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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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hide 3p reads “ show mid mismatch reads
SRR553486 SRR553485 SRR553487 SRR553488
SRR618934 MO053
M023 M024 Makindu_3 Chicharo_3 M025 0001 SRR902009 NRT 0-2 RT_0-2 GSM343915 0002 SRR1275483 SRR902008
GCTAAGTAATAATTGAGTTGGAGCTCGACTTTTTGTAGTGAAGTATTCCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAAT TTGGCAATGCATTCAAGACCTGTGCGGAGTTATTTACACGTCGTCCATCAAAGTGTTTTGTTTTGCTGGTTTAAAA day-old day-old  dsim w501 female hours hours
Read # Hit |Total head male ovaries | ovaries ovaries |embryo Testis testis body |eggs eggs embryo Head Male ovaries
Tokkkkhkkdkdkkkkkkdkdkrdkkdkkdkdkrkrkkrk (.o (CCCCe oo o CCOCCCe COCo e (o (e e e e 1)ID) o ))) D) d)))) ) et D)) ) ) L)) ) )) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body prepupae
.................................................. TCAAGGTCTAGARAGTAGAGCT « « + e e e et et et et ettt et et e e et e e e e et e e e e e e e et e e e et e e et ettt e et 220 1 4684.004684 1571 1234 724 618 233 254 0 4 17 14 11 3 0 0 1
.................................................. TCAAGGTCTAGARRGTAGAGC . « « + e e e et et e et et ettt e e et e et m e et e e et et e et e et e e e e eneeenenaeaeneaeeaeneaaeaennaaa 2l 0 1 812.00 812 225 158 177 173 48 6 18 3 1 1 1 0 1 0 0
.................................................. TCARAGG TCTAGA ARG TAGAGC . -« ¢ ottt ettt ittt e e e et e e e e e e e e e e e e e e 22 1 229.00 229 135 74 O 0 0 20 0 0 0 0 0 0 0 0 0
....................................................... GTCTAGARAAGTAGAGCT « « + t e e e et e e e e ee e et e e e et e e e et et e e et e et et e e e e e e e eenenetaeneaaeaeneanenenneaa 1T 0 1 108.00 108 0 0 0 0 108 0 0 0 0 0 0 0 0 0 0
.................................................. TCARGGTCTAGARAGTAGAG « « « « « e e e e et et et et ettt et et e e et e e e e et e e e e et e et e e ettt e e ettt ettt 200 1 97.00 97 5 4 28 30 19 0 6 4 0 0 0 0 1 0 0
.................................................. TCARAGGTCTAGAAAGTAGAGC . -« ¢ ottt ittt i ettt et ittt ettt et ettt et et ettt 221 1 57.00 57 16 35 O 0 0 6 0 0 0 0 0 0 0 0 0
.................................................. TCAAGGTCTAGAAAGTAGAGC T . . ¢ o ottt e ettt e e e e e e e e 0231 1 34.00 34 14 10 3 4 2 0 0 1 0 0 0 0 0 0 0
........................................................ TCTAGARAGTAGAGCT . « « + e et e et eee e et e e e et et e e et e e e et e et et e et e e et e e eneaetaeneaaeneneaacnenneaenenaal6 0 1 26.00 26 0 0 0 0 26 0 0 0 0 0 0 0 0 0 0
.................................................. TCARGGTCTAGARAGTAGA . « ot v vt e ettt et et et ettt et et e et et e et e et e e e e e e e et e et e et e e e e e e . 190 1 25.00 25 0 0 7 4 5 0 7 1 0 0 0 0 0 1 0
............................................................................................ CAATGCATTCAAGACCTGTGCG. « o ittt ittt i it it it it ee e eeen e 23 1 1 22.00 22 1 0 0 0 9 0 0 11 0 0 0 0 0 0 1
.................................................. TCAAGGTCTAGARAGTAGAGCTC .+t e e e et et e et et et e e et et e e et e e e e et e e e e et e et e e e et e e et e e ettt et 230 1 21.00 21 0 0 0 0 1 0 19 0 0 0 0 0 1 0 0
............................................................................................ CAATGCATTCAAGACCTGTGC G e « + v e e et e e te e e e aeeeeaenenaeaenenaeaeneeaenenas 22 0 1 20.00 20 0 0 1 1 15 0 0 3 0 0 0 0 0 0 0
................................................... CARGGTCTAGARAGTAGAGCT .+« t e vt e et et et et et e e et et e e e e et e e e e e e e e e e e e e et e e e et e e e e e 210 1 14.00 14 5 2 3 3 0 0 0 0 1 0 0 0 0 0 0
............................................................................................ CAATGCATTCAAGACCTGTGC . « « t e et e et eeteeee e eneneeaenenaeaenenneaeneenenaa2l 0 1 13.00 13 3 2 1 0 3 0 2 2 0 0 0 0 0 0 0
.................................................... ARAGGTCTAGARAGTAGAGCT . ¢ o e vt et ettt et ettt e e et et e e et et e e et et et et e e et e e et te et entieeneneaenenneae 20 0 1 8.00 8 4 0 1 1 2 0 0 0 0 0 0 0 0 0 0
...................................................... GGTCTAGARAGTAGAGCT -+« v e e e e et et ettt e e e e et e e e e et e e et e e e e et e e et e e e et e e e e, 180 1 5.00 5 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0
....................................................... GTCTAGARAGTAGAGC . « ¢ vt vttt e e et e te e et et e e et et e e et te e e et e e e a e e et te e eneteeneataeneaaeaeneaaeaenneaa 16 0 1 5.00 5 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0
.................................................. TCARGGTCTAGARRGT « + ¢ e e et et et et et e e e et e e et 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 et 160 1 3.00 3 0 0 1 0 1 0 0 0 0 0 0 0 0 1 0
............................................................................................ CAATGCATTCAAGACCTGT . ¢ o e v vt ete et e e et e aeaeeeenenaeaenenneaeneeaeaea 19 0 1 3.00 3 0 0 0 0 1 0 2 0 0 0 0 0 0 0 0
............................................................................................ CAATGCATTCAAGACCTG « + « e e v et et e e et e e e et e e et te et eaeneneeaenenaenan. 18 0 1 2.00 2 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0
............................................................................................ CAATGCATTCAAGACC . « ¢ vt e et ee e et e e et te e eeeenenaeaenenneaeneaaenen. 16 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0
........................................................ TCTAGARAGTAGAGC « & ¢« vt e e e ettt et et et e e et et e et e e e e et e e e et e e e et e e ettt e ettt et 150 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0
................................................... CARGGTCTAGARAGTAGAGC « & ¢ v e et ettt e e ettt e e et et e e et et e e et e et et e et a e e e e e e e e te e aeaeneaaeaenneaenea 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................... GGTCTAGARAGTAGAGC « « + « v e e et et et e e et et e e et e e et et e et e e e e e et e e et e e e et e e e e et 1T 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0
............................................................................................ CAATGCATTCAAGACCTGTGCGH . « « vt vttt ettt ie ettt e et ee e 23 1 1 2.00 2 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0
............................................................................................ CAATGCATTCAAGACCTGTGC. . oot i e e e i e e 221 1 2.00 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................................ GCATTCAAGACCTGTGCG. « ot vt ittt ittt ettt et ittt e iea e 10 1 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0
............................................................................................ CARATGCATTCAAGACCTGTG e « ¢« e e e ee e e eeea e e e aaeneeaenenaeaenenneaennenenanas20 0 1 2.00 2 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0
.................................................. TCARGGTCTAGARRGTAG . « ¢ e v vt e et eete et e ta et te e et e et a e et e e et et e e n e e et et e e eneeeeneaaeaeneaeaeneeaenenaeaa. 18 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0
....................................................... Gl CTAGARAGTAGAG - « ¢ e e e e et et e e e ee e e e e taea e e eaea e e ta e e aeeaeneaeeaeneeeeaeaeeaeneeeeaeneaneaeneenenenaeaaa 15 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0
.................................................. TCAAGGTCTAGAAAG T AGAGC T . - . ¢ ettt ettt ettt e ettt e ettt e et et e et e e e e e et 242 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................... O AGARAGTAGAGCT « &+« e e e e et et e et e et e e e ee e e e et te e e e e et e et te et e et et 15 0 3 1.33 4 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0
