141 89 3 16 13 2 3 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTTTT......................................................... 24 0 2 1454.00 2908 1075 766 862 36 81 57 10 12 6 3 0

...................................................................................................CAAATTCGGTTCTAGAGAGGT............................................................ 21 0 3 1356.67 4070 964 1188 1335 276 34 153 51 49 20 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGG............................................................. 20 0 3 407.67 1223 110 392 590 49 10 32 25 10 5 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTC........................................................... 22 1 3 171.67 515 470 4 8 29 1 3 0 0 0 0 0

....................................................................................................AAATTCGGTTCTAGAGAGGTT........................................................... 21 0 3 166.00 498 12 459 16 8 1 2 0 0 0 0 0

.....................................................................................................AATTCGGTTCTAGAGAGGTTT.......................................................... 21 0 3 113.00 339 56 252 28 0 0 3 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAG.............................................................. 19 0 3 96.33 289 13 69 167 2 3 14 13 7 1 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGC............................................................ 21 1 3 68.67 206 182 1 6 15 1 1 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTTTA......................................................... 24 1 3 64.67 194 35 115 29 0 6 6 1 2 0 0 0

..................................................................................................ACAAATTCGGTTCTAGAGAGGTTT.......................................................... 24 0 3 50.33 151 100 44 3 1 3 0 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTTG.......................................................... 23 1 3 48.67 146 126 11 2 5 0 1 0 1 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTTTTT........................................................ 25 0 2 41.00 82 16 28 31 1 3 3 0 0 0 0 0

....................................................................................................AAATTCGGTTCTAGAGAGGTTTT......................................................... 23 0 2 37.50 75 12 52 9 0 0 2 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTTTC......................................................... 24 1 3 34.33 103 63 15 3 18 1 1 0 2 0 0 0

.......................................................................................................TTCGGTTCTAGAGAGGTTT.......................................................... 19 0 3 31.67 95 39 53 3 0 0 0 0 0 0 0 0

....................................................................................................AAATTCGGTTCTAGAGAGGT............................................................ 20 0 3 30.67 92 0 81 9 2 0 0 0 0 0 0 0

........................................................................................................TCGGTTCTAGAGAGGTTT.......................................................... 18 0 3 27.00 81 16 65 0 0 0 0 0 0 0 0 0

......................................................................................................ATTCGGTTCTAGAGAGGTTT.......................................................... 20 0 3 26.00 78 32 39 7 0 0 0 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTTA.......................................................... 23 1 3 22.67 68 11 41 11 0 0 1 1 3 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGA............................................................... 18 0 3 17.67 53 6 31 5 0 1 4 2 4 0 0 0

....................................................................................................AAATTCGGTTCTAGAGAGG............................................................. 19 0 3 12.00 36 0 33 3 0 0 0 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTA........................................................... 22 1 3 11.33 34 6 16 11 0 0 1 0 0 0 0 0

.....................................................................................................AATTCGGTTCTAGAGAGGTT........................................................... 20 0 3 10.33 31 3 22 6 0 0 0 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGG............................................................ 21 1 3 9.33 28 5 2 2 19 0 0 0 0 0 0 0

..................................................................................................ACAAATTCGGTTCTAGAGAGGTT........................................................... 23 0 3 9.00 27 13 11 0 2 0 1 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTG........................................................... 22 1 3 7.00 21 0 17 0 4 0 0 0 0 0 0 0

....................................................................................................AAATTCGGTTCTAGAGAGGTTC.......................................................... 22 1 3 6.33 19 18 1 0 0 0 0 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTTTAA........................................................ 25 2 3 5.00 15 0 9 4 0 0 1 1 0 0 0 0

....................................................................................................AAATTCGGTTCTAGAGAGGTTTA......................................................... 23 1 3 4.67 14 1 13 0 0 0 0 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTTTTTT....................................................... 26 1 2 4.00 8 1 1 5 0 1 0 0 0 0 0 0

.....................................................................................................AATTCGGTTCTAGAGAGGTTTT......................................................... 22 0 2 3.00 6 2 2 2 0 0 0 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGA............................................................ 21 1 3 3.00 9 0 5 4 0 0 0 0 0 0 0 0

....................................................................................................AAATTCGGTTCTAGAGAGGTTG.......................................................... 22 1 3 3.00 9 0 9 0 0 0 0 0 0 0 0 0

.......................................................................................................TTCGGTTCTAGAGAGGTTC.......................................................... 19 1 3 2.67 8 8 0 0 0 0 0 0 0 0 0 0

....................................................................................................AAATTCGGTTCTAGAGAGGTTTTT........................................................ 24 0 2 2.50 5 0 4 1 0 0 0 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGGC........................................................... 22 2 3 2.33 7 7 0 0 0 0 0 0 0 0 0 0

.....................................................................................................AATTCGGTTCTAGAGAGGT............................................................ 19 0 3 2.33 7 0 7 0 0 0 0 0 0 0 0 0

..................................................................................................ACAAATTCGGTTCTAGAGAGGTTC.......................................................... 24 1 3 2.33 7 7 0 0 0 0 0 0 0 0 0 0

...................................................................................................CAAATTCGGTTCTAGAGAGGTCC.......................................................... 23 2 3 2.00 6 6 0 0 0 0 0 0 0 0 0 0

....................................................................................................AAATTCGGTTCTAGAGAGGTTA.......................................................... 22 1 3 2.00 6 0 6 0 0 0 0 0 0 0 0 0

.....................................................................................................AATTCGGTTCTAGAGAGG............................................................. 18 0 3 2.00 6 1 4 0 1 0 0 0 0 0 0 0

.................................................................................................GACAAATTCGGTTCTAGAGAGGT............................................................ 23 0 3 1.67 5 3 1 0 0 1 0 0 0 0 0 0

Anti-sense strand reads

ACGTCATGATAGACGTCGGCATTGTTACCTGAGATCACATGGACTTGACGAGAAGTATAGTCTAAGGCACAACTCATAACCCAAATCGAGTTACACACTGTTTAAGCCAAGATCTCTCCAAAAACACCACATAATAGTTCACCAGCACTTGTTCAAGCATGTATACATAGTGGGTGAATT
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 v2_chrUn_157:2242-2421 + dya_1819 TGCAGTACTATCTGCAGCCGTAACAATGGACTCTAGTGTACCTGAACTGCT-----------------CTTC-------------------ATATCAGATTCCG---T--GTTGAGTATTGGGTTTAGCTCAATGTGTGACAAATTCGGTTCTAGAGAGGTTTTTGTGGTGTATTATCAA-------------------------------------------------------------------------------------------------------------------------GTGGTCGTGAACAAGTTCGTACATATGTATCACCCACTTAA
droEre2 scaffold_4770:2882455-

2882640 -
der-mir-
10

CTACCCT-----------------------------------------------------------------GTAGATCCGAATTTGTTTTATACTAGCTTTAAGGA---------------------------------CAAATTCGGTTCTAGAGAGGTTTGTGTGGTTCAATATCCATCGG-AAA----------AGTGA----AGCTGATGTCAAGCGGAAAAGTGATTTTCATTTAAGTTTAAAGCAAAAAAA-------------------------------------------GTTGTCGTGACCAAATTCGTGCATATGTATTACCCACTTGA

droSec2 scaffold_51:183605-183751 - AGCTGTACGAGATGCTGCCGTAAGAATGGATTCTAGTAAACCTGCCAAGAT-----------------CTTT-------------------TTATCAGATTCAG---T--GTTGAGTTTTAAGATTAGCTCAATGCGTGA-----------------------------ACTTATATATTTTGTATAC-------------------------------------------------------------------------------CTGAGCAAGTTTGTTTGGTGTGAAA----------------------------------------------TCAA
droSim2 2r:246841-246939 + TGCAGTACGAGCTGCTGCTGCAAGAATGGATTCTAGTGCACCTGTGCAGAT-----------------CTCT-------------------ATATTAGATTCAT---T--GTTGAGTTTTGGGTTTAGCTCAATGTGTAA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chr2R:454756-454853 - TGCATTACGAGCTGCTTTCGTAAGAATGAATTCCAGTGTACCTGTGCAGCT-----------------CTTT-------------------ATATCAGATTCAG---T--ATTGGGT-TTGGACTTAACTCAATGTGTGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droEug1 scf7180000409825:16137-

16235 -
TGAAGCTCAAGCTCCAGAGACGAGTATAGACTCTGGTGAATTACCAAACCT-----------------GTCT-------------------ACGTCGGCTTCAT---T--GTTGAGATGAGGACCTTGCTCAATGTGTGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302155:2026136-
2026288 +

CTACCCT-----------------------------------------------------------------GTAGATCCGAATTTGTTGTATACTAGCTTTAAGGA---------------------------------CAAATTCGGTTCTAGAGAGGTTTGTGTGGTTCAATGTCCATCGT-AAAACGCATTTTGAGTGA----AAAAGAAATGGAGTGATAAAGTGAACCC------------------------------------------------------------------------------------GAGAACATGTTTCACTA--GTAA

droTak1 scf7180000415671:411455-
411617 +

CTACCCT-----------------------------------------------------------------GTAGATCCGAATTTGTTTTATACTAGCTTTAAGGA---------------------------------CAAATTCGGTTCTAGAGAGGTTTGTGTGGTTCAATATCCATCGA-TAAAA-CATTTAAAGTGA----AACTGAAATGAAGTGAAAAAGTGAAACT-----------------AAAAACGAAATATATAAAAACTAATTCT----------------------------------------------------------TGTA

droEle1 scf7180000491321:6210-6308
+

GGAAACTCGAGCCGCAGTGACGAGTACGGACTCCAGTGTAGTTACAAAGCT-----------------GTCT-------------------ATGTCAGCTTCCT---C--GTTGAGGCGAGGACATAGCTCAATATGTGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000777432:2275-2414
+

CTACCCT-----------------------------------------------------------------GTAGATCCGAATTTGTTTTACATTAGCTTTAAGGA---------------------------------CAAATTCGGTTCTAGAGAGGTTTGTGTGGTCCAATATCCATCGA-TAAAT-C-----AAAAGA----AGCCGGAATCAAGTGAAAAAGTGAATTT------------------------------------------------------------------------------------GAA---------CATTAATTTAA

droFic1 scf7180000453835:71929-
72050 -

CTACCCT-----------------------------------------------------------------GTAGATCCGAATTTGTTTTATACTAGCTTTAAGGA---------------------------------CAAATTCGGTTCTAGAGAGGTTTGTGTGGTTCAATGTCCATCGA-AAA----------AGTGATCTCAGCTGATATTA------------------------------------------------------------------------------------------------------AA---------CTTTACCAAAG

droKik1 scf7180000299218:340-435 - TGAGATTCTGGCTGCAGTCACAAGTACCTCTTCCAGTGCGGAGGTGGAG--------------------TCG-------------------ATGTCGGTTTCAG---T--ATTGAGCTGGGGGGCTAGCTCAATGTGGGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droAna3 scaffold_13480:2595-2754 - TGAAGCTCGAGTTGCAGAGACGAGTACAGACTCCAGTGAATTAACAAAGCT-----------------GTCT-------------------ACGTTGGCTTCCT---C--GTTGAGGTGACGACTTAGCTCGATATGTGA-----------------------------GCTAATCTACTTTCTGTAC-------------------------------------------------------------------------------ATAATCCAGTTGGTTTCTTGTGGGGTCCATTTTAATGG---------------------------------TTGT
droBip1 scf7180000395821:11295-

11425 +
TGAAGCTCGAGCTGCAGAGACACGTACAGACTCCAGTGAATAAACAAAGCT-----------------CTGT-------------------ACGTTGGCTTCAT---C--GTTGAGATGAGGACTAATTTGAATGTGTGG-----------------------------GCTAATATAATTTCTGTACTT-----------------------------------------------------------------------------TTGGGGAG----------------------------------------------------------------GCT

dp5 Unknown_singleton_799:1166-
1244 -

TTCCATACT-------TTCGCGGAAACAGATTCTAATAT----------------------------------------------TGTTTCGCATTATTCCGTGGGT-----CAGGTCTAGGTTGCAGTTAAATGTG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_183:34478-34530 - GAACCGC-------------------------------------------T-----------------CCTA-------------------AGACTGCATCTCA---T--GGCGAGTATTCGGCCTAGTTTAATCTG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droWil2 scf2_1100000004577:3663082-

3663185 -
TGCATAATTATCTAAACTGAAAACTACAACTTTT--------------GTT-----------------CTTT-------------------ATATTGATTGAAT---TGAATTGAGTTTTGAATTTAATTAAATATTTGT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGTTCTACTGAGATTT

droVir3 scaffold_12963:4577171-
4577259 -

TGTGACGTCATCCACAGATTTGACAAGAGATTGTG---------GACAGCT-----------------TTAT-------------------ATATGAATTTATT---T--ATTTATTGTTGGGCTTGGGTTAATGTGTG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_4206:818-926 + TATATGT--ATCCATATCTATGGATATAAATATAAG------TTAAGCGCTCCCGTACTAGAGTACTAGTGA-------------------TTGGGGGACGCTG------------TGTTGGGTTTTTGTGAATATATAA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAACTTCG
droGri2 scaffold_15074:5711536-

5711592 -
TGCATTTCCATTTTCAGCGGCAACTGCTC---------------AACTGAT-----------------CTTT-------------------ATAAATAATTCCT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTT
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GGTGTTGCAGTACTATCTGCAGCCGTAACAATGGACTCTAGTGTACCTGAACTGCTCTTCATATCAGATTCCGTGTTGAGTATTGGGTTTAGCTCAATGTGTGACAAATTCGGTTCTAGAGAGGTTTTTGTGGTGTATTATCAAGTGGTCGTGAACAAGTTCGTACATATGTATCACC
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Read
size

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

M043

female
body

V120

male
body

M026

head

V046

embryo

V058

head

SRR1275484

Male
prepupae

V052

head

SRR1275488

Male
larvae

GSM1528802

follicle
cells

SRR1275486

Male
prepupae

........................................................................................................CAAATTCGGTTCTAGAGAGGTTT................................................... 23 0 3 71583.33 214750 136605 52642 15257 3719 2727 1915 874 586 395 12 18

........................................................................................................CAAATTCGGTTCTAGAGAGGTT.................................................... 22 0 3 7005.67 21017 8552 5805 3402 2345 168 478 61 160 32 12 2

........................................................................................................CAAATTCGGTTCTAGAGAGGTTC................................................... 23 1 3 2283.00 6849 6785 16 7 34 2 4 1 0 0 0 0

.........................................................................................................AAATTCGGTTCTAGAGAGGTTT................................................... 22 0 3 1531.33 4594 327 4141 89 3 16 13 2 3 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTTTT.................................................. 24 0 2 1454.00 2908 1075 766 862 36 81 57 10 12 6 3 0

........................................................................................................CAAATTCGGTTCTAGAGAGGT..................................................... 21 0 3 1356.67 4070 964 1188 1335 276 34 153 51 49 20 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGG...................................................... 20 0 3 407.67 1223 110 392 590 49 10 32 25 10 5 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTC.................................................... 22 1 3 171.67 515 470 4 8 29 1 3 0 0 0 0 0

.........................................................................................................AAATTCGGTTCTAGAGAGGTT.................................................... 21 0 3 166.00 498 12 459 16 8 1 2 0 0 0 0 0

..........................................................................................................AATTCGGTTCTAGAGAGGTTT................................................... 21 0 3 113.00 339 56 252 28 0 0 3 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAG....................................................... 19 0 3 96.33 289 13 69 167 2 3 14 13 7 1 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGC..................................................... 21 1 3 68.67 206 182 1 6 15 1 1 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTTTA.................................................. 24 1 3 64.67 194 35 115 29 0 6 6 1 2 0 0 0

.......................................................................................................ACAAATTCGGTTCTAGAGAGGTTT................................................... 24 0 3 50.33 151 100 44 3 1 3 0 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTTG................................................... 23 1 3 48.67 146 126 11 2 5 0 1 0 1 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTTTTT................................................. 25 0 2 41.00 82 16 28 31 1 3 3 0 0 0 0 0

.........................................................................................................AAATTCGGTTCTAGAGAGGTTTT.................................................. 23 0 2 37.50 75 12 52 9 0 0 2 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTTTC.................................................. 24 1 3 34.33 103 63 15 3 18 1 1 0 2 0 0 0

............................................................................................................TTCGGTTCTAGAGAGGTTT................................................... 19 0 3 31.67 95 39 53 3 0 0 0 0 0 0 0 0

.........................................................................................................AAATTCGGTTCTAGAGAGGT..................................................... 20 0 3 30.67 92 0 81 9 2 0 0 0 0 0 0 0

.............................................................................................................TCGGTTCTAGAGAGGTTT................................................... 18 0 3 27.00 81 16 65 0 0 0 0 0 0 0 0 0

...........................................................................................................ATTCGGTTCTAGAGAGGTTT................................................... 20 0 3 26.00 78 32 39 7 0 0 0 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTTA................................................... 23 1 3 22.67 68 11 41 11 0 0 1 1 3 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGA........................................................ 18 0 3 17.67 53 6 31 5 0 1 4 2 4 0 0 0

.........................................................................................................AAATTCGGTTCTAGAGAGG...................................................... 19 0 3 12.00 36 0 33 3 0 0 0 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTA.................................................... 22 1 3 11.33 34 6 16 11 0 0 1 0 0 0 0 0

..........................................................................................................AATTCGGTTCTAGAGAGGTT.................................................... 20 0 3 10.33 31 3 22 6 0 0 0 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGG..................................................... 21 1 3 9.33 28 5 2 2 19 0 0 0 0 0 0 0

.......................................................................................................ACAAATTCGGTTCTAGAGAGGTT.................................................... 23 0 3 9.00 27 13 11 0 2 0 1 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTG.................................................... 22 1 3 7.00 21 0 17 0 4 0 0 0 0 0 0 0

.........................................................................................................AAATTCGGTTCTAGAGAGGTTC................................................... 22 1 3 6.33 19 18 1 0 0 0 0 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTTTAA................................................. 25 2 3 5.00 15 0 9 4 0 0 1 1 0 0 0 0

.........................................................................................................AAATTCGGTTCTAGAGAGGTTTA.................................................. 23 1 3 4.67 14 1 13 0 0 0 0 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTTTTTT................................................ 26 1 2 4.00 8 1 1 5 0 1 0 0 0 0 0 0

..........................................................................................................AATTCGGTTCTAGAGAGGTTTT.................................................. 22 0 2 3.00 6 2 2 2 0 0 0 0 0 0 0 0

.........................................................................................................AAATTCGGTTCTAGAGAGGTTG................................................... 22 1 3 3.00 9 0 9 0 0 0 0 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGA..................................................... 21 1 3 3.00 9 0 5 4 0 0 0 0 0 0 0 0

............................................................................................................TTCGGTTCTAGAGAGGTTC................................................... 19 1 3 2.67 8 8 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AAATTCGGTTCTAGAGAGGTTTTT................................................. 24 0 2 2.50 5 0 4 1 0 0 0 0 0 0 0 0

..........................................................................................................AATTCGGTTCTAGAGAGGT..................................................... 19 0 3 2.33 7 0 7 0 0 0 0 0 0 0 0 0

.......................................................................................................ACAAATTCGGTTCTAGAGAGGTTC................................................... 24 1 3 2.33 7 7 0 0 0 0 0 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGGC.................................................... 22 2 3 2.33 7 7 0 0 0 0 0 0 0 0 0 0

..........................................................................................................AATTCGGTTCTAGAGAGG...................................................... 18 0 3 2.00 6 1 4 0 1 0 0 0 0 0 0 0

........................................................................................................CAAATTCGGTTCTAGAGAGGTCC................................................... 23 2 3 2.00 6 6 0 0 0 0 0 0 0 0 0 0

.........................................................................................................AAATTCGGTTCTAGAGAGGTTA................................................... 22 1 3 2.00 6 0 6 0 0 0 0 0 0 0 0 0

Anti-sense strand reads

CCACAACGTCATGATAGACGTCGGCATTGTTACCTGAGATCACATGGACTTGACGAGAAGTATAGTCTAAGGCACAACTCATAACCCAAATCGAGTTACACACTGTTTAAGCCAAGATCTCTCCAAAAACACCACATAATAGTTCACCAGCACTTGTTCAAGCATGTATACATAGTGG
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Species Coordinate ID Alignment
droYak3 v2_chrUn_5709:227691-227868

-
dya_110 GGTGTTGCAGTA----CTATCTGCAGCCGTAACAATGG--------ACTCTAGTGTACCTGAACTGCTC--------TTCATATCAGATTC------CGTGTTGAGTATTGGGTTTAGCTCAATGTGTGACAAATTCGGT--------TCTAGAGAGGTTTTTGTGGTGT-----ATTATCAAGTGGT----------------------------CGTGAACAAGTTC----G-----TACATATGTATCACC

droEre2 scaffold_4784:23548909-
23549000 -

GGTGTTGAAATA----CGAGCTGCC--------AGTGG--------ATTCTAGTGTTGCTGTGGAATTC--------TCTATATCAGATTC------TTTCTTGAGTTGTGGGCTTTACTAAAGGT--------------------------------------------------------------------------------------------------------------------------------

droSec2 scaffold_51:183605-183756 - GGTGTAGCTGTA----CGAGATGCTGCCGTAAGAATGG--------ATTCTAGTAAACCTGCCAAGATC--------TTTTTATCAGATTC------AGTGTTGAGTTTTAAGATTAGCTCAATGCGTGAACTTATATATTTTGTATACCTGAGCAAGTTTGTTTGGTGT-----GAAATCAA-----------------------------------------------------------------------
droSim2 node_36:3071-3174 - GGTGTTGCTTTA----CGAGCTGCTTCCGTAAGAATGG--------ATTCCAGTGTACCTGTGCAGCTC--------TCTATATCAGATTC------AGTATTGTGTTTTGGGCTTAGCTCAATGTGTGA----------------------------------------------------------------------------------------------------------------------------
dm3 chr2R:454756-454858 - GGTTTTGCATTA----CGAGCTGCTTTCGTAAGAATGA--------ATTCCAGTGTACCTGTGCAGCTC--------TTTATATCAGATTC------AGTATTGGGT-TTGGACTTAACTCAATGTGTGA----------------------------------------------------------------------------------------------------------------------------
droEug1 scf7180000409825:16137-

16240 -
GGTGTTGAAGCT----CAAGCTCCAGAGACGAGTATAG--------ACTCTGGTGAATTACCAAACCTG--------TCTACGTCGGCTTC------ATTGTTGAGATGAGGACCTTGCTCAATGTGTGA----------------------------------------------------------------------------------------------------------------------------

droBia1 scf7180000302155:2026136-
2026283 +

CTACCCTGTAGATCCGA-ATTT-----------------------------------------------GTTGTATA------CTAGCTTTAAGGAC----------------------------------AAATTCGGT--------TCTAGAGAGGTTTGTGTGGTTC-----AATGTCCATCGTAAAACGCATTTTGAGTGAAAAAGAAATGGAGTGATAAAGTGAACCCGAGAAC-----ATGTTTCACT

droTak1 scf7180000415671:411455-
411606 +

CTACCCTGTAGATCCGA-ATTT-----------------------------------------------GTTTTATA------CTAGCTTTAAGGAC----------------------------------AAATTCGGT--------TCTAGAGAGGTTTGTGTGGTTC-----AATATCCATCGATAA-AACATTTAAAGTGAAACTGAAATGAAGTGAAAAAGTGAAACTAAAAACGAAATATATAAAAAC

droEle1 scf7180000491321:6205-6308
+

GGTGTGGAAACT----CGAGCCGCAGTGACGAGTACGG--------ACTCCAGTGTAGTTACAAAGCTG--------TCTATGTCAGCTTC------CTCGTTGAGGCGAGGACATAGCTCAATATGTGA----------------------------------------------------------------------------------------------------------------------------

droRho1 scf7180000779496:8576-8695
+

GGTGTTGAAACT----TGATCTGCAGAGACGAGTACAG--------ACTCCAGTGAATTAACAAATCTG--------TCTACGTTGGCTTC------ATCGTTGAGATGAGGACTTAGCTCAATGTGTGAGCTAATGTAT------------------------------------------------------------------------------------------------------------TTCTAG

droFic1 scf7180000453835:71933-
72050 -

CTACCCTGTAGATCCGA-ATTT-----------------------------------------------GTTTTATA------CTAGCTTTAAGGAC----------------------------------AAATTCGGT--------TCTAGAGAGGTTTGTGTGGTTC-----AATGTCCATCGAAAAAGTGATCTC------------------------------AGCTGATATT-----AAACTTTACC

droKik1 scf7180000302735:9167-9270
-

GGTGTTGAGATC----CTAACTGCAGTCACAAGTTCCT--------CTTCCAGACCGGAGGTGGAGGAG--------TCGATGTCCGCTTC------AGTATTGAGCTGGGGGGCTAGCTCAATGTGGGA----------------------------------------------------------------------------------------------------------------------------

droAna3 scaffold_9019:2919-3083 + GGTATTGAAGCT----CGAGCTGCAGAGACGAGTACAG--------ACTCCAGTGAATTAACAAAGCTG--------TCTACGTTGGCTTC------CTCGTTGAGGTGACGACTTAGCTCGATATGTGAGCTAATCTACTTTCTGTACATAATCCAGTTGGTTTCTTGTGGGGTCCATTTTAATGGT----------------------------T-----------------------------------GT
droBip1 scf7180000395035:1474-1577

+
TGTGTTGAAACT----CGAGCTGCAGAGACGAGTACAG--------ACTCCAGCGAAATAACAAAACTG--------TCTTCGTTGGCTTC------GTCGCTGAGGTGAGGATTCAGCTCAATGTGTGA----------------------------------------------------------------------------------------------------------------------------

dp5 Unknown_singleton_799:1166-
1249 -

AGAATTTCCATA----CT-------TTCGCGGAAACAG--------ATTCTAATATTGTTTCGCA------------------TTATTCCGTGGGT------CAGGTCTAGGTTGCAGTTAAATGTG-------------------------------------------------------------------------------------------------------------------------------

droPer2 scaffold_183:34478-34530 - GAACCGCTC--------------------------------------------------------------------CTAAGACTGCATCT------CATGGCGAGTATTCGGCCTAGTTTAATCTG-------------------------------------------------------------------------------------------------------------------------------
droWil2 scf2_1100000004577:3663082-

3663190 -
TTTTTTGCATAA----TTATCTAAACTGAAAACTACAA--------CTTTT--------------GTTC--------TTTATATTGATTGA---AT-TGAATTGAGTTTTGAATTTAATTAAATATTTGT------ATGT--------TCTACTGAGA---------------------------------------------------------------------------------------------TTT

droVir3 scaffold_13049:2946349-
2946433 +

CGAGTGGCCACA----ATAACAGCAACAGCAACAAAG------------------TATTTGCACTGCAT--------TCAATGAAAGCA------------------TAAAGAAATTCT-------------TATCG------------------------------------------------------------------------------------------------------------AGTATCTGG

droMoj3 scaffold_4206:814-926 + TGTATATATGTATCC-ATATCTATGGATATAAATATAAGTTAAGCGCTCCCGTACTAGAGTACTAGTGA--------TTGGGGG---ACGC------TGTG-------TTGGGTTTTTGTGAATATATAACAAC--------------------------------------------------------------------------------------------------------------------TTCG
droGri2 scaffold_15074:5711536-

5711597 -
AATTATGCATTT----CCATTTTCAGCGGCAACTGCTC-----------------------AACTGATC--------TTTATAAATAATTC------CTTCTT-------------------------------------------------------------------------------------------------------------------------------------------------------
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ID:

dya_1793

Coordinate:

v2_chrUn_1311:45-143 +

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

intergenic
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Predicted structure
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Flybase annnotation

rRNA [Dyak\5.8SrRNA:GE26502-RA]

Repeatable elements

Name Class Family Strand

AT_rich Low_complexity Low_complexity +

mature

1. dya_1793  v2_chrUn_1311:64-84 +
2. v2_chrUn_3920:708-728 +
3. v2_chrUn_1938:233-253 -
4. v2_chrUn_4644:179-199 -
5. v2_chrUn_4933:1003-1023 -
6. v2_chrUn_5158:23-43 +
7. v2_chrUn_3347:921-941 +
8. v2_chrUn_5370:203-223 -
9. v2_chrUn_5394:4341-4361 +

10. v2_chrUn_5502:888-908 +
11. v2_chrUn_3545:25719-25739 -
12. v2_chrUn_061:6843-6863 +
13. v2_chrUn_063:7268-7288 +
14. v2_chrUn_235:7826-7846 -
15. v2_chrUn_244:4555-4575 +
16. v2_chrUn_376:5891-5911 +
17. v2_chrUn_490:2155-2175 -
18. v2_chrUn_687:4840-4860 +
19. v2_chrUn_711:5322-5342 +
20. v2_chrUn_926:1123-1143 -
21. v2_chrUn_252:436-456 -
22. v2_chrUn_4230:1010-1030 -
23. v2_chrUn_4535:350-370 -
24. v2_chrUn_3472:129-149 -
25. v2_chrUn_3568:44-64 -
26. v2_chrUn_6746:1202-1222 -
27. v2_chrUn_325:1669-1689 -

star

1. dya_1793  v2_chrUn_1311:97-119 +
2. v2_chrUn_3920:741-763 +
3. v2_chrUn_4230:975-997 -
4. v2_chrUn_1739:3330-3352 +
5. v2_chrUn_1938:198-220 -
6. v2_chrUn_4535:315-337 -
7. v2_chrUn_4644:144-166 -
8. v2_chrUn_3347:954-976 +
9. v2_chrUn_5370:168-190 -

10. v2_chrUn_5394:4374-4396 +
11. v2_chrUn_3472:94-116 -
12. v2_chrUn_5502:921-943 +
13. v2_chrUn_3568:9-31 -
14. v2_chrUn_6746:1167-1189 -
15. v2_chrUn_061:6876-6898 +
16. v2_chrUn_063:7301-7323 +
17. v2_chrUn_235:7791-7813 -
18. v2_chrUn_325:1634-1656 -
19. v2_chrUn_376:5924-5946 +
20. v2_chrUn_687:4873-4895 +
21. v2_chrUn_4933:968-990 -
22. v2_chrUn_2999:190-212 -
23. dya_1817  v2_chrUn_5474:1248-1270 -
24. v2_chrUn_3545:25684-25706 -
25. v2_chrUn_026:11212-11234 -
26. v2_chrUn_252:401-423 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATATATAGAAATAAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

************************************************((...............(((((((((((((.((((((((......))))))))..)))))))))).)))..............)).***********************************************************
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...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 7843.75 156875 120737 13571 4323 7163 6650 1330 2956 134 7 4 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 1203.60 24072 12503 4326 2979 1618 595 1388 615 46 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 723.45 14469 9 9311 313 2801 441 275 1291 28 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 18 710.94 12797 10173 952 327 473 546 152 164 9 1 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 511.05 10221 3068 4608 831 415 516 536 153 89 3 2 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 444.30 8886 583 7839 0 0 424 40 0 0 0 0 0

...............................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 251.35 5027 2080 0 1350 360 12 0 66 1158 0 1 0

...............................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 242.90 4858 1020 0 0 213 57 1426 38 2102 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 204.65 4093 9 4084 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 172.35 3447 1576 375 895 249 229 0 101 16 6 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 18 159.89 2878 2372 245 33 29 159 33 6 1 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 149.05 2981 1286 972 370 207 8 0 90 45 1 1 1

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 130.70 2614 706 1442 232 106 19 45 45 16 2 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 125.35 2507 497 485 927 306 20 115 147 6 4 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 18 121.72 2191 1256 494 127 45 120 128 19 2 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 121.00 2420 409 1196 649 26 25 94 17 4 0 0 0

...............................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 92.60 1852 99 5 201 29 12 1293 2 208 3 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCC............ 26 1 20 91.55 1831 155 1 2 15 1228 426 4 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 76.05 1521 0 272 583 607 16 27 0 16 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 71.70 1434 614 370 311 35 46 31 24 3 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 18 71.06 1279 1223 6 0 0 40 10 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGAT..................... 17 0 20 66.65 1333 0 1195 0 136 0 0 0 0 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 65.70 1314 56 101 441 0 202 134 367 13 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 63.80 1276 6 1252 11 0 0 4 3 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 18 57.50 1035 16 746 43 128 13 50 39 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 18 50.67 912 268 313 98 27 59 130 6 11 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 48.60 972 513 157 87 55 53 70 32 5 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 48.45 969 7 934 0 0 10 17 1 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 35.95 719 158 327 51 52 19 85 23 4 0 0 0

.................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 34.15 683 157 0 206 83 0 97 24 115 0 1 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 18 33.39 601 12 589 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTC.... 30 0 20 29.00 580 3 577 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 28.00 560 0 560 0 0 0 0 0 0 0 0 0

.................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 26.45 529 142 0 183 0 29 0 11 162 1 1 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 23.45 469 195 159 44 30 14 15 11 1 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 18 22.61 407 228 137 1 0 21 20 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 21.80 436 49 132 216 5 3 26 4 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGT..... 29 0 20 18.60 372 19 353 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 17.70 354 156 1 64 50 4 61 15 3 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATC.................... 17 0 20 16.55 331 0 331 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 18 16.44 296 103 46 66 16 10 47 8 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 16.40 328 2 297 20 1 0 6 1 1 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCATG........ 31 0 18 16.39 295 0 295 0 0 0 0 0 0 0 0 0

..............................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 15.50 310 112 0 60 15 0 123 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 15.35 307 4 247 51 3 2 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 15.05 301 25 146 47 14 0 60 5 4 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 18 14.83 267 45 181 24 4 0 8 5 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 18 14.78 266 97 82 34 5 16 31 0 1 0 0 0

................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 14.65 293 0 0 59 3 1 206 1 23 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 14.25 285 18 36 63 36 9 110 13 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 18 14.17 255 4 190 14 25 0 11 9 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGCT............ 30 0 18 13.72 247 247 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 13.70 274 18 92 79 18 1 61 4 1 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 13.35 267 8 244 11 0 4 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCG............ 26 1 20 13.30 266 19 1 0 7 237 0 2 0 0 0 0

...............................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 13.30 266 54 0 148 28 5 22 8 0 1 0 0

.................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 13.25 265 78 0 57 0 3 61 3 63 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 19 13.11 249 4 40 51 82 3 17 39 13 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCAT......... 15 0 20 13.05 261 0 261 0 0 0 0 0 0 0 0 0

..............................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 12.80 256 54 0 45 36 13 77 9 22 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 12.75 255 40 51 23 29 11 87 9 5 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 12.25 245 41 0 110 38 0 26 21 9 0 0 0

................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 12.20 244 101 0 0 8 0 71 3 61 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 11.85 237 70 0 59 42 0 0 21 45 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCAT......... 27 0 20 11.80 236 6 203 10 1 7 9 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 18 11.67 210 46 0 0 1 109 54 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 18 11.56 208 103 35 25 23 2 8 11 1 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 11.55 231 45 32 58 15 0 69 7 4 0 1 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 11.35 227 15 0 69 27 0 37 15 64 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 17 11.29 192 23 153 3 2 2 9 0 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATC.................... 21 0 18 11.22 202 5 180 6 3 1 6 1 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 10.55 211 76 0 52 30 0 38 6 9 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 18 10.00 180 80 34 30 0 7 29 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 9.85 197 35 0 68 28 16 36 11 3 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGC............. 23 0 20 9.80 196 45 19 23 22 6 61 14 6 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 18 9.28 167 115 9 22 8 1 3 6 3 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 8.75 175 19 57 61 4 2 23 3 6 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.25 165 5 25 60 9 4 58 2 2 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 8.25 165 0 0 133 0 0 32 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 18 8.22 148 22 9 76 20 0 10 10 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 8.15 163 4 15 79 26 2 11 23 3 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 8.05 161 1 132 21 1 0 5 1 0 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATAAA........................................................................ 25 0 20 7.60 152 0 0 139 0 0 11 0 2 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 7.60 152 19 21 90 14 0 4 4 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGT..... 19 0 20 7.55 151 56 0 41 30 1 2 15 6 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 7.35 147 0 147 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTCG... 29 0 20 7.25 145 2 143 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 7.10 142 33 1 56 19 6 19 7 1 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 18 7.06 127 29 95 0 0 1 2 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 7.05 141 3 65 68 1 0 4 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 6.35 127 10 0 13 11 2 78 10 3 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 6.25 125 2 0 54 9 1 55 4 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 19 6.16 117 58 21 20 12 0 3 1 2 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 6.10 122 42 18 34 0 0 9 13 6 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCT............ 18 0 20 6.10 122 0 30 29 18 15 24 6 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 19 6.05 115 25 35 24 15 0 10 4 2 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 5.95 119 3 99 12 1 0 3 0 1 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 5.95 119 27 47 8 8 9 13 4 3 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCG... 18 0 20 5.90 118 0 0 0 66 4 5 41 2 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 17 5.88 100 57 10 13 1 10 9 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCGAT. 30 0 20 5.85 117 0 117 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 5.80 116 40 20 17 22 0 3 11 3 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 5.80 116 8 0 51 6 1 50 0 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 5.80 116 45 27 21 7 1 10 4 1 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATC.................... 22 0 18 5.78 104 6 82 3 5 1 6 1 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.75 115 4 78 14 3 4 12 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGTC.... 29 0 20 5.70 114 7 102 0 0 5 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 5.60 112 2 38 46 18 0 2 4 2 0 0 0

