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|Name HClassHFamily ||Strand|
[FW_DM|LINE [Jockey|- |
mature star
1. dya-mir-10 3R:7778053-7778075 +
2. dya 110 v2 chrUn 5709:227742-227764 -
3. dya 1819 v2 chrUn 157:2341-2363 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M056
TGCAGTACTATCTGCAGCCGTAACAATGGACTCTAGTGTACCTGAACTGCTCTTCATATCAGATTCCGTGTTGAGTATTGGGTTTAGCTCAATGTGTGACAAATTCGGTTCTAGAGAGGTTTTTGTGGTGTATTATCAAGTGGTCGTGAACAAGTTCGTACATATGTATCACCCACTTAA female
Read # Hit Total embryo body
ok ok ok ok ok ok ok ke ek ke ke ke ke ke ke ke ke ke ek e ke ke sk kel ok ok (CCCCCCCL COCCCCCCC -t (CCC- - COCOOCC - CeeCCC-223)))20))-290))---200)2)))))0))))))) - ))))))) e et e Fkkkkkkkdkddkdkhkkdkkkkkkkkkkkkkkkkk*k** size Mismatch Count Norm Total body
................................................................................................... CAAATTCGGT TCTAGAGAGG T T T« e e e e e e e e e e e e e e e e e eeeeeeennnaaaaaaaaaaaanaaaa 23 0 3 71583.33214750 136605 52642
................................................................................................... CAAAT TCGGT TCTAGAGAGG T T+ « v v e e e e e e et ee e e e teeee e et taeeeeesaaeeeeseaaeaeeeaananeaa22 0 3 7005.67 21017 8552 5805 3402 2345 168
................................................................................................... 0F:.V:V lifofelelifi Toli0-Ne7-Ne7-NeTeLiil 4 - S OO~ J B 3 2283.00 6849 6785 16 7 34
.................................................................................................... AAAT TCGGT TCTAGAGAGG T T T e+ v v v v v et e e e eeeeeeeaeaeeeeeeeeeeeeeeeeeeeeeeenennnnnaaa22 0 3 1531.33 4594 327 4141 89 3
................................................................................................... CAAATTCGGT TCTAGAGAGG T T T T« e e e e e e e e e e e e e e e e e eeeeennnnaanaaaaaaaaaaaaaa 24 0 2 1454.00 2908 1075 766 862 36
................................................................................................... CAAAT TCGG T TC T AGAGAGG T« e e e e e e e e e e e e e et eeeeeeeeeseeeeeeeeeenennnnneaaaeaaaaaaaaaa 2l 0 3 1356.67 4070 964 1188 1335 276
................................................................................................... CARAT TCGGT TCTAGAGAG G e « v v vt e e e e ettt ae e et teaee e e eeeee e esaaeeeeseaaaaeaeaananaa 20 0 3 407.67 1223 110 392 590 49
................................................................................................... 0F:-V:V liefetel: i Tk 0-NeT-Ne7-Ne e i o 3 S 3 171.67 515 470 4 8 29
.................................................................................................... AAAT TCGGTTCTAGAGAGGT T . + v v v v e e e et eaaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeennnnnnaaa2l 0 3 166.00 498 12 459 16 8
..................................................................................................... AATTCGGT TCTAGAGAGGTT T e« v v v e e e e et ettt e oot eeeeeeeeeeaeaeaaaaaaaaeeeeeeeenna 2 0 3 113.00 339 56 252 28 0
................................................................................................... CAAAT TCGG T TCTAGAGAG . & e e e e e e e e e e e e e e e et ennanaaaaaaaaaaaaaaaa 19 0 3 96.33 289 13 69 167 2
................................................................................................... CAAATTCGGT TCTAGAGAGG . -« o e vttt it i i ittt ittt et et ettt e ieee e 201 3 68.67 206 182 1 6 15
................................................................................................... CARAATTCGGT TCTAGAGAGG T TR . « o\ vttt ittt ettt e e et ettt ettt et ettt e e 241 3 64.67 194 35 115 29 0
.................................................................................................. ACAAAT TCGGTTCTAGAGAGG T T T e+ v v v v ettt ettt et ee e eeeeeeee e 248 0 3 50.33 151 100 44 3 1
................................................................................................... CARATTCGGTTCTAGAGAGGT T - ¢ ot it ittt ettt et et ettt e e e e eeeeeeenenenea 23 1 3 48.67 146 126 11 2 5
................................................................................................... CAAAT TCGGT TCTAGAGAG G T T T T T« e e e e e e e e e e e e e e e e e eeeeeeeeseeeeeeennnnnnnnenaaaaaaaaaaaaaa 25 0 2 41.00 82 16 28 31 1
.................................................................................................... AAATTCGG T TCTAGAGAGG T T T T« + v v v e e e e e et ee e et teee e e et e et eseaeeeannea 23 0 2 37.50 75 12 52 9 0
................................................................................................... CARATTCGGT TCTAGAGAGGT TT - « « v ot it ittt ettt et ettt ettt et et e ettt ee e 24 1 3 34.33 103 63 15 3 18
....................................................................................................... T T CGG T T T AGAGAGG T T Tttt t et e e e eeeee e e e eeeeeeeeeeesesesesennananaaaaaaaaaaaa 19 0 3 31.67 95 39 53 3 0
.................................................................................................... A AT TCGGT TCTAGAGAGG T+« v v v e e e e e e e et e e e eeeeeeeeeaeeeaaaaaaaaaeaeeeeeeeeeneaa 20 0 3 30.67 92 0 81 9 2
........................................................................................................ TCGG T T T AGAGAGG T T T« « e e e e e e e e e eeee e eeeeeeeeeeeeeeeeeeenennnnaaeaaaanaaaaaaa 18 0 3 27.00 81 16 65 0 0
...................................................................................................... AT TCGGT TCTAGAGAGG T T T+« v e e e e e e e e e e e e taeee s eaeeeeesaaeaeesssaaneeennnaaaaaa 20 0 3 26.00 78 32 39 7 0
................................................................................................... CARATTCGGT TCTAGAGAGGT TR . . & ottt it ettt it et et e e ettt e e 23 1 3 22.67 68 11 41 11 0
................................................................................................... CARAT TCGG T TC T AGAGA . & e e e e et e e e e e e e e e e e e tee e et e eeeeaaaeaeaaaaaaaaaaaaa 18 0 3 17.67 53 6 31 5 0
.................................................................................................... AR AT TCGGT TCTAGAGAGG e « v v v e e e e e e e ettt teaeeeeaeeeaaaaaaaaaeaaeeeeeeeennaa 19 0 3 12.00 36 0 33 3 0
................................................................................................... CARATTCGGT TCTAGAGAGGT A . « ottt ettt ettt e ettt ettt et ettt e et e e 22 1 3 11.33 34 6 16 11 0
..................................................................................................... AAT TCGG T T T AGAGAGGT T+« e e e e e et e e e e et ee e e et tee ettt e st e eiiiaeaaenaa 20 0 3 10.33 31 3 22 6 0
................................................................................................... 0F:V-V:V i ofeteli Tk 0-NeT-Ne7-Ne ! AR~ A 3 9.33 28 5 2 2 19
.................................................................................................. ACAAAT TCGGT T T AGAGAGG T T e + v v v v v e et e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeennnnnnaaa23 0 3 9.00 27 13 11 0 2
................................................................................................... CAAATTCGGTTCTAGAGAGGTH . « « ¢ v v vttt e ettt e ettt e e ettt et et e ettt 22 1 3 7.00 21 0 17 0 4
.................................................................................................... AAATTCGGT TCTAGAGAGGT T - ¢ vt ettt e ettt e e e ettt e e et et ettt et e ie e e 221 3 6.33 19 18 1 0 0
................................................................................................... CAAATTCGGT TCTAGAGAGGT TR . .« . o ittt ittt te e et e eeen e eeeeaeaenenaeaeaenenaes 25 2 3 5.00 15 0 9 4 0
.................................................................................................... AAATTCGGT TCTAGAGAGG T TTH . ¢ o o vttt ittt ittt e e et ettt ettt et et ee e 231 3 4.67 14 1 13 0 0
................................................................................................... CAAATTCGGT TCTAGAGAGGT TT TT . - o oottt ettt e ettt et ettt et e e 261 2 4.00 8 1 1 5 0
..................................................................................................... AAT TCGGT TCTAGAGAGG T T T T e« v v e e e e e e e et e e ennnnnnnnnannanaeeeeeeeaeeaeeeeeeeeeeennaaaa22 0 2 3.00 6 2 2 2 0
................................................................................................... CARAATTCGGT TCTAGAGAGGH . ¢ ottt ettt ettt ettt et et ettt et et e e 201 3 3.00 9 0 5 4 0
.................................................................................................... AAATTCGGT TCTAGAGAGGT T - ¢ vt vttt ettt e e ettt e et et ettt et e ea e 22 1 3 3.00 9 0 9 0 0
....................................................................................................... TTCGGTTCTAGAGAGG T T . - o ot it ittt e ettt e e e ettt et e e eeeeea. 19 1 3 2.67 8 8 0 0 0
.................................................................................................... AAAT TCGGTTCTAGAGAGG T T T T e + v v v v v e et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenennnnnaaa24 0 2 2.50 5 0 4 1 0
................................................................................................... CAAATTCGGTTCTAGAGAGGEE . « « ¢ vt ottt ittt ittt e ettt e et et ettt et e eeeee e 222 3 2.33 7 7 0 0 0
..................................................................................................... AAT TCGG T TCTAGAGAGG T« « v v v e e e e e e e e e e as s nnnnnnnneenaeaeeeeeeeaeeeeeeeeeeeeeeaaaaaa 19 0 3 2.33 7 0 7 0 0
.................................................................................................. ACARATTCGGT TCTAGAGAGGT T . -« o vttt ittt it et e ittt et ettt e e ieeaeneneae 24 1 3 2.33 7 7 0 0 0
................................................................................................... CARATTCGGTTCTAGAGAGGTE. - « « -« ot vttt e e ettt et e e ettt e e ettt ee e eaeaeaeaeaes 23 2 3 2.00 6 6 0 0 0
.................................................................................................... AAATTCGGT TCTAGAGAGG T TR . o ittt ettt et e et ettt e et et ettt ii e 221 3 2.00 6 0 6 0 0
..................................................................................................... AAT TCGGT TCTAGAGAGG . « v v v e e e e e e e e s e ennnnnnnnananaeeeeeeeeeeeeeeeeeeeeeeneaaaaaa 18 0 3 2.00 6 1 4 0 1
................................................................................................. GACAAAT TCGG T TC T AGAGAGG T « « v e e e e e ettt e e e ettt e e e ettt et ettt e ettt e et 230 3 1.67 5 3 1 0 0
Anti-sense strand reads
MO056
ACGTCATGATAGACGTCGGCATTGTTACCTGAGATCACATGGACTTGACGAGAAGTATAGTCTAAGGCACAACTCATAACCCAAATCGAGTTACACACTGTTTAAGCCAAGATCTCTCCAAAAACACCACATAATAGTTCACCAGCACTTGTTCAAGCATGTATACATAGTGGGTGAATT
Read # Hit Total embryo
***********************************(((((((.(((((_(((( ....... (((._(((((((..(((((((((...)))))))))..))))._.'))).))))))).)))))..._))))))) ............ ***********************************sizeMismatchCountNorm Total
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_157:2242-2421
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya-mir-10.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:7778053-7778075
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_110.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5709:227742-227764
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1819.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_157:2341-2363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_157:2242-2421
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1819.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:2882455-2882640
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der-mir-10.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_51:183605-183751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:246841-246939
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:454756-454853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409825:16137-16235
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302155:2026136-2026288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415671:411455-411617
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491321:6210-6308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777432:2275-2414
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453835:71929-72050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000299218:340-435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13480:2595-2754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395821:11295-11425
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_799:1166-1244
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_183:34478-34530
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:3663082-3663185
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:4577171-4577259
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_4206:818-926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:5711536-5711592
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Show Alternate Folds H
Flybase annnotation
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Repeatable elements
|Name “ClassHFamily “Strandl
IFW_DM [LINE [Jockey||+ |
mature star
1. dya-mir-10 3R:7778053-7778075 +
2. dya 110 v2 chrUn 5709:227742-227764 -
3. dya 1819 v2 chrUn 157:2341-2363 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
MO056 V120 M026 V046 V058 SRR1275484 V052 SRR1275488 GSM1528802 SRR1275486
GGTGTTGCAGTACTATCTGCAGCCGTAACAATGGACTCTAGTGTACCTGAACTGCTCTTCATATCAGATTCCGTGTTGAGTATTGGGTTTAGCTCAATGTGTGACAAATTCGGTTCTAGAGAGGTTTTTGTGGTGTATTATCAAGTGGTCGTGAACAAGTTCGTACATATGTATCACC female
Read # Hit |Total embryo body male head embryo head Male head Male follicle Male
kKK KR Kk Kk Kk ke ke ke kR kol OO OO0 e et COCe - COCCCCC - COCCCCECC-=IMI) c ) e ))) D)D) o)D) ) e e i))))))))) . S hkkkkkkkkkdkkkkkkkkkkkkkkk Xk kX ***x*** gjze Mismatch Count Norm Total body prepupae larvae cells prepupae
........................................................................................................ CARATTCGGTTCTAGAGAGGTTT . « e et e et e et e et e et eeeeeneeaeeaeeaneaneaneeneenneaa 23 0 3 71583.33214750 136605 52642 152573719 2727 1915 874 586 395 12 18
........................................................................................................ CAAAT TCGGTTCTAGAGAGGT T+ « v e e e e e et e et eaeeaeeaneaneeneeaeeanennenneeneeneaaeaa?22 0 3 7005.67 21017 8552 5805 3402 2345 168 478 61 160 32 12 2
........................................................................................................ CAAATTCGGTTCTAGAGAGGT T «  « ot et et et ittt ettt et e e e e e e e 23 1 3 2283.00 6849 6785 16 7 34 2 4 1 0 0 0 0
......................................................................................................... AAATTCGGT TCTAGAGAGGTTT « ¢« o e v et e et e e eeaeeaesaeeaeeaeeaneanenneeneeneennas 22 0 3 1531.33 4594 327 4141 89 3 16 13 2 3 0 0 0
........................................................................................................ CARATTCGGTTCTAGAGAGGTTTT . ¢ vt e v et e e e e et e e eee e e eaeaneaneaneeneeaneaa 24 0 2 1454.00 2908 1075 766 862 36 81 57 10 12 6 3 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGT « « v e e et e vt e et e e eaeeeneaneeneeaeeaeeanenneeneeneaaa2l 0 3 1356.67 4070 964 1188 1335 276 34 153 51 49 20 0 0
........................................................................................................ CARATTCGGTTCTAGAGAGG . « ¢ e v e et ettt et e et e eeeenenteaeaneanenneeneennea 20 0 3 407.67 1223 110 392 590 49 10 32 25 10 5 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGT . « « vttt ettt et et ettt et et et et et e e e ee e 22 1 3 171.67 515 470 4 8 29 1 3 0 0 0 0 0
......................................................................................................... AAATTCGGT TCTAGAGAGGTT . & ¢ e o e e et e et e eeeeaeeaesaeeaeeaeeanennenaeeneeneeaaas 2l 0 3 166.00 498 12 459 16 8 1 2 0 0 0 0 0
.......................................................................................................... AATTCGGTTCTAGAGAGGTTT e v e e ettt eet e et eeeeeeeaeeateaeeaneanenneeaeeaeae 2l 0 3 113.00 339 56 252 28 0 0 3 0 0 0 0 0
........................................................................................................ CARATTCGGTTCTAGAGAG  « ¢ ¢ e v e et e et e et e et et eae et eneeaeaeaneaneeneeneaa 190 0 3 96.33 289 13 69 167 2 3 14 13 7 1 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGG. « « + ot et ettt et ettt et e e e e e e e eeeeeneneneneneneneaaa 2l 1 3 68.67 206 182 1 6 15 1 1 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGG T TR . « ottt ettt ettt e ettt et et e e e e e 241 3 64.67 194 35 115 29 0 6 6 1 2 0 0 0
....................................................................................................... ACAAATTCGGTTCTAGAGAGGTTT e v e et e et e et e et e e eaeeeaeeaeeaeeanennenneeaeeneaa 24 0 3 50.33 151 100 44 3 1 3 0 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGT T « -« ot ot it it ittt ettt et e e e e e e 23 1 3 48.67 146 126 11 2 5 0 1 0 1 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGTTTTT e v e e et e et e et eeeaeeaneeneeaeeanennenneeneeneaaaa 25 0 2 41.00 82 16 28 31 1 3 3 0 0 0 0 0
......................................................................................................... AAATTCGGTTCTAGAGAGGTTTT ¢« v v et e et e et e eae e e eaeaeaneeaeeneeaneaaes 23 0 2 37.50 75 12 52 9 0 0 2 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGTTTE . « « vt ettt e ettt et et ettt et et e e e e e e 241 3 34.33 103 63 15 3 18 1 1 0 2 0 0 0
............................................................................................................ TTCGGTTCTAGAGAGGTTT . v v e e et e at e et e e eeeeeneeateaneaneanenneeneeneea 19 0 3 31.67 95 39 53 3 0 0 0 0 0 0 0 0
......................................................................................................... ABATTCGGTTCTAGAGAGGT « « & e v et e et e et aeeeaeeae et eaeeaneaneanenneeneeneeaaas 20 0 3 30.67 92 0 81 9 2 0 0 0 0 0 0 0
............................................................................................................. TCGGT TCTAGAGAGGTTT ¢ « e v e et e et e et e et eeeeaneaaeeaeeaeeaaeanenneeneanaas 18 0 3 27.00 81 16 65 0 0 0 0 0 0 0 0 0
........................................................................................................... ATTCGGTTCTAGAGAGGTTT ¢« v e v et e et e et e et eeeea e e eaeaneaneeneeaeeana 20 0 3 26.00 78 32 39 7 0 0 0 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGT TR, « vttt et ettt ettt e et et et et et e e e e e 231 3 22.67 68 11 41 11 0 0 1 1 3 0 0 0
........................................................................................................ CARATTCGGTTCTAGAGA . « o v e e e e et e et e et e et et eee et eneaeaneaneaneeneennea.. 18 0 3 17.67 53 6 31 5 0 1 4 2 4 0 0 0
......................................................................................................... AAATTCGGTTCTAGAGAGG - « « « e v et e et e et e et eee e e et e eaaeanenaeeneeaeeanae 19 0 3 12.00 36 0 33 3 0 0 0 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGG TR . &« vttt ettt et ettt ettt et et et e e e e 22 1 3 11.33 34 6 16 11 0 0 1 0 0 0 0 0
.......................................................................................................... AATTCGGTTCTAGAGAGGT T« « o v e et e et e et e et et eeeeae et eaeeaneanenneeaeean 20 0 3 10.33 31 3 22 6 0 0 0 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGE . « « + o vttt ettt et ettt e ettt et e e e 211 3 9.33 28 5 2 2 19 0 0 0 0 0 0 0
....................................................................................................... ACARATTCGGTTCTAGAGAGGTT « « o v e et e et e et e et eeeeeea et eaeeaneanenneeaeeaeeaa23 0 3 9.00 27 13 11 0 2 0 1 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGT. -« o v ot it ittt et e et e et et et et e e e e e e 22 1 3 7.00 21 0 17 0 4 0 0 0 0 0 0 0
......................................................................................................... AAATTCGGTTCTAGAGAGGT T - -+ ot ot i ittt e e e et et e e e e e e enenea. 22 1 3 6.33 19 18 1 0 0 0 0 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGTTTAA . . . ottt ettt ettt et et et et et et e e e e e 25 2 3 5.00 15 0 9 4 0 0 1 1 0 0 0 0
......................................................................................................... AAATTCGGTTCTAGAGAGG T T . & o ettt et et e et ettt et ettt e e e e e e e 231 3 4.67 14 1 13 0 0 0 0 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGT TTTT . - ottt e e ettt e e e e e e 261 2 4.00 8 1 1 5 0 1 0 0 0 0 0 0
.......................................................................................................... AATTCGGTTCTAGAGAGGTTTT . ¢ e e v e et e et e et aeeeeeeaeeaeeaeeaneanenneeneeneaaa22 0 2 3.00 6 2 2 2 0 0 0 0 0 0 0 0
......................................................................................................... AAATTCGGTTCTAGAGAGGT T - -+ o v et et it ettt ettt et et et et e e e e enenea. 22 1 3 3.00 9 0 9 0 0 0 0 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGE . « . vttt ettt ettt ettt et et et et e e e e e e 201 3 3.00 9 0 5 4 0 0 0 0 0 0 0 0
............................................................................................................ TTCGGTTCTAGAGAGGT T . « v v vttt ettt ettt e ettt et e e e e 19 1 3 2.67 8 8 0 0 0 0 0 0 0 0 0 0
......................................................................................................... AAATTCGGTTCTAGAGAGGTTTTT . & v v et e et e eeeeeeeme e e eaeeanenneeneeneeneennes 24 0 2 2.50 5 0 4 1 0 0 0 0 0 0 0 0
.......................................................................................................... AATTCGGTTCTAGAGAGGT - « « e e e et e et e et e et et e eeae et e eaeanenaeaneeneaaa 19 0 3 2.33 7 0 7 0 0 0 0 0 0 0 0 0
....................................................................................................... ACAAATTCGGTTCTAGAGAGGT TR . « v ot ettt ettt et et ettt et e e e e e 241 3 2.33 7 7 0 0 0 0 0 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGEBE . - « « v v e ettt e ettt e et et ettt et et e e eae e 22 2 3 2.33 7 7 0 0 0 0 0 0 0 0 0 0
.......................................................................................................... AATTCGGTTCTAGAGAGG .+ « ¢« et e et e et e et e et e et ee et eaeeaeaaenaeeaeeaea.. 18 0 3 2.00 6 1 4 0 1 0 0 0 0 0 0 0
........................................................................................................ CAAATTCGGTTCTAGAGAGGTE. - -« - ¢ ot ot it it ettt et ettt et et e e e neneneaa 23 2 3 2.00 6 6 0 0 0 0 0 0 0 0 0 0
......................................................................................................... AAATTCGGTTCTAGAGAGGT TH. « & o ot ittt it it ittt et et et et et et e e e e e eeeeea 22 1 3 2.00 6 0 6 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
MO056
CCACAACGTCATGATAGACGTCGGCATTGTTACCTGAGATCACATGGACTTGACGAGAAGTATAGTCTAAGGCACAACTCATAACCCAAATCGAGTTACACACTGTTTAAGCCAAGATCTCTCCAAAAACACCACATAATAGTTCACCAGCACTTGTTCAAGCATGTATACATAGTGG
Read # Hit |Total embryo
Fohokkkokkkk ko kok ok kk ok ko ko ke ke kol kel L (CCCOCCOC COCOC 00w n e COC- COCOEC - COeeEEEE--23333)02))2200)) 22000 2)))0))))2))))) - ..))))))))) .. xedkkkkkkkkkkkkkkkkkkkkkkkkkkkkx*** size Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droYak3|v2_chrUn 5709:227691-227868|dya 110/|GGTGTTGCAGTA----CTATCTGCAGCCGTAACAATGG-—-————— ACTCTAGTGTACCTGAACTGCTC--—-—-——- TTCATATCAGATTC---—-- CGTGTTGAGTATTGGGTTTAGCTCAATGTGTGACAAATTCGGT-————--- TCTAGAGAGGTTTTTGTGGTGT--——-ATTATCAAGTGGT———————————————————————————— CGTGAACAAGTTC----G---—~- TACATATGTATCACC
drobrez|[scatfold 4784123548905~ GGTGTTGRARTA - CABC TGO B Toe ABTCTAGTGTRECT CHSENTC TEIATATCAGATTC ———— ITETTGAGTRETGoCRT TRRCTOA AT, e s I |
23549000 -
ldrosec2|lscaffold 51:183605-183756 - lccTeTecloTa----cErA@ArccliccceTan@aaTGG-------- AgTcTAGTIACCTCRIEINAGRATC-————— - TTETATCAGATTC- -~~~ Al BT NT i i A 2 S AN ISh NerVXile ClelNelNA C T TANA TANT T TGTATACHIIGA GCI A Il Fi G TH I - » 2 ey Y - - - - R ,—.—.—.—..,.S,S,,.- - - - - -]
|drosim2|node 36:3071-3174 - I |ceTeTTGChlTA- - - -claicTecificceTArBAATGG-———--—- afjrcacreTaccTogcilecre----—--- TeATATCAGATTC--—-—- G T T GG TR T TG GG T TAGC TCAA TG TG T G A P — —————— - ———EEEEE - e — — — — - — - — - -

am3 lchror:454756-454858 - I

|ceTlrTecaliTA- - - -clEaBcTochiceTAAEAATGE

droEugl|lscf7180000409825:16137~

GGTGTTGAGEH- - - - cilafdc Tldc A clYaNde A el TiYG

16240 -
droBialllsc£7180000302155:2026136- CTACCCTGTAGRTCCGA-FWTH- - - —- - - - —————— -]
2026283 +
droTakl|sc£f7180000415671:411455~ CTACCCTGTAGHTCCGA-FTH---—----—————— -] I\ e CITCEalia ABAACATTTAAAGTGAAACTGAAATGAA NS NNAINNelicAAACTAAAAACGHAINENEAINNA A[YA S
411606 +

_|_

droElel|lscf7180000491321:6205-6308

ENEINGER YA c TREREISCIGE CINE T GA CGIG TIAC/HE

droRhol|lscf7180000779496:8576-8695

_|_

GGTGTTGRAN - - - -ler TcTGCAC XS XTe A G

droFicl|lscf7180000453835:71933~

72050

CraccCTaTAGRTCCOA T ——————————————1

droKikl|lscf7180000302735:9167-9270

GGTGT TGS - - - -cTallcTGeAGHCiYea Alehileleli

droAna3|lscaffold 9019:2919-3083 + |

droBipl|lscf7180000395035:1474-1577

3663190 -

+
dp5 Unknown singleton 799:1166- RGN TR A - — - - C TETC g A ARG
1249 -
droper?|[scatfold 183:34478-34530 - | [ E——
droWil2|lscf2 1100000004577:3663082- EE TR TGCAAR - -~ -WTATC TN RO NAA A CRATNY - - - ————- CTRT---—-----------[ETjile