................................................................................................. CATTCAAGACCTGTGCGM . « v vt vttt et ie ettt e et e e e e 18 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. TCAAGGTCTAGARAGTAGAGC . « o L ottt it ittt ettt ettt et et ettt et e e et 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................................ GCATTCAAGACCTGTGCG e+t e e v et e ee et e e et e e eeeneeeaenenneaenee. 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. TCAAGGTCTAGAAAGTAGAGCTE . . . . . .ot i ittt ittt ittt ittt ettt ittt te e et ettt ettt 25 3 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. TCAAGGTCTAGAAAGTAGAGEE . - « « « ¢ o et vt ettt e et et et e ettt ettt et e et e e e e et e e e et e e e ettt 222 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................ ok Ne. V.V Ne: y-Ne7-VeTo - PP T 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
......................................................................................... TGGCAATGCATTCAAGACCTGTGRE . -« o vttt ie et ittt et iete e e ee e eenenneaenena 25 2 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
............................................................................................ CAATGCATTCAAGACCTGTGCGG . + « v e e e e e te e e et e e e e e taeaeeeaeneeaenen. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. TCARGGTCTAGARRGTA . « e e e e et et e eeea et e ta e e e e et e e e e e e e ee e e e et e e e e e eneneeaenenaeaeneaeeaeneanenenaaaa 17T 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... TTTGGCAATGCATTCAAGACCTGTGC . « v e v vt e e ettt e et te e e et te et taeaeieaenennenen. 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................... AAGGTCTAGARAGTAGAGC « « ¢ o e v et et et et et et et e e e e et e e et et e et e et ettt e e ettt ettt ettt 190 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................ CAATGCATTCAAGACCTGTGC G . - -« ot ottt i ettt ittt et et e 24 2 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
............................................................................................. AATGCATTCAAGACCTGTGCGM . « « vt vttt ettt et et ee e e e 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
............................................................................................ CAATGCATTCAAGACCTGTGI. - « ot i ettt it ittt et et ee et 22 2 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. TCARAGG T CTAGA ARG TAGAG R . . - . ¢ttt et ettt ittt e ettt e e e e e e e e 232 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. TCARAGGTCTAGAAAGTAGAGH . « . o ¢ ottt it e ittt e ettt e et e e et et i 21 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0
..................................................... AGGTCTAGARAGTAGAGCT « + ¢ e e et et et et et et et et e e e et e et et e e et et e e e e e e e e e e 190 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. TCARGGTCTAGARRGTAGEIE . - « « « v et ettt e ettt et et e e e e et e e e e et e e e e e e e et e ettt e e et et 202 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................. GTTTTGTTTTGCTGG....... 15 O 6 0.17 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. TCARGGTCTAGARA . . L e e e e 15 12 0.08 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553486
SRR618934
NRT_0-2 GSM343915 Makindu_3 M024
CGATTCATTATTAACTCAACCTCGAGCTGAAAAACATCACTTCATAAGGGAGTTCCAGATCTTTCATCTCGAGTCATTAAAATGT TTAAACCGTTACGTAAGT TCTGGACACGCCTCAATAAATGTGCAGCAGGTAGT TTCACAAAACAAAACGACCAAATTTT hours dsim w501 day-old
Read # Hit |Total eggs embryo ovaries ovaries male
Tkdkkokhkkdkdkkkkkkdkkdkhdkkdkkdkdkrkrkkrk  (((((.o (CCCCe e e CCCCCCe COCe e (e e e e e 1)I)) o)D) )N d))))) et D)) ) ) L)) ))) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|jx:20141508-20141671 - ldsi_6 |GCTAAGTAA---T-AA-TTGAGTTGGAGCTC-GACTTTTTGTAGTGAAGTATT-——————- CCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAAT TTGGEAATGCATTCAAGACCTGT GCGGAGTTATTTACACGTCGTCC~~~ATCAAAGTGTTTTGTT—————————~~~ TTG-CTGGTTTAA-AA———————————————~ |
droSec2|scaffold 8:3725797-3725960|dse 127 [GCTAAGTAA---T-AA-TTGAGTTGGAGCTC-GACTTTTTGTAGTGAAGTATT-——-———- CCCTCAAGGTCTAGAAAGTAGAGCTCAGTAATTTTACAAAT TTGGEARTCCATTCARGACCTET=GCECAGTTATTTACACGTCGTCC—--ATCAAAGTGTTTTGTT——————————— - TTG-CTGGTTT@A-AA--—————————————-
am3 lchrx:21443075-21443242 - |dme 444|ccTancTfga---T-Aa-TTcANEEEEa- A N R TINEARN T Gl e N T N T e AL N T C T{elCARAGTAGAGCTCAGTAAT TTTACAAAT TTGGEARTCCEI ECAAGACCTG I GCGGAGT TT TTACACGT CITCC- - - ATHAAAGTGT TTTGlgT-- - - - - - —--—- TTG-WIHGTTTEAlAA - - — - — - - - ——————— |
droEre2|[scaffold 4690:17924495- der 47 |[cCTlErciNgA—--T-fa-TTcETEc S cTC-GAgN T RMT G TG TCAA AT T-——————— cccraaGETCINacAAAGTANAGCTCAGTIEAT T TRECEAAT TTRCCART NCAT T CINACACCTINT=CCEcAGTTHT Tler e TcliTcc- - -ErlgaaacTe T e T GlETilehp g yer ey - B Gi T/l T Tele - ERmepd.V.Xek Johv Neh deh §.YeT\
17924676 -
ldrovak3|[x:20580767-20580915 - ldya_40 |ccTanchan---G- - c e - G2 CE T MR THG T GAARTATT-— - - - - —- CCCTiAAGGTCINTNA AN TARAGC THA G T[T TTACAAATTT GGEAATNCATTRIAAGACCTIIN GCGGAG T TIYTEACARCEclrcc- - -aTRAarAG TG TTRAG TE- - - - - - - —-- -~ TGN TTAA-AA-——————————————— |
droEugl|scf7180000408193:45617- cClracTAA- - - [XeART TRAR T TIXS A SR Th - SAN T NN TG TG ARG TATT- - - - - - - - ERyCTiAAGGTC TG AAGTANAGCTCAGT A AT T AlEA A A T Tloi G A A N A T T A A G A T e — — T — — — — — = — = — = — = I B~ — == == === ——— ==
45726 +
droTakl|[scf7180000415769:353326- ETEecTan-—--E-An-T TR - WM T TR T TG TCAA T T T - - - - - - - bccriaacercrlgceaacTaiiaccTAGTEAT T T TANANA T T/RGCARTECATTCAACACCTITIICCIN . GRee T TloA CACG T/eR ThiChEEIA THMe A AT G T T LN — — ——— - 7GR AGINE TNE TIEGIGINIY\cAA ACTTAAAAT TREC]
353498 -
droElel|lscf7180000491087:1001998- FXEAAG IR - — - THA AR T T CRC e N - 1A CI T TRy TRG T GAARTAT T~ ——————— ERicriaaceTcTiicAANTANARICTINA GTAA T T T TARA A A/ T/G GIART SATTCAACANC TITNCEE NN~ G T(efy T T ThE CE T/l Th Chgy - S T A Sk delele T T Rt — — —— ———————- e e — - — — — = == === === ———
1002140 +
droRhol|sc£7180000774347:141-274 +| |[clEr 22 - - - THAA - T TSR T TG ST -RacTTRRTHTHc TeAARTATT- - - - - - - EiicTiAAGeTCTEcAAACT ARARCINSNG T AT TR A A T TG AT T TN AACACCTTRICCENAA G TS T T TA CHCC TETHC - - i  — — - — — — — — — —— o it ——————————————-
droFicl|lscf7180000453926:397642- EcciNTiiccTccGINEGINGACHA A - GcleceaA G- - GTC T/ T A IR ERicriaaceTCTlEcAAAGTANAGCINNSCESA T T T T AR~ Al Tkl e AT \C AT TCAACAC CTINT—RYeR A LT THTe T A CHIC G TIEC THIC - - - A it — — —~ —~————— - e e - - — == === === ===
397776 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:20141508-20141671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:20141508-20141671
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_6.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:3725797-3725960
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_127.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:21443075-21443242
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_444.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17924495-17924676
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_47.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:20580767-20580915
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_40.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408193:45617-45726
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:353326-353498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491087:1001998-1002140
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000774347:141-274
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:397642-397776