..................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 5.55 111 23 0 43 20 0 11 5 9 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTC.... 18 0 20 5.45 109 0 56 11 12 4 20 6 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 5.45 109 15 20 65 3 2 0 2 2 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 5.40 108 41 0 25 25 0 3 8 6 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 5.35 107 28 0 35 17 0 13 12 2 0 0 0

................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 5.35 107 0 0 88 2 0 17 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 18 5.28 95 17 12 27 31 0 4 4 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 18 5.28 95 3 0 21 43 4 13 10 1 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 5.25 105 0 105 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 5.15 103 48 0 13 15 0 9 8 10 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 5.05 101 12 0 39 6 0 42 0 2 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGAT..................... 16 0 20 5.05 101 0 101 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 4.95 99 5 89 4 1 0 0 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCT............ 21 0 20 4.95 99 28 37 12 9 3 6 4 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGT......................... 15 0 19 4.84 92 0 92 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.80 96 8 10 56 13 1 3 4 1 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 4.65 93 6 67 7 0 0 13 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATG........ 29 0 20 4.60 92 4 83 0 0 3 2 0 0 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 4.60 92 1 0 11 41 2 1 36 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCG............... 21 0 20 4.50 90 40 16 12 12 0 4 4 2 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 4.50 90 32 0 15 25 0 3 5 10 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 4.40 88 3 30 52 2 0 0 0 1 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 4.35 87 20 0 32 21 0 5 8 1 0 0 0

....................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 4.35 87 4 47 26 3 6 0 1 0 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 4.30 86 20 0 49 0 1 13 3 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTC................ 25 0 18 4.22 76 29 16 13 5 5 8 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 4.20 84 19 18 26 0 1 9 11 0 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 4.20 84 0 0 21 18 0 14 13 18 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATG........ 22 0 20 4.05 81 2 24 24 2 6 21 1 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGATG 21 0 20 4.00 80 3 12 39 6 0 0 3 17 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 4.00 80 26 0 11 17 0 5 11 10 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 3.95 79 3 0 14 13 13 19 6 11 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 3.95 79 7 45 22 0 1 1 2 1 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 18 3.94 71 15 43 7 2 1 3 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.85 77 1 0 27 5 9 31 3 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 3.75 75 0 75 0 0 0 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 3.70 74 1 3 37 20 2 4 7 0 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGT......................... 18 0 18 3.67 66 1 50 4 3 4 2 2 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATG........ 27 0 20 3.65 73 3 66 3 0 0 1 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATG........ 20 0 20 3.65 73 1 4 32 3 5 27 1 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 3.65 73 15 0 32 10 0 5 8 3 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 3.65 73 2 69 0 0 0 2 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATG........ 24 0 20 3.65 73 0 43 11 3 1 13 0 1 0 1 0

...............................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.60 72 0 0 25 5 12 24 0 6 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 17 3.59 61 48 0 9 1 2 1 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTCAT......... 31 0 18 3.50 63 0 63 0 0 0 0 0 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCTC........... 30 0 18 3.50 63 60 3 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 3.45 69 0 65 0 3 0 0 0 0 1 0 0

.............................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 3.40 68 52 0 8 1 0 7 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTC................ 24 0 18 3.39 61 20 0 21 2 2 15 1 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 3.30 66 6 0 56 0 0 4 0 0 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 19 3.16 60 41 2 4 2 3 2 5 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 3.15 63 15 13 8 13 0 10 0 4 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.05 61 9 24 14 6 0 4 0 3 0 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATG.................... 18 1 20 3.05 61 0 53 0 7 0 0 1 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGT......................... 16 0 19 3.00 57 0 57 0 0 0 0 0 0 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.00 60 0 0 57 0 0 0 0 3 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 17 2.94 50 13 0 21 1 7 8 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACT................. 23 0 18 2.94 53 4 22 18 2 1 5 1 0 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 2.90 58 3 0 27 2 0 12 1 13 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 2.90 58 0 0 13 0 0 10 12 23 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 2.85 57 1 52 0 1 0 3 0 0 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 17 2.82 48 36 12 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.80 56 6 18 26 2 0 2 0 2 0 0 0

....................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 2.75 55 3 40 3 3 2 1 2 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 2.70 54 1 14 0 16 4 12 7 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 2.70 54 0 0 37 0 0 16 0 1 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATAA......................................................................... 24 0 20 2.70 54 0 0 48 0 0 4 0 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGT......................... 17 0 19 2.68 51 0 51 0 0 0 0 0 0 0 0 0

..................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.65 53 2 0 18 0 0 27 1 5 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCG............... 25 0 18 2.61 47 23 11 9 1 0 1 1 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTC.... 17 0 20 2.60 52 0 43 0 9 0 0 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGC............. 20 0 20 2.60 52 6 0 4 8 1 28 0 5 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 2.60 52 26 9 12 2 0 0 3 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCA.......... 24 0 20 2.55 51 3 25 16 3 0 3 0 0 0 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 2.55 51 0 51 0 0 0 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 2.55 51 16 9 20 3 0 2 0 1 0 0 0

..............................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.55 51 0 0 50 1 0 0 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 2.50 50 1 16 27 2 1 2 1 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.45 49 22 11 2 4 0 1 7 2 0 0 0

............................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 2.45 49 41 0 4 0 0 2 0 2 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 2.40 48 7 0 23 0 11 3 3 1 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 2.40 48 13 0 0 16 0 13 6 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTCGAT. 31 0 20 2.40 48 0 48 0 0 0 0 0 0 0 0 0

.................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 2.40 48 10 0 17 3 0 12 0 6 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTCGAT. 21 0 20 2.40 48 0 0 29 2 0 16 0 1 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 2.35 47 2 32 7 2 0 3 1 0 0 0 0

...............................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 2.35 47 10 0 0 0 2 18 0 17 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 18 2.33 42 29 0 7 2 1 0 1 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 18 2.33 42 35 0 0 0 4 3 0 0 0 0 0

..................................................................TGAAGGAATTGATATATGCC........................................................................................................... 20 0 20 2.30 46 6 0 25 1 0 11 0 3 0 0 0

.................................................................................................GTATTTTTAATTTCTTTCAAT........................................................................... 21 0 20 2.30 46 0 0 44 0 0 2 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCA............ 26 1 20 2.25 45 20 16 5 2 0 1 1 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCGATG 24 0 20 2.25 45 8 3 15 4 0 4 6 5 0 0 0

Anti-sense strand reads

ATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTTTAATAACTGTTATATATCTTTATTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

V120

male
body

...............ACTTTGATTCTGTAAAGCGTCGTAA......................................................................................................................................................... 25 0 20 0.05 1 1 0

...............................................CCATATTTTTATGTAAATAACTTCCTT....................................................................................................................... 27 0 20 0.05 1 1 0
ATGTATTACGAATATACTTTG............................................................................................................................................................................ 21 0 20 0.05 1 1 0
.......................TCTGTAAAGCGTCGTAAATA...................................................................................................................................................... 20 0 20 0.05 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 v2_chrUn_1311:1-193 + dya_1793 TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATA---TATAG-AAA-TA---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droEre2 scaffold_944:838-1030 + der_1518 TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTA---TATAA-AAA-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droSec2 scaffold_2529:2874-3066

+
dse_1841 TACATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATAAAAATAA---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAATATTGACATTA---TATAA-AAT-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droSim2 node_127996:1-129 + dsi_32476 --CATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATAAAAATAA---ATTTATCGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAATATTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:4356396-

4356588 +
TACATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATATAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATAATTGACATTA---TATAA-AAA-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droEug1 scf7180000408345:1115-
1165 +

AAC----------------------------------------------------------------------------------------------------------------------------------------------------------CA---AAA-A----------AC-AAAACTTTCAACAACGGATCTCT-------------------------------------------TGG-------------TTCTCGCATCG--------------------------------ATG

droBia1 scf7180000299694:351-
544 +

TATATATTGGTTATATAAAACTAAGACATTTCGCAGCATTC-GTTTTAGGTATAAAAATAA---AATTATTGAAGGAATTGATATATGCCAGTAAGACGGT---GTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAAA---TTAA-CAAA-CC---AGTTT----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------TGG-------------CTCATGGGTAG--------------------------------ATG

droTak1 scf7180000415528:879-
1103 -

AA-ACGAAAATAATGCAAAACAAAACA----------------------------AATTAAA--ATGAA---AAGAAGGTGTAATATGCAAACAAATTAAAAGTGATCTACAAGCTT--------------------------------------A-TACGT----AGGTTT-----AT-ATGACCCTCCCCGCAGCATCGCCGAAAGCGCTTTCGACCGGCTGGAACTGGAGCGGTAAGTTTACCCAAACCTGTATTGTTTTTTTTGGATCTACGAATGCAAAAAGTAAAGTCAAAGCCAAGTAAAA

droRho1 scf7180000764814:201-
395 +

TATATATTGTTTATATAAAACTAAGACATTTCGCAGCATTC-TTTTTAGGTATAAAAAAAAC--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAAT---TGAAA-AAA-CA---AATAT----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droFic1 scf7180000450074:780-
973 +

---ATATTGTTTATATAAAACTAAGACATTTCGCAGCATTTCGTTTTAGGTATAAAAAAAAAAGATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAATTCATATTTGACAAAT---TGAAA-TAA-TA---AAT-A----------TA-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droAna3 scaffold_2263:320-515 + dan_4035 ---ATATTGATTATATAAAACTAAGACATTTCGCAACAATT-ATTTTAGGTATAAAAATAA---ATTTATTGAAGGAATTGATATATGCCAGTTAAATGGT---GTATTTTTAATTTCTTTCAATAAAAATATAAATGACGAAT---TGTA-TATATTATAT----ATATTT-----AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droBip1 scf7180000392609:4224-

4418 +
---ATATTGATTATATAAAACTAAGACATTTCGCAACAATT-ATTTTAGGTATAAAAATAA---CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAAT---TGTA-TATT-TATAT----ATATTT-----AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

dp5 Unknown_group_34:5286-
5480 +

dps_4 -ATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC--TTTTAGG-ATAAAATTAAA--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAATGAA-TAAA-CA---AAT-----TT------TAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droPer2 scaffold_271:17934-
18128 +

-ATATATCGCTTATATAAAACTAAGACATTTCGCAACATTC--TTTTAGG-ATAAAACTAAA--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAATGAA-TAAA-CA---AAT-----TT------TAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droWil2 scf2_1100000002192:486-
671 +

dwi_17 TAC-------TTATGTT-AACTAAGACATTTCGCAGCATTC-GT-TTGGGT-TAAG----A---TTTTATTGAAGGAATTCATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAATATTATTGACGTAA---TGAAATAAA-CAAACAAT-----TT-A---ATAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droVir3 scaffold_7399:251-440 + T----AAAGTATATGTAAAACTAAGACATTTCGCAACA--C-AATTTAGGTATAAA--CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATTTGTGACGAAA---TGAAATAAA-CC---AAT-----ATAAAT--T-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droMoj3 scaffold_4169:3584-3773

+
dmo_3165 T----AAAGTATATGTAAAACTAAGACATTTCGCAACA--C-AATTTAGGTATAAA--CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATTTGTGACGTAA---TGAAATAAA-CC---AAT-----ATAAAT--T-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droGri2 scaffold_1179:383-565 + dgr_475 T----------TATGTAAGACTAAGACATTTCGCAACATT---TTTTAGGTAAAT---CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAATATATTTTTGACAA-----TGAAATAAA-CA---AAA-----AAAAATTGT-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1311:1-193
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1793.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1311:64-84
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3920:708-728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1938:233-253
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4644:179-199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4933:1003-1023
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5158:23-43
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3347:921-941
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5370:203-223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5394:4341-4361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5502:888-908
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3545:25719-25739
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_061:6843-6863
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_063:7268-7288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_235:7826-7846
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Name Class Family Strand

AT_rich Low_complexity Low_complexity +

mature

1. dya_1793  v2_chrUn_1311:64-84 +
2. v2_chrUn_3920:708-728 +
3. v2_chrUn_1938:233-253 -
4. v2_chrUn_4644:179-199 -
5. v2_chrUn_4933:1003-1023 -
6. v2_chrUn_5158:23-43 +
7. v2_chrUn_3347:921-941 +
8. v2_chrUn_5370:203-223 -
9. v2_chrUn_5394:4341-4361 +

10. v2_chrUn_5502:888-908 +
11. v2_chrUn_3545:25719-25739 -
12. v2_chrUn_061:6843-6863 +
13. v2_chrUn_063:7268-7288 +
14. v2_chrUn_235:7826-7846 -
15. v2_chrUn_244:4555-4575 +
16. v2_chrUn_376:5891-5911 +
17. v2_chrUn_490:2155-2175 -
18. v2_chrUn_687:4840-4860 +
19. v2_chrUn_711:5322-5342 +
20. v2_chrUn_926:1123-1143 -
21. v2_chrUn_252:436-456 -
22. v2_chrUn_4230:1010-1030 -
23. v2_chrUn_4535:350-370 -
24. v2_chrUn_3472:129-149 -
25. v2_chrUn_3568:44-64 -
26. v2_chrUn_6746:1202-1222 -
27. v2_chrUn_325:1669-1689 -

star

1. dya_1793  v2_chrUn_1311:97-119 +
2. v2_chrUn_3920:741-763 +
3. v2_chrUn_4230:975-997 -
4. v2_chrUn_1739:3330-3352 +
5. v2_chrUn_1938:198-220 -
6. v2_chrUn_4535:315-337 -
7. v2_chrUn_4644:144-166 -
8. v2_chrUn_3347:954-976 +
9. v2_chrUn_5370:168-190 -

10. v2_chrUn_5394:4374-4396 +
11. v2_chrUn_3472:94-116 -
12. v2_chrUn_5502:921-943 +
13. v2_chrUn_3568:9-31 -
14. v2_chrUn_6746:1167-1189 -
15. v2_chrUn_061:6876-6898 +
16. v2_chrUn_063:7301-7323 +
17. v2_chrUn_235:7791-7813 -
18. v2_chrUn_325:1634-1656 -
19. v2_chrUn_376:5924-5946 +
20. v2_chrUn_687:4873-4895 +
21. v2_chrUn_4933:968-990 -
22. v2_chrUn_2999:190-212 -
23. dya_1817  v2_chrUn_5474:1248-1270 -
24. v2_chrUn_3545:25684-25706 -
25. v2_chrUn_026:11212-11234 -
26. v2_chrUn_252:401-423 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATATATAGAAATAAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

************************************************((...............(((((((((((((.((((((((......))))))))..)))))))))).)))..............)).***********************************************************
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...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 7843.75 156875 120737 13571 4323 7163 6650 1330 2956 134 7 4 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 1203.60 24072 12503 4326 2979 1618 595 1388 615 46 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 723.45 14469 9 9311 313 2801 441 275 1291 28 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 18 710.94 12797 10173 952 327 473 546 152 164 9 1 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 511.05 10221 3068 4608 831 415 516 536 153 89 3 2 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 444.30 8886 583 7839 0 0 424 40 0 0 0 0 0

...............................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 251.35 5027 2080 0 1350 360 12 0 66 1158 0 1 0

...............................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 242.90 4858 1020 0 0 213 57 1426 38 2102 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 204.65 4093 9 4084 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 172.35 3447 1576 375 895 249 229 0 101 16 6 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 18 159.89 2878 2372 245 33 29 159 33 6 1 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 149.05 2981 1286 972 370 207 8 0 90 45 1 1 1

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 130.70 2614 706 1442 232 106 19 45 45 16 2 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 125.35 2507 497 485 927 306 20 115 147 6 4 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 18 121.72 2191 1256 494 127 45 120 128 19 2 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 121.00 2420 409 1196 649 26 25 94 17 4 0 0 0

...............................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 92.60 1852 99 5 201 29 12 1293 2 208 3 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCC............ 26 1 20 91.55 1831 155 1 2 15 1228 426 4 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 76.05 1521 0 272 583 607 16 27 0 16 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 71.70 1434 614 370 311 35 46 31 24 3 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 18 71.06 1279 1223 6 0 0 40 10 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGAT..................... 17 0 20 66.65 1333 0 1195 0 136 0 0 0 0 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 65.70 1314 56 101 441 0 202 134 367 13 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 63.80 1276 6 1252 11 0 0 4 3 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 18 57.50 1035 16 746 43 128 13 50 39 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 18 50.67 912 268 313 98 27 59 130 6 11 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 48.60 972 513 157 87 55 53 70 32 5 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 48.45 969 7 934 0 0 10 17 1 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 35.95 719 158 327 51 52 19 85 23 4 0 0 0

.................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 34.15 683 157 0 206 83 0 97 24 115 0 1 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 18 33.39 601 12 589 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTC.... 30 0 20 29.00 580 3 577 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 28.00 560 0 560 0 0 0 0 0 0 0 0 0

.................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 26.45 529 142 0 183 0 29 0 11 162 1 1 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 23.45 469 195 159 44 30 14 15 11 1 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 18 22.61 407 228 137 1 0 21 20 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 21.80 436 49 132 216 5 3 26 4 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGT..... 29 0 20 18.60 372 19 353 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 17.70 354 156 1 64 50 4 61 15 3 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATC.................... 17 0 20 16.55 331 0 331 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 18 16.44 296 103 46 66 16 10 47 8 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 16.40 328 2 297 20 1 0 6 1 1 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCATG........ 31 0 18 16.39 295 0 295 0 0 0 0 0 0 0 0 0

..............................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 15.50 310 112 0 60 15 0 123 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 15.35 307 4 247 51 3 2 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 15.05 301 25 146 47 14 0 60 5 4 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 18 14.83 267 45 181 24 4 0 8 5 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 18 14.78 266 97 82 34 5 16 31 0 1 0 0 0

................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 14.65 293 0 0 59 3 1 206 1 23 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 14.25 285 18 36 63 36 9 110 13 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 18 14.17 255 4 190 14 25 0 11 9 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGCT............ 30 0 18 13.72 247 247 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 13.70 274 18 92 79 18 1 61 4 1 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 13.35 267 8 244 11 0 4 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCG............ 26 1 20 13.30 266 19 1 0 7 237 0 2 0 0 0 0

...............................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 13.30 266 54 0 148 28 5 22 8 0 1 0 0

.................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 13.25 265 78 0 57 0 3 61 3 63 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 19 13.11 249 4 40 51 82 3 17 39 13 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCAT......... 15 0 20 13.05 261 0 261 0 0 0 0 0 0 0 0 0

..............................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 12.80 256 54 0 45 36 13 77 9 22 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 12.75 255 40 51 23 29 11 87 9 5 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 12.25 245 41 0 110 38 0 26 21 9 0 0 0

................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 12.20 244 101 0 0 8 0 71 3 61 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 11.85 237 70 0 59 42 0 0 21 45 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCAT......... 27 0 20 11.80 236 6 203 10 1 7 9 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 18 11.67 210 46 0 0 1 109 54 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 18 11.56 208 103 35 25 23 2 8 11 1 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 11.55 231 45 32 58 15 0 69 7 4 0 1 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 11.35 227 15 0 69 27 0 37 15 64 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 17 11.29 192 23 153 3 2 2 9 0 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATC.................... 21 0 18 11.22 202 5 180 6 3 1 6 1 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 10.55 211 76 0 52 30 0 38 6 9 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 18 10.00 180 80 34 30 0 7 29 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 9.85 197 35 0 68 28 16 36 11 3 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGC............. 23 0 20 9.80 196 45 19 23 22 6 61 14 6 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 18 9.28 167 115 9 22 8 1 3 6 3 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 8.75 175 19 57 61 4 2 23 3 6 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.25 165 5 25 60 9 4 58 2 2 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 8.25 165 0 0 133 0 0 32 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 18 8.22 148 22 9 76 20 0 10 10 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 8.15 163 4 15 79 26 2 11 23 3 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 8.05 161 1 132 21 1 0 5 1 0 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATAAA........................................................................ 25 0 20 7.60 152 0 0 139 0 0 11 0 2 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 7.60 152 19 21 90 14 0 4 4 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGT..... 19 0 20 7.55 151 56 0 41 30 1 2 15 6 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 7.35 147 0 147 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTCG... 29 0 20 7.25 145 2 143 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 7.10 142 33 1 56 19 6 19 7 1 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 18 7.06 127 29 95 0 0 1 2 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 7.05 141 3 65 68 1 0 4 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 6.35 127 10 0 13 11 2 78 10 3 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 6.25 125 2 0 54 9 1 55 4 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 19 6.16 117 58 21 20 12 0 3 1 2 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 6.10 122 42 18 34 0 0 9 13 6 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCT............ 18 0 20 6.10 122 0 30 29 18 15 24 6 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 19 6.05 115 25 35 24 15 0 10 4 2 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 5.95 119 3 99 12 1 0 3 0 1 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 5.95 119 27 47 8 8 9 13 4 3 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCG... 18 0 20 5.90 118 0 0 0 66 4 5 41 2 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 17 5.88 100 57 10 13 1 10 9 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCGAT. 30 0 20 5.85 117 0 117 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 5.80 116 40 20 17 22 0 3 11 3 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 5.80 116 8 0 51 6 1 50 0 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 5.80 116 45 27 21 7 1 10 4 1 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATC.................... 22 0 18 5.78 104 6 82 3 5 1 6 1 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.75 115 4 78 14 3 4 12 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGTC.... 29 0 20 5.70 114 7 102 0 0 5 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 5.60 112 2 38 46 18 0 2 4 2 0 0 0

..................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 5.55 111 23 0 43 20 0 11 5 9 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTC.... 18 0 20 5.45 109 0 56 11 12 4 20 6 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 5.45 109 15 20 65 3 2 0 2 2 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 5.40 108 41 0 25 25 0 3 8 6 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 5.35 107 28 0 35 17 0 13 12 2 0 0 0

................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 5.35 107 0 0 88 2 0 17 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 18 5.28 95 17 12 27 31 0 4 4 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 18 5.28 95 3 0 21 43 4 13 10 1 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 5.25 105 0 105 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 5.15 103 48 0 13 15 0 9 8 10 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 5.05 101 12 0 39 6 0 42 0 2 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGAT..................... 16 0 20 5.05 101 0 101 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 4.95 99 5 89 4 1 0 0 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCT............ 21 0 20 4.95 99 28 37 12 9 3 6 4 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGT......................... 15 0 19 4.84 92 0 92 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.80 96 8 10 56 13 1 3 4 1 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 4.65 93 6 67 7 0 0 13 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATG........ 29 0 20 4.60 92 4 83 0 0 3 2 0 0 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 4.60 92 1 0 11 41 2 1 36 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCG............... 21 0 20 4.50 90 40 16 12 12 0 4 4 2 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 4.50 90 32 0 15 25 0 3 5 10 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 4.40 88 3 30 52 2 0 0 0 1 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 4.35 87 20 0 32 21 0 5 8 1 0 0 0

....................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 4.35 87 4 47 26 3 6 0 1 0 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 4.30 86 20 0 49 0 1 13 3 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTC................ 25 0 18 4.22 76 29 16 13 5 5 8 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 4.20 84 19 18 26 0 1 9 11 0 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 4.20 84 0 0 21 18 0 14 13 18 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATG........ 22 0 20 4.05 81 2 24 24 2 6 21 1 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGATG 21 0 20 4.00 80 3 12 39 6 0 0 3 17 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 4.00 80 26 0 11 17 0 5 11 10 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 3.95 79 3 0 14 13 13 19 6 11 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 3.95 79 7 45 22 0 1 1 2 1 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 18 3.94 71 15 43 7 2 1 3 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.85 77 1 0 27 5 9 31 3 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 3.75 75 0 75 0 0 0 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 3.70 74 1 3 37 20 2 4 7 0 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGT......................... 18 0 18 3.67 66 1 50 4 3 4 2 2 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATG........ 27 0 20 3.65 73 3 66 3 0 0 1 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATG........ 20 0 20 3.65 73 1 4 32 3 5 27 1 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 3.65 73 15 0 32 10 0 5 8 3 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 3.65 73 2 69 0 0 0 2 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATG........ 24 0 20 3.65 73 0 43 11 3 1 13 0 1 0 1 0

...............................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.60 72 0 0 25 5 12 24 0 6 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 17 3.59 61 48 0 9 1 2 1 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTCAT......... 31 0 18 3.50 63 0 63 0 0 0 0 0 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCTC........... 30 0 18 3.50 63 60 3 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 3.45 69 0 65 0 3 0 0 0 0 1 0 0

.............................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 3.40 68 52 0 8 1 0 7 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTC................ 24 0 18 3.39 61 20 0 21 2 2 15 1 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 3.30 66 6 0 56 0 0 4 0 0 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 19 3.16 60 41 2 4 2 3 2 5 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 3.15 63 15 13 8 13 0 10 0 4 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.05 61 9 24 14 6 0 4 0 3 0 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATG.................... 18 1 20 3.05 61 0 53 0 7 0 0 1 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGT......................... 16 0 19 3.00 57 0 57 0 0 0 0 0 0 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.00 60 0 0 57 0 0 0 0 3 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 17 2.94 50 13 0 21 1 7 8 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACT................. 23 0 18 2.94 53 4 22 18 2 1 5 1 0 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 2.90 58 3 0 27 2 0 12 1 13 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 2.90 58 0 0 13 0 0 10 12 23 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 2.85 57 1 52 0 1 0 3 0 0 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 17 2.82 48 36 12 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.80 56 6 18 26 2 0 2 0 2 0 0 0

....................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 2.75 55 3 40 3 3 2 1 2 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 2.70 54 1 14 0 16 4 12 7 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 2.70 54 0 0 37 0 0 16 0 1 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATAA......................................................................... 24 0 20 2.70 54 0 0 48 0 0 4 0 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGT......................... 17 0 19 2.68 51 0 51 0 0 0 0 0 0 0 0 0

..................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.65 53 2 0 18 0 0 27 1 5 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCG............... 25 0 18 2.61 47 23 11 9 1 0 1 1 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTC.... 17 0 20 2.60 52 0 43 0 9 0 0 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGC............. 20 0 20 2.60 52 6 0 4 8 1 28 0 5 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 2.60 52 26 9 12 2 0 0 3 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCA.......... 24 0 20 2.55 51 3 25 16 3 0 3 0 0 0 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 2.55 51 0 51 0 0 0 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 2.55 51 16 9 20 3 0 2 0 1 0 0 0

..............................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.55 51 0 0 50 1 0 0 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 2.50 50 1 16 27 2 1 2 1 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.45 49 22 11 2 4 0 1 7 2 0 0 0

............................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 2.45 49 41 0 4 0 0 2 0 2 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 2.40 48 7 0 23 0 11 3 3 1 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 2.40 48 13 0 0 16 0 13 6 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTCGAT. 31 0 20 2.40 48 0 48 0 0 0 0 0 0 0 0 0

.................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 2.40 48 10 0 17 3 0 12 0 6 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTCGAT. 21 0 20 2.40 48 0 0 29 2 0 16 0 1 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 2.35 47 2 32 7 2 0 3 1 0 0 0 0

...............................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 2.35 47 10 0 0 0 2 18 0 17 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 18 2.33 42 29 0 7 2 1 0 1 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 18 2.33 42 35 0 0 0 4 3 0 0 0 0 0

..................................................................TGAAGGAATTGATATATGCC........................................................................................................... 20 0 20 2.30 46 6 0 25 1 0 11 0 3 0 0 0

.................................................................................................GTATTTTTAATTTCTTTCAAT........................................................................... 21 0 20 2.30 46 0 0 44 0 0 2 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCA............ 26 1 20 2.25 45 20 16 5 2 0 1 1 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCGATG 24 0 20 2.25 45 8 3 15 4 0 4 6 5 0 0 0

Anti-sense strand reads

ATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTTTAATAACTGTTATATATCTTTATTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

V120

male
body

...............ACTTTGATTCTGTAAAGCGTCGTAA......................................................................................................................................................... 25 0 20 0.05 1 1 0

...............................................CCATATTTTTATGTAAATAACTTCCTT....................................................................................................................... 27 0 20 0.05 1 1 0
ATGTATTACGAATATACTTTG............................................................................................................................................................................ 21 0 20 0.05 1 1 0
.......................TCTGTAAAGCGTCGTAAATA...................................................................................................................................................... 20 0 20 0.05 1 1 0
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 v2_chrUn_1311:1-193 + dya_1793 TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATA---TATAG-AAA-TA---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droEre2 scaffold_944:838-1030 + der_1518 TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTA---TATAA-AAA-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droSec2 scaffold_2529:2874-3066

+
dse_1841 TACATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATAAAAATAA---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAATATTGACATTA---TATAA-AAT-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droSim2 node_127996:1-129 + dsi_32476 --CATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATAAAAATAA---ATTTATCGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAATATTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:4356396-

4356588 +
TACATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATATAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATAATTGACATTA---TATAA-AAA-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droEug1 scf7180000408345:1115-
1165 +

AAC----------------------------------------------------------------------------------------------------------------------------------------------------------CA---AAA-A----------AC-AAAACTTTCAACAACGGATCTCT-------------------------------------------TGG-------------TTCTCGCATCG--------------------------------ATG

droBia1 scf7180000299694:351-
544 +

TATATATTGGTTATATAAAACTAAGACATTTCGCAGCATTC-GTTTTAGGTATAAAAATAA---AATTATTGAAGGAATTGATATATGCCAGTAAGACGGT---GTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAAA---TTAA-CAAA-CC---AGTTT----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------TGG-------------CTCATGGGTAG--------------------------------ATG

droTak1 scf7180000415528:879-
1103 -

AA-ACGAAAATAATGCAAAACAAAACA----------------------------AATTAAA--ATGAA---AAGAAGGTGTAATATGCAAACAAATTAAAAGTGATCTACAAGCTT--------------------------------------A-TACGT----AGGTTT-----AT-ATGACCCTCCCCGCAGCATCGCCGAAAGCGCTTTCGACCGGCTGGAACTGGAGCGGTAAGTTTACCCAAACCTGTATTGTTTTTTTTGGATCTACGAATGCAAAAAGTAAAGTCAAAGCCAAGTAAAA

droRho1 scf7180000764814:201-
395 +

TATATATTGTTTATATAAAACTAAGACATTTCGCAGCATTC-TTTTTAGGTATAAAAAAAAC--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAAT---TGAAA-AAA-CA---AATAT----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droFic1 scf7180000450074:780-
973 +

---ATATTGTTTATATAAAACTAAGACATTTCGCAGCATTTCGTTTTAGGTATAAAAAAAAAAGATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAATTCATATTTGACAAAT---TGAAA-TAA-TA---AAT-A----------TA-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droAna3 scaffold_2263:320-515 + dan_4035 ---ATATTGATTATATAAAACTAAGACATTTCGCAACAATT-ATTTTAGGTATAAAAATAA---ATTTATTGAAGGAATTGATATATGCCAGTTAAATGGT---GTATTTTTAATTTCTTTCAATAAAAATATAAATGACGAAT---TGTA-TATATTATAT----ATATTT-----AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droBip1 scf7180000392609:4224-

4418 +
---ATATTGATTATATAAAACTAAGACATTTCGCAACAATT-ATTTTAGGTATAAAAATAA---CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAAT---TGTA-TATT-TATAT----ATATTT-----AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

dp5 Unknown_group_34:5286-
5480 +

dps_4 -ATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC--TTTTAGG-ATAAAATTAAA--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAATGAA-TAAA-CA---AAT-----TT------TAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droPer2 scaffold_271:17934-
18128 +

-ATATATCGCTTATATAAAACTAAGACATTTCGCAACATTC--TTTTAGG-ATAAAACTAAA--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAATGAA-TAAA-CA---AAT-----TT------TAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droWil2 scf2_1100000002192:486-
671 +

dwi_17 TAC-------TTATGTT-AACTAAGACATTTCGCAGCATTC-GT-TTGGGT-TAAG----A---TTTTATTGAAGGAATTCATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAATATTATTGACGTAA---TGAAATAAA-CAAACAAT-----TT-A---ATAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droVir3 scaffold_7399:251-440 + T----AAAGTATATGTAAAACTAAGACATTTCGCAACA--C-AATTTAGGTATAAA--CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATTTGTGACGAAA---TGAAATAAA-CC---AAT-----ATAAAT--T-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droMoj3 scaffold_4169:3584-3773

+
dmo_3165 T----AAAGTATATGTAAAACTAAGACATTTCGCAACA--C-AATTTAGGTATAAA--CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATTTGTGACGTAA---TGAAATAAA-CC---AAT-----ATAAAT--T-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droGri2 scaffold_1179:383-565 + dgr_475 T----------TATGTAAGACTAAGACATTTCGCAACATT---TTTTAGGTAAAT---CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAATATATTTTTGACAA-----TGAAATAAA-CA---AAA-----AAAAATTGT-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1311:1-193
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1793.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1311:64-84
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3920:708-728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1938:233-253
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4644:179-199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4933:1003-1023
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5158:23-43
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3347:921-941
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5370:203-223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5394:4341-4361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5502:888-908
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3545:25719-25739
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_061:6843-6863
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_063:7268-7288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_235:7826-7846
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_325:1669-1689
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1793.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1311:97-119
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3920:741-763
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4230:975-997
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1739:3330-3352
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1938:198-220
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4535:315-337
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4644:144-166
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3347:954-976
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5370:168-190
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5394:4374-4396
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3472:94-116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5502:921-943
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3568:9-31
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_6746:1167-1189
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_061:6876-6898
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_063:7301-7323
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_235:7791-7813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_325:1634-1656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_376:5924-5946
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_687:4873-4895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4933:968-990
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_2999:190-212
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1817.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5474:1248-1270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3545:25684-25706
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_026:11212-11234
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_252:401-423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_1311:1-193
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1793.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_944:838-1030
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1518.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2529:2874-3066
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1841.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_127996:1-129
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32476.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:4356396-4356588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408345:1115-1165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299694:351-544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415528:879-1103
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764814:201-395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000450074:780-973
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_2263:320-515
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4035.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000392609:4224-4418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_34:5286-5480
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_4.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_271:17934-18128
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000002192:486-671
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_17.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_7399:251-440
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_4169:3584-3773
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3165.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_1179:383-565
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_475.html


ID:

dya_55

Coordinate:

X:11900814-11900874 -

Confidence:

candidate-rescued

Class:

Testes-restricted

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 [Dyak\GE17381-in]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TAAAGACAAAGATGGATGAGGTTGGATGAGATTGTACAGGGGTGTTACATAAATTTCTTCAAGCCGAAAGTCTATGTAAATTTGGTTGGAATTCGGTGAGAAGAGATTTCTATAGCACTCTGAATAGAGCCTGAATCTTCCAAGCTAATCAGTTGAAAGTC

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

#
Mismatch

Hit
Count

Total
Norm Total

V120

male
body

M026

head

SRR1275484

Male
prepupae

V058

head

M043

female
body

SRR1275488

Male
larvae

V052

head

M056

embryo

........................................................................................GAATTCGGTGAGAAGAGATTTC................................................... 22 0 1 80.00 80 57 7 7 1 3 2 1 2

........................................................................................GAATTCGGTGAGAAGAGATTT.................................................... 21 0 1 44.00 44 43 0 0 0 0 1 0 0

.........................................................................................AATTCGGTGAGAAGAGATTTCT.................................................. 22 0 1 30.00 30 28 0 0 2 0 0 0 0

........................................................................................GAATTCGGTGAGAAGAGATTTT................................................... 22 1 1 20.00 20 19 0 0 0 1 0 0 0

........................................................................................GAATTCGGTGAGAAGAGATTTCT.................................................. 23 0 1 16.00 16 16 0 0 0 0 0 0 0

........................................................................................GAATTCGGTGAGAAGAGATT..................................................... 20 0 1 7.00 7 7 0 0 0 0 0 0 0

.........................................................................................AATTCGGTGAGAAGAGATTTC................................................... 21 0 1 6.00 6 4 1 1 0 0 0 0 0

.........................................................................................AATTCGGTGAGAAGAGATTT.................................................... 20 0 1 3.00 3 3 0 0 0 0 0 0 0

........................................................................................GAATTCGGTGAGAAGAGATTTCA.................................................. 23 1 1 2.00 2 2 0 0 0 0 0 0 0

...........................................................................................TTCGGTGAGAAGAGATTTCT.................................................. 20 0 1 2.00 2 2 0 0 0 0 0 0 0

..........................................................................................ATTCGGTGAGAAGAGATTTCT.................................................. 21 0 1 2.00 2 2 0 0 0 0 0 0 0

...................................................................................GGTTGGAATTCGGTGAGAAG.......................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0

.........................................................................................AATTCGGTGAGAAGAGATTTA................................................... 21 1 1 1.00 1 0 0 0 0 0 0 1 0

..........................................................................................ATTCGGTGAGAAGAGATTTC................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0

..........................................................................TGTAAATTTGGTTGGAATTCGGTGA.............................................................. 25 0 1 1.00 1 1 0 0 0 0 0 0 0

.........................................................................................AATTCGGTGAGAAGAGATT..................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0 0

..................................................AAATTTCTTCAAGCCGAAAGTCT........................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0 0 0