droVir3|scaffold 13049:2946349-

2946433 +

e rEccEXer - - --AralclccallcilcEaacaricl

Grovosslscatols tpueaieoze | |BorDiEEorAREs Do e e B e R e GGG - 1C R O - - --- B G I B o ———- - e e T T et
Groorizlscarfold 150745711536 PG - B - CT - T T T EEESCE TR - -CEERRER R -~~~ i e
5711597 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5709:227691-227868
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya-mir-10.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:7778053-7778075
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_110.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5709:227742-227764
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1819.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_157:2341-2363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_5709:227691-227868
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_110.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:23548909-23549000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_51:183605-183756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_36:3071-3174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:454756-454858
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409825:16137-16240
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302155:2026136-2026283
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415671:411455-411606
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491321:6205-6308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779496:8576-8695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453835:71933-72050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302735:9167-9270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_9019:2919-3083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395035:1474-1577
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_799:1166-1249
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_183:34478-34530
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:3663082-3663190
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2946349-2946433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_4206:814-926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:5711536-5711597
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Show Alternate Folds H
Flybase annnotation
rRNA [Dyak\5.8SrRNA:GE26502-RA]
Repeatable elements
|Name ”Class ”Family HStrand|
|AT_rich”Low_complexity”Low_complexity”+ |
mature star
1. dya 1793 v2 chrlUn 1311:64-84 + 1. dya 1793 v2 chrUn 1311:97-119 +
2. ¥2 chrUn 3920:708-728 + 2. v2 chrUn 3920:741-763 +
3. v2 chrUn 1938:233-253 - 3. v2_chrUn 4230:975-997 -
4. v2_chrUn 4644:179-199 - 4. v2_chrUn_1739:3330-3352 +
5. v2 chrUn 4933:1003-1023 - 5. v2 chrUn 1938:198-220 -
6. v2_chrUn 515823-43 + 6. v2_chrUn 4535315-337 -
7. v2_chrUn 3347:921-941 + 7. v2_chrUn 4644:144-166 -
8. v2_chrUn_5370:203-223 - 8. v2_chrUn _3347:954-976 +
9. v2_chrUn_5394:4341-4361 + 9. v2_chrUn_5370:168-190 -
10. v2_chrUn 5502:888-908 + 10. v2_chrUn 5394:4374-4396 +
11. v2_chrUn 3545:25719-25739 - 11. v2_chrUn 3472:94-116 -
12. v2_chrUn 061:6843-6863 + 12. v2_chrUn 5502:921-943 +
13. ¥v2_chrUn 063:7268-7288 + 13. v2_chrUn 35689-31 -
14. v2 chrlUn 235:7826-7846 - 14. v2 _chrUn 6746:1167-11809 -
15. v2_chrUn 244:4555-4575 + 15. v2_chrUn 061:6876-6898 +
16. v2_chrUn 376:5891-5911 + 16. ¥2_chrUn 063:7301-7323 +
17. v2_chrUn 490:2155-2175 - 17. v2_chrUn 235:7791-7813 -
18. v2 chrUn 687:4840-4860 + 18. v2_chrUn 325:1634-1656 -
19. v2 chrUn 711:5322-5342 + 19. v2_chrUn 376:5924-5946 +
20. v2 chrUn 926:1123-1143 - 20. v2 chrUn 687:4873-4895 +
21. v2 chrUn 252:436-456 - 21. ¥2_chrUn 4933:968-990 -
22. v2_chrUn 4230:1010-1030 - 22. v2_chrUn 2999:190-212 -
23. v2_chrUn 4535:350-370 - 23. dya 1817 v2 chrUn 5474:1248-1270 -
24. v2_chrUn 3472:129-149 - 24. v2_chrUn 3545:25684-25706 -
25. v2_chrUn 3568:44-64 - 25. v2 _chrUn 026:11212-11234 -
26. v2 _chrUn 6746:1202-1222 - 26. v2_chrUn 252:401-423 -
27. v2 chrUn 325:1669-1689 -
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
V120 GSM1528802 V058 M026 MO56 V052 V046 SRR1275484 SRR1275488 SRR1275486
TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATATATAGAAATAAATTATARAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total male follicle body head head embryo head embryo Male Male Male
dedk ok de ok de ok ok ko sk ke sk ok ok e ok ok ko ke ke sk ko (L COCCCCCCCCCCC- e ... I IO D)) e )) kkkkkkkdkkkdkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x** gjze Mismatch Count Norm Total body cells prepupae larvae prepupae
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCT. .. vvveuen.. 26 O 20 7843.75156875120737 13571 4323 7163 6650 1330 2956 134 7 4 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCTC. .. vvvu.n.. 27 O 20 1203.6024072 12503 4326 2979 1618 595 1388 615 46 2 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATC. « v v veeveeneeneen.. 18 0 20 723.45 14469 9 9311 313 2801 441 275 1291 28 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCT . v v v v venen. 27 0 18 710.94 12797 10173 952 327 473 546 152 164 9 1 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGC. o v vvvenen.. 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 . - « ¢ e e v e e ettt et e et e e e e e e e et e et e e e e e et e e et et e e e et e e e e e e e et e et e et et ettt 210 20 251.35 5027 2080 0 1350 360 12 0 66 1158 0 1 0
............................................................... TATTGAAGGAATTGATATATGC . « ¢ e e e et e et et e e e et e et e e e e e e et et e e et e et e e et et e e et et e e e et e e e et ee e e eeaeaeneaeaenenneaenena22 O 20 242.90 4858 1020 O 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 . v vvveveennen . 22 0 20 172.35 3447 1576 375 895 249 229 0 101 16 6 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT. o vvven.... 28 0 18 159.89 2878 2372 245 33 29 159 33 6 1 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCG. o v v vvvvnenen.. 23 0 20 149.05 2981 1286 972 370 207 8 0 90 45 1 1 1
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGG. « v vvvvennen.. 24 0 20 130.70 2614 706 1442 232 106 19 45 45 16 2 1 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACT .« v v vevvenenen.. 21 0 20 125.35 2507 497 485 927 306 20 115 147 6 4 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCTC. o v vvuv.... 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 . « + « e e et et et e e e et e et et e e ettt et e e e et et e e et e e e ettt e e e ettt e et te e ettt eteeaeneneeaenen 23 0 20 92.60 1852 99 5 201 29 12 1293 2 208 3 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCE............ 26 1 20 91.55 1831 155 1 2 15 1228 426 4 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCA . vt vvevneneeneen.. 19 0 20 76.05 1521 O 272 583 607 16 27 0 16 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCT . o vvvvvvnen. 25 0 20 71.70 1434 614 370 311 35 46 31 24 3 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCGGCT. o vvvene... 29 0 18 71.06 1279 1223 6 0 0 40 10 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGAT .« « vt eeeveennenaen. 17 0 20 66.65 1333 0 1195 0 136 0 0 0 0 2 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCAC. . v v vvvevevnenen.. 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 .« v v v veveeneennen.e. 19 0 18 57.50 1035 16 746 43 128 13 50 39 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGC . « v v v vvvenen. 26 0 18 50.67 912 268 313 98 27 59 130 6 11 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCT . « v vven.n.. 24 O 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 . v v v v v vvnen. 22 0 20 35.95 719 158 327 51 52 19 85 23 4 0 0 0
................................................................. TTGAAGGAATTGATATATGCCA . ¢ ottt et et ettt et e e et et et e e e et e e et et et e e et et e e ettt e e e ettt e e ettt ettt ettt et teeneneaenen. 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 . « et e e et et et e et et e e et et et et ettt e e et et e e e e et et e e e ettt e e e ettt e ettt et ettt et ieeaeneeene 210 20 26.45 529 142 0 183 0 29 0 11 162 1 1 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTCGGCT . v v v vvn.... 23 0 20 23.45 469 195 159 44 30 14 15 11 1 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. . vvvvn.n.. 29 O 18 22.61 407 228 137 1 0 21 20 0 0 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCTC. v vvvvn.en. 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 . o v vvvvn... 20 0 20 17.70 354 156 1 64 50 4 61 15 3 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATC. . o vvvveennennen.en. 17 0 20 16.55 331 0 331 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTC. o v venveneen.o. 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 . « « + e o et e et e e te e et e e e et e et e e e e et e et e e e e et e e e e et et e et e e e e e ettt e et et te et ettt 23 0 20 15.50 310 112 0 60 15 0 123 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 O 20 15.35 307 4 247 51 3 2 0 0 0 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. «ovvvvn... 23 0 20 15.05 301 25 146 47 14 0 60 5 4 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGG. v v vvvneen o 25 0 18 14.83 267 45 181 24 4 0 8 5 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC. v vvvenen.. 27 0 18 14.78 266 97 82 34 5 16 31 0 1 0 0 0
................................................................ ATTGAAGGAATTGATATATGCC . « o et v ettt et ettt e e ettt et e et e e e e e et et et e e e e e et e e et e e e e e e e et et e e et ettt 220 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 . v v eeeenvnenen.. 20 0 18 14.17 255 4 190 14 25 0 11 9 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATCACTCGGCT . v v v v vvne.. 30 0 18 13.72 247 247 O 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
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCE. .. ......... 26 1 20 13.30 266 19 1 0 7 237 0 2 0 0 0 0
............................................................... TATTGAAGGAATTGATATAT . « ot e et e et e et ettt ettt e ettt ettt ettt et ettt ettt e e e e e et et et ettt ettt ettt e i it 20 0 20 13.30 266 54 0 148 28 5 22 8 0 1 0 0
................................................................. TTGAAGGAATTGATATATGC . « « v e v e e ettt e e e e e et e e et e et e e e e e e e et e e e e e e e e et e e e et e e e e e et e et e et e ettt ettt 2000 20 13.25 265 78 0 57 0 3 61 3 63 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGAT . o v v v v vveeeenennenen. 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 . « ¢« + e et e et et te et e e e e e et e et e e e e e e e et e et e e e e e e e e e e e e e e e e e et e et et e et e ittt ettt 220 20 12.80 256 54 0 45 36 13 77 9 22 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. e v v vvvven... 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 . « « e ¢ e v e ettt et e e e et ettt e e et e e e e e et et e et e e e e e et et et et ae e e et ee e eae e aeeneaeaenaennena 2l 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 59 420 0 21 45 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCTCAT. . ....... 27 O 20 11.80 236 6 203 10 1 7 9 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCE............ 27 1 18 11.67 210 46 0 0 1 109 54 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCG. v v vevevnenen. 24 0 18 11.56 208 103 35 25 23 2 8 11 1 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCTC. v vvvn.n.. 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 . ¢ v e v v v v eeenenaenen. 23 0 17 11.29 192 23 153 3 2 2 9 0 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATC . v v v e eeeenenenen. 210 18 11.22 202 5 180 6 3 1 6 1 0 0 0 0
......................................................................................................................................................................... GATCACTCGGCTCATGGGTC. ... 20 0 20 10.55 211 76 0 52 300 38 6 9 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCGGC. « « v vvevn.n.. 28 O 18 10.00 180 80 34 30 0 7 29 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCT. .. .vovu.n.. 19 0 20 9.85 197 35 0 68 28 16 36 11 3 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGC .« v v vvneen.. 23 0 20 9.80 196 45 19 23 22 6 61 14 6 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGAT . v v v v v eeeeeenenenen. 22 0 18 9.28 167 115 9 22 8 1 3 6 3 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGC. ¢ v v v vvnen.en. 24 0 20 8.75 175 19 57 61 4 2 23 3 6 0 0 0
................................................................................................................................................................... GCGGTGGATCACTCGGCTC. o v v vvn.e.. 19 0 20 8.25 165 5 25 60 9 4 58 2 2 0 0 0
................................................................................................ TGTATTTTTAATTTCTTTCAATA . « & v e ettt e e ee e et et e et et et e e e et et et eeeae e taeeneaenaenaennenaea 23 0 20 8.25 165 0 0 133 0 0 32 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACT « v v v vvenevnenen. 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
................................................................................................ TGTATTTTTAATTTCTTTCAATARR . « . et et e et et et e e e et e e et e e e en e e taeneneaeeaeneeeeaeneneeneaeneeaea25 0 20 7.60 152 0 0 139 0 0 11 0 2 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACT .« v v veeennenen. 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. .o vvvevnennen.. 20 0 20 7.10 142 33 1 56 19 6 19 7 1 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCTCA. ... vv.... 29 0 18 7.06 127 29 95 0 0 1 2 0 0 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCTCA. .« vvu... 27 0 20 7.05 141 3 65 68 1 0 4 0 0 0 0 0
................................................................................................................................................................. AAGCGGTGGATCACTCGGC .+ v v ven.en.. 19 0 20 6.35 127 10 0 13 11 2 78 10 3 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCTC. . .vovn.... 20 O 20 6.25 125 2 0 54 9 1 55 4 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGAT . ¢ v v v v e eeeeeenenen.. 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. .. ..ov..... 18 0 20 6.10 122 0 30 29 18 15 24 6 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGAT . ¢ v v e e e eevnenen.. 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. « v venn.o. 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 . o v v v eveennen.e. 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. « v v vvvenewnen. 19 0 20 5.80 116 40 20 17 220 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. o v vvn ... 24 0 20 5.80 116 45 27 21 7 1 10 4 1 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATC . ¢ v v vt v veeenennenen. 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. .« v veenenennena.. 18 0 20 5.60 112 2 38 46 18 0 2 4 2 0 0 0
.................................................................. TGAAGGAATTGATATATGCCA . &+t e ettt ettt et ettt ettt et e e e ettt et e et e e e e e et e e e et e e ettt ettt ittt et e e i 210 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. « v vvenevenen. 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 . « ¢« e e ettt e et et ee e e e et e e et e et et e e e e e et et e et e e ettt e et et e e ettt et et e ie i e it et 20 0 20 5.35 107 O 0 88 2 0 17 0 0 0 0 0
.......................................................................................................................................................... ARACTCTAAGCGGTGGATCA . v vvvvvneeenen.o. 20 0 18 5.28 95 17 12 27 31 0 4 4 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCAC. « v vvvenneneen.o. 210 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. .. .v...... 21 0 20 5.05 101 12 0 39 6 0 42 0 2 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGAT .« o v e e eeeenennennen. 16 0 20 5.05 101 0O 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 . . o vvvvn.v.. 21 0 20 4.95 99 28 37 12 9 3 6 4 0 0 0 0
......................................................................................................................................................... ARAACTCTAAGCGGT . « v v v e eeeeieennennennen. 15 0 19 4.84 92 0 92 0 0 0 0 0 0 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACT e o v v e v vveeeenen.. 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. .« ot vveeenen.. 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 32 210 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. o v v vvveeenen.. 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 O 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. o« v vvven.e.. 23 O 20 3.95 79 7 45 22 0 1 1 2 1 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG. « v vvvenen.. 26 0 18 3.94 71 15 43 7 2 1 3 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGC. o« vvuen.n.. 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. « v vveenenaenen. 19 0 20 3.70 74 1 3 37 20 2 4 7 0 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGT . ¢ v vve e eeeeeenennnnen. 18 0 18 3.67 66 1 50 4 3 4 2 2 0 0 0 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTCGGCTCATG. ... .... 27 O 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
............................................................... TATTGAAGGARTTGATATA . « ¢ e et ettt ettt ettt e et e e e ettt e et e et e e e e e et e e e e e e e e e et e e e e e e e e et et ettt et et 190 20 3.60 72 0 0 25 5 12 24 0 6 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGATCACTCG. v vvveveen... 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. .o vvn.... 30 0 18 3.50 63 60 3 0 0 0 0 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGA. . o v vvveenenneneen.. 16 0 20 3.45 69 0 65 0 3 0 0 0 0 1 0 0
............................................................. TTTATTGAAGGAATTGATATATGC . & ¢ v v e ve e ettt e et et e e e e et e e et e e e e e et e e e e et e e e et e et e et e e e e ettt et et e ettt e 24 0 20 3.40 68 52 0 8 1 0 7 0 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTC. o vvvvvenenen.. 24 0 18 3.39 61 20 0 21 2 2 15 1 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCTCH.......... 28 1 20 3.30 66 6 0 56 0 0 4 0 0 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGAT . « v vt veeveeneennen.e. 210 19 3.16 60 41 2 4 2 3 2 5 1 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGG. « e vvvevenen. 20 0 20 3.15 63 15 13 8 13 0 10 0 4 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGG. « ot vvveenen.. 22 0 20 3.05 61 9 24 14 6 0 4 0 3 0 1 0
........................................................................................................................................................... AACTCTAAGCGGTGGATE. . v vvvvveeneenen.. 18 1 20 3.05 61 0 53 0 7 0 0 1 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGT . o e o v e v ee e eeennennen. 16 0 19 3.00 57 0 57 0 0 0 0 0 0 0 0 0
................................................................................................ TGTATTTTTAARTTTCTTTCAAT .« ¢ e vttt e et e e e e e et et e et e e e e e e et et et e et et et e it 22 0 20 3.00 60 0 0 57 0 0 0 0 3 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGATCACT . v v v evvennen.e. 26 0 17 2.94 50 13 0 21 1 7 8 0 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACT e v v v v vveevnenen.. 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. e v v v vvvvn.o.. 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. .+ v vvvueveen... 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
................................................................................................ TGTATTTTTAATTTCTTTCAATAR . &+« ettt e e ne e e e ettt et et e e e et et et ie e e aeeaeeaenaenaennenaes 24 0 20 2.70 54 0 0 48 0 0 4 0 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGT . ¢ ot v v eeeneeeeenennenaen. 17 0 19 2.68 51 0 51 0 0 0 0 0 0 0 0 0
.................. ARCTAAGACATTTCGCAGC . « vt ettt et ettt et et et ettt ettt et e e e et ettt et et e e e ettt et ettt e e et ettt e e e e e e e e e e e e e e e e 190 20 2.65 53 2 0 18 0 0 27 1 5 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCG. v v vennen.e.. 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. « v vvvenen... 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. .« vv.... 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. v vvvennen.e.. 22 O 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. « o v vevnen.en. 20 0 20 2.45 49 22 11 2 4 0 1 7 2 0 0 0
............................................................ ATTTATTGAAGGAATTGATATATGC .« &« ¢« vt o ettt e et et e e et et e e et e e e e e e et e et e e e e e e e e et et et e e e et et e te et e et iee e 25 0 20 2.45 49 41 0 4 0 0 2 0 2 0 0 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTC. ... vvvvuen.n... 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 . « ¢« e e e v et ettt et e e e e et ettt e et et e e e et et e et e e e e e et e e e et et e e e ettt e ettt ettt 190 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
............................................................... AT TGAAGGAAT TGATATATGCC . . ¢ ottt ittt et ittt et ettt e e ettt e ettt e et ettt e ettt e e et e 241 20 2.35 47 10 0 0 0 2 18 0 17 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCG. « v v veveen.en. 26 0 18 2.33 42 29 0 7 2 1 0 1 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATCACTCGGC. v v vvveene.. 29 0 18 2.33 42 35 0 0 0 4 3 0 0 0 0 0
.................................................................. TGAAGGAATTGATATATGCC . « .+ v e vt e et e et e e ettt e e et e et e e e e e et e e e et e e e e e e e e e et e e e e e et e et et ettt e e 2000 20 2.30 46 6 0 25 1 0 11 0 3 0 0 0
................................................................................................. GTATTTTTAATTTCTTTCART « & e v et e et u e te ettt e e e et e et e e e e e e e et e teeneneeetaeneneeaeaenneeeaena 2l 0 20 2.30 46 0 0 44 0 0 2 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCH. ........... 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
M043
V120
ATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTTTAATAACTGTTATATATCTTTATTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC female
Read # Hit |Total body male
e ok ek e ok ok e ok ok sk e ke ok ok e ok e ok sk sk sk ke ke ok ek ek ko kel k ok (L L L L COCCCCCCCECCC e .. .. DI e )) .Kkdkkkkkkkkkkhkkhkkhkkhkkhkkkkkkkhkkkkkkkkkkkkkkkkk*k**x 5jze Mismatch Count Norm Total body
............... ACTTTGATTCTGTARRAGCGTCGTAR .+« « e vttt ettt et et ettt ettt e e e e e e et et e e et e e e e e et et et e e e e e et e e e et et e e e e e e e e e e e e e e e et et e et et et et et e e 250 20 0.05 1 1 0
............................................... COATAT T TT TATGTAAATAACTTCCTT ¢ « ¢ v e e e e e ettt e e e e ettt a et et e e e e et e et et e e e e e e a et et e e e e e e e et et e e ae e e e e teeeaenaenaeneeaeenenaennenaeaa 2] 0 20 0.05 1 1 0
ATGTATTACGAATATACTTTG . + « e e v e e e e e et et e et e e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 21 0 20 0.05 1 1 0
....................... TCTGTARRGCGTCGTARATA . « . ot ettt et et ettt et et e e et e et ettt et e e e e e e et e et ettt e e e e et e e e e e e e e e et e ettt et e e e e e e e e e e e e e e 0200 20 0.05 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|lv2_chrun 1311:1-193 + |ldva 1793 |TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTEATTGAAGCAATTGATATATGCCAGTAAAATGGES S CTATT I T TAATTTCT T TCARTAAAAAAATTATTGACAATA-——~TATAG-AAA-TA-—-AAT-T-————————- AT-AAAACTCTAAGCGGTGGATCAC T~ =~ — = = = = — = = — = =~ — o o CGG--——————————- CTCATGGGTCG==—=——=————————————————————————_ ATG|
|droEre2|lscaffold 944:838-1030 +|lder 1518 |TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGCAATTGATATATGCCAGTAAAATGGESS=CTATTITTAATTTCTTTCARTAAAAASANATTGACATA-—-TATAR-2AAA-Tf8---AAT-T-————————- AT-AAAACTCTAAGCGGTGGAT CAC T — = = — === = — = = — = =~ — —— o o CGG-———————————— CTCATGGGTCG-————=———————————————————— ATG|
droSec2|scaffold 2529:2874-3066|dse 1841 [TACATAATGCTTATATGAAACTAAGACATTTCGCARCATTT-ATTTTAGGTATAAAAATALN---ATTIATTGAAGGAATTGATATATGCCAGTAAAATGGE-==CIATTTTTAATTTCTTTCAATAAAAAGANTATTGACANTA---TATAIY-A2N-Tf8---AAT-T--———————- AT-AAAACTCTAAGCGGTGGATCAC T - = === === = — = —m = o oo CGG--——-———————- CTCATGGGTCG==—==—==—=———————————————————— ATG
+
ldrosim2|lnode 127996:1-129 + ldsi_3247¢|EECATAATGCTTATATGAAACTAAGACATTTCGCARCATTT-ATTTTAGGTATAAAAATAR- -~ ATTIATSGAAGGAATTGATATATGCCAGTAAAATGGES - S CIATT T TAATTTICTITCAATAAA A ARANT AT Tl — — e e — W ————————- e e e - ---—-—----—- - - - -
dm3 chrUextra:4356396- TACATAATGCTTATATGAAACTAAGACATTTCGCARNCATTT-ATTTTAGGTATANAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGES = GIATTTTTAATTTCTTTCAATAAAAABATIIATTGACARTA- -~ TATAR}-ARA-T]§-—-AAT-T--——-—————- AT-AAAACTCTAAGCGGTGGATCAC T~ = === === = — = —m = o o o CGG--—=-—=—————- CTCATGGGTCG==—=——==—==——————————————————— ATG
4356588 +
AroPug1[so1160000408345 1115 T s B BE 08 R T T Foo————— e e s TS
1165 +
droBial|[scf7180000299694:351— TANATANTGETTATATRAAACTAAGACAT TTCGCAGCAT T/g-fTTTTAGGTATAAAAATARN- - - AL T TATTGAAGGAAT TGATATATGCCAGTAAARGGES==CTATT T TTAATTTCTTTCAATAA A A ABA TIMT TGACAA A - - - TE A el A 2 - el - - Al TR T - — - - —-—-- AT-AAAACTCTAAGCGGTGGATCACT — === == == == —— —— — o o T CTCATGGGTRG- - -~ =~ === — - — o m oo ATG
544 +
GroTak1|scE1180000415528:879- B GEAAARARICCARS: s ca PO, e CSRC C e A SO INEOgCoARAGCGCT TTCGACCGGCTGGAACTGGAGCGGTAAGT T TACCSARACCTGTAT TGT T T T TREEA T ACGAR TGCARAAAGT ARAGTCAARGCCAAGTARA
1103 -
droRhol|[scf7180000764814:201— TARNATANTGITTATATIAAACTAAGACAT TTCGCAGCAT T/g-lTTTTAGGTATAAAAALNAINE- - AT T TATTGAAGGAATTGATATATGCCAGTAAAATGGE===CTATTITTAATTTCTTTCAATAAAAAGATI® T TGACAAM- - - TR - 222 -A---AA T - - - ————- AT-AAAACTCTAAGCGGTGGATCACT — === == == == — = — = ————m oo CGG--—————-—-—-- CTCATGGGTCG=————=——=—=——————————————————————— ATG
395 +
droFicl|{scf7180000450074:780- ’ﬁATAETGTTATATQAAACTAAGACATTTCGCAGCATTTTTTTAGGTATAAAAAEAMATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAAATETTGACAAE———T@AE—EAA—TA———AAT—E —————————— - A A AACTCTAAGCGGTGGAT CAC T — = == == == == == —— — o o CGG-—=—=—-—=—-—-- CTCATGGGTCG===—==—=—=——————————————— ATG
973 +
droana3|scaffold 2263:320-515 +|[dan 4035 |EEEATARTCATTATATHAAACTAAGACATTTCGCARCARI T-ATTTTAGGTATAAAAATAR-- - ATTIATTGAAGCAATTGATATATGCCAGTHAAATGGES - CIATSTTTAATTTCTTTCAATAA AA A TRARTGACEANY- - - TETARATAT T A LT N S TSRy - — —- AT-AAAACTCTAAGCGGTGGATCAC T - === == == = = = = =~ — o o CGG-—=-—=———————— CTCATGGGTCG=——=— === === ————————————— ATG
droBipl|[scf7180000392609:4224- ’EATAETGETTATATEAAACTAAGACATTTCGCAECAETT—ATTTTAGGTATAAAAATAE———TTTATTGAAGGAATTGATATATGCCAGTEAAATGGT———GTATTTTTAATTTCTTTCAATAAAAAATEATTGACEAE———TTAEAE—TAM— ————— AT-AAAACTCTAAGCGGTGGAT CACT — = == == == = — —— —— oo CGG-=-—=—-—-—-—-- CTCATGGGTCG===—==—=—=—=——————————————————— ATG
4418 +
dp5 Unknown_group 34:5286- |ldps 4 ’ﬁATAGETTATATEAAACTAAGACATTTCGCAECATT—HTTTTAGGHATAAAAETA@——ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAAEAATTGACAAMT@AEAAA—A———AAT—H———E ————— BTAEA CTCTAAGCGGTGGAT CACT —— — == == ==~ — - ——— oo CGG—-——————————- CTCATGGGTCG-————————————————————————————— ATG
5480 +
droPer2|lscaffold 271:17934- ’ﬁATAGCTTATATEAAACTAAGACATTTCGCAECATT—HTTTTAGGHATAAAATAE——ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAA@AATTGACAAMT@EAAA—A———AAT—H———E ————— BT A eA C TCTAAGCGGTGGATCACT —— — =~ = == — = — - — - m - m oo CGG-——-—-—-—-—-- CTCATGGGTCG————=—=—=—=——————————————————— ATG
18128 +
droWil2|lscf2 1100000002192:486-|dwi 17 TAC T TAT[E TiAACTAAGACAT TTCGCAGCAT Ti-ETRT TG TRTA A - — -l T TTATTCAAGGAAT TdATATATGCCAGTAAAAT GG SCTATT I T T AATTTCTTTCARTAA A AANA TTATTGACHNNA - — - TR A A 2 - Sa NN A T - B — - -} - - ATE AIEA C TC TAAGCGGTGGATCAC T - — = — = == = = — - m o oo CGG-—-—=—=———-—-- CTCATGGGTCG===—==—=—=—=——————————————————— ATG
671 +
ldrovir3|lscaffold 7399:251-440 +| |7 2R aTETRaaacTARGACATTTCGCA C AIRe- AT TTAGGTAT AL ARRSARN- - - T TTATTGAAGGAATTGATATATGCCAGTAAAATGG S S CIATT T TARTTTCTTTCAATAAAAABA T THETGACEANA - - - T A A -F8- - - anT-[- - - NN -Br- ASACTC TAAGCGGTGGATCACT - =~ — === ===~ —— CGG--———————-—-- CTCATGGGTCG——————=———=————————————————————— ATG|
droMoj3|lscaffold 4169:3584-3773|dmo 3165 (THemmrARNcEMTATETIAAACTAAGACATTTCGCAICA RS- AT TTAGGTATAAARRRSAI- - - T TTATTGAAGGAATTGATATATGCCAGTAAAATGGIS = CITATTT T TAATTTCTTTCAATAL A2 AT THHET GACEIA - - - TE A A A -[d8- - - AAT - - - TRV - BT - AleA CTCTAAGCGGTGGAT CACT — = — =~ — = — - — - m oo oo CGG-—-—-—=—-—-—-- CTCATGGGTCG===—==—=—=—=——————————— ATG
+
ldroGrizllscaffold 1179:383-565 +|ldgr 475 |TiEeeeemmrATETRABACTAAGACATTTCGCARCATTE-BTTTTAGGT AN eAR- - - T TEATTGAAGGAATTGATATATGCCAGTAAAATGGS S CTAT T I T T ART T TCT T TCARTAA ARANA T TTTGACAA - - - TEA A AL -[dn - - An - - - TR e - AlJelA C TC TAAGCGGTGGAT CACT — = — = = — === == === ———————————————————————————— CGG--——————————- CTCATGGGTCG-—————=—————————————————————————— ATG|
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000002192:486-671
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Show Alternate Folds H
Flybase annnotation
rRNA [Dyak\5.8SrRNA:GE26502-RA]
Repeatable elements
|Name ”Class ”Family HStrand|
|AT_rich”Low_complexity”Low_complexity”+ |
mature star
1. dya 1793 v2 chrlUn 1311:64-84 + 1. dya 1793 v2 chrUn 1311:97-119 +
2. ¥2 chrUn 3920:708-728 + 2. v2 chrUn 3920:741-763 +
3. v2 chrUn 1938:233-253 - 3. v2_chrUn 4230:975-997 -
4. v2_chrUn 4644:179-199 - 4. v2_chrUn_1739:3330-3352 +
5. v2 chrUn 4933:1003-1023 - 5. v2 chrUn 1938:198-220 -
6. v2_chrUn 515823-43 + 6. v2_chrUn 4535315-337 -
7. v2_chrUn 3347:921-941 + 7. v2_chrUn 4644:144-166 -
8. v2_chrUn_5370:203-223 - 8. v2_chrUn _3347:954-976 +
9. v2_chrUn_5394:4341-4361 + 9. v2_chrUn_5370:168-190 -
10. v2_chrUn 5502:888-908 + 10. v2_chrUn 5394:4374-4396 +
11. v2_chrUn 3545:25719-25739 - 11. v2_chrUn 3472:94-116 -
12. v2_chrUn 061:6843-6863 + 12. v2_chrUn 5502:921-943 +
13. ¥v2_chrUn 063:7268-7288 + 13. v2_chrUn 35689-31 -
14. v2 chrlUn 235:7826-7846 - 14. v2 _chrUn 6746:1167-11809 -
15. v2_chrUn 244:4555-4575 + 15. v2_chrUn 061:6876-6898 +
16. v2_chrUn 376:5891-5911 + 16. ¥2_chrUn 063:7301-7323 +
17. v2_chrUn 490:2155-2175 - 17. v2_chrUn 235:7791-7813 -
18. v2 chrUn 687:4840-4860 + 18. v2_chrUn 325:1634-1656 -
19. v2 chrUn 711:5322-5342 + 19. v2_chrUn 376:5924-5946 +
20. v2 chrUn 926:1123-1143 - 20. v2 chrUn 687:4873-4895 +
21. v2 chrUn 252:436-456 - 21. ¥2_chrUn 4933:968-990 -
22. v2_chrUn 4230:1010-1030 - 22. v2_chrUn 2999:190-212 -
23. v2_chrUn 4535:350-370 - 23. dya 1817 v2 chrUn 5474:1248-1270 -
24. v2_chrUn 3472:129-149 - 24. v2_chrUn 3545:25684-25706 -
25. v2_chrUn 3568:44-64 - 25. v2 _chrUn 026:11212-11234 -
26. v2 _chrUn 6746:1202-1222 - 26. v2_chrUn 252:401-423 -
27. v2 chrUn 325:1669-1689 -
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
V120 GSM1528802 V058 M026 MO56 V052 V046 SRR1275484 SRR1275488 SRR1275486
TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATATATAGAAATAAATTATARAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total male follicle body head head embryo head embryo Male Male Male
dedk ok de ok de ok ok ko sk ke sk ok ok e ok ok ko ke ke sk ko (L COCCCCCCCCCCC- e ... I IO D)) e )) kkkkkkkdkkkdkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x** gjze Mismatch Count Norm Total body cells prepupae larvae prepupae
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCT. .. vvveuen.. 26 O 20 7843.75156875120737 13571 4323 7163 6650 1330 2956 134 7 4 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCTC. .. vvvu.n.. 27 O 20 1203.6024072 12503 4326 2979 1618 595 1388 615 46 2 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATC. « v v veeveeneeneen.. 18 0 20 723.45 14469 9 9311 313 2801 441 275 1291 28 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCT . v v v v venen. 27 0 18 710.94 12797 10173 952 327 473 546 152 164 9 1 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGC. o v vvvenen.. 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 . - « ¢ e e v e e ettt et e et e e e e e e e et e et e e e e e et e e et et e e e et e e e e e e e et e et e et et ettt 210 20 251.35 5027 2080 0 1350 360 12 0 66 1158 0 1 0
............................................................... TATTGAAGGAATTGATATATGC . « ¢ e e e et e et et e e e et e et e e e e e e et et e e et e et e e et et e e et et e e e et e e e et ee e e eeaeaeneaeaenenneaenena22 O 20 242.90 4858 1020 O 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 . v vvveveennen . 22 0 20 172.35 3447 1576 375 895 249 229 0 101 16 6 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT. o vvven.... 28 0 18 159.89 2878 2372 245 33 29 159 33 6 1 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCG. o v v vvvvnenen.. 23 0 20 149.05 2981 1286 972 370 207 8 0 90 45 1 1 1
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGG. « v vvvvennen.. 24 0 20 130.70 2614 706 1442 232 106 19 45 45 16 2 1 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACT .« v v vevvenenen.. 21 0 20 125.35 2507 497 485 927 306 20 115 147 6 4 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCTC. o v vvuv.... 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 . « + « e e et et et e e e et e et et e e ettt et e e e et et e e et e e e ettt e e e ettt e et te e ettt eteeaeneneeaenen 23 0 20 92.60 1852 99 5 201 29 12 1293 2 208 3 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCE............ 26 1 20 91.55 1831 155 1 2 15 1228 426 4 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCA . vt vvevneneeneen.. 19 0 20 76.05 1521 O 272 583 607 16 27 0 16 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCT . o vvvvvvnen. 25 0 20 71.70 1434 614 370 311 35 46 31 24 3 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCGGCT. o vvvene... 29 0 18 71.06 1279 1223 6 0 0 40 10 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGAT .« « vt eeeveennenaen. 17 0 20 66.65 1333 0 1195 0 136 0 0 0 0 2 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCAC. . v v vvvevevnenen.. 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 .« v v v veveeneennen.e. 19 0 18 57.50 1035 16 746 43 128 13 50 39 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGC . « v v v vvvenen. 26 0 18 50.67 912 268 313 98 27 59 130 6 11 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCT . « v vven.n.. 24 O 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 . v v v v v vvnen. 22 0 20 35.95 719 158 327 51 52 19 85 23 4 0 0 0
................................................................. TTGAAGGAATTGATATATGCCA . ¢ ottt et et ettt et e e et et et e e e et e e et et et e e et et e e ettt e e e ettt e e ettt ettt ettt et teeneneaenen. 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 . « et e e et et et e et et e e et et et et ettt e e et et e e e e et et e e e ettt e e e ettt e ettt et ettt et ieeaeneeene 210 20 26.45 529 142 0 183 0 29 0 11 162 1 1 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTCGGCT . v v v vvn.... 23 0 20 23.45 469 195 159 44 30 14 15 11 1 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. . vvvvn.n.. 29 O 18 22.61 407 228 137 1 0 21 20 0 0 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCTC. v vvvvn.en. 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 . o v vvvvn... 20 0 20 17.70 354 156 1 64 50 4 61 15 3 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATC. . o vvvveennennen.en. 17 0 20 16.55 331 0 331 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTC. o v venveneen.o. 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 . « « + e o et e et e e te e et e e e et e et e e e e et e et e e e e et e e e e et et e et e e e e e ettt e et et te et ettt 23 0 20 15.50 310 112 0 60 15 0 123 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 O 20 15.35 307 4 247 51 3 2 0 0 0 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. «ovvvvn... 23 0 20 15.05 301 25 146 47 14 0 60 5 4 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGG. v v vvvneen o 25 0 18 14.83 267 45 181 24 4 0 8 5 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC. v vvvenen.. 27 0 18 14.78 266 97 82 34 5 16 31 0 1 0 0 0
................................................................ ATTGAAGGAATTGATATATGCC . « o et v ettt et ettt e e ettt et e et e e e e e et et et e e e e e et e e et e e e e e e e et et e e et ettt 220 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 . v v eeeenvnenen.. 20 0 18 14.17 255 4 190 14 25 0 11 9 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATCACTCGGCT . v v v v vvne.. 30 0 18 13.72 247 247 O 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
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCE. .. ......... 26 1 20 13.30 266 19 1 0 7 237 0 2 0 0 0 0
............................................................... TATTGAAGGAATTGATATAT . « ot e et e et e et ettt ettt e ettt ettt ettt et ettt ettt e e e e e et et et ettt ettt ettt e i it 20 0 20 13.30 266 54 0 148 28 5 22 8 0 1 0 0
................................................................. TTGAAGGAATTGATATATGC . « « v e v e e ettt e e e e e et e e et e et e e e e e e e et e e e e e e e e et e e e et e e e e e et e et e et e ettt ettt 2000 20 13.25 265 78 0 57 0 3 61 3 63 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGAT . o v v v v vveeeenennenen. 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 . « ¢« + e et e et et te et e e e e e et e et e e e e e e e et e et e e e e e e e e e e e e e e e e e et e et et e et e ittt ettt 220 20 12.80 256 54 0 45 36 13 77 9 22 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. e v v vvvven... 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 . « « e ¢ e v e ettt et e e e et ettt e e et e e e e e et et e et e e e e e et et et et ae e e et ee e eae e aeeneaeaenaennena 2l 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 59 420 0 21 45 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCTCAT. . ....... 27 O 20 11.80 236 6 203 10 1 7 9 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCE............ 27 1 18 11.67 210 46 0 0 1 109 54 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCG. v v vevevnenen. 24 0 18 11.56 208 103 35 25 23 2 8 11 1 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCTC. v vvvn.n.. 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 . ¢ v e v v v v eeenenaenen. 23 0 17 11.29 192 23 153 3 2 2 9 0 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATC . v v v e eeeenenenen. 210 18 11.22 202 5 180 6 3 1 6 1 0 0 0 0
......................................................................................................................................................................... GATCACTCGGCTCATGGGTC. ... 20 0 20 10.55 211 76 0 52 300 38 6 9 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCGGC. « « v vvevn.n.. 28 O 18 10.00 180 80 34 30 0 7 29 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCT. .. .vovu.n.. 19 0 20 9.85 197 35 0 68 28 16 36 11 3 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGC .« v v vvneen.. 23 0 20 9.80 196 45 19 23 22 6 61 14 6 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGAT . v v v v v eeeeeenenenen. 22 0 18 9.28 167 115 9 22 8 1 3 6 3 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGC. ¢ v v v vvnen.en. 24 0 20 8.75 175 19 57 61 4 2 23 3 6 0 0 0
................................................................................................................................................................... GCGGTGGATCACTCGGCTC. o v v vvn.e.. 19 0 20 8.25 165 5 25 60 9 4 58 2 2 0 0 0
................................................................................................ TGTATTTTTAATTTCTTTCAATA . « & v e ettt e e ee e et et e et et et e e e et et et eeeae e taeeneaenaenaennenaea 23 0 20 8.25 165 0 0 133 0 0 32 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACT « v v v vvenevnenen. 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
................................................................................................ TGTATTTTTAATTTCTTTCAATARR . « . et et e et et et e e e et e e et e e e en e e taeneneaeeaeneeeeaeneneeneaeneeaea25 0 20 7.60 152 0 0 139 0 0 11 0 2 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACT .« v v veeennenen. 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. .o vvvevnennen.. 20 0 20 7.10 142 33 1 56 19 6 19 7 1 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCTCA. ... vv.... 29 0 18 7.06 127 29 95 0 0 1 2 0 0 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCTCA. .« vvu... 27 0 20 7.05 141 3 65 68 1 0 4 0 0 0 0 0
................................................................................................................................................................. AAGCGGTGGATCACTCGGC .+ v v ven.en.. 19 0 20 6.35 127 10 0 13 11 2 78 10 3 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCTC. . .vovn.... 20 O 20 6.25 125 2 0 54 9 1 55 4 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGAT . ¢ v v v v e eeeeeenenen.. 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. .. ..ov..... 18 0 20 6.10 122 0 30 29 18 15 24 6 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGAT . ¢ v v e e e eevnenen.. 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. « v venn.o. 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 . o v v v eveennen.e. 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. « v v vvvenewnen. 19 0 20 5.80 116 40 20 17 220 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. o v vvn ... 24 0 20 5.80 116 45 27 21 7 1 10 4 1 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATC . ¢ v v vt v veeenennenen. 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. .« v veenenennena.. 18 0 20 5.60 112 2 38 46 18 0 2 4 2 0 0 0
.................................................................. TGAAGGAATTGATATATGCCA . &+t e ettt ettt et ettt ettt et e e e ettt et e et e e e e e et e e e et e e ettt ettt ittt et e e i 210 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. « v vvenevenen. 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 . « ¢« e e ettt e et et ee e e e et e e et e et et e e e e e et et e et e e ettt e et et e e ettt et et e ie i e it et 20 0 20 5.35 107 O 0 88 2 0 17 0 0 0 0 0
.......................................................................................................................................................... ARACTCTAAGCGGTGGATCA . v vvvvvneeenen.o. 20 0 18 5.28 95 17 12 27 31 0 4 4 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCAC. « v vvvenneneen.o. 210 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. .. .v...... 21 0 20 5.05 101 12 0 39 6 0 42 0 2 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGAT .« o v e e eeeenennennen. 16 0 20 5.05 101 0O 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 . . o vvvvn.v.. 21 0 20 4.95 99 28 37 12 9 3 6 4 0 0 0 0
......................................................................................................................................................... ARAACTCTAAGCGGT . « v v v e eeeeieennennennen. 15 0 19 4.84 92 0 92 0 0 0 0 0 0 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACT e o v v e v vveeeenen.. 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. .« ot vveeenen.. 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 32 210 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. o v v vvveeenen.. 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 O 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. o« v vvven.e.. 23 O 20 3.95 79 7 45 22 0 1 1 2 1 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG. « v vvvenen.. 26 0 18 3.94 71 15 43 7 2 1 3 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGC. o« vvuen.n.. 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. « v vveenenaenen. 19 0 20 3.70 74 1 3 37 20 2 4 7 0 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGT . ¢ v vve e eeeeeenennnnen. 18 0 18 3.67 66 1 50 4 3 4 2 2 0 0 0 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTCGGCTCATG. ... .... 27 O 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
............................................................... TATTGAAGGARTTGATATA . « ¢ e et ettt ettt ettt e et e e e ettt e et e et e e e e e et e e e e e e e e e et e e e e e e e e et et ettt et et 190 20 3.60 72 0 0 25 5 12 24 0 6 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGATCACTCG. v vvveveen... 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. .o vvn.... 30 0 18 3.50 63 60 3 0 0 0 0 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGA. . o v vvveenenneneen.. 16 0 20 3.45 69 0 65 0 3 0 0 0 0 1 0 0
............................................................. TTTATTGAAGGAATTGATATATGC . & ¢ v v e ve e ettt e et et e e e e et e e et e e e e e et e e e e et e e e et e et e et e e e e ettt et et e ettt e 24 0 20 3.40 68 52 0 8 1 0 7 0 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTC. o vvvvvenenen.. 24 0 18 3.39 61 20 0 21 2 2 15 1 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCTCH.......... 28 1 20 3.30 66 6 0 56 0 0 4 0 0 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGAT . « v vt veeveeneennen.e. 210 19 3.16 60 41 2 4 2 3 2 5 1 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGG. « e vvvevenen. 20 0 20 3.15 63 15 13 8 13 0 10 0 4 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGG. « ot vvveenen.. 22 0 20 3.05 61 9 24 14 6 0 4 0 3 0 1 0
........................................................................................................................................................... AACTCTAAGCGGTGGATE. . v vvvvveeneenen.. 18 1 20 3.05 61 0 53 0 7 0 0 1 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGT . o e o v e v ee e eeennennen. 16 0 19 3.00 57 0 57 0 0 0 0 0 0 0 0 0
................................................................................................ TGTATTTTTAARTTTCTTTCAAT .« ¢ e vttt e et e e e e e et et e et e e e e e e et et et e et et et e it 22 0 20 3.00 60 0 0 57 0 0 0 0 3 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGATCACT . v v v evvennen.e. 26 0 17 2.94 50 13 0 21 1 7 8 0 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACT e v v v v vveevnenen.. 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. e v v v vvvvn.o.. 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. .+ v vvvueveen... 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
................................................................................................ TGTATTTTTAATTTCTTTCAATAR . &+« ettt e e ne e e e ettt et et e e e et et et ie e e aeeaeeaenaenaennenaes 24 0 20 2.70 54 0 0 48 0 0 4 0 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGT . ¢ ot v v eeeneeeeenennenaen. 17 0 19 2.68 51 0 51 0 0 0 0 0 0 0 0 0
.................. ARCTAAGACATTTCGCAGC . « vt ettt et ettt et et et ettt ettt et e e e et ettt et et e e e ettt et ettt e e et ettt e e e e e e e e e e e e e e e e 190 20 2.65 53 2 0 18 0 0 27 1 5 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCG. v v vennen.e.. 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. « v vvvenen... 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. .« vv.... 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. v vvvennen.e.. 22 O 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. « o v vevnen.en. 20 0 20 2.45 49 22 11 2 4 0 1 7 2 0 0 0
............................................................ ATTTATTGAAGGAATTGATATATGC .« &« ¢« vt o ettt e et et e e et et e e et e e e e e e et e et e e e e e e e e et et et e e e et et e te et e et iee e 25 0 20 2.45 49 41 0 4 0 0 2 0 2 0 0 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTC. ... vvvvuen.n... 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 . « ¢« e e e v et ettt et e e e e et ettt e et et e e e et et e et e e e e e et e e e et et e e e ettt e ettt ettt 190 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
............................................................... AT TGAAGGAAT TGATATATGCC . . ¢ ottt ittt et ittt et ettt e e ettt e ettt e et ettt e ettt e e et e 241 20 2.35 47 10 0 0 0 2 18 0 17 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCG. « v v veveen.en. 26 0 18 2.33 42 29 0 7 2 1 0 1 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATCACTCGGC. v v vvveene.. 29 0 18 2.33 42 35 0 0 0 4 3 0 0 0 0 0
.................................................................. TGAAGGAATTGATATATGCC . « .+ v e vt e et e et e e ettt e e et e et e e e e e et e e e et e e e e e e e e e et e e e e e et e et et ettt e e 2000 20 2.30 46 6 0 25 1 0 11 0 3 0 0 0
................................................................................................. GTATTTTTAATTTCTTTCART « & e v et e et u e te ettt e e e et e et e e e e e e e et e teeneneeetaeneneeaeaenneeeaena 2l 0 20 2.30 46 0 0 44 0 0 2 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCH. ........... 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
M043
V120
ATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTTTAATAACTGTTATATATCTTTATTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC female
Read # Hit |Total body male
e ok ek e ok ok e ok ok sk e ke ok ok e ok e ok sk sk sk ke ke ok ek ek ko kel k ok (L L L L COCCCCCCCECCC e .. .. DI e )) .Kkdkkkkkkkkkkhkkhkkhkkhkkhkkkkkkkhkkkkkkkkkkkkkkkkk*k**x 5jze Mismatch Count Norm Total body
............... ACTTTGATTCTGTARRAGCGTCGTAR .+« « e vttt ettt et et ettt ettt e e e e e e et et e e et e e e e e et et et e e e e e et e e e et et e e e e e e e e e e e e e e e et et e et et et et et e e 250 20 0.05 1 1 0
............................................... COATAT T TT TATGTAAATAACTTCCTT ¢ « ¢ v e e e e e ettt e e e e ettt a et et e e e e et e et et e e e e e e a et et e e e e e e e et et e e ae e e e e teeeaenaenaeneeaeenenaennenaeaa 2] 0 20 0.05 1 1 0
ATGTATTACGAATATACTTTG . + « e e v e e e e e et et e et e e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 21 0 20 0.05 1 1 0
....................... TCTGTARRGCGTCGTARATA . « . ot ettt et et ettt et et e e et e et ettt et e e e e e e et e et ettt e e e e et e e e e e e e e e et e ettt et e e e e e e e e e e e e e e 0200 20 0.05 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|lv2_chrun 1311:1-193 + |ldva 1793 |TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTEATTGAAGCAATTGATATATGCCAGTAAAATGGES S CTATT I T TAATTTCT T TCARTAAAAAAATTATTGACAATA-——~TATAG-AAA-TA-—-AAT-T-————————- AT-AAAACTCTAAGCGGTGGATCAC T~ =~ — = = = = — = = — = =~ — o o CGG--——————————- CTCATGGGTCG==—=——=————————————————————————_ ATG|
|droEre2|lscaffold 944:838-1030 +|lder 1518 |TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGCAATTGATATATGCCAGTAAAATGGESS=CTATTITTAATTTCTTTCARTAAAAASANATTGACATA-—-TATAR-2AAA-Tf8---AAT-T-————————- AT-AAAACTCTAAGCGGTGGAT CAC T — = = — === = — = = — = =~ — —— o o CGG-———————————— CTCATGGGTCG-————=———————————————————— ATG|
droSec2|scaffold 2529:2874-3066|dse 1841 [TACATAATGCTTATATGAAACTAAGACATTTCGCARCATTT-ATTTTAGGTATAAAAATALN---ATTIATTGAAGGAATTGATATATGCCAGTAAAATGGE-==CIATTTTTAATTTCTTTCAATAAAAAGANTATTGACANTA---TATAIY-A2N-Tf8---AAT-T--———————- AT-AAAACTCTAAGCGGTGGATCAC T - = === === = — = —m = o oo CGG--——-———————- CTCATGGGTCG==—==—==—=———————————————————— ATG
+
ldrosim2|lnode 127996:1-129 + ldsi_3247¢|EECATAATGCTTATATGAAACTAAGACATTTCGCARCATTT-ATTTTAGGTATAAAAATAR- -~ ATTIATSGAAGGAATTGATATATGCCAGTAAAATGGES - S CIATT T TAATTTICTITCAATAAA A ARANT AT Tl — — e e — W ————————- e e e - ---—-—----—- - - - -
dm3 chrUextra:4356396- TACATAATGCTTATATGAAACTAAGACATTTCGCARNCATTT-ATTTTAGGTATANAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGES = GIATTTTTAATTTCTTTCAATAAAAABATIIATTGACARTA- -~ TATAR}-ARA-T]§-—-AAT-T--——-—————- AT-AAAACTCTAAGCGGTGGATCAC T~ = === === = — = —m = o o o CGG--—=-—=—————- CTCATGGGTCG==—=——==—==——————————————————— ATG
4356588 +
AroPug1[so1160000408345 1115 T s B BE 08 R T T Foo————— e e s TS
1165 +
droBial|[scf7180000299694:351— TANATANTGETTATATRAAACTAAGACAT TTCGCAGCAT T/g-fTTTTAGGTATAAAAATARN- - - AL T TATTGAAGGAAT TGATATATGCCAGTAAARGGES==CTATT T TTAATTTCTTTCAATAA A A ABA TIMT TGACAA A - - - TE A el A 2 - el - - Al TR T - — - - —-—-- AT-AAAACTCTAAGCGGTGGATCACT — === == == == —— —— — o o T CTCATGGGTRG- - -~ =~ === — - — o m oo ATG
544 +
GroTak1|scE1180000415528:879- B GEAAARARICCARS: s ca PO, e CSRC C e A SO INEOgCoARAGCGCT TTCGACCGGCTGGAACTGGAGCGGTAAGT T TACCSARACCTGTAT TGT T T T TREEA T ACGAR TGCARAAAGT ARAGTCAARGCCAAGTARA
1103 -
droRhol|[scf7180000764814:201— TARNATANTGITTATATIAAACTAAGACAT TTCGCAGCAT T/g-lTTTTAGGTATAAAAALNAINE- - AT T TATTGAAGGAATTGATATATGCCAGTAAAATGGE===CTATTITTAATTTCTTTCAATAAAAAGATI® T TGACAAM- - - TR - 222 -A---AA T - - - ————- AT-AAAACTCTAAGCGGTGGATCACT — === == == == — = — = ————m oo CGG--—————-—-—-- CTCATGGGTCG=————=——=—=——————————————————————— ATG
395 +
droFicl|{scf7180000450074:780- ’ﬁATAETGTTATATQAAACTAAGACATTTCGCAGCATTTTTTTAGGTATAAAAAEAMATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAAATETTGACAAE———T@AE—EAA—TA———AAT—E —————————— - A A AACTCTAAGCGGTGGAT CAC T — = == == == == == —— — o o CGG-—=—=—-—=—-—-- CTCATGGGTCG===—==—=—=——————————————— ATG
973 +
droana3|scaffold 2263:320-515 +|[dan 4035 |EEEATARTCATTATATHAAACTAAGACATTTCGCARCARI T-ATTTTAGGTATAAAAATAR-- - ATTIATTGAAGCAATTGATATATGCCAGTHAAATGGES - CIATSTTTAATTTCTTTCAATAA AA A TRARTGACEANY- - - TETARATAT T A LT N S TSRy - — —- AT-AAAACTCTAAGCGGTGGATCAC T - === == == = = = = =~ — o o CGG-—=-—=———————— CTCATGGGTCG=——=— === === ————————————— ATG
droBipl|[scf7180000392609:4224- ’EATAETGETTATATEAAACTAAGACATTTCGCAECAETT—ATTTTAGGTATAAAAATAE———TTTATTGAAGGAATTGATATATGCCAGTEAAATGGT———GTATTTTTAATTTCTTTCAATAAAAAATEATTGACEAE———TTAEAE—TAM— ————— AT-AAAACTCTAAGCGGTGGAT CACT — = == == == = — —— —— oo CGG-=-—=—-—-—-—-- CTCATGGGTCG===—==—=—=—=——————————————————— ATG
4418 +
dp5 Unknown_group 34:5286- |ldps 4 ’ﬁATAGETTATATEAAACTAAGACATTTCGCAECATT—HTTTTAGGHATAAAAETA@——ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAAEAATTGACAAMT@AEAAA—A———AAT—H———E ————— BTAEA CTCTAAGCGGTGGAT CACT —— — == == ==~ — - ——— oo CGG—-——————————- CTCATGGGTCG-————————————————————————————— ATG
5480 +
droPer2|lscaffold 271:17934- ’ﬁATAGCTTATATEAAACTAAGACATTTCGCAECATT—HTTTTAGGHATAAAATAE——ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAA@AATTGACAAMT@EAAA—A———AAT—H———E ————— BT A eA C TCTAAGCGGTGGATCACT —— — =~ = == — = — - — - m - m oo CGG-——-—-—-—-—-- CTCATGGGTCG————=—=—=—=——————————————————— ATG
18128 +
droWil2|lscf2 1100000002192:486-|dwi 17 TAC T TAT[E TiAACTAAGACAT TTCGCAGCAT Ti-ETRT TG TRTA A - — -l T TTATTCAAGGAAT TdATATATGCCAGTAAAAT GG SCTATT I T T AATTTCTTTCARTAA A AANA TTATTGACHNNA - — - TR A A 2 - Sa NN A T - B — - -} - - ATE AIEA C TC TAAGCGGTGGATCAC T - — = — = == = = — - m o oo CGG-—-—=—=———-—-- CTCATGGGTCG===—==—=—=—=——————————————————— ATG
671 +
ldrovir3|lscaffold 7399:251-440 +| |7 2R aTETRaaacTARGACATTTCGCA C AIRe- AT TTAGGTAT AL ARRSARN- - - T TTATTGAAGGAATTGATATATGCCAGTAAAATGG S S CIATT T TARTTTCTTTCAATAAAAABA T THETGACEANA - - - T A A -F8- - - anT-[- - - NN -Br- ASACTC TAAGCGGTGGATCACT - =~ — === ===~ —— CGG--———————-—-- CTCATGGGTCG——————=———=————————————————————— ATG|
droMoj3|lscaffold 4169:3584-3773|dmo 3165 (THemmrARNcEMTATETIAAACTAAGACATTTCGCAICA RS- AT TTAGGTATAAARRRSAI- - - T TTATTGAAGGAATTGATATATGCCAGTAAAATGGIS = CITATTT T TAATTTCTTTCAATAL A2 AT THHET GACEIA - - - TE A A A -[d8- - - AAT - - - TRV - BT - AleA CTCTAAGCGGTGGAT CACT — = — =~ — = — - — - m oo oo CGG-—-—-—=—-—-—-- CTCATGGGTCG===—==—=—=—=——————————— ATG
+
ldroGrizllscaffold 1179:383-565 +|ldgr 475 |TiEeeeemmrATETRABACTAAGACATTTCGCARCATTE-BTTTTAGGT AN eAR- - - T TEATTGAAGGAATTGATATATGCCAGTAAAATGGS S CTAT T I T T ART T TCT T TCARTAA ARANA T TTTGACAA - - - TEA A AL -[dn - - An - - - TR e - AlJelA C TC TAAGCGGTGGAT CACT — = — = = — === == === ———————————————————————————— CGG--——————————- CTCATGGGTCG-—————=—————————————————————————— ATG|