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dsi 81 (2r:17042216-17042271 - |confident || Testes-restricted || intergenic
Legend: mature star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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hide 3p reads “ show mid mismatch reads H
SRR902009 0001
TTCTATAAGCTAACGAGCATTCATTAAAACTTCGTTTTTTCTAAAATTATATAAGTATGTTATTCTATTTTGTGTGTTTTACAAAATCTGTGTAACATGCTTAATATATTTTTTGAAAACTATCCCCCTACCACCGAAGTGTACAAATTAAAAAAA
Read # Hit |Total testis
Tkkkokdkkkokkokdkkdkkkokdkkkkdkkdkrdkrdkkrkk (. (CCCCCCCCCCCCCCCECCCe o e, .. .. IIININD) et DI ) D)D) ) ) )))) L)) ))) LKk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total body
.................................................................................... AATCTGTGTAACATGC T TART AT « o v e vttt e et e e e tee et tee ettt e et eiineea 23 0 1 718.00 718 671 39 1
.................................................. AT AAGTATG T T AT T C T AT T T TG e« e v e v et e e et e e ettt e e et e e e e e e e et e ettt ettt e ettt et e e et ettt ie e 22 0 1 454.00 454 383 56 10
................................................................................... AAATCTGTGTAACAT GC T TAATAT « v v v vttt et tee e ttee e ttee e st eeaeeesiaeennnneen 24 0 1 290.00290 278 6 0
..................................................................................... ATCTGTGTAACATGC T TAATAT « « v e e e ettt et te e e ttee et tee ettt ettt eiaeeennnea 22 0 1 285.00285 259 18 2
.................................................. AT AAGT A TG T T AT T C T AT T T T + v v ot e e e e e e e et e e e et e e e e e e et e e e e e e e ettt e e et e et e e e e e e e et e e i e iie a2 0 1 238.00238 230 8 0
.................................................................................... AATCTGTGTAACATGCT TAAT « + v e e e vt ee e e tee e ttee e eneeseneeeeneeseneennnneana 2 0 1 175.00175 113 53 4
.................................................................................... AATCTGTGTAACAT GCT TART A . « e e vttt e ettt ettt e ettt ettt ettt ie e 22 0 1 160.00160 153 4 2
..................................................................................... ATCTGTGTAACATGC T TAATATA . & v v e e e e e eee e taeeeeseeesneeesneeesneeennnaaaaa23 0 1 140.00 140 132 5 1
.................................................................................... AATCTGTGTAACATGC T T AR T AR . .« o ittt ettt e ettt ettt ettt e ie e e 23 1 1 92.00 92 92 0 0
................................................................................... AAATCTGTGTAACATGC T TARAT A . & e e e vttt et tee et eee e ttee ettt eiiaeeianeeaaa 23 0 1 74.00 74 71 2 1
.................................................. N 1N e 1N 1 L 21 NN O 1 67.00 67 35 30 1
..................................................................................... ATCTGTGTAACATGC T TAATA « « v e e e vt e e et eee e taeeeeeeeeaeeesaeeesaeeennneaa 2l 0 1 51.00 51 35 12 4
................................................. AT ARG AT G T T AT TC T AT T T + & v v v e e e e ettt e e e e e e e e e e e e e ettt e et e e ettt e ettt e e e e e e ettt e it e et i e i e o 20 1 50.00 50 37 12 0
................................................. AT ARG AT G T T AT T T AT T T T« + « v e e e e e e e e e e a e e e e e e e e e e e e ae e et ee e et ee et tee e s tee st ete st etaeeiinaeanne 22 0 1 46.00 46 45 1 0
.................................................. AT ARG T AT G T T AT T C T AT + « e e v e e e e et e e et e e e e et e ettt e e et e e ettt e ettt e et ettt e et e e e et e e e it e e 18 0 1 39.00 39 1 36 0
................................................................................... ABAATCTGTGTAACATGC T TAAT « « e e e vttt et te e et tee ettt ettt e iieeiineeaa 22 0 1 37.00 37 37 0 0
..................................................................................... ATCTGTGTAACATGC T TAATAT AR . . o ittt ittt ittt ettt ettt et e e iieeieea 24 1 1 36.00 36 36 0 0
.................................................. AT ARG T AT G T T AT T C T AT T« e v v et e e e et e e e et e e e et e e e e e e e e e e et et ettt e ettt e ettt ettt ettt e iie e e 19 0 1 32.00 32 1 29 0
.................................................................................... AATCTGTGTAACATGCT TARATATA . v v v ottt e ettt e ettt ettt ettt ettt ie e 24 0 1 32.00 32 29 3 0
..................................................................................... ATCTGTGTAACATGC T TAAT &« v v et e e e tee et tee e eaeeesseeesneeesneeesneeenneeaaaa 20 0 1 22.00 22 13 9 0
.................................................................................... AATCTGTGTAACATGCT AR e« v v et e ettt e et te ettt ettt ettt ettt e 20 0 1 19.00 19 5 13 0
..................................................................................... ATCTGTGTAACATGC T TAAT AR . . ottt it et et ettt e et e e e 22 1 1 17.00 17 17 0 0
.................................................................................... AATCTGTGTARACAT G T T e v v v et e e e e e et ee et tee e st e e e e st et 18 0 1 17.00 17 0 16 0
................................................................................... AAATCTGTGTAACATGC T T AR T AR . & o i vttt ettt ittt ettt ettt ettt eiieee 24 1 1 16.00 16 16 0 0
.................................................. AT AAGTATGT T AT T C T AT T T TG A . & o ittt et et e e e e 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 e e e e e e e e e ea 23 1 10.00 10 10 0 0
.................................................. AT AAGT AT G T T AT T C T AT T T T . & & et ettt e ettt e e e e e et e e et e e et e e ettt e ettt ettt et et ettt et ie e e 22 1 1 8.00 8 8 0 0
.................................................................................... AATCTGTGTAACATGCT A . v v v et e e et e e ettt ettt ettt ettt iiie e 19 0 1 6.00 6 0 6 0
..................................................................................... ATCTGTGTAACATGC T TAATAT AR . . . . . ittt ittt et tee e it steeeeeaaeannanaaa 25 2 1 6.00 6 6 0 0
.................................................................................... AATCTGTGTAACAT GC T T AR T . & o vt et ettt ettt e ettt ettt e et e et e 22 1 1 6.00 6 6 0 0
................................................. AT ARG T AT G T T AT TC TAT « + t e e e v e et e ettt e e e e e e et e ettt ettt ettt e ettt e et e e e e e e e et ettt e it e e i e e o190 1 6.00 6 0 6 0
................................................................................... AAATCTGTGTAACATGC T e v e v et et et te e et tee et tee e et e st et eeiaeeenanaa. 18 0 1 6.00 6 0 6 0
..................................................................................... ATCTGTGTAACATGCTTAR .« v e v e e e et e e e ttee e eteeeeaeeetaeeeeaeeeeaeeennne 19 0 1 6.00 6 1 3 1
...................................................................................... TCTGTGTARACATGC T T AR T AT « & e v e v et e ettt ettt ettt e ettt et eeiaeea 210 1 5.00 5 1 4 0
..................................................................................... ATCTGTGTAACATGC T TAATAT . & o ittt ittt ittt ettt e et e eeeeeenneeenneaaa 23 1 1 5.00 5 5 0 0
................................................. AT ARG AT G T TAT TC TR e+ v v e e e ettt e e e e e e e e e e et e ettt e ettt e ettt ettt ettt e et e ettt ettt e it e e iie e 18 0 1 4.00 4 0 4 0