Anti-sense strand reads

ATTTCTGTTTCTACCTACTCCAACCTACTCTAACATGTCCCCACAATGTATTTAAAGAAGTTCGGCTTTCAGATACATTTAAACCAACCTTAAGCCACTCTTCTCTAAAGATATCGTGAGACTTATCTCGGACTTAGAAGGTTCGATTAGTCAACTTTCAG

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

#
Mismatch

Hit
Count

Total
Norm Total

No data available in table
Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 X:11900764-11900924 - dya_55 TAAAGACAAAGATGGATGAGGTTGGATGAGATTGTA-----CAGGGGTGTTACATAAATTTCTTCAAGCCGAAAGTCTATGTAAATTTGGTTGGAATTCGGTGAGAAGAGATTTCTATAGCACTCTGAATAGAGCCTGAATCTTCCAAGCTAA-----------------------TCAGTTGAAAGTC
droEre2 scaffold_4690:9673150-

9673307 +
der_57 CACAG---AGTATGGATGAGGTTGGATGAGATTTTA-----CAGGGCTGTTACATAAATCTCTTCAAGCCGAAGGTCTATGTAAGTTTGGTTGGAATTCTGTGAGAAGAGATTTCTATAGCATCCTGAATACAGTCGGAATCTTCCAAGCTAA-----------------------TCAGTTGAATGTC

droSec2 scaffold_8:1718425-
1718579 +

dse_116 CAAAT---GGAATGGATGAGATTGGAAAAGATTGTG-----TAGAGGTGTTACATAAATTTCTTCAAGCCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTA---AGAGCCTGAATCTTTCGAGCCAA-----------------------TCAGTTGAGAGTC

droSim2 x:18325711-18325868 + dsi_203 TCCATCTTGGAATGGATGAGATTGGAAAAGATTGTG-----TAGAGGTGTTACATAAATTTCTTCAAACCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTA---AGAGCCTGAATCTTTCGAGCCAA-----------------------TCAGTTAAAAGTC
dm3 chrX:19436179-19436341 + CAAAT---GGAATGGATAAGATTGGATAAGATTGTGTAAGATAGGGTTGTTATATAAATTTCTTCAAACCGAAAGTCTTTGTTAGTTTGATTAGAATTCTATGCGATGAAATTTGTATAGCATCCTT---TGAGTCTGAATCTTTCGAGTCAATCAGA--------------------TGATGAAAGTC

droEug1 scf7180000409109:15701-
15825 -

GA----------TAGTTGAGCTTTA---AAATGTTA-----CAGT-GCTTTACATTAATTTCTTTTAATCGAAAATCCATATAAATTTGGTTTGAGTTTTGCAGA--GGA--TTG--CAGAAAAT---ATAAAGTTGAAAACTGCCAAGCGAA------------------------------------

droEle1 scf7180000490709:12017-
12153 +

TAT--------------------------------T-----CCGGGGTGCTACATAGATTTCGTTCAACCAAATGTCCATTCAAACTGGATTGTAGTGTGGTTGAAAGAGATTTCTGAGTCACGCAGATTGTAA----AAGCTTGGA-----------TATTTATGATTAAAATAATTACTTTAAAAAT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11900764-11900924
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http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_203.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19436179-19436341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409109:15701-15825
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGGGTCCTTCATTTGCCTGTTTATATACTTTTGTTGTAAATGTTGGTCTTATTCACAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG 

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

M043

female
body

M056

embryo

.......................................................................................TAAATGTTGGTCTTATTCACA................................................... 21 0 1 31.00 31 30 1 0

.......................................................................................TAAATGTTGGTCTTATTCACG................................................... 21 1 1 2.00 2 2 0 0

.......................................................................................TAAATGTTGGTCTTATTCAC.................................................... 20 0 1 2.00 2 1 1 0

..................................................................................................................ATCAGTTGTTTGTCAACTATACGCGC................... 26 0 1 1.00 1 0 0 1

.......................................................................................TAAATGTTGGTCTTATTCACT................................................... 21 1 1 1.00 1 1 0 0

Anti-sense strand reads

TTGACGTCGACCTCGAGGACGGCGCTCCCGACGTGGAGTAGTGAGTGGTTCACCCAGGAAGTAAACGGACAAATATATGAAAACAACATTTACAACCAGAATAAGTGTCCACGGTAGTCAACAAACAGTTGATATGCGCGTAGGGCAAGTCGCTTACCC 

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

V046

embryo

V058

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3L:4752919-4753077 - dya_707 AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGGGT-CC---T----TCA----TTTG----CCTGT---------------------TT--ATATACTT-TTGTTGTAAAT------GT--------TG-GT-------------------------------------------------------------------------------C-TTA-----TTCACAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG
droEre2 scaffold_4784:6891693-

6891849 -
AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTCGGT-CC---T----CAG----TACG----CCTTA---------------------TT--ATATACAT-T--ATATACATA--------------TTC-GC-------------------------------------------------------------------------------C-TTA-----CTCCCAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG

droSec2 scaffold_2:4173863-4174016
-

AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTTAGT-GC---T----TGC----TATG----CCTGA---------------------TT--ATATATAT-T--AACT---AA--------------TTC-CT-------------------------------------------------------------------------------C-TTA-----TGTCCAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG

droSim2 3l:4141330-4141482 - AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGAGT-GT---T----TGA----TATG----CCTGA---------------------TT--ATATCTAC-A--TACT---AA--------------CTC-CT-------------------------------------------------------------------------------C-TT------ATCCCAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG
dm3 chr3L:4181152-4181304 - AATTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACATCATCACTCACCAAGTGGGT-AT--------CGA----TATG----CCTGA---------------------TT--ATATCTAC-A--TACT---AA--------------CTC-CT-------------------------------------------------------------------------------C-TTA-----TGTCCAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG
droEug1 scf7180000409466:1946549-

1946704 -
AACTGCAGCTGGAGCTCCTGTCGCGAGGGCTGCACCTCATCACTCACCAAGTTAGT-TC---AT---GGA----TAAG----TCTTA---------------------TT--AAATCTAG-T--TACT---GA--------------TTCAAT-------------------------------------------------------------------------------G-GTA-----ATACCAGGTGCCATCAGTTGTTTGTCAACTACACGCGTATCCCGTTCAGCGAATGGG

droBia1 scf7180000302428:888221-
888377 -

AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGGGT-CC---A----AGC----TAAC----CAAGA---------------------TG--ATGTGTAT-T--TACT---AAGCTAT---------GT-----------------------------------------------------------------------------------ATTCA-----CTGCCAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCCTTCAGCGAATGGG

droTak1 scf7180000415707:45542-
45704 +

AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGAGA-CT---C----TGA----ATAC----CAAGGAAATA-----------------T--ATATATAT-T--TACT---AAGATAT---------GT--------------------------------------------------------------------------------------TATCTGAAAACTAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATACCGTTCAGCGAATGGG

droEle1 scf7180000491249:5044040-
5044194 -

AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTTGGT-AT---A----ACA----TAAT----CGT-----------------------TTATATATCAAT-C--TTCC----AACCA--------------TT----------------------------------------------------------------------------TGTA---T-----TTACCAGGTGCCATCAGTTGTTTGTCAACTACACGCGCATCCCGTACAGCGACTGGG

droRho1 scf7180000766748:21349-
21504 +

AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGAGT-AT---CCA--AAA----AAGT----ACT-----------------------TCATATAGCCTC-T--TGCT---AAACCA---------------T-------------------------------------------------------------------------------G-TTA-----ATATCAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCCTTCAGCGACTGGG

droFic1 scf7180000454113:1411768-
1411924 -

AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGGGT-TC---TTA--ATA----ATAT----TGT-----------------------GAAGGGATCCGT-T--TACT---CAACTA--------------TT-------------------------------------------------------------------------------T-TTA-----TAAGCAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATACCGTTTAGCGAATGGG

droKik1 scf7180000302383:565501-
565663 -

AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTAATT-TG---A-----AC--ATTTAA--------TATATTTA--------------TT--GAATTTAA-T---------AA------CTCA----TTT-CT--C-------------------------------------------------------------------TCTC---T-C--TT-----AAACCAGGTGCCATCAGTTGTTTGTCAACTACACACGCATCCCGTTTAGCGAGTGGG

droAna3 scaffold_13337:14602329-
14602482 -

AACTGCAGCTGGAGCTCCTGTCGCGAGGGCTGCACCTCATCACTCACCAAGTAAGGCTCTTCA-----GA----G--G--A-TAATA---------------------AG--AAGTCCTG-A--AACT---AA--------------CTC--A-------------------------------------------------------------------------------C--AA-----ATTTCAGGTGCCATCAGTTGTTTGTCAACTACACGCGCATCCCGTTCAGCGAGTGGG

droBip1 scf7180000396641:708943-
709098 +

AACTGCAGCTGGAGCTCCTGTCGCGAGGGCTGCACCTCATCACTCACCAAGTAAGG-AT---ATCAAAGT----G--G--ACTAATA---------------------TG--AAGTCCTG-----------AAACTAA---------GT-----------------------------------------------------------------------------------ATTTA-----ATTTCAGGTGCCATCAGTTGTTTGTCAACTACACGCGCATCCCGTTCAGCGAGTGGG

dp5 XR_group8:8346781-8346947 - AACTGCAGCTGGAGCTCCTGTCGCGAGGGCTGCACCTCATCACTCACCAAGTAAGT-GA---G-----AA-GAGTAGG----CCT-A---------------------TT--GTAATCCAATCGAT-----T------CT-GAT----TCCATATCG----------------------------------------------------------------------ATTC-C--AT-----GTACCAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTACAGCGACTGGG
droPer2 scaffold_40:538392-538447 - AACTGCAGCTGGAGCTCCTGTCGCGAGGGCTGCACCTCATCACTCACTAAGTAAGT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
droWil2 scf2_1100000004762:3924722-

3924890 -
AATTGCAGCTGGAGCTCCTGCCGCGAGGGTTGCACCTCATCACTCACCAAGTAGGT-TC---A-----GCTAAAGTACCGA-TAACCATATTTC-----------------------TCT-A--ATTT---AA-----CTTGGGCGACTT-CT-------------------------------------------------------------------------------T-TTT-----TTCTTAGGTGCCATCAGTTGTTTGTCAACTATACGCGTATACCCTTTAGCGAATGGG

droVir3 scaffold_13049:2057886-
2058046 -

dvi_400 AACTGCACCTGGAGCTCCTGTCGCGAGGGCTGCACCTCATCACTCACCAAGTAAGT-AG---A-----GA----GAGA----TC--TATATTCGATTAAACTAGTAGTTTATATGG---------------------------------------------------------------------------------------------------------------TTTC---TCT-----CTGCCAGGTGCCATCAGCTGTTTGTCAACTATACGCGCATACCCTACAGCGAATGGG

droMoj3 scaffold_6654:1793537-
1793700 +

AATTGCAGCTGGAGTTCGTGTCGCGAGGGCTGCACCTCATCACTCACCAAGTAAGT-AG---C-------TTAATCAC----CAT----ATA-----------------T--ACATATAT-TTGAT-----T------CTTGATCAAAT--------------------------------------------------------------------------CTTC-----C-ATT-----CGACCAGGTGCCATCAGTTGTATGTCAACTATACGCGAATACCCTTTAGCGAATGGG

droGri2 scaffold_15110:3108633-
3108838 -

AACTGCAGCTGGAGCTCCTGTCGCGAGGGCTGCACCTCATCACTCACAAAGTAAGT-AG---A-------CTAATC--------------------------------------------------------------CTTTACCAAAT--------CATTAAATGAGATTCGTAATAAATCCATCACCAATCATTTAAATGAAATTACCAATAATCCCAATA----ATTC---TGA-----CCAACAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATACCGTTTAGCGAATGGG
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ATCCCAGTTACGCACAGCTAGAAGAGATCGGATCGGCGTCGATCGGATTAAGTCTGCCTAACTGCTGTCTTGCAGGGCTGTAGGCTTTGGTCCAAAATTTAGTCTACAGTCGCTGCGATTCCGGGCAGTTGAAATGATGCAAGATGAAAGAGAGCCCGGTCCATAACACTTAACGCTTTGTGCACCGTACAATTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

V120

male
body

V046

embryo

M043

female
body

M026

head

V052

head

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

............................................................................................................GTCGCTGCGATTCCGGGC..................................................................... 18 0 1 6.00 6 5 0 0 0 1 0

........................................................................................................................................ATGCAAGATGAAAGAGAGCCCGGTC.................................. 25 0 1 5.00 5 3 1 0 1 0 0

...............................................................GCTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 22 0 1 4.00 4 2 2 0 0 0 0

.......................................................................................................................................GATGCAAGATGAAAGAGAGCCCGGT................................... 25 0 1 3.00 3 1 2 0 0 0 0

...........................................................AACTGCTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 26 0 1 3.00 3 2 0 1 0 0 0

.................................................................................................TTTAGTCTACAGTCGCTGC............................................................................... 19 0 1 2.00 2 1 0 0 1 0 0

...............AGCTAGAAGAGATCGGATCGGC.............................................................................................................................................................. 22 0 1 2.00 2 2 0 0 0 0 0

...........GCACAGCTAGAAGAGATCGGATC................................................................................................................................................................. 23 0 1 2.00 2 2 0 0 0 0 0

...................AGAAGAGATCGGATCGGC.............................................................................................................................................................. 18 0 1 2.00 2 2 0 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCAGTT................................................................. 22 0 1 2.00 2 1 0 0 1 0 0

..............................................................................................................................................GATGAAAGAGAGCCCGGTC.................................. 19 0 1 2.00 2 1 1 0 0 0 0

.......................................................................................................CTACAGTCGCTGCGATTCCGGGC..................................................................... 23 0 1 2.00 2 1 1 0 0 0 0

....................................................................................................................GATTCCGGGCAGTTGAAATG........................................................... 20 0 1 2.00 2 1 0 1 0 0 0

.......................................................................................................................................GATGCAAGATGAAAGAGAGCCC...................................... 22 0 1 2.00 2 2 0 0 0 0 0

....................................................................CTTGCAGGGCTGTAGGCTTTGGTCC...................................................................................................... 25 0 1 2.00 2 1 1 0 0 0 0

................................................................................................ATTTAGTCTACAGTCGCTGC............................................................................... 20 0 1 2.00 2 0 0 2 0 0 0

.................................................................................................................................................................CATAACACTTAACGCTTTGT.............. 20 0 1 2.00 2 1 1 0 0 0 0

...............................................................................................AATTTAGTCTACAGTCGCTGC............................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

................................................................................................ATTTAGTCTACAGTCGCTGCG.............................................................................. 21 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................AAATTTAGTCTACAGTCGCTGC............................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

..................TAGAAGAGATCGGATCGGCGTCGATC....................................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0

...................................................................................................................................AAATGATGCAAGATGAAAGA............................................ 20 0 1 1.00 1 1 0 0 0 0 0

..............................................................TGCTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 23 0 1 1.00 1 0 0 0 1 0 0

............................................................................................................................................AAGATGAAAGAGAGCCCGGT................................... 20 0 1 1.00 1 0 1 0 0 0 0

..........................................................................................................................................GCAAGATGAAAGAGAGCCCGGTC.................................. 23 0 1 1.00 1 1 0 0 0 0 0

......................AGAGATCGGATCGGCGTCGATCGGATT.................................................................................................................................................. 27 0 1 1.00 1 0 1 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCA.................................................................... 19 0 1 1.00 1 0 0 0 0 1 0

...................AGAAGAGATCGGATCGGCGTCGATCGGAT................................................................................................................................................... 29 0 1 1.00 1 0 1 0 0 0 0

...................AGAAGAGATCGGATCGGCGTCGATCG...................................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0

.......................................................................................................................................GATGCAAGATGAAAGAGAGCCCGGTC.................................. 26 0 1 1.00 1 0 1 0 0 0 0

.................................................................................................................................TGAAATGATGCAAGATGAAAGAGA.......................................... 24 0 1 1.00 1 0 1 0 0 0 0

................GCTAGAAGAGATCGGATCGGCT............................................................................................................................................................. 22 1 1 1.00 1 0 0 0 0 1 0

.....................AAGAGATCGGATCGGCGTCGAT........................................................................................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0

........................................................................................................TACAGTCGCTGCGATTCCGGGCA.................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

............................................................................................................GTCGCTGCGATTCCGGGCAGTC................................................................. 22 1 1 1.00 1 1 0 0 0 0 0

..............................................................................................................................................GATGAAAGAGAGCCCGGTCCATAACACTTA....................... 30 0 1 1.00 1 0 1 0 0 0 0

.TCCCAGTTACGCACAGCTAGAA............................................................................................................................................................................ 22 0 1 1.00 1 0 0 0 1 0 0

.................................CGGCGTCGATCGGATTAAGTCTGC.......................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................TGAAATGATGCAAGATGAAA.............................................. 20 0 1 1.00 1 0 1 0 0 0 0

.........................................................................................................................................................................TTAACGCTTTGTGCACCGTAC..... 21 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................................................AAATGATGCAAGATGAAAGAGAGCCCGGT................................... 29 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................................................................ATGATGCAAGATGAAAGAGAGCCCG..................................... 25 0 1 1.00 1 0 1 0 0 0 0

...........................................CGGATTAAGTCTGCCTAACT.................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

.........................................................................AGGGCTGTAGGCTTTGGTC....................................................................................................... 19 0 1 1.00 1 0 1 0 0 0 0

...............................................................................................................................................ATGAAAGAGAGCCCGGTCC................................. 19 0 1 1.00 1 1 0 0 0 0 0

..........................................................................................................CAGTCGCTGCGATTCCGGGC..................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

.............................................................................................AAAATTTAGTCTACAGTCGCTGC............................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

....................................................................................................................................................................AACACTTAACGCTTTGTGCACCGT....... 24 0 1 1.00 1 0 1 0 0 0 0

.................................................................................................................................................................CATAACACTTAACGCTTTGTGCACC......... 25 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................................................................................ATAACACTTAACGCTTTGTGCACCGT....... 26 0 1 1.00 1 1 0 0 0 0 0

.....AGTTACGCACAGCTAGAAGAGATCGGATC................................................................................................................................................................. 29 0 1 1.00 1 1 0 0 0 0 0

.......................GAGATCGGATCGGCGTCGAT........................................................................................................................................................ 20 0 1 1.00 1 0 0 0 0 1 0

........................................................................................................TACAGTCGCTGCGATTCCGGGCAGT.................................................................. 25 0 1 1.00 1 0 0 1 0 0 0

..............................................................................................................................................GATGAAAGAGAGCCCGGTCC................................. 20 0 1 1.00 1 1 0 0 0 0 0

..............................................................................................................................................GATGAAAGAGAGCCCGGTCCATAAC............................ 25 0 1 1.00 1 0 1 0 0 0 0

.................................................................................................................................TGAAATGATGCAAGATGAAAGA............................................ 22 0 1 1.00 1 1 0 0 0 0 0

...........................................................AACTGCTGTCTTGCAGGGCTG................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

............................................................................................CAAAATTTAGTCTACAGTCGCTGC............................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................................................................AAAGAGAGCCCGGTCCATAAC............................ 21 0 1 1.00 1 1 0 0 0 0 0

......................................................................................................................................................................CACTTAACGCTTTGTGCACCGTAC..... 24 0 1 1.00 1 0 0 1 0 0 0

..................................GGCGTCGATCGGATTAAGT.............................................................................................................................................. 19 0 1 1.00 1 0 1 0 0 0 0

...................................................................................................................................AAATGATGCAAGATGAAAG............................................. 19 0 1 1.00 1 0 0 1 0 0 0

........................................................................................................................................................................CTTAACGCTTTGTGCACCGTACA.... 23 0 1 1.00 1 0 0 1 0 0 0

..................................................................................................................................GAAATGATGCAAGATGAAAGAGA.......................................... 23 0 1 1.00 1 0 1 0 0 0 0

................................................................CTGTCTTGCAGGGCTGTAGGCTTTGGTCC...................................................................................................... 29 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................TGAAATGATGCAAGATGAAAGAGAGCCC...................................... 28 0 1 1.00 1 0 1 0 0 0 0

.............................................................................................................................................AGATGAAAGAGAGCCCGGTCC................................. 21 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................................................................GATGCAAGATGAAAGAGAGCCCGGTCCAC............................... 29 1 1 1.00 1 1 0 0 0 0 0

.........................................ATCGGATTAAGTCTGCCTAACTGCTGTCT............................................................................................................................. 29 0 1 1.00 1 0 0 0 0 1 0

........................................................................................................................................ATGCAAGATGAAAGAGAGCCCGGTCC................................. 26 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................................................................GATGCAAGATGAAAGAGAGCCCGGC................................... 25 1 1 1.00 1 1 0 0 0 0 0

.....AGTTACGCACAGCTAGAAGA.......................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0

......................................................................................................................................................AGAGCCCGGTCCATAACACT......................... 20 0 1 1.00 1 0 0 1 0 0 0

...............AGCTAGAAGAGATCGGATC................................................................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0

................................................................CTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0

..................................................................................................................................................................ATAACACTTAACGCTTTGTGCACCGTAC..... 28 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................TGAAATGATGCAAGATGAAAGAGAGCC....................................... 27 0 1 1.00 1 1 0 0 0 0 0

.........................................................CTAACTGCTGTCTTGCAGGGCT.................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................................................AAATGATGCAAGATGAAAGAGAGCC....................................... 25 0 1 1.00 1 1 0 0 0 0 0

...................AGAAGAGATCGGATCGGCGTCGATC....................................................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................TTTAGTCTACAGTCGCTGCGATTCCGGGC..................................................................... 29 0 1 1.00 1 0 1 0 0 0 0

.......................GAGATCGGATCGGCGTCGATC....................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................................................................CAAGATGAAAGAGAGCCCGGTCC................................. 23 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................................................................CAAGATGAAAGAGAGCCCGGTC.................................. 22 0 1 1.00 1 0 0 0 1 0 0

.........................GATCGGATCGGCGTCGATCGGAT................................................................................................................................................... 23 0 1 1.00 1 0 0 0 0 1 0

......................AGAGATCGGATCGGCGTCGAT........................................................................................................................................................ 21 0 1 1.00 1 0 0 1 0 0 0

......................AGAGATCGGATCGGCGTCGAC........................................................................................................................................................ 21 1 1 1.00 1 1 0 0 0 0 0

.........................................................................................................................................TGCAAGATGAAAGAGAGC........................................ 18 0 1 1.00 1 1 0 0 0 0 0

......................AGAGATCGGATCGGCGTCGATC....................................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

........................................................................................................................................ATGCAAGATGAAAGAGAGCCCGGC................................... 24 1 1 1.00 1 1 0 0 0 0 0

....................................................................................................................................AATGATGCAAGATGAAAGAGAGCCCGGT................................... 28 0 1 1.00 1 0 1 0 0 0 0

.....................................GTCGATCGGATTAAGTCTGC.......................................................................................................................................... 20 0 1 1.00 1 0 1 0 0 0 0

...............................ATCGGCGTCGATCGGATTAAGTCTGC.......................................................................................................................................... 26 0 1 1.00 1 0 1 0 0 0 0

............CACAGCTAGAAGAGATCGGA................................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0

...............................................................GCTGTCTTGCAGGGCTGTAGGCTTTGGTC....................................................................................................... 29 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................................................................................................ACACTTAACGCTTTGTGCACCGT....... 23 0 1 1.00 1 1 0 0 0 0 0

.............................................................CTGCTGTCTTGCAGGGCTGTAGGC.............................................................................................................. 24 0 1 1.00 1 1 0 0 0 0 0

.................................................................................................................................TGAAATGATGCAAGATGAAAGAGAGCCCG..................................... 29 0 1 1.00 1 0 1 0 0 0 0

...............................................................GCTGTCTTGCAGGGCTGTAGGCTTTGGT........................................................................................................ 28 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

TAGGGTCAATGCGTGTCGATCTTCTCTAGCCTAGCCGCAGCTAGCCTAATTCAGACGGATTGACGACAGAACGTCCCGACATCCGAAACCAGGTTTTAAATCAGATGTCAGCGACGCTAAGGCCCGTCAACTTTACTACGTTCTACTTTCTCTCGGGCCAGGTATTGTGAATTGCGAAACACGTGGCATGTTAAG

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

......................................................................................................................................................TCTCGGGCCAGGTATTGTGAATTG..................... 24 0 1 1.00 1 1

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 2L:3063696-3063890 + dya_1801 ATCCC--------------------AGTT--ACG----CACAGCTAGAA--GAGA--------------------------------------------------------------TCGGATCGGCGTCGATCGGAT---------------TAAGTCT-GCC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTTGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAAAGAGAGCCC---GGTCCATAACACTTAACGCTT--TGTGCACC-GT----------ACAATTC-------------
droEre2 scaffold_4929:3115440-

3115632 +
der_1527 ATCCC--------------------AGTT--ACG----CACAGCTAGAA--GAGA--------------------------------------------------------------TCGGATTGGCGTCAATCGGAT---------------TGAATCT-GCC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GATGAGAG---GCCC---AGTCCATGACACTTAACGCTT--TGTGCACC-GT----------ACATTTT------------C

droSec2 scaffold_5:1224940-1225143
+

dse_1854 ATCCC--------------------AGTT--ACG----CACAGCTAGAA--GAGATAAGTCAA----CAG----------------------------------------------ATTGGATTTGCGTCGATCGGCT---------------TGAATCT-GCC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCACTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GCCC---AGTCCATAACACTTAACGCTT--TGTGCACC-GT----------ACAATTC-------------

droSim2 2l:2946882-2947085 + dsi_32463 ATCCC--------------------AGTT--ACG----CACAGCTAGAA--GAGATAAGTCAA----CAG----------------------------------------------ATTGGATTTGCGCCGATCGGCT---------------TGAATCT-GCC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GCCC---AGTCCATAACACTTAACGCTT--TGTGCACC-GT----------ACAATTC-------------
dm3 chr2L:3067697-3067900 + dme_436 ATCCC--------------------AGTT--ACG----CACAGCTAGAA--GAGATAAGTTAA----CAG----------------------------------------------ATTGGATTTGCGTCGATCGGAT---------------TGAATCT-GCC--TAACTGCTGTCTTGCAGGG-CT--GTAGGC---TTCGGTCCAAA---ATTA-AGTCTACAGTCTCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAGAG---GCTC---AGTCCATAACACTTAACGCTT--TGTGCACC-GT----------ACAATTT-------------
droEug1 scf7180000409554:3024270-

3024474 -
ATCCC--------------------AGTT--ACG----CACAGCTAAAA--GAGATAACTCAA----CAG----------------------------------------------GTCGGATTGGAGCGGATCGGAT---------------TGAATCT-GAT--TAACTGCTGTCTTGCAGCG-CT--GTAGAC---TGTGGTCCAAA---ATTT-AGTCTATAGTCGCTGCGATTCTG-GGCAGTTGTAA-GGATAAAAAGATGAGAG---GCCC---AAACCATCACACTTAACGCTT--TGTGCACC-AT----------ACAGATT-------------

droBia1 scf7180000302188:2121990-
2122199 +

AACCC--------------------AGTT--ACG----CACAGCTAGAG--GAGATAAGTAAA----CAG---------------------------------------ATCGG--ATTGGACTGGAGTGGATCGGAT---------------TGCATCG-GCC--TAACTGCTGTCTTGCAGGG-CC--GTAGAC---TTTGGTCCAAA---ATTT-AGTCTACGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCAA-GACGAGAG---ACTC---AGTCCACTAGACTTAACGCTT--TGTGCACC-GT----------ACAGTTC------------C

droTak1 scf7180000415438:753081-
753236 -

ATCCC--------------------AGTT--GCG----CACAG----------------------------------------------------------------------------------GAGTGGATCGGAT---------------GGCATCT-GCC--TAACTGCTGTCTTGCAGGG-CC--GTGGAC---TTTGGTCCAAA---ATTT-AGTCTATGGTCGCTGCGATTCCG-GGCAGTTGAAA-GGATGCCA-AATGAGAG---ACCC---A---------ACCTAACGCTT--TGTGCACC---------------------------------

droEle1 scf7180000491046:1758532-
1758736 +

ATCCC--------------------AGTT--ACG----CACAGTTAGAA--GAGATAAGTCAA----CGG----------------------------------------------ATCGGATTGGAGTGGATCGGAT---------------TGCGTCT-GCC--TAACTGCCGTCTTGCAGCA-CT--GTAGTC---TTTGGTCCAAA---ATTT-AGTCTACAGCCGCTGCGATTCTG-GGCAGTTGAAA-GGATGCAATGATGACAG---GCCC---AGACCATCACACTTAACGCTT--TGTGCACC-GT----------ACACTTC-------------

droRho1 scf7180000780028:158211-
158414 +

ATCCC--------------------AGTT--ACG----CACAGCTAGAG--GAGATAAGTCAA----CGG----------------------------------------------ATCGGATTGGAATGGATTGGAT---------------TGGATCT-GCC--TAACTGCCGTCTTGCAGCG-CT--GTATTC---TTTGGTCCAAA---ATTT-AGTCTATAGTCGCTACGATTCTG-GGCAGTTGAAA-TGATCCAA-GACGAGAG---GCCC---AATCCATCACACTTAACGCTT--TGTGCACC-GT----------ACAGTTC-------------

droFic1 scf7180000453924:1051713-
1051928 +

ACCCC--------------------AGTT--ACG----CACAGCTAGAA--GAGATAGG---------------------------------------------------------ATCGGATTGGAGTGGATCG-AT----------CGCCTGGGATCT-GCC--TAACTGCCGTCTTGCAGCG-CC--GTAGAC---TTTGGTCCAAA---ATTT-AGCCTACGGCCGCTACGATTCCG-GGCAGTTGAAA-GGATCCAG-GATGCGAGT-CGCCC---AACCCTTCACACTTAACGCTT--TGTGCACC-GT----------ACAGTTCAGTAGTTCAGTAC

droKik1 scf7180000302246:274508-
274654 +

ATCCC--------------------AGTT--ACG----CGCAGC-----------------------------------------------------------------------------------------------------------------------C--AAACTGCTGTCTTGCAGCGCCT--GTGGAC---TGTGGTCCAAA----TTA-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAGT-GGCC--GA-TGC-----------------TGGATCGCACTTAACGCTTCGTGTGCACC-GCAGA-----GAAGAGTTC-------------

droAna3 scaffold_12916:9588076-
9588247 -

dan_4042 ATCCC--------------------AGTTAAACG----CACAGCTTTAA--G------------------------------------------------------------------------------GAACCGTT---------------T--ATCT-CCCATTAACTGCTGTCTTGCAGAGTCT--GTGGAC---G-TGGTCCAAA----TT--TGTCTACAGCCACTGCGATTCCG-GGCAGTTGAAAGTGAT--AA-TACGG-AC--TCCCCAAAAACACATCACATCT-GCGCTT--TGTGCACC-GC----------AC------------------

droBip1 scf7180000396580:1442837-
1443009 +

ATCCC--------------------AGTTAAACG----CACAGCTTTAA--G------------------------------------------------------------------------------GATCAGCA---------------T--TTCT-CCCATTAACTGCCGTCTTGCAGCGTCT--GTGGAC---G-TGGTCCAAA----TT--TGTCTACAGCCGCTGCGATTCCGGGGCAGTTGCAAGTGAAACCA-TACGG-AT--TCCTCA--AATACATCACATCT-GCGCTT--TGTGCACC-GC----------AC------------------

dp5 Unknown_singleton_3046:18-
207 +

dps_31 ---CC--------------------ATTT--ACG----CACAGCAACAA--AAGATAAAACTAATCTCG-------------------------------------------------------------GATCGGATG--------T-----TCCTTAAACCT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAA---ATTTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------GGGAT---CCACC--TTTAAATCACACTTAAAGCTA--TGTGCACA-GA--------GTACAGT---------------

droPer2 scaffold_1:8612775-8612986
-

dpe_229 ATATCAGTA-ATCCAAGAATTAACCATTT--ACG----CACAGCAACAA--AAGATAAAACTAATCTCG-------------------------------------------------------------GATCGGATG--------T-----TCCTTAAACCT--TAACTGCCGTCTTGCAGCGCCT--GTGGACG--ATAGGTCCAAA---ATTTCAGTCTACAGACGCTGCGATTCCG-GGCAGTTGAGT-GGAT--------GGGAT---CCACC--TTTAAATCACACTTAAAGCTA--TGTGCACA-GA--------GTACAGT---------------

droWil2 scf2_1100000004945:407265-
407435 +

dwi_5419 ATCAC--------------------AGTA--ACG----CACAGTTAAATACATGATATATCCT----CCA------------------------------------------------------AATGTGAATTAGATATAAGTTAT-ATCCAGTGATCG-ATT--TAATTGCCGTCTTGCAGGGTCTTTGTAAAGAATCCAGGTCCAAATT-AAAT-TCTTTATAGATCCTGCGATTCTG-GGCAATTGAAT-GA-CA-------------------------------------------------CACT-G-------------------------------

droVir3 scaffold_12963:14467459-
14467611 -

dvi_24646 ATTTTAACATGTCCAAC--------AGTT--TAG----CAAG---------------------------------------------------------------------------------------------------------------TCTATGTAATG--TAACTGCCGTCTTGCAACGCCT--GTGGATA-CAAAGGTCCAAA---AATT-AATCCACACGAGTTGCGATTCTG-GGCAGTTGA------------------------------------TTTTACTAAAATCTT--TATGCACATGTAAACATGGG-AG------------------

droMoj3 scaffold_6500:15423874-
15424047 -

dmo_3155 ATTTC--------------------ATTT--TCG----AA--TCCACAA--CACATT-------------------------------------CCCACAACCAACGATTTTGGACGGTAGACAACAGCACAGCAGCC--------------GGCACTCGTCTT--TAACTGCCGTCTTGCAGCTCCT--GTGGATG-CCCAGGTCCAAT---AAGT-AATCCACACGTGCTGCGATTCCG-GGCAGTTGAGG-GGA-GCAA-CAGGA-----------------------------------------------------------------------------

droGri2 scaffold_15252:2029205-
2029382 +

dgr_469 ATTTG--------------------AATC--ACTAATTTACAATTGGAA--TAGAGGAATCAT----CATAATTTGTATATCAATCTATATAATCT---------------------------------------------------------TACA-AT-GAT--TAACTGCCGTCTTGCCGGGCCT--GTGGGCA-CCCAGGTCCAAACAAAAGT-TGCCCACATGCTCGGCGATTCTG-AGCAGTTAAA-----------------------CTC---AGTT---------TA--ACTT--CATTCAC----------------------------------
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Sense Strand Reads
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TAGAGGGGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTGGATCTTTTGTGATATTTTTTTGTACAGATTAATAGAATTTCTGCTTTTAGCTAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAACCTCAGCGAA

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

M026

head

V046

embryo

V058

head

.....................................................................................TTAATAGAATTTCTGCTTTTAG.................................................. 22 0 1 11.00 11 7 2 2 0

..................................................GTAAGTGGATCTTTTGTGATATT.................................................................................... 23 0 1 2.00 2 2 0 0 0

.....................................................................................TTAATAGAATTTCTGCTTTT.................................................... 20 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

ATCTCCCCGGTGGAACCTCCGAAAGGAATGGTTTCACTACAAAGATTTACCATTCACCTAGAAAACACTATAAAAAAACATGTCTAATTATCTTAAAGACGAAAATCGATTATAAGTTTAACAACCGTACTCACGGTGTTATCCTTTGGAGTCGCTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3L:8720114-8720270 + dya_740 TAGAGGGGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTGGAT------CTTTTGTG----ATA-----------------------------------TTTTTTTGTACAGA---------T-TAATAGAATTT---------CT-GCTTTTAGCTAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAACCTCAGCGAA
droEre2 scaffold_4784:3232507-

3232666 -
TAGAGGTGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTGGAT------ACCTTGTG-----T------------------------------------ACTTTTTGTATTTA-----TGGCA-TAAAGCAATTT---------TTGATTTTTAGCCAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAACCTTAGCGAA

droSec2 scaffold_0:419542-419698 + GAGAGGGGCCACCTTGGAAGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTGCAT------ATTTTATG----GT------------------------------------ACTTTTTGTACAGA---------T-TAATGGAATTT---------TTGTTTTCTAGCCAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAACCTCAGCGAA
droSim2 3l:7941948-7942104 + GAGAGGGGCCACCTTGGAAGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTAGAT------ATTTAGTG----GT------------------------------------ACTTTTTGTACAGA---------T-TAATGGAATTT---------TTGCTTTCTAGCCAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAACCTCAGCGAA
dm3 chr3L:8132195-8132351 + dme_474 TAGAGGGGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATGGTAAGTGGAT------ATTTTGTG----GT------------------------------------ACTTTTTGTACAGA---------T-TAATGGAATTT---------TTGTTTTCTAGCCAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAATCTCAGCGAA
droEug1 scf7180000409524:509659-