Generated: 09/08/2015 at 07:55 PM

crit.star
crit.loop
crit.mor
crit.half
crit.total
crit.pairing
crit.top3
crit.tptop3
crit.uri
crit.back
rescue.total

rescue.dominant

rescue.known

rescue.confident
rescue.candidate

PASS/FAIL

OWOrRrFrROORRFRRFRPFRPROOOR
CWORrRrFRPROORRFRPRPFPOOOR
CUORFRPOORRLRRPFRPLOOOR

=
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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
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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
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_244:4555-4575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_376:5891-5911
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_490:2155-2175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_687:4840-4860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_711:5322-5342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_926:1123-1143
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_252:436-456
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4230:1010-1030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4535:350-370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3472:129-149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3568:44-64
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_6746:1202-1222
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
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Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dyak\GE17381-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads, show mid mismatch reads H
M043
V120 M026 SRR1275484 V058 SRR1275488 V052 M056
TAAAGACAAAGATGGATGAGGTTGGATGAGATTGTACAGGGGTGTTACATAAATTTCTTCAAGCCGAAAGTCTATGTAAATTTGGT TGGAATTCGGTGAGAAGAGATTTCTATAGCACTCTGAATAGAGCCTGAATCTTCCAAGCTAATCAGTTGAAAGTC female
Read # Hit |Total male head Male head body Male head embryo
AR R e N N N T N N O N 1)) I o)D) ) L)) ))))) ) ) .. KRk kkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k**x 5ize Mismatch Count Norm Total body prepupae larvae
........................................................................................ GAATTCGGTGAGAAGAGATTTC . ¢ o e v vt ettt te et e et e e ta e eaenennenenaeaenae 22 0 1 80.00 80 57 7 7 1 3 2 1 2
........................................................................................ GAATTCGGTGAGAAGAGATTT . « ¢ o e e e ee e e eeen e e eaeeeeaenseaeneeaeneeneaenneaanae2l 0 1 44.00 44 43 0 0 0 0 1 0 0
......................................................................................... AATTCGGTGAGAAGAGATTTCT ¢ et vt et e teee e e et e et ete e eeeaeneeaeneeaena 22 0 1 30.00 30 28 0 0 2 0 0 0 0
........................................................................................ GAATTCGGTGAGAAGAGATTT. . . . . oot i i i e et i e e e 22 1 1 20.00 20 19 0 0 0 1 0 0 0
........................................................................................ GAATTCGGTGAGAAGAGATTTCT ¢ & e v v e e ettt e et te et e e eee e eeaenennenenaenena 23 0 1 16.00 16 16 0 0 0 0 0 0 0
........................................................................................ GAATTCGGTGAGAAGAGATT . « e e et e te et e et e aeeee et eeneeaenennenenneaen 20 0 1 7.00 7 7 0 0 0 0 0 0 0
......................................................................................... AATTCGGTGAGAAGAGATTTC . ¢ o e v et et e te et e e eee e eeeeneieneneeaeneeaen 2l 0 1 6.00 6 4 1 1 0 0 0 0 0
......................................................................................... AATTCGGTGAGAAGAGATTT .+« o e e e te e e ee e e e eaeneeaeneeaeneeaenenneaenneaanae20 0 1 3.00 3 3 0 0 0 0 0 0 0
........................................................................................ GAATTCGGTGAGAAGAGATTTCH. . o .o i e i e e e e e e 231 1 2.00 2 2 0 0 0 0 0 0 0
........................................................................................... TTCGGTGAGAAGAGATTTCT « « v v v e v e te e e eeeme e eneeeenenaeaenaeaenneaeneeaea. 20 0 1 2.00 2 2 0 0 0 0 0 0 0
.......................................................................................... ATTCGGTGAGAAGAGATTTCT « ¢ v e e ee e et e e e e e e eee e eeeeneneeaenaeaenenaen. 2l 0 1 2.00 2 2 0 0 0 0 0 0 0
................................................................................... GGTTGGAATTCGGTGAGARG . - « ¢ s v o e e o s ae oo easoosasaneosassosassosasoasasaasssasneasass20 0 1 1.00 1 1 0 0 0 0 0 0 0
......................................................................................... P.V-Niilioleleliey.Nel.V-NeT.Ne N it - U PP N 1 1.00 1 0 0 0 0 0 0 1 0
.......................................................................................... ATTCGGTGAGAAGAGATTTC .+« e et te et e e e e e e eee e eeeneneeaenaeaenenaea. 20 0 1 1.00 1 1 0 0 0 0 0 0 0
.......................................................................... TGTAAATTTGGTTGGAATTCGGTGA + ¢« e v et e e et e e e ee e et e e e e eaeeeaeneeaeneeaeneeaenennenanaea25 O 1 1.00 1 1 0 0 0 0 0 0 0
......................................................................................... AATTCGGTGAGAAGAGATT « « « e ettt te et te e et e ettt te et eaeieeaeneaeneeaen. 19 0 1 1.00 1 1 0 0 0 0 0 0 0
.................................................. AAATTTCTTCAAGCCGARAGTCT . ¢« e e ettt et e et et e e et et et et et et e e e e e e et ettt et ettt e et te et it ea e 23 0 1 1.00 1 1 0 0 0 0 0 0 0
Anti-sense strand reads
ATTTCTGTTTCTACCTACTCCAACCTACTCTAACATGTCCCCACAATGTATTTAAAGAAGTTCGGCTTTCAGATACATTTAAACCAACCTTAAGCCACTCTTCTCTAAAGATATCGTGAGACTTATCTCGGACTTAGAAGGTTCGATTAGTCAACTTTCAG
Read # Hit Total
khkkkkhkhkhkkkhkhkhkkhkhkhkhkhkhkhkhkhkhhkhkhkkhhhkhkkhhk (((((((((._. (((((((((('. ((((((.. (((( ............ )))) .)))))) _.)))))))))) -._))))))))) L. kkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkkkkkkkkk gjze Mismatch Count Norm [Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|x:11900764-11900924 - |dva 55 |TAAAGACARAGATGGATGAGGTTGGATGAGATTGTA----- CAGGGGTGTTACATAAATTTCTTCAAGCCCAAACTCTATGTAAAT TTGGT TGGAATTCGGTGAGAAGAGATTTCTATAGCACTCTGAATAGAGCCTGAATCTTCCAAGCTAA——————————————————————— TCAGTTGAAAGTC
droEre2|lscaffold 4690:9673150- |der 57 |[AAchmACBATGGATGAGGTTGGATGAGATTITA- -~~~ CAGGGETGTTACATAAATSFCTTCAACCCCAAGTCTATGTANET TTGGTTGGAATT CRIGTGAGAAGAGAT TTCTATAGCANSCTGAAT AlAGHCI8GAATCTTCCAAGCTAA - -~~~ -~ === ——————— - —— TCAGTTGAAMGTC
9673307 +
droSec2|lscaffold 8:1718425- dse 116 FAAAMATGGATGAGETTGGAEAGATTGTE ————— WAGIGGTGTTACATAAATTTCTTCAAGCCCAAECTCTR TG THAATT TCIT TR GAAT TCHG TG AAGAINAT T THIT A T AGC AR T A GAGCC TGAATC T THC[EAGClAA - — - — - — - — -~ — - TCAGTTGAAGTC
1718579 +
ldrosim2|x:18325711-18325868 + [dsi 203|TEeANEIFNTcGATCAGRTTGCANNAGATTGT----- WAGIGGTGTTACATARATRTCTTCAANCCCAAECTCTR TG THAATT TCT TR GAAT TG TG AAGAINA T T THIT A TAGC AR T. N A GAGCC TGAATC T THC[EAGCl8ARA - — - — - — - — - — - — - — o — o — - TCAGTTRAAAGTC |
lam3 lchrx:19436179-19436341 +| B2 A oA TG GATRACRT TGGATRAGAT TG T NNTA GGGHT G T TANA TAAATITCTTCAANCCCARAGTCTE T G TR T T RT TCAATT CHINTScANGANAT T TE T A TA GC ARSC THIMMmRNG A GIC TGAATC T THC/EA GRfSA ARJIINE - - - - - = === —=——-——-= BRRICIATGARAGTC |
droEugl|scf7180000409109:15701- ‘EAETEGETGAGTTEAEATTA ————— ONET - eCTIRNSUN T/ V.Ul el i T T/AA TV VAA e CLNNA NN el TP ACIMI T TECAGA - - €GA - - jlNG - - CINEARNAA T - — -LUNAAINET TG ALVAA GG S0.VNelo LY .CE R e R e e e = — - ——
15825 -
droElel|scf7180000490709:12017- T - ———- cldcceeTcgraca TAEATTECETINSAINCCLRALNET s~ Tifelr 2 AR TEGE T T Al TG Tl NA AGAGAT T TC T(GNekiC A ClecilG A Tk LN~ AleC T Tee . i — — — - - TATTTATGATTAAAATAARTINCIRTINVNAAT
12153 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11900764-11900924
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11900764-11900924
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_55.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9673150-9673307
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_57.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1718425-1718579
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_116.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18325711-18325868
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
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490709:12017-12153
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Genomic Position 20 of & | | |
Size Condition 4753050 4753000 4752950
Genomic Position
Hairpin partition -#- Sense -# Antisense Mature
Hairpin partition Mature
dya_707_annot [-11.7]
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE2064 1-in]; CDS [Dyak\GE2064 1-cds]; CDS [Dyak\GE2064 1-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M026 M056
AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGGGTCCTTCATTTGCCTGTTTATATACT TTTGT TGTAAATGT TGGTCTTAT TCACAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG female
Read # Hit |Total head body |embryo
e sk ek ok e ok ok e sk e ke ke ok e ok ke ok sk ke ke ke ok ke ke ke ke ke ke ko ko (L (e (OO e e e e e e e e e e e MM DI)IN)) e kkkhkkhkhkkhkhkhhhkhkkhhkhkkhhkkhhkhkkhhkhkhhkhkkhhkhkkhkhkkhhkkkhhkkkkx size Mismatch Count Norm | Total
....................................................................................... TAAATGTTGGTCTTATTCACA . « e e et et ettt te e ettt e e et et e e et te e eaeeaenes 21 0 1 31.00 31 3 1 0
....................................................................................... TAAATGTTGGTCTTATTCACH. - .« oot i e ittt et e e 21 1 1 2.00 2 2 0 0
....................................................................................... TAAATGTTGGTCTTATTCAC .+« e et et e te e e e e te e ettt e et et e et ee e eeeeaenen 20 0 1 2.00 2 1 1 0
.................................................................................................................. ATCAGTTGTTTGTCAACTATACGCGC . v v v v e e e eaennnn 26 0 1 1.00 1 0 0 1
....................................................................................... TAAATGTTGGTCT TATTCACH. - o ot e e e e 21 1 1 1.00 1 1 0 0
Anti-sense strand reads
M026 V046 V058
TTGACGTCGACCTCGAGGACGGCGCTCCCGACGTGGAGTAGTGAGTGGTTCACCCAGGAAGTAAACGGACAAATATATGAAAACAACATTTACAACCAGAATAAGTGTCCACGGTAGTCAACAAACAGT TGATATGCGCGTAGGGCAAGTCGCTTACCC
Read # Hit |Total head|/embryo head
Je ke ok ok e ok e ok ko ok ok ok ok ke ke ke ok sk ke ke ke ke ke ko (L (e (OO e e e e e e e e e e e MMM DI)IIN)) e kkkhkhkhkhkhkhhkhhhkhkkhhkhkhhkkhhkkkhhkhhhkkkhhkhkhkhkrkkhhkkkhkrkkhkx size Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
larovak3|[31.:4752919-4753077 - ldya_707|AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGGGT-CC-——T--=-TCA----TTTG----CCTGT-———————————————————~— TT--ATATACTT-TTGTTGTAAAT-—==-- GT-------- R C-TTA----- TTCACAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG
droEre2|scaffold 4784:6891693- AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGT/®GGT-CC-—-T----[4¥e----TigG----cCTigd------—-—————————————- TT--ATATACLIT - TR TN TARATIN- — - —- ------- T R C R e e C-TTA----- BT ClCAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG
6891849 -
droSec?2|scaffold 2:4173863-4174016 AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTHAGT-fdc---T--—-T8----Tf\rG----ccTaf-—-—----—- - —- TT--ATATANAT - TR - ———— ------- BrE-Er-— - C-TTA--—--- TlelJ8ICAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG
ldrosim2|31:4141330-4141482 - I |AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGRGT-[ely---T----Tfga----TRrG-—--ccTa-——-—-- - - - - TT--ATATINS - T TR Y- —— - —————- G- C-TTR-—--- N ECICAGGTGCCATCAGT TGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGG
dm3 llchr31,:4181152-4181304 - I |22lTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACRTCATCACTCACCAAGTGGGT -IM- - -B----[d8a----TlrG----ccraf- - - - - - - - - - - TT--ATAT/INS - T TR - —— - —————- IR e e C-TTA----- TJ8CAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTTCAGCGAATGGE)
droEugl|scf7180000409466:1946549- AACTGCAGCTGGAGCTCCTGHCGCGAGGGCTGCACCTCATCACTCACCAAGTHNGT-lC- - -I84- - -[feh - - —- T/} - — - -fc - - - - —-————- - - SEERINA RN C TAGRIN - - [iA - - - GAREEEE B------- gee--— e-dra---—-- NS AGGTGCCATCAGT TGTTTGTCAACTABACGCGIATCCCGTTCAGCGAATGGG
1946704 -
droBial|lscf7180000302428:888221- AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGGGT-CC-— - --[XJel- - - - TE¥ X - — - — iV} - - - - - oo G NNGIGT AR - -[{AC]i- - -AAGCTAT - - SEEEEES G- R e e e . ATHCI R Tle8CAGGTGCCATCAGTTGT TTGTCAACTATACGCGCATCCCTTCAGCGAATGGG
888377 =
droTakl|lscf7180000415707:45542— AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGT GG -cl-------Tlga----\riXe- - -ci¥\ gy - ———————————- - IR T A B - - iiACl- - -AAGATAT - - CEEEEEE G- E - - R e e e BB AN YN YA GG TGCCATCAGT TGTTTGTCAACTATACGCGCATINCCGTTCAGCGAATGGG
45704 +
droElel|lscf7180000491249:5044040- AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTHGGT-IN-—-t----Bca-—--TI¥8-—--cErhl-------—-———————————- JliA TINNCAATEC - -[ililcc- - - -AACCAR- - EEEEEEE = T e TGTAR- - TEEEE T NSCAGGTGCCATCAGT TGTTTGTCAACTARACGCGCATCCCGTICAGCGARTGGG
5044194 -
droRhol|scf7180000766748:21349- AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGRGT Y- - -[ofd)- -I¥\n - - — [Ny - - \cTRlR-—-—----—--—--—--—-——- iCATEOAG CINCRIN - - liGCil- - -AAACCAl - - EEEEEEEE - - - e e E-TTA--—-- N CAGGTGCCATCAGT TGTTTGTCAACTATACGCGCATCCCHTTCAGCGARTGGG
21504 +
droFicl|lscf7180000454113:1411768— AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGTGGGT-RC-—-ThN- -L8la - — - I\ iy - - e - - - - - - - —————————————- GAAGGGINICE G- -WAC]i- - -cAACTAR- - EEEEEEE = R T e -TTA--—-—- TV NECAGGTGCCATCAGT TGTTTGTCAACTATACGCGCATICCGT TRAGCGAATGGG
1411924 -
droKik1l|scf7180000302383:565501~ AACTGCAGCTGGAGCTCCTGCCGCGAGGGCTGCACCTCATCACTCACCAAGT T -e- — -1} - — - ENel- - LG T TEVY- — - PR T —— - ————————- G AR T TAARIN - - - - - - —- - AAREEEE sy - --pyrpy-gr--9----------------- - -\ - o :\. €\il. € . .n . . i i i i —_—_—— - pyelfel- - —py-C-RTi-———-L¥¥XCAGGTGCCATCAGT TGTTTGTCAACTARACIACGCATCCCGTTHAGCGARTGGG
565663 -
droAna3|lscaffold 13337:14602329- AACTGCAGCTGGAGCTCCTGRCGCGAGGGCTGCACCTCATCACTCACCAAGTNAG/ESRChEerY- - - -Hen - — - -[hmc- -V - — - A GRENA GINC/llGEA - - AACH- - - AATEEEES - - EEEEEE I CE — A e c-gn----- TEEICAGGTGCCATCAGTTGTTTGTCAACTABACGCGCATCCCGTTCAGCGAETGGG
14602482 -
droBipl|lscf7180000396641:708943- AACTGCAGCTGGAGCTCCTGHCGCGAGGGCTGCACCTCATCACTCACCAAGTINGE-INY- - - (ST N VNN - R G--IXefyegy- -————————————————— IGERIA GICINGE - - - - - - - --- AAACTAA--CEEEEEEs G- — R e e XrTa-—-—- N CAGGTGCCATCAGTTGTTTGT CAACTABACGCGCATCCCGTTCAGCGAETGGG
709098 +
B |xR_group8:8346781-8346947 - |2acTecaceTeeaceTecTalcGcGAGGGCTGCACCTCATCACTCACCARGTINAGT - ---B--- - B -EXgrXeG----ccTgd- - - - - - - - - - - - - - —————- S P T/elC 2 ATICIE AN - - - - [ I A T A T C (] ATTCNCH- A T ETYECAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATCCCGTRCAGCGARIGGE|
|droper2|scaffold 40:538392-538447 -| |AACTGCAGCTGGAGCTCCTCHCGCGAGGGCTGCACCTCATCACTCACHAACTINGT -Ha- - - —— - — — .
droWil2|scf2 1100000004762:3924722— AANTGCAGCTGGAGCTCCTGCCGCGAGGGHTGCACCTCATCACTCACCAAGTGGT-fc---}---- B GCTAAAGIACCGARTAACCATATTTCEEEEEEEEEEEEE - - — - —- Tl - - AT - - - A2 R Il T GG G CG A T R C I e e T B-TTH----- TTCRAGGTGCCATCAGTTGTTTGTCAACTATACGCGHATIACCET THAGCGAATGGG
3924890 -
drovir3|lscaffold 13049:2057886- dvi 400|[AACTGCABCTGGAGCTCCTCHCGCGAGGGCTGCACCTCATCACTCACCAAGTINAGT-[Ne-- -1 - - -Ren - - - -GS - - - R T N T S N N N N TN T T N T i e~ ——— - ----—--- = R T e e TTTCH-RUICTEEEE ETleeCAGGTGCCATCAGETGTTTGTCAACTATACGCGCATRCCTicAGCGAATGGE
2058046 -
droMoj3|lscaffold 6654:1793537- AANTGCAGCTGGAGHTCETGlCGCGAGGGCTGCACCTCATCACTCACCAAGTINAGT-INE- - - 8- - - - R T T A AN C A C e A I - — R A T 2 S —EENCEUYAT A B GEA I - — - — - IR T G A T C A A A - - — T L CTTCEREEEE Cc-IATh----- I NS CAGGTGCCATCAGTTGTITGTCAACTATACGCCRATICCET THAGCGAATGGG
1793700 +
droGri2|lscaffold 15110:3108633~ AACTGCAGCTGGAGCTCCTGHCGCGAGGGCTGCACCTCATCACTCACKRAGTINGT-INE- - -1\ - - - D .\ T - —— — — - — - - - i - e — — == == cliTTaccanali-B- -EEEE CATTAAATGAGATTCGTAATAAATCCATCACCAATCATTTAAATGAAATTACCAATAATCCCAATAREREIA TTCH-BilcI CEEEE [IJ\ACAGGTGCCATCAGTTGTTTGTCAACTATACGCGCATICCGTTIAGCGAATGGG
3108838 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:4752919-4753077
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:4752919-4753077
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_707.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:6891693-6891849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:4173863-4174016
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:4141330-4141482
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:4181152-4181304
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:1946549-1946704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:888221-888377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415707:45542-45704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:5044040-5044194
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766748:21349-21504
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:1411768-1411924
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302383:565501-565663
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:14602329-14602482
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396641:708943-709098
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8346781-8346947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:538392-538447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:3924722-3924890
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2057886-2058046
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_400.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:1793537-1793700
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3108633-3108838
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ATCCCAGTTACGCACAGCTAGAAGAGATCGGATCGGCGTCGATCGGATTAAGTCTGCCTAACTGCTGTCTTGCAGGGCTGTAGGCTTTGGTCCAAAATTTAGTCTACAGTCGCTGCGATTCCGGGCAGT TGAAATGATGCAAGATGARAGAGAGCCCGGTCCATAACACT TAACGCTTTGTGCACCGTACAATTC female
Read # Hit ||Total embryo male embryo body | head head
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............................................................................................................ GTCGCTGCGATTCCGGGCAGT « « ¢ v v e et e e ettt e e e e e et et e et ee e te e ta e eaenneaenaenaea. 2l 0 1 6.00 6 3 2 0 1 0 0
............................................................................................................ GTCGCTGCGATTCCGGGC - + ¢ v v e e e et e e e e e et et ee e e et e e ae e e e eeeenetaeaaenaeneeaenaenae. 18 0 1 6.00 6 5 0 0 0 1 0
........................................................................................................................................ ATGCAAGATGAAAGAGAGCCCGGTC . v vt v vt ve e eeeeieeeieeaeenaenaeen. 25 0 1 5.00 5 3 1 0 1 0 0
............................................................... elo) et o ele). NeTeleT oL e iy XeTeT NN~ S 1 4.00 4 2 2 0 0 0 0
....................................................................................................................................... GATGCAAGATGAAAGAGAGCCCGGT + ¢ v vt vve e ve e eeeeieeiieenaeennennee 25 0 1 3.00 3 1 2 0 0 0 0
........................................................... AACTGCTGTCTTGCAGGGCTGTAGGC . + ¢« e e v e e e et et e ae e te et e e e et e e et e et e e e et e et e e et et e et et e et e e et e e e te et e ta e etneenaeenaenaeen. 26 0 1 3.00 3 2 0 1 0 0 0
................................................................................................. TTTAGTCTACAGTCGCTGC « « v vt e e te et e e e e et et e e et e e e e et e e e e e ettt e e et e ie i et iie e 190 1 2.00 2 1 0 0 1 0 0
............... AGCTAGAAGAGATCGGATCGGC « « ¢« v e e e e e e ettt et e e e e e e e e e e a et et e e e e e e e e e a e et e e e e et e e e e e e e e et et et e e e et et e ettt ettt 22 0 1 2.00 2 2 0 0 0 0 0
........... GCACAGCTAGAAGAGATCGGATC « & ¢ v v e v v e e et ettt et e et e et ettt e e ettt e e ettt e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 230 1 2.00 2 2 0 0 0 0 0
................... e VX)Xl N o el o] e o PP - N 1 2.00 2 2 0 0 0 0 0
............................................................................................................ GTCGCTGCGATTCCGGGCAGTT « « v v e v e e ue et e e e et e e e e et e e e e et ee et eie e eiaeaeennena.. 22 0 1 2.00 2 1 0 0 1 0 0
.............................................................................................................................................. GATGAAAGAGAGCCCGGTC e « vt v e eee e eneeieeneenaeennennaee. 19 0 1 2.00 2 1 1 0 0 0 0
....................................................................................................... CTACAGTCGCTGCGATTCCGGGC + -« v v v et e e e et ettt e e ettt e e ettt e ettt te e et ieeeaeaeeneeea. 23 0 1 2.00 2 1 1 0 0 0 0
.................................................................................................................... GATTCCGGGCAGTTGARATG . « + ¢ e e et e et et ta et ae e e e et ta e eaeeiaeeeenneenaeennenaenn. 20 0 1 2.00 2 1 0 1 0 0 0
....................................................................................................................................... GATGCAAGATGAAAGAGAGCCC . ¢ v vt et te e e eeeeeieeieeaeeaenaeneen. 22 0 1 2.00 2 2 0 0 0 0 0
.................................................................... CTTGCAGGGCTGTAGGCTTTGGTCC « « v e v v e e e e e ee e et e e e e e e et e e e e et e e e e e et e e e et e e et e e e et et ee et ee e e e taeeeeneenenaenaeaa 25 0 1 2.00 2 1 1 0 0 0 0
................................................................................................ ATTTAGTCTACAGTCGCTGC « « v v et e e e e e te et e et et e e e et et e ettt e e et e e e te et e ie e eie e eie e 20 0 1 2.00 2 0 0 2 0 0 0
................................................................................................................................................................. CATAACACTTAACGCTTTGT. . ....cvueen.. 20 0 1 2.00 2 1 1 0 0 0 0
............................................................................................... AATTTAGTCTACAGTCGCTGC « « e vt e ue et e e e et et e e et e e e e et e e e e e ettt e e et e e ie e et iie e 210 1 1.00 1 1 0 0 0 0 0
................................................................................................ ATTTAGTCTACAGTCGCTGCG e « v v e e vttt e ee et e e ettt e et et e et a e et ta e eae e taeeae e eneeneeneeea. 21 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................. ARATTTAGTCTACAGTCGCTGC . ¢ v e et e ettt et e e e et e e e e e ettt e e et e e e e et e et ittt e e 220 1 1.00 1 1 0 0 0 0 0
.................. TAGAAGAGATCGGATCGGCGTCGATC « & ¢ v e e v ettt e e ettt e e e e et e et e e ettt e et et et e e e e et et e e e et et et e et et et e e e et e e e e e e e e e e e e e e e e e e e e et 260 1 1.00 1 0 1 0 0 0 0
................................................................................................................................... AAATGATGCAAGATGARAGA . « ¢ o et et e et eeene e eneaenaenreneeaennea. 20 0 1 1.00 1 1 0 0 0 0 0
.............................................................. i eloh el ok feoy.NeTeeT ol e i Ve e o NN < 1 1.00 1 0 0 0 1 0 0
............................................................................................................................................ AAGATGAAAGAGAGCCCGGT + v v v e e e eve e eeeeieeeneenaennnenaee. 20 0 1 1.00 1 0 1 0 0 0 0
.......................................................................................................................................... GCAAGATGAAAGAGAGCCCGGTC . « vt v vt ee i ieeeneennennaeennenaeen. 23 0 1 1.00 1 1 0 0 0 0 0
...................... e el olele). N o]elelele i ole) N ele] eV i A~ AR 1 1.00 1 0 1 0 0 0 0
............................................................................................................ elieleledielelel Vit o] e clcle o\ AN - B0 1 1.00 1 0 0 0 0 1 0
................... AGAAGAGATCGGATCGGCGTCGATCGGAT « « « « v e e ve e et e e te e et et et ettt et e e et et e e e ettt e e e et e et e e e et e e e e et e et e e e e e e e e e e e e e e e e e e e e e e 290 1 1.00 1 0 1 0 0 0 0
................... ey VN eyNe) N el ele). N o] el ele] el o c7- il olc L B 1 1.00 1 0 1 0 0 0 0
....................................................................................................................................... GATGCAAGATGAAAGAGAGCCCGGTC e « o vt v et ee e eeeceeenneeeneenneennes 26 0 1 1.00 1 0 1 0 0 0 0
................................................................................................................................. TGAAATGATGCAAGATGARAGAGA . « ¢ v e et ee e et eeeieeeneeaeeneenneennenn. 24 0 1 1.00 1 0 1 0 0 0 0
................ GCTAGAAGAGATCGGATCGGC. - . o ottt e e et e et e e e e e e e e e e e e e e e e e 22 1 1.00 1 0 0 0 0 1 0
..................... ARGAGATCGGATCGGCGTCGAT . &+« v e ue et e e ue ettt ettt e et et e e et et e et et e et e et e et et e e et et e e et et e et et e ettt e e e e e et e e e e et e 220 1 1.00 1 1 0 0 0 0 0
........................................................................................................ TACAGTCGCTGCGATTCCGGGCA L &+ v v e ettt e e et e et e et et e e e ettt e e et et ie e eee et ea e 230 1 1.00 1 1 0 0 0 0 0
............................................................................................................ GTCGCTGCGATTCCGGGCAGT. - o v ottt ettt it it ittt ittt et i e en e te e eeeineneneene 22 1 1 1.00 1 1 0 0 0 0 0
.............................................................................................................................................. GATGAAAGAGAGCCCGGTCCATAACACTTA . « ot vveeeeneeennennen. 30 0 1 1.00 1 0 1 0 0 0 0
i ole]e) ek iy NoleToyNo) el ol YTV N 220 1 1.00 1 0 0 0 1 0 0
................................. CGGCGTCGATCGGATTARGTCTGC . + ¢ v e e e e e ue et e e e et e e e e e e e et e et e e e e e e e et et e e et e e e e et e e et et e e e et e e e e e e e e e e e e e e e e e e e et 240 1 1.00 1 1 0 0 0 0 0
................................................................................................................................. TGAAATGATGCAAGATGARR . .+t et te e tee e et ae e eneeaeeneenaeenaeea. 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
................................................................................................................................... ARATGATGCAAGATGAAAGAGAGCCCGGT .« vt vt v et iee e e eeieeaeennenn. 29 0 1 1.00 1 0 1 0 0 0 0
..................................................................................................................................... ATGATGCAAGATGARAGAGAGCCCG . « « v vt e v eeeee e eeeenaenaeneeaennenaea 25 0 1 1.00 1 0 1 0 0 0 0
........................................... CGGATTARGTCTGCCTARCT « &+« e et ettt e et e e et et e e et et e e e e e e e e e e et e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e 2000 1 1.00 1 1 0 0 0 0 0
......................................................................... e el el o el et eT ol e e o PP - I ¢ 1 1.00 1 0 1 0 0 0 0
............................................................................................................................................... ATGARAGAGAGCCCGGTCC . + v o vt e e eeeeieeeeeeneeeneenneen. 19 0 1 1.00 1 1 0 0 0 0 0
.......................................................................................................... CAGTCGCTGCGATTCCGGGC « « ¢ v v e e ettt e e ta e e et ea e e et e e ae e taeeaeeaeeneeeneenaeennenaeea. 20 0 1 1.00 1 1 0 0 0 0 0
............................................................................................. ARAATTTAGTCTACAGTCGCTGC . + ¢ v v e vt e e et e e e e e e e e e e et e e e e et e e e e e et e e e ettt e e i ie e eiaeeeee. 230 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 O 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................................................. ATAACACTTAACGCTTTGTGCACCGT....... 26 0 1 1.00 1 1 0 0 0 0 0
..... AGTTACGCACAGCTAGAAGAGATCGGATC .« ¢t v e te ettt te ettt e et et e e e et e e et et e e et e e e e ettt et e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e 290 1 1.00 1 1 0 0 0 0 0
....................... &3 Xey N eleTey. N Lo eleTe] L o] c ¥ N 1 I 0 1 1.00 1 0 0 0 0 1 0
........................................................................................................ TACAGTCGCTGCGATTCCGGGCAGT . « « e e v e e e et et e e e ta e ee e et ae e et eae et aeenaeenaenaeenaeeaees 25 0 1 1.00 1 0 0 1 0 0 0
.............................................................................................................................................. GATGAAAGAGAGCCCGGTCC . v vt v e e et iee e eieeeaeenaennaa. 20 0 1 1.00 1 1 0 0 0 0 0
.............................................................................................................................................. GATGAAAGAGAGCCCGGTCCATAAC . « v v ot e eeeeeeneenennenaen. 25 0 1 1.00 1 0 1 0 0 0 0
................................................................................................................................. TGAAATGATGCAAGATGARAGA . ¢+t et et e e tetee e eaenaenatneeaennenaes22 0 1 1.00 1 1 0 0 0 0 0
........................................................... ARACTGCTGTCTTGCAGGGCTG « « e e v v e e e e et e e e e e et e e e e e et e e e e e e e e e e e e e et et e et e e e e e e et e e e e et e e e e e e e et 200 1 1.00 1 1 0 0 0 0 0
............................................................................................ CARAATTTAGTCTACAGTCGCTGC . + ¢ v e e v e e ue et e et e ettt e e e e e e e et e e e et et et te e e te e eieeeaeeaeeneenneen. 24 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................................. AAAGAGAGCCCGGTCCATAAC . vt e e ieeeneeneeeneenneen. 210 1 1.00 1 1 0 0 0 0 0
...................................................................................................................................................................... CACTTAACGCTTTGTGCACCGTAC..... 24 0 1 1.00 1 0 0 1 0 0 0
.................................. el eloleliele). i o] eT ey N i1y V-\e L iU PR - B0 1 1.00 1 0 1 0 0 0 0
................................................................................................................................... AAATGATGCAAGATGARAG . « « ¢ o et et e e e ce e e enecaenaenneneeaenaen. 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 . « ¢« et o e te e e eieen e ea e enaennenenaenaeaa 23 0 1 1.00 1 0 1 0 0 0 0
................................................................ ohieli ol elof Nelelel ok el I ele] ol i i e el o] NN PP~ I ¢ 1 1.00 1 1 0 0 0 0 0
................................................................................................................................. TGAAATGATGCAAGATGAAAGAGAGCCC . « t o vt et eeieecneeeneneennecnaeen.e 28 0 1 1.00 1 0 1 0 0 0 0
............................................................................................................................................. AGATGAAAGAGAGCCCGGTCC e v vt ve e eie e ieeeeeeeeenaeennenn. 21 0 1 1.00 1 1 0 0 0 0 0
....................................................................................................................................... GATGCAAGATGAAAGAGAGCCCGGTCCAR. . ... .. .. i 29 1 1 1.00 1 1 0 0 0 0 0
......................................... ATCGGATTAAGTCTGCCTARCTGCTGTCT « ¢« « e e e e e et e et e e et e e e e et et e e e et et et e e et et e e e e et e e e e e et et e e et et et e e e et e ee et ee e enetaeaenaeneeaenaenaea29 0 1 1.00 1 0 0 0 0 1 0
........................................................................................................................................ ATGCAAGATGAAAGAGAGCCCGGTCC . ¢ v v e e eneteeeeenecneenennenaes 26 0 1 1.00 1 1 0 0 0 0 0
....................................................................................................................................... GATGCAAGATGAAAGAGAGCCCGGE. . .o v it ee 25 1 1 1.00 1 1 0 0 0 0 0
..... ek o elel o Ne o F-Ne V.V N~ I 1 1.00 1 0 0 0 1 0 0
...................................................................................................................................................... AGAGCCCGGTCCATAACACT . ¢ v vt vveeeeeeeeennennees 20 0 1 1.00 1 0 0 1 0 0 0
............... AGCTAGARGAGATCGGATC . + ¢« e et ettt et ettt e et e ettt e ettt e e e ettt e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 190 1 1.00 1 1 0 0 0 0 0
................................................................ CTGTCTTGCAGGGCTGTAGGC . + « « v e v e et e e ettt e e e e et e et et e e e e et e e e e e et et e et e e e e e et et et et te et e e e e ta e neeneeenaeneaea. 2l 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................................................. ATAACACTTAACGCTTTGTGCACCGTAC..... 28 O 1 1.00 1 1 0 0 0 0 0
................................................................................................................................. TGAAATGATGCAAGATGARAGAGAGCC . ¢ v vt vt te e eeene e eeeenaenacnneaennenaes 2] 0 1 1.00 1 1 0 0 0 0 0
......................................................... CTAACTGCTGTCTTGCAGGGCT « « -+ e v e e e e e e e et e e e e e e e ee e e e e e e e m e e et ta e e e e e e e e e e e e e e e e e et e et ee e e e eae e tnseeeeaeeaeeneenaeennenaeea22 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................... AAATGATGCAAGATGAAAGAGAGCC . . vt vt te e et ieeeieeeaenaenneenneea.e 25 0 1 1.00 1 1 0 0 0 0 0
................... AGRAAGAGATCGGATCGGCGTCGATC « & v ¢ v e vt e e ue et e e et e e e et te e e et e e e e et e e e et et et e e e e et e e e e et e e et e e et e e e e e et e e e et e e et et et e ettt 250 1 1.00 1 1 0 0 0 0 0
................................................................................................. TTTAGTCTACAGTCGCTGCGATTCCGGGC  « v v vt e e e e e ue et e e e et e e e e et et e e e et e et e e ee e i 290 1 1.00 1 0 1 0 0 0 0
....................... &y Ne N eleley N o cleTe] L o] e N o N D5 O 1 1.00 1 1 0 0 0 0 0
........................................................................................................................................... CAAGATGAAAGAGAGCCCGGTCC t o vt v e v e et eeeieeeeeneeaennenaen. 23 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................................................... CAAGATGAAAGAGAGCCCGGTC . ¢ vt e v eeeneteeeeenncneeaennenaena. 22 0 1 1.00 1 0 0 0 1 0 0
......................... &3 N o ele) N ofe]etoleki ol el Xl olcTe . LN AP~ B 1 1.00 1 0 0 0 0 1 0
...................... e el olele). i o] eTelo]eL: lofc)-X: NN AP~ B 1 1.00 1 0 0 1 0 0 0
...................... e et olele). X o]eTclole:ifolc .Y [N~ N 1 1.00 1 1 0 0 0 0 0
......................................................................................................................................... TGCAAGATGAAAGAGAGC . ¢« e vt ot e e e e e iieeiaeenaennaenaee.. 18 0 1 1.00 1 1 0 0 0 0 0
...................... e et olele) i o] eTclel e olc N o NS~ S 1 1.00 1 0 1 0 0 0 0
........................................................................................................................................ ATGCAAGATGAAAGAGAGCCCGGR. . .ot i it i ie e 241 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................... AATGATGCAAGATGAAAGAGAGCCCGGT . « v vt eeeeen e ieeeeenncneeaennenaen. 28 0 1 1.00 1 0 1 0 0 0 0
..................................... GTCGATCGGATTARGTCTGC « &+t v e et e e e ettt e et e et e et et et e ettt et e e e e e e et e et e ettt e e e et e e e e e e e e e e e e e e e e e e e e e e e e e et 2000 1 1.00 1 0 1 0 0 0 0
............................... ATCGGCGTCGATCGGATTARGTCTGC . « ¢« v e et e e e e e et e e et e e e et e e e et e e e et e e e et ee e et e e e e et e e e et e e e et e e e et e e e et e e e te e e e ee e eae e tae e enaenaeenaenaeena. 26 0 1 1.00 1 0 1 0 0 0 0
............ 0 X0) Neloli N eT. VN eFNe . o] e cy- NP N -4« I ¢ 1 1.00 1 1 0 0 0 0 0
............................................................... GCTGTCTTGCAGGGCTGTAGGCTTTGGTC « « v e v et e e ue et e e e et e e e et e e e e e e e e e e e e e e e e e e e e e e e e e et e e e ettt et e e et ie e 290 1 1.00 1 0 1 0 0 0 0
..................................................................................................................................................................... ACACTTAACGCTTTGTGCACCGT....... 23 0 1 1.00 1 1 0 0 0 0 0
............................................................. ohifeloli el ol elerNeTelel ot eli y-Ne] clo PP S 1 1.00 1 1 0 0 0 0 0
................................................................................................................................. TGAAATGATGCAAGATGARAGAGAGCCCG . « v v vt e e e eieeeeieeieeneeaeeaennenees 29 0 1 1.00 1 0 1 0 0 0 0
............................................................... GCTGTCTTGCAGGGCTGTAGGCTTTGGT . « ¢« v e v e e e e e ee et e e e e et e e e et e e e e e et e e e e e e e et e e e et et e e et e te e et eie et e e e naeaneenaeea. 28 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M026
TAGGGTCAATGCGTGTCGATCTTCTCTAGCCTAGCCGCAGCTAGCCTAATTCAGACGGATTGACGACAGAACGTCCCGACATCCGAAACCAGGTTTTAAATCAGATGTCAGCGACGCTAAGGCCCGTCAACTTTACTACGT TCTACT TTCTCTCGGGCCAGGTATTGTGAATTGCGAAACACGTGGCATGTTAAG
Read # Hit Total head
khkkkkkhkkhkkkkkhkhkhkhkhkhkhkhkhkhkkkkkhkkkhhkhhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkk (((.. .. ((((((((. .. ((((((((((((((((( .............. ))))))))))) .)))))) ..... )))))))) .. ..))) ...... khkkkkkkkkkkkkkhkhkhkhkhkkkkkkkkkkkkhkkhkkhkkhkkkkkkkkkkkx*x gjze Mismatch |/Count Norm Total
...................................................................................................................................................... TCTCGGGCCAGGTATTGTGAATTG . « v v v e e eveeennenn.. 24 0 1 1.00 1 1
.......... elo]el el JoTes N o Lo ol N To] o L PP S 0 1 1.00 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldarovak3|21:3063696-3063890 + laya 1801 |aTccc------------oo——- AGTT--ACG—--—CACAGCTAGAA-~GAGA— == === == ===~ = =~ =~ o o TCGGATCGGCGTCGATCGGAT ————=—————————— TAAGTCT-GCC--TAACTGCTGTCTTGCAGGG=CT==GTAGGC---TTTGGTCCAAA--~ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGT TGAAA-TGATGCAA-GATGAAAGAGAGCCC--~GGTCCATAACACTTAACGCTT--TGTGCACC-GT—-~—-——-—- ACAATTC--—--—-——-—-- |
droEre2|lscaffold 4929:3115440- der 1527 ||ATCCC-—--—-——-————ooc—- AGTT--ACG—-——CACAGC TAGAA-—GAG A= = = ==~ — = — = = — = o - TCGGATHGGCGTCRATCGGAT—-—————-——————- TeallTcT-GCC--TAACTECECTCTTCCACEE=CT==CTAGGC - - - T T[€GGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-[GATGCAA-GATGAlEAGCMGCCC--—\GTCCAT§ACACTTAACGCTT--TGTGCACC-GT—--——————- ACAQTTH--—--—---—-—-—- q
3115632 +
droSec2|scaffold 5:1224940-1225143(dse 1854 |[ATCCC-—-—-——-—-—-———————- AGTT--ACG----CACAGCTAGAA--GAGAINYINY- - --@OF%E- -~~~ A TIGGATIRIGCGTCGATCGGET - - - - - - - === ———- T2l TCT-GCcC--TAACTECTETCTTCCACEE-CT--CTAGCC - - TT§GGTCCAAA---ATTT-AGTCTACAGTCLEACTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAlAC MG CCC—-—\GTCCATAACACTTAACGCTT--TGTGCACC-GT-—-—————-— ACAATTC--—-—-—-——-—-
+
ldrosim2|21:2946882-2947085 + ldsi_32463[laTCCC———————————————————— AGTT--ACG----CACAGCTAGAA--GAGAWNEG@N----F¢€- - - - - - - - -\ - -\ -~ - RriiccaTiiiGCcceaTcooT-- - - - - - - —-———- TlgaRTCT-GCC--TAACTECTETCTTCCACEE-CT-~CTAGEC - - TT§GGTCCAAA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGTTGAAA-TGATGCAA-GATGAACMGCCC—-—\GTCCATAACACTTAACGCTT--TGTGCACC-GT-—-——————— ACAATTC--—-——————-—- |
|am3 lchr21:3067697-3067900 +  |ldme 436 |aTCCC----------——--oo-——- AGTT--ACG----CACAGCTAGAA--GAGAINNRPINN- —— e - —— -~~~ =~~~ m oo ATHGGATIIGCGTCGATCGGAT ————— =~ ===~~~ TlgaTCcT-GCC--TAACTEEEGTCTTGCAGGGE-CT-~GTAGGC - - - TTEGGTCCAAA---ATTI-AGTCTACAGTCHCTGCGATTCCG-GGCAGT TGAAA-TGATGCAA-GATGARAGMGCHC-- -G TCCATAACACTTAACGCTT--TGTGCACC-GT-—-~~—~-—~ ACAATTR{------------- |
droEugl|scf7180000409554:3024270- ATCCC—=——————————————————— AGTT--ACG----CACAGCTARAA--cAGAINYEINY-—--OF%E- ErcceeaTccilc®ecaTceeaT-- - - - - - - - ———- TlegalTcT- G- -TAACTECTETCTTCCACEG-CT-~CTACLNC - - - T[§TGGTCCAAA---ATTT-AGTCTAWAGTCGCTGCCATTCHG-GGCAGT TClAA -EoATIN A AllcA TG Al Al cCcCC—- —IX¥ccaTldacacTTarcGeTT--TGTGCACC-RAT - - - - - - ——— ACARMTH--—-—-—-——-—-
3024474 -
droBiallscf7180000302188:2121990- adccc—-—-—-mm AGTT--ACG----CACAGCTAGAE--cacrpg¥Yeyyes®Y----@F®€- -\~~~ -\~~~ -~~~ -~~~ Eegelele - -\ rhiccaiicclle TlecATCGGAT - - - - - - - - - - - - —- TEATCE-GcCc--TAACTECTETCTTCCACCE—Cle--CTACLNC - - - TTTGGTCCAAA---ATTT-AGTCTACEGTCGCTGCCATTCCG-GGCAGTTGAAA-EGATGCAA-GCARGAlEACACHC - - -l cTccaialdacTTAACGCTT--TGTGCACC-GT-- - - - —-—- - AcAfgrTC--—-—-—-—---
2122199 +
droTakl|scf7180000415438:753081- ATCCC—=—————————————————— AGTT--[0CG-—-—CACAC i~ — R — — =~ = === == === mmmm e m e m A CC TcATCGEAT -~ - - -~ - - - - - ——— eercT-ccc--TAACTECTETCTTECACEE-Cld-~CT/eeINe- - TTTGGTCCARA---ATTT-AGTCTAEGTCGCTGCCGATTCCG-GGCAGT TGAAA-[ECATGCA- A TCAE A CAC CC - — - N, T AACGC T T -~ TGTGCACC - - ————-—-—- ] — - — === —=—==~=~-
753236 -
droElel|scf7180000491046:1758532- ATCCC—=———=——————————————- AGTT--ACG----CACAGHTAGAA--GAGARINY IO [fefel - ATcGGATHGGGTgcATCGGAT - - - - - - - = - = - ———- TlEl8GTCT-GCC--TAACTECEETCTTCCACS N -CT--CTAGHC - - TTTGGTCCAAA---ATTT-AGTCTACAGBCGCTGCCATTCHG-GCCAGTTGAAA-EGATGCAANGATGAlACCCCC—-—I\cilccaTfdacacTTARACGCTT--TGTGCACC-GT-- - - - - —- - ACARTTC--—-—-—-——-—-
1758736 +
droRhol|scf7180000780028:158211- ATCCC—=——————————————————— AGTT--ACG----CACAGCTAGAE--GAGAIN N [l RArcceatcciEldcaTiceaT-- - - - - - - - - ———- TG TCT-GCC--TAACTECHETCTTCCACEG-CT-~CTARNC - - TTTGGTCCAAA---ATTT-AGTCTANAGTCGCTINCGATTCHiG-GECAGT TGAAA-TGAT[SCAA-GCAGAlACMCCCC—- - TCCATACACTTAACGCTT--TGTGCACC-GT---—-———-— ACAETTC--—-—-—-————-
158414 +
droFicl|scf7180000453924:1051713- Alccc--—-—--mmm AGTT--ACG----CACAGCTAGAA-—GAGAR g e -~ — = — = — = ==~ ————— oo ArceeaTiccilcTlgcATCGAT-- - - -—-—-- ettt C T-GCC- - TAAC TECETCTTECACEC-Cled==CTACLNC - - - TTTGGTCCAAA---ATTT-AGECTACECECCCTINCGATTCCG-GECAGTTGAAA-EcATECAlE- cATCenclfmecccC - - -[XX8ccliTdacACTTAACGC TT-- TGTGCACC-GT-- - - - ———- - PNFACIIe A G TAGT TCAGTAC]
1051928 +
droKik1l|lsc£7180000302246:274508-
274654 +
droAna3|scaffold 12916:9588076- dan 4042 [ATCCC-—-———=--—-——————————- AGTTEENACG---—CACAGCTIRIAL - — G~ — =~ = === == == === ——m o m oo - Bt A IO T - — - — - — == === ——— TR T CT-Sc I TAACTECTETCTTCCACLNCICT--CTleciNC - - - TcceTccana---QTTR-HcTCTACACECINC TGCEATTCCG-GECAGT TGAAAETGA T A A - WA G e~ e C CCLY YNNI A T/ c AffdTRECGC TT-- TGTGCACC-Gg---—--—-—-- ACH -~ === === === —-
9588247 -
droBipl|scf7180000396580:1442837- ATCCC—————=——————————————— AGTTERENACG---—CACAGCTIRIAL - — G/~ — =~ = === == == === —mmm oo o - e - 2 T CEACIeEY- — - — - — -~ ——————— TR T CT-ScCiMTAACTECETCTTCCACECHCT-—CTleciNe - - -l TceTccana---QrTR-fcTcTacAagEcecTeceaTTCCAEGECAGT TClEA AlgT AN CEA - AR Ve cliciY- — [N TR C A T/da cAlfd TRECGC TT-- TGTGCACC-Gg---—--—-—-- ACH -~ === === === —-
1443009 +
dp5 Unknown singleton 3046:18-|dps 31 Fcc ———————————————————— ARTT--ACG----CACAGCHARAA - - AcA TN N NN N e el — - — - — - - - B G 2. T C GGATfg - - — - — - - - B----- Ty TN Cl - - TAAC TECHETCTECCACEEECT-—CTleeiNce - -\ri\cerccana---ATTTAGTCTACAGLNCGCTGCEATTCCG-GGCAGT TG A M- EGA T mamCac” e cClE- - T A TldacacTTarRNGC TN - - TG TGCcACiY- Gl - - - - ---- acagril---------—--—-
207 +
droPer2|scaffold 1:8612775-8612986(dpe 229 |[ATLRCINGIN-LRIITNNTNREINNLS i T- - ACG----CcAacAGCAEAA - I ncAlT NN NN N e el — - — - — - - - - B G . T C GGATlg - - — - — - - - ----- T TLENNS Cl- - TAAC TECETCTTCCACECECT-=CTleeiNe - -\ri\cerccana---ATTTAGTCTACAG N CGCTGCEATTCCG-GECACT TG A - EGA T - R Cac~ i cicle - - TN a TfdacacTTarRGC T - - T TecACiY- Gl - - - —--- lacalgTRl-------—--—-—-
droWil2|scf2 1100000004945:407265-|dwi 5419 |[ATCHC-—-—-—----—-oco——- AGTR--ACG----cACAGHTA AN C AT T ey — - — [ - - —— — - — - - - -- - - - - - AATERGAINTASNRA TAAGTTATRATCCAGTGAINSGEA T TRELINA T cloCleliehilelFNE[ele TRl T TV AAAGAA T CCA/HEANIFNINT TN~ AIB T CITINNTINE A T CRINEle Nitde T[eRlelelFNA NI NN TRGA -CcA- - -B- - - - — - — - B — [ - - -[NGTEIe - BRI A - - —— == —=—==~=~-
407435 +
drovir3|scaffold 12963:14467459- (dvi 24646|ATREEINYS S Teb Tl Vel — - ——— - - AGTT--[AG-—--CALNCREE — - — et it — — — = = = = = = = = = = = = ICTANGINAATGEUNVNe el Clellsuibiielor\acleClohiileiGeATARCAAA ANV CEE -\ i B \n e/ CINDC G e Thleleler-Nilie T/clelelo) NehpdedN - B - - - — - — - B - — - — - ———————— Bl — — — — - T T TINNAINNA TShEELIA iNelf-Non TehiA AACATGGGRING - - - - - EEE R
14467611 -
droMoj3|lscaffold 6500:15423874- dmo_ 3155 |ATEEC---------—-—--—-—-—- ARTT--fcG--- L\ EicEAEA A - A A - - - — - - CCCACAACCAACGATTTTGGACGGTAACAACA[CACICIEA S C R [eler B rcleifebdi- - TAAC TECCTCTTCCACELEICT= = CTlecLble - M NccTCcCAri- — - AlXET- AT CleA cAeRIGC TGCCAT TCCG-GGCAGT TG Ade-EG ARG CA A -BR e A R - — — e — — i — . - — - — = === == - — - — -
15424047 -
droGri2|scaffold 15252:2029205- dgr 469 |ATEEIE--------------—-————- INA I CEEINSTAA T T /NI A TGN TN N GG A A TCA TR C A T A AT T TGTATATCAATCTAT AT AATC T R et — — — = = = = = = = = = = = = TASNEAT-GIM- - TaACTECEETCTICCHCEEECT==CHececr)- M \cc TccAan AN A INE T - ficleclea c Al chClec CeA T TG TG CA G T T A - - e C i — — ~ LG T T 7 R NC T T - ~ A Thic ACH- - —-—-—-—-- - — - — -
2029382 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:3063696-3063890
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:3063696-3063890
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1801.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:3115440-3115632
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1527.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:1224940-1225143
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1854.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:2946882-2947085
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32463.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:3067697-3067900
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_436.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:3024270-3024474
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:2121990-2122199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415438:753081-753236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:1758532-1758736
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780028:158211-158414
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453924:1051713-1051928
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302246:274508-274654
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:9588076-9588247
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4042.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396580:1442837-1443009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_3046:18-207
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_31.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:8612775-8612986
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_229.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004945:407265-407435
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14467459-14467611
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24646.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:15423874-15424047
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3155.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:2029205-2029382
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_469.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}