.................................................. AT AAGTATG T T AT T C T AT T T TG T + & e v v v e e ettt e e e et e e et e e e e e e ettt ettt e e et et ettt e e e e e e e it e e 23 0 1 4.00 4 3 1 0
..................................................................................... ATCTGTGTAACATGC T TA e « e e e e et e et et e tee e ttee e et ettt esaeeenneea 18 0 1 4.00 4 0 4 0
.................................................. AT AAGTATG T T AT T C T AT T T T G A . « o o vttt ettt e ettt e ettt ettt ettt e e ettt e et e et et et e e ettt e e 24 2 1 4.00 4 4 0 0
...................................................................................... TCTGTGTARACATGC T TAATATA . o v v vttt e ettt ettt e ettt e ettt ettt e e 22 0 1 4.00 4 4 0 0
.................................................................................... AATCTGTGTAACATGCT TAAT AT AR . .« &\ ittt ettt te e s it stneeeeneeesneeennenenaa 25 1 1 3.00 3 3 0 0
.................................................. 2N 1N e 1N RS I SR O 1 3.00 3 1 0 0
................................................. AT ARG AT G T T AT TC TAT T+« e v v v et e e e et e e e e e e e e e e et e e e e et e e e et e et e e e e e e e e e e e e e e et et e e e iee o200 1 3.00 3 0 3 0
...................................................................................... TCTGTGTAACATGC T TAATA « + t e e e vt e e e tee e saneeeaneeesneeesneeeeneeenneeanaa 20 0 1 3.00 3 0 3 0
................................................................................... AAATCTGTGTAACATGC T T AR .« ittt ettt e ettt e ettt e et et et ee e iiie e 22 1 1 3.00 3 3 0 0
...................................................................................... TCTGTGTAACATGC T T AR T AT . o ot it ettt ettt ettt e ettt et e i 22 1 1 2.00 2 2 0 0
................................................. AT ARG AT G T T AT T T AT T A . & o v v et e ettt e e e e ettt e e e e e e e e et ee e ettt ettt ettt e et ettt et e e 2 1 1 2.00 2 2 0 0
................................................................................... ABAATCTGTGTAACATGC T TR . v v v e e e ettt ettt ettt ettt ettt et e e 20 0 1 2.00 2 0 2 0
................................................................................... AAATCTGTGTAACATGC T TAR e + v v e e e vt ee e ttee e taeeesneeesneeesnaeeenaneennnaanaa 2 0 1 2.00 2 2 0 0
................................................... ARG T AT G T T AT T T AT TT T+« o v e v e et e e e e e e et e e e e e e e e e e et e et te ettt ettt et ettt et et tee e 20 0 1 2.00 2 2 0 0
..................................................................................... ATCTGTGTAACATGC T T AR A . « o vttt ettt ettt e ettt ettt ettt e et ie e 20 1 1 2.00 2 2 0 0
................................................................................... AAATCTGTGTAACAT GCT TAATAT A . « e v et et te e e ttee e ttee e saeeesaaeeesaeesnaneen 25 0 1 1.00 1 1 0 0
...................................................................................... TCTGTGTARACATGC T TAAT « + v v et e vttt e e tee e eeeeeeaeeeenneeeeneeeeneeenneeaa 19 0 1 1.00 1 0 1 0
.................................................. N1 e 1N 1N - RN~ o B § 1 1.00 1 1 0 0
..................................................................................... ATCTGTGTAACATGC T TAA T AT A . .« o ottt ettt e ettt ettt ettt et e et inneee 24 2 1 1.00 1 1 0 0
................................................................................... AAATCTGTGTAACATGC T TARAT A G . « « v vttt ettt ittt ettt ettt ettt e e 24 1 1 1.00 1 1 0 0
.................................................................................... AATCTGTGTAACATGCT TAAT AT . o o ittt ittt et ettt ettt et ettt eiiiee 24 1 1 1.00 1 1 0 0
.................................................. AT AAGTATG T T AT T C T AT T T T A . .« o v ettt e e et e e e et e e et e e e e e e et ee e et ee ettt ettt e et ettt ettt eeieeienee 23 2 1 1.00 1 1 0 0
................................................................................... AAATCTGTGTAACATGC T T e o v v v et e e tee e tee e teee e teee e taeeeiaaeeaaeenanea 19 0 1 1.00 1 0 1 0
................................................. AT ARG AT G T T AT TC T AT TT TG+ v v e e e e e et e e et e e e e e e et e e e e e e et e e ettt e e et e e e e e e e e e et et e i i e e iee 023 00 1 1.00 1 1 0 0
..................................................................................... ATCTGTGTAACATGC T TAA T . « ¢ ottt ittt ettt et tee e et e st e ttaeeaneeenneeaa 21 1 1 1.00 1 1 0 0
..................................................................................... ATCTGTGTAACATGC T TAATAT AT & o v e v et et ee e e ttee e ttee e taeeeiaeeeneeennaa 24 0 1 1.00 1 1 0 0
................................................. TATAAGTATGT AT TC T AT T T T .+« ottt et e e et e e et e ettt ettt e ettt e et e e e e e e e e et e et e e e e it ie e iee o231 1 1.00 1 1 0 0
.................................................. N 1N e 1N N s AN O 1 1.00 1 1 0 0
........................................................................................ TGTGTAACATGC T TAATATA t + v e e e ettt e ettt e ettt ettt et et et 20 0 1 1.00 1 0 0 0
.................................................................................... AATCTGTGTAACATGCT TAAG . . ittt ettt et ettt ettt ettt i e e iiie e 2 1 1 1.00 1 1 0 0
................................................. AT ARG AT G T T AT T T AT T T . « « v v e e e v et e e e e e e e e e e e e e e e ee e tee e et ee e eae st sttt ettt et 22 1 1 1.00 1 1 0 0
...................................................................................... TCTGTGTARACATGC T AR .« v vttt e ettt e ettt et ee ettt ettt et et e e 18 0 1 1.00 1 0 1 0
.................................................. ATAAGTATGT TAT TC T AT T T TG AR A . . o\ ittt et e ettt e et e e et e e et ee e ettt e et et ettt et ie e e ieeeieeeinen. 25 3 1 1.00 1 1 0 0
.................................................................................... AATCTGTGTAACATGC T T AR . « &ttt ittt ittt tee et tee ettt et e et e 2 1 1 1.00 1 1 0 0
.................................................. AT AAGTATG T T AT T C T AT T T TG . « o v v it e ettt e e et e e et e e et e e e et e e e et e e e e e et e e e e e e e e e e e e e e e iie e 242 1 1.00 1 1 0 0
.................................................. AT AAGTATG T T AT T C T AT T T TG e & o v vttt e et e e e e et e e e e e e e e e e e ettt e ettt e ettt ettt e et e et ettt e et et ie e 23 1 1 1.00 1 1 0 0
................................................................................... AAATCTGTGTAACAT G T T A AT . & v vt it e ettt ittt ettt ettt et et e i 23 1 1 1.00 1 1 0 0
.................................................. AT AAGTATG T T AT T C T AT TR . .« .« et ettt e e et e e e e e e et e e ettt e et e e e et e e e e e e e e e e e e e e e e e e ea 2 2 6 0.17 1 1 0 0
....................................................... e N N s Y R 20 0.05 1 0 0 0
Anti-sense strand reads
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AAGATATTCGATTGCTCGTAAGTAATTTTGAAGCAAAAAAGATTTTAATATATTCATACAATAAGATAAAACACACAAAATGTTTTAGACACATTGTACGAATTATATAAAAAACTTTTGATAGGGGGATGGTGGCTTCACATGTTTAATTTTTTT day-old dsim w501
Read # Hit Total ovaries ovaries
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ldrosim2|l2r:17042166-17042321 -