509812 -
TAGAGGGGCTACCTTGGAGGCATTTCTCACCAAGGTGATGTTTTTGAATGGTAAATAATTTTA----TTTTCTG----CTA-----------------------------------ACTTTTTGAACTAA---------C-TA-----TCTT---------CT-GGTTTTAGCAAACATTCAAATTGTGGGCATGAGTGCGACGATAGGAAATCTCAGCGAA

droBia1 scf7180000302428:1119246-
1119403 -

CAGAGGAGCCACATTGGAGGCATTCCTCACAAAGGTGATGTTTTTGAATGGTAAATAATCT-G----TTCTCCA----GAA-----------------------------------ACTTTATTGAATGA---------T-TTTTAAGATTT---------AT-GTTTTCAGCCAATATACAAATTGTGGGCATGAGTGCCACGATAGGAAATCTTAGCGAA

droTak1 scf7180000415862:204640-
204796 +

CAGAGGAGCCACGCTAGAGGCATTCCTAACCAAGGTGATGTTTTTGAATGGTAAATATATG-G----TTTTCTT----CTC-----------------------------------CCTTTTTGAATGAA---------C-TA-TAGAATAG---------AT-CATTTCAGCGAACATTCAAATTGTGGGAATGAGTGCCACGATAGGAAATCTCAGCGAA

droEle1 scf7180000491249:6106567-
6106724 -

CAGAGGAGCCACCTTGGAGGCTTTCCTCACAAAGGTGATGTTTTTGAATGGTAAGTGCTCG-A----TTTTCTC----TTA-----------------------------------AATTTCTTAGTTAA---------T-CAATAAGATTT---------TC-ATACCCAGCCAGCATTCAAATTGTGGGCATGAGTGCCACGATAGGAAACCTTAGTGAA

droRho1 scf7180000777746:906-1062 + TAGAGGAGCCACCTTGGAGGCTTTCCTCACAAAGGTGATGTTTTTGAATGGTAAGTGAGCC-A----TTTTCTG----GTA-----------------------------------ACTTGCTAAAACGG---------T-TAATA-AGTTT---------CC-TTTTTCAGCCGGCATTCAAATTGTGGGCATGAGCGCAACGATAGGAAATCTCAGTGAA
droFic1 scf7180000454065:454250-

454406 +
CAGAGGCGCCACCTTGGAGGCATTTCTTACAAAAGTTATGTTTTTAAATGGTAAGTGGGTT-A----GTTTTTT----ACA-----------------------------------ACGTTTTTGATGCA---------T-TAA-GCACCGG---------CT-GCTTTCAGCCAACATACAAATTGTCGGCATGAGTGCCACAATAGGAAACCTAAACGAA

droKik1 scf7180000302274:487830-
487990 +

ACGCGGAGCCACCTTGGAGGCCTTTCTAACCAAGGTGATGTTTCTGAATGGCAAGTAAACA-ACACCTTGCACG----ATA----A------------------------------CCTTCTTGTTATAG--------CT-T--TAG-ATTT---------TT-CCTTGCAGCAAATATTCAAATTGTCGGAATGAGTGCCACGATAGGCAATCTCAGTGAA

droAna3 scaffold_13337:13515179-
13515336 -

AAGGGGAGCAACCTTGGAGGCTTTTCTCACCAAAGTAATGTTTTTGAATGGTAATTTCTCA-A----AATATTT-----C----------------------------------------------AACTTTTTC-------ACTTGTAATTATTTGGTGTAT-TTTTTTAGCCAACATACAAATTGTGGGTATGAGTGCCACGATTGGAAATCTAAGCGAA

droBip1 scf7180000396589:538963-
539119 +

TAGGGGAGCAACCTTGGAAGCTTTTCTCACCAAGGTGATGTTTTTGAATGGTAAGATCTCA-A----ATGTATC----CCA------------------------------------------------CGTTTC-------AATGGTAATTATTTGGTCTAT-TGTTTCAGCCAACATACAAATTGTGGGGATGAGTGCCACAATTGGAAATCTAAGCGAA

dp5 XR_group3a:1172485-1172646
+

ACGCGGTGCCACCCTTGAGGCGTTTCTCACCAAAGTAATGTTTTTGAATGGTAGGTGGCAT-G--G-GTTTATGAGCCGT------------------------------------AATTTATGTACAAGCTTCC-------ACTGGGACTT-------------TCCTTAGCAAATATTCAAATTGTGGGCATGAGTGCAACGATAGGAAACCTAAGCGAG

droPer2 scaffold_23:1192946-1193107
+

ACGCGGTGCCACCCTTGAGGCGTTTCTCACCAAAGTAATGTTTTTGAATGGTAGGTGGCAT-G--G-GTTTATGAGCCGT------------------------------------AATTTATGTACAAGCTTCC-------ACTGGGACTT-------------TCCTTAGCAAATATTCAAATTGTGGGCATGAGTGCAACGATAGGAAACCTAAGCGAG

droWil2 scf2_1100000004540:105639-
105799 +

TAGGGGTGCCACCTTGGAGGCTCTTCTCACCAAAGTAATGTTTCTGAATGGTATGTGCTGG-A----GTTTTCT----TCA--TTGAAATA-------------------------TGTTTTGGA--------------TTGAA-ATTTCTT---------TT-ATTTTTAGCTGGCATCCAAATAGTGGGCATGAGTGCAACCATAGGTAATCTATCTGAG

droVir3 scaffold_13049:7780920-
7781078 +

CCGCGGCGCTACATTGGAGGCTTTTCTGACCAAGGTCATGTTTTTGAATGGTATCTATAT------ACTGCCAT------A----C------------------------------ACTCC-TTCACAGC-T-------GCTAACTGTTC------CATC-TC-CATTTAAGCCAACATTCAAATTGTGGGCATGAGCGCCACCATTGGAAATCTGAATGAA

droMoj3 scaffold_6680:11429465-
11429632 +

ACGCGGTGCGACACTAGAGGCTTTCCTAACCAAGGTCATGTTCTTGAAAGGTATTCACAT------GTTTACCC-ACA-----TAGATAAA-------------------------------TATTCAAG-T-------ACGAATTGTACTACTTTGTT--CC-GATTTTAGCGAACATTCAAATTGTAGGCATGAGCGCCACCATTGGCAATCTGAATGAA

droGri2 scaffold_15110:6833804-
6833970 +

ACGTGGCGCCACTTTGGAGGCGTTCCTCACCAAGGTTATGTTTCTAAATGGTAAATGCAT------ATTGCAAA------ATGTATATGAATATTTTATATATGTATAATTATGTTACTTGTTG-------------------------------------------TACAGCCAACATTCAAATTGTGGGCATGAGCGCCACCATAGGCAATTTGAATGAA
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utr5 [utr5_plus_3417]

Repeatable elements

Name Class Family Strand

Gypsy8-I_Dpse-int LTR Gypsy +

Sense Strand Reads

hide 3p reads  show mid mismatch reads

ACAAGGAGAGTCGCGCGCGTGTGTTTGTGCGTGTGTGTGAGGAGAGCGGCCAGCGGCATAATGCCGGCGACAGCGAATTCATGGGTGTTGTTGCTGTTGTTGTTGGTCGCCGTGGAAAGATGCAGCAGCAACAGCAGCGGGCGCATCAATAGTCGCAGCAGCAGCAGCGGCAACAGGAAGTTCCAGTGGCAGGAGCAACAGGAGGCCCCCACTTTGCGTCCCCTTCCTG

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

M026

head

M043

female
body

V046

embryo

V058

head

V120

male
body

........................................................................................................................TGCAGCAGCAACAGCAGCGGGC....................................................................................... 22 0 1 3.00 3 0 3 0 0 0 0

.....................................................................................TGTTGTTGCTGTTGTTGTTGGTC......................................................................................................................... 23 0 1 2.00 2 2 0 0 0 0 0

........................................................................................................................TGCAGCAGCAACAGCAGCGGGCG...................................................................................... 23 0 1 2.00 2 2 0 0 0 0 0

.......................................................................................TTGTTGCTGTTGTTGTTGGTCGC....................................................................................................................... 23 0 1 1.00 1 0 0 0 1 0 0

.......................................................................................TTGTTGCTGTTGTTGTTGGTCG........................................................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0

........................................................................................................................TGCAGCAGCAACAGCAGCGGGG....................................................................................... 22 1 1 1.00 1 0 1 0 0 0 0

.......................................................................................TTGTTGCTGTTGTTGTTGGTC......................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................................................AGCAGCAACAGCAGCGGGCGC..................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

..................................................................GCGACAGCGAATTCATGGGTGT............................................................................................................................................. 22 0 1 1.00 1 0 1 0 0 0 0

......................................................................................GTTGTTGCTGTTGTTGTTGGTCGC....................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................TGTTGTTGCTGTTGTTGTTGGT.......................................................................................................................... 22 0 2 0.50 1 1 0 0 0 0 0

Anti-sense strand reads

TGTTCCTCTCAGCGCGCGCACACAAACACGCACACACACTCCTCTCGCCGGTCGCCGTATTACGGCCGCTGTCGCTTAAGTACCCACAACAACGACAACAACAACCAGCGGCACCTTTCTACGTCGTCGTTGTCGTCGCCCGCGTAGTTATCAGCGTCGTCGTCGTCGCCGTTGTCCTTCAAGGTCACCGTCCTCGTTGTCCTCCGGGGGTGAAACGCAGGGGAAGGAC

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 2L:16712440-16712668 + dya_1790 ACAA------GGAGAGT------CGCGCG---CGTGTGTTTGTGCG----------TG--------TGTG------TGAGGAGAGCGGC--CAGCGGC---ATAATGCCGGCGACAGCGAAT-T------CAT----GGGTGTTGTTGCTGTTGTTG------TTGG------------------------------------------------TC---GCC----GTGGAAA-----------------GATGCAGCAGC---AACAGCAGCGGG---CGCATCAATAGTCGCA------GCAGCAGCAGCGGCAACAGGAAGTTCCAGTGGCAG---------------GAG------CAACAGGAGGC---------------------------------CCCCACTTT----GCGTCCCCTTCCTG
droEre2 scaffold_4929:18572372-

18572608 -
der_1516 ACAA------GGAGACT------CGCGCG---CGTTTGTGTGTGCGTGTGTGTG--TG--------TGTG------TGAGAAGAGCGGC--CAGCGGC---ATAATGCCGGCGACAGCGAAT-T------CAT----GGGTGTTGTTGCTGTTGTTG------TTGG------------------------------------------------TC---GCC----GTGGAAA-----------------GATGCAGCAGC---AACAGCAGCGGG---CGCATCAATAGTCGCA------GCAGCAGCAGCGGCTACAGGAAGTTTCACTGGCAG---------------GAG------CAACAGGAGGC---------------------------------CCCCACTTT----GCGTCCTCTTCCTG

droSec2 scaffold_1:1701911-1702144
+

dse_126 ACAA------GGAGAGT------CGCGCGCGC-GTCTGTGTGTGCGTG-----G--TG--------TGTG------CGAGGAGAGAGGC--CAGCGGC---ATAATGCCGGCGACAGCGAAT-T------CAT----GGGTCTTGTTGCTGATGTTG------TTGG------------------------------------------------TC---GCC----GTGGAAA-----------------GATGCAGCAGC---AACAGCAGCGGG---CGCATCAATTTTCGCA------GCAGCAGCAGCAGCTACAGGAAGGTCCAGTGGCAG---------------GAG------CAACAGGAGGC---------------------------------CCCCACTCT----GCGTCCCCTACCCG

droSim2 2r:4879049-4879267 + dsi_14 GTC---------------------------------TGTGTGTGCGTGGTAGCG--TG--------TGTG------CGAGGAGAGCGGC--CAGCGGC---ATAATGCCGGCGACAGCGAAT-T------CAT----GGGTCTTGTTGCTGTTGTTG------TTGG------------------------------------------------TC---GCC----GTGGAAA-----------------GATGCAGCAGC---AACAGCAGCGGG---CGCATAAATTTTCGCA------GCAGCAGCAGCGGCTACAGGAAGGTCCAGTGGCAG---------------GAG------CAACAGGAGGC---------------------------------CCCCACTCT----GCGTCCCCTTCCCG
dm3 chr2R:4062092-4062330 + dme_405 ACAA------GGAGAGT------CGCGCGCGC-GTCTGTGTGTGCGTGGTAGCG--TG--------TGTG------TGAGGAGAGCGGC--CAGCGGC---ATAATGCCGGCGACAGCGAAT-T------CAT----GGATCTTGTTGCTGTTGTTG------TTGG------------------------------------------------TC---GCC----GTGGAAA-----------------GATGCAGCAGC---AACAGCAGCGGG---CGCATCAATAGTCGCA------GCAGCAGCAGCGGCTACAGGAAGGTCCAGTGGCAG---------------GAG------CAACAGGAGGC---------------------------------CCCCACTCT----GCGTCCCCTTCCCG
droEug1 scf7180000409474:2883166-

2883402 +
GCAATACAGAGAAGA--GTAGT-----------------------------------GTGTGTGAGTGTC------AGAGGAGAGCGGC--CAGCGGC---AAAATGCCGGCGACAGCGAAT-TCGAATTCGT----GGGTGTTGTTGCTGTTGTTG------TTGG------------------------------------------------TC---GCC----GTGGAAA-----------------GATGCAGCAGC---AACAACAGCGGACCTCGCGCCAGCGG---CAACGGCAGCCGCGGCATTGGATACGGGAAAATCCATCGGCAG---------------GAG------CAACAGGAGTT---------------------------------CCCCACTTT----GCGTCCCCTAACAG

droBia1 scf7180000302291:1913598-
1913811 +

ACAA------GGAGA--GCAGC-----------------------------------G--------TGTG------CGAGGAGAGCGGC--CAGCGGC---AAAATGCCGGCGACAGCGAAT-T------CGT----GGGTGTTGTTGCTGTTGTTG------TTGG------------------------------------------------TC---GCG----GTGGAAA-----------------GATGCAGCAGCGATAACAGCAGCGGG---CGCATCAATAGTCGCA------GCAGCAGCAGCGGCCATCGGAAAATGCAGTGGCAG---------------GAG------CAACAGGAGTC---------------------------------CCCCACCTT----GCGCCCCCTCCCCG

droTak1 scf7180000415088:43520-
43741 -

ACAA------G-AGA--GCAGC-----------------------------------A-----------GCAACAACAACAACAGCGGC--CAGCGGC---AAAATGCCGGCGACAGTGAAT-T------CGT----GGGTGTTGTTGCTGTTGTTG------TTGG------------------------------------------------TC---GCG----GTGGAAA-----------------GATGCAGCAGCAACAACAGCAGCGGT---CGCATCAATAGTCGCAGCAGCAGCAGCAGCAGCGGCTATAGGAAAATCCAGTGGCAG---------------GAG------CAACAGGAGGC---------------------------------CCTCACCCT----GCGCCCCTTTCCCG

droEle1 scf7180000491240:859149-
859360 +

AAAA------GGAAA--GCAGT-----------------------------------GTGTG----TGTG------CGAGGAGAGCGGC--CAGCGGC---AAAATGCCGGCGACAGCGAAT-T------CGT----GGGTGTTTTTGCTGTTGTTG------TTGG------------------------------------------------TC---GCC----GTGGAAA-----------------GATGCAGCAGC---AACAGCAGTGGG---CGCATCAATAGTCGCA------GT---AGCAACGGCTACAGGAAAATTCAGTGGCAG---------------GAG------CAACAGGAGTT---------------------------------CCCCACTTT----GCGTCCACTTCCAG

droRho1 scf7180000770177:147408-
147615 +

ACAA------GAAGA--GCAGT-----------------------------------G--------TGTG------TGAGAAGAGCGGC--CAGCGGC---AAAATGCCGGTGACAGCGAAT-T------CGT----GGGTGTTGTTGCTGTTGTTA------TTGG------------------------------------------------TC---GCT----GTGGAGA-----------------GATGCAGCAGC---AACAGCAGTGGG---CGCATCAATAG---AA------GCAGGAGCAGCGGCTATAGGAAAACCCAATGGCAG---------------GAG------CAACAGGAGCT---------------------------------CGCCACTTT----ACGTCCCCTACCAG

droFic1 scf7180000453215:147112-
147313 -

ACAA------ATAGA--GCAGT-----------------------------------G--------TGTT------CGTAAAGAGCGGC--CAGCGGC---AAAATGCCGGCGACAGCGAAT-T------CGT----GGGTGTTTTTGCTGTTGTTG------TTGG------------------------------------------------TC---GCC----GTGGAAA-----------------GATGCAGCAGC---AACAGCCGCGGG---CGCATCAATAGTCGCA------GCAGCATC---------AGGAAAAGCCACTGGCAG---------------GAG------CAACAGGAGTC---------------------------------CCCCACTTT----GCGTCCCCTGCCCG

droKik1 scf7180000302411:115768-
115961 -

ACAG------CGGCA--GCAGGA----------------------------------G--------TGTG------TGAAGAGAGCGGC--CAGCGGC---AAAATGCCGGCGACAGCGAAT-T------CGT----GGGTGTTGTTGCTGTTGTTC------GTCG------------------------------------------------TC---GCC----GTGGAAA-----------------GATGCAGCAGC---AGCAGCAGC---------------------------------------------AGCAAAGAGCAGTGGCAGGAGCCGCAGTTGCAGTTGCAG---CAACAGGAGTC---------------------------------CTCCACTTT----ACCTCCCTTGCCGG

droAna3 scaffold_13266:1925293-
1925476 -

dan_4048 TCAG------AGAGG--GCAGC-----------------------------------G-----------G------CGAGAAGAGCGGC--TTGCGGC---AAGATGCCGGCGACAGCGAAT-T------CGT----GGGTGTTGTTGCTGTTGTTCGGCGTCGTCG------------------------------------------------TC---GCC----GTAGAAA-----------------GCAGCAGCATC---ATCAGCA--------------AAAAGGGCCA------GCAGCAGC-------------------------AG---------------CAG------CAACAGGAGTCC---TTGACG------------------------TCCACGCT----TCGTCCTCTCCCGG

droBip1 scf7180000396730:2911780-
2911969 -

TCAG------AGAGG--GCATC-----------------------------------G-----------G------CGAGAAGAGCGGC--TTGCGGC---AAGATGCCGGCGACAGCGAAT-T------CGT----GGGTGTTGTTGCTGTTGTTCGGCGTCGTCG------------------------------------------------TC---GCC----GTGGAAA-----------------GCAGCAGCAGC---ATCAGCAGC------------------------------AGCAGCATCACCAGCAAAAAGGGCC------------------------AG------CAACAGGAGTCC---TCGACG------------------------TCCACGCT----TCGTCCTCTACCGG

dp5 4_group3:424350-424538 + AGGA------AAAT---------CGCGCCTGC---T-----------------G--GA--------AATG------GAAGGAGAAATGC--T-GCGGCTT-CTAATGTCCACGCCAGCA-------------------------------------------------------------------GC-------------------GGAAGTAGCA---GCC-------------------------------ACAGCAGC---AGAAGCAGCAGA---AGCAGCAGAAGCAGCA------GC---AGCAGCAGC----GGAAGGAGCAGCAGCAG---------------GAGCAGGAGCGGCAGTGGCA----A------------------------CATCGCCCACGTC----GC--ACTCCTCATA
droPer2 scaffold_82:107576-107766

-
ACAG------CAGCA--GCC---------------------------------------------------------------------------------------------GCCGCAAGT-TCGTACCTATGGAACGATGAAGGTGCCCTCGTCG------CCGGTGGCAAGCAATGCCCCACTGCTAGAGCGGAAGAACAGTCAACAAGGAGGA---GCC--------ACA-----------------GGAGCAGCAGCAGCAGCAGCAGCAGC---AGCAGCAGCAG------------------TAACAGCGGCAGCAACA-GCAGCAGCAG---------------CAG------CAACAGCAG--------------------------------------------------------------

droWil2 scf2_1100000004514:381074-
381259 +

ACAA------CAAT--------------------------------------------------------------------------T--TTGCGGC--CAAAATGCCGGCGACAGCGAAT-T------TGT----TGGTGTTGTTGTTGCTGCTG------CTTG----------TGTCCGTC-GT-------------------GAGTGTTGTT---GTT----GTGGATAGCAA----GAAAATTGTGTTGTTGCAAC---AACAGCA---------------ACAGCCGC----------------------------------------AG---------------CAG------CAACAGGAGTCTACCGAATCCTC---------------------CACAACGCT----GAGGCCGTTAACAG

droVir3 scaffold_12963:4984272-
4984480 -

GTCG------CT---------------GG---CCTTTGTT------TTGTAATTGTTT--------TGAA------AGGGGACGGCAGT--AGGCGGC---AAA-----------AGTTAACGT------CAT----TGTTGCTGTTGCTGCTGTTG-----------------------------------------------------------C---GAT----CCCGACA-----------------GCAGCAGTAGC---AGCAGCAACAGC---AGCA---GCAGTAGAA------GCAGCAGCAGCAGAA---GGACGACGTCCTGGA---------------------------------------------CGTGCAGAACGACATTAGCGGC---AACTGTTTT----GAGTGCTCCTTCCG

droMoj3 scaffold_6473:486533-
486718 +

TGTT------TTTGC--GCG-T-----------------------------------G----TGTGTGT---------------------------------------------------GC-G------CGC----GCACGCAGCAGCTGCCGTTG------TCGA------------------------------------------------AGGCTTTTCCTTTTGGCTGGCAAAGCCGGGAGCCTAAGAGCAGCAGCAGCAGCAGCAGAAGC---AGCAGCAGCAG---GA------GCAGCAGCAGGAGCA----------GCAGCAGCAG---------------GAGCAGCAGCAGCAGGCGAA---------------------------------ACGCTCTTC----GGGCCC--------

droGri2 scaffold_15245:2390628-
2390815 +

ACAA------CAGAA--GCAGC-----------------------------------G--------CA-G------CAGGCAGCGCGGCAGCACCGGC---AAAATGCCGGCGACAGCGAGT-T------TGT----CCATGTTGTTGTTGTTGTTG------CTGG------------------------------------------------CT---TCT----ATCGCAA-----------------TCGCCGCTAGC---AGCA--------------------AATCGAA------GCAGCTGC-------------------------AG---------------CAG------CAACAGGAGTCC---GTCGGCTC---CA------------CAACACAAACACTGAATCCCTC-TTCGACTG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1925293-1925476
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4048.html
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TCCCAAACGGAAGTGTTGATATGGCCGCAGCTCAGTCGCAGTCGCAGCTCAGTCGGTATAGAAATTGTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGGCTGAGCAGCATAGTCAGCATTTCTGCACCTCCCAGAATCCAGCCCATCCTCAGTCGGTCTTCCACCACTGTTGCCACCCACTTTT

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

#
Mismatch

Hit
Count

Total
Norm Total

M026

head

M056

embryo

M043

female
body

GSM1528802

follicle
cells

V058

head

V120

male
body

V046

embryo

V052

head

............................................................................AACGACTTAAGCTGCTCGGCACG.................................................................................................. 23 0 1 9.00 9 3 5 0 0 0 0 1 0

...................................................................................TAAGCTGCTCGGCACGCAACATGACC........................................................................................ 26 0 1 6.00 6 0 0 0 6 0 0 0 0

............................................................................AACGACTTAAGCTGCTCGGCAC................................................................................................... 22 0 1 4.00 4 3 1 0 0 0 0 0 0

............................................................................AACGACTTAAGCTGCTCGGCA.................................................................................................... 21 0 1 4.00 4 0 0 3 0 1 0 0 0

............................................................................AACGACTTAAGCTGCTCGGCACT.................................................................................................. 23 1 1 3.00 3 3 0 0 0 0 0 0 0

..........................................................................................................ACCGGGCTGAGCAGCATAGT....................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0 0

............................................................................AACGACTTAAGCTGCTCGGC..................................................................................................... 20 0 1 1.00 1 0 0 1 0 0 0 0 0

.............................GCTCAGTCGCAGTCGCAGCTCA.................................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 0 1 0 0

.............................................................................................GGCACGCAACATGACCGGGCTGAGCA.............................................................................. 26 0 1 1.00 1 0 1 0 0 0 0 0 0

.............................................................................ACGACTTAAGCTGCTCGGCACG.................................................................................................. 22 0 1 1.00 1 0 0 1 0 0 0 0 0

............................................................................AACGACTTAAGCTGCTCGGCACGT................................................................................................. 24 1 1 1.00 1 0 1 0 0 0 0 0 0

................................................................................ACTTAAGCTGCTCGGCACGC................................................................................................. 20 0 1 1.00 1 0 0 1 0 0 0 0 0

............................................................................AACGACTTAAGCTGCTCGGCG.................................................................................................... 21 1 1 1.00 1 1 0 0 0 0 0 0 0

Anti-sense strand reads

AGGGTTTGCCTTCACAACTATACCGGCGTCGAGTCAGCGTCAGCGTCGAGTCAGCCATATCTTTAACAGTAGAGTATTGCTGAATTCGACGAGCCGTGCGTTGTACTGGCCCGACTCGTCGTATCAGTCGTAAAGACGTGGAGGGTCTTAGGTCGGGTAGGAGTCAGCCAGAAGGTGGTGACAACGGTGGGTGAAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3R:12705459-12705655 - dya_1782 T--CCC-AAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA------------G---------------------------------CTC------------------------------------AGTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAGAATCCA-------G---------CCCATCCTC------------AGTCGGTCTTCCACCACTGTTG-CCACCCACTTTT
droEre2 scaffold_4770:13232498-

13232696 +
der_1512 T--CCC-AAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA------GTCGCAG---------------------------------CTC------------------------------------AGTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCAGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAGAATCCA-------G---------CCCATCCCCCA-T---------------CTTCCACCACTATTG-CCACCCACTTTT

droSec2 scaffold_0:13567275-
13567468 +

dse_131 T--TCC-AAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA------------G---------------------------------CTC------------------------------------AGTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCTTAGTCATCATTTCTGC----ACCT--CCCAGAATCCA-------G---------CCCATCCTCC--TTAGCGAACA-------------CACTATTG-CCACCCACTTTT

droSim2 3r:12738956-12739149 + dsi_32436 A--CCC-AAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA------------G---------------------------------CTC------------------------------------AGTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAGAATCCA-------G---------CCCATCCTCC--TTAGCGAACA-------------CACTATTG-CCACCCACTTTT
dm3 chr3R:8419602-8419793 - dme_234 T--CCC-AAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCACAGTCCCA------------G---------------------------------CTC------------------------------------AGTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAGAATCCA-------G---------CCCATCCTCC--TCAGCAA---------------ACACTATTG-CCACCCACTTTT
droEug1 scf7180000409615:635445-

635629 -
TATTCC-AAACGGAAGTGTTGATATTGC--CGCTGCT-CAGTCGCAGTCGCA------------G---------------------------------CTC------------------------------------AGTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACTGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAGAATCCG-------T---------TTCACCCTCCTTTT--------------------------ATA-CAACCCACTTCT

droBia1 scf7180000302402:97564-
97761 -

C--TCC-GAGCGGAAGTGTTGATATTGC--CGCTGCT-CAGTCGCAGTCGCG------GTCGCAG---------------------------------CTCAG-------TCGC---------A--A-------TTCAGGCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAGCATCCA-------G---------CTCACCCCGC--TGGGC---------------------------CCACCCACTTTC

droTak1 scf7180000415366:130675-
130864 +

C--TCC-AAACGGAAGTGTTGATATTGC--CGCTGCT-CAGTCGCAGTCGCA------------G---------------------------------CTCAG-------TCGC---------A--A-------TTCAGTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAGAATCCA-------G---------CTCACCCGCC------------------------------TTT-CCACCCACTTTT

droEle1 scf7180000490994:97235-
97427 -

T--GCC-AAACGGAAGTGTTGATATTGC--CGCTGCT-CTGTCGCAG-CTCA------GTCGCAG---------------------------------CTCAG-------CCGC---------A--A-------GTGAGTCGGTATAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCAGC----ACCT--CCCAGAATGCGGCATATAG---------CCCACCC----------------------------------------CCCCGTTTT

droRho1 scf7180000777772:6583-6773
-

T--TTC-AAAGGGAAGTGTTGATATTGC--CGCTGCT-CAGCCGCAGTCGCA------------G---------------------------------CTCAG-------TCGC---------A--A-------GTGAGTCGGTATAGAAATCG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAGAATCCA-------GAAACCAGCACCCA--------------------------------------G-CCACCCCCTTTT

droFic1 scf7180000453812:694063-
694255 +

T--TCC-AAACGGAAGTGTTGATACTAC--CGCTGCT-CAGTCGCAGTCGCA------------G---------------------------------CTCAG-------TCGC---------A--C-------ATCAGTCGGTATAGAAATCG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGAG-----CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAGAATCCA-------G---------CCAGCCACCCACTT-AC---------------------------ACACCCACTTCA

droKik1 scf7180000302256:649519-
649716 +

C--TCT-AAACGGAAGTGTTGGTATTGC--CGCTGCT-CAGGCGCTGTCGCAGCT-CAGT------------------------------------------CACTGAGAC----GCCGAGGCGCTGAGTC--GCTCTGTCGGTACAGAAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-----CTGAGCAGCATAGTCAGCATTTCTGC----AGTT--CCCAGAAGGCA-------G-----------------------------------------------------CCACCCACTTTT

droAna3 scaffold_12911:3351170-
3351291 -

--------AACGGAAGTGTTGATATCGC--CGCTGCC-TGG---------------------------------------------------------CTG------------------------------------GGGCGGTGTAGGAATTG------TCATCTCAGAACGACTTAAGCTGCTCGGCACGCAACATGAC----------TGAGCAGCGTAGTCAGCATTTCTGC----ACCT--CC----------------------------------------------------------------------------------

droBip1 scf7180000396640:216821-
216945 -

--------AACGGAAGTGTTGATATCGC--CGCTGCC-TGG---------------------------------------------------------CTC------------------------------------AGGCGGTGTAGGAATTG------TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGAC----------TGAGCAGCGTAGTCAGCATTTCTGC----ACCT--CCCAG-------------------------------------------------------------------------------

dp5 2:2527942-2528073 - --------AACGGAAGTGTTGATACTGCCCCGCCGCT-CAGTCACAGTCGCA------GTCGCAG--------------------------------------------------------------AGCCTTTCTCTGT-GGCATAGAAATCG------TCATCGCATAACGACTTAAGCTCCTCGGCA------------------------------CAGTCAGCATTTCTGCGAGTACAT------------------------------------------------------------------------------------CC
droPer2 scaffold_7:2696941-2697072

-
--------AACGGAAGTGTTGATACTGCCCCGCCGCT-CAGCCACAGTCACA------GTAGCAG--------------------------------------------------------------AGCCTTTCTCTGT-GGCACAGAAATCG------TCATCGCATAACGACTTAAGCTCCTCA------------------------------GCACAGTCAGCATTTCTGCGAGTACAT------------------------------------------------------------------------------------CC

droWil2 scf2_1100000004943:2230151-
2230327 -

--------AACGGAAGTGTTGATATTGC--CCTTGCT-C--------------------------------------------------------------------------------------------------------TATGGAAATCGTCATCGTCATCTCATAACGACTTAAGCTTCTCAGCACGCAGCCTGACTAAGCTCAGCTGAGCAGCATAGTCAGCAATTCTGCAGGAGCATCTCATATAAGACA-------T---------CACACACTC----------------------CCACCACCTCAGCACAACCCCCCTT

droVir3 scaffold_12855:538332-
538473 +

C--GACAAAGCGGAAGTGTTGATATTGT--CGCTGCT-CAGCC-CGGCAGCG------------A---------------------------------CTTAGG------CTGC---------G--A-------CTGCGGCGCTGCTGAAACTG------TTGTCGCATAAAGACTTAAGCTGCTCAGCAGGCAGCG--------------------------TCAGCGATTCCGG------------------------------------------------------------------------------TTG-C--TCCGCTTTA

droMoj3 scaffold_6540:12428193-
12428380 -

-------AAGCGGAAGTGTTGATATTGC--CGCTGCCTCAGCC-TGGCGGCG------------A---------------------------------CTGCGACTGCGACTGAGGCA------------------GAGGCGCCGTTCAAACTG------TTGTCGCATAACGACTTAAGCTGTTCAGCACGCAGCGTCAGCGAT-----TCCGGCTGCTCTG----C-TTTGTGC----GCCT--GG---GGGCCA-------C---------ACTTCAAGTCACAC-AC---------------------------ACGCACACTCTC

droGri2 scaffold_14906:1656718-
1656910 +

-------AAGCGGAAGTGTTGATATTGC--CGCTGCT-TAGTC----TGGCAGCGACAGTAGCGGAGGTGGAGATGGAGACGGAGGTGGAGGCGGAGACGGTGACTGAGACTGAGGCA------------------GCCACACTGTTGAAATTGT----GTTGTCGCATAACGACTTAAGCTGCTCAGCACGCAGCG--------------------------TCAGCGATTCC------------------------------------------------------------------------CACCGCCTTCT-CCGC-C-ATTTT
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AGCCGCCAAACTCGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACAAAGTGCGTAGCTCGAGGAGCAGCCGCCGAACCGAACTCTATTAATGCCCTCGATCACCTCGCACACAGATCCCTCCAACCTTTCCGTGTAAGATCAAACCCGAACCGAACACGCAGCA 
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..............................................................GTGCGTAGCTCGAGGAGCAGCCGCC........................................................................................... 25 0 1 8.00 8 4 3 0 0 0 1

.....................................................................................CCGAACCGAACTCTATTAATGCCCTCG.................................................................. 27 0 1 4.00 4 0 0 4 0 0 0

......................................................................................CGAACCGAACTCTATTAATGCCCTCG.................................................................. 26 0 1 2.00 2 1 0 1 0 0 0

..............................................................GTGCGTAGCTCGAGGAGCAGCC.............................................................................................. 22 0 1 2.00 2 0 1 0 0 1 0

...CGCCAAACTCGACGGTCATCCACACGA.................................................................................................................................................... 27 0 1 2.00 2 1 1 0 0 0 0

..............................................................GTGCGTAGCTCGAGGAGCAGCCGC............................................................................................ 24 0 1 2.00 2 0 2 0 0 0 0

................................................................................AGCCGCCGAACCGAACTC................................................................................ 18 0 1 1.00 1 0 0 1 0 0 0

.......AAACTCGACGGTCATCCACACGA.................................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

..............................................................GTGCGTAGCTCGAGGAGCAGCCGCCG.......................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

.........................................................................................................GCCCTCGATCACCTCGCACACAC.................................................. 23 1 1 1.00 1 0 1 0 0 0 0

..................................................................................................TATTAATGCCCTCGATCACCTCGCACA..................................................... 27 0 1 1.00 1 1 0 0 0 0 0

...................................................................TAGCTCGAGGAGCAGCCGCCGAAC....................................................................................... 24 0 1 1.00 1 0 0 1 0 0 0

....................................................................................................TTAATGCCCTCGATCACCTCGCAC...................................................... 24 0 1 1.00 1 0 1 0 0 0 0

.....................................................................................CCGAACCGAACTCTATTAATGCCCT.................................................................... 25 0 1 1.00 1 0 0 1 0 0 0

..................................................................................CCGCCGAACCGAACTCTATTAATGCCC..................................................................... 27 0 1 1.00 1 0 1 0 0 0 0

............................................GTGCAAGTGCGTAACAAAGTGCGT.............................................................................................................. 24 0 1 1.00 1 0 0 0 1 0 0

................................................................................................TCTATTAATGCCCTCGATCACCTCGCACA..................................................... 29 0 1 1.00 1 1 0 0 0 0 0

.............GACGGTCATCCACACGACA.................................................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................................................................GTAAGATCAAACCCGAACCGA.......... 21 0 1 1.00 1 0 0 0 0 1 0

...........................................................................................CGAACTCTATTAATGCCCTCGA................................................................. 22 0 1 1.00 1 0 0 1 0 0 0

...CGCCAAACTCGACGGTCATCCACACG..................................................................................................................................................... 26 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................................................................GTAAGATCAAACCCGAACCGAACACGCA... 28 0 1 1.00 1 1 0 0 0 0 0

...........................................................................................CGAACTCTATTAATGCCC..................................................................... 18 0 1 1.00 1 0 0 1 0 0 0

.....................................................................................................TAATGCCCTCGATCACCTCGCACACA................................................... 26 0 1 1.00 1 1 0 0 0 0 0

...................................................................................................................................................GTAAGATCAAACCCGAACCGAAC........ 23 0 1 1.00 1 0 0 0 0 1 0

.................GTCATCCACACGACACCTGGCAATGCA...................................................................................................................................... 27 0 1 1.00 1 1 0 0 0 0 0

.....................................................................................................TAATGCCCTCGATCACCTCGC........................................................ 21 0 1 1.00 1 0 1 0 0 0 0

...........................................................................................CGAACTCTATTAATGCCCT.................................................................... 19 0 1 1.00 1 0 0 1 0 0 0

..............................................................GTGCGTAGCTCGAGGAGC.................................................................................................. 18 0 1 1.00 1 0 1 0 0 0 0

Anti-sense strand reads

TCGGCGGTTTGAGCTGCCAGTAGGTGTGCTGTGGACCGTTACGTCACGTTCACGCATTGTTTCACGCATCGAGCTCCTCGTCGGCGGCTTGGCTTGAGATAATTACGGGAGCTAGTGGAGCGTGTGTCTAGGGAGGTTGGAAAGGCACATTCTAGTTTGGGCTTGGCTTGTGCGTCGT 
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 X:16895111-16895288 + dya_1456 AGCCGCCAAACTCGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------G-AGGAGCAGC-------------------------CGC--CGA---------ACCGAACTC-----------------------------------------------------TATTAATGC---C----------------------------------------C------------TC--G---------------------------A-----TC---ACC-----------------------TCG----------------CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAACACGCAGCA
droEre2 scaffold_4690:8587854-