dya 740 |3L:8720164-8720220 + |candidate | Mirtron ||intron

Legend: mature Star [t N Rl d a0 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE2166 1-in]; CDS [Dyak\GE21661-cds]; CDS [Dyak\GE21661-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M056 M026 V046 V058
TAGAGGGGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGT TTCTAAATGGTAAGTGGATCTTTTGTGATATTTTTT TGTACAGATTAATAGAATTTCTGCTTTTAGCTAATATTCAAATTGT TGGCATGAGTGCCACAATAGGAAACCTCAGCGAA
Read # Hit |Total embryo head embryo head
e ok e ok ek ok ok e ok ek ok ke ok e ok e sk ke ke ok e ok sk ke ke ok ek ke ke kb (. (OO e (e e e e e 1))) 2 )))))) o i) )))))) L. S kkkkkkkkkkdkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total
..................................................................................... TTAATAGAATTTCTGCTTTTAG . « o e v e ve e et eeee et e e e eeeeieaeeeaenenaenenae 22 0 1 11.00 11 7
.................................................. GTAAGTGGATC T T TTGTGATATT ¢« ¢ e e e e e et et e e et e e et e e e e e e e e e e ea e e eaeneaeeneaseaeneeaeneeneaeneeaenenneaea23 0 1 2.00 2 2
..................................................................................... TTAATAGAATTTCTGCTTTT ¢ v vt e et te e et ete e e e e e teeeeeeeaeneeaenenaenen. 20 0 1 1.00 1 0
Anti-sense strand reads
V058
ATCTCCCCGGTGGAACCTCCGAAAGGAATGGTTTCACTACAAAGATTTACCATTCACCTAGAAAACACTATAAAAAAACATGTCTAATTATCTTAAAGACGAAAATCGATTATAAGTTTAACAACCGTACTCACGGTGTTATCCTTTGGAGTCGCTT
Read # Hit Total head
dekdkdkkkkdkhkkkkkkhkhkkkkhkkhkhdkkkkhkkhdkrdkkdkkrkrdkrrkk (.. (CCCCCe oo (e enn.. 1))) 2 ))))) ) i) )))))) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldarovak3|[31.:8720114-8720270 + |dya 740|TAGAGGGGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATGEIAAGTEEAT === ==CITTTCTC-——~ATA-—==—=—=-=---———-——-——— === TITTTTTGTACAGAE———————=- T-TAATAGAATTT---—-—-—-- CT-GCTTTTAGCTAATATTCAAATTGTTGGCATGAGTGCCACAATAGGAAACCTCAGCGAA |
droEre2|lscaffold 4784:3232507- TAGAGGHGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATG ACC —hy- erTTTTGTARRNA - - == TGGCARIINAAGCIN T I T T T TAGC[@AATATTCAAAT TGTTGGCATGAGTGCCACAATAGGAAACCTIAGCGAA
3232666 -
ldrosec2|scaffold 0:419542-419698 + || [BacacececcaccTTGGAGCTTTCCTTACCAAAGTGATGTTTCTAAATG c AT Gh{- ST TTTTGTACAGA-———————= T-TAATEGAATTT-——--——-- T T YT AGC[@AATATTCAAAT TGT TGGCATGAGTGCCACAATAGGAAACCTCAGCGAA |
ldrosim2|31:7941948-7942104 + | [BacacececcaccTTGGARGCTITCCTTACCAAAGTGATGTTTCTAAATG 2l AllTiA Ghi- IerTTTTGTACAGAS-— === —- T-TAATEGAATTT---—-—--- Ty T e TAGC@AATATTCAAAT TGTTGGCATGAGTGCCACAATAGGAAACCTCAGCGAA |
am3 llchr31.:8132195-8132351 + lldme 474||TAGAGGGGCCACCTTGGAGGCTTTCCTTACCAAAGTGATGTTTCTAAATG Gli- IETTTTTGTACAGA=—=——=—- T-TAATEGAATTT---—-—--- T T TleTAGC@AATATTCAAAT TGTTGGCATGAGTGCCACAATAGGAAARCTCAGCGAA |
droEugl|lscf7180000409524:509659- TAGAGGGGCHACCTTGGAGGCAT THCT®ACCAAEGTGATGTT TITIEAATG AllaaTiTTARSS- c c IerTTTTG A CH A - - cRgN-—--- pYeT T ———————- cr-clgrrrraccandATTCAAATTGT/§GGCATGAGTGClEACEATAGGARANCTCAGCGAA
509812 -
droBiall|lsc£7180000302428:1119246- FAGAGGEGCCACQTTGGAGGCQTTCCTEACQAAGTGATGTTTETEAATG ANAATCT Gy - IWCIICCA! GA ACIEENANT R TG EEEEP T T- T TARNEAT T T - - - - —- - T -clTTIEAGCEAATATIICAAAT TG T§GGCATGAGTGCCACEATAGGARARC THAGCGAA
1119403 -
droTakl|lscf7180000415862:204640— FAGAGGEGCCACTEGAGGCETTCCTEACCAAGTGATGTTTETEAATG AINA I GGt - CIT clic cCililiiten T cAIEEEEEEPEE &-raQraGAATNE--—-—---- Nr-F\rrrfaccleraSarTTcAAATTGTEGGIATGAGTGCCACEATAGGARARCTCAGCGAA
204796 +
droElel|scf7180000491249:6106567- AGAGGEGCCACCTTGGAGGCTTTCCTACEAAGTGATGTTTETEAATG cTcGEAETH- CjiC T A AIGENCINTAGT TAIEEEEEEEE T-EaaTANeATTT--—-—-—-- eI eTleA G Cen oA T TCAAAT TG T8GGCATGAGTGCCACEATAGGAAACC TIAGHGAA
6106724 -
droRhol|lsc£7180000777746:906-1062 +| |racaccieccaccrreeaceeTTTCcTEACRRAGTGATGTT THIIEAATG AGccEaREE - c G Aciilccliana clEGEEEEEEEEE T-TAATAQAETTT--—-—-—-- co-rrrfdaccedderTTcaraTTGTEcGCATGAGEGC A ClgAaTAGGAR AR CTCAGHGAA
droFicl|scf7180000454065:454250- FAGAGGGCCACCTTGGAGGCETTCTTACEAAAGTEATGTTTETAAATG GRTEARES - GILEITHIT c ACGIRENTGITGCIEEEEEE e T-TAAFeAelde- - - —-—--- CT-GCTTTEAGCEA AT CAAATTGT/@GGCATGAGTGCCACAATAGGARACCTNACGAA
454406 +
droKikl|lsc£7180000302274:487830- IecEccilcccacerToeacecrTiicTACCAN G TGATGTTTCT/gAATGEE aalicallacac@iliiceac A CChBNCIEINEIIT A TAGEEEEE T Er-TERTAGEATTT---———--- pr-EerreacclaaTarTcaaaTreTcclaTGAGTGCCcACEATAGCEAACTCAGHGAA
487990 +
; NacEGaGan
droAna3|lscaffold 13337:13515179- acleccilocilaccTTeeaceeTT Tl TACCARAGTEATGT TTHT/EAATG TiircTCAEARSE - AnliATHT = - R e - — — ———————2 AR EETel- — -~ -RAR AN TI S BT e g T R T T T TAGCA ABA T CAAAT TG TEG A TGAGTGCCAClEATHGGARARC TINAGCGAA
13515336 -
droBipl|lscf7180000396589:538963~ TaGEGERccaccTTGGARGCTTTHCTACCAAEGTGATGT TTTEAATG ATCTCAZAL = - AlGINAINC o= - —-B-BAATEGHARNT IR S el TN e T TiAG A AA T CAAA T TG TEGGEATGAGTGCCACAATHGGAA A CTIAAGCGAR
539119 +
dp5 XR_group3a:1172485-1172646 ecEcclcccaccrijcacaclgrTiicTaccaancTilaTeTT T TEAATGETAE CATHGEEG-GiliiallEaGCCG]i- A AIA INEGUNONA GC T TCCRaits - B - NCIIGE GIACIIEEE P - ST TAGCRAATATTCAAATTGTEGGCATGAGTGCAClEATAGGAAACCTIAGCGAY
+
droPer2|lscaffold 23:1192946-1193107 INececciicccaccltiicacacgrTiicTldaccaracTiaTGT T T TEA AT GETAE caTEGEG-Gililialléacccali- M\t TRATcTACANSS e - - -F-RaTEcEAldT T - - - - - ——-- - Ree T TAGCIAATATTCAAATTGTIEGGCATGAGTGCACEATAGGAAACCTIAGCGAY
sl
droWil2|lscf2 1100000004540:105639- TAGEGGHGCCACCTTGGAGGCTYTHCTMACCAAAGTIIATGTTTCTEAATG TCL.CSTTGAAATA GIENENGEA - - - - - EEEEEEEE ThfeA A QARSI T T - - — - — - —— - pr-tNirrrraccTEgdA T c A AT G TG cAaTGAGTGCACEATAGGHA Al TERYSNC Al
105799 +
drovir3|lscaffold 13049:7780920- ececcEcciacitrTeeaceeTT Tl TlgACCANEC TRATGT T T TEA AT CET ARSI AcjiGceaT -- c Acjicc-fiTcININECETEEEEEEE elraalichi i — - [N e-F\r T ri\acclEa rfdaTTcAAATTGTl§cGCATGAGEGCCACEA TG G AR AllC TR G A
7781078 +
droMoj3|lscaffold 6680:11429465- INecEcciiccleaci¥dcacceTTTecTACcArEcTEa TG T T TlEA ARG GiiliacccEaca---EoTaGaTAAA - ACGINNETETICIACTTTGT TR C ReAIRRLT N CINACINENS VNN Lilehix EleleNdel-NeC eleleFNe ciNi T felel LN T (el T /NN
11429632 +
droGri2|scaffold 15110:6833804- INeclicccccaciirTecacacfgrrecTaccancTiiaTeTTTCTARATG Bl alliiccaaa) --IATGTATATGAATATTTTATATATGTATAATTATGT TACINGIENE - - - - - - EEEEEFEES B — — == === == B riYeAGCEAABATTCARATTGT/EGGCATGAGEGCCACHATAGGHA AT EANGAA
6833970 +
Generated: 09/08/2015 at 10:32 PM
PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 2
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dya 1790/201.:16712490-16712618 + |candidate-rescued || Canonical miRNA |[5pUTR
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ACAAGGAGAGTCGCGCGCGTGTGTTTGTGCGTGTGTGTGAGGAGAGCGGCCAGCGGCATAATGCCGGCGACAGCGAATTCATGGGTGTTGTTGCTGTTGTTGTTGGTCGCCGTGGAAAGATGCAGCAGCAACAGCAGCGGGCGCATCAATAGTCGCAGCAGCAGCAGCGGCAACAGGAAGTTCCAGTGGCAGGAGCAACAGGAGGCCCCCACTTTGCGTCCCCTTCCTG
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dedkkde sk dokd ke ok ke ke ok ke kb ke ke ok ke sk ke kb ok ke sk ke ks ke sk ek ke ko k(e (e (e e COCCCCCCCCCCeeCeeCleeenennn.. 1)) )IIIIIIIIIIDDDDD) L)) L)) ) L)) ) L)) )) Lk ke kkek ko k ko k ok kkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body

........................................................................................................................ TGCAGCAGCARACAGCAGCGGGC « « + t e e v et e ee e et e e et e e ettt e e e et e e e e e e e e e e e et et ettt e e 220 1 3.00 3 0 3 0 0 0 0

..................................................................................... TGTTGTTGCTGT TGTTGTTGGTC « « - - -« e« o e e e s e e e et e n e aaso e e e aaaaaaasoeaaseeaaeaeoeaaseeeaseesoeanseeeaatesaaeasoeeasenaeaaeasoaaaroaaanenacaanncsaaa23 0 1 2.00 2 2 0 0 0 0 0

........................................................................................................................ TGCAGCAGCAACAGCAGCGGGCG . « ¢ - v e e e e et e s e e e et e et e e et e e tae e e e e e e e eae e e aeeneeneeaaeeaeenaeaaeennenaea23 0 1 2.00 2 2 0 0 0 0 0

....................................................................................... TTGTTGCTGTTGTTGTTGGTCGC - + « - + ¢ e e e e e e st e e oe e e st me e oe e aa et n e e e e e e s e e eansaneeaneansaneeaneaneanseneeaeeenseneeaaeeaseneenaeeasennenaaa23 0 1 1.00 1 0 0 0 1 0 0

....................................................................................... TTGTTGCTGTTGTTGTTGGTCG ¢ « ¢ e v e e e et e ettt e e e e e et e e et e et e e e et e e et e et e e e e e e e e e e e e e et et e e et et et e ettt e 220 1 1.00 1 1 0 0 0 0 0

........................................................................................................................ TGCAGCAGCAACAGCAGCGGG. - « ¢ o v ettt it ettt e ettt et et et e te e et e e ee e et it et 22 1 1 1.00 1 0 1 0 0 0 0

....................................................................................... TTGTTGCTGTTGTTGTTGGTC ¢ « e e e e e e e et e et et e e e e e e et e e e e e e e e e e e e e e e et et e e e et e e e et e e ettt et e e et e e et e te ettt 210 1 1.00 1 1 0 0 0 0 0

........................................................................................................................... AGCAGCAACAGCAGCGGGCGC . + « v v e v e e te et e et e et e e et e e e e e et et et e et e e e e et 200 1 1.00 1 1 0 0 0 0 0

.................................................................. etofe) NoF-NeTole) V. 1o N e elck e L PPN~ N ¢ 1 1.00 1 0 1 0 0 0 0

...................................................................................... GTTGTTGCTGTTGTTGTTGGTCGC « « + ¢« v e e e e e e e e et e e e et e e et et e et e e e e e e e e e ee e e ea e e e e e eaetaeaeensaeensaaeaeeneaeensaaeaeeneeaenaeaeanenneaas24 0 1 1.00 1 1 0 0 0 0 0

..................................................................................... TG T TGT TG C TG T TG T TGTTGGT « - « ¢« e e v e e e e e et e e et e e et a s e e et e e e et ae e e s e e s ea e e e e eaeasaaeaeeneaeeneeeeaeeneaeeneeaeaeeneaeenseaeaneneaaanneaaas?22 0 2 0.50 1 1 0 0 0 0 0

Anti-sense strand reads

V058
TGTTCCTCTCAGCGCGCGCACACAAACACGCACACACACTCCTCTCGCCGGTCGCCGTATTACGGCCGCTGTCGCTTAAGTACCCACAACAACGACAACAACAACCAGCGGCACCTTTCTACGTCGTCGTTGTCGTCGCCCGCGTAGTTATCAGCGTCGTCGTCGTCGCCGTTGTCCTTCARGGTCACCGTCCTCGTTGTCCTCCGGGGGTGAAACGCAGGGGAAGGAC
Read # Hit Total head

AR e N I N R N T 1)) )IIIIIIIIIIDDIDDD) L)) L)) ) L)) ) L)) )) Sk kkkkk ke kkkk ko kkkkkkkkkkkkhkkkkhkkkkhkkkkkkkkkkhkkkkkkkkkkkkkk*kk***x gjze Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species|/Coordinate ID Alignment

ldrovak3|2r:16712440-16712668 + ldya_1790|acan------ GGAGAGT--—--— CGCGCG—--CGTGTGTTTGTGCG-————————— TG-——-——-— TGTG--——-— TGAGGAGAGCGGC--CAGCGGC—--ATAATGCCGGCGACAGCGAAT-T-——-—- CAT----GGGTGTTGTTGCTGTTGTTG--——-— L 8- --GCC-—--GTGGAAA————————————————— GATGCAGCAGC-—=AACAGCAGCGGE===CGCATCAATAGTCGCA-—--—- GCAGCAGCAGCGGCAACAGGAAGTTCCAGTGGCAG-—=———————————— GAG---—-- CAACAGGAGGC - === — === === ————————— CCCCACTTT----GCGTCCCCTTCCTG|

droEre2|scaffold 4929:18572372-  |der 1516|ACAA--—--- GGAGAET---—--- CGCGCG---CGTHTGTETGTGC Chleiyepderte -~ TG——- - —--— TGTG--—--- TGAGRAGAGCGGC--CAGCGGC---ATAATGCCGGCGACAGCGAAT-T-—-—-~- CAT----GGGTGTTGTTGCTGTTGTTG-—-——- T T GG == === === —m —mm oo FE---GCC----GTGGAAA-———————————————— GATGCAGCAGC---AACAGCAGCGGG---CGCATCAATAGTCGCA-———-- GCAGCAGCAGCGGCHACAGGAAGT THCAMTGGCAG-—--—-———————-— GAG------ CAACAGGAGGC - === === === = ————mm oo CCCCACTTT----GCGTCCHCTTCCTG
18572608 -

droSec?2|scaffold 1:1701911-1702144|dse 126 |[ACAA----—- GGAGAGT------ Sfelelelele c c C -[ehicidelicidehlelele T G REEE E--Tc-------- TGTG----—- [GAGGAGAGEGGC--CAGCGGC---ATAATGCCGGCGACAGCGAAT -T-————- CAT----GGCIEYITCTTCCTCLICTTC-————~ TTGG———— == === = ——mm TC---GCC—-—-GTGGAAA————————————————— GATGCAGCAGC---AACAGCAGCGGG---CGCATCAATRRITCGCA-——-—- GCAGCAGCAGCRGCHACAGGARGETCCAGTGGCAG-—— - -~ - === - ———— GAG------ CAACAGGAGGC-——=——=————————————— - ccccacTlr----ceaTecceTiecle
+

ldrosim2|2r:4879049-4879267 + lasi 14 |[hyl------ - - — - — - - — - - B - - — - e GINelYelele T GG TAGC GtV R TGTG----—- [@GAGGAGAGCGGC--CAGCGGC---ATAATGCCGGCGACAGCGAAT-T-————— CAT----GGGI@TTEGTTGCTCTTCTTC—————- T GG === — = ———m e m e m TC---GCC--—-GTGGAAA-———————————————— GATGCAGCAGC---AACAGCAGCGGG---CGCATAATRRNTCGCA-—-—-- GCAGCAGCAGCGGCHACAGGAAGETCCAGTGGCAG--—-————-—-———- GAG------ CAACAGGAGGC-—————=—=——=—————————————— ccceacTgr----GeGTecccTTCCg|

|dm3 lchror:4062092-4062330 + |ldme 405 |[acaa------ GGAGAGT--—--— CGCGCCmGTRTGTET TG e Nese - — TG——— - ———— TGTG--——-— TGAGGAGAGCGGC--CAGCGGC—--ATAATGCCGGCGACAGCGAAT-T-——-—- CAT----GGMETTGTTGCTGTTCTTG-————— e e ——— F€---GCC-—--GTGGAAA————————————————— GATGCAGCAGC---AACAGCAGCGGG—--CGCATCAATAGTCGCA-——-—- GCAGCAGCAGCGGCHACAGGAAGETCCAGTGGCAG-———-——————————— GAG------ CAACAGGAGGC - === === === —————————— - ccccactr----cegreccerTecld

droEugl|scf7180000409474:2883166— ’ECAA‘GEAGA—E———E —————————— -ErcTeTCAGINEICEEEEEE GAGGAGAGCGGC--CAGCGGC---AAATGCCGGCGACAGCGAAT - TV ARIC/ET - - - - GGCEEETCTICCTCTTCTTIC -~~~ e e - --GCC----GTGGARA—-—-————————————— GATGCAGCAGC---AACAINCAGCGGLYISC G CldelC nlelele i ALXSeeING clc clec cAific ciMia cldceani¥rccalfecGeaG - - - - - - - - - - - — - —- GAG------ CAACAGGAGH-—————=—=——————————— - CCCCACTTT----GCGTCCCCTEMCIG
2883402 +

droBialllsc£7180000302291:1913598- ACAA------ NI -GCAGCHE-—- - - — - — - —— - - — B BG-----—--- TGTG------ [@GAGGAGAGCGGC--CAGCGGC---AAATGCCGGCGACAGCGAAT-T-————— ClgT----GGGEETTETTCCTCTTCTTC—————- T GG~ === == ———m e m e m TC---GCfg----GTGGAAA-———————————————— GATGCAGCAGCIELMIAACAGCAGCGEGG-~-CGCATCAATAGTCGCA-————— GCAGCAGCAGCGGCEreccan¥IrEcAcTGGCcAG- -~ -~ - - - - - - ———- GAG------ CAACAGGAGHC-—————————————— ccccaclrT----cegdccecTfeccls
1913811 +

droTakl|scf7180000415088:43520- ACAA----—-- E-ININ- -GCAGCH- —- - - B — - — - —— —————— B--—-—-- RGN NYIN G 8 GcoGC--CAGCGGC---ARAATGCCGGCGACAGHGAAT -T- - — - —- ClET----GGGTGTTGTTGCTGTTGTTG—-—-—- T T GG = == === — —m oo o 8- --GClg----GreeAAR-—-— - - - ——— GATGCAGCAGCIYYSAACAGCAGCGGH--~CGCATCAATAGTCGCAUNIINGCAGCAGCAGCGGCHAIAGGARNNT CCAGTGGCAG-—-~——————-———— GAG------ CAACAGGAGGC-—=—=—=——————————————— ccgcaclder----cealdcccyrrecs
43741 -

droElel|lsc£7180000491240:859149- AlA--—-—- I\ - - GCAGT- - —- - B - — - - - - —— - — - —— - Boifeide- - --TeTG------ [EGAGGAGAGCGGC--CAGCGGC---ARAATGCCGGCGACAGCGAAT-T--———- ClgT- - - - GGGICT I TCCTCTICTIC — === T e B0 --GCC-—--GTGGARA-————-——————————— GATGCAGCAGC---AACAGCAGHGGG—~~CGCATCAATAGTCGCA-—~--—- Gl GCARCGGCHACAGGAANNTICAGTGGCAG-—~ -~ - - ———————— GAG------ CAACAGGAGH-——-———-—=-—=-—————=————————————— CCCCACTTT----GCGTCCRCTTCCRG
859360 +

droRhol|lsc£7180000770177:147408- ACAA---—--- EAINE - - GCAGTR- - —- - -FEE - — - — - - — - - — - —— - R Be-------- TGTG---—-- TGAGRAGAGCGGC--CAGCGGC---AAATGCCGGHGACAGCGAAT-T-—-—-- ClgT----GGGEETTETTCCTCTICT I -~ === T T GG == = == === —— ——m o T0---GCly--—--GTGGAgA-——-—--——-————————- GATGCAGCAGC---AACAGCAGHGGG---CGCATCAATAGREIAA - —— - —- GCAGEAGCAGCGGCHANAGGAANNYcCARTGGCAG-—- - — - - —————— - GAG------ CAACAGGAGE-————————=——————m oo cldccacTTT----fccTeceeTidecle
147615 +

droFicl|scf7180000453215:147112— ACAA------ AT - - GCAGTH- - —- —-EER - - — - — - — - — - — - — R BG-—------- TGTH------ SN\ GAGCGGC--CAGCGGC---ARATGCCGGCGACAGCGAAT -T-————— ClgT-- - -GGGECTTITCCTCTTICTTC- ===~ T T GG == == == —m—m e m 8- --GCC----GTGGAAR-—-—————————————— GATGCAGCAGC---AACAGC[EGCGGG--~CGCATCAATAGTCGCA-————~- GCAGCANC i~ G GAALNNeccAlTGGCAG-- - — - - ———-————- GAG------ CAACAGGAGHC—— === === === === ——————m—— CCCCACTTT----GCGTCCCCTlECCEG
147313 -

droKikl1|lsc£7180000302411:115768— ACAlg------ c€ccl--Gccacea------EEE B — — — = = == == = BG-------- TGTG------ TGARGAGAGCGGC--CAGCGGC---AAATGCCGGCGACAGCGAAT-T—-———- ClgT----GGGIETTETTCCTCTTCTTle-————- G C e R e TC---GCC--—--GTGGAAA-———————————————— GATGCAGCAGC-—-AlCAGCACC - — et — — — — ~ — e ~ clen AlYEXeC A G T GG A G N X e Xk e Gl e - - - CAACAGGAGHC————————————————————————— ciccacTTT----fcfrccciitlEccls
115961 -

droAna3|lscaffold 13266:1925293-  |dan_4048|mcale------ Nec--GCAGCH-—-—- B - - - Bo----—-—--- BG-————- EcacAGAGCGGC--fGCGGC- -~ A@ATGCCGGCGACAGCGAAT - T-————— ClET----GGGTGTTGT TGCTGT TG T T el R e T [ — — = = — = == = — = = = —m - — o oo T0---GCC----GTRGAAA-———————————————— GeNGCAGCANC-—-ALICAGCARRET - - — PR~ 21\a clddeca - - - - - - GCAGCAGC g . G — — — — — = — = — = = — = — BrG------ CAACAGGAGHCHY---IRygNele- - - —— - - — - - ———— Biccacdr----ficercciicTccls
1925476 -

droBipl|sc£7180000396730:2911780- calg------ AINEG--GCATCH - — - — - - - — - — - — - — - — - — - Be-----—--- - — —[CEEEE EcaclAGAGCGGC--RIGCGGC- - - AEATGCCGGCGACAGCGAAT - T-————— ClET----GGGTGTTGT TGCTGT TG T T e o T[BG — = = — = — = — = = = — = — =~ — —— —— —— TC---GCC----GTGGAAR-———————————————— G GCAGCAGC-——AICAGCAGCC R — — et — — — — — — BRAGCAGCARCINCAEC AN ACIEC Cl — — — — -~ ————————— BrG------ CAACAGGAGHCH-- -yl Nefe - - — - — - — - — - — - Biccaclder----gceTccictiicclde
29011969 -

dp5 l4_group3:424350-424538 + || cACHINIgNececaciece- - - - — - - — - X {elcccaclr- - - -copmachicir AT

droPer2|scaffold 82:107576-107766 AcCAlg------ CAGCI--GCCRRE- - - — - B - — - — - — - - — - — - —EEEEEEE -------- - —- - - - B B — - — - — - — - —_clec/dealNGIEICGTACCTIGGAACEAEA A GITESCClicEcEEEEEEE CClEETGGCAAGCAATGCCCCACTGCTAGAGCGGAAGAACAGTCAACAAGGAGGA R eIo e - — — cglecaccacciXealdcaccaccilcle- - LocalEc Al cli - — - — - - i~ i\ cldecacer AT ecAGNGCAG- - - - - - - - - - ————— BrG------ CAACAGEACH-—————=—=—=—— === B - - - -

droWil2|lscf2 1100000004514:381074- ACAA--—--- T ———— - i — — et — — — = — = — = —— - - ————- e | — — G C GG C - - @ARAATGCCGGCGACAGCGAAT-T--———- eT-- - -lGGTGTTGTTGHTGETGErG--—--- EThG----—----- TGTCCGTCRGT R GAGTGTTG I TREEe T TR EIeINIeRN TINGCAA BRI A A AA T TG T/ Tie T T[El0 A SEEEF NNFNE[SIN - - - - -FEE - - - — - - —[CINeC/slels - EEEEE o [N ErG-—----- CAACAGGAGHCHNIIT YTl el - - —— - — - —— - ——————————— CRciaclder - - - - cRcleccleiri¥icile
381259 +

droVir3|lscaffold 12963:4984272- Cfele - — - — - — — —— — - - - - GleEEEe CI TNl - - - - - - TTGTAAT TGTINTREEEEEE i¥en 2 B A € G/l C G/efe A E TRE A GIEISIeIeloRERNNA N - - - - - - — - — - -INET TEVACGIEEEEE CAT----HGHTGETGTTGCTGETGTTG-—-~--- = = — e BC---ciYy----@eecafdn - - - - - —-—-——————- ceccaciiace---AEcacCANCi\clE- - o c A RRetea G TG - - - - —- GCAGCAGCAGCLGCL GG ARG T G - - — - - —-—-—-—--- - - ———- e - — == = == CGTGCAGAACGACATTAGCGGCHEEEIAART G TIlNEEEETe A G TeCiiTeCcE
4984480 -