”dsi_8l ”TTCTATAAGCTAACGAGCATTCATTAAAACTTCGTTTTTTCTAAAATTATATAAGTATGTTATTCT——ATTTTGTGTGTTTTACAAAATCTGTGTAACATGCTTAATATATTTTTTGAAAACTATCCCCCTACCACCGAAGTGTACAAATT———AAAAAAA

droSec?2

scaffold 1:14026903-

dse 234

14027057 =

TTCTATAAGCTAACGAGCATTCATTAAAACTTCGTHTTETCTAAAATTATATAAGTATGTTATTCT——ATTTTGTGTGTTTTACAAAATCTGTGTAACATGCTTAATATATTTTTTGAAAACTATCEECCTACCACCGAAGTGTAEAAATT———AAAAAAA

10619024 -

dm3 chr2R:16472566-16472690 ‘MAACTTGTTTTTTCTAAAATTATETAEGTGTTETECE—ATTTTEGTGTTTTACAAAATCTGTGTAACATECTTAATATATTTTTEGAAAACTAECECCAGTGTAC@AETMAAAAAAA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17042166-17042321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17042166-17042321
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_81.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14026903-14027057
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_234.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16472566-16472690
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10618910-10619024
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_62.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12723891-12724014
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_121.html
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Genomic Position
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Show Alternate Folds H
Flybase annnotation
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553486 SRR553488
M053 SRR618934
M023 M024 0002 0001 M025 Chicharo_3 SRR902008 GSM343915 SRR902009 Makindu_3 RT_0-2
TATAAGATACCAATGCATGCATGTCTCCATCTCTAGTAGAACTCTAGGGCCAGGTCTGGACCACAGGGACTGGACTCCAGGCCCTGTGGCCCAAAACTGGCCAACACGTATCCGTGTGTATGTTTATCTATCCACTGTATTGAGTCTTGTAA female dsim w501 day-old day-o0ld hours
Read |# Hit Total head male Head body Testis ovaries embryo ovaries ovaries embryo testis ovaries eggs
hhkkkkhkkhkhhkkkhhhkkhkhhkkhhkkhhkkhkhkkxx N R e D D D I D D R D D D D D D D I D D D D B hhkkkkhkkkhkhkkkhkhkkkkhkhkkkkkkkkkkkkkkkkkk*x*x*x gize Mismatch Count Norm Total body
.................................................. CAGGTCTGGACCACAGGGAC T . vt v v e e et et et et e te e e et et eeeeseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneiaeieeeaanenaaaa 2 0 1 414.00414 175 186 27 8 10 0 4 4 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC t « vt v e e e et et e e e e eee e e et e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeaaanaaeaaa 20 0 1 247.00247 147 44 35 7 11 0 1 2 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC T G e v v v e e e e e a e et e te e e et et e e e teeeeeeeeeeeeeeeeeeeeeeeeeeeeeaieeeeineanaaa 22 0 1 149.00149 55 12 52 14 6 7 2 1 0 0 0 0 0
.................................................. CAGGTCTGGAC CACAGG G A . + i v et e e e et e e e e e e e te e e et ee e seeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeaeeseaaneaaa 19 0 1 54.00 54 17 30 7 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC T GGAC s & v v v et e e e et et e e et et et e ettt et e ee e eeeeeeeeeeeeeeeeeeeeeseeeeeaaeananaaaa 25 0 1 52.00 52 43 7 2 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC TGGAC T &+t v e v e e e et e e e e e e e aeaeeseeeeseseeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeanenaaa26 0 1 30.00 30 27 3 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC . + vt vttt ettt et ettt s ettt et ettt et ettt et ettt e et ettt ettt et ettt et e e e e 2 1 1 28.00 28 11 17 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGG T CT GG A C C A CAG G G e v v v e e e et et et o e o et e e e e o e e e e o e o et oo oo e e soenesesesaeeesesaeeesesaseesesaeesseseaseesesas 18 0 1 20.00 20 7 6 6 0 1 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC TGGAC T C C . 4 v v v e e e e e e e e e et e e et et e e te e e et e e tee s eeeseeeeeaeeaaaaaaaaaa 28 0 1 9.00 9 4 5 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGG T C T GG A C C A CAGG G A C G . « ¢ v vt et et et e et e e e et et aeaa e et oo aeeesoeeeeeseeaeeesesaeeesesaeeesesaeensesaeeeeess 2l 1 1 8.00 8 3 5 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC TG G e v v e e e e e e e et e e e e e et e e et et e e te e e et et e s e et s et e e e tee e seeaaeaaeaaa 23 0 1 7.00 7 2 1 2 1 1 0 0 0 0 0 0 0 0
.................................................. CAGG T C T GGAC C A CAG GG B . « v e e v et et et e e e et et e e e et e e ae o e e oo e seseeeeeeseeeeeeseeaeeesesaeeesesaeenseeeeaasal9 1 1 6.00 6 2 4 0 0 0 0 0 0 0 0 0 0 0
.................................................. (0F:Ne] e ol el ey oTey-XoF-X e e] e\ ok ] e -\~ SN O 1 6.00 6 2 4 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGG T CT GG A C C A CAG G G A A . &« i i it et et o et et e e e et o e oo aeeesaeaeeeseeeeeeseeaeeeeeeeeessesaeeesenaeenneneeeaeens 20 1 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC T e « v v e e e et e e e e e et e e e e et e e et et ettt ettt ettt et ettt ettt e et e et e e e 22 1 1 4.00 4 1 1 0 0 0 2 0 0 0 0 0 0 0
................................................... AGG T CT GG A C C A CAG G GA C T s v v v vt et e e e et et e e e e e aeae e e saeaeeeeeeeeeeseeaeeeseeeeeesesaeeeseseeenneneeeaeens 20 0 1 4.00 4 1 2 0 1 0 0 0 0 0 0 0 0 0
....................................................................... GGACTCCAGGCCCTGTGGCCC AR AC T e v e e et et e et e e et e e tee e seeee e seeeaeaaaaaaeaaaaaaaaa 27 0 1 4.00 4 0 2 0 2 0 0 0 0 0 0 0 0 0
......................... T C AT CT C T A G T A G A A C T C T AG G e « v v e e e e e e e e e e e o e e o e o e o e e o e aeae oo s oeeeeeseeeeeesasaeeneseeaeeeseeaseeseeeeeesesaeeseesaeesseseeaeeenaeass 23 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0
.................................................... ek ok eley-N o1y 2N o)X e ] e 7N oL s - ¢ 1 3.00 3 0 1 0 2 0 0 0 0 0 0 0 0 0
................................................... A GG T CT GG A C C A CAGG G A . v i i et et et e e e et e e e e e et o e aeae e eaeaeeeeeeeeeeeeeaeeeseeeeeeseeaeeeeeeaeeeneneeeaeaaas 18 0 1 3.00 3 1 1 1 0 0 0 0 0 0 0 0 0 0
................................................... N eleh ok eley-Nole)-Ney-Xe] ] 7N 1 22 R O 1 3.00 3 0 0 1 1 0 1 0 0 0 0 0 0 0
............................................................................... GGl CCT G T GGl C C A AR A C T e v e e e e e e e e e et e e o ee e aseeaeeeeeeeeeeeeeaeeeeeneeaeeaaas 19 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0
.................................................. (0:Nel ek ok eler-Noter:XoF-X e el ey-N ok ] e D~ S 1 3.00 3 2 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC TG . « v v v v e ettt e et et e et e et e ettt et e et eeeeeeeeeeeeeeeeeeeeeeeaeaeaaaananaaa 23 1 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0
........................................... CTAGGGCCAGGTCTGGACC ACAGGGAC T - v v v e e e e e e e e e e e e e te e e e eeaeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeaeeneaeaa 28 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0
................................................... AGGTCTGGACC A CAGGGAC s« v e e et ettt et ettt s et et ettt e ettt sttt e ettt sttt e e e e e e e e 19 0 1 2.00 2 0 1 1 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC TGGAC . « v v v it it et et e e et et e et e e e tee et eeeeeeeeeeeeeeeeeeeseeeaieaeaenenaa26 1 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................... AGGTCTGGACCACAGGGACTGGAC . + v v e e e et et e et et et et et et e et ettt et et e ettt et et ee s e et e ee et i 24 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGG T CT GGACC A CAGGGA C T GGA C T C ot v v v e et et e e e et et e e ae o et aeae e s oeaeeesesaeeesesaeeesesaeeesesaeensesaeeeeess 2] 0 1 2.00 2 0 0 1 0 1 0 0 0 0 0 0 0 0
............................... TC T AG T AGA A C T C T AGG G C A . v i v i e e e e e ettt e ettt e e et et e ettt ettt et s ettt et et ettt ettt ettt e e ettt ettt e et e et eeeaeaa 20 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................. CAGGCCCTGTGGCCCARARAACT GG s v v it e et et ettt e et et et et eseeeeseseeeesenaeeneeeeeas 24 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................... GGCCCTGTGGCCC AR AACTGGC e i vt e et e e et ettt et et e ettt s et et e seseaeaeeaaaa 22 0 1 2.00 2 0 1 0 0 0 0 0 1 0 0 0 0 0
................................ T AG T AGA R C T CT AGGG C C s o v e et et e e e e e et e e o e o et e e o e o e s ae oo o e s ae oo e s osaeeeeeseeeeeesesaeeeseseeeesesaseesesaeesseseeaeeaseasassld 0 1 2.00 2 1 0 0 0 0 0 1 0 0 0 0 0 0
.............................................................. ACAGGGACTGGACT CCAGGC C e o vttt e e e e et ettt et et ettt e ettt et et et e et et e e e e e e 2 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGG T CT GGAC C A CAGG G . .« o it it et et et e et et e et e eeaeeesaeaeeeseeneeesesaeeeseeaeeesesaeeesenaeenneneeeaeesa 20 2 2 2.00 4 4 0 0 0 0 0 0 0 0 0 0 0 0
........................ CTCCAT CT CT AG T AGA A C TC T AGG G . « v v e e et et e e e e e e e et et e e e e et e e e e e e e et ee et e e e et e e et et eea e eeeeeeeeeeeaaasaaaaaaaaaaaa 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................... Gl AGAAC T CT AGGGC C A GG T C T GG A C C . v v vt et et et e e e et e e e e e e aeaeoeeesaeeeeeseeeeeesesaeeeseeneeesesaeeseesaeeseeneeneeenaeaeees 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................. TAGTAGAACTCTAGGGC CAGG T C TGt v vt e e e et e e e e e e e e e et et e et e e e et et e e ettt e e et et et t et et e et et et e et e et et et et seseeeaeaaaea 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