8588031 +
der_401 AGCCGCCAAACTCGACGGTGATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------G-GGGAGCACA-------------------------CGC--CGA---------ACCGAACTC-----------------------------------------------------TATTAATGC---C----------------------------------------C------------TC--G---------------------------A-----TC---CCC-----------------------TCG----------------CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAACACGCAGCA

droSec2 scaffold_8:576711-576895 + AGCCCCCGAATTCGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC------------G-GGGAGCA----------------TGGAGCACC--CGC--CGA---------ACCGAACTC-----------------------------------------------------TACTAATGA---A----------------------------------------C------------TC--G---------------------------A-----TC---ACC-----------------------TCG----------------CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
droSim2 x:17364855-17365039 + dsi_32460 AGCCGCCGAATTCGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC------------G-GGGAGCA----------------TGGAGCACC--CGC--CGA---------ACCGAACTC-----------------------------------------------------TACTAATGA---A----------------------------------------C------------TC--G---------------------------A-----TC---ACC-----------------------TCG----------------CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
dm3 chrX:18267185-18267369 + dme_425 AGCCGCCGAACTCGACGGTCATCCACACGACGCCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC------------G-GGGAGCA----------------CGGAGCACC--CGC--CGA---------ACCGAACTC-----------------------------------------------------TACTAATGA---A----------------------------------------C------------TC--G---------------------------A-----TC---ACC-----------------------TCG----------------CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA
droEug1 scf7180000409528:449294-

449472 +
AGCCGCCAAACTCGACGGTAATCCACACGACACCCAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------A-GGGAGCACC-------------------------CAG--CTA---------TTAGAACTT-----------------------------------------------------TATTAATAT---C----------------------------------------C------------TC--G---------------------------A-----TT---ACC-----------------A-----TTA----------------AA--TACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCACCA

droBia1 scf7180000302432:991025-
991196 -

AGCCGCCCAAC---ACGGTTATCCACACGACCCCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------A-GGGAGCACC-------------------------CGC--CGA---------GCAAAACTC-----------------------------------------------------CACTAATGC--------------------------------------------C------------CC--G---------------------------A-----TT---ACC-----------------------CCG--------------------AACAGATCCCTCCATCCTTTCC---GTGCAAGATCAAGCCCGAACCGAACACGCAGCA

droTak1 scf7180000415395:271880-
272072 +

AGCCGCCCAACTCGACGGTTATCCACACGACACCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------A-GGGAGCACC-------------------------CAC--CGA---------GCAGAACTC-----------------------------------------------------TGATAATGT---C----------------------------------------C------------TC--G---------------------------T-----AC-T--TA-----------------C-----AT--GCCTCCAACTTACCACA--CACAGATCCCTCCAACCTTTCC---GTGCAAGATCAAACCCGAACCGACCACGCAGCA

droEle1 scf7180000491006:507673-
507853 +

AGCCGCCCAACTCGACGGTTATCCACACGACACCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------G-AGGAGCACC-------------------------CAT--CGA---------GCAGAACTG-----------------------------------------------------TATTAATGA---T-------------------------------------TGTC------------TC--G---------------------------A-----TT---ACC-----------------------TTC----------------AA--AACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droRho1 scf7180000779985:1003450-
1003621 +

AGCCGCCCAACTCGACGGTTATCCACACGACCCCCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC------------A-AGGAGCGCC-------------------------CAC--CGA---------CCAGAACTG-----------------------------------------------------TACTAATT------------------------------------------------------------------------------------------A-----TT---ACC-----------------------TCG----------------CC--CACAGATCCCTCCAACATTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droFic1 scf7180000453829:1364555-
1364749 -

AGCCGCCCAACTCGACGGTCATCCACACGACGCCCGGCAATGCAGTGCAAGTGCGTAATA---AAGTGCGTAGCTC------------G-GCGAGCGCT-------------------------TAT--CGA----GTTGACCAGAATTA-----------------------------------------------------TACTAATGC---C----------------------------------------C------------TC--G---------------------------T-----TT---CTT-----------------C-----TTA-ACCTCCGAT----CCGT--AACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGACCACGCAGCA

droKik1 scf7180000302696:1335662-
1335841 +

AGCCGGCCAACTCGACGGTCATACACACGACCTCCGGCAATGCAGTGCAAGTGCGTAATA---AAGTGCGTAGCTC------------A-GCGAGCGCC-------------------------CC-------------------------------------------------------------AAGTTGGAGCCGAACGAACTAACCA---T----------------------------------------T------------T--------------------------------------------------------------------TCGAATT------------TC--CGAAGATCCCTCCAACCTTTCCGACGTGTAAAATCAAACCAGAGCCGAACACGCAGCA

droAna3 scaffold_13248:931379-
931586 -

AGCCGGCTAAT---ACGGTTATACACACGACCTCGGGCAATGCAGTTCAAGTGCGTAACA---AAGTGCGTAGCTCC-----------A-AAGAGCTTC-------------------------TCT--CTA---------ATTT----------------------------------------------------------CATTAATTA---A------------------TTATAATTATAATTATAATTTTAATAATTATT---TT--G---------------------------A-----AA---CCC-----------------------TCC----------TTTATATA--TATAGATCCCTCCAAACTTTCC---GTGTAAAATCAAACCCGAACCGAACACACAACA

droBip1 scf7180000395920:35111-
35313 +

AACCGGCTAAT---ACGGTTATACACACGGCCTCGGGCAATGCAGCTCAAGTGCGTAACA---AAGTGCGTAGCTCCCCTTAG-----A-GAGAGAGCTTTCAAATAAAAACATTATATATC--TAT--AAA---------TATATATTA-----------------------------------------------------TTATAATTA---T----------------------------------------T------------TT------------------------------------CT---ATT-----------------------TCA----------------AT--TATAGATCCCTCCAAATTTTCC---GTGTAAAATCAAACCCGAACCGAACACCCAACA

dp5 XL_group3a:228604-228785 + AGCCAGCCAACTCTACGGTGATCCACACGACAGCAAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTG------------G-AAAA---CTTTG-------------------------------------------------------------------AACGGGGCCAGCAGCCTC---------TC--------TAATCTTCA--------------------------------------------------------------------------------------T-----A-TTCCAC-----------------------------------T----CCATATCACAGATCCCTCCAACTTTTCC---ATGTAAGATCAAACCCGAACCGAACAGCCAGCA
droPer2 scaffold_39:508452-508633 - AGCCAGCCAACTCTACGGTGATCCACACAACAGCAAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTG------------G-AAAA---CTTTG-------------------------------------------------------------------AACGGGGCCAGCAGCCTC---------TC--------TAATCTTCA--------------------------------------------------------------------------------------T-----A-TTCCAC-----------------------------------T----CCAAATCACAGATCCCTCCAACTTTTCC---ATGTAAGATCAAACCCGAACCGAACAGCCAGCA
droWil2 scf2_1100000004515:1509862-

1510103 +
AACCGGCCAATTCGACGGTGATACACACAACCTCCGGCAATGCAGTGCAAGTGCGTAATAATCAAGTGCGTATCAT------------G-ATCATCA----------------TCGT-------CAT--CG-------------------------------------------------------------------------------------------------------------------------CTTTGATAATCCTGAATTCACGAAACTGTTCCTCCCTACACAAAAGTTGTATCCCA-TTCCATGCTAAATCTTGTTTTCCATTTCTTTGTATT------------GC--CACAGATCCCTCCAACTTTTCA---ATGTAAGATCAAACCCGAACCGAATACACAACA

droVir3 scaffold_12970:3051811-
3051881 +

AGCCGGCCAATACGACGGTCATCCATACGACCACGAGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6473:3887612-
3887865 +

dmo_665 AGCCGGCCAACACGACGGTCATCCATACGACCACGAGCAACGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCAGTTGCTAAAGTAAAGCAGA---CATTAAAACACACACA-CACACACGCACACACATATGCAATTCAC--------TCCCACACACACACACACACACAGAGTCAG-----TC---------TCGAATGTATTAATTA---G----------------------------------------C------------TC--T---------------------------A-----CA---TCA-----------------------TTC----------------CT--TTCAGATCCCTCCAAATTTTCA---ATGTAAGATCAAACCCGAACCGACTACCCAGCA

droGri2 scaffold_15081:801890-
802122 -

AGCCGGCGAACACGACGGTCATCCACACGGCCACGGGCAACGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCAT---------------------------------------------T--CGC--C-A---------ACAGCAATC-----------------------------------T-AACTACAAGCACATCGAGCA--------CATCGATTCCTATTGTTTTATATTATTATTGTTGTAGTTATTATTACTGTT---G-------------------------------C-----TA---ATC-----------------------GAT----------TTCACATT--CGCAGATCCCTCCAAATTTTCA---ATGTAAGATCAAACCCGAACCGAATACCCAGCA
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ACCCAGTGATTAGTGATATTAACAGCTTACCATTCCCCCATCCCAATGGACGCCATATCTGGACCAGCATGAGATCTCTGAAAAAGTGTGTTTGTTTGCTGGCTACGTCTGTGTTGCAGGGATTCCAAATGGAATTCCTGCACAACATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGATTCAAGATTGGAGCTGCTGAAGTGATCTACCAACTACCGAAAAACCATCGAAAGTGTTGAAATAAT
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........................................................................................TGTTTGTTTGCTGGCTACGTCT.......................................................................................................................................................... 22 0 1 7.00 7 0 4 1 2 0 0 0

....................................................................................................GGCTACGTCTGTGTTGCAGGGAT............................................................................................................................................. 23 0 1 2.00 2 2 0 0 0 0 0 0

....................................................................................................GGCTACGTCTGTGTTGCAGGGA.............................................................................................................................................. 22 0 1 2.00 2 2 0 0 0 0 0 0

........................................................................................TGTTTGTTTGCTGGCTACGTCTG......................................................................................................................................................... 23 0 1 2.00 2 0 1 0 0 0 0 1

........................................................................................TGTTTGTTTGCTGGCTACGTCTGT........................................................................................................................................................ 24 0 1 2.00 2 0 2 0 0 0 0 0

......................................................................................................................................TTCCTGCACAACATGAACTCACAGATG....................................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0 0

......................................................ATATCTGGACCAGCATGAG............................................................................................................................................................................................... 19 0 1 1.00 1 1 0 0 0 0 0 0

.................................................................................................................................................................................GTCAAAAAAATCAACAGGAG................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

......................................................................................................................................................................................................TTCAAGATTGGAGCTGCTGAA............................................. 21 0 1 1.00 1 1 0 0 0 0 0 0

....................................................................................................GGCTACGTCTGTGTTGCAGGGATT............................................................................................................................................ 24 0 1 1.00 1 1 0 0 0 0 0 0

.......................................................................................................TACGTCTGTGTTGCAGGGA.............................................................................................................................................. 19 0 1 1.00 1 1 0 0 0 0 0 0

.....................................................................................................GCTACGTCTGTGTTGCAGGGA.............................................................................................................................................. 21 0 1 1.00 1 1 0 0 0 0 0 0

................................................GACGCCATATCTGGACCAGCATG................................................................................................................................................................................................. 23 0 1 1.00 1 1 0 0 0 0 0 0

.................................................................AGCATGAGATCTCTGAAAAAGTGT............................................................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0

...........................................................................CTCTGAAAAAGTGTGTTTGTTTGCT.................................................................................................................................................................... 25 0 1 1.00 1 0 0 1 0 0 0 0

.............................................................................CTGAAAAAGTGTGTTTGTTTGCT.................................................................................................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0

.............................................................................................................................................................GATGTTCAGCAAGACAACACG...................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0 0

....................................................................................................................................................................................................GATTCAAGATTGGAGCTGCTGAAGTG.......................................... 26 0 1 1.00 1 1 0 0 0 0 0 0

....................................................................................................................................................................................................GATTCAAGATTGGAGCTGCTGAAGTGAT........................................ 28 0 1 1.00 1 1 0 0 0 0 0 0

........................................................................................TGTTTGTTTGCTGGCTACGTC........................................................................................................................................................... 21 0 1 1.00 1 0 0 0 0 0 1 0

.............................................................................................GTTTGCTGGCTACGTCTGTGTTGCAGGGA.............................................................................................................................................. 29 0 1 1.00 1 1 0 0 0 0 0 0

........................................................................................................................................................................................................................................TACCGAAAAACCATCGAAAGTGTT........ 24 0 1 1.00 1 0 0 1 0 0 0 0

......................................................................................................................................................................................................TTCAAGATTGGAGCTGCTGA.............................................. 20 0 1 1.00 1 1 0 0 0 0 0 0

.................................................ACGCCATATCTGGACCAGCATGAGATC............................................................................................................................................................................................ 27 0 1 1.00 1 0 0 0 0 1 0 0

....................................................................................................GGCTACGTCTGTGTTGCAGGGATTC........................................................................................................................................... 25 0 1 1.00 1 1 0 0 0 0 0 0

.........................................................................................................CGTCTGTGTTGCAGGGATTCCAAATGGA................................................................................................................................... 28 0 1 1.00 1 1 0 0 0 0 0 0

............................................................................................................................CCAAATGGAATTCCTGCACAA....................................................................................................................... 21 0 1 1.00 1 0 0 1 0 0 0 0

...........................................................................CTCTGAAAAAGTGTGTTTGT......................................................................................................................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

.............................................................................................................TGTGTTGCAGGGATTCCAAATGGA................................................................................................................................... 24 0 1 1.00 1 1 0 0 0 0 0 0

..................................................CGCCATATCTGGACCAGCATGA................................................................................................................................................................................................ 22 0 1 1.00 1 1 0 0 0 0 0 0

..........................................................................................................................TTCCAAATGGAATTCCTGCACAA....................................................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0 0

...........................................................................................................................................GCACAACATGAACTCACAGATG....................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0 0

................................................................................................................................................................................CGTCAAAAAAATCAACAGGA.................................................................... 20 0 1 1.00 1 1 0 0 0 0 0 0

...................................................................................................TGGCTACGTCTGTGTTGCAGGGA.............................................................................................................................................. 23 0 1 1.00 1 0 1 0 0 0 0 0

Anti-sense strand reads

TGGGTCACTAATCACTATAATTGTCGAATGGTAAGGGGGTAGGGTTACCTGCGGTATAGACCTGGTCGTACTCTAGAGACTTTTTCACACAAACAAACGACCGATGCAGACACAACGTCCCTAAGGTTTACCTTAAGGACGTGTTGTACTTGAGTGTCTACAAGTCGTTCTGTTGTGCAGTTTTTTTAGTTGTCCTCTAAGTTCTAACCTCGACGACTTCACTAGATGGTTGATGGCTTTTTGGTAGCTTTCACAACTTTATTA
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Species Coordinate ID Alignment
droYak3 3R:10242894-10243157 + dya_1789 AC-----------------------------------------------------------------------------CCAGTGATTA-----GTGAT----------------------------ATTA------ACAGCTTA-CCATTCCC-C-CATCCCAATGGACGC-CA--TA-----------TCT------------------------GGACCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGGAT----------------TCCAAA---------------------------------------------TGGA-ATTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATTCAAG-AT------TGGAGCTGCTGAAGTG-------ATCTACCAACTA----------CCGAAAAACC----ATCGAAAGTGTTGAAAT--------------------------------------------------------------------AAT
droEre2 scaffold_4770:15403059-

15403322 -
der_1515 AC-----------------------------------------------------------------------------CCAGTGATTA-----GTGAT----------------------------ATTA------ACATTTCC-CCATTCA----CATCCCATTGGACGC-CATGGA-----------TCT------------------------GGAGCCGCACGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACTTCTGTGTTGCAGGGGT----------------TCCAAA---------------------------------------------TGGA-TTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAATATCAACAGGA-GATTCAAG-AT------TGGAGCTGCTAAAGCA-------ATTTATAATCTA----------ACCAGAAACC----ATCGAAAGTGTAGAAAT--------------------------------------------------------------------AAT

droSec2 scaffold_0:15728071-
15728330 -

dse_143 AC-----------------------------------------------------------------------------CCAGTGATTA-----GTTAT----------------------------ATTA------ACAGCTCA-CCATTCC----CAT-CCAATGGACGC-CA--TA-----------TCT------------------------GGAGCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGCAGGGAC----------------TCCAAA---------------------------------------------TGGA-TTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAACAATCAACAGGA-GATACAAG-AT------ATAAGCTGCTAAATTG-------AACTACAAACTA----------A-GAAAAACC----ATCGAAAGTGTAGAAAT--------------------------------------------------------------------AAT

droSim2 3r:14862027-14862286 - dsi_32453 AC-----------------------------------------------------------------------------CCAGTGATTA-----GTTAT----------------------------ATTA------ACAGCTCA-CCATTCC----CAT-CCAATGGACGC-CA--TA-----------TCT------------------------GGAGCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTAGGGAC----------------TCCAAA---------------------------------------------TGGA-TTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATACAAG-AT------ATAAGCTGCTAAATTG-------AACTACATACTA----------A-GAAAAACC----ATCGAAAGTGTAGAAAT--------------------------------------------------------------------AAT
dm3 chr3R:6217128-6217389 + dme_164 AC-----------------------------------------------------------------------------CCAGTGATTA-----GTGAT----------------------------ATTA------ACAGCTAA-CCATTCC----TAT-CCAATGGATGC-TCCATA-----------TCT------------------------GGAGTAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTGCAGGGAC----------------TTCAAA---------------------------------------------TGGA-TTTCCTGCACAA-CA-TGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATACAAG-AT------AGAAGCTGCGAAATTA-------ATCTATTAACTA----------A-CAAAAACT----ATCGAAAGTGTAGAAAT--------------------------------------------------------------------AAG
droEug1 scf7180000409692:688174-

688473 +
AC-----------------------------------------------------------------------------CCAGTGATTA-----GTGAT----------------------------ATTT------ACAGCTCT-A-ACTATAAGGAAA-CCAATGGAAAG-TC--TA-----------TCT------------------------GGAGCAGCATGAGATCTATGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGAT----------------CCGGAA---------------------------------------------TGGA-TTTCCTGTAGAT-TTGGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGA-AATGGAAG-AAACCACTGCCAACTGCTAAAGCT-------AAACAGAACCT-----------------ATCG----ATCGAAAGAGGGGATAT--GT-----CCTTGATTAATCCAGAAACAAAG-----------CTTTTTCAT--------------ACAAT

droBia1 scf7180000302402:8304835-
8305076 +

AC-----------------------------------------------------------------------------CCAGTGATTA-----GTGAT----------------------------ATTG------ACGGCCCA-ACA----------T-TCCATGGAAACGCC--TA-----------TCT------------------------GGAGCAGCAAGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACGGGCAA----------------CCCAAA---------------------------------------------GGGC-TTTCTCGTAGAA-TT-GCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAGAACAACAGGA-GATGCCAGGAT--------TAGCTCCG--------------------AACAA----------ATAAAAATCG----ATCGAAAGAGTGGGAAT--------------------------------------------------------------------AAC

droTak1 scf7180000415380:1425398-
1425656 -

AC-----------------------------------------------------------------------------CCAGTGATTA-----GTGAT----------------------------ATTT------ACAGCTCA-ACA----------T-CCCATGGAAAC-TT--TA-----------TCT------------------------GAAGCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGAT----------------CCGAAA---------------------------------------------TGGA-TTTCCTGTAGAC-TTGGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATGCAAGGAT--------TAGCAGTG-----G-------AACTACAAAATACGATTGAAAAA-GAATAAAT----ATCAAATCTATATAAGT--------------------------------------------------------------------GAT

droEle1 scf7180000490995:524297-
524615 -

AC-----------------------------------------------------------------------------CCAGTGATTAATGGAGTGAT----------------------------AATT------ACAGCTCA-AAG----------C-CCAATGGAAAC-TT--CA-----------CCT------------------------GGAGCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGAAT----------------CCGAAA---------------------------------------------TGGA-TTTCCTGTAGGC-TACACAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGG----------AT--------TGTCTACGGAATTGGTTCAAAAACAACAAAGTA--------AAA-GAATA-CC-----TTAACTTTAATTCTTTTTGTTTCTCTCTTGATTAATTTAAA------GTCCTTTTAAACTTATTTCATGACATGCCGAAACCATAAC

droRho1 scf7180000777158:35290-
35522 -

AC-----------------------------------------------------------------------------CCAGTGATAA-----GTGAT----------------------------ACTT------ACAGCCCA-A-A----------C-CCAATGGAAAC-TC--TA-----------CCT------------------------G-----------GATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGAAT----------------CCGAAA---------------------------------------------TGGA-TTTCCTGTAGGC-TTACCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAAACTTCAAGGAG------------------GATCTACGAAGATT-------ATATAGAAACTA----------G-AAAATACG----ATCGAAAGAGTAGAAAT--------------------------------------------------------------------GTT

droFic1 scf7180000453800:2293559-
2293824 +

AC-----------------------------------------------------------------------------CCAGTGATTA-----GTGAT----------------------------ATTT------ACAGCTTA-CAGCTCAAAAAAAC-GCAATGGAAAACTT--TA-----------TCT------------------------GGAGCAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGAT----------------CCAAAT---------------------------------------------TGGA-TTTCCTGTGGGC-TTAGCAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAATACAACAGGA-GATGCCAAGAT--------AAGCTGCGAAAATTG------TTAAAAATACTA----------C-AAAACAAC----ATTAAATTTTTTTCCTT--------------------------------------------------------------------ATT

droKik1 scf7180000302475:1404883-
1405154 +

AC-----------------------------------------------------------------------------CCAGTGATTA-----GTGTT----------------------------ATTT------ACGGTGGAAAAA----------T-TCAATGGAAAC-TC--AAAATGATCAACTACT------------------------GCACCGGCCTGAGAACTCTGAGA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACACGGAT----------------CCATAA---------------------------------------------AGGA-CTCCATGTAGGC-TTAGCAACTCACAGATGTTCAGCAAGACAACACGTCTAAATAATCAACAAGGATTTGCAAG-AG-------TAACCAAGAAAACTG-------CAGTGGAAATTC----------G-CTAATACCCTTTTTCCAAAGTGATTAAA---------------------CT----------------------------------------------AGA

droAna3 scaffold_13340:938906-
939106 +

dan_4036 A---------------------------------------------------------------------------------GTGATTT-----CTTTT------------CTTCGCG-----------------------------------------------AGGACAC-CCAGGA-----------TCTGGATCTGGATCTGGAACTGAATCTGGAGCAGCATGAGAACTCTGAGA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACATGGAG-----------GTCC-TCTTCG---------------------------------------------GGGC-TTCCCTGTAGGC-TTAGCAAATCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAGGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------

droBip1 scf7180000394085:58639-
58825 -

ACCATTA------------------------------------------------------------------------CGAGGGATTA-----CCATC------------CAT-GAG-----------------------------------------------AAGACAC-CCAGGA-----------CCT------------------------GGATCTGCATGAGAACTCTGAGAAAAGTGTGTTTGTTTGCTGG-CTACGTCTGTGTTACAAGGAG-----------GTCCTCCCAAG---------------------------------------------GGGC-CTTCCTGTAGGC-TT-GCAACTCACAGATGTTCAGCAAGACAACACGTCAAAGCAAACAGCAAGA-G-------------------------------------------------------------------------------------------------------------------------------------------------------------------

dp5 2:7251483-7251742 - dps_3824 ACGAATAC----------------AAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCCCAGTGACCAAGTGATAA-----GTG--------------TG-------------CGTGT------GCGTGTGT-C--------------------------------------------------------------------------TTACCAAAGAACTCTGATA-AAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT------------GCC---CTTTAT-----------GGACTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGC-TAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------
droPer2 scaffold_0:1112079-

1112344 -
dpe_2478 ACGAATAC----------------GAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCCCAGTGACCAAGTGATAA-----GTG--------------TG-------------CGTGTGCGTGTGCGTGTGT-C--------------------------------------------------------------------------TTACCAAAGAACTCTGATA-AAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATGAT------------GCC---CTTTAT-----------GGATTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGC-TAATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------

droWil2 scf2_1100000004902:91388-
91556 -

dwi_5413 -C-----------------------------------------------------------------------------CGATTAATTA-----AAG-T----------------------------GTGT------GCAAGTG---------------------------------------------------------------------------AACTCTAAGAGAACTCTAAGA-AAGTGTGTTTGTTTGCTGGTCTACGTTTGTGTTACATGATT-CAAT------GTTTT-CT-AT---------------------------------------------TGG--CATCGTGTAGGCTTAATTAATTCACAAATGTTCAGCAAGACAACACGTCAGAGTAAACAACAAGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------

droVir3 scaffold_13047:936634-
936858 -

dvi_24633 AC-----------------------------------------------------------------------------CCAGTGATAA-----GCAA---GTGCTTGGTGCTCCGCGATTTGTGATATGTAATAA-GTG---------------------------C---C-TCTCGA-----TAATACC------------------------------GTGCGACAGAATTCTGAGA-AAGTGTGTTTGTTTGCTGA-CTACGTTTGTGTTACATGGC-GAAGTCTCGACGGCTG-CTGCA----------------------------------------------GACTCGTCATGTAGAT-TAAG-TACGCCCAAATGTTCAGCAAGACAACACGTCGAAGCAAGCCGCAAAT-GATCGAGG-AT---------------------------------------------------------------------------------------------------------------------------------------------------------

droMoj3 scaffold_6540:4939456-
4939681 -

GCAA---------------------------------------------------------------------------CAAGTGATTA-----GTGATTAGTGATTAGTGTTTCGTGATTTATGATTTGTGATTT-GTGATCTG------------CATTTCAGTGG---C-TATCGA-----TGAGAGACT---------------------------GCAACGAGACAAATCTAAGA-AAGTGTGTTTGTTTGCTGG-CCACGTTTGTGTTACATGAT-GAAATCCTGTCAGCTG-TTGCA----------------------------------------------AGTTCGTCATGTAGAT-TAAGCAACGCACAAATGTTCAGCAAGACAACACGTCAAA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

droGri2 scaffold_14906:5355593-
5355835 +

dgr_460 ATCAACT-AATCAACCAATCAAACCA----------------------------------------ATCGGCC-ATGACCCAGTGATAA-----GTGAT----------------------------ATGTGATTG-GTG--------------------------------------------------CCT------------------------CTCGCACGAAGAGAAGTCTGAGA-AAGTGTGTTTGTTTGCTGG-CTACGTTTGTGTTACATTTC-GAACTAACGCCAGCAG-CTGCTGCTGCTGCTCCTG--CTGCGGGTG----------------------CGTTCGTCATGTAGGT-TAAGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCAATC-GAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------
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ID:

dya_140

Coordinate:

2R:18151689-18151750 -

Confidence:

candidate-rescued

Class:

Mirtron
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

intron [Dyak\GE11660-in]; CDS [Dyak\GE11660-cds]; CDS [Dyak\GE11660-cds]; utr3 [utr3_plus_2684]

No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTAAGTGACCGCATATACATATGTTCATATCTATAAACTTAGTGTATGCGTTTCTTCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATAAA

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

M043

female
body

V120

male
body

V052

head

M056

embryo

V046

embryo

........................................................................................TTAGTGTATGCGTTTCTTCCA..................................................... 21 0 1 14.00 14 10 3 0 0 1 0

........................................................................................TTAGTGTATGCGTTTCTTCCAT.................................................... 22 0 1 13.00 13 3 3 2 2 2 1

........................................................................................TTAGTGTATGCGTTTCTTCCATAG.................................................. 24 0 1 8.00 8 3 0 3 1 0 1

........................................................................................TTAGTGTATGCGTTTCTTCCATA................................................... 23 0 1 5.00 5 1 0 0 3 0 1

........................................................................................TTAGTGTATGCGTTTCTTCC...................................................... 20 0 1 3.00 3 0 0 1 2 0 0

.........TTGCCAAGGAGGACTGGTCGGAGGAC............................................................................................................................... 26 0 1 2.00 2 0 0 2 0 0 0

...GTCGAATTGCCAAGGAGGACTGGTCGGA................................................................................................................................... 28 0 1 2.00 2 0 0 1 0 1 0

...................................................................................................GTTTCTTCCATAGCAATGCGT.......................................... 21 0 1 1.00 1 0 0 1 0 0 0

..............AAGGAGGACTGGTCGGAG.................................................................................................................................. 18 0 1 1.00 1 0 1 0 0 0 0

.......................................................................................CTTAGTGTATGCGTTTCTTCCA..................................................... 22 0 1 1.00 1 0 1 0 0 0 0

...........GCCAAGGAGGACTGGTCGGAGGA................................................................................................................................ 23 0 1 1.00 1 0 0 1 0 0 0

................................................................................................................................ACACAATGTCTGGAGCCAT............... 19 0 1 1.00 1 0 1 0 0 0 0

..................................................GTAAGTGACCGCATATACATATGTTCA..................................................................................... 27 0 1 1.00 1 0 1 0 0 0 0

.............CAAGGAGGACTGGTCGGAGGAC............................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

.TGGTCGAATTGCCAAGGAGGACC.......................................................................................................................................... 23 1 1 1.00 1 0 0 0 0 1 0

......................CTGGTCGGAGGACATACTAAATGCCAAGC............................................................................................................... 29 1 1 1.00 1 0 0 1 0 0 0

Anti-sense strand reads

AACCAGCTTAACGGTTCCTCCTGACCAGCCTCCTGTATGATTTACGGTTCCATTCACTGGCGTATATGTATACAAGTATAGATATTTGAATCACATACGCAAAGAAGGTATCGTTACGCAAACGTTGTTGTGTTACAGACCTCGGTACACTGCTAAATATTT

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

#
Mismatch

Hit
Count

Total
Norm Total

V120

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 2R:18151641-18151800 - dya_140 TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTAAGTGA---CCGC-A-TATACA--TA--------------T-----------GTTCAT--------ATCTA-----------------TAA-------------------ACTTAGTGT---ATGCG-TTT---------CTTCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATA
droEre2 scaffold_4845:12533575-

12533732 -
TTGGTCGAATCGCCAAGGAAGACTGGTCGGAGGACATACTAAATGCCAAGGTAACTGA---GCTG-A-GGTATACATAA-------------G----------------T--------ATTTA-----------------TAA-------------------ACTAAGTTC---ATGTG-TTT---------CTCCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATA

droSec2 scaffold_1:10817661-
10817817 +

TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTGAGTAA---GCCG-A-GATAAACAAAA-------------TT---------------------------------------------TGAA-------------------ACAAAGTTCACCAAGTG-ATC---------CGCCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATA

droSim2 2r:13968979-13969135 + dsi_19943 TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTGAGTGA---GCCG-A-GATAAACAAAA-------------TT---------------------------------------------TGAA-------------------ACAAAGTTCATCAAGTG-ATC---------CGCCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATA
dm3 chr2R:13316399-13316555 + dme_426 TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTGAGTGA---GCCG-A-GATAAACATCA-------------TT---------------------------------------------TAAA-------------------ACTAAGTTCATCATGTG-TTC---------CGCCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATA
droEug1 scf7180000409672:1794874-

1795027 -
TAGGACGCATTGCCAAGGAGGACTGGTCGGAGGACGTATTGAATGCCAAGGTGAGTGA---ACCA-A-AATATA----T-------------TC---------------------------------------------TTAA-------------------ATTATGTAAATCATGTTTACT---------TGTTTATAGCAATGCGTTTGCAACAACACCATGTCTGGGGCCATGTGACGTTTTATA

droBia1 scf7180000301754:5568296-
5568449 +

TGGGCAGGATTGCCAAGGAGGACTGGTCGGAGGACATACTGAATGCCAAGGTGCGTA----TTTG-A-GGTACA--TAC-------------TC---------------------------------------------TGCA-------------------GTTCAGTACGTCATGAC-AAC---------TCCTTATAGCAATGCGTTTGCGACAACACCATGTCCGGGGCCATGTGACGTTTTATA

droTak1 scf7180000415138:444578-
444652 -

A-------------------------------------------------------------------------------------------------------------------------------------------------------------------------CTTCATGTA-AACCTCTA----TCTTTATAGCAATGCGTTTGCAACAACACCATGTCCGGGGCCATGTGACGTTTTATA

droEle1 scf7180000491214:983885-
984038 -

TGGGTCGAATTGCCAAGGAGGACTGGTCCGAGGACATACTTAATGCCAAGGTGCGTGG---TTGT-A-TAAATA----C-------------AC---------------------------------------------AAAA-------------------ATCAGATTCATCATTTATATT---------CCCTTACAGCAATGCGTTTGCAACAACACCATGTCGGGAGCCATGTGACGTTTTATA

droRho1 scf7180000776786:29239-
29394 +

TGGGTCGCATTAGCAAGGAGGACTGGTCGGAGGACATACTGAATGCCAAGGTGGGTAG---GCCT-A-GATATATCGAA-------------T----------------T--------ATTTA-----------------T--TCA----------------ACTTATT------TGAT-ACC---------TCTTCGCAGCAATGCGTTTGCAACAACACGATGTCTGGAGCCATGTGACGTTTTATA

droFic1 scf7180000453948:2127734-
2127888 -

TGGGAAGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAACAGCCAAGGTGGGTGG---AA-----------------------------TTTGTAGCATTC---CGA--------ATCCAAGC------------------------------------ACAAAGTTT---AT-----TC---CT----TTTTTACAGCAATGTGTTTGCAATAACACAATGTCGGGGGCCATGTGACGTTTTATA

droKik1 scf7180000302411:420143-
420304 +

TGGGACGCATTGCCAAAGAAGACTGGTCGGAGGATATACTGAACGCCAAGGTAACTGG---GT-----AATATTCATCA---------------------ATGC---CAAGATTTAGG-GCT-AAC------------------------------------AAAAAGGT-------TA-TTC---------CGCTTACAGAAATGCGTCTGCGACAACACCATGTCGGGAGCCATGTGACGTTTCATA

droAna3 scaffold_13266:8811023-
8811174 +

TGGACCGCATATCCAAGGAGGATTGGTCTGAGGACATTCTAAATGCCAAGGTTTGTTAGGAGATG-A-AATAAACAACAAAAACA------------------------------------------------------------------------------CTAA------CAT-TT-CTT---------TTCAAACAGCAATGTGTTTGCAATAACACAATGACTGGATCCATGTGACGTTTCATA

droBip1 scf7180000395994:25902-
26055 -

TGGACCGCATTGCCAAGGAGGATTGGTCGGAGGACATTCTCAATGCCAAGGTTTGTTCAAAGATG-A-AATAATCGATA-------------------------------------------------------------AAA-------------------ACTAATTAT--ATTGT--GTT---------CCCAAACAGCAATGCGTTTGCAACAATACAATGTCTGGATCCATGTGACGTTTCATA

dp5 3:4779174-4779334 + TGGGTCGTATTGCCAAGGAGGATTGGTCGGAGGATATTCTAAATGCCAAGGTGAGTGT---AT----T---------------------------------------------------------CTCAAGGTTTATTCT---CCACTTGATTGGTTCTAAAA-----------TTGCT-CTC---------TTGTTATAGCAATGCGTGTGCAACAATACCATGTCTGGAGCTATGTGACGTTTTCTA
droPer2 scaffold_2:4973142-4973302

+
TGGGTCGTATTGCCAAGGAGGATTGGTCGGAGGATATTCTAAATGCCAAGGTGAGTGT---AT----T---------------------------------------------------------CTCAAGGTTTATTCT---CCACTTGATTGGTTCTAAAA-----------TTGCT-CTC---------TTGTTATAGCAATGCGTGTGCAACAATACCATGTCTGGAGCTATGTGACGTTTTCTA

droWil2 scf2_1100000004963:1636374-
1636541 -

TCAGCCGCATAGCCAAAGAGGATTGGACCGAGGATGTGTTGAACGCCAAGGTAAGCGA---ATGA-A-AGG----GTTAAAAACG-------T--------------TTCCTTTGT--TTTTC-----------------TAT-------------------TATTAATTT---GTTTT-CTT---------CTCTCTTAGCAATGCGTTTGTCAAAATACCATGTCCGGAGCTATGTGACGGTTTTTA

droVir3 scaffold_12875:12855287-
12855438 -

dvi_6567 TTGGGCGCATCGCCAAGGAGGACTGGTCTGAGGATATCCTGAATGCCAAGGTAGGTGC---A------GCTCAACAAAA---ACACGGCAGTTT---------------------------------------------TTAA-------------------TTTAA--------------TTCC-------CTTTTGCAGCAATGCGTCTGCAACAACACCATGTCCGGTGCCATGTGACGCCTTTTA

droMoj3 scaffold_6496:20116982-
20117136 -

TTGGCCGCATTGCCAAGGAAGACTGGTCCGAGGACATTTTAAATGCCAAGGTATGTACA--GCTGCA-CAATTT---------TA-------T-----------GATCTG--------CTCT----------------------------------------ATTCAA-----CTCGA--TTC---------CATTTATAGCAATGCGTCTGCAACAACACTATGTCTGGCGCCATGTGACGCTTTTTA

droGri2 scaffold_14413:547-707 + TGGGACGCATTGCCAAGGAGGATTGGTCCGAGGATATTCTAAATGCTAAGGTATAATC-----------------GAAA-------------TTTTTGAAATGC---CACAATCGAGT----------------------GTA-------------------ATAAA--------------TTCTCTTTTTGAATTTGCAGCAATGCGTCTGCAACAATACCATGTCCGGTGCCATGTGACGCTTTTTA
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GTAGCAACGTTTGTAATCCGCGAAAGTGCAGTCGCAGAATTTTCCGGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACCAGACCGTTCCGATTAGTCCGAATTAAACCC