droMoj3|scaffold 6473:486533—
486718 +

droGri2|lscaffold 15245:2390628- ACAA-—--—- CAGAIN--GCAGCH------FE - - — - — - — - - - - - - - EEEEEEE BG-------- ONGc-—--—--- BYecercEcceeci¥ecaccee---alaaTccceeeGACAGCGRAET-T-—-—- - Wer--- - GTTGTTGYTGTTGTTG-—-—-- IR e - - -fich- - - -Arfecdan - - - - - TCGCEGCTINREEINGIN - - — - — - — B - - - - - — - -[Na[¥len [N GCAGCHGC R . G — = — = = = = = == = = = = = BrG------ CAACAGGAGHC[E- - -[hfeleleleiel - - (& Y- - - — - ——————- caacalSaalNSaciicaaTcEci¥e - TTCccAINE
2390815 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:16712440-16712668
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:16712440-16712668
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1790.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18572372-18572608
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1516.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1701911-1702144
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:4879049-4879267
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_14.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4062092-4062330
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_405.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:2883166-2883402
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:1913598-1913811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415088:43520-43741
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:859149-859360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000770177:147408-147615
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453215:147112-147313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:115768-115961
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
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2911780-2911969
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:424350-424538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_82:107576-107766
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:381074-381259
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:4984272-4984480
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:486533-486718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:2390628-2390815
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M026 MO56 GSM1528802 V058 V120 V046 V052
TCCCAAACGGAAGTGTTGATATGGCCGCAGCTCAGTCGCAGTCGCAGCTCAGTCGGTATAGAAATTGTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGGCTGAGCAGCATAGTCAGCATTTCTGCACCTCCCAGAATCCAGCCCATCCTCAGTCGGTCTTCCACCACTGTTGCCACCCACTTTT female
Read # Hit |Total head embryo body follicle |head male embryo head
Ihkdkkkkhkhkhkhkhkhhkhkhkhhkhkhkhkhhkhhkhhkhhkhkhhkhhkhkhkhhkkhkkhkhhkhhkhkkhkkhkkkkkkkkk [ R N T Y)Y D)) ) e )) .Kkkkkkkkkkkhkkhkkhkkhkkkkkkkkkhkhkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total cells body
............................................................................ AACGACTTAAGCTGCTCGGCACG « « ¢ v v e e e e e ee e te e et e e e et e e e e et e e e e e e e e e e et e e e e e e et e et et e te e ettt et 230 1 9.00 9 3 5 0 0 0 0 1 0
................................................................................... TAAGCTGCTCGGCACGCARCATGACC « & ¢ v e e e e e e e et e ea e e e et e e e e et e e e e e e ea e e e e eaeeeaeeaeneeeeaeneneeacaenenneaenanae26 O 1 6.00 6 0 0 0 6 0 0 0 0
............................................................................ ARCGACTTAAGCTGCTCGGCAC . « + e e e e e e e e e e ee e et et e et e e e e et e e e et e et e e e e e e et e e e eaeeae et ee e eaaeneeaeeneeaenaenaenaea. 22 0 1 4.00 4 3 1 0 0 0 0 0 0
............................................................................ ARACGACTTAAGCTGCTCGGCA . ¢« v e v e ettt te e e e ettt e et e e e e et et e e et e e e e e et e e e e e e e et e et ettt ittt 200 1 4.00 4 0 0 3 0 1 0 0 0
............................................................................ .V NoleyNo i V- Neloh elo o] eleToy- o/ . AN O~ B 1 3.00 3 3 0 0 0 0 0 0 0
.......................................................................................................... ACCGGGCTGAGCAGCATAGT « « « « e e v e e et et e e ee e e et ea e e e e eaeenetaeeaeeaeaaeneeneeaeeaennanaaaa 20 0 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................ ARCGACTTAAGCTGCTCGGC « « ¢ v v e v e e ettt e et e e et e e e et e e e e e e e e e e e e e e e e et e e e e e e ettt e et ettt e 200 1 1.00 1 0 0 1 0 0 0 0 0
............................. ok oF el ol el ol e o] elel. el oLl o7\ -3 S O 1 1.00 1 0 0 0 0 0 1 0 0
............................................................................................. GGCACGCAACATGACCGGGCTGAGCA + « ¢ v v e e et et e et e et e e e e et e et e e et e e et e et e e et e e ettt et et e 26 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................. ACGACTTAAGCTGCTCGGCACG « « ¢ v e e v e et et et et e e e e e e e et e e e e e e e e e et ettt e e e et et e e e et et ie et ettt 22 0 1 1.00 1 0 0 1 0 0 0 0 0
............................................................................ AACGACTTAAGCTGCTCGGCACGH. « - o ¢t ittt e e it ittt ettt e et ettt ettt et e et et e 241 1 1.00 1 0 1 0 0 0 0 0 0
................................................................................ ACTTAAGCTGCTCGGCACGC « ¢ v v e e e e et e et e e e e e et et e e e e e e e e e e e e e e e e et e e e e e e e et e e e e e ettt e 200 1 1.00 1 0 0 1 0 0 0 0 0
............................................................................ AACGACTTAAGCTGCTCGGCE . « « vt ettt et ettt et e e e e e e e e e e e e e e et e e e e e e e e e 21 1 1.00 1 1 0 0 0 0 0 0 0
Anti-sense strand reads
V058
AGGGTTTGCCTTCACAACTATACCGGCGTCGAGTCAGCGTCAGCGTCGAGTCAGCCATATCTTTAACAGTAGAGTATTGCTGAATTCGACGAGCCGTGCGTTGTACTGEGCCCGACTCGTCGTATCAGTCGTAAAGACGTGGAGGGTCTTAGGTCGGGTAGGAGTCAGCCAGAAGGTGGTGACAACGGTGGGTGAAAA
Read # Hit |Total head
Khkkkhkkhhkhkhkhhkhhkkkhkkhrkkhhkkhrkhkkkhkkhhkhkhkkhhkkhkrkhrkk [ T I T ) IMIIIIM)) )Y e )) L kkkkdkkdkkdkkdkkdkkkdkkkkkkkkkkkhkkhkkhkkhkkkhkkkkkkkkkkkkkk*kk** gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
ldrovak3|[3R:12705459-12705655 - ldya_1782 |T--ccC-ARACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA--——-——————- e S AGTCGGTATAGAAATTG-—--—- TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCEEE= ===~ CTGAGCAGCATAGT CAGCATTTCTGC—~--~-ACCT--CCCAGAATCCA--————— G---—-———- CCCATCCTC--—-———————- AGTCGGTCTTCCACCACTGTTG-CCACCCACTTTT
droEre2|[scaffold 4770:13232498- der 1512 |[T--CCC-AAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA--———- T CGC A R e S e AGTCGGTATAGAAATTG--—-—- TCATCTCATAACGACTTAAGCTGCTCI\GCACGCAACATGACCEEE-—=—= CTGAGCAGCATAGT CAGCATTTCTGC--—--ACCT--CCCAGAATCCA-—-——-—- G--—-—-—-- cccaTccceN-py-------- e C T TCCACCACTIATTG-CCACCCACTTTT
13232696 +
droSec2|[scaffold 0:13567275- dse 131 |T--BCC-AAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA-—-——-—-—-—- e CTC————m——mm—mm e AGTCGGTATAGAAATTG--——-—- TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-—~—- CTGAGCAGCHTAGT CAlCATTTCTGC----ACCT--CCCAGAATCCA--————— G--—-———-- CCCATCCTCl- - NeTelel VXS e 2. C TIAT T G- CCACCCACTTTT
13567468 +
ldrosim2|3r:12738956-12739149 + ldsi 32436|--CcCC-AAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCGCA-——————————~— Gmmmmmm CTCmmmmmmm oo AGTCGGTATAGAAATTG------ TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCEEE-—=—= CTGAGCAGCATACGTCAGCATTTCTGC—---ACCT--CCCAGAATCCA--—-——— G---—-—-—- cCCATCCTCE- - N NN et C A.C TIAT TG-CCACCCACTTTT]|
|dm3 lchr3r:8419602-8419793 - ldme 234 |T--ccc-arACGGRAAGTGTTGATATGGC--CGCAGCT-CAGTCRCAGTCcA------—————- Gmmmmmmm oo S e e AGTCGGTATAGAAATTG--—-—- TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCEEE-—=== CTGAGCAGCATAGT CAGCATTTCTGC----ACCT--CCCAGAATCCA-—-—-—- G--—-—---- CCCATCCTCY- - NN - - \C A.C T T G- CCACCCACTTTT|
droEugl|{scf7180000409615:635445- TLegNC C-AAACGGAAGTGTTGATATHGC - -CGCGCT-CAGTCGCAGTCGCA-——————————~— e e e AGTCGGTATAGAAATTG--—-—- TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACKGEE-—=~= CTGAGCAGCATAGT CAGCATTTCTGC----ACCT--CCCAGAATCClg------- ------—-- T TFAC/HEINGC T TT TR g AT - CIa c ccac T TT
635629 -
droBial|lscf7180000302402:97564- & -ficc-[EaEcGGAAGTGTTGATATHGC--CGCGCT-CAGTCGCAGTCGClg------ GTCGC A R e e crci¥g------- T CGC R - LRy Gl§CGGTATAGAAATTG-—---- TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCEEE-—=== CTGAGCAGCATAGT CAGCATTTCTGC----ACCT--CCCAGEATCCA---—-—- G--—-—---- ciicafdccdles- - ieee ————m—CCACCCACTTT
97761 -
droTakl|lscf7180000415366:130675- (& -liCC-AAACGGAAGTGTTGATATHGC —-CGClGCT-CAGTCGCAGTCGCA-————————-—- R crci¥g------- T CGC e IeAGTCGGTATAGAAATTG-—-——~- TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCEEE====~ CTGACGCACCATACTCAGCATTTCTGC-—--ACCT--CCCAGAATCCA---———- G-—-——-—-- cijcadcclecd----------- e T T~ CCACCCACTTTT
130864 +
droElel|lscf7180000490994:97235- T--[8CC-AAACGGAAGTGTTGATATHGC--CGCHGCT-ClGTCGCAGCHcA--—-—- G T CGC A R cTciNg------- CCG R - [EAGTCGGTATAGAAATTG-—-— -~ TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCEEE- =~~~ CTGAGCAGCATAGT CAGCATTTCGC----ACCT--CCCAGAATECHIL G- —-—-—-—- cccaldechl------------ D — i C & T TT T
97427 -
droRhol|[scf7180000777772:6583-6773 T--BRiC-AAA/GGAAGTGTTGATATHGC - -CGCGCT-CAGECGCAGTCGCA-—— - === == —- R e T e crci¥g------- T CGC R - [YEAGTCGGTATAGAAATG------ TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCEEE-—=-= CTGAGCAGCATAGT CAGCATTTCTGC----ACCT--CCCAGAATCCA---—-—- [€aAnCCAGCAMSNIY- - - - - BRI e  — CC ACCCCTTTT
droFicl|scf7180000453812:694063- T--lCC-AAACGGAAGTGT TGATASMINC - —CGCGCT-CAGTCGCAGTCGCA-——————————— Gmmmm crciNg------- T CGC R - L&A GTCGGTATAGAAAT/EG-—-——- TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCENG=—=-= CTGAGCAGCATAGTCAGCATTTCTGC—---ACCT--CCCAGAATCCA--—-——— G---—-—--- CO R N T e e — — e 2\C 2.C CCAC T T/
694255 +
droKik1|[scf7180000302256:649519- (& —BiCl-AAACGGAAGTGTTGETATHGC--Ccoclice T-caclgccepc e Aoy - - - —-f-—-—-—-—-—-— - === === - - - -BcACTGAGACEEEEGCCGAGGCGCTGAGTCREIGCTC T eiNeelehAC/ NI V-Vl JeErmre TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCEEE-—=—= CTGAGCAGCATAGT CAGCATTTCTGC----AlegT--CCCAGAAECA-—-—-—- G--—-—-—-- i — — — = == === === -CCACCCACTTTT
649716 +
droAna3|lscaffold 12911:3351170- -~ -RAACGGAAGTGTTGATATGC - - CGCHGC - e -~~~ -~~~ -~ - R e cTfg-------—- EclecceTlgracEArTTG--—--- TCATCTCAGAACGACTTAAGCTGCTCGGCACGCAACATCAC .-~ BIGAGCAGCETAGTCAGCATTTCTGC - ——ACCT - - CC i~ — ——— -~ B-------—-- i — — — = == === === e e
3351291 -
droBipl|lscf7180000396640:216821- B- - BAACGGAAGTGTTGATATEGC - - CGCHGClo- i ———— — —— — =~ == - == R CTCmmmmmmmm oo AGlgcceTlgraclgaaTTG------ TCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATCACEE===== BICACCAGCETACT CAGCATTTCTGC--—-ACCT--CCCAC - —— — == - B--—-—-—--- I — — — = = = == = === e
216945 -
dp5 l2:2527942-2528073 - | |- - B -EracceancTeTTGATARBMGCMEcccccT-cagTclcacTcaea------ G T CGC 2 R = — GCCTTTCTCT/eM-[HECINUNEVN-NiCEEEE TCATCECATAACGACT TAAGCTlSC T GG A R~~~ R S AGTC AGCAT T TCTGC N eR A CLNT — — et — — — — — — — B------—-—- i — — — = — = === === - Q- - - ———- (]
droPer2|scaffold 7:2696941-2697072 - - BAACGGAAGTGTTGATANGCecGCdGeT-caGlcilcacTcca—-—--- GTAGCA e — — - R e AGCCTTTCTCT[e- [Eec/CINTVNNICEEEEET TCATClCATAACGAC T TAAGC T8 T LN e~ — = == R CCAAGT CAGCAT TTC T GC XA LT - - e — — — — — = — B-—-----—-- I — — —— — = = == === e ——— s
droWil2|lscf2 1100000004943:2230151- - - BAACGGAAGTGTTGATATIIGC - - CRRRIGC T - Clitt -~~~ ~————— -~ R = — R B A TECAAA TGS T CATCTCATAACGACTTAAGCTICTCINGCACGCAlgCleT CACH NI YCTEACCACCATACT C AGC AT T TGN N Ci T i A A A cA - - - - - —- B--------- cilca@crc------—-—--- e  C 2.C C A CNSACEEAC AlXc cldc/deT T
2230327 -
drovir3|scaffold 12855:538332- o - nlecceancTeTTGATATHGH-- - coclice T-cacldcRcEc®eclg- - --------- R e cThENee------ CT GC R g-----——- Sl cEccerddicaanfdrc-—---- TIeTClECATAANGACT TAAGCTGCTCGCAEGC A . e & C 2.G ClaNT T ClGE- - - - i — — ——— -~ B-----—--—-- e — — — = == === === T TTT— T G — C g C ClgC T T T
538473 +
droMoj3|scaffold 6540:12428193- ‘H——=—AACGGAAGTGTTGATATEGC——CGCEGCCAGCGGCE ———————————— A S GCGACTGCGACTGAGGCAREEEEEE R EE et ErcEccdegrifdranfdrc------ TIeTClecATAACGACTTAAGCTCHTCINGCACGC AldcETEAlEEE === TCCGEUTEETCT/E - - - - ¢ - IMRGINISEEEE CSMEE GG - - - GGG CRE TRt CEEE R A®TTCAAGTCACACEACEEEE- - — - — - - — - — - — - — - - — - — - — -HAEGeA SXCINC|
12428380 -
droGri2|scaffold 14906:1656718~ B - - - DIV NSNS NN T EleEEelele /el TXehNe - - - - NG/ENGCGACAGTAGCGEAGGTGGAGATGGAGACGGAGGTGGAGGCGGAGABGGTGACTGAGACTGAGGCA SEEEEEEEE R SNl riicAAAT TGl - - - - ETieT CleCATAACGACTTAAGCTGCTCLAGCACGC Al = s s e s et 2, G el T (o - - - - i — e — — — — = = = B-—-----—-- D — — — = = = = == === e 1. C Clecly T/l - cClecHcRAT TTT
1656910 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:12705459-12705655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:12705459-12705655
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1782.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:13232498-13232696
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1512.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:13567275-13567468
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_131.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:12738956-12739149
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32436.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:8419602-8419793
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_234.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409615:635445-635629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:97564-97761
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415366:130675-130864
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:97235-97427
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777772:6583-6773
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453812:694063-694255
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302256:649519-649716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3351170-3351291
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:216821-216945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:2527942-2528073
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:2696941-2697072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:2230151-2230327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:538332-538473
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12428193-12428380
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:1656718-1656910
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
MO56 M026 V058 V120 V046
AGCCGCCAAACTCGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACAAAGTGCGTAGCTCGAGGAGCAGCCGCCGAACCGAACTCTATTAATGCCCTCGATCACCTCGCACACAGATCCCTCCAACCTTTCCGTGTAAGATCAAACCCGAACCGAACACGCAGCA female
Read # Hit |Total body |embryo head head male|embryo
e sk e ok e ok e ok e ok e ok e ok ok e ok ko ke ko ke ke ke ek ek ek ek ek ek ek ke ek ke ke ek (((( (L (. (CCCCC (... (Covenn.. )) oo 1))))D))) et l))))))) L kkkkkk ek kk ko k ko ko k ok k ko k ok k ko k ko k ko kkkok size Mismatch Count Norm Total body
.............................................................. el Jelolely-Yelodi olelele Nelor Vet ol e clo ol P 25 0 1 8.00 8 4 3 0 0 0 1
..................................................................................... CCGAACCGAACTCTATTAATGCCCTCG « « + e« v e e e e e e et e e e e e e et e e et e et e e e e et e e e e et e et te e aennns 27 0 1 4.00 4 0 0 4 0 0 0
...................................................................................... CGAACCGAACTCTATTAATGCCCTCG M « v v e e e e e ee e et e e e e e e e e e e e e e e e e e e e e e e e e e e e et et ee e 26 0 1 2.00 2 1 0 1 0 0 0
.............................................................. ehieloleli-Nelol o el Vet el elo)-NeTo] oI 22 0 1 2.00 2 0 1 0 0 1 0
ol eTol 03 V-V Yok ofe-Nolelek o7 ¥ o o3Vl olc - NPS 27 0 1 2.00 2 1 1 0 0 0 0
.............................................................. ehieloleliJ-Nelok o el YeTe.YeToF-Netolo cloJN 24 0 1 2.00 2 0 2 0 0 0 0
................................................................................ - XeTo]of e]oole-V-Yofo] TV Yok o 18 0 1 1.00 1 0 0 1 0 0 0
....... N Vol ol e) Yol et el oF- N o7 7N oF-N o c - NPAN 23 0 1 1.00 1 1 0 0 0 0 0
.............................................................. elietoleliv-Yeokiolel-Nele)-Yelof-Netolo clo ofc NN 26 0 1 1.00 1 1 0 0 0 0 0
......................................................................................................... GCCCTCGATCACCTCGCACACAR . « - o ittt et e e e e e et i 23 1 1 1.00 1 0 1 0 0 0 0
.................................................................................................. TATTAATGCCCTCGATCACCTCGCACA t - v v vt et et et e e e e e et et et et e e e e e et et e e e e e e e 27 0 1 1.00 1 1 0 0 0 0 0
................................................................... u-Nelokio]es Nete)-NelosNeTolo] elo] ol c).-No s 24 0 1 1.00 1 0 0 1 0 0 0
.................................................................................................... TTAATGCCCTCGATCACCTCGCAC . « v v e e e e e e e et et et et et et e e e e e et e e et teieeaeas 24 0 1 1.00 1 0 1 0 0 0 0
..................................................................................... CCGAACCGAACT CTATTARTGCCCT « + v v v e e et e e e e e et et e e e e e e et e et et e e e e et et e e e e e et eeaeaenns 25 0 1 1.00 1 0 0 1 0 0 0
.................................................................................. CCGCCGAACCGAACTCTATTARTGCCC . + v e v e e e e et et et et e e e e et e e et e e e e e e e e e e e e et ettt e et eee s 27 0 1 1.00 1 0 1 0 0 0 0
............................................ ehidelo) V- Nelietoled J--No V- V-Veli e o c i P 24 0 1 1.00 1 0 0 0 1 0 0
................................................................................................ TCTATTAATGCCCTCGATCACCTCGCACA . « t e v e e e e et et et et e e e e e et e e et e e e ettt ee e eeas 29 0 1 1.00 1 1 0 0 0 0 0
............. eF-Nole] el o7l ofe7-No7-No] 7N o\ 19 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................... GTAAGATCAAACCCGAACCGA. . ... ..... 210 1 1.00 1 0 0 0 0 1 0
........................................................................................... CGAACTCTATTAATGCCCTCGA : & v v v et et et e e e e e et et et e e e e e e et et e et e e e et ettt te e aeaennns 220 1 1.00 1 0 0 1 0 0 0
ol e o103 V-V Yok ofe-Nolelek 07X o1 o3\l ofc 2NN 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 « v e e e e e et et et et e e et e e et e e e e e e e e e e e e e et e ettt 18 0 1 1.00 1 0 0 1 0 0 0
..................................................................................................... TAATGCCCTCGATCACCTCGCACACA . ¢ o e e e et et e te e e e e e ettt e et e e e e e et te e e eaeeennn 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
................. GTCATCCACACGACACCTGGCARTGCA . « ¢ e e e e et et et et et e e et e e e et et et e e e et et e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 27 0 1 1.00 1 1 0 0 0 0 0
..................................................................................................... TAATGCCCTCGATCACCTCGC 1 + v et e e e e e et e et et e e e e e e ettt e e e e e e ettt e e e eeeaenns 21 0 1 1.00 1 0 1 0 0 0 0
........................................................................................... CGAACTCTATTAATGCCCT . ¢ e v e e et et et et et e e e e e et et e e e e e e e e e e e e e e e ettt te e 19 0 1 1.00 1 0 0 1 0 0 0
.............................................................. GTGCGTAGCTCGAGGAGC + - « v v v v o o e oo e s oo oo e a o tiae o e aasasonseessssssasasnsesessssasesasseessocsonsasnseeeoeseasasasneess 18 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
M043
V058
TCGGCGGTTTGAGCTGCCAGTAGGTGTGCTGTGGACCGTTACGTCACGTTCACGCATTGTTTCACGCATCGAGCTCCTCGTCGGCGGCTTGGCTTGAGATAATTACGGGAGCTAGTGGAGCGTGTGTCTAGGGAGGTTGGAAAGGCACATTCTAGTTTGGGCTTGGCTTGTGCGTCGT female
Read # Hit |Total head body
de ok e ok e e ok e ok ok ok ke ok ek ok sk ke ok ke ok e sk e ok ek ke sk ke ok ek ke sk ek ke ok (((( (L (. (CCCCC. (((ennnn. (Covevnn. ) D I 1)))))D)) e i t)) ) ) ) ) ) L dkdekkdokd sk ok ok ok sk ok ok ok ok ek ok sk ok ok sk ok ok ke ok ek ok e ok e e ok ok ke ok ok e e ok ek ok e ok ok size Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
‘SpeciesHCoordinate HID HAlignment ‘
ldrovak3|x:16895111-16895288 + ldya 1456 ||[nGCCGCCAAACTCGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTECETAGCTC-———————-=-—"- G-AGGAGCAGC-——-——-—=——=———-————————————— CGC--CGA--—-—-—-- ACCGAACT Cmm—m———m—m —m—m TATTAATGC===Cm————————— === ——————————————————————C————————————TC==G=——————————————————————————A—————TC---ACC————————---————————————TCG-------———-———--CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAACACGCAGCA]|
droEre2|scaffold 4690:8587854- der 401 [AGCCGCCAAACTCGACGGT[EATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA-—-AAGTGCGTAGCTC——————————-=- G-fecaccAdl-—-— - - - CGC--CGA--—-—-—-- ACCGAACTC——— == == — —— — TATTAATGC=—=Co——=—————————— - C----———————-TC--G--—-—————=-——————————~——~————_A-——-—-71¢---fdcc--—-—-—-—-———————————__TCG-------—--—--—--—---CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAACACGCAGCA
8588031 +
ldrosec2|scaffold 8:576711-576895 + | |2accccclgaaliTcGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCCTACLENC-————=——— = G-Eccaccrlg-—-—-—------—- TGGAGCACCEEICICICREClcr U ACCGAACT Cmm—m—m—m—m—mmm TARTAA TN e S e S S S R G C TS TS EE SR e S S S G e e e e e G ARG AC A G A TCCCTCCAACCTTTCC- - ~GTGTAAGATCAASCCCGAACCGAACACGCAGCA)
ldrosim2|x:17364855-17365039 + ldsi_32460|accceecgaAlTCGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTCGCGTAGINNC——=—==——==== G-lgecaccA - —--—-—-—--—--—- TGGAGCACC T elceeTe) ACCGAACT Cm— == — = = = = = = = — = o __ TASTAATER-- - - —TC--G------————————————————————_A-————TC---ACC————————---————————————TCG-----—————-———--CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA]|
|dm3 lchrx:18267185-18267369 + |ldme 425 |accceecaacTceacceTCcATCCACACGACECCTGGCARATGCAGTGCAAGTGCGTAACA---AAGTGCCTACINNC-—————————— G-Eecacerpg----—-—-—--—--- CGGAGCACCEEICICIoRENeIe) R ACCGAAC T Cmm— = — = ——m —m o - TA8TAATER- - C---— - —TC--G------—-——————————————————_A-————TC---ACC-————————---————————————TCG------————————-—CA--CACAGATCCCTCCAACCTTTCC---GTGTAAGATCARECCCGAACCGARCACGCAGCA)
droEugl|scf7180000409528:449294- AGCCGCCAAACTCGACGGTATCCACACGACACCENGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-————————-—- R\-Eceacealc--- - - - - - ciXe--cla--------- T T A S Nl T R e TATTAATLH T A TA A= ACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGABCACGCAMCA
449472 +
droBialllscf7180000302432:991025- AGCCGCCEAACMACGGTIATCCACACGACECCGGCAATGCAGTGCAAGTGCGTAACA--~AAGTGCGTAGCTC-——————————- I\-Eceacealc--- - - - - - - CGC--CGA--—-————~— B A ACTC— - CIACIVNNiS - c i c - JACAGATCCCTCCARCCTTTCC---GTGEAAGATCAACCCGAACCGAACACGCAGCA
991196 -
droTakl|lscf7180000415395:271880~ AGCCGCCAACTCGACGGTHATCCACACGACACCEGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-——————————- I\-Eccacealc---—- - - - - ci\c--ceon--—-—-—-- B GAACTC— -~ ——m TgATAATEH T AGETH-TA C aT-BcccTccaacTTacca GATCCCTCCAACCTTTCC---GTGEAAGATCAAACCCGAACCGABCACGCAGCA
272072 +
droElel|scf7180000491006:507673~- AGCCGCCEAACTCGACGGTHATCCACACGACACCEGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGCTC-——————————- G-AGGAGCAEC-———————————— -~ CP%--CCA--—-—-—-- ECGAACT[g-—— -~ =~ ———— o= TATTAATGLE=H TGT T TC PA=SNACAGATCCCTCCAACCTTTCC—--GTGTAAGATCAAACCCGAACCGABCACGCAGCA
507853 +
AroRnol[so1180000779985:1003850- AGCCGCCgPACTCOACGO T TCCACAC A CBOO AR ToC A TOCAR TGO G TARCA - A TG00 TAG0R0mSmmm s D-AGOAGURR -~ BF-—con—————— T R T e ememmmmmmmmmmmmmmmmmeee e I ROOe G S CAOH 07 TCCCTCOA A TTC0 - GTGTARGA TCARACOOGAACCGACACGCAGCR
1003621 +
droFicl|lscf7180000453829:1364555- AGCCGCC@AACTCGACGGTCATCCACACGACECCEGGCAATGCAGTGCAAGTGCGTAAMA -~~~ AAGTGCGTAGCTC-——————————- G-gecacCledey---- - - - - - - - = - - -con-—--aNecic AT - - - - - - TARTAAT T TR CTT C TASACCTCCGAT [lefely- ~L\ACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAACCCGAACCGAMCACGCAGCA
1364749 -
droKik1|[scf7180000302696:1335662- AGCCGECMAACTCGACGGTCATICACACGAC[RYCGGCAATGCAGTGCAAGTGCGTARMA -~~~ AAGTGCGTAGCTC-——————————~ I-Fecaccec---—--—-—-—- - - - ol - -—-—-—-- i — — — == = === =======—m—mm————— e ——————— ¥ GTTGGAGCCGAACGANCINccAE = i -B- - - —— AATT We==CNacaTccecTeccaaccTTTec@XecTeTAARNATCAAACCE GAldcCcGAACACGCAGCA
1335841 +
droAna3|lscaffold 13248:931379- Acccalgcianiimn cGGTHATICACACGACRCEGGCAATGCAGTICAAGTGCGTAACA---AAGTGCCTAGCTClS-—————-—— - B-alleaccpfic----—--—-—-—- - - - TCT RS T T T T - - - — R e CINEEVNAT AR A TTATAATTATAATTATAATTTTAATAATTATT T -5 c WEFRTNIA=—allAGAaTcceTecaallcTTTCC---GTGTAARATCAAACCCGAACCGAACACECARCA
931586 -
droBipl|lscf7180000395920:35111- allccclgciiaAjlemn cocTiA TR CAcACGEcBiclcccarToCACCAAGTGCGTAACA- -~ AAGTGCCTACC T dNe - —— - ARGANEAGCTTTCAAATAAAAACATTATATATCEETATEEIA AFCEEEE AT A T T 2 e T2 A TRENE=S T - - - CT TT A IS iAlAGcATcccTeccaniTTTCC---GTGTAAIATCAAACCCGAACCGAACACECACA
35313 +
EEE |IXL_group3a:228604-228785 + || |2accci¥ecaacTcliaceeTlEaTccacaceac gclMNGCAATGCAGTGCAAGTGCGTAACA---AAGTGCCTAGCT/g-—— === == - -~ A Al - — - CT T T - --—----- g — — — — — == === — == —————— ACGGGGCCAGCAGCCTCRREEE T C ---[¥NicTTCa- - --B=- T A-TTCCA --- T CCATAT GATCCCTCCAACHTTTCC---IATGTAAGATCAAACCCGAACCGAACAECAGCA)
ldroper2|scaffold 39:508452-508633 | |accci¥ecaacTcliaceeTlEaTccacachacABCNNGCAATGCAGTGCAAGTGCGTAACA-—-AAGTGCGTAGCTfg-————=—=—=-= R A 2 - - - CT T TG - -~ ——-—-—- ] — — — = == === ======—=—~— AACGGGGCCAGCAGCCTCREEE T C R T AA T - --E=- T A-TTCCA --- T CCAIJAT GATCCCTCCAACHTTTCC---INTGTAAGATCAAACCCGAACCGAACASCAGCA)
droWil2|lscf2 1100000004515:1509862- afdccclecarfirceaceetlgatiicacacilaclicldccecanTcecacTecarcTGCGTARNALRYSA AGTGCCTARNCIN- -~ - ———————- G-AfermCAR-—--—-—————-—- TCCT cEqy--cofg--------- == - — R e i — — — — — — — — - - CTTTGATAATCCTGAAT|ISACEAAACTGTTCCTCCCTACACAAAAGTTGTATCCCA-TTCCATGCTAAATCTTGTTTTCCATTTCTAUT/ETATT GATCCCTCCAACHTTTCEN---f\rcTAAGATCAAACCCGAACCGARRACE CARCA
1510103 +
droVir3|scaffold 12970:3051811-
3051881 +
droMoj3|scaffold 6473:3887612- dmo_665
3887865 +
droGri2|lscaffold 15081:801890- A2 S YSXE==cleCacaTcccTccan BT T T} - - TGTAAGATCAAACCCGAACCGAAWACECAGCA
802122 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:16895111-16895288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:16895111-16895288
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:8587854-8588031
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_401.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:576711-576895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:17364855-17365039
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32460.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:18267185-18267369
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_425.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409528:449294-449472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302432:991025-991196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415395:271880-272072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491006:507673-507853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779985:1003450-1003621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453829:1364555-1364749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302696:1335662-1335841
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:931379-931586
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395920:35111-35313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:228604-228785
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_39:508452-508633
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:1509862-1510103
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:3051811-3051881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:3887612-3887865
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_665.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:801890-802122
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dya_1789 3R:10242944-10243107 + |candidate-rescued | Canonical miRNA || intron
Legend: mature star mismatch in read
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Show Alternate Folds‘

Flybase annnotation

intron [Dyak\GE26033-in]; utr5 [utr5_plus 10181]

No Repeatable elements found

Sense Strand Reads

hide 3p reads H show mid mismatch reads “

ACCCAGTGATTAGTGATATTAACAGCTTACCATTCCCCCATCCCAATGGACGCCATATCTGGACCAGCATGAGATCTCTGAAAAAGTGTGTTTGTTTGCTGGCTACGTCTGTGTTGCAGGGATTCCAAATGGAATTCCTGCACAACATGAACTCACAGATGTTCAGCAAGACAACACGTCAAAAAAATCAACAGGAGATTCAAGATTGGAGCTGCTGAAGTGATCTACCAACTACCGAAAAACCATCGAAAGTGTTGAAATAAT
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Genomic Position
Hairpin partition Mature Star
M043
V120 M056
female
Read # Hit Total male body |embryo head follicle
cells

22 0 1 7.00 7 0 4 1 2 0
23 0 1 2.00 2 2 0 0 0 0
22 0 1 2.00 2 2 0 0 0 0
23 0 1 2.00 2 0 1 0 0 0
24 0 1 2.00 2 0 2 0 0 0
27 0 1 1.00 1 0 1 0 0 0
19 0 1 1.00 1 1 0 0 0 0
20 0 1 1.00 1 1 0 0 0 0
21 0 1 1.00 1 1 0 0 0 0
24 0 1 1.00 1 1 0 0 0 0
19 0 1 1.00 1 1 0 0 0 0
21 0 1 1.00 1 1 0 0 0 0
23 0 1 1.00 1 1 0 0 0 0
24 0 1 1.00 1 1 0 0 0 0
25 0 1 1.00 1 0 0 1 0 0
23 0 1 1.00 1 0 0 1 0 0
21 0 1 1.00 1 0 1 0 0 0
26 0 1 1.00 1 1 0 0 0 0
28 0 1 1.00 1 1 0 0 0 0
21 0 1 1.00 1 0 0 0 0 0
29 0 1 1.00 1 1 0 0 0 0

........ 24 0 1 1.00 1 0 0 1 0 0
20 0 1 1.00 1 1 0 0 0 0
27 0 1 1.00 1 0 0 0 0 1
25 0 1 1.00 1 1 0 0 0 0
28 0 1 1.00 1 1 0 0 0 0
21 0 1 1.00 1 0 0 1 0 0
20 0 1 1.00 1 1 0 0 0 0
24 0 1 1.00 1 1 0 0 0 0
22 0 1 1.00 1 1 0 0 0 0
23 0 1 1.00 1 0 0 1 0 0
22 0 1 1.00 1 1 0 0 0 0
20 0 1 1.00 1 1 0 0 0 0
23 0 1 1.00 1 0 1 0 0 0

V120 v058 v052 M056

M043
TGGGTCACTAATCACTATAATTGTCGAATGGTAAGGGGGTAGGGTTACCTGCGGTATAGACCTGGTCGTACTCTAGAGACTTTTTCACACAAACAAACGACCGATGCAGACACAACGTCCCTAAGGTTTACCTTAAGGACGTGTTGTACTTGAGTGTCTACAAGTCGTTCTGTTGTGCAGTTTTTTTAGTTGTCCTCTAAGTTCTAACCTCGACGACTTCACTAGATGGTTGATGGCTTTTTGGTAGCTTTCACAACTTTATTA female
Read # Hit |Total body
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Re-alignment of all predicted orthologs
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M026 V046

male head head embryo head embryo
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Species Coordinate ID Alignment

ldroYak3||3R:10242894-10243157 + |ldva 1789 |[AC————————mm oo oo oo oo CCAGTGATTA----- GTGAT-—-—————=—————————————— ATTA------ ACAGCTTA-CCATTCCC-C-CATCCCAATGGACGC-CA--TA-—————————- TCT-—————————————————————— GGACCAGCATGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACGTCTGTGT TGCAGGGAT -~~~ ———————————~— TCCARARA — === == = = = = == = TGGA-ATTCCTCCACAR=CA=TCAACTCACAGATET TCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATTCAAG-AT-————— TGGAGCTGCTGAAGTG--—-—-— ATCTACCAACTA---—-—-—-- CCGAAAAACC--—-ATCGAAAGTGTTGAAAT — — = — = — = — = — = — = = = = o o o AAT

droEre2|scaffold 4770:15403059= |der 1515 [AC——————— oo CCAGTGATTA----- GTGAT—=——=——==——=—————————— ATTA--—--- AcAppT/e-ccaTTCg-B-caTcccalirceace-caddea - — - - - —-—-—- TCT-——————————————————————— GGAlEClEGCAMGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACHTCTGTGT TGCAGGGET----—-—-—-—-———- TCCARA -~ — == === — = — TGGA-IITCCTCCACAA=CA-TCAACTCACAGATET TCAGCAAGACAACACGTCAAAAAIATCAACAGGA-GATTCAAG-AT-—-——— TGGAGCTGCTAAGHY------- ATHTARANCTA- - - ——-—-- oA A AR CC-— - - ATCGARAAG T G TG A A A T~~~ -~ - — - —m— oo oo - AAT
15403322 -

droSec?|scaffold 0:15728071- dse 143 [AC—————m oo oo CCAGTGATTA----- GTRAT-—— === — e ATTA--—--- ACAGCT@Ea-ccATTCCg-RB-CATRCCAATGGACGC-CA--TA-——————-———— TCT-——————————————————————— GGACAGCATGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACIM CTGTGT TGCAGGGA--—----———-——-—- TCCAR A~ — == === == — ——m TGGA-ITCCTCCACAA=CA-TCAACTCACAGATCTTCAGCAAGACAACACGTCAAAABAATCAACAGGA-GATINCAAG-AT--—- -~ \acereeTAAlTG------- allcracilaacta-------—-- G AR A A ACC-— == ATCGAAAGT G TG A A AT — = — = = — = — =~ = = — o o o - AAT
15728330 -

ldrosim2|3r:14862027-14862286 =  |dsi 32453|AC— === ———m oo oo m CCAGTGATTA----- GTRAT-——————————— o~ ATTA----——- ACAGCT[@A-CcCATTCCY-R-CATRCCAATGGACGC-CA-—TA-—-——-—————- TCT === ———————m———m————————— GGAlECAGCATGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACIM CTGTGTTCHAGGGAS--—-———-———————- T CC AR — = == = = = TGGA-ITCCTCCACAA=CA=TCAACTCACAGATET TCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATINCAAG-AT-—-—-~ eF\acereeTanfiTG--—-—-- alctaci¥lacTa-------—-- P GARAAACC-———ATCGARAAGT G T G A A A T — — — = — = — = — =~ = o o o o - AAT|

|dm3 lchr3rR:6217128-6217389 + |dme 164 [AC—————————m oo oo CCAGTGATTA----- GTGAT —=— === === === == —————— ATTA-—-=-—- acaceTia-ccaTTccly-R-BaTRccaaTcoafice - TA- — - — - — - —— - TCT-——=— === == —————————————— GGA[EMAGCATGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACGTCTGTGT TGCAGGGAg--—-———-———————- TR C AR A — =~ ——— o~ TGGA-IITCCTCCACAA-CA-TCAACTCACAGATGT TCAGCAAGACAACACGTCAAAAAAATCAACAGGA-GATINCAAG-AT-—-——— clacerecanfTi--—-—-- ATCTARBNAACTA-----—-—-- A A A AR CE]-— — - AT CGARAAGT G TG A A A T — — — = — = — = — = — = o o o o - Anfg

droEugl|lscf7180000409692:688174~ L T e ——- L CCAGTGATTA--—-- GTGAT———=————==—————————————————— ATTH------ INGINelehic TR~ - ICiiA TAA GGAINA - [MEEVNElea A GET CEEIY R TCT——————————————————————— GGACAGCATGAGATCTINTGAAA-AAGTGTGTTTGTTTGCTGG-CTACGTCTGTGT TRICAWGGAT - - — - -~ - - - = - = — - —- Bcdern----- - TGGA - W{ETCCT CRAlE AN BT AACTCACACGATE T TCAGCAAGACAACACGTCAAAAAEAICAACAGGA - A T[der AG- ALY XIS Xeler I\ c TG C TR A A G - — - - - - - AN G\ et --------- a2 - --aTccArAGRCEecAWAT - - [y - - -- CCTTGATTAATCCAGAAACAAAG NI T T T T T C A T N2
688473 +

droBial|scf7180000302402:8304835- A = — o o CCAGTGATTA---—- GTGAT-———————————————m——— ATTlE------ INSGlElelcCiNalIY- - - - - BB - T[¢CINNElelNa 2 [C/S CREt - T TCT—-———————————————————— - GGAECAGCANGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACGTCTGTGT TRl -—-— - - - - - —————- N EcclE-rTCilechAlE AR =f = A AINF CACAGATE T TCAGCAAGACAACACGTCAAAAAGAINCAACAGGA-GATECEACEAT--—-—- - - TINEIChiCleic - - - - - -EEEEEE Rt . A CEAR — - — — = — - — - — P\ A AflclE----AaTcearacoTEcEAAT- - - - AA
8305076 +

droTakl|scf7180000415380:1425398~ N ——Y—YS——_. ... a——E e e i e.eee—_i-—.— A .—_ e — i itqoiiiiia.. iib.iiin CCAGTGATTA----- GTGAT == === === === ————————————— ATTH------ ACAGCTA-LC R - B - B TR caTcoA N -f - - TA- - — - —————- I ——,—,,—,—,—,—,——"—,e- - CLAlECAGCATGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACGTCTGTGT TCAMGGAT- - - - - - - - - - —————- G N R e TGGA-ITTCCT CAA L INeldA Al N F CACAGATE T TCAGCAAGACAACACGTCAAAAARAATCAACAGGA-GAT/ECAAGEAT-—-—- - - - TINJSA TG - - - - -[CEEEEEE PN NG AN A N CGAT TGAA AR A - [N T N A TR e A N T I A A T G e e GINS
1425656 -

droElel|lscf7180000490995:524297- e e e CCAGTGATTAMEINGTGAT -~ -~ =~ == ————— oo ATR------ ACAGCT[oA - L N - BiemC CAATGGALNNC - - - - — - — - —-———- O e GGAlECAGCATGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACGTCTGTGT TRCAMGAT - - - - - - - - - - - — - G N e TGGA-IITCCT CAlle LA AACTCACAGATET TCAGCAAGACAACACGTCAAAAAAALNCEINCAINGE - R 7\ T - — - —— — - - T TERARCENATINEG T TCAAAINASAINGCAINAGIT R A 1 2 - [N\ TF - ISR it AIC T Ti{A AJI T C T T T TGT T TCTCTCTTGATTAATTTAAA NG TCCT TTTAAACT TATTTCATGACATGCCGAAACCATINAC
524615 -

droRhol|scf7180000777158:35290- A Cm — = — o CCAGTGATRA----- GTGAT————=—— === ———————— ARTR------ ACAGCHe R - R o e CCAATGGARNNC -8 - TA- - - ———————- BcT--—-——— - e G AT CTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACGTCTGTGT T CAMGE AT - - — - - - - - - —- e e TGGA-ETCCT Al By NJSAACTCACACGATE TTCAGCAAGACAACACGTCAAAAAA AN CHRIC AL G R B — — - —— EacApc TR N G T - —-—--- AT rAG\aACcTA--—--—-——- A A A CE--—-ATCGARAAGG TG A A AT — -~ — = — o GTH
35522 -

droFicl|lscf7180000453800:2293559- L ————YS——_|._ - it  —e-_.-  —_—_=_-_ . —-e e a i i it —.—_l, iio». CCAGTGATTA----- e —.—,—— —,—————————-- ATTH------ ACAGCTTA-CIXJET CINVNNN~Sl¥elc A A TG AN - - TA- - - ———————- L ——— GGACAGCATGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACGTCTGTGT TRCABGGAT - -~ - -~ -~ - - - - ———- Cctlenfy------ - TGGA- I TCCT el f Ry NIdAACTCACAGATE TTCAGCAAGACAACACGTCAAAAAAWNCAACAGGA-GATEC/AINEAT - - - - - - ERaceTecln I Tife------ TINA ALY A A T e AR - - - — A TR A A T T TSR T — — — — — = — = — = =~ = — -~ — — - AT
2293824 +