......................................................................................................................... GTTTATCTATCCACTGTATTGAGTC...... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................... COAT T CT AG T AG A C T C T A GG e v e v v e e e e e e e e e e et e e e e et e e e e e e e e e ee e e seeee e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeseeeaeeseaeaaeaaaaaa 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................... CAARACTGGCCAACACGTATCCGTGT . vt it e et et et et et esaeeeeenananeeas 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................ GACTCCAGGCCCTGTGGCCCAARAACT GG C e v v v i e et et e et et et e et eeeeeseeeaeeaaaeaeennaaaaa 29 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
...................................................... TCTGGACCACAGGGACT GG AC T e v e e et et e et et et e e et e e e te e e e et eeeeeeeeeeeeeeeeeeeeeeeeeeeneeaenannaaaa 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
...................... Gl C T CC AT CT C T A G T AGAAC & v e e e e e e e e e et e e et et e et et et et e et et et e et et e et et et et et et e et et e e et e e e e e e e 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
...................................................................................................................... TATGTTTATCTATCCACTGTA............. 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
........................ O 107N 0k A 012X 1N X @11 0 1 22 R O 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................... GGCCCTGTGGCCC AR AR C TG . & vt e e et e e eee e e eeeeeseeeeeeeeeaeeaeeeaaanaaaa 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
................................ T AG T AGA A C T C T AGG G C A G e + v v ettt e et et e ettt et e oo e e e e e e s et aeaeeesaseeesseeneeesesaeesseseeesseseseseesaeensssesansesesaeess 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
............................ AT CTC T AG T AG A A C T C T AGGGC . + v v v e e et et e e e et et e e e e e e e et et e e e et et e et et e e et et e et e e et et ee et e ettt et setetaaeaaaaaaa 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
..................................................................... CTGGACTCCAGGCCCTGTGGCCCARARAC . v v v vt ettt et ettt teeeeeeeeeeeeeeeeeeeeeeneneeeanaaa 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC TGGAC T . « v v v i e et ettt e e et e e et ettt te e e ettt st ettt et et s e teeeasesaaeaeaea 28 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGG T CT GG A C C A CAG AL . v e ittt et et e e o et e e o e e e e aeae o e asaeeeseseeeeeeseeeeeeseeaeeesesaeeesesaeenseeeeaasall9 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
...................................................... TCTGGACCACAGGGACTGGAC. -« o« vt e it et e ie et e teee et e teeeaeeseeeaeeeeeeeeeeeaeeeeeeaeeteeeanenneeaaneaa22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................... AGGT CT GGACC A CAGGGA C T GGA C T C ot v v v e e e et e e e e e e e e e o e o et aeaeeeseseeeeeesaeeeeeseeeeeeseeaeeesesaeenneneeeaes 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................................... GACTGGACTCCAGGCCC TG T GG C e v v v e e e et et e et ettt ettt e et et ee s et e et eeesaaanaaaaa 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGG T CT GGAC C A CAGGGA C T G . v v vt et e et et e e e et et e e aa e et oo aeeeseeneeeseeaeeeeeeeeeeseeaeeesenaeenseneeeeeess 24 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................... ek ok el 7N o1y X)X ] ] e 7N o s I I ¢ 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. CAGG T C T GGAC A CAGG G A . &« i ittt et et et e et e e et e eeaeeeseeaeeeeeeneeesesaeeseeeeeeseenaeeesenaeenseneeeaaeess 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGAC CACAGGE . - vt v ettt e et e e e e e e ee e et et e et e e eeeee e eeeeeeeeeeeeeeeeaeeeeaeaeseeaannanaaaa1ls 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................... CTAGGGC C AGG T C T GG A C s v vt et et e e e e e et et e e e et e e aeaesesoeeeeeeseeaeeeseeneeeeesaeeeeeeeeeesesasaeeesaeaeeeneeneeaaall9 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. (0 :Ne] e ok el ey oTer-XoF-X e ] ey o P A 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.............................................................................. AGGCCCTGTGGCC CAARAC T GG . v v et et e et ettt e et eeaeeeseeeeeeeeeaeeeeeneeeenanas 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................. (of07-Xeteki ok eley-NeloF-Y o) -Ne] e X} © R~ 0 S O 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC T GGAC R . « v v vt v e e et et et et et e e eee e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeanannaaa26 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGGGAC T GG . « v v e v et et e et e e e e e ettt ettt ettt et e ettt et et et e et ettt ettt e ettt eeeeeeee 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................... GG TCTGGACC A CAGGGAC T G o v v et e e et e e eeae e eeeeaeeeeaeeeeeeaeeeeeeaeeeeeeaeeeeeeaeeeeeeaeieeaaeaneeaaaaaa 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.......................... (107N ok 0k -\ X e X1 ©1117:¥ 2 R 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................... GTCTGGACCACAGGG A C TG . « v v v e e e et et e et et e e e et et e te et e et ee e st eee e teeeeseaaaaaaaaa 21 2 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
.................................................. CAGG T C T GG A C C A C A GG T . &+ vt it i et et et e e e et e e e e e et aeaa o et oo ae e e s oeneeesesaeeesesaeeesesaseesesaeeesesaeeesasas 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................. e N €7 N @ 01 172X €] o] © s I I ¢ 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
............................ AT CT C T AG T AGA A C T CT ARG G e« v e e e e e et e e e e o e e et e e o e s e e o e o e oo s oeae o e s aeaeeesesneeesesaseeseseeeeeesesaseesesasessesaeessenaeeneeeeaeas20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
..................... el Ol 01008 O H ok X € 1 17X €721 2¥ S~ 3 A O 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
......................................... CTlC T AGGGC C AG G T C T G GA C C st v e vt et et e et et e e o et e s e e e oo s aeaeeesesaeeeseeeeeesesaeeeeeseeeesesesaeeesesaeensenaeeeeess 2] 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................................ AGGGACTGGACT CCAGGC C . & vt e e e et et e te e et e te e et eee et e e e eeeeeeeeeasaeeaaaeaaaaaaaeaaa 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
...................................... GAAC T C T AGGGC C AGG T C T GG A C C A C A G e« v v et e et et et e e o et e e ae e et o s oeeeeesaeeeeeseeeeeesesaeeeseeaeeesesaeeesesaeenseneeeeeess 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................... TAGAACTCTAGGGCCAGG TC T GG AC T A C . + i vt e e et e et et e e e et et e e et e e et et e e et e e e et e et e eeeeeeeeeaeeeaaaaaaaaaaaa 28 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
.................................................. CAGG T C T GGAC C A CAGG G I . v v i ittt et ettt e et et ettt eeaeeeseeaeeeseeeeeeeesaeeeeeseeeeeeseeaeeesaeaeesneeaseasall9 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
......................................................... (€] e7:X 107NN ] e 7X@ 1 1 1 s - T ¢ 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
..................................................... Gl C T GG A C C A C A GGG A C T & v vt e et et e e e e e e e e e o e o et ae oo asoeneeeeeeaeeeseseeeeeeseeaeeeseeaeeeseeaeeenaeaeess. 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
........................ CTCCATCT CT AG T AGAAC TC T AGGGC C e & v e e et et e et et et e et et e e et et e ettt et et ettt e e et ettt et et et ettt e et et et e et ettt ettt et et eeeieeaeaneaa 27T 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................... GG C T GG A C C A CAGGGA C . v i it i it et et e et et e e et e aeeeeesaeeeeeeeeneeeeeeaeeeeeeeeeeseeaeeesenaeenneneeeaeas 19 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................... TAGAACTCTAGGGCCAGG TC T GG AC T AC A s e e e et e e e e et e e et et e et et et e et et ettt et et et et e et et e e et et et ettt ettt e e eeeeeeaaa 29 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0
........................ T C C AT CT C T A G T A G A A C T C T A G e + v v e e e e e e e e e o et e e e e o e o e e aeaa s osaeaeeesaeeeeneseeaeeeseeaeeeseeeeeeeesaeeeeeeoeeeeseseeaeeesaeaeeenoeenaeaesl3 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
............................................................................... GGCCCTGTGGCCC AR A AC TG G e vt v e v et e e et et e e eeeeeeeeeneeeeseaeaeenaaneanaaa 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. CAGGTCTGGACCACAGG AT . -« « v v ittt ettt e et e te e et et et ee et e e e eeeeeeeeeeeeeeeeeeeeeeeaeeeeeeaieeaennaa 20 3 7 0.14 1 0 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553485 |SRR553487
SRR618934
M023 M025 Chicharo 3 NRT 0-2 GSM343915
ATATTCTATGGTTACGTACGTACAGAGGTAGAGATCATCTTGAGATCCCGGTCCAGACCTGGTGTCCCTGACCTGAGGTCCGGGACACCGGGTTTTGACCGGTTGTGCATAGGCACACATACAAATAGATAGGTGACATAACTCAGAACATT day-old hours dsim w501
Read # Hit Total head embryo ovaries eggs ovaries embryo
hhkkkhkhhhhhkhkhhhkhkhhhkhkhhkkhhkhhhhkkkhkkk N R e D D D I D D R D D D D O D D I D D D D B hhkkkkhkkkhkhkkkhkkkkkkhkkkkkkkkkkkkkkkxkx* |gjze Mismatch Count Norm Total
................................................................................ AGGGACACCGGGT T T TGACC GG T+ v v v vt ettt e et et eeteeeeeeeeneeeeenaneneennnenaas 23 1 1 1.00 1 0
................................................................................................................................. TAGGTGACATAACTCAGAACA.. 21 O 1 1.00 1 1
............................................. TCCCGGTCCAGAC CT GG T BT CC C e v v v et e e e et et e e e et e et et et e e e te e et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeieneaiennnaaaa 23 0 1 1.00 1 0
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Re-alignment of all predicted orthologs