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

M026

head

M043

female
body

V046

embryo

V058

head

GSM1528802

follicle
cells

.............................................................TAACCAATGTGGCACTTCCA.......................................................................................................... 20 0 1 3.00 3 1 0 1 1 0 0

.............................................................TAACCAATGTGGCACTTCCAATGAGAAA.................................................................................................. 28 0 1 2.00 2 1 0 1 0 0 0

.............................................................TAACCAATGTGGCACTTCCAATGAGA.................................................................................................... 26 0 1 2.00 2 1 0 1 0 0 0

.............................................................TAACCAATGTGGCACTTCC........................................................................................................... 19 0 1 2.00 2 2 0 0 0 0 0

.............................................................TAACCAATGTGGCACTTCCAATGAGAA................................................................................................... 27 0 1 2.00 2 1 0 1 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGTTT............................................................. 23 1 1 1.00 1 0 1 0 0 0 0

...........................................................................................AATTGCAAGGCGTTGGATGCT........................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

.............................................................TAACCAATGTGGCACTTCCAATGA...................................................................................................... 24 0 1 1.00 1 0 0 1 0 0 0

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

.......................................................................................................TTGGATGCTCTCAGTATTGGTC.............................................................. 22 1 1 1.00 1 0 1 0 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGTTAT............................................................ 24 0 1 1.00 1 1 0 0 0 0 0

........................................................................................................TGGATGCTCTCAGTATTGGTTAT............................................................ 23 0 1 1.00 1 0 0 0 0 1 0

.............................................................................................TTGCAAGGCGTTGGATGCTCT......................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGTTATT........................................................... 25 0 1 1.00 1 0 0 0 1 0 0

....................................................................................AGAAATCAATTGCAAGGCGTTGG................................................................................ 23 0 1 1.00 1 1 0 0 0 0 0

.......................................................................................................TTGGATGCTCTCAGTATTGGTT.............................................................. 22 0 1 1.00 1 0 1 0 0 0 0

.........................................................................................TCAATTGCAAGGCGTTGGATGCTC.......................................................................... 24 0 1 1.00 1 1 0 0 0 0 0

Anti-sense strand reads

CATCGTTGCAAACATTAGGCGCTTTCACGTCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGGTTACACCGTGAAGGTTACTCTTTAGTTAACGTTCCGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCGGGGCCCTGTCGTAATGGTCTGGCAAGGCTAATCAGGCTTAATTTGGG

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

V052

head

V120

male
body

Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3R:28380157-28380343 + dya_1797 G-TAGCAACG-------------TT-TGTAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACCAG------AC-----------------------CGTTCCGATTAGTCCGAATTAAACCC
droEre2 scaffold_4820:530478-530664

-
der_1522 G-TAGCAACG-------------TC-TACAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGGCAGCATAACTAG------AC-----------------------AGTTCCGATCAGTCCGCACTAAACCC

droSec2 scaffold_2807:1085-1271 + dse_1845 G-TAGCAACG-------------TT-TACAATCC------GCGAAAGTGC----------------CG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAG------AC-----------------------AGTTCCGATCAGTCCGCACTAAACCC
droSim2 3r:26724016-26724202 + dsi_32457 G-TAGCAACG-------------TT-TACAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAG------AC-----------------------AGTTCCGATCAGTCCGCACTAAACCC
dm3 chr3R:27444043-27444229 + dme_422 G-TAGCATCG-------------TT-TACAATCC------GCGAAAGTGC----------------AG------TCGCAGAA---TTT------TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAG------AC-----------------------AGTTCCGATCAGTCCGCACTAAACCC
droEug1 scf7180000409488:463421-

463601 -
G-TAGCAACG-------------T--TACAAATC------GCGAAAGTGC----------------------------AGAA---TTT------TCCGGCC-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGACAGCATTTCTAA------GC-----------------------AGTTTCGTTCAGTCCGAGTTAAAACT

droBia1 scf7180000302035:101882-
102083 +

G--AGCAACG-------------TT-T-TGAATC------GCGAAAGTGC----------------AGTCGGCGTAGCAGAC---TTTC-CTCCTCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCTGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGTCACTAGGTCTAGGC-----------------------AGTTCCGATCAGTCCGAGTTAAACCC

droTak1 scf7180000415712:510640-
510848 +

G-CAGCAACGTTT-TCCACTTCCATTTCCCGACC------GCGAAAGTGC----------------------------AGAT---TTTCCCTTTTCCCGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGTTTGGCCCCGAGGCAGCATAACTATATCTAGAT------------------CCG--GGTTCCGATCAGTCCGAGTTAAACCC

droEle1 scf7180000491194:1479823-
1480036 +

ATTAGCAACG-------------TT-TGTAAATC------GCGAAAGTGC----------------T--CGGAGTCTCAGAC---TTT------TTTGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGACGTTGGATGCTCTCAGTATTGGTTATTGGCAAGATTGGCCCCGAGACAGCAGTATTCT----AGGCACTTGGATACCAAT--CCAAT--AGTTCCGATCAGTCCGACTTTAATAC

droRho1 scf7180000779322:264797-
265012 -

G-TAGCAACG-------------TT-TGTAAATC------GAGAAAGTGCTTGGGGACGCGGTCGCAG------TCGCAGAC---TTT------TCCGGCG-GGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATAGGCCCCTAGGCAGCAATATTAG------GCACTGG---------TACCCAT--AGTTCCGATCAGTCCGAATTAAACCC

droFic1 scf7180000454114:125762-
125960 +

G-TAGCAACA-------------GT-AAAAAATC------GCGAAAGTGC----------------AG------TCGAAGAG---TTT------ACCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGAGGCAGCGGTATTGG------GCACTAG---------ACCCTAT--AGTTCCGATCAGTCCGAATTTGAACC

droKik1 scf7180000302810:681809-
682011 +

A-CAGAGACAAAA-AACACAACCGT-A-AGAATCGCGAGTGGGAAAGAGT---G------------GG------ACGCGGTG----TA------TCCGGCGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGGAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCAGGCAGCTATAGTTG------T------------------------TGTTCCGCTTAGTCCGAGT--AATTT

droAna3 scaffold_12911:3664262-
3664461 -

dan_200 G-AAGCAACAAACCATCCGTACCGG--AAGAATC------GCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGATTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGGCCCGAGACAACTGTTGTCC------AC----------C------------CACTCTAGTCCGTTCTAGTTTGACTC

droBip1 scf7180000396640:523306-
523505 -

G-AAGCAACAATTCATCGAAACCGG--AAGATTC------GCGAT----C----------------AG------TGGCAGAAAAGTTA------TACGGCG-GGCGACTCTGGCCTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGTCCTTGGATGCTCTCAGTATTGGTTTTTGGCGAGATTGGCCCCGCGGCAACTGTTGTCT------AC----------CC-----------AGTCTAGTCCATT-CTAGGTTGCCCC

dp5 2:16675561-16675698 - dps_3828 G------------------------------------------------------------------------------------------------------GGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAGAG------TT----------ACA--------ATTGTAAAGAT------AGATTAGCGCT
droPer2 scaffold_0:3721652-3721789

+
dpe_2482 G------------------------------------------------------------------------------------------------------GGGTCTCTGGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTACAAGTCGTTGGACGTTCTCAGTATTGGTTATTGGCAAGAAGAGCCCACAGGCAGCTATAAGAG------TT----------ACA--------ATTGTAAAGAT------AGATTAGCGCT

droWil2 scf2_1100000004902:9400240-
9400386 +

dwi_5416 G---------------------------------------------------------------------------------------------------------CTTCTAGCTTAATCAATGCGACACTTCCAATGAGGAATCCATTCGAAATCGTTGGATGATATCAGTATTGGTTATTGGCGAGAAGCATCTAAAAGCAGCTTTAAGTT------AA----------CAAACAATTAGATTGTTA--AGCATTATAAGTTAAGACA

droVir3 scaffold_13047:9559456-
9559595 -

dvi_24635 G------------------------------------------------------------------------------------------------------GGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGAAGAACCCAAACACAGCTATAAGAA------AC----------CAAA---------AATAA---AATAAACAACAAAAGACA

droMoj3 scaffold_6540:7667644-
7667784 -

dmo_270 G------------------------------------------------------------------------------------------------------AGTTTTCTAGCTTAACCAATGTGGCACCTCCAATGAAAAATCAATTCGAAATCGTTGGATGTTCTCAATATTGGTTATTGGCCAGAAGAGCTCAAACACAGCTATAAGAA------AC----------GAAA--------CCATCA---AATATATGATATAAACTC

droGri2 scaffold_14906:2448950-
2449065 -

dgr_463 G------------------------------------------------------------------------------------------------------GGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACAGCAATA----------------------------------------------------ATTAAAACC
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GGACATGTAAATGGCAATCCTTGCAGTTATATACAAAACACAAATATGTTTATATTAAAATTTAATCAACGTCCGTGCGGCCGGCTCTGGAGCAACTGCATCAAGGGCTGGATTCGATCCATCTTGGCCAGGCACTGATGCAGCTGCTCCAGCTGGACCGGACGCACGAGCCTCAGCTTGAAAAATATATATATAACTCAACACCGCTTAAGGACTAACTTGAACTGGACATGGGTGAAAC

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

V046

embryo

M026

head

M043

female
body

.....................................................................................TCTGGAGCAACTGCATCAAGGGC..................................................................................................................................... 23 0 1 9.00 9 5 2 1 1

................................................................................................................................CAGGCACTGATGCAGCTGCTCC........................................................................................... 22 0 1 1.00 1 1 0 0 0

..........................................................................................AGCAACTGCATCAAGGGCTGGA................................................................................................................................. 22 0 1 1.00 1 1 0 0 0

.....................................................................................................................................ACTGATGCAGCTGCTCCAGCT....................................................................................... 21 0 1 1.00 1 1 0 0 0

...........................................................................................GCAACTGCATCAAGGGCTGGA................................................................................................................................. 21 0 1 1.00 1 1 0 0 0

...........................................................................................GCAACTGCATCAAGGGCTGGAT................................................................................................................................ 22 0 1 1.00 1 0 1 0 0

.....................................................................................TCTGGAGCAACTGCATCAAGGG...................................................................................................................................... 22 0 1 1.00 1 0 1 0 0

Anti-sense strand reads

CCTGTACATTTACCGTTAGGAACGTCAATATATGTTTTGTGTTTATACAAATATAATTTTAAATTAGTTGCAGGCACGCCGGCCGAGACCTCGTTGACGTAGTTCCCGACCTAAGCTAGGTAGAACCGGTCCGTGACTACGTCGACGAGGTCGACCTGGCCTGCGTGCTCGGAGTCGAACTTTTTATATATATATTGAGTTGTGGCGAATTCCTGATTGAACTTGACCTGTACCCACTTTG

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

#
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Hit
Count

Total
Norm Total

M043

female
body

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3L:17060431-17060671 - dya_1791 GGACATGT-A--A----------------------------------------------------ATGGCAATCCTTGCAGTT-------------------------ATATACAAAACACAAATATGTTTATATTAAAATTTAATCAACGTCCG--------------------------TG--CGGCCGGCTCTGGAGCAACTGCATCAAGGGCTGGA------------------------------------------TTCGATCCA---TCT--TGGCC-AGGCACTGATGCAGCTGCTCCAGCTGG--ACCGGACGCACGAG--CCTC-AGC--TTGAAA------------AATATA----TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACATGG---------GT---------GAAAC
droEre2 scaffold_4784:16829173-

16829412 -
GGATATG--GATA----------------------------------------------------AGGGACATCCTTTCAATT-------------------------ATATACCAAGCACAGATACATTTATATTAAAATTTAATCAACGTCCG--------------------------TG--CGACCGGCCATGGAGCAAATGCATCAAGGGCTGGA------------------------------------------TTCGAGCCA---TCT--GGGCC-AGTCACTGATGCAGCTGCTCCATCTGG--GCCGGACGCACGGG--CCTC-AGC--TTGAAA------------AATATA----TATATAACCCAACACCGCTTAAC-GACTAAC--GAACTGGACGTGG---------GT---------GAAAT

droSec2 scaffold_0:9073996-
9074239 +

dse_163 GGATATGT-GATA----------------------------------------------------AGGGCTATACTTCCAGTT-------------------------ATATATCAAACACAAAAATGTTTATATTAAAATTTAATCAACGACCA--------------------------TG--CGACCGGCGCTGGAGCAACTGCATCAAGGGCTGGA------------------------------------------TTCGATTCA---TCT--TCGCCTAGCCACTGATGCAACTGCTCCAGCTGC--GCCGGACACACGGG--CCTC-AGC--TTGAAA------------AATATA----TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACATGG---------GT---------GGAAC

droSim2 3l:16596461-16596705 + dsi_32454 GGATATGAGGATA----------------------------------------------------AGGGCAATACTTCCAATT-------------------------ATATACCAAACACAAAAATGTTTATATTAAAATTTAATCAACGACCA--------------------------TG--CGACCGGCGCTGGAGCAACTGCATCAAGGGCTGGA------------------------------------------TTCGATCCA---TCT--TCGCCAAACCACTGATGCAACTACTCCAGCTAC--GCCGGACACACGGG--CCTC-ATC--TTGAAA------------AATATA----TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACATGG---------GT---------GGAAC
dm3 chr3L:17013395-17013639 + dme_266 GGATTTGT-GATA----------------------------------------------------AGGGCAATCCTTCCAATT-------------------------ATATACCAAACACAGAAATGTTTATATTAAAATTTAATCAACGACTG--------------------------TG--CGACCGGCGCTGGAGCAACTGCATCAAGGGCTTGA------------------------------------------TTCGATCCA---TCT--TCGCCAAGCCACTGATGCAACTGCTCCAGCTGC--GCCGGGCACACGGG--CCTC-AGC--TTGAAA------------AATATA----TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACATGG---------GT-------G-GAAAC
droEug1 scf7180000409711:321955-

322183 -
CA---------------------------------------------------------------------GTCCTTTAACTT-------------------------AAGCACCAAACACTGATATATTTGTATTAAAATTTACTTAACTCCCA--------------------------TG--CTTCCAGCGCTGGAGCAACTGCAGCAACCGCTGGA------------------------------------------TTCAATGCC---TTT--TGGCC-AGCCGCTGATGCAGCTACTCCAGCTGG--GCCGAAGGCACCGG--TCTC-AGC--TTGAAA------------AATATA--TATATATAACTCAACACCGCTTAGG-GACTAACATGAACTGGACATGG---------GT---------GGAAC

droBia1 scf7180000302428:3096405-
3096638 -

TAAAA--------------------------------------------------------------CGTATTCCCAACAATT-------------------------AAATACCACACTAGGATATATTTATATTAAAATTTACTCAACGTCCG--------------------------GG--CTGCCGGCGCTGGAGCAACTGCAGCAGTCGTTGCG------------------------------------------TTGGATACC---CCT--TAGCC-AGCCACTGATGCAGCTGCTCCAACTGG--GCCGGTCGCACCGG--TCTC-AGC--TTGAAA------------AATATA----TATATAACTCAACACCGCTTAGG-GACTAACTTGAACTGGACATGG---------GT---------GGAAC

droTak1 scf7180000415352:343034-
343263 -

------------------------------------------------------------------------TCCTTCTAATT-------------------------AAGTACACAAAGCAGGTGTATTTCTATTAAAATTTACTCAACGTCCG--------------------------TG--CGGCCGGCGCTGGAGCAACTGCAGCAGCCGCTGGA------------------------------------------CTCGAATCC---TCTAGCTCCC-AGCCACCGATGCAGCTGCTCCAACTGA--GCCGGACGCAGCGG--TCTC-AGC--TTGAAA------------AATATA--TATATATAACTCAACACCGCTTAGG-GACTAACTTGAACTGGACACGG---------GT-------GTGGAAC

droEle1 scf7180000491255:3452219-
3452466 +

TGCAA------------------------------------------------------------ACTCTACTTCTTCCGATA-------------------------GAATAGCCAACACAATTACATTTTTATTACAATTTACTCAACGTCCG--------------------------GG--CTGCCGGCGCTGGAGCAACTGCATCGACCGCTGGA------------------------------------------TCCCATTGC---TGT--TGGCC-AGCGACCGATGCAGCTGCTCCAGCTGC--GCCGGAAGCACCGG--TCTC-AGC--TTGAAAAATATATTTATATATATA----TATGTAACTCAACACCGCTTAGG-GACTAACTTGAACTGGACATGG---------GT---------GGAAC

droRho1 scf7180000779902:48389-
48621 -

AA---------------------------------------------------------------AGGATGGTCCTTCTAATT-------------------------AAATACCCAACACTGTTAAATTTCTATTACAATTTACTCAACGACCG--------------------------GA--CTGCCGGCGCTGGAGCAACTGCAGCATTCGCTGGA------------------------------------------TCCGATAGC---GTT--TGGCC-AGCGACTGATGCAGCTGGTCCAGCAGG--CCGGGAAGCACCGG--TCTC-AGC--TTGAAA------------AATATA----TATATAACTCAACACCGCTTAGG-GACTAACTTGAACTGGACATGG---------GC---------GGAAC

droFic1 scf7180000454107:485560-
485811 +

GAAACT----------------------------------------------------------------------T-CAATTGGCTTTACCAAAAAACCCCGTAGTAGATCAACCAACACAGTTAAA-TTCTATTACAATTTACTCAACGACCG--------------------------TG--CCGCCGGCGCTGGAGCAACTGCAGCAACCTGTGGA------------------------------------------TCAGCGCCC---GTT--CGGCC-ACCGACTGATGCAGTTGCTCCGGCCGG--ACCGGAGGCACCGGGTTCTTCAGC--TTGAAA------------AATATA----TATATAACTCAACACCGCTTAGG-GACTAACTTGAACTGGTCGTGG---------GT---------GGAAC

droKik1 scf7180000302486:860866-
861053 +

TGAC------------------------------------------------------------------------------------------------------------------------TACATTTCAATTAGAATTTACTCAACGCCCG--------------------------CT--CTTCCGACACTGGAGCAGTTACAGAAATCGGTGGC----------------------------------------------ATAGC---CTT--CCGCC-ACCGTCTGCTGCAGCTGCTCCAGGAGG-----GAAAAAGCCGG--TCTC-AGTTTTTGGAA------------AATATA----TAGATAACGCAACACCGCTTAGG-GACTAACTTT--------GTTG---------TG---------GGAAC

droAna3 scaffold_13337:13605768-
13606047 -

GGAAAAAATTTTA----------------------------------------------------AAAATATTTCTT-AAATT------ACAA-----AACAGGAGGAGG-CCACT--AACAGATTATTTTCAATTAAAATTTACTCAACGCCCT--------------------------TCGTGTTCCGACGTGGGAGCAACTGCAGCCACCACCGGAGCACCATACCTGCA----------------------------------ATA---GCT--TGTCC-AGTGGCTGCTGCAGTTGCTCCAACTGG--ACCGGAAGCACCGG--GCTC-TGC--TTGAAA------------AATATATATATATATAACTCAACACCGCTTAGG-TACTAACTTGAACTGGACAATATTTGGATTTTTTT-----G-GAAAC

droBip1 scf7180000395832:550897-
551181 -

ATCCATGA-GATACTATCCAC---------------------ATTAACCTC------------CG-----AATCCAT--TTTT-------------------------AAAAACCCCTCAGATATTATTTTCAATTAAAATTTACTCAACACCCT--------------------------TG-ACTTCCGACGCTGGAGCAACTGCAGCCTCC-CTGGAGCACCAAATCTGCA----------------------------------TAA---GTC--TGCCC-AGCGGCTGCTGCAGTTGCTCCAACTGG--ACCGGAAGCACCGG--GCTC-TGC--TTGAAA------------AATATATATATATATAACTCAACACCGCTTAGG-TACTAACTTGAACTGGACAATAGTTGTGTGTGTTGGGGGACTAGAAC

dp5 XR_group8:696589-696797 - dps_3843 AT----------------------------------------------------------------------------------------------------------------GAAACACACAGACATTTGGTTCACAATTTACAC--T------------------------------------GGCCG--ACTGGAGCAGCTGCAGCAACTGGTGAC--------------TACGCCCAGAGGA-------CTG-----TCTAGTACA---GC---------GTCGGCTGCTGCAGCTGCTCCAGCGGCAGGCGCAATGCAAAAA---TTT-ATT--CTAAAA------------AATATA----CATGTAACTCAACACCGCTTGGGTAACTAACTGGAACTCGAAACTA---------AA---------TTAAC
droPer2 scaffold_32:787505-787713

+

dpe_2517 A----------------------------------------------------------------------------------------------------------------CGAAACACAGAGACATTTGGTTCACAATTTACAC--T------------------------------------GGCCG--ACTGGAGCAGCTGCAGCAACTGGTGAC--------------TACGCCCAGAGGA-------CTG-----TTTAGTACA---GC---------GTCGGCTGCTGCAGCTGCTCCAGCGGCAGGCGCAATGCAAAAA---TTT-ATT--CTAAAA------------AATATA----CATGTAACTCAACACCGCTTAGGTAACTAACTGGAACTCGAAACTA---------AA---------TTAAC

droVir3 scaffold_13049:10145183-
10145369 -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGGCGCTGGAGCAGGTGCAACACGCACTGAACC--AAATCCTGGCA---CAAATGGGCAAGCCATCCATATGG---ACCAGC---ACT--TGTCC-AGCAATTGCTGCACATGCTACGGCTGC--CGCGCCTACGGAGC--TCTT-TAC--TTGGAA------------TCAATTAAAAAATATAACTTAACGCAGCTTAAA-GTCTAGA-----------AAAA---------GA---------AAAAC

droGri2 scaffold_2611:539-863 + CATATTAA-G-TCGAATATACAATTATAATTATAAAAAATATATTTATTTTTGTTAAATGAAAAG-----TATCTTA--ATTT-----------AA-----------AGT-CCCCT--A-------------------------TTGGACAACTATCCGAAAAGATATATCTAACTGTTACTGGCGCAGCATTGCTGAAGCAGTTGCAACAAGAACTAGC--CCAAATTCTGCCAATGCCAATGGGTAAGTCATCCATTTGGTGTAGCAGTATTTGT--ATTCC-AGGGCTTGCTGCACCTGCTTCGGTTGG--CGCGC----ATCGAGCTCTT-TAC--TTGCAA------------TCAATTAAAAAATATAACTTAACGTAGCTTATG-TAGT--------CTAGAAAAAC---------GT---------T--AA
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CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCGGGCTGGCCGGCCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCCCCCACGCCCCCCCTCTCGCCCACCAAG

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

#
Mismatch

Hit
Count

Total
Norm Total

V058

head

V052

head

M043

female
body

M056

embryo

V120

male
body

..................................................TGGCCGGCCGCAGGTGGGGTCG.............................................................................................. 22 0 1 8.00 8 3 4 1 0 0

..................................................TGGCCGGCCGCAGGTGGGGTC............................................................................................... 21 0 1 3.00 3 2 1 0 0 0

..................................................TGGCCGGCCGCAGGTGGGGTCT.............................................................................................. 22 1 1 2.00 2 1 1 0 0 0

.................................TTTGGCCGTTTGCGGGCTGGC................................................................................................................ 21 0 1 1.00 1 0 0 0 1 0

...................................................................GGTCGCTACCTCTACCTGCACTACGGC........................................................................ 27 0 1 1.00 1 0 0 1 0 0

..................................................TGGCCGGCCGCAGGTGGGGTCGT............................................................................................. 23 1 1 1.00 1 1 0 0 0 0

.............................................................................................CCGCCACCTGCTGCCGCGCTCC................................................... 22 0 1 1.00 1 0 0 0 0 1

...................................................GGCCGGCCGCAGGTGGGGTCG.............................................................................................. 21 0 1 1.00 1 0 0 1 0 0

......GTGGTTCGCAATTTCTGT.............................................................................................................................................. 18 0 1 1.00 1 0 0 1 0 0

..............................................GGGCTGGCCGGCCGCAGGT..................................................................................................... 19 0 1 1.00 1 0 0 0 1 0

.................................................................................................CACCTGCTGCCGCGCTCGT.................................................. 19 2 20 0.05 1 1 0 0 0 0

Anti-sense strand reads

GTTGTACACCAAGCGTTAAAGACACAAGCGGTAAAACCGGCAAACGCCCGACCGGCCGGCGTCCACCCCAGCGATGGAGATGGACGTGATGCCGGCGGTGGACGACGGCGCGAGGGAGGAGAGCCGGTTCTTGGCGCGGGGGTGCGGGGGGGAGAGCGGGTGGTTC

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

M026

head

V058

head

....................................................................................................................................GGCGCGGGGGTGCGGGGGGGA............. 21 0 1 1.00 1 1 0 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3R:1488692-1488857 - dya_80 CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCG---GGCTGGCCGGCCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCCCCCACGCCCCCCCTCTCGCCCACCAAG
droEre2 scaffold_4770:1383614-1383779

-
der_85 CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCG---GGCTGGCCGGCCGCAGGTGGGGCCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACTCCCCCACTCTCGCCCACCAAG

droSec2 scaffold_6:1229707-1229872 - CAACATGTGGTTCGCCATTTCTCTGTTCGCCATCTTGGCCGTTTGCG---GGCTGGCCGGGCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACGCCCCCTCTCTCGCCCACCAAG
droSim2 3r:1012835-1013000 - CAACATGTGGTTCGCCATTTCTCTGTTCGCCATCTTGGCCGTTTGCG---GGCTGGCCGGGCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACGCCCCCTCTCTCGCCCACCAAG
dm3 chr3R:1108441-1108606 - dme_384 CAACATGTGGTTCGCCATTTCTCTGTTTGCCATCTTGGCCGTTTGCG---GGTTGGCCGGCCGCAGGTGGGGTCGCTACCTCTATCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCGCCCACGCCCCCTCTCTCGCCCACCAAG
droEug1 scf7180000409766:16869-17034

-
CAACATGTGGTTTGCAATTTCCATTTTTGCCATTTTGGCCGTTTGCG---GATTGGCCGGTCGCAAGTGGGGGCGCTACCTCTACTTGCACTATGGCCGCCACCTGCTGCCCCGCTCCTTTCTAACGGCCAAGAACCGAGCTCCCACGCCCCCTCTTTCGCCCACCAAG

droBia1 scf7180000302411:860218-
860383 -

CAACATGTGGTTCGCCATTTCCATTTTCGCCCTCCTGGCCGTGTGCG---GGCTGGCCGGCCGCCGGTGGGGTCGCTACCTCTACCTGCACTACGGGCGCCACCTGCTGCCCCGCTCCCTCCTGGCGGCCAAGAACCGCGCGCCCACGCCGCCCCTGTCGCCCACCAAG

droTak1 scf7180000415789:282569-
282734 +

CAACATGTGGTTTGCCATTTCCATCTTTGCCATTTTGGCCGTTTGCG---GGCTGGCCGGTCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCCCGCTCCCTCCTGACGGTCAAGAACCGCGCGCCCACGCCCCCCCTCTCGCCCACCAAA

droEle1 scf7180000491021:376339-
376504 +

CAACATGTGGTTTGTCATTTCCATTTTTGCCATTTTGGCTGTTTGCG---GGTTGGCCGGTCGCAGGTGGGGTCGCTACCTTTACCTGCACTATGGCCGCCACCTGCTGCCCCGCTCCCTGCTAGCGGTCAAAAACCGAGCTCCCACACCCCCACTTTCGCCCACCAAG

droFic1 scf7180000453850:483104-
483269 -

CAACATGTGGTTCGCCATTTCAGTCTTCGCCCTTTTGGCCGTTTGCG---GGCTGGCCGGTCGCCGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCCCGCTCCCTGCTCGCCGCCAAGAACCGCGCCCCCACCCCGCCCCTCTCGCCCACCAAG

droKik1 scf7180000302461:523333-
523498 -

CAACATGTGGTTCGTGATTTCCGTCTTCGCCATTTTGGCGGTCTGCG---GCCTAGCAGGTCGCCGCTGGGGTCGCTACCTTTACCTGCATTATGGCCGCCACCTGCTGCCCCGCTCAATGCTTACAGCCAAGAACCGAGCGCCCACGCCCCCGCTCTCGCCCACCAAG

droAna3 scaffold_13340:23291617-
23291782 -

CAACATGTGGTTCGTGATTTCCGTATTCGCCCTTGTGGCCCTTTTCG---GCCTGGCAGGACGTCGTTGGGGCAGATACCTCTACCTGCACTACGGTCGTCATCTGCTGCCCCGCTCTCTGCTAGCCGCCAAAAACCGCTCGCCCACGCCCCCACTCTCGCCCACCAAG

droBip1 scf7180000396395:295439-
295604 -

CAACATGTGGTTCGTGATTTCCGTATTCGCCCTTGTGGCCCTTTTTG---GGCTGGCGGGACGTCGTTGGGGCAGGTACCTGTACCTGCACTACGGCCGCCACCTGCTGCCCCGCTCCATGCTCACCGCCAAGAACCGCTCGCCCACGCCCCCCCTCTCGCCCACCAAG

dp5 2:21677107-21677272 + CAACATGTGGTTTGTGGTCGTACTCTTCGCTGTGGCCGCCGTGTGCG---GCCTGGCCGGTCGAAAGTGGGGCCGCTACCTGTACCTGCACTATGGGCGGCATCTGCTGCCGCGCTCTCTGCTGGCAAACAAGAACCGTGCGCCCACGCCGCCCCTCTCGCCCACCAAA
droPer2 scaffold_3:4461895-4462060 + CAACATGTGGTTTGTGGTCGTACTCTTCGCTGTGGCCGCCGTGTGCG---GCCTGGCCGGTCGAAAGTGGGGCCGCTACCTGTACCTGCACTATGGGCGGCATCTGCTGCCGCGCTCTCTGCTGGCAAACAAGAACCGTGCGCCCACGCCGCCCCTCTCGCCGACCAAA
droWil2 scf2_1100000004943:12820461-

12820629 +
AAAAATGTGGTTCATAGTCTTTGTTTTTGTTGCTGTTGCTGCCTGCGGTGGTTTGGCCGGCCGCAAATGGGGCAGATACCTGTATTTACATTATATACGGCATCTATTGCCACGTTCCATACAATCGGCCAAAAATCGTGCACCCACACCGCCTCTATCACCCACCAAG

droVir3 scaffold_12855:7804371-
7804535 +

-AACATGTGGTTTGTTGTGGCACTTTTTGCAATTGTCGCCGTCTGCG---GCGTTGCAGGTCGAAAATGGGGTCGATACCTCTACCTGCACTACGGGCGCCACTTGCTGCCACGCTCAATGCTCACGGCCAAGAATCGCTCGCCCACGCCGCCGCTCTCGCCAACCAAA

droMoj3 scaffold_6540:23024005-
23024170 +

CAAGATGTGGTTCATTGTGGGACTCTTTGCAATTGTCGCCGTTGGCG---GCGTAGCCGGTCGCAAATGGGGCCGTTACCTGTACCTGCACTATGGCCGGCACTTTCTGCCACGCTGCATGCTGTCAGTCAAGAATCGCTCGCCCACACCGCCGCTCTCGCCCACCAAA

droGri2 scaffold_15074:4359079-
4359244 +

AAACATGTGGTTTGTTGTCGCACTGTTTGCAATTGTCGCCGCCTGCG---GCGTTGCTGGTCGCAAATGGGGTCGTTACCTCTATCTGCACTATGGCCGCCACTTGCTACCACGCTCAATGCTCACGGCGAAAAATCGCTCACCGACGCCGCCGCTCTCGCCTACCAAA
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CACCACGTGTCCGGCGAATGCCAGTGTGCGCCTGGTTTCACGGGTCCCCTGTAAGTGGAGGATCAGGCAAAATGAAACGTAGAATGCAACGCATACTTATCGTGGCTGTGATTTCAAGCCGTTGCATCCTGCGGTTCATTTTACTCCTGCTCCAACGCAAAACCCATACTAATCCTCCGCTCCAACTAGATGCGATATGCGCTGTCCGGACGGGAAGCATGGCGCCCAGTGCCAACAGG

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

#
Mismatch

Hit
Count

Total
Norm Total

M056

embryo

V058

head

M026

head

M043

female
body

V120

male
body

V052

head

....................................................................AAAATGAAACGTAGAATGCA....................................................................................................................................................... 20 0 1 4.00 4 1 1 1 1 0 0

....................................................................................................................................................................................................ATGCGCTGTCCGGACGGGA........................ 19 0 1 2.00 2 0 0 0 1 1 0

...................................................................CAAAATGAAACGTAGAATGCAA...................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

.......................................................................ATGAAACGTAGAATGCAACGCA.................................................................................................................................................. 22 0 1 1.00 1 0 0 0 0 1 0

.....................................................................AAATGAAACGTAGAATGCAACG.................................................................................................................................................... 22 0 1 1.00 1 0 1 0 0 0 0

...................................................................CAAAATGAAACGTAGAATGCA....................................................................................................................................................... 21 0 1 1.00 1 0 1 0 0 0 0

......................................................................................................................................................................................................GCGCTGTCCGGACGGGAAGCATGGC................ 25 0 1 1.00 1 0 0 0 0 1 0

........................................................................................................................................................................................................GCTGTCCGGACGGGAAGCATGGCGCCC............ 27 0 1 1.00 1 0 0 1 0 0 0

......................................................................AATGAAACGTAGAATGCAACGC................................................................................................................................................... 22 0 1 1.00 1 1 0 0 0 0 0

....................................................................AAAATGAAACGTAGAATG......................................................................................................................................................... 18 0 1 1.00 1 0 1 0 0 0 0

.........................................................................................................................................................................................................CTGTCCGGACGGGAAGCATGGC................ 22 0 1 1.00 1 0 0 0 0 1 0

.....................CAGTGTGCGCCTGGTTTCAC...................................................................................................................................................................................................... 20 0 1 1.00 1 0 0 0 1 0 0

......................................................................AATGAAACGTAGAATGCAACG.................................................................................................................................................... 21 0 1 1.00 1 1 0 0 0 0 0

.....................................................................AAATGAAACGTAGAATGCA....................................................................................................................................................... 19 0 1 1.00 1 0 0 0 1 0 0

.........................................................................................................................TTGCATCCTGCGGTTCATTTTAC............................................................................................... 23 0 1 1.00 1 0 0 1 0 0 0

.....................................................................AAATGAAACGTAGAATGCAACA.................................................................................................................................................... 22 1 1 1.00 1 0 0 1 0 0 0

....................................................................AAAATGAAACGTAGAATGC........................................................................................................................................................ 19 0 1 1.00 1 0 0 0 0 0 1

Anti-sense strand reads

GTGGTGCACAGGCCGCTTACGGTCACACGCGGACCAAAGTGCCCAGGGGACATTCACCTCCTAGTCCGTTTTACTTTGCATCTTACGTTGCGTATGAATAGCACCGACACTAAAGTTCGGCAACGTAGGACGCCAAGTAAAATGAGGACGAGGTTGCGTTTTGGGTATGATTAGGAGGCGAGGTTGATCTACGCTATACGCGACAGGCCTGCCCTTCGTACCGCGGGTCACGGTTGTCC

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

#
Mismatch

Hit
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Total
Norm Total

V058

head
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 3L:1671764-1672002 - dya_668 CACCACGTGTCCGGCGAATGCCAGTGTGCGCCTGGTTTCACGGGTCCCCTGTAAGTGGAG--------------------------------------------------------------------------------GAT-CA-GG--C----AAAAT-GAAACGTAGAATGCAACG----------CA---------------------------T--ACTTATCGTGGCTGTGATTTCAAGCCGTTGCATCCTGCGGTTCATTT--------------------------------------------------------------TACTCCTGC------T------------CCAACGCAAAA-CCCATA------CTAATCCTCCGCTC------C-AACTAGATGCGATATGCGCTGTCCGGACGGGAAGC---------------------------------------ATGGCGCCCAGTGCCAACAGG
droEre2 scaffold_4784:1702664-