droKik1|scf7180000302475:1404883~ e e CCAGTGATTA---—- GTCRT-—-—-——————————— - ATTH------ INSGETGGI AR - - - - BB - TN Nelel N A S T C A A A TG A TCAACT AT cleacclecclrcacallcTcTorlgr-AAGTGIGTTTETTTGCTGG-CTACGTCTGTGT TCAMGGAT - - - - - - - - - - - ———- S T T coa-FHee N cAl e b I XTI AACTCACAGATE T TCAGCAAGACAACACGTClAAAAATCAACARNCE T CcAAG-2lg--—--- - TAlNCEA AGAAINACIICEEEEEE CAGIIGGAINATICEEEEEE ehpelin A C BB T CBAAAG TG TAA A - - - - -~ -~ [\ca|
1405154 +

droAna3|scaffold 13340:938906- dan 4036 |Af--—-—-—-—-mmmm e ERG TGAT Th—-—-- I T T T T CGC G R - - - - B i - - g G G A CEC - XA - — - — - — - ———- TC T/ il N el el VXL T VX Telic G Aldc AGCATGAGAIC TCTGAlA - AAGTGEGTT TG TTTGCTGG-CTACGTCTGTGT TCANGGAg- - - - - - - - - - - G CC I T T C G e T Eccl-HEcc T oAl -l XA AN CACAGATE T T CAGCAAGACAACACGTCARA A AINCACAGCA -~ ———— - B — — — = == = e — — — = == == == i — — — ~ e — — — = = = = = = = = = = ---]
939106 +

droBipl|scf7180000394085:58639- A - - - clerclearTa----- CC AT CR e g-EgYE--------- - - -EEEE D R - E - e ¥\C 2 i\ - XA - — - — - — - ———- O e cGapciccaTcaGAcTCTGAlgAAAGTGIGT T TEGTTTGCTGG-CTACGTCTGTGT TN Al\Gealg- - — - — - —-——- G T CC T SN G e Eccl-ErTCCT Al AACTCACACATE T TCAGCAAGACAACACGTCAAA A ARCACARCA - G o — ———- B — — — — — — — B — — — = == == == i — — — ~ e — — — = = = = = = = = = = ---]
58825 -

dp5 l2:7251483-7251742 - ldps_3824 |AcB¥MING----------------[¥¥ TATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCCCAGTGAC/SAINCINERtIA T GTom------------g-----—-—————- ey —-—-- GRGTGHGTRE-------F-B-------—-—-—-—-F- - E - - - - R e N G AR cTCTGARA - AAGTGTETTTGTTTGCTCG-CTACGTITG TG TTRC ARG - - - —-—-—-—- [elelel- - Bl —-—-—-—-—- GGACTCCAAGTGTATCTGTCTATACATCCAAAAGHECCCAIINAIE T GGCE TIANCINNGIT T A/ Gl NI NI VNI NI VT NILIT VNG LV VNI Nn € - B - - - - - - - [ - - EEE B — — — — = — B — -~ — = == == D — ~ i — — — — — = = = = = = — = = = — = ---]

droPer2|scaffold 0:1112079- dpe 2478 (ACNWIN--—-—-—-—-—————- GAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCCCAGTGACHAININS XA EEEE GTo------------jg-----—-—-—————- CGIGTGCGTGTGEGTGHGTRE--—-—--F-F--—-—-—-—————— K _E e — - — T T AN G rAlcTCTGARA - AAGTGTGTTTGTTTGCTGG-CTACGTITGTGTTRC ARG - - - - —-—-—- [elelel- - BchigiAl---—-—-—--—- GGATTCCAAGTGTATCTGTCTATACATCCAAAAGHECCCAINAIETIGGCE T ALCINNGITNT A/ Gl AN NIV NI NI VT NIL I NNNG LV NN NA € - B - - - - - - - [ - B e — — — — — — B — — -~ == == == B — — — ~ e — — — — = = = = = = = = = = ---]
1112344 -

drowilz|scf2_1100000004902:91388-|dwi 5413 [
91556 -

droVir3|scaffold 13047:936634- dvi 24633 =
936858 -

droMoj3|scaffold 6540:4939456- =
4939681 -

droGriz|scaffold 14906:5355593- |dar 460 ---
5355835 +
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crit.star

crit.loop

crit.mor

crit.half

crit.total
crit.pairing
crit.top3
crit.tptop3
crit.uri

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate

O~NOFRPRFRPOORRPRPFRPOOOOO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242894-10243157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242894-10243157
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1789.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403059-15403322
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1515.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728071-15728330
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_143.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862027-14862286
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32453.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6217128-6217389
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_164.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:688174-688473
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8304835-8305076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1425398-1425656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524297-524615
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35290-35522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293559-2293824
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404883-1405154
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938906-939106
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4036.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394085:58639-58825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:7251483-7251742
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3824.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112079-1112344
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2478.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91388-91556
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5413.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:936634-936858
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24633.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4939456-4939681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355593-5355835
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_460.html
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[View on UCSC Genome Browser {Cornell Mirror}]
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Predicted structure
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Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
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 H show mid mismatch reads H
M043
vo58 V120 V052 M056 V046
TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGGTAAGTGACCGCATATACATATGTTCATATCTATAAACTTAGTGTATGCGTTTCTTCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATAAA female
Read # Hit |Total head body male head embryo embryo
ek dkdeok ok ko ke ok ok ke k ok ko kb ke ke k(L (. CCCCCCCC (e (O CCea o)) D)) )))) ) u))) .. o kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k**k** gjze Mismatch Count Norm Total body
........................................................................................ TTAGTGTATGCGTTTCTTCCA ¢ v v e v e et et et et e e e e eee e eeeeneenaeneeneen. 2l 0 1 14.00 14 10 3 0 0 1 0
........................................................................................ TTAGTGTATGCGTTTCTTCCAT « & e e e e e e ee e et ete e e e e e aeneeaenenaeaeneenenenae22 0 1 13.00 13 3 3 2 2 2 1
........................................................................................ TTAGTGTATGCGTTTCTTCCATAG . « o e v e ve et te e et e e et te e eeeneneeaenenaenenas 24 0 1 8.00 8 3 0 3 1 0 1
........................................................................................ TTAGTGTATGCGTTTCTTCCATA . « t o et ee et e e ee e e e e eeaeneeaeneneeaeneenenanaae23 0 1 5.00 5 1 0 0 3 0 1
........................................................................................ TTAGTGTATGCGTTTCTTCC « & v v et e e e te et e e e e e e et te e eieeaeneeaenenaenen. 20 0 1 3.00 3 0 0 1 2 0 0
......... i eTolor. V- Neler.Nele) Nokielel ol etcy.YeTc Vo D N 1 2.00 2 0 0 2 0 0 0
R e o1l VN i e olof-V.Neles Nelel ok el el ol c e\ PP 28 0 1 2.00 2 0 0 1 0 1 0
................................................................................................... GTTTCTTCCATAGCAATGCGT . « v vt vt e e en e ee e eneaenenaenenneaenenaes 2l 0 1 1.00 1 0 0 1 0 0 0
.............. V. Nele) NelelNoki elel Jo cleT.Ne TN U PUPRUPA - N0 1 1.00 1 0 1 0 0 0 0
....................................................................................... CTTAGTGTATGCGTTTCTTCCA : &+t e et eete e e e en e e eneeeeenenaeaenneaeneeaenennes 22 0 1 1.00 1 0 1 0 0 0 0
........... elele).V-Nele) Neley ok elel o ele).NeleT. NN PPN PPR~5c BN 1 1.00 1 0 0 1 0 0 0
................................................................................................................................ ACACAATGTCTGGAGCCAT. .. ..cuvvu.en.. 19 0 1 1.00 1 0 1 0 0 0 0
.................................................. GTAAGTGACCGCATATACATATGTTCA « « ¢ v vt e e v et et e e et e e et e e e e e e e e et e e e e et e e et e ettt ee ettt ieenenaaeneenenea 2T 0 1 1.00 1 0 1 0 0 0 0
............. 07V Nele) Neler ok Jelel Jo eleT.NeleT-N ot PP~ S 0 1 1.00 1 0 1 0 0 0 0
el el VN i e el oF.V.NeTeT.NecT-Ne « R PP 23 1 1 1.00 1 0 0 0 0 1 0
...................... ohieleholelelNelel-Noy -t -Nodi-V. VNl clo sV Ve o U PO~ S 1 1.00 1 0 0 1 0 0 0
Anti-sense strand reads
V120
AACCAGCTTAACGGTTCCTCCTGACCAGCCTCCTGTATGATTTACGGTTCCATTCACTGGCGTATATGTATACAAGTATAGATATTTGAATCACATACGCAAAGAAGGTATCGTTACGCAAACGT TGTTGTGTTACAGACCTCGGTACACTGCTAAATATTT
Read # Hit ||Total male
Kkkhkhkkkkkkhkkhkhhhhkhkhhhhkhhhkkkkkkrrrkkkkkkrrrrnrkkkrrr (L COOCCCCC CC 0o CCaaa )Y IIIIIINNND))) L)) ) .. Hkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkk****k*k*** gjze Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|[2R:18151641-18151800 - ldya_140 |TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGEIAAGTGA===CCCC-A-TATACA--TA-=—==—=—=-=-—- I GTTCAT----———- ATCTA--——————————————- Y ACTTAGTGT---ATGCG-TTT-—----—---- CTTCCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATA
droEre2|scaffold 4845:12533575- TTGGTCGAATMGCCAAGGANGACTGGTCGGAGGACATACTAAATGCCAAGEEANSTCAS S eci e Al A/ \es s o s e s e e o oeeees — - - - - ATHTA---—-—————— - TAA-—————————————————— ACTRAGTH8- —-ATGHG-TTT-—--—-—-- CI8CCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATA
12533732 -
droSec?2|scaffold 1:10817661- TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGEHEACT A= leC/deAsATANAG YA/ \essonsasonees Th--—----—-- —— - — - R - - — R T N T NG~ 2/ NeliiT CACCIA S T/ER A I CREEEE Cl8CCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATA
10817817 +
|drosim2|2r:13968979-13969135 + ldsi 19943 TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGEHGACTCA- =S lecMa ASATAINAG VA \=ea=sasaesaas T i — — —————— — = — — [ — T G — IS ATNEIITC A T CI A S TR A [ C C/8CCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATA|
am3 lchr2R:13316399-13316555 + |ldme 426 |[TTGGTCGAATTGCCAAGGAGGACTGGTCGGAGGACATACTAAATGCCAAGEHEACTCAS = (C/e=ATEATAINAINJ\eca==anmanncs T ————————- ] — — ——— ——~ — — — — [ — 22— ACTRAGTIINIOATCHG-TT-—-——--—- Cl8CCATAGCAATGCGTTTGCAACAACACAATGTCTGGAGCCATGTGACGATTTATA|
droEugl|lscf7180000409672:1794874- TRGGICCATTGCCAAGGAGGACTGGTCGGAGGACETANTIEAATGCCAACETEACTCA= =~ C - AT\ AT AIA=—BRii== == oe oo Tfe-—-—-—-—-- ] — — —————- = — — R BTAA--————————— - PATIA T/eliA A A TCEUNET T TA CHIEEEEEEE e TilA TAGCAATGCGT TTGCAACAACACMATGTCTGGYGCCATGTGACGHTTTATA
1795027 -
droBialllscf7180000301754:5568296- TlEGGEECEATTGCCAAGGAGGACTGGTCGGAGGACATACT/EAATGCCAACCTESCT N — Lepie-A-[eleTACA--TAlS-—————————-—- Tfe-—-——————- e — —————— - - — —————————————— T G GTICINEA CGTCEUNEA CRA A CREEEEEE BSSLBVA T AGCAATGCGTTTGCEACAACACEATGTCEGCEGCCATGTGACCHTTTATA
5568449 +
droTakl|scf7180000415138:444578~
444652 -
droElel|scf7180000491214:983885- Tl8GGTCGAATTGCCAAGGAGGACTGGTC[8GAGGACATACTIAATGCCAAGEHGUCTCE - Ipici A-TANAIJASSARssssssssssses - —-—-——-—- - —— —— === B - —--—-—--—-—--- 2 N IATCAGAJITCATCINITTATAINEEEEEEEEE CllefialeA GCAATGCGTTTGCAACAACACMATGTCEGGAGCCATGTGACGHTTTATA
984038 -
droRhol|scf7180000776786:29239- TlEGGTCGEAT TNECAAGGAGGACTGGTCGGAGGACATACTEAATGCCAAGEHGECTNG — —(cC/i-A[ATANANeIeAI\=ssasssaonas T-—————————- T - — - —— - == ATHTA--——-———————————- TN - - — - ————-———-—- acTTANTEE-—-BTciey-iXde-—--—-——- e ricleer GCAATGCGTTTGCAACAACACEATGTCTGGAGCCATGTGACGHTTTATA
29394 +
droFicl|lscf7180000453948:2127734- TlEGGEGAATTGCCAAGGAGGACTGGTCGGAGGACATACT AN SNGCCAACEH IO~ e o e - IITTGTAGCATTC- - -[SGAREEEEEE aTcCEpNlg--------—-—-—- - —————————————————- ACIN G THT- - ATRE - R T(e- — [k - —-fT ThiARA GCAATGRG T TTGCAANAACACAATGTClEGGEGCCATGTGACGHTTTATA
2127888 -
droKikl|lscf7180000302411:420143~ TeccilccaTToccanldeallcacTceTcceAGGANATACT/EAAGCCAACET AN T Ol =~ LA TALES N\ === ae e e B----—-- ATGC- - - AGATTTAGG- G- AACEEEEEEEEEEE Bl --—----—-—————————- A AR INEGT -BEE - - - TARUEICEEEE e clesfiaErcilaaTcecTTecEacancaclaTeTclgecacecaTeTGACGHTT/ATA
420304 +
droAna3|lscaffold 13266:8811023- TleciNec oA TIRC CAAGGAGC AT GG TCHGAGGACATIC TARATGCCAACETRIC TiAC N v e AT NATAIVAT VNS VEVY NI == === B-—-———————- i — —————— - = — — — = — -G’ - - - - BRI - T TR CIIIEEEEE WTeIN\AC A GCAATCRGT TTGCARAACACAATCIACTGGACCATGTGACGHTT/EATA
8811174 +
droBipl|lscf7180000395994:25902- TlEGLNeCGEA T TGCCAAGGAGGANTGGTCGGAGGACATHC TMAATGCCAAGETIRIC TN VYNNI A VATAIG Il Gy \esonanasonans B---—-—-—--- - ——— - R - - — - R N e T acTRaTAT--yrcim-ErT--------- TN\l GCAATGCGTTTGCAACAANACAATGTCTGGARCCATGTGACGHT TRATA
26055 -
dp5 |3:4779174-4779334 + | [TBGGTCCHATTGCCARGGAGGARTGGTCGGAGGARATHC TAAAT GCCAAG OGN e e - - —-—- -----EECTCAAGGTTTATTCT---CCACTTGATTGGTTCTAAAN- - - — - - - - EETiels T il c BT VATAGCAATGCGTETGCAACAANACEATGTCTGGAGCHATGTGACGHT TTYTA
droPer2|scaffold 2:4973142-4973302 TlEGGTCGHAT TGCCAAGGAGGANTGGTCGGAGGANATIC TAAATGCCAAGEHGACT L= N i T = === oseeoeees B--———-——--- i — == === —- - - - BB CTCAAGGTTTATTCT---CCACTTGATTGGTTCTAAAN- - - — - - - - EEE TNl T clicEEEEE e BTl A TAGCAATGCGTETGCAACAANACEATGTCTGGAGCIATGTGACGHT TTTA
e
droWil2|scf2 1100000004963:1636374- jica[ecefe CINiA EleelN A ShNeTeTN riilele n § C/eRNeleIN T Gl G TIVGINAC/SIENNe el V.V \E cE E A TEA T T AGG- - - BGliTArAAACGEE R EEE T-—-—-——-—— - TTCCT T TG T T T TAR-—-—--—-————-—————- T TALNTHT - - -[ETREg-TT- - - - —--- crfsficiiraccanaTGCGTTTCIEANR AR CldATGTCGGAGCHATGTGACGET T TRTA
1636541 -
drovir3|lscaffold 12875:12855287~ dvi 6567 |[TTcGEcceaTcccarccaGeaCTGGTCHGAGGANATECTEAATGCCAAGETACTCe = o N G A VA A== N el e i~ ] — — —— ———- - - — — - R BTAA—-——————— - TTiAN- - - B - - - - -[-[licCEEEEE CTTiEYIe2GCAATGCGTETGCAACAACACEATGTCGEHGCCATGTGACCY T TRITA
droMoj3|scaffold 6496:20116982- TTGGECCEATTGCCAAGGARNGACTGGTCGAGGACATERITAAATGCCAACETACT.NL: ~ il -(eAI N S -~ - ————— T———m——————— c\rchfe-—--—--—-- @rcrlg-------—-———————- = — R AT - - - Tl - —-—-—- CLMTEEVA TAGCAATGCGTETGCAACAACACHATGTCTGCEGCCATGTGACGEIT TTITA
20117136 -
droGri2|scaffold 14413:547-707 + | [rBccBccaTTeccanceaceaireeTgeaceAATHC TAAATGOHAA O TA NS T o P A T T TTGAAATGC-- [ CAA T CGAGT - - — - - R T AN — e BT T R F R YN SRR el A GCAATGCGTRIT GCAACAANACEATGT CRIGGHGCCATGTGACGET TTHTA|
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415138:444578-444652
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:983885-984038
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776786:29239-29394
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:2127734-2127888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:420143-420304
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8811023-8811174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395994:25902-26055
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:4779174-4779334
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:4973142-4973302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004963:1636374-1636541
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:12855287-12855438
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_6567.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:20116982-20117136
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hide 3p reads H show mid mismatch reads H
M043
M056 M026 V046 V058 GSM1528802
GTAGCAACGTTTGTAATCCGCGAAAGTGCAGTCGCAGAATTTTCCGGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGEGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACCAGACCGTTCCGATTAGTCCGAATTAAACCC female
Read # Hit |Total embryo head body embryo head follicle
kkkkkhkhkhkhhkhkhhhkhhhhkhhhkhkkhhkkkhrkkkhrkhhkkkhhkkhrrk R I Y N T INIINDIDD) e o)) ))))D))) ) ) ) ) L)) ) L)) ) Rk ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k* g5jize Mismatch Count Norm Total cells
............................................................. TAACCAATGTGGCACTTCCA « « + t e e et et et et et e e et e e e e et e et e et e e e e e e e et e e e e e e e et e e e et e e e ettt ettt et e 2000 1 3.00 3 1 0 1 1 0 0
............................................................. TAACCAATGTGGCACTTCCARTGAGARR . « ¢ et et v et ettt et et et et et et e e et et ettt e e et e et et e e et e et ee e e ta e eieeaenaeaenenaeaea 28 0 1 2.00 2 1 0 1 0 0 0
............................................................. TAACCAATGTGGCACTTCCARTGAGA . « « « e ettt et ettt et e e et e e et et e e et et e e e e et e e e e et e e e et e e e ettt e ettt ettt 260 1 2.00 2 1 0 1 0 0 0
............................................................. TAACCAATGTGGCACTTCC . « & e e e e e e et e e e e e et e e et e e e e et e e et e et e e e et e e e e et e et e e e e e et e e ettt e ettt ettt it e 190 1 2.00 2 2 0 0 0 0 0
............................................................. TAACCAATGTGGCACTTCCARTGAGAR « « « « e e e e et et et et et et et et et e e et et e et e e e e e e e et e et e et e e e et e te ettt et ea e 2T 0 1 2.00 2 1 0 1 0 0 0
....................................................................................................... TTGGATGCTCTCAGTATTGGTT. - ¢ o oottt ettt e ittt et i ettt et e e e 23 1 1 1.00 1 0 1 0 0 0 0
........................................................................................... AATTGCARGGCGTTGGATGC T « « « v v e e e e et e et e et e e et e e e e et e e e et e et e e et ee et ea a2l 0 1 1.00 1 0 1 0 0 0 0
............................................................. TAACCAATGTGGCACTTCCARTGA ¢ & ¢ v e e e e e e et e et e e et et e e et e et e e e e et e e et e e et e e e et e e et te e ee e eneeetaeneeaenenaeaeneenenan 24 0 1 1.00 1 0 0 1 0 0 0
............................................................. TAACCARTGTGGCACTTCCART « « v e e e v et ettt et e e et e e et et e e e e et e e e e et e et e e e e et e e e e e e et e e ettt ettt it e 22 0 1 1.00 1 1 0 0 0 0 0
....................................................................................................... TTGGATGCTCTCAGTAT GG T . - o ¢ ittt ettt ettt it ettt it ettt et e e e e 22 1 1 1.00 1 0 1 0 0 0 0
....................................................................................................... TTGGATGCTCTCAGTATTGGTTAT « ¢ v e et et e et e te e e et e te e et e e e et te e eeeeneaeaeneeaenenae. 24 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................ TGGATGCTCTCAGTAT TGGTTAT « ¢ o e e e e et e e e te e e e ea e eeeeneneeaeneneeaenenneaenneaenanae23 0 1 1.00 1 0 0 0 0 1 0
............................................................................................. TTGCAAGGCGTTGGATGCTCT . ¢« v v ettt e te e ettt e e e et ettt e e et e et e e e et ee et eeaenenaeaeneeaea. 2 0 1 1.00 1 0 1 0 0 0 0
....................................................................................................... T TGGATGCTCTCAGTATTGGTTATT ¢ « ¢« e e e e e e e et e e e e eaea e e eaenseaeneeaeaeneeaenenneaeneeaea25 O 1 1.00 1 0 0 0 1 0 0
.................................................................................... AGARATCAATTGCAAGGCGTTGG « « v v o e v e te e et et e e e et et e ettt et et e e ettt et et e e et ee et eieaenenaene. 23 0 1 1.00 1 1 0 0 0 0 0
....................................................................................................... TTGGATGCTCTCAGTATTGGTT « « + e v e et et e et et ettt et e e e e e et e te et te e eiaeaeeaenenae. 22 0 1 1.00 1 0 1 0 0 0 0
......................................................................................... TCAATTGCAAGGCGTTGGATGCTC . ¢ o e v et et et e te e et et e et et et et e et et teen e e eneeeeaeneeaenenneaenenae. 24 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
V058 V052 V120
CATCGTTGCAAACATTAGGCGCTTTCACGTCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGGTTACACCGTGAAGGTTACTCTTTAGT TAACGTTCCGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCGGGGCCCTGTCGTAATGGTCTGGCAAGGCTAATCAGGCTTAATTTGGG
Read # Hit Total head head male
khkkhkkhkhkhkhhkhkhhkhkhkhhkhkhhhhkhhhhkkhhkhkkhkhkhhhhkkhhhkkhhkkkk R N I Y 1)INDIIDDD) e o)) )N D)) ) ) L)) ) L)) ) L)) ) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|[3R:28380157-28380343 + ldya_1797 |G-TAGCAACG------------- TT-TGTAATCC—-—--- GCGAAAGTGC-—-——-—-——-—-——— AG--—---- TCGCAGAA-—-TTT--—--- TCCGGCG--GGGCTTCTGGCTTAACCAATGTCGCACTTCCAATGAGAAATCAATTGCAAGGCCHTCOATCCTCTCACTATTCET AT TGGCGAGAT TGGCCCCGGGACAGCATTACCAG-————~- AC-————————m o CGTTCCGATTAGTCCGAATTAAACCC]
droEre2||scaffold 4820:530478-530664|lder 1522 |[G-TAGCAACG---—-—-—-—-—- (8- TiXeAATCC--—-—- GCGAAAGTGC-—-—=-—=-—-—-—-—-— AG------ TCGCAGAA---TTT---—-— TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGIECEATCCTCTCACTATTICETTAT TGGCGAGATTGGCCCCGGGECAGCATIACAG--—--- O BcrrcceaTldacTeccaldranacce
ldrosec2|scaffold 2807:1085-1271 + |dse 1845 [G-TAGCAACG---------—--—- TT-TIEAATCC------ GCGAAAGTGC————--—————————~— e ——— TCGCAGAA-——TTT----—- TCCGGCG--GGGCTTCTGGCTIAACCAATCTGCCACTTCCAATGAGAAATCAAT TGCAAGGCGHTCOATCCTCTCACTATTGEITATTGGCGAGATTGGCCCCGGGACAGCAT TACHAG-——-—- e ————— RerTcceatfdacTeccagraaaccc]
|drosim2|3r:26724016-26724202 + ldsi_32457|lG-TAGCARCG--------——-—- TT-TIN§AATCC—-—--- GCGAAAGTGC-————-—————————— AG--—---- TCGCAGAA-—-TTT--—--- TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGETCCATCCTCTCACTATTIGET AT TGGCGAGATTGGCCCCGGGACAGCATTACHAG-——-—- AC——————mmm o RerTcceatfdacTeccaldraaaccc]
dm3 lchr3R:27444043-27444229 + |ldme 422 |lg-TAccAfcG-----------—- TT-TIN§AATCC--—--- GCGAAAGTGC-——-——-—————————— AG--—---- TCGCAGAA-—-TTT--—--- TCCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGETCCATCCTCTCACTATTCCTTA T TGGCGAGATTGGCCCCGGGACAGCAT TACHAG-——— -~ AC-—————mmm o RerTccoatfdacTeccalgranaccc]
droEugl|lscf7180000409488:463421— G-TAGCAACG-—-—=-—-—————- TR-TXeAANC-—-—-—- GCGAAAGTGC-—-—=-—-—-—-—-—-— B------ e~ GAA— -~ TTT-———=— TCCGGC-8GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGC GIECEATCCTCTCACTATICETTAT TGGCGAGATTGGCCCCGI\GACAGCAT THCHAR--—-—- G G T TRCGHTEAGTCCGARTTAAARCH
463601 -
droBialllscf7180000302035:101882— G-PAGCAACG--—-—-—-—-———- TT- TR Cc--—--- GCGAAAGTGC-——-—=-—=-—-—-—-—-— AceeeseTiccAGAlg- - - TTTl8- &eT CCGGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAAT TGCAAGGCGIECEATECTCTCHETATTIGETTA TTGGCGAGATTGGCCCCGRGECAGCET/dA CliA ClefebdNeeC - - — - — - — - — - — - — - — - — - ————— BcrrcceaTldacTeccagrTaaacce
102083 +
droTakl|lscf7180000415712:510640- R CINII NN T T TR TCCACTTCCANTICCCGAEEEE GCGAAAGTGC-—-—-—-—-—-—-—-— ------ . G A~ - — TT T/l T CCl8iGCG--GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAAT TGCAAGGCGEECCATCCTCTCACTATICETTATTGGCGAGHTTGGCCCCGGEcAGCATIA Clln i Yeb I NE AR - - — - — - — - — - — - —————- &fee- -dcrTccoaTacTccealgrTanacce
510848 +
droElel|lsc£7180000491194:1479823~ FRTAGCAACG-———————————~ TT-TGTAARGC--—--- GCGAAAGTGC-——-———————————-— - e TchicacAg---TTT------ THEIGGCG-§GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAAT TGCAAGACGEECEATECTCTCACTATTCCTTAT TGGCRAGATTGGCCCCAINGACAGC AT ALEYSRY - - - - LNele LY RN S NIT N L - - LI NN - -\ rrccoaTacTccoaldrTiganiilc
1480036 +
droRhol|lscf7180000779322:264797- G-TAGCAACG-—-—=-—-—————- TT-TGTAARMC--—-—- A VNN T TGGGGACGCGGTCGC/NEEEEEE TCGCAGA[®---TTT------ TCCGGCG-{§GGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGIECEATCCTCTCACTATICETT AT TGGCGAGATIGGCcccclNcEcacealITaAlfiAG—-—--- GEACTGCEEEEEEEE XIS Ny - -\ G T TCCGAT[@AGTCCGAATTAAACCC
265012 -
droFicl|lscf7180000454114:125762- G-TAGCAACK-----—-—————- Er-IX¥aac------ GCGAAAGTGC-—-—=-—=-—-—-—-—-- AG------ TCGRAGAg---TTT------ CCGGCG--GGGCTTCTGGCTIAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGETCEATECCTCTCACTATTCET A TTGGCGAGATTGGCCCCGECAGCEeTAlEG------ o -—------- Il - -\ rTcccaTacTcccaaTTiREARCC
125960 + \
S —
droKikl|lscf7180000302810:681809- ABCINEAGIN®ArAABAACACAACCG]EA - AGI A T[EGCGAGTEG/EVNNE A TREE R Ec------ BccclEcile---QmiY------ TCCGGCGMEGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGEAATCAAT TGCAAGHCGEECEATECTCTCACTATTICCTTAT TGGCGAGATTGGCCCCMNEcAGCTAldlG—-—--- T — R WeTTcccdTTAGTCCGAETRIMA ANREY
682011 +
droAna3|lscaffold 12911:3664262- SERRP O ([~ FNEISF¥Ne A 2 ACCATCCGTACCGGR- AAG A T[CREEIE GCCAL I~ — — — = ——————————— AG---—--- TlecCcAGAANENgTTEY - - - —- - TRCGGCG-EcEITTCTGGCTAACCAATETGGCACTTCCAATGAGAAATCAAT TGCAAGHC GEECEATECTCTCACTATTCCTTAT TGGCGAGATTGCgCCCONGACAN e Tk dele - - — - —- AC—-————————f- - B~ cilélT A GliiccRN TR TG T GINS TS
3664461 =
droBipl|sc£7180000396640:523306- Rl A NIV NeA A TTCATCGAAACCGGH-AAGEUNTSREEEE S T - - - - AG--—---- Tldccacan¥NeT T - —- - TRcGeCG-lgclciN8TCc TGGCldTAACCAATGTGGCACT TCCAATGAGAAATCAATTGCAAGHCETEEATECCTCTCACTATTCET T TGGCGAGATTGGCCCCGcEC Al e ThYehlel- —- - - AC---—-—————[dg--————————- afhic TafdTcclril-BTRGGlTG /s
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GGACATGTAAATGGCAATCCTTGCAGTTATATACAAAACACAAATATGTTTATATTAAAATTTAATCAACGTCCGTGCGGCCGGCTCTGGAGCAACTGCATCAAGGGCTGGATTCGATCCATCTTGGCCAGGCACTGATGCAGCTGCTCCAGCTGGACCGGACGCACGAGCCTCAGCTTGAAAAATATATATATAACTCAACACCGCTTAAGGACTAACTTGAACTGGACATGGGTGAAAC female
Read # Hit |Total embryo embryo head body
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:16596461-16596705
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32454.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:17013395-17013639
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_266.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:321955-322183
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:3096405-3096638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415352:343034-343263
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:3452219-3452466
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779902:48389-48621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454107:485560-485811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302486:860866-861053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:13605768-13606047
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395832:550897-551181
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:696589-696797
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3843.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_32:787505-787713
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2517.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:10145183-10145369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_2611:539-863
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[View on UCSC Genome Browser {Cornell Mirror}]
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 22 23 24 25 26 27 @ | | | |
Sjze Condition 1488850 1488800 1488750 1488700
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
CDS [Dyak\GE25296-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V058 v052 M056 V120
CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCGGGCTGGCCGGCCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCCCCCACGCCCCCCCTCTCGCCCACCAAG female
Read # Hit |Total head head body embryo male
Fkdekdkkkdkdkdkkkkdkdkdkkkhkdkdkkdkhkdkd ((((((..... N N N N N N 1)) DI IIMN))) e )))))) . . Kkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkk*** gsjize Mismatch Count Norm Total body
.................................................. ulelelolofelelofolelo).NeT el ele]e] el ol c O~ 3~ SN 0 1 8.00 8 3 4 1 0 0
.................................................. TGGCCGGCCGCAGGTGGGGTC e « v v v v e e e e e e e e o aaoeaaeeeaaannssseseeannssaeeeeaasssaseeeeaaassnaeessosssseaeessosnnssaaasssannaaa2l 0 1 3.00 3 2 1 0 0 0
.................................................. ujelelololelelofolelo).NeTe ki elele] e o) B O~ - S 1 2.00 2 1 1 0 0 0
................................. et eTofof el el o] e e e ok ] ] o NP R O 1 1.00 1 0 0 0 1 0
................................................................... GGTCGCTACCTCTACCTGCACTACGGC « « v v e e e e e e e e e e e et e e e e e e et e ae e e et teaee e e ttaaaaeeeeeeannaaneeeaa 2T 0 1 1.00 1 0 0 1 0 0
.................................................. ulelelolofelelofolelo).NeT ek elele] el ol e} - P PO~ S 1 1.00 1 1 0 0 0 0
............................................................................................. CCGCCACCTGCTGCCGCGCTCC e v v v e e e et e eeeeeeeeeeennaeaeeeeeennaaaeeeennnnaa22 0 1 1.00 1 0 0 0 0 1
................................................... eleTolofelelo]o]ele)-NeTe ki ele]e] el ol c O~ s R 0 1 1.00 1 0 0 1 0 0
...... el eTe it ol €0y V- i o 411 PP I - B 1 1.00 1 0 0 1 0 0
.............................................. eleTeTokielel ool e]eloleeter:Ne] el PR A I O 1 1.00 1 0 0 0 1 0
................................................................................................. CACCTGCTGCCGCGCTC . « « v v v e ee et ttteeeeeeeeeeeanaaaaeeeeennnnaneeaeaal9 2 20 0.05 1 1 0 0 0 0
Anti-sense strand reads
M043
M026 V058
GTTGTACACCAAGCGTTAAAGACACAAGCGGTAAAACCGGCAAACGCCCGACCGGCCGGCGTCCACCCCAGCGATGGAGATGGACGTGATGCCGGCGGTGGACGACGGCGCGAGGGAGGAGAGCCGGTTCTTGGCGCGGGGGTGCGGGGGGGAGAGCGGGTGGTTC female
Read # Hit |Total body head head
Kkkkkkkkkhhkkhhkkkhkhkkkkhkkhhkkdkhkrkrxdx ((((((..... O O O 1)) I M) IIN))) e )))))) . . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k***x gjze Mismatch Count |Norm Total
.................................................................................................................................... GGCGCGGGGGTGCGGGGGGGA. v v v v veen... 21 0 1 1.00 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
|droYak3”3R:1488692—1488857 - ”dya_SO ”CAACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCG———GGCTGGCCGGCCGCAGGTGGGGTCGCTACCTCTACCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAAGAACCGCGCCCCCACGCCCCCCCTCTCGCCCACCAAG |

droEre?2|scaffold 4770:1383614-1383779 |lder 85 CZ—\ACATGTGGTTCGCAATTTCTGTGTTCGCCATTTTGGCCGTTTGCG———GGCTGGCCGGCCGCAGGTGGGGCGCTACCTCTZ—\CCTGCACTACGGCCGCCACCTGCTGCCGCGCTCCCTCCTCTCGGCCAZ—\GAACCGCGCCCCZ—\CECCCCCECTCTCGCCCACCAAG