Species Coordinate

ID

Alignment

ldrosim2|l21:5118636-5118787 +

ldsi 21]|[raTancaTac

droSec?2

scaffold 5:3389029-3389181

+

TATAAGATAC

dm3

lchr21:5309925-5310077 +

[raTiiacaTAC

droEre?2

scaffold 4929:5391817-

5391940 +

TATHAIARAC

ldrovak3|[2L:13887086-13887236 - | [TaTlAGATAC

droEugl|lscf7180000409005:1213200- TATIAGATARN-—-—-—-- C——-————- [EATGCAT--GCHTGTCTCHATCTCTANGTA--AACTCTAGG N AGC TN CCA A - .~ G T N GG L A A e T GGl A A A COT A - — - - P — Rttt © C - - TATCCACTGTAT THGAGTCT—-—-— -~ TGTAA
1213324 +

droBialllscf7180000302261:758744- TATHAGATAR-—-—-—-- C—-—-———- [EATGCAT--GCHTGTCTCCATHTCTARNGTA--AACTCTAGGGCCECC TG CCAlIAGE [ T i Cl A === === === === === CL\CCCT NI Gl TeIeAAICT L\ CCGTA- - -~ TEGTGTG- - TAGT TTASC-- TATCCACTGTATT-GAGTCT--————— TGTAA
758889 +

droTakl|scf7180000415704:197614~ TATHAGATAN-—-—-—-- C-—mm— - [EATGCAT--GCHTGTCT A TIT C T AN G TR A A C T e T - -======—oooooas e \CI¥AC 2 . c AT A - - - - TG TGTG- -ATGT TTAINC- - TATCCA P BT C T - — - — - - — TGTAA
197704 -

droElel|[scf7180000491338:135355- TATHAGATACE------- C—-—-———- CIGEINICTEINA - - - - - - - - — - — - T TEVNSNSNAA 2 [delslclele c Tilele AT T A A ClgNelic - - - — - ST CL\CHTCTCCICCARARIClS G Glec Al ClT AT CRiG TG TGN T AT T TATC- - TATCCACTGTATTEIAGTCT- - - - — - - TGTAA
135502 +

droRhol|[scf7180000767806:21514- TATHAGATAR
21664 -

droFicl|lsc£7180000453842:934144- TATMEGATAR
934229 -

droKik1l|{scf7180000302643:539050- TATHAGATAR
539140 -

droAna3|lscaffold 12916:9850009- TATHAGATARN

droBipl |$227786660396580:1180038- TATHAGATAR
1180159 +

dp5 l4_group3:7128051-7128199 | ST cacTTTATATETATCGAAACIRE TIN R T T ThV AN NelT N TSI T Cll R TN T[S SG T T T - - GTAISNE TA - - - —— - - ——[f-——-—-- - -CTTTAAATGTATCTGTGTTTET TS AATEGTG- - -[IACT/NNA Gl e T Al TH A R Pie - - (YR GGG T - - - - - - — — — — [ —— B TAA

droPer2|lscaffold 1:8575395-8575543 WNATINTINAGAGT TTATATETATCGAAAGHUNE TRV T TiiA INSINSIOR.UL TiehvA T CilCEE TR T/SIeING T T T - - GTAJSINE T/AA - - — - - -F- - - - - - —— - —-CTTTAAATGTATCTGTGTTTETTSIEIAATSGTG- - —[IACTINNA IV NEEEINE T A Til A BEIUNVE - - [VNNERI GGG T - - - - - - - — - - -EEEEEE BRTAA
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:5118636-5118787
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:5118636-5118787
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_21.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3389029-3389181
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:5309925-5310077
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5391817-5391940
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:13887086-13887236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409005:1213200-1213324
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:758744-758889
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415704:197614-197704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491338:135355-135502
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000767806:21514-21664
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:934144-934229
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302643:539050-539140
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:9850009-9850090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396580:1180038-1180159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:7128051-7128199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:8575395-8575543