1702939 -
der_1510 CACCACGTGTCCGGCGAATGCCAGTGTGCGCCTGGCTTCACGGGTCCCCTGTAAGTGGACGA---------------A--G-------G---AGCCTC--TTT-----GGCGGCGTTAACTTCTGGCG---------GAGGAC-CG-GG--C----AAAAT-GAAACGTAGAATGCAATG----------CA---------------------------T--ATTTTCTGTAGCTGCAATTTGAAGCCGTTGCATCCTGCGACTCATTT--------------------------------------------------------------TACTCCTGC------T------------CCAACGCAAAA-CCCATA------CTAATCCTCCGCTT------C-AACTAGATGCGATATGCGCTGTCCGGACGGGAAAC---------------------------------------ACGGCGCCCAGTGCCAGCAGG

droSec2 scaffold_2:1746138-1746415
-

dse_994 CACCACGTGTCCGGCGAATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGAACGG---------------A--G-------G---GGCGTC--TTT-----GGCGGCACAAGCTTCTGGCC---------GAGGAT-TG-GGATT----AAAAT-GAATCGTAGAATGCAATC----------AA---------------------------T--ATTTTTCGTGGCTGTGATCTAAGGCCGTTGCATCCTACGTTTCATTT--------------------------------------------------------------TGCTCCTGC------T------------CCAACGCAAAA-CCCATA------CTAATACTCCGCTC------C-AACTAGATGCGATATGCGATGTCCGGACGGAAAGC---------------------------------------ATGGCGCCCAGTGCCAGCAGG

droSim2 3l:1629569-1629846 - dsi_4243 CACCACGTGTCCGGCGAATGCCAGTGTGCGCCCGGTTTCACGGGTCCCCTGTAAGTGGACGG---------------G--G-------A---GGCGTC--TTT-----GGCGGCACAAGCTTCTGGCC---------GAGGAT-TA-GGATT----AAAAT-GAATCGTAGAATGCAATC----------AA---------------------------T--ATTTTTCGTGGCTGTGATCTAAGGCCGTTGCATCCTACGTTTCATTT--------------------------------------------------------------TGCTCCTGC------T------------CCAACGCAAAA-CCCATA------CTAATACTCCGCTC------C-AACTAGATGCGATATGCGATGTCCGGACGGAAAGC---------------------------------------ATGGCGCCCAGTGCCAGCAGG
dm3 chr3L:1719696-1719972 - dme_418 CACCACGTGTCCGGCGAATGCCAGTGTGCTCCCGGTTTCACGGGTCCCCTGTAAGTGGACGA---------------A--G-------G---GGCCTC--TTT-----GGCGGCACAAACTTCTGGCC---------GAGGAT-CA-GG--C----AAAAT-GAAAGGCAGAATGCAATC----------AA---------------------------T-TATTTTTCGTGGCTGGGATTTTAGGCCGTTGCATTCTACGTTTCATTT--------------------------------------------------------------TGCTCCTGC------T------------CCAACGCAAAA-CCCATA------CTAATACTCCGCTC------C-AACTAGATGTGATATGCGCTGTCCGGATGGAAAGC---------------------------------------ATGGCGCCCAGTGCCAGCAGG
droEug1 scf7180000407756:39346-

39641 -
CACCACGTGTCCGGTGAATGCCAGTGTGCGCCTGGTTTCACAGGTCCCTTGTAAGTGGACGAA-A---T-GTGA------G-------G---AGCCTC--TTG-----GGCGGCATAACCCTATCGCT---------GAC-AT-CATAC--G----AAAAC-TAAACGTAGAATGCCTTG--G---------------GAGT-------GTAATA--ATG--ATTCTT---------ATTCTTAAACCAATGCATCCTACGATTAGTTT--------------------------------------------------------------TTCTCCTGC------GAGTTAGGTTATGCCACCCTCAAA-ACAATA------CTAATCCTCCGCTT------C-AACTAGATGCGATATGCACTGCCCGGACGGGAAAC---------------------------------------ATGGCGCCCAGTGCCAGCAGG

droBia1 scf7180000302428:8410899-
8411008 -

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCATTCTACGGGTAATTT--------------------------------------------------------------TGCTCCTCC-------------------------CAAGACCCTCTA------CTAATCCTCCGCTC------C-AACTAGATGCGACATGCGCTGTCCGGACGGGAAAC---------------------------------------ATGGCGCCCAGTGCCAGCAGG

droTak1 scf7180000415095:40441-
40678 +

GATCGGGCCAATGGAACGTGCATCTGCAATCCGGGATGGACGGGTCTGAAGTGCGAGGAGAG------------------GATCTGCGAGGCGG----------------------ACAAGTACGG--G--------------ATG-GACTG----C-AATCGCACCTGCGAGTGCGACATG-------------------------------------G--AGCACACGGACCTGTG-------------------------------------------------------------------------------------------------------------------------TCACCCGG--A-CACGGGAAAGTGC-------------------------------------CACTGCAGCATTGGGTGGAGCAGTGCCCAGTGCACCAGGCCCTGCACCTTCCTGCGCTACGGTCCCAACTGCGAGATGA

droEle1 scf7180000491249:3840772-
3841009 +

GATCGCGCCAATGGATCCTGCATCTGCAATCCCGGCTGGCGGGGGGCCAAGTGTGAGGA------------------GAGGATTTGCGAGGCGG----------------------ACAAGTATGG--G--------------TTG-GACTG----C-AACCGCACCTGCGAGTGCGACATG-------------------------------------G--AGCACACGGAGCTGTG-------------------------------------------------------------------------------------------------------------------------CCACCCGG--A-GACGGGCAAATGC-------------------------------------CAGTGCAGCATCGGCTGGAGCAGTGCCCAGTGCACCAGACCCTGTACCTTCCTGCGCTACGGTGTGAACTGTGAGCAGA

droRho1 scf7180000776850:217126-
217435 +

CACCACGTGTCCGGCGAATGCCAGTGTGCACCTGGTTTCACGGGTCCTCTGTAAGTGGACGGA-A---T-GAGA------G-------G---AGTGTC--TTT----CGGTGACATCATCGAATGGCA---------CAGGAT-CACGG--C----AAAAT-TAAACGCAGATTGCATTG----------AATCAAGCAAGT-------TAATTA--A-GG-TTTTTT---------ATAC-TAAATTACTGCATCCTACGATTGATTT--------------------------------------------------------------TGCTGCTTTCCTTGAGCTCTCCGATATGTCACCCCAAAA-ACCCTA------CTAATCCTCCGCTC------C-AACTAGATGCGACATGCGCTGTCCGGATGGCAAAC---------------------------------------ATGGCGCCCAGTGCCAGCAGG

droFic1 scf7180000454113:356473-
356728 +

CACCACGTGTCCGGCGAGTGCCAGTGTGCGCCCGGTTTTACGGGTCCTCTGTAAGTGGACGGA-A---T-GCGA---G--G-------A---GGCGCC--TTT-----------------------------------AGGAGTTG-GGC-T----GAAGT-TAAGCGTAGGATGCAACCTGAAACTGTTGA-------------------------A-G--GTT----------------TTTGGCCACTGCATCCTACGCTTAACTT--------------------------------------------------------------TGACCC--------------------------CACAGAA-CCCCT-------CTAACTTAACTCTAACGCCCC-AACTAGATGCGACATGCGCTGTCCGGACGGCAAGC---------------------------------------ACGGCGCCCAGTGCCAGCAGG

droKik1 scf7180000302577:200384-
200696 -

CACCATGTCTCCGGCGAGTGCCAGTGTGCGCCCGGCTTTACGGGTCCCCTGTAAGTGGGAA----------------GAGG-----------AGCTGCCTCTTGCCTCGGAGACATATCA--------TTTCGCCTTGAGGTT-TACGA--C----AAAAT-GAATCGTAGATTTCTTA-------------CTATGCATG-CCACATTTTATTA--A-T--TTTTT-----------------TACCCCTGCAATCTACGATTCACTT-TGTTTG-CCCCGTGGCGCTTTGCCAAGT-----------------------------------CTCCTTC------C------------CACCCACCGAA-TCCCTA------CTAATCCTACGCTC------C-AAATAGATGCGACATGCGCTGTCCGGACGGCAAGC---------------------------------------ACGGCGCCCAGTGCCAGCAGG

droAna3 scaffold_13337:1119407-
1119716 +

CACCACGTGTCCGGCGAGTGCACCTGTGCGCCGGGCTTCACGGGTCCGCTGTAAGTGCGGGA---------------GAGGA----------TGATTC--TTT-----CACGCAAAAGGGTCATGGCATA-------GAGGCC-AG-GGGTCATGGAGAGT-TGCCCGTAGATGCCCTT-------------CCATT-----TTTCATTT--TTACAC-A-C-CTTT-----------------TAG-TTTGC-GACTACGGTGAACTTTTCTATGACCCCGGGGCTGTATGCTTGATTTCCCTC-A-----------------------------------------------------AAGCCCCAAT-CTCCGA------CTAATCCTTCGCTT------CAAACTAGATGCGACATGCACTGCCCGGACGGGAAGC---------------------------------------ACGGGGCTCAGTGCCAGCAAG

droBip1 scf7180000396371:1451505-
1451819 +

CACCACGTGTCCGGCGAGTGCACCTGTGCACCGGGCTTCACGGGTCCGCTGTAAGTGCGGGA---------------GAGGA----------TGATTCGTTTT-----GACGCAAAAGGAACATGGCATA-------GAGTCC-AG-GGTTTATAGAGAGT-TATCCGTAGATATCCTT-------------CCATT-----TTTCATTTGATTACAA-A-A-GTTT-----------------TAG-TTTAA-AAGTACGGAGACATTTTCTATGACCCCGGGGCTGTATGCTTTGTTTACCCCAA-----------------------------------------------------AAGCCCCAAT-CTCCGA------CTAATCCTCCGCTT------CAAACTAGATGCGACATGCGCTGCCCGGACGGAAAGC---------------------------------------ACGGGGCGCAGTGCCAGCAAG

dp5 XR_group6:13159416-
13159590 +

CATCACGTCTCGGGCGAGTGCTCCTGTGCGCCCGGGTTCACGGGTCCCCTGTAAGTGACCGC-CAGATC-GTGGCAAGAGA-----------------------------------------------------------------------------------AA-----------------------------------------------------------------------------------------------------------------------------------------CCGAGAGCCCCATACTAATCTC-CCCTTCG--------------------------------------------------------CCCCCTCC------C-AATCAGATGCGATATGCGCTGTCCGGACGGAAAGC---------------------------------------ACGGGGCACAGTGCCAGCAGG

droPer2 scaffold_88:198188-198362
+

CATCACGTCTCGGGCGAGTGCTCCTGTGCGCCCGGGTTCACGGGTCCGCTGTAAGTGACCGC-CAGATC-GTGGCAAGAGA-----------------------------------------------------------------------------------AA-----------------------------------------------------------------------------------------------------------------------------------------CCGAGAGCCCCATACTAATCTC-CCCTTCG--------------------------------------------------------CCCCCTCC------C-AATCAGATGCGATATGCGCTGTCCGGACGGAAAGC---------------------------------------ACGGGGCACAGTGCCAGCAGG

droWil2 scf2_1100000004511:937379-
937449 -

CCAC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTCACTTCAC------C-ATTCAGATGCGATATGAGTTGTCCGGACGGAAAGC---------------------------------------ATGGGGCTCAGTGTCAGCAGG

droVir3 scaffold_13049:2352111-
2352279 -

dvi_18051 GATCATGTCTCCGGCAGGTGTACGTGCGCGCCCGGCTTTACGGGTCCCCTGTAAGTGGACCA---------------A--C-----------------------------------------------------------------------------AAT-TG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCTGC------C------------CTTCCAAAATT-CCGTAA------CTAATTCCATGCTCCATGCCC-AATCAGATGCGATATGCGCTGCCCGGATGGCAAGC---------------------------------------ATGGCGCCCAGTGCGAGGAGG

droMoj3 scaffold_6654:1516824-
1516988 +

GATCACGTGTCCGGCAAGTGCTCCTGCGCGCCCGGCTTCACGGGTCCCCTGTAAGTGGGCTA---GCCCAGTGCTA----------------------------------------------------------------------------ACTGAGACT---AA-----------------------------------------------------------------------------------------------------------------------------------------TCGAGA--------CTAATGTGAC-------------------------------------------------------------GCTTCGATC--------CATCAGATGCGACATGCGCTGCCCGGACGGCAAGC---------------------------------------ATGGCGCCCAGTGCGAGGAGG

droGri2 scaffold_15110:3382751-
3382922 -

GATCACATCTCCGGCAAGTGCTCCTGTGCACCCGGCTACACGGGTCCTTTGTAAGTGGACAA---------------GTGAA-------------------------------------------------------------------------------------------TATCAAT----------AA---------------------------C--AATTCTCGAGTCT---------------AACATCCTCCGAA----------------------------------------------------------------------------C------C------------CA----------------------CCAAC------CAA------A-AATTAGATGTGACATGCGCTGCCCGGATGGCAAGC---------------------------------------ATGGCGCCCAATGCGAGGAGG
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dya_1793

Coordinate:

v2_chrUn_1311:45-143 +

Confidence:

candidate-rescued
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Canonical miRNA
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Legend: mature star mismatch in alignment mismatch in read

Predicted structure

Show Alternate Folds

Flybase annnotation

rRNA [Dyak\5.8SrRNA:GE26502-RA]

Repeatable elements

Name Class Family Strand

AT_rich Low_complexity Low_complexity +

mature

1. dya_1793  v2_chrUn_1311:64-84 +
2. v2_chrUn_3920:708-728 +
3. v2_chrUn_1938:233-253 -
4. v2_chrUn_4644:179-199 -
5. v2_chrUn_4933:1003-1023 -
6. v2_chrUn_5158:23-43 +
7. v2_chrUn_3347:921-941 +
8. v2_chrUn_5370:203-223 -
9. v2_chrUn_5394:4341-4361 +

10. v2_chrUn_5502:888-908 +
11. v2_chrUn_3545:25719-25739 -
12. v2_chrUn_061:6843-6863 +
13. v2_chrUn_063:7268-7288 +
14. v2_chrUn_235:7826-7846 -
15. v2_chrUn_244:4555-4575 +
16. v2_chrUn_376:5891-5911 +
17. v2_chrUn_490:2155-2175 -
18. v2_chrUn_687:4840-4860 +
19. v2_chrUn_711:5322-5342 +
20. v2_chrUn_926:1123-1143 -
21. v2_chrUn_252:436-456 -
22. v2_chrUn_4230:1010-1030 -
23. v2_chrUn_4535:350-370 -
24. v2_chrUn_3472:129-149 -
25. v2_chrUn_3568:44-64 -
26. v2_chrUn_6746:1202-1222 -
27. v2_chrUn_325:1669-1689 -

star

1. dya_1793  v2_chrUn_1311:97-119 +
2. v2_chrUn_3920:741-763 +
3. v2_chrUn_4230:975-997 -
4. v2_chrUn_1739:3330-3352 +
5. v2_chrUn_1938:198-220 -
6. v2_chrUn_4535:315-337 -
7. v2_chrUn_4644:144-166 -
8. v2_chrUn_3347:954-976 +
9. v2_chrUn_5370:168-190 -

10. v2_chrUn_5394:4374-4396 +
11. v2_chrUn_3472:94-116 -
12. v2_chrUn_5502:921-943 +
13. v2_chrUn_3568:9-31 -
14. v2_chrUn_6746:1167-1189 -
15. v2_chrUn_061:6876-6898 +
16. v2_chrUn_063:7301-7323 +
17. v2_chrUn_235:7791-7813 -
18. v2_chrUn_325:1634-1656 -
19. v2_chrUn_376:5924-5946 +
20. v2_chrUn_687:4873-4895 +
21. v2_chrUn_4933:968-990 -
22. v2_chrUn_2999:190-212 -
23. dya_1817  v2_chrUn_5474:1248-1270 -
24. v2_chrUn_3545:25684-25706 -
25. v2_chrUn_026:11212-11234 -
26. v2_chrUn_252:401-423 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATATATAGAAATAAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

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

#
Mismatch

Hit
Count

Total
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V120

male
body

GSM1528802

follicle
cells

M043

female
body

V058

head

M026

head

M056

embryo

V052

head

V046

embryo

SRR1275484

Male
prepupae

SRR1275488

Male
larvae

SRR1275486

Male
prepupae

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 7843.75 156875 120737 13571 4323 7163 6650 1330 2956 134 7 4 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 1203.60 24072 12503 4326 2979 1618 595 1388 615 46 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 723.45 14469 9 9311 313 2801 441 275 1291 28 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 18 710.94 12797 10173 952 327 473 546 152 164 9 1 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 511.05 10221 3068 4608 831 415 516 536 153 89 3 2 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 444.30 8886 583 7839 0 0 424 40 0 0 0 0 0

...............................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 251.35 5027 2080 0 1350 360 12 0 66 1158 0 1 0

...............................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 242.90 4858 1020 0 0 213 57 1426 38 2102 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 204.65 4093 9 4084 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 172.35 3447 1576 375 895 249 229 0 101 16 6 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 18 159.89 2878 2372 245 33 29 159 33 6 1 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 149.05 2981 1286 972 370 207 8 0 90 45 1 1 1

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 130.70 2614 706 1442 232 106 19 45 45 16 2 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 125.35 2507 497 485 927 306 20 115 147 6 4 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 18 121.72 2191 1256 494 127 45 120 128 19 2 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 121.00 2420 409 1196 649 26 25 94 17 4 0 0 0

...............................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 92.60 1852 99 5 201 29 12 1293 2 208 3 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCC............ 26 1 20 91.55 1831 155 1 2 15 1228 426 4 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 76.05 1521 0 272 583 607 16 27 0 16 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 71.70 1434 614 370 311 35 46 31 24 3 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 18 71.06 1279 1223 6 0 0 40 10 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGAT..................... 17 0 20 66.65 1333 0 1195 0 136 0 0 0 0 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 65.70 1314 56 101 441 0 202 134 367 13 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 63.80 1276 6 1252 11 0 0 4 3 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 18 57.50 1035 16 746 43 128 13 50 39 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 18 50.67 912 268 313 98 27 59 130 6 11 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 48.60 972 513 157 87 55 53 70 32 5 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 48.45 969 7 934 0 0 10 17 1 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 35.95 719 158 327 51 52 19 85 23 4 0 0 0

.................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 34.15 683 157 0 206 83 0 97 24 115 0 1 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 18 33.39 601 12 589 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTC.... 30 0 20 29.00 580 3 577 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 28.00 560 0 560 0 0 0 0 0 0 0 0 0

.................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 26.45 529 142 0 183 0 29 0 11 162 1 1 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 23.45 469 195 159 44 30 14 15 11 1 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 18 22.61 407 228 137 1 0 21 20 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 21.80 436 49 132 216 5 3 26 4 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGT..... 29 0 20 18.60 372 19 353 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 17.70 354 156 1 64 50 4 61 15 3 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATC.................... 17 0 20 16.55 331 0 331 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 18 16.44 296 103 46 66 16 10 47 8 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 16.40 328 2 297 20 1 0 6 1 1 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCATG........ 31 0 18 16.39 295 0 295 0 0 0 0 0 0 0 0 0

..............................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 15.50 310 112 0 60 15 0 123 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 15.35 307 4 247 51 3 2 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 15.05 301 25 146 47 14 0 60 5 4 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 18 14.83 267 45 181 24 4 0 8 5 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 18 14.78 266 97 82 34 5 16 31 0 1 0 0 0

................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 14.65 293 0 0 59 3 1 206 1 23 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 14.25 285 18 36 63 36 9 110 13 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 18 14.17 255 4 190 14 25 0 11 9 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGCT............ 30 0 18 13.72 247 247 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 13.70 274 18 92 79 18 1 61 4 1 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 13.35 267 8 244 11 0 4 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCG............ 26 1 20 13.30 266 19 1 0 7 237 0 2 0 0 0 0

...............................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 13.30 266 54 0 148 28 5 22 8 0 1 0 0

.................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 13.25 265 78 0 57 0 3 61 3 63 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 19 13.11 249 4 40 51 82 3 17 39 13 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCAT......... 15 0 20 13.05 261 0 261 0 0 0 0 0 0 0 0 0

..............................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 12.80 256 54 0 45 36 13 77 9 22 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 12.75 255 40 51 23 29 11 87 9 5 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 12.25 245 41 0 110 38 0 26 21 9 0 0 0

................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 12.20 244 101 0 0 8 0 71 3 61 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 11.85 237 70 0 59 42 0 0 21 45 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCAT......... 27 0 20 11.80 236 6 203 10 1 7 9 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 18 11.67 210 46 0 0 1 109 54 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 18 11.56 208 103 35 25 23 2 8 11 1 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 11.55 231 45 32 58 15 0 69 7 4 0 1 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 11.35 227 15 0 69 27 0 37 15 64 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 17 11.29 192 23 153 3 2 2 9 0 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATC.................... 21 0 18 11.22 202 5 180 6 3 1 6 1 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 10.55 211 76 0 52 30 0 38 6 9 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 18 10.00 180 80 34 30 0 7 29 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 9.85 197 35 0 68 28 16 36 11 3 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGC............. 23 0 20 9.80 196 45 19 23 22 6 61 14 6 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 18 9.28 167 115 9 22 8 1 3 6 3 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 8.75 175 19 57 61 4 2 23 3 6 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.25 165 5 25 60 9 4 58 2 2 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 8.25 165 0 0 133 0 0 32 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 18 8.22 148 22 9 76 20 0 10 10 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 8.15 163 4 15 79 26 2 11 23 3 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 8.05 161 1 132 21 1 0 5 1 0 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATAAA........................................................................ 25 0 20 7.60 152 0 0 139 0 0 11 0 2 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 7.60 152 19 21 90 14 0 4 4 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGT..... 19 0 20 7.55 151 56 0 41 30 1 2 15 6 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 7.35 147 0 147 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTCG... 29 0 20 7.25 145 2 143 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 7.10 142 33 1 56 19 6 19 7 1 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 18 7.06 127 29 95 0 0 1 2 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 7.05 141 3 65 68 1 0 4 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 6.35 127 10 0 13 11 2 78 10 3 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 6.25 125 2 0 54 9 1 55 4 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 19 6.16 117 58 21 20 12 0 3 1 2 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 6.10 122 42 18 34 0 0 9 13 6 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCT............ 18 0 20 6.10 122 0 30 29 18 15 24 6 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 19 6.05 115 25 35 24 15 0 10 4 2 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 5.95 119 3 99 12 1 0 3 0 1 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 5.95 119 27 47 8 8 9 13 4 3 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCG... 18 0 20 5.90 118 0 0 0 66 4 5 41 2 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 17 5.88 100 57 10 13 1 10 9 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCGAT. 30 0 20 5.85 117 0 117 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 5.80 116 40 20 17 22 0 3 11 3 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 5.80 116 8 0 51 6 1 50 0 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 5.80 116 45 27 21 7 1 10 4 1 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATC.................... 22 0 18 5.78 104 6 82 3 5 1 6 1 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.75 115 4 78 14 3 4 12 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGTC.... 29 0 20 5.70 114 7 102 0 0 5 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 5.60 112 2 38 46 18 0 2 4 2 0 0 0

..................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 5.55 111 23 0 43 20 0 11 5 9 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTC.... 18 0 20 5.45 109 0 56 11 12 4 20 6 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 5.45 109 15 20 65 3 2 0 2 2 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 5.40 108 41 0 25 25 0 3 8 6 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 5.35 107 28 0 35 17 0 13 12 2 0 0 0

................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 5.35 107 0 0 88 2 0 17 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 18 5.28 95 17 12 27 31 0 4 4 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 18 5.28 95 3 0 21 43 4 13 10 1 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 5.25 105 0 105 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 5.15 103 48 0 13 15 0 9 8 10 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 5.05 101 12 0 39 6 0 42 0 2 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGAT..................... 16 0 20 5.05 101 0 101 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 4.95 99 5 89 4 1 0 0 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCT............ 21 0 20 4.95 99 28 37 12 9 3 6 4 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGT......................... 15 0 19 4.84 92 0 92 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.80 96 8 10 56 13 1 3 4 1 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 4.65 93 6 67 7 0 0 13 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATG........ 29 0 20 4.60 92 4 83 0 0 3 2 0 0 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 4.60 92 1 0 11 41 2 1 36 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCG............... 21 0 20 4.50 90 40 16 12 12 0 4 4 2 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 4.50 90 32 0 15 25 0 3 5 10 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 4.40 88 3 30 52 2 0 0 0 1 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 4.35 87 20 0 32 21 0 5 8 1 0 0 0

....................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 4.35 87 4 47 26 3 6 0 1 0 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 4.30 86 20 0 49 0 1 13 3 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTC................ 25 0 18 4.22 76 29 16 13 5 5 8 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 4.20 84 19 18 26 0 1 9 11 0 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 4.20 84 0 0 21 18 0 14 13 18 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATG........ 22 0 20 4.05 81 2 24 24 2 6 21 1 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGATG 21 0 20 4.00 80 3 12 39 6 0 0 3 17 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 4.00 80 26 0 11 17 0 5 11 10 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 3.95 79 3 0 14 13 13 19 6 11 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 3.95 79 7 45 22 0 1 1 2 1 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 18 3.94 71 15 43 7 2 1 3 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.85 77 1 0 27 5 9 31 3 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 3.75 75 0 75 0 0 0 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 3.70 74 1 3 37 20 2 4 7 0 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGT......................... 18 0 18 3.67 66 1 50 4 3 4 2 2 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATG........ 27 0 20 3.65 73 3 66 3 0 0 1 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATG........ 20 0 20 3.65 73 1 4 32 3 5 27 1 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 3.65 73 15 0 32 10 0 5 8 3 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 3.65 73 2 69 0 0 0 2 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATG........ 24 0 20 3.65 73 0 43 11 3 1 13 0 1 0 1 0

...............................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.60 72 0 0 25 5 12 24 0 6 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 17 3.59 61 48 0 9 1 2 1 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTCAT......... 31 0 18 3.50 63 0 63 0 0 0 0 0 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCTC........... 30 0 18 3.50 63 60 3 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 3.45 69 0 65 0 3 0 0 0 0 1 0 0

.............................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 3.40 68 52 0 8 1 0 7 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTC................ 24 0 18 3.39 61 20 0 21 2 2 15 1 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 3.30 66 6 0 56 0 0 4 0 0 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 19 3.16 60 41 2 4 2 3 2 5 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 3.15 63 15 13 8 13 0 10 0 4 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.05 61 9 24 14 6 0 4 0 3 0 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATG.................... 18 1 20 3.05 61 0 53 0 7 0 0 1 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGT......................... 16 0 19 3.00 57 0 57 0 0 0 0 0 0 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.00 60 0 0 57 0 0 0 0 3 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 17 2.94 50 13 0 21 1 7 8 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACT................. 23 0 18 2.94 53 4 22 18 2 1 5 1 0 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 2.90 58 3 0 27 2 0 12 1 13 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 2.90 58 0 0 13 0 0 10 12 23 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 2.85 57 1 52 0 1 0 3 0 0 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 17 2.82 48 36 12 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.80 56 6 18 26 2 0 2 0 2 0 0 0

....................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 2.75 55 3 40 3 3 2 1 2 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 2.70 54 1 14 0 16 4 12 7 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 2.70 54 0 0 37 0 0 16 0 1 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATAA......................................................................... 24 0 20 2.70 54 0 0 48 0 0 4 0 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGT......................... 17 0 19 2.68 51 0 51 0 0 0 0 0 0 0 0 0

..................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.65 53 2 0 18 0 0 27 1 5 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCG............... 25 0 18 2.61 47 23 11 9 1 0 1 1 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTC.... 17 0 20 2.60 52 0 43 0 9 0 0 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGC............. 20 0 20 2.60 52 6 0 4 8 1 28 0 5 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 2.60 52 26 9 12 2 0 0 3 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCA.......... 24 0 20 2.55 51 3 25 16 3 0 3 0 0 0 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 2.55 51 0 51 0 0 0 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 2.55 51 16 9 20 3 0 2 0 1 0 0 0

..............................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.55 51 0 0 50 1 0 0 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 2.50 50 1 16 27 2 1 2 1 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.45 49 22 11 2 4 0 1 7 2 0 0 0

............................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 2.45 49 41 0 4 0 0 2 0 2 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 2.40 48 7 0 23 0 11 3 3 1 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 2.40 48 13 0 0 16 0 13 6 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTCGAT. 31 0 20 2.40 48 0 48 0 0 0 0 0 0 0 0 0

.................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 2.40 48 10 0 17 3 0 12 0 6 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTCGAT. 21 0 20 2.40 48 0 0 29 2 0 16 0 1 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 2.35 47 2 32 7 2 0 3 1 0 0 0 0

...............................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 2.35 47 10 0 0 0 2 18 0 17 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 18 2.33 42 29 0 7 2 1 0 1 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 18 2.33 42 35 0 0 0 4 3 0 0 0 0 0

..................................................................TGAAGGAATTGATATATGCC........................................................................................................... 20 0 20 2.30 46 6 0 25 1 0 11 0 3 0 0 0

.................................................................................................GTATTTTTAATTTCTTTCAAT........................................................................... 21 0 20 2.30 46 0 0 44 0 0 2 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCA............ 26 1 20 2.25 45 20 16 5 2 0 1 1 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCGATG 24 0 20 2.25 45 8 3 15 4 0 4 6 5 0 0 0

Anti-sense strand reads

ATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTTTAATAACTGTTATATATCTTTATTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC

***********************************************************((...............(((((((((((((.((((((((......))))))))..)))))))))).)))..............)).************************************************
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...............ACTTTGATTCTGTAAAGCGTCGTAA......................................................................................................................................................... 25 0 20 0.05 1 1 0

...............................................CCATATTTTTATGTAAATAACTTCCTT....................................................................................................................... 27 0 20 0.05 1 1 0
ATGTATTACGAATATACTTTG............................................................................................................................................................................ 21 0 20 0.05 1 1 0
.......................TCTGTAAAGCGTCGTAAATA...................................................................................................................................................... 20 0 20 0.05 1 1 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 v2_chrUn_1311:1-193 + dya_1793 TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATA---TATAG-AAA-TA---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droEre2 scaffold_944:838-1030 + der_1518 TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTA---TATAA-AAA-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droSec2 scaffold_2529:2874-3066

+
dse_1841 TACATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATAAAAATAA---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAATATTGACATTA---TATAA-AAT-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droSim2 node_127996:1-129 + dsi_32476 --CATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATAAAAATAA---ATTTATCGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAATATTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:4356396-

4356588 +
TACATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATATAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATAATTGACATTA---TATAA-AAA-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droEug1 scf7180000408345:1115-
1165 +

AAC----------------------------------------------------------------------------------------------------------------------------------------------------------CA---AAA-A----------AC-AAAACTTTCAACAACGGATCTCT-------------------------------------------TGG-------------TTCTCGCATCG--------------------------------ATG

droBia1 scf7180000299694:351-
544 +

TATATATTGGTTATATAAAACTAAGACATTTCGCAGCATTC-GTTTTAGGTATAAAAATAA---AATTATTGAAGGAATTGATATATGCCAGTAAGACGGT---GTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAAA---TTAA-CAAA-CC---AGTTT----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------TGG-------------CTCATGGGTAG--------------------------------ATG

droTak1 scf7180000415528:879-
1103 -

AA-ACGAAAATAATGCAAAACAAAACA----------------------------AATTAAA--ATGAA---AAGAAGGTGTAATATGCAAACAAATTAAAAGTGATCTACAAGCTT--------------------------------------A-TACGT----AGGTTT-----AT-ATGACCCTCCCCGCAGCATCGCCGAAAGCGCTTTCGACCGGCTGGAACTGGAGCGGTAAGTTTACCCAAACCTGTATTGTTTTTTTTGGATCTACGAATGCAAAAAGTAAAGTCAAAGCCAAGTAAAA

droRho1 scf7180000764814:201-
395 +

TATATATTGTTTATATAAAACTAAGACATTTCGCAGCATTC-TTTTTAGGTATAAAAAAAAC--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAAT---TGAAA-AAA-CA---AATAT----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droFic1 scf7180000450074:780-
973 +

---ATATTGTTTATATAAAACTAAGACATTTCGCAGCATTTCGTTTTAGGTATAAAAAAAAAAGATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAATTCATATTTGACAAAT---TGAAA-TAA-TA---AAT-A----------TA-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droAna3 scaffold_2263:320-515 + dan_4035 ---ATATTGATTATATAAAACTAAGACATTTCGCAACAATT-ATTTTAGGTATAAAAATAA---ATTTATTGAAGGAATTGATATATGCCAGTTAAATGGT---GTATTTTTAATTTCTTTCAATAAAAATATAAATGACGAAT---TGTA-TATATTATAT----ATATTT-----AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droBip1 scf7180000392609:4224-

4418 +
---ATATTGATTATATAAAACTAAGACATTTCGCAACAATT-ATTTTAGGTATAAAAATAA---CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAAT---TGTA-TATT-TATAT----ATATTT-----AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

dp5 Unknown_group_34:5286-
5480 +

dps_4 -ATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC--TTTTAGG-ATAAAATTAAA--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAATGAA-TAAA-CA---AAT-----TT------TAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droPer2 scaffold_271:17934-
18128 +

-ATATATCGCTTATATAAAACTAAGACATTTCGCAACATTC--TTTTAGG-ATAAAACTAAA--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAATGAA-TAAA-CA---AAT-----TT------TAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droWil2 scf2_1100000002192:486-
671 +

dwi_17 TAC-------TTATGTT-AACTAAGACATTTCGCAGCATTC-GT-TTGGGT-TAAG----A---TTTTATTGAAGGAATTCATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAATATTATTGACGTAA---TGAAATAAA-CAAACAAT-----TT-A---ATAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droVir3 scaffold_7399:251-440 + T----AAAGTATATGTAAAACTAAGACATTTCGCAACA--C-AATTTAGGTATAAA--CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATTTGTGACGAAA---TGAAATAAA-CC---AAT-----ATAAAT--T-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droMoj3 scaffold_4169:3584-3773

+
dmo_3165 T----AAAGTATATGTAAAACTAAGACATTTCGCAACA--C-AATTTAGGTATAAA--CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATTTGTGACGTAA---TGAAATAAA-CC---AAT-----ATAAAT--T-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droGri2 scaffold_1179:383-565 + dgr_475 T----------TATGTAAGACTAAGACATTTCGCAACATT---TTTTAGGTAAAT---CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAATATATTTTTGACAA-----TGAAATAAA-CA---AAA-----AAAAATTGT-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
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ID:

dya_1793

Coordinate:

v2_chrUn_1311:45-143 +

Confidence:

candidate-rescued

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

rRNA [Dyak\5.8SrRNA:GE26502-RA]

Repeatable elements

Name Class Family Strand

AT_rich Low_complexity Low_complexity +

mature

1. dya_1793  v2_chrUn_1311:64-84 +
2. v2_chrUn_3920:708-728 +
3. v2_chrUn_1938:233-253 -
4. v2_chrUn_4644:179-199 -
5. v2_chrUn_4933:1003-1023 -
6. v2_chrUn_5158:23-43 +
7. v2_chrUn_3347:921-941 +
8. v2_chrUn_5370:203-223 -
9. v2_chrUn_5394:4341-4361 +

10. v2_chrUn_5502:888-908 +
11. v2_chrUn_3545:25719-25739 -
12. v2_chrUn_061:6843-6863 +
13. v2_chrUn_063:7268-7288 +
14. v2_chrUn_235:7826-7846 -
15. v2_chrUn_244:4555-4575 +
16. v2_chrUn_376:5891-5911 +
17. v2_chrUn_490:2155-2175 -
18. v2_chrUn_687:4840-4860 +
19. v2_chrUn_711:5322-5342 +
20. v2_chrUn_926:1123-1143 -
21. v2_chrUn_252:436-456 -
22. v2_chrUn_4230:1010-1030 -
23. v2_chrUn_4535:350-370 -
24. v2_chrUn_3472:129-149 -
25. v2_chrUn_3568:44-64 -
26. v2_chrUn_6746:1202-1222 -
27. v2_chrUn_325:1669-1689 -

star

1. dya_1793  v2_chrUn_1311:97-119 +
2. v2_chrUn_3920:741-763 +
3. v2_chrUn_4230:975-997 -
4. v2_chrUn_1739:3330-3352 +
5. v2_chrUn_1938:198-220 -
6. v2_chrUn_4535:315-337 -
7. v2_chrUn_4644:144-166 -
8. v2_chrUn_3347:954-976 +
9. v2_chrUn_5370:168-190 -

10. v2_chrUn_5394:4374-4396 +
11. v2_chrUn_3472:94-116 -
12. v2_chrUn_5502:921-943 +
13. v2_chrUn_3568:9-31 -
14. v2_chrUn_6746:1167-1189 -
15. v2_chrUn_061:6876-6898 +
16. v2_chrUn_063:7301-7323 +
17. v2_chrUn_235:7791-7813 -
18. v2_chrUn_325:1634-1656 -
19. v2_chrUn_376:5924-5946 +
20. v2_chrUn_687:4873-4895 +
21. v2_chrUn_4933:968-990 -
22. v2_chrUn_2999:190-212 -
23. dya_1817  v2_chrUn_5474:1248-1270 -
24. v2_chrUn_3545:25684-25706 -
25. v2_chrUn_026:11212-11234 -
26. v2_chrUn_252:401-423 -

Sense Strand Reads

hide 3p reads  show mid mismatch reads

TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATATATAGAAATAAATTATAAAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG

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

#
Mismatch

Hit
Count

Total
Norm Total

V120

male
body

GSM1528802

follicle
cells

M043

female
body

V058

head

M026

head

M056

embryo

V052

head

V046

embryo

SRR1275484

Male
prepupae

SRR1275488

Male
larvae

SRR1275486

Male
prepupae

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCT............ 26 0 20 7843.75 156875 120737 13571 4323 7163 6650 1330 2956 134 7 4 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTC........... 27 0 20 1203.60 24072 12503 4326 2979 1618 595 1388 615 46 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATC.................... 18 0 20 723.45 14469 9 9311 313 2801 441 275 1291 28 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCT............ 27 0 18 710.94 12797 10173 952 327 473 546 152 164 9 1 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGC............. 25 0 20 511.05 10221 3068 4608 831 415 516 536 153 89 3 2 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCAT......... 29 0 20 444.30 8886 583 7839 0 0 424 40 0 0 0 0 0

...............................................................TATTGAAGGAATTGATATATG............................................................................................................. 21 0 20 251.35 5027 2080 0 1350 360 12 0 66 1158 0 1 0

...............................................................TATTGAAGGAATTGATATATGC............................................................................................................ 22 0 20 242.90 4858 1020 0 0 213 57 1426 38 2102 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATG........ 30 0 20 204.65 4093 9 4084 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTC................ 22 0 20 172.35 3447 1576 375 895 249 229 0 101 16 6 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCT............ 28 0 18 159.89 2878 2372 245 33 29 159 33 6 1 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCG............... 23 0 20 149.05 2981 1286 972 370 207 8 0 90 45 1 1 1

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGG.............. 24 0 20 130.70 2614 706 1442 232 106 19 45 45 16 2 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACT................. 21 0 20 125.35 2507 497 485 927 306 20 115 147 6 4 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTC........... 28 0 18 121.72 2191 1256 494 127 45 120 128 19 2 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCA.......... 28 0 20 121.00 2420 409 1196 649 26 25 94 17 4 0 0 0

...............................................................TATTGAAGGAATTGATATATGCC........................................................................................................... 23 0 20 92.60 1852 99 5 201 29 12 1293 2 208 3 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCC............ 26 1 20 91.55 1831 155 1 2 15 1228 426 4 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCA................... 19 0 20 76.05 1521 0 272 583 607 16 27 0 16 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCT............ 25 0 20 71.70 1434 614 370 311 35 46 31 24 3 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCT............ 29 0 18 71.06 1279 1223 6 0 0 40 10 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGAT..................... 17 0 20 66.65 1333 0 1195 0 136 0 0 0 0 2 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCAC.................. 20 0 20 65.70 1314 56 101 441 0 202 134 367 13 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCAT......... 25 0 20 63.80 1276 6 1252 11 0 0 4 3 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATC.................... 19 0 18 57.50 1035 16 746 43 128 13 50 39 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGC............. 26 0 18 50.67 912 268 313 98 27 59 130 6 11 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCT............ 24 0 20 48.60 972 513 157 87 55 53 70 32 5 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTC.... 28 0 20 48.45 969 7 934 0 0 10 17 1 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCT............ 22 0 20 35.95 719 158 327 51 52 19 85 23 4 0 0 0

.................................................................TTGAAGGAATTGATATATGCCA.......................................................................................................... 22 0 20 34.15 683 157 0 206 83 0 97 24 115 0 1 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCAT......... 30 0 18 33.39 601 12 589 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTC.... 30 0 20 29.00 580 3 577 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGG....... 31 0 20 28.00 560 0 560 0 0 0 0 0 0 0 0 0

.................................................................TTGAAGGAATTGATATATGCC........................................................................................................... 21 0 20 26.45 529 142 0 183 0 29 0 11 162 1 1 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCT............ 23 0 20 23.45 469 195 159 44 30 14 15 11 1 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTC........... 29 0 18 22.61 407 228 137 1 0 21 20 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTC........... 26 0 20 21.80 436 49 132 216 5 3 26 4 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGT..... 29 0 20 18.60 372 19 353 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCT............ 20 0 20 17.70 354 156 1 64 50 4 61 15 3 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATC.................... 17 0 20 16.55 331 0 331 0 0 0 0 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTC................ 23 0 18 16.44 296 103 46 66 16 10 47 8 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGT..... 26 0 20 16.40 328 2 297 20 1 0 6 1 1 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCATG........ 31 0 18 16.39 295 0 295 0 0 0 0 0 0 0 0 0

..............................................................TTATTGAAGGAATTGATATATGC............................................................................................................ 23 0 20 15.50 310 112 0 60 15 0 123 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTC.... 27 0 20 15.35 307 4 247 51 3 2 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTC........... 23 0 20 15.05 301 25 146 47 14 0 60 5 4 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGG.............. 25 0 18 14.83 267 45 181 24 4 0 8 5 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGC............. 27 0 18 14.78 266 97 82 34 5 16 31 0 1 0 0 0

................................................................ATTGAAGGAATTGATATATGCC........................................................................................................... 22 0 20 14.65 293 0 0 59 3 1 206 1 23 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTC.... 19 0 20 14.25 285 18 36 63 36 9 110 13 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATC.................... 20 0 18 14.17 255 4 190 14 25 0 11 9 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGCT............ 30 0 18 13.72 247 247 0 0 0 0 0 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTC.... 24 0 20 13.70 274 18 92 79 18 1 61 4 1 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCAT......... 28 0 20 13.35 267 8 244 11 0 4 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCG............ 26 1 20 13.30 266 19 1 0 7 237 0 2 0 0 0 0

...............................................................TATTGAAGGAATTGATATAT.............................................................................................................. 20 0 20 13.30 266 54 0 148 28 5 22 8 0 1 0 0

.................................................................TTGAAGGAATTGATATATGC............................................................................................................ 20 0 20 13.25 265 78 0 57 0 3 61 3 63 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGAT..................... 18 0 19 13.11 249 4 40 51 82 3 17 39 13 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCAT......... 15 0 20 13.05 261 0 261 0 0 0 0 0 0 0 0 0

..............................................................TTATTGAAGGAATTGATATATG............................................................................................................. 22 0 20 12.80 256 54 0 45 36 13 77 9 22 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGC............. 21 0 20 12.75 255 40 51 23 29 11 87 9 5 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTC.... 21 0 20 12.25 245 41 0 110 38 0 26 21 9 0 0 0

................................................................ATTGAAGGAATTGATATATGC............................................................................................................ 21 0 20 12.20 244 101 0 0 8 0 71 3 61 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCGAT. 23 0 20 11.85 237 70 0 59 42 0 0 21 45 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCAT......... 27 0 20 11.80 236 6 203 10 1 7 9 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCC............ 27 1 18 11.67 210 46 0 0 1 109 54 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCG............... 24 0 18 11.56 208 103 35 25 23 2 8 11 1 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTC........... 25 0 20 11.55 231 45 32 58 15 0 69 7 4 0 1 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTCGAT. 24 0 20 11.35 227 15 0 69 27 0 37 15 64 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATC.................... 23 0 17 11.29 192 23 153 3 2 2 9 0 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATC.................... 21 0 18 11.22 202 5 180 6 3 1 6 1 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTC.... 20 0 20 10.55 211 76 0 52 30 0 38 6 9 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGC............. 28 0 18 10.00 180 80 34 30 0 7 29 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCT............ 19 0 20 9.85 197 35 0 68 28 16 36 11 3 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGC............. 23 0 20 9.80 196 45 19 23 22 6 61 14 6 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGAT..................... 22 0 18 9.28 167 115 9 22 8 1 3 6 3 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGC............. 24 0 20 8.75 175 19 57 61 4 2 23 3 6 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTC........... 19 0 20 8.25 165 5 25 60 9 4 58 2 2 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATA.......................................................................... 23 0 20 8.25 165 0 0 133 0 0 32 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACT................. 22 0 18 8.22 148 22 9 76 20 0 10 10 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGAT. 20 0 20 8.15 163 4 15 79 26 2 11 23 3 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGT..... 25 0 20 8.05 161 1 132 21 1 0 5 1 0 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATAAA........................................................................ 25 0 20 7.60 152 0 0 139 0 0 11 0 2 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACT................. 20 0 20 7.60 152 19 21 90 14 0 4 4 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGT..... 19 0 20 7.55 151 56 0 41 30 1 2 15 6 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGTC.... 31 0 20 7.35 147 0 147 0 0 0 0 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTCG... 29 0 20 7.25 145 2 143 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTC................ 20 0 20 7.10 142 33 1 56 19 6 19 7 1 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCACTCGGCTCA.......... 29 0 18 7.06 127 29 95 0 0 1 2 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCA.......... 27 0 20 7.05 141 3 65 68 1 0 4 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGC............. 19 0 20 6.35 127 10 0 13 11 2 78 10 3 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTC........... 20 0 20 6.25 125 2 0 54 9 1 55 4 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGAT..................... 20 0 19 6.16 117 58 21 20 12 0 3 1 2 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGTCG... 22 0 20 6.10 122 42 18 34 0 0 9 13 6 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCT............ 18 0 20 6.10 122 0 30 29 18 15 24 6 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGAT..................... 19 0 19 6.05 115 25 35 24 15 0 10 4 2 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGT..... 27 0 20 5.95 119 3 99 12 1 0 3 0 1 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGC............. 22 0 20 5.95 119 27 47 8 8 9 13 4 3 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCG... 18 0 20 5.90 118 0 0 0 66 4 5 41 2 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTC................ 27 0 17 5.88 100 57 10 13 1 10 9 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCGAT. 30 0 20 5.85 117 0 117 0 0 0 0 0 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCG............... 19 0 20 5.80 116 40 20 17 22 0 3 11 3 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGTCGAT. 27 0 20 5.80 116 8 0 51 6 1 50 0 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTC........... 24 0 20 5.80 116 45 27 21 7 1 10 4 1 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATC.................... 22 0 18 5.78 104 6 82 3 5 1 6 1 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATG........ 26 0 20 5.75 115 4 78 14 3 4 12 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGTC.... 29 0 20 5.70 114 7 102 0 0 5 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCA................... 18 0 20 5.60 112 2 38 46 18 0 2 4 2 0 0 0

..................................................................TGAAGGAATTGATATATGCCA.......................................................................................................... 21 0 20 5.55 111 23 0 43 20 0 11 5 9 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTC.... 18 0 20 5.45 109 0 56 11 12 4 20 6 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTC................ 21 0 20 5.45 109 15 20 65 3 2 0 2 2 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCG... 21 0 20 5.40 108 41 0 25 25 0 3 8 6 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTC.... 22 0 20 5.35 107 28 0 35 17 0 13 12 2 0 0 0

................................................................ATTGAAGGAATTGATATATG............................................................................................................. 20 0 20 5.35 107 0 0 88 2 0 17 0 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCA................... 20 0 18 5.28 95 17 12 27 31 0 4 4 0 0 0 0

..........................................................................................................................................................AAACTCTAAGCGGTGGATCAC.................. 21 0 18 5.28 95 3 0 21 43 4 13 10 1 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATGGGT..... 30 0 20 5.25 105 0 105 0 0 0 0 0 0 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTCG... 23 0 20 5.15 103 48 0 13 15 0 9 8 10 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTC........... 21 0 20 5.05 101 12 0 39 6 0 42 0 2 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGAT..................... 16 0 20 5.05 101 0 101 0 0 0 0 0 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCAT......... 26 0 20 4.95 99 5 89 4 1 0 0 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCT............ 21 0 20 4.95 99 28 37 12 9 3 6 4 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGT......................... 15 0 19 4.84 92 0 92 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACT................. 19 0 20 4.80 96 8 10 56 13 1 3 4 1 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCATG........ 28 0 20 4.65 93 6 67 7 0 0 13 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGGCTCATG........ 29 0 20 4.60 92 4 83 0 0 3 2 0 0 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGA.. 19 0 20 4.60 92 1 0 11 41 2 1 36 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCG............... 21 0 20 4.50 90 40 16 12 12 0 4 4 2 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATGGGTCG... 24 0 20 4.50 90 32 0 15 25 0 3 5 10 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATGGGTC.... 26 0 20 4.40 88 3 30 52 2 0 0 0 1 0 0 0

........................................................................................................................................................................GGATCACTCGGCTCATGGGT..... 20 0 20 4.35 87 20 0 32 21 0 5 8 1 0 0 0

....................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTC.... 25 0 20 4.35 87 4 47 26 3 6 0 1 0 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATGGGTC.... 23 0 20 4.30 86 20 0 49 0 1 13 3 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTC................ 25 0 18 4.22 76 29 16 13 5 5 8 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCAT......... 19 0 20 4.20 84 19 18 26 0 1 9 11 0 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCG... 20 0 20 4.20 84 0 0 21 18 0 14 13 18 0 0 0

...................................................................................................................................................................GCGGTGGATCACTCGGCTCATG........ 22 0 20 4.05 81 2 24 24 2 6 21 1 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTCGATG 21 0 20 4.00 80 3 12 39 6 0 0 3 17 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCGA.. 21 0 20 4.00 80 26 0 11 17 0 5 11 10 0 0 0

......................................................................................................................................................................GTGGATCACTCGGCTCATG........ 19 0 20 3.95 79 3 0 14 13 13 19 6 11 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCGG.............. 23 0 20 3.95 79 7 45 22 0 1 1 2 1 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGG.............. 26 0 18 3.94 71 15 43 7 2 1 3 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGC............. 18 0 20 3.85 77 1 0 27 5 9 31 3 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCATGGGTCG... 31 0 20 3.75 75 0 75 0 0 0 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCAC.................. 19 0 20 3.70 74 1 3 37 20 2 4 7 0 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGT......................... 18 0 18 3.67 66 1 50 4 3 4 2 2 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCGGCTCATG........ 27 0 20 3.65 73 3 66 3 0 0 1 0 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATG........ 20 0 20 3.65 73 1 4 32 3 5 27 1 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGGGT..... 23 0 20 3.65 73 15 0 32 10 0 5 8 3 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGCTCATGGGT..... 28 0 20 3.65 73 2 69 0 0 0 2 0 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATG........ 24 0 20 3.65 73 0 43 11 3 1 13 0 1 0 1 0

...............................................................TATTGAAGGAATTGATATA............................................................................................................... 19 0 20 3.60 72 0 0 25 5 12 24 0 6 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCG............... 28 0 17 3.59 61 48 0 9 1 2 1 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCGGCTCAT......... 31 0 18 3.50 63 0 63 0 0 0 0 0 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCGGCTC........... 30 0 18 3.50 63 60 3 0 0 0 0 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGA...................... 16 0 20 3.45 69 0 65 0 3 0 0 0 0 1 0 0

.............................................................TTTATTGAAGGAATTGATATATGC............................................................................................................ 24 0 20 3.40 68 52 0 8 1 0 7 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTC................ 24 0 18 3.39 61 20 0 21 2 2 15 1 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCG.......... 28 1 20 3.30 66 6 0 56 0 0 4 0 0 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGAT..................... 21 0 19 3.16 60 41 2 4 2 3 2 5 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGG.............. 20 0 20 3.15 63 15 13 8 13 0 10 0 4 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGG.............. 22 0 20 3.05 61 9 24 14 6 0 4 0 3 0 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATG.................... 18 1 20 3.05 61 0 53 0 7 0 0 1 0 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGT......................... 16 0 19 3.00 57 0 57 0 0 0 0 0 0 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAAT........................................................................... 22 0 20 3.00 60 0 0 57 0 0 0 0 3 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACT................. 26 0 17 2.94 50 13 0 21 1 7 8 0 0 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACT................. 23 0 18 2.94 53 4 22 18 2 1 5 1 0 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGG....... 19 0 20 2.90 58 3 0 27 2 0 12 1 13 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTCG... 19 0 20 2.90 58 0 0 13 0 0 10 12 23 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATGGGTCG... 28 0 20 2.85 57 1 52 0 1 0 3 0 0 0 0 0

......................................................................................................................................................TATAAAACTCTAAGCGGTGGATCACTCGGC............. 30 0 17 2.82 48 36 12 0 0 0 0 0 0 0 0 0

.............................................................................................................................................................CTCTAAGCGGTGGATCACTCGGCTCA.......... 26 0 20 2.80 56 6 18 26 2 0 2 0 2 0 0 0

....................................................................................................................................................................CGGTGGATCACTCGGCTCATGGGTCG... 26 0 20 2.75 55 3 40 3 3 2 1 2 1 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTC................ 18 0 20 2.70 54 1 14 0 16 4 12 7 0 0 0 0

.....................................................................................................................................................................GGTGGATCACTCGGCTCATGG....... 21 0 20 2.70 54 0 0 37 0 0 16 0 1 0 0 0

................................................................................................TGTATTTTTAATTTCTTTCAATAA......................................................................... 24 0 20 2.70 54 0 0 48 0 0 4 0 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGT......................... 17 0 19 2.68 51 0 51 0 0 0 0 0 0 0 0 0

..................AACTAAGACATTTCGCAGC............................................................................................................................................................ 19 0 20 2.65 53 2 0 18 0 0 27 1 5 0 0 0

.........................................................................................................................................................AAAACTCTAAGCGGTGGATCACTCG............... 25 0 18 2.61 47 23 11 9 1 0 1 1 1 0 0 0

............................................................................................................................................................................CACTCGGCTCATGGGTC.... 17 0 20 2.60 52 0 43 0 9 0 0 0 0 0 0 0

................................................................................................................................................................TAAGCGGTGGATCACTCGGC............. 20 0 20 2.60 52 6 0 4 8 1 28 0 5 0 0 0

.......................................................................................................................................................................TGGATCACTCGGCTCATGGGTCGA.. 24 0 20 2.60 52 26 9 12 2 0 0 3 0 0 0 0

...............................................................................................................................................................CTAAGCGGTGGATCACTCGGCTCA.......... 24 0 20 2.55 51 3 25 16 3 0 3 0 0 0 1 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCTCATGGG...... 32 0 20 2.55 51 0 51 0 0 0 0 0 0 0 0 0

............................................................................................................................................................ACTCTAAGCGGTGGATCACTCG............... 22 0 20 2.55 51 16 9 20 3 0 2 0 1 0 0 0

..............................................................................................................................................................................CTCGGCTCATGGGTCGATG 19 0 20 2.55 51 0 0 50 1 0 0 0 0 0 0 0

..................................................................................................................................................................AGCGGTGGATCACTCGGCTCATG........ 23 0 20 2.50 50 1 16 27 2 1 2 1 0 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTCG............... 20 0 20 2.45 49 22 11 2 4 0 1 7 2 0 0 0

............................................................ATTTATTGAAGGAATTGATATATGC............................................................................................................ 25 0 20 2.45 49 41 0 4 0 0 2 0 2 0 0 0

..............................................................................................................................................................TCTAAGCGGTGGATCACTC................ 19 0 20 2.40 48 7 0 23 0 11 3 3 1 0 0 0

..........................................................................................................................................................................ATCACTCGGCTCATGGGTCGAT. 22 0 20 2.40 48 13 0 0 16 0 13 6 0 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGGGTCGAT. 31 0 20 2.40 48 0 48 0 0 0 0 0 0 0 0 0

.................................................................TTGAAGGAATTGATATATG............................................................................................................. 19 0 20 2.40 48 10 0 17 3 0 12 0 6 0 0 0

...........................................................................................................................................................................TCACTCGGCTCATGGGTCGAT. 21 0 20 2.40 48 0 0 29 2 0 16 0 1 0 0 0

.................................................................................................................................................................AAGCGGTGGATCACTCGGCTCATGG....... 25 0 20 2.35 47 2 32 7 2 0 3 1 0 0 0 0

...............................................................TATTGAAGGAATTGATATATGCCT.......................................................................................................... 24 1 20 2.35 47 10 0 0 0 2 18 0 17 0 0 0

........................................................................................................................................................TAAAACTCTAAGCGGTGGATCACTCG............... 26 0 18 2.33 42 29 0 7 2 1 0 1 2 0 0 0

.......................................................................................................................................................ATAAAACTCTAAGCGGTGGATCACTCGGC............. 29 0 18 2.33 42 35 0 0 0 4 3 0 0 0 0 0

..................................................................TGAAGGAATTGATATATGCC........................................................................................................... 20 0 20 2.30 46 6 0 25 1 0 11 0 3 0 0 0

.................................................................................................GTATTTTTAATTTCTTTCAAT........................................................................... 21 0 20 2.30 46 0 0 44 0 0 2 0 0 0 0 0

...........................................................................................................................................................AACTCTAAGCGGTGGATCACTCGGCA............ 26 1 20 2.25 45 20 16 5 2 0 1 1 0 0 0 0

.........................................................................................................................................................................GATCACTCGGCTCATGGGTCGATG 24 0 20 2.25 45 8 3 15 4 0 4 6 5 0 0 0

Anti-sense strand reads

ATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTTTAATAACTGTTATATATCTTTATTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC

***********************************************************((...............(((((((((((((.((((((((......))))))))..)))))))))).)))..............)).************************************************
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...............ACTTTGATTCTGTAAAGCGTCGTAA......................................................................................................................................................... 25 0 20 0.05 1 1 0

...............................................CCATATTTTTATGTAAATAACTTCCTT....................................................................................................................... 27 0 20 0.05 1 1 0
ATGTATTACGAATATACTTTG............................................................................................................................................................................ 21 0 20 0.05 1 1 0
.......................TCTGTAAAGCGTCGTAAATA...................................................................................................................................................... 20 0 20 0.05 1 1 0
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 v2_chrUn_1311:1-193 + dya_1793 TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATA---TATAG-AAA-TA---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droEre2 scaffold_944:838-1030 + der_1518 TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAAAATTGACATTA---TATAA-AAA-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droSec2 scaffold_2529:2874-3066

+
dse_1841 TACATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATAAAAATAA---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAATATTGACATTA---TATAA-AAT-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droSim2 node_127996:1-129 + dsi_32476 --CATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATAAAAATAA---ATTTATCGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACAATATTG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------
dm3 chrUextra:4356396-

4356588 +
TACATAATGCTTATATGAAACTAAGACATTTCGCAACATTT-ATTTTAGGTATATAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATAATTGACATTA---TATAA-AAA-TG---AAT-T----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droEug1 scf7180000408345:1115-
1165 +

AAC----------------------------------------------------------------------------------------------------------------------------------------------------------CA---AAA-A----------AC-AAAACTTTCAACAACGGATCTCT-------------------------------------------TGG-------------TTCTCGCATCG--------------------------------ATG

droBia1 scf7180000299694:351-
544 +

TATATATTGGTTATATAAAACTAAGACATTTCGCAGCATTC-GTTTTAGGTATAAAAATAA---AATTATTGAAGGAATTGATATATGCCAGTAAGACGGT---GTATTTTTAATTTCTTTCAATAAAAACATATTTGACAAAA---TTAA-CAAA-CC---AGTTT----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------TGG-------------CTCATGGGTAG--------------------------------ATG

droTak1 scf7180000415528:879-
1103 -

AA-ACGAAAATAATGCAAAACAAAACA----------------------------AATTAAA--ATGAA---AAGAAGGTGTAATATGCAAACAAATTAAAAGTGATCTACAAGCTT--------------------------------------A-TACGT----AGGTTT-----AT-ATGACCCTCCCCGCAGCATCGCCGAAAGCGCTTTCGACCGGCTGGAACTGGAGCGGTAAGTTTACCCAAACCTGTATTGTTTTTTTTGGATCTACGAATGCAAAAAGTAAAGTCAAAGCCAAGTAAAA

droRho1 scf7180000764814:201-
395 +

TATATATTGTTTATATAAAACTAAGACATTTCGCAGCATTC-TTTTTAGGTATAAAAAAAAC--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATACTTGACAAAT---TGAAA-AAA-CA---AATAT----------AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droFic1 scf7180000450074:780-
973 +

---ATATTGTTTATATAAAACTAAGACATTTCGCAGCATTTCGTTTTAGGTATAAAAAAAAAAGATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAATTCATATTTGACAAAT---TGAAA-TAA-TA---AAT-A----------TA-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droAna3 scaffold_2263:320-515 + dan_4035 ---ATATTGATTATATAAAACTAAGACATTTCGCAACAATT-ATTTTAGGTATAAAAATAA---ATTTATTGAAGGAATTGATATATGCCAGTTAAATGGT---GTATTTTTAATTTCTTTCAATAAAAATATAAATGACGAAT---TGTA-TATATTATAT----ATATTT-----AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droBip1 scf7180000392609:4224-

4418 +
---ATATTGATTATATAAAACTAAGACATTTCGCAACAATT-ATTTTAGGTATAAAAATAA---CTTTATTGAAGGAATTGATATATGCCAGTTAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATAATTGACGAAT---TGTA-TATT-TATAT----ATATTT-----AT-AAAACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

dp5 Unknown_group_34:5286-
5480 +

dps_4 -ATATATCGTTTATATAAAACTAAGACATTTCGCAACATTC--TTTTAGG-ATAAAATTAAA--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAATGAA-TAAA-CA---AAT-----TT------TAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droPer2 scaffold_271:17934-
18128 +

-ATATATCGCTTATATAAAACTAAGACATTTCGCAACATTC--TTTTAGG-ATAAAACTAAA--ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAGACATATCTGACAAATAAATGAA-TAAA-CA---AAT-----TT------TAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droWil2 scf2_1100000002192:486-
671 +

dwi_17 TAC-------TTATGTT-AACTAAGACATTTCGCAGCATTC-GT-TTGGGT-TAAG----A---TTTTATTGAAGGAATTCATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAATATTATTGACGTAA---TGAAATAAA-CAAACAAT-----TT-A---ATAATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droVir3 scaffold_7399:251-440 + T----AAAGTATATGTAAAACTAAGACATTTCGCAACA--C-AATTTAGGTATAAA--CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATTTGTGACGAAA---TGAAATAAA-CC---AAT-----ATAAAT--T-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
droMoj3 scaffold_4169:3584-3773

+
dmo_3165 T----AAAGTATATGTAAAACTAAGACATTTCGCAACA--C-AATTTAGGTATAAA--CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAAAACATTTGTGACGTAA---TGAAATAAA-CC---AAT-----ATAAAT--T-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG

droGri2 scaffold_1179:383-565 + dgr_475 T----------TATGTAAGACTAAGACATTTCGCAACATT---TTTTAGGTAAAT---CAA---TTTTATTGAAGGAATTGATATATGCCAGTAAAATGGT---GTATTTTTAATTTCTTTCAATAAATATATTTTTGACAA-----TGAAATAAA-CA---AAA-----AAAAATTGT-ATCACTCTAAGCGGTGGATCACT-------------------------------------------CGG-------------CTCATGGGTCG--------------------------------ATG
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No Repeatable elements found

Sense Strand Reads

hide 3p reads  show mid mismatch reads

AGCTGGACCACAAACCCAGGACCACTCACCCACTGGCCCAGCACATTCAGGTGGGTTTTTAATGATAACTAAAGAGACTTTAATGGTATTAACGTCTTTTAAAACCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA 

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

M056

embryo

V120

male
body

V058

head

M026

head

V046

embryo

..........................................................................................AACGTCTTTTAAAACCCACAGT................................................. 22 1 1 17.00 17 8 6 1 2 0 0

..........................................................................................AACGTCTTTTAAAACCCACAGC................................................. 22 1 1 2.00 2 0 2 0 0 0 0

..................................................................................................................................GATTGCAGCAGAGCATCCTGAAG........ 23 0 1 2.00 2 1 0 1 0 0 0

..................................................GTGGGTTTTTAATGATAACT........................................................................................... 20 0 1 1.00 1 0 0 0 0 0 1

..................................................................................................................................GATTGCAGCAGAGCATCCTGAAGGTCCC... 28 0 1 1.00 1 1 0 0 0 0 0

.........................................................................................TAACGTCTTTTAAAACCCACAG.................................................. 22 0 1 1.00 1 0 1 0 0 0 0

..............................................................................................................GATCACCCGTGACCGCACTG............................... 20 0 1 1.00 1 1 0 0 0 0 0

..............................................................TGATAACTAAAGAGACTTTAA.............................................................................. 21 0 1 1.00 1 0 0 1 0 0 0

.......................................................................................ATTAACGTCTTTTAAAACCCACAG.................................................. 24 0 1 1.00 1 1 0 0 0 0 0

.GCTGGACCACAAACCCAGGACCA......................................................................................................................................... 23 0 1 1.00 1 1 0 0 0 0 0

..........................................................TTAATGATAACTAAAGAGACTTTA............................................................................... 24 0 1 1.00 1 0 0 0 0 1 0

Anti-sense strand reads

TCGACCTGGTGTTTGGGTCCTGGTGAGTGGGTGACCGGGTCGTGTAAGTCCACCCAAAAATTACTATTGATTTCTCTGAAATTACCATAATTGCAGAAAATTTTGGGTGTCTAGTGGGCACTGGCGTGACCTAACGTCGTCTCGTAGGACTTCCAGGGGTT 

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

#
Mismatch

Hit
Count

Total
Norm Total

M043

female
body

M056

embryo

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

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droYak3 X:12366984-12367144 - dya_1408 AGCTGGACCACAAACCCAGGACCACTCACCCACTGGCCCAGCACATTCAGGTGGGTTT-----------------------------------------TTA-----------ATG--------ATAACTAAAGAGACTTTA--------AT-----G----GTA-----------------------------------------------------------------------------------------TTAA-------------------------C----------------------GT-----C-TT-T-T-----------AAAACCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA
droEre2 scaffold_4690:6167968-

6168128 -
der_385 AGCTGGACCACAAGCCCAGGACCACTCACCCACTGGCCCAGCACATTCAGGTGGGTTT-----------------------------------------TTA-----------ATG--------GTAACTTAAAAGACTTAA--------GT-----G----GTT-----------------------------------------------------------------------------------------TTAA-------------------------C----------------------GT-----C-TT-T-T-----------GAAATCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA

droSec2 scaffold_34:308804-308971
+

AGCTGGACCACAAGCCCAGGGCCACTCACCCACTGGCCCAGCACATTCATGTGGGTTA-----------------------------------------TTA-----------TTG--------ATAACTTAAGGAACTTAA--------AT-----G----GTT-----------------------------------------------------------------------------------------TTAA-------------------------C----------------------GTTTTGGTTTT-TGC-----------TTAACCCACAGGTCACCCGTGATCGCACCGGATTGCAGCAGAGCATCCTGAAGGTGCCCAA

droSim2 x:8494583-8494744 + AGCTGGACCACAAGCCCAGGGCCACTCACCCACTGGCCCAGCACATTCATGTGGGTTA-----------------------------------------TTA-----------TTG--------ATAACTTAAGGAACTTAA--------AT-----G----GTT-----------------------------------------------------------------------------------------TTAA-------------------------C----------------------GT-----C-TT-TGC-----------TTAACCCACAGGTCACCCGTGATCGCACTGGATTGCAGCAGAGCATCCTGAAGGTGCCCAA
dm3 chrX:8946372-8946532 + AGCTGGACCACAAGCCCAGAGCCACTCACCCACTGGCCCAGCACATTCATGTGGGTTA-----------------------------------------TTA-----------TTG------C-TTAACTTAAGAGACTTAA--------GT-----------TT-----------------------------------------------------------------------------------------TAAA-------------------------T----------------------GT-----C-TT-TGT-----------TTAATCCACAGATCACCCGTGACCGCACTGGTTTGCAGCAGAGCATCCTGAAGGTGCCCAA
droEug1 scf7180000408176:387398-

387562 +
AGCTGGACCACAAGCCCAGGACCAATCACCCACTGGCCCAGCATATTCAGGTAGGTTC-----------------------------------------T-------------GTG---ATAC----ATTTTATAAACTTAA--------CTCC--------AAT-----------------------------------------------------------------------------------------TCAACGT----------------------C--------------CA------------TT-T-TT-T-----------GACTCCCATAGATAACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTGCCCAA

droBia1 scf7180000301760:2677784-
2677975 +

AGCTGGACCACAAGCCCAGGACCACGCACCCACTGGCCCAGCACATTCAGGTGGGTTTGGATTACCCATTAGAAATATTATTTTCTGTCTTAGCCATTTGTAAATCATTCCAAAACGA------------------AATTGT--------AA------------T-----------------------------------------------------------------------------------------GCAA---------------------------------------------T--------------C---------------TCCTCCCAGATCACCCGTGACCGCACTGGACTGCAGCAGAGCATCCTGAAGGTACCCAA

droTak1 scf7180000415169:971778-
971883 -

TT-------------------------------------------------------------------------------------------------GTA-----------ATG------C-T-TATGTAATAAAATTCT--------AA------------T-----------------------------------------------------------------------------------------GCAATAT----------------------C----------------------TT-----C-ATAT-T-----------AAATCCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTGCCCAA

droEle1 scf7180000491006:2458450-
2458516 +

T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------C-T-AT-T-----------GGAATCCGCAGATCACCCGTGACCGCACCGGATTGCAGCAGAGCATCCTGAAGGTGCCCAA

droRho1 scf7180000779841:469277-
469523 +

AGCTGGACCATAAGCCCAGGACCACTCACCCACTGGCACAGCACATTCAGGTAGGATAA----------------------------------------------CATTCCAAATCGA------------------AACATT--------AG------------GTTCAACTTGATTTAAGTTATTTTAGTTTTTCATTTTGATACAATATCTATCTTCCGAAATACTCTTTTTATATTTTATTTGCTATTTAAACAATCC----------------------C----------------------TA----TC-T-AT-T-----------GGAACCCCCAGATCACCCGTGATCGCACCGGACTGCAGCAGAGCATCCTGAAGGTGCCCAA

droFic1 scf7180000453829:917158-
917319 +

AGCTGGACCACAAGCCCAGGACCACTCATCCACTGGCCCAGCACATTCAGGTGAGTTTGAA----------------------------------------------------------CTAC------------------------------------------------------------------------------------------------------------------------------------------CCTTAATTATATTAAAAGAAAAC-------GTTGTACAA------------AT---AT-T----------TG--ATTCCCAGATCACCCGTGACCGCACTGGACTGCAGCAGAGCATCCTTAAAGTGCCCAA

droKik1 scf7180000302698:123344-
123496 -

AGTTGGATCACAAGCCTAGGACCACACATCCACTGGCCCAGCATATACAGGTAAGGAA-----------------------------------------TTG-----------AGG----CTT--------------CTTTT--------AT-----G----GCT-----------------------------------------------------------------------------------------TTAA-------------------------CTAATTTA------------T----------------C-----------TCTTCCTAAAGATCACCCGTGACCGCACTGGCCTCCAGCAGAGCATCCTTAAAGTGCCCAA

droAna3 scaffold_13047:768181-
768280 +

AACTGGACCACAAGCCCAGGACCACCCATCCCCTAGCCCAGCACATC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGATCACCCGGGACCGAACTGGCCTGCAACAGAGCATCCTGAAGGTGCCCAA

droBip1 scf7180000396431:551930-
552029 +

AACTGGATCACAAGCCCAGGACCACCCATCCGTTGGCCCAGCACATTC-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGATCACCCGAGACCGAACTGGCCTGCAACAGAGCATCCTGAAGGTGCCCAA

dp5 XL_group1e:8225794-8225850
+

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCCATAGATCACGCGGGATCGCACTGGCCTCCAGCAGAGCATTCTCAAGGTCCCCAA

droPer2 scaffold_13:341752-341808
-

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCCATAGATCACGCGGGATCGCACTGGCCTCCAGCAGAGCATTCTCAAGGTCCCCAA

droWil2 scf2_1100000004963:636680-
636850 -

AGCTAGATCATAAACCCCGTACCACACATCCTCTAGCTCAGCATATACAGGTAAGTTTCG----------------------------------------------------AAGCGAAATGCCC---TGT-----------GTTTTCGTCTGTAAGCTAAC--T------------------------------------------------------------------------------------------------------------------------CATTGATT-----CCTAAT--------------T---------------TCTCTTAAGATCACTCGCGATCGCACTGGTCTGCAGCAAAGTATTCTCAAAGTACCCAC

droVir3 scaffold_12970:2686230-
2686390 -

AGCTGGACCATAAGCCGCGCACAACACATCCGCTGGCGCAGCATATACAGGTTCAGATGCA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCAACTTTA-------TCAAAACAACA-------ATTATACAA--------------------TCAGTTATAACT--ATTTCGCAGATCACACGGGATCGCACGGGCCTGCAGCAGAGCATACTCAAGGTGCCCAA

droMoj3 scaffold_6473:3421281-
3421454 -

AGCTGGATCACAAGCCGCGTACTACGCATCCGTTGGCCCAGCACATACAGGTAAGCTAAG----------------------------------------------------AAAGGAAATAT-A-TATGT-----------AAATATATATGTATATTGAA--A-----------------------------------------------------------------------------------------CAAACAT----------------------T--------------TA------------TA-T-AT-T-----------C-ACTGTGTAGATAACGCGCGATCGCACTGGCCTGCAGCAGAGCATCCTGAAGGTGCCCAA

droGri2 scaffold_15081:1106607-
1106768 +

AATTGGATCACAAGCCGCGCACAACACATCCGCTGGCACAGCACATACAGGTGAGAGT-----------------------------------------CAT-----------ACA--------ATATATTTATTGA-------------GTGCAATC-------------------------------------------------------------------------------------------------GAAT--------------------------GATTGA------------ACTGT-----C-AT-C-G-----------A----AAACAGATTACACGCGATCGGACTGGACTACAGCAGAGTATCCTGAAGGTGCCCAA
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