ldrosec2|scaffold €:1229707-1229872 - | |caacarcereerTeoc@arTTeTfgroTTCGCCAT@TTGGCCGTTTGCG---GGCIGECCEEECECAGETGGGGTCGCTACCTCTACCTGCACTACGGECEECACCTECTECCECECTCECTCCTCTCGGCCAAGAACCGCGCCCCACGCCCCCCTCTCGCCCACCAAG |
|drosim2|[3r:1012835-1013000 - | [cAACATGTGGTTCGCATTTCTRITGT TCGCCATHI TGGCCGTTTGCG- - - GGCIGEECEEECECAGETGEEETCECTACCTCTACCTGCACTACGGECEECACEHGCTGECEEEEHEEC TCCTCTCGGCCAAGAACCGCGCHCCCACGCCCCCHCTCTCGCCCACCAAG |
am3 llchr3R:1108441-1108606 - ldme 384 |caACATGTGGTTCGCEATTTCTHTGTTHGCCATYTTGGCCGTTTGCG- - -GCIGECCEECCECAGETEEEETCGCTACCTCTARCTGCACTACGGEEEEEACCTCETGECEEEETCECTCCTCTCGGCCAAGAACCGCGCHCCCACGCCCCCHCTCTCGCCCACCARG |
droEugl |lsc£7180000409766:16869-17034 CAACATGTGGTTHGCAATT TCATHT THGCCATTTTGGCCGTTTGCG- - -GLRYTEGCCEElCECANGTGEGEgcGeTACCTCTACKHTGCACTARGGECECCACCTECTECECECTCChThc i \cGeccancaaccalochjcccaceecceclc TRTCGCCCACCAAG
droBial |lscf7180000302411:860218- CAACATGTGGTTCGCEATTTCEATHTTCGCCETeTcGCCOTETGCG---GGCIGECCEECCECMEGETGEGETCGCTACCTCTACCTGCACTACGCECECCACCTECTECCCHCEETCC T CCT/eCGGCCAAGAACCGCGCECCCACGCClgCcCCCTETCGCCCACCAAG
860383 -
droTakl ||sc£7180000415789:282569- CAACATGTGGTTHGCEATTT T T THGCCATTTTGGCCGTTTGCG---GGCIGECCEEHCECAGETEEEETCECTACCTCTACCTGCACTACGGEEEECACCTECTECCHCECTCCC TCC T/ cGGlCAAGAACCGCGCl§CCCACGCCCCCCCTCTCGCCCACCAAR
282734 +
droElel ||sc£7180000491021:376339- CAACATGTGGT THGIJEAT T T CATHT THGCCAT TT TGGCHGTTTGCG- - - GGIIGECCEEHCGCAGGTGGGGTCGC TACC TITACCTGCACTANGGEEEECACCTECTECCHEECTCOC Tlec TiXecaahcanilanccelacicceacilcceecieTiirceeccaccanG
376504 +
droFicl|sc£7180000453850:483104- CAACATGTGGTTCGCEATTTCRGTT TCGCCETTTTGGCCGTTTGCG---GGCTGECCEEHCECMEETEEEETCECTACCTCTACCTGCACTACGGEEECCACCTCCTCCCEECTECC TlEc TclgcBcccancanccaeceeccccacccgcccecTeTcGecCACCARG
483269 -
droKikl |lsc£7180000302461:523333- CAACATGTGGTTCGHEATTTCEGTTTCGCCATTTTGGCEGTTGCG---clEcTilecideclicecldeldTceceTeGeTAcc Tt ACC TGCANT ARlGGECEECACCTECTECCECECTE N rlec Th¥\ci\cccancaaccalecldcccacaeececfgcTeTececcaccaac
523498 -
droAna3|scaffold 13340:23291617- CAACATGTGGTTCGHEATTTCEGTIITTCGCcrTETcGccTTThc G- - -cldcTeacileciiccifdciiTeceef\GiIr A ccTcTACC TGCACTACGCHCEHCANCTECTECCECECT i c Tlec TiXecEcccanllaaccachicldcccacaecceciicTeTececcaccaac
23291782 -
droBipl |lsc£7180000396395:295439- CAACATGTGGTTCGHEATTTCEGTRTTCGCCr TETcGcclT T Thllc - - -coceecgeciiccildciiTcccc\cerAccTlgracc TecACTACGGEEEEEACCTEETECCCECTCC rlec TchlcdcccancaaccalycldcccacceccccccCTCTCGCCCACCAAG
295604 -
laps |2:21677107-21677272 + | lcaacarcreeTTHcHge TENSTRr TCccceTEagsccceTETGC G- - - cicTecccechcciiNeTecedEcecTaccTlgraccTecac TAlGCEEEECANETECTEC e Tk TiEC Teci¥ ¥ caacaaccalicclgcccaccecccecTeTecgeccaccanl) |
|droPer2|lscaffold 3:4461895-4462060 + | lcaacarcreeTTicHge TENSTRr TCcccigTEadsccceTETeC G- - - clicTecccechcciiN e TececEcEcTAccTlgraccTecAc TANGCEEEECANETEcTEccEcEe T T Teci¥ ¥ caacaaccalicclicccacceccceeTeTeaecgaccanl) |
droWil2 |lscf2 1100000004943:12820461- AINANElVelehlive A TE\GICI TiNeI TiRN T/ T T G CllGI T Elel T/elc Cl¥elsle G T Gl T Tilelelslsleleleloleler\A AlElelele C AlE A NSO GIIA T T A I TIINT A T ARE Gl T[ShiA T IElSEA BE TS A A S A A NIl RN A [N T sle T ele A SIelel-Nel~ [Sfel c[ol@ T ki » [l SelSFNGIG:V-Ne]
12820629 +
drovir3|lscaffold 12855:7804371- B2ACATGTGGT TGN TEecEXS T T TG CRA T TETldcccaTldToee- - - cgrechle e AN GGG TCERTACCTC TACCTGCACTACGGECECCACHECCTECCLNCCCTCIN rldc TcidccaecaacanricaccldcccacaeclgecldcTeTececaccaal)
7804535 +
droMoj 3 |scaffold 6540:23024005- carfeaTcTeeT TN TN TR T TG CRA T T TG ccaT g co- - - catilecceciicecaiNrcecaccliTAcc TlgraccTecacT Al cECEECACTHCTECEINECE T rEc Tl T cllclicAacarficocliclgcccacicclgcclgcTeTeaececaccaall
23024170 +
droGri2|scaffold 15074:4359079- AACATGTGGT THCIERE THECNST G T THGCAAT TETEGCCOET GCG - - - GO THIG CRIG CRiC GCALNATGGGGT CGRI T ACC TC T ARC TGCAC T ARG GECGCCACreeTeeeceToNA e TCRc GG cfgarlanfic ool cEacaccfgeclicTeTeaecaccaall
4359244 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:1488692-1488857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:1488692-1488857
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_80.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:1383614-1383779
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_85.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:1229707-1229872
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:1012835-1013000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:1108441-1108606
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_384.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409766:16869-17034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:860218-860383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415789:282569-282734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491021:376339-376504
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453850:483104-483269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302461:523333-523498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:23291617-23291782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396395:295439-295604
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21677107-21677272
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4461895-4462060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:12820461-12820629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:7804371-7804535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:23024005-23024170
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:4359079-4359244
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dya 668 |3L:1671814-1671952 - |candidate-rescued | Canonical miRNA |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star (0t urted i1 191 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20  2f 22 23 & | | | | I
Size Condition 1672000 1671950 1671900 1671850 1671800
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE20925-in]; CDS [Dyak\GE20925-cds]; CDS [Dyak\GE20925-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M056 V058 M026 V120 V052
CACCACGTGTCCGGCGAATGCCAGTGTGCGCCTGGTTTCACGGGTCCCCTGTAAGTGGAGGATCAGGCAAAATGAAACGTAGAATGCAACGCATACTTATCGTGGCTGTGATTTCAAGCCGTTGCATCCTGCGEGTTCATTTTACTCCTGCTCCAACGCAAAACCCATACTAATCCTCCGCTCCAACTAGATGCGATATGCGCTGTCCGGACGGGAAGCATGGCGCCCAGTGCCAACAGG female
Read # Hit |Total embryo head head body male head
e sk e ok e ok e ok e ok e ok ok ok e ok e ok ok ok ek ek ke ke ke ek ke ks ke ke k(L (e (OO CCCCCCC - COCCC (e (C((...... )))) e 1))NNDD)) D)D) )))))) ) i u))) ) L)) ) L) )) L kkkek ek dkek ke ke k ok ko k ok ko kkkkkkkkkkkkkkkkkhkkkkkhkkkkkkkkkkkkkkkkk*kk* gjze Mismatch Count Norm Total body
.................................................................... AR AATGARRCGTAGAATGCA « ¢ o« et e et et et et et e e et e ettt et et et e e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 2000 1 4.00 4 1 1 1 1 0 0
.................................................................................................................................................................................................... ATGCGCTGTCCGGACGGGA . « v v e v v e e eeecneenenae. 19 0 1 2.00 2 0 0 0 1 1 0
................................................................... CARAATGARACGTAGAATGCAR . + ¢ e ettt et et et et et e et e e et e e et et e e e e e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 220 1 1.00 1 1 0 0 0 0 0
....................................................................... ATGARACGTAGAATGCAACGCA . « e e e e et e e et e e e et e e e e e a et e e et e e et et et et e e e e e e e et e e et e e et et e e et e et et e e e e e e ettt 22 0 1 1.00 1 0 0 0 0 1 0
..................................................................... ARATGARACGTAGAATGCARCG . « - ¢ v e e et e e et e e et e e e et et e et et e e e et e e et e et e e e et e e e et e e et et e e et e et e et et e et et ettt 22 0 1 1.00 1 0 1 0 0 0 0
................................................................... CARRAATGARACGTAGAATGCA + « + e ettt et et et e e et e e et et e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 210 1 1.00 1 0 1 0 0 0 0
...................................................................................................................................................................................................... ClelciehEC e CEEEANESEINEER. © o caac craanacaa |2 |0 1 1.00 1 0 0 0 0 1 0
........................................................................................................................................................................................................ GCTGTCCGGACGGGAAGCATGGCGCCC. v v v e evn.. 27 0 1 1.00 1 0 0 1 0 0 0
...................................................................... AATGARACGTAGARTGCARCGC . ¢« ¢ v e e et ettt e e et et et et e e et e e et et et et e e et e e et e e e e e e e et e e et e e e et e et e e et e et et 22 0 1 1.00 1 1 0 0 0 0 0
.................................................................... AR AATGARRCGTAGAATG « & ¢« e e v et e et et et et et ettt e ettt e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 180 1 1.00 1 0 1 0 0 0 0
......................................................................................................................................................................................................... CTGTCCGGACGGGAAGCATGGC . v« v v v evevnen. 22 0 1 1.00 1 0 0 0 0 1 0
..................... o7 Neli el elolelol ot el el Link o7 X o U AP B 1 1.00 1 0 0 0 1 0 0
...................................................................... N ey N0 NofeL-Ne Vel o7V c AP~ N O 1 1.00 1 1 0 0 0 0 0
..................................................................... AAATGARACGTAGAATGC A . « « + e e et et et et et et et e e et e e e e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 19 0 1 1.00 1 0 0 0 1 0 0
......................................................................................................................... TTGCATCCTGCGGTTCATTTTAC . « « + e e et et et et et e e et e e et e e e e e e e et et e e e e e e e et e e e et e e e e ettt et e ettt e ee e 230 1 1.00 1 0 0 1 0 0 0
..................................................................... N TN Xo el YT V-Ni e o7 V.V - AP PRO~3 S 1 1.00 1 0 0 1 0 0 0
.................................................................... ARAATGARACGTAGAATGC .+« e e e et e et et e et et et et e et et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 190 1 1.00 1 0 0 0 0 0 1
Anti-sense strand reads
V058
GTGGTGCACAGGCCGCTTACGGTCACACGCGGACCAAAGTGCCCAGGGGACATTCACCTCCTAGTCCGTTTTACTTTGCATCTTACGTTGCGTATGAATAGCACCGACACTAAAGT TCGGCAACGTAGGACGCCAAGTAAAATGAGGACGAGGT TGCGT TTTGGGTATGATTAGGAGGCGAGGTTGATCTACGCTATACGCGACAGGCCTGCCCTTCGTACCGCGGGTCACGGTTGTCC
Read # Hit Total head
ek kdekdekdekdk koo ko k ko k ko k koo (L (e (OO CCCCCCC - COCCC- e (C((C...... 1))) e 1IINIDD)) DD ) o )))))) ) e i i) ))) L)) ) L)) ke kk ko kkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|3L:1671764-1672002 - ldya_668 |lcACCACGTGTCCGGCGAATGCCAGTGTGCGCCTGGT TTCACGGGTCCCCTGTAAGT GGAG == = = = = = = = = = = = = = = = = o oo GAT-CA-GG--CE===AAAAT-GAAACGTAGAATGCAACG---—--———- CA———m——mmm oo T--ACTTATCGTGGCTGTGATTTCAAGCCGTTGCATCCTGCGG T T AT T~ — = — = = = = — = =~ = = = o — o o= TACTCCTGC-—-—-- e CCAACGCAAAA-CCCATA--—-—- CTAATCCTCCGCTC-—-—-- C-AACTAGATGCGATATGCGCTGTCCGGACGGGAAGC — == === — = == = — =~ — =~ — oo ATGGCGCCCAGTGCCAACAGG
droEre2|[scaffold 4784:1702664- der 1510 |[CACCACGTGTCCGGCGAATGCCAGTGTGCGCCTGGETTCACGGGTCCCCTGTAAGTGGAEN-—————————————— N--8---—--—-- GEEEIAGCCTCRET T TREEE GGCGGCGTTAACT TCTGGCGRREEE T BYXecaE-clg-G6--c-=--AAAAT-GAAACGTAGAATGCAANG-—-—--—-—- O e T-— AT TG TG C TGl A T T T A AG CCG T TGCA T CC TG A T C A T T T~ — = — = = — = — = = == — = m oo o BACTCCTGC---—-- T-——————————— CCAACGCAAAA-CCCATA--—-—- CTAATCCTCCGCTH------ C-AACTAGATGCGATATGCGCTGTCCGGACGGGAANC -~ -~ m— - m oo alcceeeecacTeecalgeacs
1702939 -
droSec?2|scaffold 2:1746138-1746415|dse 994 |[CACCACGTGTCCGGCGAATGCCAGTGTGCGCCGGTTTCACGGGTCCCCTGTAAGT G AEdE-—-—-—-—-——-——- N--E----—--- R GGCGTCRET T TR GGCGGCACAAGCTTCTGGCCREEEEEE FXecar-We-coLdl----AAAAT-GAARCGTAGAATGCAA S - ———--—-—- B T—- AT TRTCGTGGCTGTGATTAlEGCCGTTGCATCC T N G T T CA T T T -~ — = —— === - =~ - — - — - - — - — - fleéTccree------ T———————————- CCAACGCAAAA-CCCATA--—-—- cTaaTilcTccgeTC-—---- C-AACTAGATGCGATATGCGRTGTCCGGACGGNAAGC-——— == === — - —m o m oo ATGGCGCCCAGTGCCAECAGG
ldrosim2|[31:1629569-1629846 - ldsi 4243 |[cACCACGTGTCCGGCGAATGCCAGTGTGCGCCEGGTTTCACGGGTCCCCTGTAAGTGGAMEE-—---——-——————- E--8-----—-- R GGCGT CRRT T TR GGCGGCACAAGCT TCTGGCC R BYecar-fa-colyl----AAAAT-GAANCGTAGAATGCAAY- - -—--—-—- e ——— T-- AT THTCGTGGCTGTGATTREGCCGTTGCATCC T CEH T T CAT T T - — = — =~ ==~ - - —m — oo - fe€rccree-—--—-- T-———m——————— CCAACGCAAAA-CCCATA--—-—- cTAATCTCCGCTC-—-—-- C-AACTAGATGCGATATGCGTGTCCGGACGGRAAGC - == === = = — - — oo ATGGCGCCCAGTGCCAECAGGE|
|dm3 lchr31:1719696-1719972 -  |dme 418 [CACCACGTGTCCGGCGAATGCCAGTGTGCHCCRGGTTTCACGGGTCCCCTGTAAGTGGARIGA-—————————————- N--fg------- GEE GGCCTCRET T TREEE GGCGGCACAAACTTCTGGCCREEEEE. @XecAT-CA-GG--C--—-AAAAT-GAAAECEAGAATGCALIE- - - —-———-- o e T-QAR T THTCGTGGCTCEGATT ThAEGCCETTECATRC TN Gl T TCA T T T -~~~ — =~ =~ — - — - — - oo - fleCrccTGC---—-- T-—-————————— CCAACGCAAAA-CCCATA------ CTAATE\CTCCGCTC------ C-AACTAGATGHGATATGCGCTGTCCGGARNGGAAGC— =~ = == — = —— — oo oo ATGGCGCCCAGTGCCAECAGE]
droEugl|scf7180000407756:39346- CACCACGTGTCCGGHGAATGCCAGTGTGCGCCTGGTTTCACRGGTCCCHTGTAAGTGGASSNN-IN- — - -[epdIY- - ——-fg--—-——- GEENIAGCCTCRETTGREEE GGCGGCATAACCCTATCGC TR GXR~T-CcarliNe--[6----2aaAE-[AAACGTAGAATGClR G- -fg--—-—-- B--—-—-EX------- GTAATA A TR Tl C Tl - - - — - - - - ATHICH IV A S A A e o el A SE A A G B e TCTccTGC------ GAGTTAGGTTATGEEACHCTCINYNAT AT CTAATCCTCCGCTH------ C-AACTAGATGCGATATGCRcTGEcceeaceeerallc - - -~ - - nmo e ATGGCGCCCAGTGCCACAGG
39641 -
droBialllscf7180000302428:8410899- ATGGCGCCCAGTGCCAECAGG
8411008 -
droTakl|scf7180000415095:40441- ciATdccEccaaT/denacaifelen Tci¥ecaa TeCHEA NG Gl T G A ARl G Cle n e NE A R GATCTGCGAGGCGGEE e CAAGTACGGEE G - - -aTcREacTGEEEEC - IVNicECIACHT G CHAGINECINS A TR = R R G CACA e A CloliNeINE - - - - — - — - — - - — - ——— - — - — - — - — - - — - — i - —— — = = B--—-———————- TR ccG- - IRXeARGGGAAAGTGE- - - - - — - — - - - - - EEEEE -B-----—------—-—-[$al¥ecaccATT/deETG@AGCAGTGCCCAGTGCACCAGGCCCTGCACCT TCCTGCGCTAC/HETCeaCiNeecGA TSR]
40678 +
droElelllsc£7180000491249:3840772- GiArScleccaaT/deaTcCleea TCifec A TS CldE CilcGCGlaee c G e A At G Tl A e - R GAGGATTTGCGAGGCGG R CAAGTATGGEE G - - - TTGREACTGREERC -VACCECACETGCEAGINER GINS A T EEEEEE — e GRRING CACA e G A e eINE - - —— - — - —— - — - —— - —— — — — — — — — — — — — — — e s e e e D — — = — = B----—--—--- aNcEcGG- -IBcABGGGCAAATCE- - —- - - - — - - — - —EEEEE B _aci¥§cAGCATIEC TCEAGCAGTGCCCAGTGCACCAGACCCTGTACCTTCCTGCGC TACHE T rcARCIE T CACINER)
3841009 +
droRhol|scf7180000776850:217126- CACCACGTGTCCGGCGAATGCCAGTGTGCRCCTGGTTTCACGGGTCCHCTGTAAGTGGAMaag -1V - -N-BXg---—--§---—--- GREEIA GTGTCRET T TREEE CGGTGACATCATCGAATGGCAREEEEEEE @XecaT-CcAGG--Cc-—--AAAAT-flAAACGEAGANTGCARRIG-—-—--—-—- AITCAAGCAAGTREEEEEE TAATTA R ARG CRT T TIl- - — - — - - - - ATAC-TL¥ A T T A Cllele NNl eli A Se A I GGl TTCCTTGAGCTCTCCGATATGTHACHCHEY NN A S¢ CiT - CEE CTAATCCTCCGCTC-—---- C-AACTAGATGCGARATGCGCTGTCCGGAMGGAA Y C-— -~ - - - - oo ATGGCGCCCAGTGCCAECAGG
217435 +
droFicl|lsc£7180000454113:356473— CACCACGTGTCCGGCGATGCCAGTGTGCGCCEGGT TTHACGGGTCCHCTGTAAGTGGA/EEN- Y- — -l -y - -8 - -fg--—-—-- R GG CGC R T T e e A Gl T T GRIEle CRI T Rt G VA Gl T/ G ek e Gl VNS C TG A A A C T G T T G e AR GE G T - — - - — - - - - — - - — - T TS A e el A Sle il 2 liGAC/HS- - -EEEEE B----—--——-- Bmcicalgaa-ccclaTl------ cTAASRNCHC TN NeeelC - AACTAGATGCGAMATGCGCTGTCCGGACGG@AAGC — == == === === —— = — - — o oo alcceaeecacTeeeageacs
356728 +
droKikl|scf7180000302577:200384- afdeceaeccacTeecalgeace
200696 -
droAna3|scaffold 13337:1119407- afcclgcclicacTeccalgcalle
1119716 +
droBipl|scf7180000396371:1451505- aldcclcclgcacTaecalgealle
1451819 +
dp5 XR_group6:13159416- afcclgeciicacTeccaldcace
13159590 +
droPer2|scaffold 88:198188-198362 aldeclgccilcacTcecalgeace
+
droWil2|scf2 1100000004511:937379- cf&c aTcclgcccacTciicaldcace
937449 -
drovir3|scaffold 13049:2352111- dvi_ 18051(f@aficaficTleTccocciYdar N TcccccclcedTTiACGGGTCCCCTGTAAGTGGAE- — - — - — - — - ———— - - ATGGCGCCCAGTGCEAgeAGG
2352279 -
droMoj3|scaffold 6654:1516824- EriicaccTeTCCGGCrETcCdeTGccaCCGEETTCACGGETCCCCTGTAAGT GOl - — — el N e e g - — — — — — — — — = — = — = — = — o o - ATGGCGCCCAGTGCEAEAGG
1516988 +
droGri2|scaffold 15110:3382751- EriicacitrcceecirErccifdercTccilcclccriicacceeTeciiTcTARGTGCANN - - - - - [N - B - e T e A Y — — — - — - — - — - AN aTGecceccalTecleadance
3382922 -
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Show Alternate Folds H
Flybase annnotation
rRNA [Dyak\5.8SrRNA:GE26502-RA]
Repeatable elements
|Name ”Class ”Family HStrand|
|AT_rich”Low_complexity”Low_complexity”+ |
mature star
1. dya 1793 v2 chrlUn 1311:64-84 + 1. dya 1793 v2 chrUn 1311:97-119 +
2. ¥2 chrUn 3920:708-728 + 2. v2 chrUn 3920:741-763 +
3. v2 chrUn 1938:233-253 - 3. v2_chrUn 4230:975-997 -
4. v2_chrUn 4644:179-199 - 4. v2_chrUn_1739:3330-3352 +
5. v2 chrUn 4933:1003-1023 - 5. v2 chrUn 1938:198-220 -
6. v2_chrUn 515823-43 + 6. v2_chrUn 4535315-337 -
7. v2_chrUn 3347:921-941 + 7. v2_chrUn 4644:144-166 -
8. v2_chrUn_5370:203-223 - 8. v2_chrUn _3347:954-976 +
9. v2_chrUn_5394:4341-4361 + 9. v2_chrUn_5370:168-190 -
10. v2_chrUn 5502:888-908 + 10. v2_chrUn 5394:4374-4396 +
11. v2_chrUn 3545:25719-25739 - 11. v2_chrUn 3472:94-116 -
12. v2_chrUn 061:6843-6863 + 12. v2_chrUn 5502:921-943 +
13. ¥v2_chrUn 063:7268-7288 + 13. v2_chrUn 35689-31 -
14. v2 chrlUn 235:7826-7846 - 14. v2 _chrUn 6746:1167-11809 -
15. v2_chrUn 244:4555-4575 + 15. v2_chrUn 061:6876-6898 +
16. v2_chrUn 376:5891-5911 + 16. ¥2_chrUn 063:7301-7323 +
17. v2_chrUn 490:2155-2175 - 17. v2_chrUn 235:7791-7813 -
18. v2 chrUn 687:4840-4860 + 18. v2_chrUn 325:1634-1656 -
19. v2 chrUn 711:5322-5342 + 19. v2_chrUn 376:5924-5946 +
20. v2 chrUn 926:1123-1143 - 20. v2 chrUn 687:4873-4895 +
21. v2 chrUn 252:436-456 - 21. ¥2_chrUn 4933:968-990 -
22. v2_chrUn 4230:1010-1030 - 22. v2_chrUn 2999:190-212 -
23. v2_chrUn 4535:350-370 - 23. dya 1817 v2 chrUn 5474:1248-1270 -
24. v2_chrUn 3472:129-149 - 24. v2_chrUn 3545:25684-25706 -
25. v2_chrUn 3568:44-64 - 25. v2 _chrUn 026:11212-11234 -
26. v2 _chrUn 6746:1202-1222 - 26. v2_chrUn 252:401-423 -
27. v2 chrUn 325:1669-1689 -
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
V120 GSM1528802 V058 M026 MO56 V052 V046 SRR1275484 SRR1275488 SRR1275486
TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATATATAGAAATAAATTATARAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total male follicle body head head embryo head embryo Male Male Male
dedk ok de ok de ok ok ko sk ke sk ok ok e ok ok ko ke ke sk ko (L COCCCCCCCCCCC- e ... I IO D)) e )) kkkkkkkdkkkdkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x** gjze Mismatch Count Norm Total body cells prepupae larvae prepupae
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCT. .. vvveuen.. 26 O 20 7843.75156875120737 13571 4323 7163 6650 1330 2956 134 7 4 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCTC. .. vvvu.n.. 27 O 20 1203.6024072 12503 4326 2979 1618 595 1388 615 46 2 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATC. « v v veeveeneeneen.. 18 0 20 723.45 14469 9 9311 313 2801 441 275 1291 28 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCT . v v v v venen. 27 0 18 710.94 12797 10173 952 327 473 546 152 164 9 1 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGC. o v vvvenen.. 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 . - « ¢ e e v e e ettt et e et e e e e e e e et e et e e e e e et e e et et e e e et e e e e e e e et e et e et et ettt 210 20 251.35 5027 2080 0 1350 360 12 0 66 1158 0 1 0
............................................................... TATTGAAGGAATTGATATATGC . « ¢ e e e et e et et e e e et e et e e e e e e et et e e et e et e e et et e e et et e e e et e e e et ee e e eeaeaeneaeaenenneaenena22 O 20 242.90 4858 1020 O 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 . v vvveveennen . 22 0 20 172.35 3447 1576 375 895 249 229 0 101 16 6 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT. o vvven.... 28 0 18 159.89 2878 2372 245 33 29 159 33 6 1 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCG. o v v vvvvnenen.. 23 0 20 149.05 2981 1286 972 370 207 8 0 90 45 1 1 1
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGG. « v vvvvennen.. 24 0 20 130.70 2614 706 1442 232 106 19 45 45 16 2 1 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACT .« v v vevvenenen.. 21 0 20 125.35 2507 497 485 927 306 20 115 147 6 4 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCTC. o v vvuv.... 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 . « + « e e et et et e e e et e et et e e ettt et e e e et et e e et e e e ettt e e e ettt e et te e ettt eteeaeneneeaenen 23 0 20 92.60 1852 99 5 201 29 12 1293 2 208 3 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCE............ 26 1 20 91.55 1831 155 1 2 15 1228 426 4 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCA . vt vvevneneeneen.. 19 0 20 76.05 1521 O 272 583 607 16 27 0 16 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCT . o vvvvvvnen. 25 0 20 71.70 1434 614 370 311 35 46 31 24 3 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCGGCT. o vvvene... 29 0 18 71.06 1279 1223 6 0 0 40 10 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGAT .« « vt eeeveennenaen. 17 0 20 66.65 1333 0 1195 0 136 0 0 0 0 2 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCAC. . v v vvvevevnenen.. 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 .« v v v veveeneennen.e. 19 0 18 57.50 1035 16 746 43 128 13 50 39 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGC . « v v v vvvenen. 26 0 18 50.67 912 268 313 98 27 59 130 6 11 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCT . « v vven.n.. 24 O 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 . v v v v v vvnen. 22 0 20 35.95 719 158 327 51 52 19 85 23 4 0 0 0
................................................................. TTGAAGGAATTGATATATGCCA . ¢ ottt et et ettt et e e et et et e e e et e e et et et e e et et e e ettt e e e ettt e e ettt ettt ettt et teeneneaenen. 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 . « et e e et et et e et et e e et et et et ettt e e et et e e e e et et e e e ettt e e e ettt e ettt et ettt et ieeaeneeene 210 20 26.45 529 142 0 183 0 29 0 11 162 1 1 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTCGGCT . v v v vvn.... 23 0 20 23.45 469 195 159 44 30 14 15 11 1 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. . vvvvn.n.. 29 O 18 22.61 407 228 137 1 0 21 20 0 0 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCTC. v vvvvn.en. 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 . o v vvvvn... 20 0 20 17.70 354 156 1 64 50 4 61 15 3 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATC. . o vvvveennennen.en. 17 0 20 16.55 331 0 331 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTC. o v venveneen.o. 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 . « « + e o et e et e e te e et e e e et e et e e e e et e et e e e e et e e e e et et e et e e e e e ettt e et et te et ettt 23 0 20 15.50 310 112 0 60 15 0 123 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 O 20 15.35 307 4 247 51 3 2 0 0 0 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. «ovvvvn... 23 0 20 15.05 301 25 146 47 14 0 60 5 4 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGG. v v vvvneen o 25 0 18 14.83 267 45 181 24 4 0 8 5 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC. v vvvenen.. 27 0 18 14.78 266 97 82 34 5 16 31 0 1 0 0 0
................................................................ ATTGAAGGAATTGATATATGCC . « o et v ettt et ettt e e ettt et e et e e e e e et et et e e e e e et e e et e e e e e e e et et e e et ettt 220 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 . v v eeeenvnenen.. 20 0 18 14.17 255 4 190 14 25 0 11 9 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATCACTCGGCT . v v v v vvne.. 30 0 18 13.72 247 247 O 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
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCE. .. ......... 26 1 20 13.30 266 19 1 0 7 237 0 2 0 0 0 0
............................................................... TATTGAAGGAATTGATATAT . « ot e et e et e et ettt ettt e ettt ettt ettt et ettt ettt e e e e e et et et ettt ettt ettt e i it 20 0 20 13.30 266 54 0 148 28 5 22 8 0 1 0 0
................................................................. TTGAAGGAATTGATATATGC . « « v e v e e ettt e e e e e et e e et e et e e e e e e e et e e e e e e e e et e e e et e e e e e et e et e et e ettt ettt 2000 20 13.25 265 78 0 57 0 3 61 3 63 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGAT . o v v v v vveeeenennenen. 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 . « ¢« + e et e et et te et e e e e e et e et e e e e e e e et e et e e e e e e e e e e e e e e e e e et e et et e et e ittt ettt 220 20 12.80 256 54 0 45 36 13 77 9 22 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. e v v vvvven... 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 . « « e ¢ e v e ettt et e e e et ettt e e et e e e e e et et e et e e e e e et et et et ae e e et ee e eae e aeeneaeaenaennena 2l 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 59 420 0 21 45 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCTCAT. . ....... 27 O 20 11.80 236 6 203 10 1 7 9 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCE............ 27 1 18 11.67 210 46 0 0 1 109 54 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCG. v v vevevnenen. 24 0 18 11.56 208 103 35 25 23 2 8 11 1 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCTC. v vvvn.n.. 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 . ¢ v e v v v v eeenenaenen. 23 0 17 11.29 192 23 153 3 2 2 9 0 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATC . v v v e eeeenenenen. 210 18 11.22 202 5 180 6 3 1 6 1 0 0 0 0
......................................................................................................................................................................... GATCACTCGGCTCATGGGTC. ... 20 0 20 10.55 211 76 0 52 300 38 6 9 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCGGC. « « v vvevn.n.. 28 O 18 10.00 180 80 34 30 0 7 29 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCT. .. .vovu.n.. 19 0 20 9.85 197 35 0 68 28 16 36 11 3 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGC .« v v vvneen.. 23 0 20 9.80 196 45 19 23 22 6 61 14 6 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGAT . v v v v v eeeeeenenenen. 22 0 18 9.28 167 115 9 22 8 1 3 6 3 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGC. ¢ v v v vvnen.en. 24 0 20 8.75 175 19 57 61 4 2 23 3 6 0 0 0
................................................................................................................................................................... GCGGTGGATCACTCGGCTC. o v v vvn.e.. 19 0 20 8.25 165 5 25 60 9 4 58 2 2 0 0 0
................................................................................................ TGTATTTTTAATTTCTTTCAATA . « & v e ettt e e ee e et et e et et et e e e et et et eeeae e taeeneaenaenaennenaea 23 0 20 8.25 165 0 0 133 0 0 32 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACT « v v v vvenevnenen. 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
................................................................................................ TGTATTTTTAATTTCTTTCAATARR . « . et et e et et et e e e et e e et e e e en e e taeneneaeeaeneeeeaeneneeneaeneeaea25 0 20 7.60 152 0 0 139 0 0 11 0 2 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACT .« v v veeennenen. 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. .o vvvevnennen.. 20 0 20 7.10 142 33 1 56 19 6 19 7 1 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCTCA. ... vv.... 29 0 18 7.06 127 29 95 0 0 1 2 0 0 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCTCA. .« vvu... 27 0 20 7.05 141 3 65 68 1 0 4 0 0 0 0 0
................................................................................................................................................................. AAGCGGTGGATCACTCGGC .+ v v ven.en.. 19 0 20 6.35 127 10 0 13 11 2 78 10 3 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCTC. . .vovn.... 20 O 20 6.25 125 2 0 54 9 1 55 4 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGAT . ¢ v v v v e eeeeeenenen.. 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. .. ..ov..... 18 0 20 6.10 122 0 30 29 18 15 24 6 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGAT . ¢ v v e e e eevnenen.. 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. « v venn.o. 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 . o v v v eveennen.e. 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. « v v vvvenewnen. 19 0 20 5.80 116 40 20 17 220 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. o v vvn ... 24 0 20 5.80 116 45 27 21 7 1 10 4 1 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATC . ¢ v v vt v veeenennenen. 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. .« v veenenennena.. 18 0 20 5.60 112 2 38 46 18 0 2 4 2 0 0 0
.................................................................. TGAAGGAATTGATATATGCCA . &+t e ettt ettt et ettt ettt et e e e ettt et e et e e e e e et e e e et e e ettt ettt ittt et e e i 210 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. « v vvenevenen. 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 . « ¢« e e ettt e et et ee e e e et e e et e et et e e e e e et et e et e e ettt e et et e e ettt et et e ie i e it et 20 0 20 5.35 107 O 0 88 2 0 17 0 0 0 0 0
.......................................................................................................................................................... ARACTCTAAGCGGTGGATCA . v vvvvvneeenen.o. 20 0 18 5.28 95 17 12 27 31 0 4 4 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCAC. « v vvvenneneen.o. 210 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. .. .v...... 21 0 20 5.05 101 12 0 39 6 0 42 0 2 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGAT .« o v e e eeeenennennen. 16 0 20 5.05 101 0O 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 . . o vvvvn.v.. 21 0 20 4.95 99 28 37 12 9 3 6 4 0 0 0 0
......................................................................................................................................................... ARAACTCTAAGCGGT . « v v v e eeeeieennennennen. 15 0 19 4.84 92 0 92 0 0 0 0 0 0 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACT e o v v e v vveeeenen.. 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. .« ot vveeenen.. 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 32 210 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. o v v vvveeenen.. 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 O 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. o« v vvven.e.. 23 O 20 3.95 79 7 45 22 0 1 1 2 1 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG. « v vvvenen.. 26 0 18 3.94 71 15 43 7 2 1 3 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGC. o« vvuen.n.. 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. « v vveenenaenen. 19 0 20 3.70 74 1 3 37 20 2 4 7 0 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGT . ¢ v vve e eeeeeenennnnen. 18 0 18 3.67 66 1 50 4 3 4 2 2 0 0 0 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTCGGCTCATG. ... .... 27 O 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
............................................................... TATTGAAGGARTTGATATA . « ¢ e et ettt ettt ettt e et e e e ettt e et e et e e e e e et e e e e e e e e e et e e e e e e e e et et ettt et et 190 20 3.60 72 0 0 25 5 12 24 0 6 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGATCACTCG. v vvveveen... 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. .o vvn.... 30 0 18 3.50 63 60 3 0 0 0 0 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGA. . o v vvveenenneneen.. 16 0 20 3.45 69 0 65 0 3 0 0 0 0 1 0 0
............................................................. TTTATTGAAGGAATTGATATATGC . & ¢ v v e ve e ettt e et et e e e e et e e et e e e e e et e e e e et e e e et e et e et e e e e ettt et et e ettt e 24 0 20 3.40 68 52 0 8 1 0 7 0 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTC. o vvvvvenenen.. 24 0 18 3.39 61 20 0 21 2 2 15 1 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCTCH.......... 28 1 20 3.30 66 6 0 56 0 0 4 0 0 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGAT . « v vt veeveeneennen.e. 210 19 3.16 60 41 2 4 2 3 2 5 1 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGG. « e vvvevenen. 20 0 20 3.15 63 15 13 8 13 0 10 0 4 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGG. « ot vvveenen.. 22 0 20 3.05 61 9 24 14 6 0 4 0 3 0 1 0
........................................................................................................................................................... AACTCTAAGCGGTGGATE. . v vvvvveeneenen.. 18 1 20 3.05 61 0 53 0 7 0 0 1 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGT . o e o v e v ee e eeennennen. 16 0 19 3.00 57 0 57 0 0 0 0 0 0 0 0 0
................................................................................................ TGTATTTTTAARTTTCTTTCAAT .« ¢ e vttt e et e e e e e et et e et e e e e e e et et et e et et et e it 22 0 20 3.00 60 0 0 57 0 0 0 0 3 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGATCACT . v v v evvennen.e. 26 0 17 2.94 50 13 0 21 1 7 8 0 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACT e v v v v vveevnenen.. 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. e v v v vvvvn.o.. 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. .+ v vvvueveen... 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
................................................................................................ TGTATTTTTAATTTCTTTCAATAR . &+« ettt e e ne e e e ettt et et e e e et et et ie e e aeeaeeaenaenaennenaes 24 0 20 2.70 54 0 0 48 0 0 4 0 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGT . ¢ ot v v eeeneeeeenennenaen. 17 0 19 2.68 51 0 51 0 0 0 0 0 0 0 0 0
.................. ARCTAAGACATTTCGCAGC . « vt ettt et ettt et et et ettt ettt et e e e et ettt et et e e e ettt et ettt e e et ettt e e e e e e e e e e e e e e e e 190 20 2.65 53 2 0 18 0 0 27 1 5 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCG. v v vennen.e.. 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. « v vvvenen... 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. .« vv.... 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. v vvvennen.e.. 22 O 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. « o v vevnen.en. 20 0 20 2.45 49 22 11 2 4 0 1 7 2 0 0 0
............................................................ ATTTATTGAAGGAATTGATATATGC .« &« ¢« vt o ettt e et et e e et et e e et e e e e e e et e et e e e e e e e e et et et e e e et et e te et e et iee e 25 0 20 2.45 49 41 0 4 0 0 2 0 2 0 0 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTC. ... vvvvuen.n... 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 . « ¢« e e e v et ettt et e e e e et ettt e et et e e e et et e et e e e e e et e e e et et e e e ettt e ettt ettt 190 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
............................................................... AT TGAAGGAAT TGATATATGCC . . ¢ ottt ittt et ittt et ettt e e ettt e ettt e et ettt e ettt e e et e 241 20 2.35 47 10 0 0 0 2 18 0 17 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCG. « v v veveen.en. 26 0 18 2.33 42 29 0 7 2 1 0 1 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATCACTCGGC. v v vvveene.. 29 0 18 2.33 42 35 0 0 0 4 3 0 0 0 0 0
.................................................................. TGAAGGAATTGATATATGCC . « .+ v e vt e et e et e e ettt e e et e et e e e e e et e e e et e e e e e e e e e et e e e e e et e et et ettt e e 2000 20 2.30 46 6 0 25 1 0 11 0 3 0 0 0
................................................................................................. GTATTTTTAATTTCTTTCART « & e v et e et u e te ettt e e e et e et e e e e e e e et e teeneneeetaeneneeaeaenneeeaena 2l 0 20 2.30 46 0 0 44 0 0 2 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCH. ........... 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
M043
V120
ATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTTTAATAACTGTTATATATCTTTATTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC female
Read # Hit |Total body male
e ok ek e ok ok e ok ok sk e ke ok ok e ok e ok sk sk sk ke ke ok ek ek ko kel k ok (L L L L COCCCCCCCECCC e .. .. DI e )) .Kkdkkkkkkkkkkhkkhkkhkkhkkhkkkkkkkhkkkkkkkkkkkkkkkkk*k**x 5jze Mismatch Count Norm Total body
............... ACTTTGATTCTGTARRAGCGTCGTAR .+« « e vttt ettt et et ettt ettt e e e e e e et et e e et e e e e e et et et e e e e e et e e e et et e e e e e e e e e e e e e e e et et e et et et et et e e 250 20 0.05 1 1 0
............................................... COATAT T TT TATGTAAATAACTTCCTT ¢ « ¢ v e e e e e ettt e e e e ettt a et et e e e e et e et et e e e e e e a et et e e e e e e e et et e e ae e e e e teeeaenaenaeneeaeenenaennenaeaa 2] 0 20 0.05 1 1 0
ATGTATTACGAATATACTTTG . + « e e v e e e e e et et e et e e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 21 0 20 0.05 1 1 0
....................... TCTGTARRGCGTCGTARATA . « . ot ettt et et ettt et et e e et e et ettt et e e e e e e et e et ettt e e e e et e e e e e e e e e et e ettt et e e e e e e e e e e e e e e 0200 20 0.05 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|lv2_chrun 1311:1-193 + |ldva 1793 |TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTEATTGAAGCAATTGATATATGCCAGTAAAATGGES S CTATT I T TAATTTCT T TCARTAAAAAAATTATTGACAATA-——~TATAG-AAA-TA-—-AAT-T-————————- AT-AAAACTCTAAGCGGTGGATCAC T~ =~ — = = = = — = = — = =~ — o o CGG--——————————- CTCATGGGTCG==—=——=————————————————————————_ ATG|
|droEre2|lscaffold 944:838-1030 +|lder 1518 |TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGCAATTGATATATGCCAGTAAAATGGESS=CTATTITTAATTTCTTTCARTAAAAASANATTGACATA-—-TATAR-2AAA-Tf8---AAT-T-————————- AT-AAAACTCTAAGCGGTGGAT CAC T — = = — === = — = = — = =~ — —— o o CGG-———————————— CTCATGGGTCG-————=———————————————————— ATG|
droSec2|scaffold 2529:2874-3066|dse 1841 [TACATAATGCTTATATGAAACTAAGACATTTCGCARCATTT-ATTTTAGGTATAAAAATALN---ATTIATTGAAGGAATTGATATATGCCAGTAAAATGGE-==CIATTTTTAATTTCTTTCAATAAAAAGANTATTGACANTA---TATAIY-A2N-Tf8---AAT-T--———————- AT-AAAACTCTAAGCGGTGGATCAC T - = === === = — = —m = o oo CGG--——-———————- CTCATGGGTCG==—==—==—=———————————————————— ATG
+
ldrosim2|lnode 127996:1-129 + ldsi_3247¢|EECATAATGCTTATATGAAACTAAGACATTTCGCARCATTT-ATTTTAGGTATAAAAATAR- -~ ATTIATSGAAGGAATTGATATATGCCAGTAAAATGGES - S CIATT T TAATTTICTITCAATAAA A ARANT AT Tl — — e e — W ————————- e e e - ---—-—----—- - - - -
dm3 chrUextra:4356396- TACATAATGCTTATATGAAACTAAGACATTTCGCARNCATTT-ATTTTAGGTATANAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGES = GIATTTTTAATTTCTTTCAATAAAAABATIIATTGACARTA- -~ TATAR}-ARA-T]§-—-AAT-T--——-—————- AT-AAAACTCTAAGCGGTGGATCAC T~ = === === = — = —m = o o o CGG--—=-—=—————- CTCATGGGTCG==—=——==—==——————————————————— ATG
4356588 +
AroPug1[so1160000408345 1115 T s B BE 08 R T T Foo————— e e s TS
1165 +
droBial|[scf7180000299694:351— TANATANTGETTATATRAAACTAAGACAT TTCGCAGCAT T/g-fTTTTAGGTATAAAAATARN- - - AL T TATTGAAGGAAT TGATATATGCCAGTAAARGGES==CTATT T TTAATTTCTTTCAATAA A A ABA TIMT TGACAA A - - - TE A el A 2 - el - - Al TR T - — - - —-—-- AT-AAAACTCTAAGCGGTGGATCACT — === == == == —— —— — o o T CTCATGGGTRG- - -~ =~ === — - — o m oo ATG
544 +
GroTak1|scE1180000415528:879- B GEAAARARICCARS: s ca PO, e CSRC C e A SO INEOgCoARAGCGCT TTCGACCGGCTGGAACTGGAGCGGTAAGT T TACCSARACCTGTAT TGT T T T TREEA T ACGAR TGCARAAAGT ARAGTCAARGCCAAGTARA
1103 -
droRhol|[scf7180000764814:201— TARNATANTGITTATATIAAACTAAGACAT TTCGCAGCAT T/g-lTTTTAGGTATAAAAALNAINE- - AT T TATTGAAGGAATTGATATATGCCAGTAAAATGGE===CTATTITTAATTTCTTTCAATAAAAAGATI® T TGACAAM- - - TR - 222 -A---AA T - - - ————- AT-AAAACTCTAAGCGGTGGATCACT — === == == == — = — = ————m oo CGG--—————-—-—-- CTCATGGGTCG=————=——=—=——————————————————————— ATG
395 +
droFicl|{scf7180000450074:780- ’ﬁATAETGTTATATQAAACTAAGACATTTCGCAGCATTTTTTTAGGTATAAAAAEAMATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAAATETTGACAAE———T@AE—EAA—TA———AAT—E —————————— - A A AACTCTAAGCGGTGGAT CAC T — = == == == == == —— — o o CGG-—=—=—-—=—-—-- CTCATGGGTCG===—==—=—=——————————————— ATG
973 +
droana3|scaffold 2263:320-515 +|[dan 4035 |EEEATARTCATTATATHAAACTAAGACATTTCGCARCARI T-ATTTTAGGTATAAAAATAR-- - ATTIATTGAAGCAATTGATATATGCCAGTHAAATGGES - CIATSTTTAATTTCTTTCAATAA AA A TRARTGACEANY- - - TETARATAT T A LT N S TSRy - — —- AT-AAAACTCTAAGCGGTGGATCAC T - === == == = = = = =~ — o o CGG-—=-—=———————— CTCATGGGTCG=——=— === === ————————————— ATG
droBipl|[scf7180000392609:4224- ’EATAETGETTATATEAAACTAAGACATTTCGCAECAETT—ATTTTAGGTATAAAAATAE———TTTATTGAAGGAATTGATATATGCCAGTEAAATGGT———GTATTTTTAATTTCTTTCAATAAAAAATEATTGACEAE———TTAEAE—TAM— ————— AT-AAAACTCTAAGCGGTGGAT CACT — = == == == = — —— —— oo CGG-=-—=—-—-—-—-- CTCATGGGTCG===—==—=—=—=——————————————————— ATG
4418 +
dp5 Unknown_group 34:5286- |ldps 4 ’ﬁATAGETTATATEAAACTAAGACATTTCGCAECATT—HTTTTAGGHATAAAAETA@——ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAAEAATTGACAAMT@AEAAA—A———AAT—H———E ————— BTAEA CTCTAAGCGGTGGAT CACT —— — == == ==~ — - ——— oo CGG—-——————————- CTCATGGGTCG-————————————————————————————— ATG
5480 +
droPer2|lscaffold 271:17934- ’ﬁATAGCTTATATEAAACTAAGACATTTCGCAECATT—HTTTTAGGHATAAAATAE——ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAA@AATTGACAAMT@EAAA—A———AAT—H———E ————— BT A eA C TCTAAGCGGTGGATCACT —— — =~ = == — = — - — - m - m oo CGG-——-—-—-—-—-- CTCATGGGTCG————=—=—=—=——————————————————— ATG
18128 +
droWil2|lscf2 1100000002192:486-|dwi 17 TAC T TAT[E TiAACTAAGACAT TTCGCAGCAT Ti-ETRT TG TRTA A - — -l T TTATTCAAGGAAT TdATATATGCCAGTAAAAT GG SCTATT I T T AATTTCTTTCARTAA A AANA TTATTGACHNNA - — - TR A A 2 - Sa NN A T - B — - -} - - ATE AIEA C TC TAAGCGGTGGATCAC T - — = — = == = = — - m o oo CGG-—-—=—=———-—-- CTCATGGGTCG===—==—=—=—=——————————————————— ATG
671 +
ldrovir3|lscaffold 7399:251-440 +| |7 2R aTETRaaacTARGACATTTCGCA C AIRe- AT TTAGGTAT AL ARRSARN- - - T TTATTGAAGGAATTGATATATGCCAGTAAAATGG S S CIATT T TARTTTCTTTCAATAAAAABA T THETGACEANA - - - T A A -F8- - - anT-[- - - NN -Br- ASACTC TAAGCGGTGGATCACT - =~ — === ===~ —— CGG--———————-—-- CTCATGGGTCG——————=———=————————————————————— ATG|
droMoj3|lscaffold 4169:3584-3773|dmo 3165 (THemmrARNcEMTATETIAAACTAAGACATTTCGCAICA RS- AT TTAGGTATAAARRRSAI- - - T TTATTGAAGGAATTGATATATGCCAGTAAAATGGIS = CITATTT T TAATTTCTTTCAATAL A2 AT THHET GACEIA - - - TE A A A -[d8- - - AAT - - - TRV - BT - AleA CTCTAAGCGGTGGAT CACT — = — =~ — = — - — - m oo oo CGG-—-—-—=—-—-—-- CTCATGGGTCG===—==—=—=—=——————————— ATG
+
ldroGrizllscaffold 1179:383-565 +|ldgr 475 |TiEeeeemmrATETRABACTAAGACATTTCGCARCATTE-BTTTTAGGT AN eAR- - - T TEATTGAAGGAATTGATATATGCCAGTAAAATGGS S CTAT T I T T ART T TCT T TCARTAA ARANA T TTTGACAA - - - TEA A AL -[dn - - An - - - TR e - AlJelA C TC TAAGCGGTGGAT CACT — = — = = — === == === ———————————————————————————— 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
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_244:4555-4575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_376:5891-5911
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_490:2155-2175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_687:4840-4860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_711:5322-5342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_926:1123-1143
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_252:436-456
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4230:1010-1030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4535:350-370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3472:129-149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_3568:44-64
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_6746:1202-1222
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
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Show Alternate Folds H
Flybase annnotation
rRNA [Dyak\5.8SrRNA:GE26502-RA]
Repeatable elements
|Name ”Class ”Family HStrand|
|AT_rich”Low_complexity”Low_complexity”+ |
mature star
1. dya 1793 v2 chrlUn 1311:64-84 + 1. dya 1793 v2 chrUn 1311:97-119 +
2. ¥2 chrUn 3920:708-728 + 2. v2 chrUn 3920:741-763 +
3. v2 chrUn 1938:233-253 - 3. v2_chrUn 4230:975-997 -
4. v2_chrUn 4644:179-199 - 4. v2_chrUn_1739:3330-3352 +
5. v2 chrUn 4933:1003-1023 - 5. v2 chrUn 1938:198-220 -
6. v2_chrUn 515823-43 + 6. v2_chrUn 4535315-337 -
7. v2_chrUn 3347:921-941 + 7. v2_chrUn 4644:144-166 -
8. v2_chrUn_5370:203-223 - 8. v2_chrUn _3347:954-976 +
9. v2_chrUn_5394:4341-4361 + 9. v2_chrUn_5370:168-190 -
10. v2_chrUn 5502:888-908 + 10. v2_chrUn 5394:4374-4396 +
11. v2_chrUn 3545:25719-25739 - 11. v2_chrUn 3472:94-116 -
12. v2_chrUn 061:6843-6863 + 12. v2_chrUn 5502:921-943 +
13. ¥v2_chrUn 063:7268-7288 + 13. v2_chrUn 35689-31 -
14. v2 chrlUn 235:7826-7846 - 14. v2 _chrUn 6746:1167-11809 -
15. v2_chrUn 244:4555-4575 + 15. v2_chrUn 061:6876-6898 +
16. v2_chrUn 376:5891-5911 + 16. ¥2_chrUn 063:7301-7323 +
17. v2_chrUn 490:2155-2175 - 17. v2_chrUn 235:7791-7813 -
18. v2 chrUn 687:4840-4860 + 18. v2_chrUn 325:1634-1656 -
19. v2 chrUn 711:5322-5342 + 19. v2_chrUn 376:5924-5946 +
20. v2 chrUn 926:1123-1143 - 20. v2 chrUn 687:4873-4895 +
21. v2 chrUn 252:436-456 - 21. ¥2_chrUn 4933:968-990 -
22. v2_chrUn 4230:1010-1030 - 22. v2_chrUn 2999:190-212 -
23. v2_chrUn 4535:350-370 - 23. dya 1817 v2 chrUn 5474:1248-1270 -
24. v2_chrUn 3472:129-149 - 24. v2_chrUn 3545:25684-25706 -
25. v2_chrUn 3568:44-64 - 25. v2 _chrUn 026:11212-11234 -
26. v2 _chrUn 6746:1202-1222 - 26. v2_chrUn 252:401-423 -
27. v2 chrUn 325:1669-1689 -
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
V120 GSM1528802 V058 M026 MO56 V052 V046 SRR1275484 SRR1275488 SRR1275486
TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTTATTTTAGGTATAAAAATACATTTATTGAAGGAATTGATATATGCCAGTAAAATGGTGTATTTTTAATTTCTTTCAATAAAAAAATTATTGACAATATATAGAAATAAATTATARAACTCTAAGCGGTGGATCACTCGGCTCATGGGTCGATG female
Read # Hit |Total male follicle body head head embryo head embryo Male Male Male
dedk ok de ok de ok ok ko sk ke sk ok ok e ok ok ko ke ke sk ko (L COCCCCCCCCCCC- e ... I IO D)) e )) kkkkkkkdkkkdkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x** gjze Mismatch Count Norm Total body cells prepupae larvae prepupae
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCT. .. vvveuen.. 26 O 20 7843.75156875120737 13571 4323 7163 6650 1330 2956 134 7 4 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCTC. .. vvvu.n.. 27 O 20 1203.6024072 12503 4326 2979 1618 595 1388 615 46 2 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATC. « v v veeveeneeneen.. 18 0 20 723.45 14469 9 9311 313 2801 441 275 1291 28 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCT . v v v v venen. 27 0 18 710.94 12797 10173 952 327 473 546 152 164 9 1 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGC. o v vvvenen.. 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 . - « ¢ e e v e e ettt et e et e e e e e e e et e et e e e e e et e e et et e e e et e e e e e e e et e et e et et ettt 210 20 251.35 5027 2080 0 1350 360 12 0 66 1158 0 1 0
............................................................... TATTGAAGGAATTGATATATGC . « ¢ e e e et e et et e e e et e et e e e e e e et et e e et e et e e et et e e et et e e e et e e e et ee e e eeaeaeneaeaenenneaenena22 O 20 242.90 4858 1020 O 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 . v vvveveennen . 22 0 20 172.35 3447 1576 375 895 249 229 0 101 16 6 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCT. o vvven.... 28 0 18 159.89 2878 2372 245 33 29 159 33 6 1 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCG. o v v vvvvnenen.. 23 0 20 149.05 2981 1286 972 370 207 8 0 90 45 1 1 1
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGG. « v vvvvennen.. 24 0 20 130.70 2614 706 1442 232 106 19 45 45 16 2 1 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACT .« v v vevvenenen.. 21 0 20 125.35 2507 497 485 927 306 20 115 147 6 4 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCTC. o v vvuv.... 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 . « + « e e et et et e e e et e et et e e ettt et e e e et et e e et e e e ettt e e e ettt e et te e ettt eteeaeneneeaenen 23 0 20 92.60 1852 99 5 201 29 12 1293 2 208 3 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCE............ 26 1 20 91.55 1831 155 1 2 15 1228 426 4 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCA . vt vvevneneeneen.. 19 0 20 76.05 1521 O 272 583 607 16 27 0 16 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCT . o vvvvvvnen. 25 0 20 71.70 1434 614 370 311 35 46 31 24 3 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCGGCT. o vvvene... 29 0 18 71.06 1279 1223 6 0 0 40 10 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGAT .« « vt eeeveennenaen. 17 0 20 66.65 1333 0 1195 0 136 0 0 0 0 2 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCAC. . v v vvvevevnenen.. 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 .« v v v veveeneennen.e. 19 0 18 57.50 1035 16 746 43 128 13 50 39 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGC . « v v v vvvenen. 26 0 18 50.67 912 268 313 98 27 59 130 6 11 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCT . « v vven.n.. 24 O 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 . v v v v v vvnen. 22 0 20 35.95 719 158 327 51 52 19 85 23 4 0 0 0
................................................................. TTGAAGGAATTGATATATGCCA . ¢ ottt et et ettt et e e et et et e e e et e e et et et e e et et e e ettt e e e ettt e e ettt ettt ettt et teeneneaenen. 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 . « et e e et et et e et et e e et et et et ettt e e et et e e e e et et e e e ettt e e e ettt e ettt et ettt et ieeaeneeene 210 20 26.45 529 142 0 183 0 29 0 11 162 1 1 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTCGGCT . v v v vvn.... 23 0 20 23.45 469 195 159 44 30 14 15 11 1 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGCTC. . vvvvn.n.. 29 O 18 22.61 407 228 137 1 0 21 20 0 0 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCTC. v vvvvn.en. 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 . o v vvvvn... 20 0 20 17.70 354 156 1 64 50 4 61 15 3 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATC. . o vvvveennennen.en. 17 0 20 16.55 331 0 331 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTC. o v venveneen.o. 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 . « « + e o et e et e e te e et e e e et e et e e e e et e et e e e e et e e e e et et e et e e e e e ettt e et et te et ettt 23 0 20 15.50 310 112 0 60 15 0 123 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCTCATGGGTC. ... 27 O 20 15.35 307 4 247 51 3 2 0 0 0 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGGCTC. «ovvvvn... 23 0 20 15.05 301 25 146 47 14 0 60 5 4 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGG. v v vvvneen o 25 0 18 14.83 267 45 181 24 4 0 8 5 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGGC. v vvvenen.. 27 0 18 14.78 266 97 82 34 5 16 31 0 1 0 0 0
................................................................ ATTGAAGGAATTGATATATGCC . « o et v ettt et ettt e e ettt et e et e e e e e et et et e e e e e et e e et e e e e e e e et et e e et ettt 220 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 . v v eeeenvnenen.. 20 0 18 14.17 255 4 190 14 25 0 11 9 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATCACTCGGCT . v v v v vvne.. 30 0 18 13.72 247 247 O 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
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCE. .. ......... 26 1 20 13.30 266 19 1 0 7 237 0 2 0 0 0 0
............................................................... TATTGAAGGAATTGATATAT . « ot e et e et e et ettt ettt e ettt ettt ettt et ettt ettt e e e e e et et et ettt ettt ettt e i it 20 0 20 13.30 266 54 0 148 28 5 22 8 0 1 0 0
................................................................. TTGAAGGAATTGATATATGC . « « v e v e e ettt e e e e e et e e et e et e e e e e e e et e e e e e e e e et e e e et e e e e e et e et e et e ettt ettt 2000 20 13.25 265 78 0 57 0 3 61 3 63 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGAT . o v v v v vveeeenennenen. 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 . « ¢« + e et e et et te et e e e e e et e et e e e e e e e et e et e e e e e e e e e e e e e e e e e et e et et e et e ittt ettt 220 20 12.80 256 54 0 45 36 13 77 9 22 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGGC. e v v vvvven... 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 . « « e ¢ e v e ettt et e e e et ettt e e et e e e e e et et e et e e e e e et et et et ae e e et ee e eae e aeeneaeaenaennena 2l 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 59 420 0 21 45 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCTCAT. . ....... 27 O 20 11.80 236 6 203 10 1 7 9 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCE............ 27 1 18 11.67 210 46 0 0 1 109 54 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCG. v v vevevnenen. 24 0 18 11.56 208 103 35 25 23 2 8 11 1 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGCTC. v vvvn.n.. 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 . ¢ v e v v v v eeenenaenen. 23 0 17 11.29 192 23 153 3 2 2 9 0 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATC . v v v e eeeenenenen. 210 18 11.22 202 5 180 6 3 1 6 1 0 0 0 0
......................................................................................................................................................................... GATCACTCGGCTCATGGGTC. ... 20 0 20 10.55 211 76 0 52 300 38 6 9 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCGGC. « « v vvevn.n.. 28 O 18 10.00 180 80 34 30 0 7 29 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCT. .. .vovu.n.. 19 0 20 9.85 197 35 0 68 28 16 36 11 3 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGGC .« v v vvneen.. 23 0 20 9.80 196 45 19 23 22 6 61 14 6 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGAT . v v v v v eeeeeenenenen. 22 0 18 9.28 167 115 9 22 8 1 3 6 3 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGC. ¢ v v v vvnen.en. 24 0 20 8.75 175 19 57 61 4 2 23 3 6 0 0 0
................................................................................................................................................................... GCGGTGGATCACTCGGCTC. o v v vvn.e.. 19 0 20 8.25 165 5 25 60 9 4 58 2 2 0 0 0
................................................................................................ TGTATTTTTAATTTCTTTCAATA . « & v e ettt e e ee e et et e et et et e e e et et et eeeae e taeeneaenaenaennenaea 23 0 20 8.25 165 0 0 133 0 0 32 0 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACT « v v v vvenevnenen. 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
................................................................................................ TGTATTTTTAATTTCTTTCAATARR . « . et et e et et et e e e et e e et e e e en e e taeneneaeeaeneeeeaeneneeneaeneeaea25 0 20 7.60 152 0 0 139 0 0 11 0 2 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACT .« v v veeennenen. 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. .o vvvevnennen.. 20 0 20 7.10 142 33 1 56 19 6 19 7 1 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCACTCGGCTCA. ... vv.... 29 0 18 7.06 127 29 95 0 0 1 2 0 0 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGATCACTCGGCTCA. .« vvu... 27 0 20 7.05 141 3 65 68 1 0 4 0 0 0 0 0
................................................................................................................................................................. AAGCGGTGGATCACTCGGC .+ v v ven.en.. 19 0 20 6.35 127 10 0 13 11 2 78 10 3 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGCTC. . .vovn.... 20 O 20 6.25 125 2 0 54 9 1 55 4 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGAT . ¢ v v v v e eeeeeenenen.. 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. .. ..ov..... 18 0 20 6.10 122 0 30 29 18 15 24 6 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGAT . ¢ v v e e e eevnenen.. 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. « v venn.o. 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 . o v v v eveennen.e. 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. « v v vvvenewnen. 19 0 20 5.80 116 40 20 17 220 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. o v vvn ... 24 0 20 5.80 116 45 27 21 7 1 10 4 1 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATC . ¢ v v vt v veeenennenen. 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. .« v veenenennena.. 18 0 20 5.60 112 2 38 46 18 0 2 4 2 0 0 0
.................................................................. TGAAGGAATTGATATATGCCA . &+t e ettt ettt et ettt ettt et e e e ettt et e et e e e e e et e e e et e e ettt ettt ittt et e e i 210 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. « v vvenevenen. 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 . « ¢« e e ettt e et et ee e e e et e e et e et et e e e e e et et e et e e ettt e et et e e ettt et et e ie i e it et 20 0 20 5.35 107 O 0 88 2 0 17 0 0 0 0 0
.......................................................................................................................................................... ARACTCTAAGCGGTGGATCA . v vvvvvneeenen.o. 20 0 18 5.28 95 17 12 27 31 0 4 4 0 0 0 0
.......................................................................................................................................................... AAACTCTAAGCGGTGGATCAC. « v vvvenneneen.o. 210 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. .. .v...... 21 0 20 5.05 101 12 0 39 6 0 42 0 2 0 0 0
............................................................................................................................................................ ACTCTAAGCGGTGGAT .« o v e e eeeenennennen. 16 0 20 5.05 101 0O 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 . . o vvvvn.v.. 21 0 20 4.95 99 28 37 12 9 3 6 4 0 0 0 0
......................................................................................................................................................... ARAACTCTAAGCGGT . « v v v e eeeeieennennennen. 15 0 19 4.84 92 0 92 0 0 0 0 0 0 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACT e o v v e v vveeeenen.. 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. .« ot vveeenen.. 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 32 210 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. o v v vvveeenen.. 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 O 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. o« v vvven.e.. 23 O 20 3.95 79 7 45 22 0 1 1 2 1 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCGG. « v vvvenen.. 26 0 18 3.94 71 15 43 7 2 1 3 0 0 0 0 0
.................................................................................................................................................................. AGCGGTGGATCACTCGGC. o« vvuen.n.. 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. « v vveenenaenen. 19 0 20 3.70 74 1 3 37 20 2 4 7 0 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGT . ¢ v vve e eeeeeenennnnen. 18 0 18 3.67 66 1 50 4 3 4 2 2 0 0 0 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTCGGCTCATG. ... .... 27 O 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
............................................................... TATTGAAGGARTTGATATA . « ¢ e et ettt ettt ettt e et e e e ettt e et e et e e e e e et e e e e e e e e e et e e e e e e e e et et ettt et et 190 20 3.60 72 0 0 25 5 12 24 0 6 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGATCACTCG. v vvveveen... 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. .o vvn.... 30 0 18 3.50 63 60 3 0 0 0 0 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGA. . o v vvveenenneneen.. 16 0 20 3.45 69 0 65 0 3 0 0 0 0 1 0 0
............................................................. TTTATTGAAGGAATTGATATATGC . & ¢ v v e ve e ettt e et et e e e e et e e et e e e e e et e e e e et e e e et e et e et e e e e ettt et et e ettt e 24 0 20 3.40 68 52 0 8 1 0 7 0 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTC. o vvvvvenenen.. 24 0 18 3.39 61 20 0 21 2 2 15 1 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCTCH.......... 28 1 20 3.30 66 6 0 56 0 0 4 0 0 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGAT . « v vt veeveeneennen.e. 210 19 3.16 60 41 2 4 2 3 2 5 1 0 0 0
............................................................................................................................................................... CTAAGCGGTGGATCACTCGG. « e vvvevenen. 20 0 20 3.15 63 15 13 8 13 0 10 0 4 0 0 0
............................................................................................................................................................. CTCTAAGCGGTGGATCACTCGG. « ot vvveenen.. 22 0 20 3.05 61 9 24 14 6 0 4 0 3 0 1 0
........................................................................................................................................................... AACTCTAAGCGGTGGATE. . v vvvvveeneenen.. 18 1 20 3.05 61 0 53 0 7 0 0 1 0 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGT . o e o v e v ee e eeennennen. 16 0 19 3.00 57 0 57 0 0 0 0 0 0 0 0 0
................................................................................................ TGTATTTTTAARTTTCTTTCAAT .« ¢ e vttt e et e e e e e et et e et e e e e e e et et et e et et et e it 22 0 20 3.00 60 0 0 57 0 0 0 0 3 0 0 0
...................................................................................................................................................... TATAAAACTCTAAGCGGTGGATCACT . v v v evvennen.e. 26 0 17 2.94 50 13 0 21 1 7 8 0 0 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACT e v v v v vveevnenen.. 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. e v v v vvvvn.o.. 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. .+ v vvvueveen... 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
................................................................................................ TGTATTTTTAATTTCTTTCAATAR . &+« ettt e e ne e e e ettt et et e e e et et et ie e e aeeaeeaenaenaennenaes 24 0 20 2.70 54 0 0 48 0 0 4 0 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGT . ¢ ot v v eeeneeeeenennenaen. 17 0 19 2.68 51 0 51 0 0 0 0 0 0 0 0 0
.................. ARCTAAGACATTTCGCAGC . « vt ettt et ettt et et et ettt ettt et e e e et ettt et et e e e ettt et ettt e e et ettt e e e e e e e e e e e e e e e e 190 20 2.65 53 2 0 18 0 0 27 1 5 0 0 0
......................................................................................................................................................... AAAACTCTAAGCGGTGGATCACTCG. v v vennen.e.. 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. « v vvvenen... 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. .« vv.... 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. v vvvennen.e.. 22 O 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. « o v vevnen.en. 20 0 20 2.45 49 22 11 2 4 0 1 7 2 0 0 0
............................................................ ATTTATTGAAGGAATTGATATATGC .« &« ¢« vt o ettt e et et e e et et e e et e e e e e e et e et e e e e e e e e et et et e e e et et e te et e et iee e 25 0 20 2.45 49 41 0 4 0 0 2 0 2 0 0 0
.............................................................................................................................................................. TCTAAGCGGTGGATCACTC. ... vvvvuen.n... 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 . « ¢« e e e v et ettt et e e e e et ettt e et et e e e et et e et e e e e e et e e e et et e e e ettt e ettt ettt 190 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
............................................................... AT TGAAGGAAT TGATATATGCC . . ¢ ottt ittt et ittt et ettt e e ettt e ettt e et ettt e ettt e e et e 241 20 2.35 47 10 0 0 0 2 18 0 17 0 0 0
........................................................................................................................................................ TAAAACTCTAAGCGGTGGATCACTCG. « v v veveen.en. 26 0 18 2.33 42 29 0 7 2 1 0 1 2 0 0 0
....................................................................................................................................................... ATAAAACTCTAAGCGGTGGATCACTCGGC. v v vvveene.. 29 0 18 2.33 42 35 0 0 0 4 3 0 0 0 0 0
.................................................................. TGAAGGAATTGATATATGCC . « .+ v e vt e et e et e e ettt e e et e et e e e e e et e e e et e e e e e e e e e et e e e e e et e et et ettt e e 2000 20 2.30 46 6 0 25 1 0 11 0 3 0 0 0
................................................................................................. GTATTTTTAATTTCTTTCART « & e v et e et u e te ettt e e e et e et e e e e e e e et e teeneneeetaeneneeaeaenneeeaena 2l 0 20 2.30 46 0 0 44 0 0 2 0 0 0 0 0
........................................................................................................................................................... AACTCTAAGCGGTGGATCACTCGGCH. ........... 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
M043
V120
ATGTATTACGAATATACTTTGATTCTGTAAAGCGTCGTAAATAAAATCCATATTTTTATGTAAATAACTTCCTTAACTATATACGGTCATTTTACCACATAAAAATTAAAGAAAGTTATTTTTTTAATAACTGTTATATATCTTTATTTAATATTTTGAGATTCGCCACCTAGTGAGCCGAGTACCCAGCTAC female
Read # Hit |Total body male
e ok ek e ok ok e ok ok sk e ke ok ok e ok e ok sk sk sk ke ke ok ek ek ko kel k ok (L L L L COCCCCCCCECCC e .. .. DI e )) .Kkdkkkkkkkkkkhkkhkkhkkhkkhkkkkkkkhkkkkkkkkkkkkkkkkk*k**x 5jze Mismatch Count Norm Total body
............... ACTTTGATTCTGTARRAGCGTCGTAR .+« « e vttt ettt et et ettt ettt e e e e e e et et e e et e e e e e et et et e e e e e et e e e et et e e e e e e e e e e e e e e e et et e et et et et et e e 250 20 0.05 1 1 0
............................................... COATAT T TT TATGTAAATAACTTCCTT ¢ « ¢ v e e e e e ettt e e e e ettt a et et e e e e et e et et e e e e e e a et et e e e e e e e et et e e ae e e e e teeeaenaenaeneeaeenenaennenaeaa 2] 0 20 0.05 1 1 0
ATGTATTACGAATATACTTTG . + « e e v e e e e e et et e et e e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 21 0 20 0.05 1 1 0
....................... TCTGTARRGCGTCGTARATA . « . ot ettt et et ettt et et e e et e et ettt et e e e e e e et e et ettt e e e e et e e e e e e e e e et e ettt et e e e e e e e e e e e e e e 0200 20 0.05 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|lv2_chrun 1311:1-193 + |ldva 1793 |TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTEATTGAAGCAATTGATATATGCCAGTAAAATGGES S CTATT I T TAATTTCT T TCARTAAAAAAATTATTGACAATA-——~TATAG-AAA-TA-—-AAT-T-————————- AT-AAAACTCTAAGCGGTGGATCAC T~ =~ — = = = = — = = — = =~ — o o CGG--——————————- CTCATGGGTCG==—=——=————————————————————————_ ATG|
|droEre2|lscaffold 944:838-1030 +|lder 1518 |TACATAATGCTTATATGAAACTAAGACATTTCGCAGCATTT-ATTTTAGGTATAAAAATAC---ATTTATTGAAGCAATTGATATATGCCAGTAAAATGGESS=CTATTITTAATTTCTTTCARTAAAAASANATTGACATA-—-TATAR-2AAA-Tf8---AAT-T-————————- AT-AAAACTCTAAGCGGTGGAT CAC T — = = — === = — = = — = =~ — —— o o CGG-———————————— CTCATGGGTCG-————=———————————————————— ATG|
droSec2|scaffold 2529:2874-3066|dse 1841 [TACATAATGCTTATATGAAACTAAGACATTTCGCARCATTT-ATTTTAGGTATAAAAATALN---ATTIATTGAAGGAATTGATATATGCCAGTAAAATGGE-==CIATTTTTAATTTCTTTCAATAAAAAGANTATTGACANTA---TATAIY-A2N-Tf8---AAT-T--———————- AT-AAAACTCTAAGCGGTGGATCAC T - = === === = — = —m = o oo CGG--——-———————- CTCATGGGTCG==—==—==—=———————————————————— ATG
+
ldrosim2|lnode 127996:1-129 + ldsi_3247¢|EECATAATGCTTATATGAAACTAAGACATTTCGCARCATTT-ATTTTAGGTATAAAAATAR- -~ ATTIATSGAAGGAATTGATATATGCCAGTAAAATGGES - S CIATT T TAATTTICTITCAATAAA A ARANT AT Tl — — e e — W ————————- e e e - ---—-—----—- - - - -
dm3 chrUextra:4356396- TACATAATGCTTATATGAAACTAAGACATTTCGCARNCATTT-ATTTTAGGTATANAAATAC---ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGES = GIATTTTTAATTTCTTTCAATAAAAABATIIATTGACARTA- -~ TATAR}-ARA-T]§-—-AAT-T--——-—————- AT-AAAACTCTAAGCGGTGGATCAC T~ = === === = — = —m = o o o CGG--—=-—=—————- CTCATGGGTCG==—=——==—==——————————————————— ATG
4356588 +
AroPug1[so1160000408345 1115 T s B BE 08 R T T Foo————— e e s TS
1165 +
droBial|[scf7180000299694:351— TANATANTGETTATATRAAACTAAGACAT TTCGCAGCAT T/g-fTTTTAGGTATAAAAATARN- - - AL T TATTGAAGGAAT TGATATATGCCAGTAAARGGES==CTATT T TTAATTTCTTTCAATAA A A ABA TIMT TGACAA A - - - TE A el A 2 - el - - Al TR T - — - - —-—-- AT-AAAACTCTAAGCGGTGGATCACT — === == == == —— —— — o o T CTCATGGGTRG- - -~ =~ === — - — o m oo ATG
544 +
GroTak1|scE1180000415528:879- B GEAAARARICCARS: s ca PO, e CSRC C e A SO INEOgCoARAGCGCT TTCGACCGGCTGGAACTGGAGCGGTAAGT T TACCSARACCTGTAT TGT T T T TREEA T ACGAR TGCARAAAGT ARAGTCAARGCCAAGTARA
1103 -
droRhol|[scf7180000764814:201— TARNATANTGITTATATIAAACTAAGACAT TTCGCAGCAT T/g-lTTTTAGGTATAAAAALNAINE- - AT T TATTGAAGGAATTGATATATGCCAGTAAAATGGE===CTATTITTAATTTCTTTCAATAAAAAGATI® T TGACAAM- - - TR - 222 -A---AA T - - - ————- AT-AAAACTCTAAGCGGTGGATCACT — === == == == — = — = ————m oo CGG--—————-—-—-- CTCATGGGTCG=————=——=—=——————————————————————— ATG
395 +
droFicl|{scf7180000450074:780- ’ﬁATAETGTTATATQAAACTAAGACATTTCGCAGCATTTTTTTAGGTATAAAAAEAMATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAAATETTGACAAE———T@AE—EAA—TA———AAT—E —————————— - A A AACTCTAAGCGGTGGAT CAC T — = == == == == == —— — o o CGG-—=—=—-—=—-—-- CTCATGGGTCG===—==—=—=——————————————— ATG
973 +
droana3|scaffold 2263:320-515 +|[dan 4035 |EEEATARTCATTATATHAAACTAAGACATTTCGCARCARI T-ATTTTAGGTATAAAAATAR-- - ATTIATTGAAGCAATTGATATATGCCAGTHAAATGGES - CIATSTTTAATTTCTTTCAATAA AA A TRARTGACEANY- - - TETARATAT T A LT N S TSRy - — —- AT-AAAACTCTAAGCGGTGGATCAC T - === == == = = = = =~ — o o CGG-—=-—=———————— CTCATGGGTCG=——=— === === ————————————— ATG
droBipl|[scf7180000392609:4224- ’EATAETGETTATATEAAACTAAGACATTTCGCAECAETT—ATTTTAGGTATAAAAATAE———TTTATTGAAGGAATTGATATATGCCAGTEAAATGGT———GTATTTTTAATTTCTTTCAATAAAAAATEATTGACEAE———TTAEAE—TAM— ————— AT-AAAACTCTAAGCGGTGGAT CACT — = == == == = — —— —— oo CGG-=-—=—-—-—-—-- CTCATGGGTCG===—==—=—=—=——————————————————— ATG
4418 +
dp5 Unknown_group 34:5286- |ldps 4 ’ﬁATAGETTATATEAAACTAAGACATTTCGCAECATT—HTTTTAGGHATAAAAETA@——ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAAEAATTGACAAMT@AEAAA—A———AAT—H———E ————— BTAEA CTCTAAGCGGTGGAT CACT —— — == == ==~ — - ——— oo CGG—-——————————- CTCATGGGTCG-————————————————————————————— ATG
5480 +
droPer2|lscaffold 271:17934- ’ﬁATAGCTTATATEAAACTAAGACATTTCGCAECATT—HTTTTAGGHATAAAATAE——ATTTATTGAAGGAATTGATATATGCCAGTAAAATGGT———GTATTTTTAATTTCTTTCAATAAA@AATTGACAAMT@EAAA—A———AAT—H———E ————— BT A eA C TCTAAGCGGTGGATCACT —— — =~ = == — = — - — - m - m oo CGG-——-—-—-—-—-- CTCATGGGTCG————=—=—=—=——————————————————— ATG
18128 +
droWil2|lscf2 1100000002192:486-|dwi 17 TAC T TAT[E TiAACTAAGACAT TTCGCAGCAT Ti-ETRT TG TRTA A - — -l T TTATTCAAGGAAT TdATATATGCCAGTAAAAT GG SCTATT I T T AATTTCTTTCARTAA A AANA TTATTGACHNNA - — - TR A A 2 - Sa NN A T - B — - -} - - ATE AIEA C TC TAAGCGGTGGATCAC T - — = — = == = = — - m o oo CGG-—-—=—=———-—-- CTCATGGGTCG===—==—=—=—=——————————————————— ATG
671 +
ldrovir3|lscaffold 7399:251-440 +| |7 2R aTETRaaacTARGACATTTCGCA C AIRe- AT TTAGGTAT AL ARRSARN- - - T TTATTGAAGGAATTGATATATGCCAGTAAAATGG S S CIATT T TARTTTCTTTCAATAAAAABA T THETGACEANA - - - T A A -F8- - - anT-[- - - NN -Br- ASACTC TAAGCGGTGGATCACT - =~ — === ===~ —— CGG--———————-—-- CTCATGGGTCG——————=———=————————————————————— ATG|
droMoj3|lscaffold 4169:3584-3773|dmo 3165 (THemmrARNcEMTATETIAAACTAAGACATTTCGCAICA RS- AT TTAGGTATAAARRRSAI- - - T TTATTGAAGGAATTGATATATGCCAGTAAAATGGIS = CITATTT T TAATTTCTTTCAATAL A2 AT THHET GACEIA - - - TE A A A -[d8- - - AAT - - - TRV - BT - AleA CTCTAAGCGGTGGAT CACT — = — =~ — = — - — - m oo oo CGG-—-—-—=—-—-—-- CTCATGGGTCG===—==—=—=—=——————————— ATG
+
ldroGrizllscaffold 1179:383-565 +|ldgr 475 |TiEeeeemmrATETRABACTAAGACATTTCGCARCATTE-BTTTTAGGT AN eAR- - - T TEATTGAAGGAATTGATATATGCCAGTAAAATGGS S CTAT T I T T ART T TCT T TCARTAA ARANA T TTTGACAA - - - TEA A AL -[dn - - An - - - TR e - AlJelA C TC TAAGCGGTGGAT CACT — = — = = — === == === ———————————————————————————— CGG--——————————- CTCATGGGTCG-—————=—————————————————————————— ATG|
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrUn_4230:1010-1030
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M043
MO56 V120 V058 M026 V046
AGCTGGACCACAAACCCAGGACCACTCACCCACTGGCCCAGCACATTCAGGTGGGTTTTTAATGATAACTAAAGAGACTTTAATGGTATTAACGTCTTTTAAAACCCACAGATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA female
Read # Hit |Total body |embryo male head head embryo
Kkkkkkhkkhhkhkhhkhhhhhhhhhkhhhkhhhkhhhhhkkhhhrkrhrrkrkdx (((((((((.oeeeenennn.. COCCCCC-CCCCC )Y 0IIIN)D)))))) ) . ckkkkkkkkkkkkkkkkkkkhkkhkkhhkkkhhhkkhhkkkhhkhkkkkkkx size Mismatch Count/ Norm |Total body
.......................................................................................... AACGTCTTTTARAACCCACAGH . ¢ ottt et e e ettt 22 1 1 17.00 17 8 6 1 2 0 0
.......................................................................................... AACGTCTTTTARAACCCACAGH . - ¢ vt ottt ettt e et ettt et e 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
.................................................. Gl GGG T T TT TARTGATARCT « « + ¢ e e e e e e e et et e e e e e et et et e e e e et et e e e e et et et e e et et et et et e et e e e e e eeeeenennns 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
......................................................................................... TAACGTCTTTTARAACCCACAG . ¢ o« e e et et e eae et ee e e e ae e e e eneaeeaenenens 22 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................................. GATCACCCGTGACCGCACTG e « v v e v e ee et e eeeneneeneaennn 20 0 1 1.00 1 1 0 0 0 0 0
.............................................................. TGATAACTARAGAGACTTTAR .+t vttt et et et et et e et et e e et e e et e e e e e e e e e et e e e e ettt e 21 0 1 1.00 1 0 0 1 0 0 0
....................................................................................... ATTAACGTCTTTTAARACCCACAG . « ¢ v et e e tete e ettt e te et e ettt te e en e 24 0 1 1.00 1 1 0 0 0 0 0
GCTGGACCACARARCCCAGGACCA . ¢ o vttt et ettt ettt et et ettt e et et e ettt e e e e et e e e e e e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 23 0 1 1.00 1 1 0 0 0 0 0
.......................................................... TTAATGATAACTARAGAGACTTTA . « &t e et et et e e e et et e e e e e et e e e e e e et e e e e e e et e e et e e te e eeeeeenenens 24 0 1 1.00 1 0 0 0 0 1 0
Anti-sense strand reads
M043
M056
TCGACCTGGTGTTTGGGTCCTGGTGAGTGGGTGACCGGGTCGTGTAAGTCCACCCAAAAATTACTATTGAT TTCTCTGAAAT TACCATAATTGCAGAAAAT TTTGGGTGTCTAGTGGGCACTGGCGTGACCTAACGTCGTCTCGTAGGACTTCCAGGGGTT female
Read # Hit Total body |embryo
Kkkkkkkkkkkkkkkhkhkhkhkhkhkhkkhkrkrkrkrkkkkkkrkrk sk (((((((((. e v ennnn.. COCCCCC COCCCe Y I )))))))) . cdkkkkkkkkkkkkkkkkkkhkhkkkkkkkkkkkkkkkkkkhkhkhkhkkkx size Mismatch Count Norm |Total
.......................................................................................................................... GGCGTGACCTAACGTCGTCTC . v v v v e e eeeaenen 21 0 1 1.00 1 1 0
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Species Coordinate ID Alignment

ldrovak3|x:12366984-12367144 - ldya 1408|AGCTGGACCACARACCCAGGACCACTCACCCACTGGCCCAGCACATTCAGGTCCCTTT T A A= S S S S e S e G S S S S O S oSS s S S S S S S AAAACCCACAGA T CACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA|

droEre2|scaffold 4690:6167968- der 385 |[AGCTGGACCACAAECCCAGGACCACTCACCCACTGGCCCAGCACATTCAGGTGGGTTT T A AT S S s st T T T T === JARANCCACAGA T CACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGTCCCCAA
6168128 -

droSec2|scaffold 34:308804-308971 AGCTGGACCACAAECCCAGG[ECCACTCACCCACTGGCCCAGCACAT TCANGTGGGTTE TTTGGTT, GC TT &TCACCCGTGANCGCACEGGATTGCAGCAGAGCATCCTGAAGGTECCCAA
+

ldrosim2|lx:8494583-8494744 + | |2accTeeaccacan§cccace§ccACTCACCCACTGGCCCAGCACATTCANGTGEETT -~ =~~~ ———————————————— - TTA GC TT BrcaccceTGAlCGCACTGGATTGCAGCAGAGCATCCTGAAGGTECCCAR|

|dm3 lchrx:8946372-8946532 + | |accTeeaccacancccaciYECcCACTCACCCACTGGCCCAGCACAT TCANGTCEETTIY T G TTINAT ATCACCCGTGACCGCACTGGHTTGCAGCAGAGCATCCTGAAGGTECCCAA

droEugl|{scf7180000408176:387398— AGCTGGACCACAAECCCAGGACCARTCACCCACTGGCCCAGCARWATTCAGETINGGT TS
387562 +

droBial|lsc£7180000301760:2677784- T, R {SCRCEICAGA T CACCCGTGACCGCACT GGAMTGCAGCAGAGCATCCTGAAGGTRCCCAA
2677975 +

droTakl|lsc£7180000415169:971778~- T T ATCACCCGTGACCGCACTGGATTGCAGCAGAGCATCCTGAAGGT[ECCCAA
971883 -

droElel|sc£7180000491006:2458450= | |k — — — = = = = = = = = PR PR I — — — — — — — [~~~ I~~~ [~~~ =~ == mmmmmmmm oo E - —- -3 e RRINCCIECAGA TCACCCGTGACCGCACHGGATTGCAGCAGAGCATCCTGAAGGTECCCAA
2458516 +

droRhol|lsc£7180000779841:469277- B----E= GTTCAACTTGATTTAAGTTATTTTAGTTTTTCATTTTGATACAATATCTATCTTCCGAAATACTCTTTTTATATTTTATTTGCTATTTAAACLVTCC TA (oA GG EAGATCACCCGTGARCGCACEGGAMTGCAGCAGAGCATCCTGAAGGTECCCAA
469523 +

droFicl|lsc£7180000453829:917158- | |IAGCTGGACCACAACCCAGGACCACTCARCCACTGGCCCAGCACATTCAGETE N ET TN -———————————— - PR PR e D — —— —— — I~ — —— [~ — [~~~ — =~ — =~ ==~ ==~ ———m—m——m oo e CCTTAATTATATTAAAAGAAAR GTTGTACAA —- ATE--A L AN C[EIGAG A TCACCCGTGACCGCACTGGAMTGCAGCAGAGCATCCTHARNGTECCCAA
917319 +

droKikl|lscf7180000302698:123344- | |aclTccalcacarlEcciaceaccacilcajccacTeeeccaceaaTicace e - - -~ T Al - - Pt C T'T ThY— — — = —— = = AT == —— = G— = — = G~~~ — = — — — — - — —m— o o T TAATTTA Tho-- -B--B-5c I BICCIAINRG A TCACCCGTGACCGCACTGGSTMcAGCAGAGCATCCTIAARG TleCcCCcAn
123496 -

Grohna3scaffold 13047:768181= | [MACTGACCACARECCCAGGACCACRCAROCROTHOCCCAGOACA T s s s s BReeee e IR ERRRRRRRRRRR R B B B - - - otooooooooooooomooooooooomooooooooomooooooooo B B L s s EERRRRRROAG 1 C1.CCCGRG CCOR TG HICAGAGCATCCTGRAGOTRCCC AR
768280 +

GroBipl[scillB0000306431:551030= || [MACTGGMICACARECCCAGGACCACR AR CRT GOCCCAGOACA T T R s e s mmmmmmmmmmmm e B e ER e EREERERRRRRRRE B B B - - - T Tottttooomommooooomomoooooomeeomooemomoooooooo EEE e e O s EERRRRRRA A 11 COCGLGCCOR TR TG I AGAGCATCCTGRAGOTRCCC AR
552029 +

dp5 XL grouple:8225794-8225850 WAGATCACECGEcAlcGcac TGt cAaGcaGaGeATHC TARGGTCCCCAR
+

droPer2lscaffold 13:341752-341808

WAGATCACECGgcalcecacTecgrldcaccacaceaTlcTdAAGGTCCCCAA

droWil2|scf2 1100000004963:636680~- -ECATTGATT CCTAAT S NCLEVNAG A T CACHCGEGARCGCACTGGHETGCAGCARAGHATHC TEAA NG T\ cccalg
636850 -

drovir3|scaffold 12970:2686230- TCAAAACAACA ATTATACAA CAGTTATAACT - - ATTTE G/ CINNING A He G AT SIelelNe Glele c ClleleF Nl NI NelF il hii c:V-Nelelii G |SIelel-N
2686390 -

droMoj3|lscaffold 6473:3421281- AGCTGGAGCACAAECcdcliaclacEcafjccldiiTcceccaceacATCAGE T NG - == == ——— - e ----—-—--- AJ\AEGAAATATRN-TINTGT - — - —-—--—-- AAATATATENNGTATAT TGAA - - L e e E L E L P e P e L e e CALV.ACAT T TA - TAUL -2 SRS b TebiAG A TH\A Clec GG AlCGCACTGC8T GCAGCAGAGCATCCTGAAGGTIECCCAA
3421454 =

droGri2|lscaffold 15081:1106607- afNiTcealicacanEccecEacacicalicclEcTeccicaceacaTicaceTeNeNgT - - - -~ -~ - - - - A\ ———- PN T AN T TIAT T[S - - - - - B G GCAA T C R — — — e e GINAT -BGaTTGA ACT AlclG ----An ATiaCicclEcalicclEacTeealTidcaceacaGiaTCCTGAAGG TECCCAR
1106768 +
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