ID: Coordinate: Confidence: || Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 14 (2r:4879124-4879181 + |confident || Canonical miRNA || intergenic
Legend: mature star [fS)iz1(d 811 Ifg =1 mismatch in read
Predicted structure
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553485 SRR553487 SRR553488
SRR618934 MO053
M023 M025 < M024 /0002 /GSM343915 0001 Makindu_ 3 SRR902009 Chicharo 3 NRT_0-2 RT_0-2 SRR902008
TGCGAGGAGAGCGGCCAGCGGCATAATGCCGGCGACAGCGAATTCATGGGTCTTGTTGCTGTTGTTGTTGGTCGCCGTGGAAAGATGCAGCAGCAACAGCAGCGGGCGCATAAATTTTCGCAGCAGCAGCAGCGGCTACAGGAAGGTCCAGTGGCAGG dsim w501 day-old female day-old  hours hours
Read # Hit |Total head embryo male Head embryo ovaries Testis |ovaries body testis ovaries eggs eggs ovaries
khkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhhhhhhhhhhhkkk (((((._ . (((. ((((. ((((((((((((((((((( .......... ))) .)))))))))))))))))))) .))) ..... ))))) L kkkkkkkkkkkkkkkkkkhkkhkkkkkkkkkhkkkkk** gjze Mismatch Count Norm Total bOdy
..................................................................................... TGCAGCAGCAACAGCAGCGGGC + « v v e vt et et e e et e et te e eieeaeneaenenaenenae. 22 0 1 718.00718 548 108 52 6 4 0 0 0 0 0 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGCG t « ¢ v v e vt et e ee e e e eaeneeaeneeaenenneaeneeaeneeaes 23 0 1 109.00109 43 31 7 0 17 7 0 2 2 0 0 0 0 0
.................................................. TCTTGT TGCTGTTGTTGTTGGTC ¢ « ¢ v e e e e et e e e e e e e e e e et e e e e e ettt e e e e e e e et e e e et e et ettt et eneeaeneeaea. 23 0 1 104.00104 37 54 5 2 4 1 0 1 0 0 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGG . + « v e vt e te e et e et e e eeeeeeneeaenenneaeneeaenenaes 2l 0 1 39.00 39 0 0 0 8 6 3 8 7 1 0 3 3 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGC. -« vt ittt i e i e it ee e e 231 1 37.00 37 33 3 0 0 0 1 0 0 0 0 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGG « « + t v e ettt e et ettt e ettt te et e eeaeneaenenne. 20 0 2 21.00 42 0 0 0 33 0 1 6 1 1 0 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCG . ¢+« v et et eeee et e et e e e e eneeaenenaeaeneaaeneeaea 19 0 2 19.50 39 0 0 0 39 0 0 0 0 0 0 0 0 0 0
.................................................. TCTTGT TGCTGTTGTTGTTGGT + « e v e e e e e e e e e e et e e et e e e e e e e et e et e e e e et e e et e ettt te et te et eneaeneeaen. 22 0 1 13.00 13 3 3 0 0 0 1 0 0 1 4 0 0 0 1
.................................................. TCTTGTTGCTGTTGTTGTTGG M + ¢ e e v e e et e et e e et e et e e e e e et e e m e et et e e e et e en e e tneneteeneeeenenaeaenneaeneeaea 2l 0 1 10.00 10 6 0 0 2 0 1 0 0 0 0 1 0 0 0
....................................................................................... CAGCAGCAACAGCAGCGGGC « « v v v et ete et e e et e e et e eneeeeaeneeaeneeaenenaes 20 0 1 6.00 6 3 3 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. TCTTGTTGCTGTTGTTGTTGGTC . - -« - it it it i i i it ittt ittt ettt et ea it eaeeiaeaneenneea. 24 1 1 6.00 6 4 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................ GGTCTTGTTGCTGTTGTTGTTGG ¢ « ¢« e v e e e e et e e e e et e e et e e e e e e e e e et e et e et e e e ettt e et e et e eeaeneaeneeeea. 23 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGH. - -« o oot i i i i i e e 22 1 1 5.00 5 1 1 0 0 0 2 0 0 0 0 0 0 1 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGCGC . ¢ v v v vt e e e ettt e et te e ie e eieiaeneeneneenes 24 0 1 4.00 4 0 0 0 4 0 0 0 0 0 0 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGH. - ..ot i i i e i e e 22 1 2 3.50 7 2 0 0 0 1 1 0 0 1 0 2 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGCHE. « -« oottt i e i e et e ie e iee e 242 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................... CTTGTTGCTGTTGTTGTTGGTC « « et e e e et e e et e et ae e et et e e et et et et e et te e et e e e te e eaeeneaeaeneeaeneeaenenaes22 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGCH. - ¢ o v it i e ittt ettt i et i i e e e e e 231 1 3.00 3 1 1 1 0 0 0 0 0 0 0 0 0 0 0
...................... ATAATGCCGGCGACAGCGAR . + « o e et et et et et et et e e et e e et e et e e ettt e e et e e et e e e e e e e e e e e e e e e e e e 200 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0
......................................................................................... GCAGCAACAGCAGCGGGC « & v v vt et et e e eeete et te e eeetaeneeaenenneaenneaan. 18 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................... GCAGCAGCAACAGCAGCGGGCG e « « v v e e eeen e e e eee e eneeaenenaeaeneaaenenneaenae22 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0 0 0 0
.................................................. TCTTGTTGCTGTTGT TGT TGO T - ¢ . o ettt ettt e e et e et e e et e et e et et e ettt ettt et e 231 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGR. - o« it ittt i i e i e it e ee e e 22 1 2 2.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. TCTTGTTGCTGTTGTTGTTG e « + « e e e et e e e e et e e et e e et et e e e e e et e e e e e et et e et te et e te et eaeeeaeneeaeneeaea. 20 0 2 1.50 3 0 0 0 0 0 0 3 0 0 0 0 0 0 0
.................................................. TCTTGTTGCTGTTGTTGTT . « &+ e e e et e et ae e e e et e et ae e et et e e m e et et e e e e e ene e taeneeeeneaeeneaaeaenneaeneeaea 19 0 3 1.33 4 0 0 0 4 0 0 0 0 0 0 0 0 0 0
.................................................. TCTTGTTGCTGTTGTTGTTGGTCGC ¢ & ¢ v v e e e e e e e et et et e e e e e e e e e e et et et e et e e et te ettt te e eteeaeeaenneaeneeaea 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ AGCAGCAACAGCAGCGGGCGCA . « « vt e ea et e e e s te e eaeneeaeaeneeaeneenenenaes 22 O 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................... GAATTCATGGGTCTTGTTGCTG e « v e e e v et e e et et e e e et e e et e e e e et e e et e et e e e e e e e et et e et e e ettt e ettt et iieenneenenee. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................ GCAACAGCAGCGGGCG e « « e e v te e e e e e e e s aeneeaenenneaeneeaeneeaea 16 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0
.................................................. TCTTGT TGCTGTTGT TGT TG . « ¢ vttt ettt e et e e e e e e e e et e e e e e e e e e e et e ettt et ettt e i 221 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................... AGCAACAGCAGCGGGCG « « ¢ v v v ee e et e en e ee e eneeeeneaaenenaeaeneeaeneeaes 17 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGCGM. « o oottt i e i e e ee e i e 241 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................ GGTCTTGTTGCTGTTGTTGTTG e « e e e v e e e e et e e e e e et e e et e e e e e e e e e et e et e e e e e e ettt e et e et eiaeneeeea. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. TCTTGTTGCTGTTGTTGTTGGTC . - - o ittt i i i i it ettt ettt ettt e e et ea i 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ AGCAGCAACAGCAGCGGGC + « + v v e e teea e e aee s teeneaaeneeaeaenaeaeneenenenaea 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................... TGTTGCTGTTGTTGTTGGTC e « v v e e v e e e e te e e e e e e e e et e et e et e e et e ettt e e et e ettt ettt ieeneaenene. 20 0 2 1.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGGCHM. . . ..o it i i i i i i i e i e e 24 2 3 0.67 2 2 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. TCTTGTTGCTGTTGTTGTTGC . - - ¢ it e it it ittt i ittt ettt e et te et a et ea e eaeaataeaneaenneaaa 22 1 3 0.33 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0
.................................................. TCTTGTTGCTGTTGT TGT GG . « - ¢ o i ittt i e it it ittt ettt et e ettt e e et et ee et eanieeneeee. 22 1 5 0.20 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. TCTTGT TG TG T TG T TG T TGO . - « -« v vttt ettt et ettt et e e e e et e e e e e et e e e et e et ettt et et 232 9 0.11 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGM. . oottt i i i i e i i i i e 21 9 0.11 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
..................................................................................... TGCAGCAGCAACAGCAGCGGREE. - -« o v e te et e ie et e et ee e eeeneaaaenaaaenennes 22 2 19 0.05 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488
0001 RT_0-2  GSM343915 M024
ACGCTCCTCTCGCCGGTCGCCGTATTACGGCCGCTGTCGCTTAAGTACCCAGAACAACGACAACAACAACCAGCGGCACCTTTCTACGTCGTCGTTGTCGTCGCCCGCGTATTTAAAAGCGTCGTCGTCGTCGCCGATGTCCTTCCAGGTCACCGTCC hours
Read # Hit Total Testis eggs embryo male
AR R R L L N N (A (N N T D)D) ... ))))) . Kkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk**x g5jze Mismatch Count Norm Total body
......................................................................... CGGCACCT TTCTACGTCGT .+« v e e e et ettt et et et e e e e et et et e et te ettt eaeneeaeneeae 190 1 2.00 2 2 0
....................... AT TACGGCCGCTGTCGCTT ¢ & ¢ v e e e e e et e e et e et e e e e e e e e et et et et e e et et et et e e e e e et e et e e ettt e et ee e e te et eaeaetaeneaeneaenenaae 19 0 1 2.00 2 2 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|l2r:4879074-4879231 + lasi 14 |TGCGAGGAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATT-———-- CATGGGTCTTGTTGCTGTTGTTGTTG--——————~- GT---—--- €G--—-—--—————- CCGTGGAAAG-——-——-—-————~- ATGCAGCAGC---AACAGCAGCGGGCGCATAAATTTTCG-——-—————— CAGCAGCAGCAGC---—--— GGCTACAGGAAGGTCCA--——————-————————- GTGGCAGG
droSec?2|scaffold 1:1701951-1702108 |dse 126 |[TGCGAGGAGAGRGGC--CAGCGGCATAATGCCGGCGACAGCGAATT--———- CATGGGTCTTGTTGCTGTGTTGTTG--—-—-——~ GT---—--- CG--—-—--————- CCGTGGAAAG-————-—-————- ATGCAGCAGC---AACAGCAGCGGGCGCATEAATTTTCG---————-- CAGCAGCAGCAGC---—--— AGCTACAGGAAGGTCCA—————————-———————— GTGGCAGG
+
|dm3 lchroRr:4062137-4062294 + ldme_405 |TGHGAGGAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATT—————- CATGGTCTTGTTGCTGTTGTTGTTG--—-—-——~- GT------ BG--—--—\--———-- CCGTGGAAAG-——-——--——————~- ATGCAGCAGC---AACAGCAGCGGGCGCATAATINETCG-— - ———- - - CAGCAGCAGCAGC---—-— GGCTACAGGAAGGTCCA=--———=———————————-— GTGGCAGG |
droEre2|scaffold 4929:18572408- der 1516 |ITGHGAGIAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATT—————— CATGGGTgTTGTTGCTGTTGTTGTTG—--——-——~- GT------ gc----—-—-———-—-- CCGTGGAAAG-——-—=--—-————- ATGCAGCAGC---AACAGCAGCGGGCGCATAATINETCG---—-—--- CAGCAGCAGCAGC---—-- GGCTACAGGAAGHTHCA--——————-————————- [Brceeace
18572565 -
ldrovak3|[2L:16712475-16712632 + layva_1790|TclcAGGAGAGCGGC--CAGCGGCATAATGCCGGCGACAGCGAATT—————— CATGGGTTTGTTGCTGTTGTTGTTG--—-————~- GT---—--- gc--—~-—\-—-———- CCGTGGAAAG-————-——————~- ATGCAGCAGC---AACAGCAGCGGGCGCATAATINETCG——-———- - - CAGCAGCAGCAGC---—-— GGCIACAGGAAGHTCCA- - ——————————————— GTGGCAGG
droEugl|lscf7180000409474:2883200- e GAGGAGAGCGGC--CAGCGGCANAATGCCGGCGACAGCGAAT TN N CET GG GlgITCTTCCTCTTCTTCTIC-—— GT------ CG-—-—-—-—-——- CCGTGGAAAG-—-—=-—-—-—-—- ATGCAGCAGC---AACALNCAGCCCL\CRREEEe T C GaaaXaseec A caccleccldatiiccilracEscanrcca-— - — - - - - - - ——- Hecccace
2883366 +
droBialllscf7180000302291:1913615- TGCGAGGAGAGCGGC--CAGCGGCARNAATGCCGGCGACAGCGAATT-————— CETGGGTETTGTTGCTGTTGTTGTTG-———————~- GT------ €G-—-—-—-—-—-- Cl8GTGGAAAG-—-—————————- ATGCAGCAGC[GNIAACAGCAGCGGGCGCATEAATINETCG-—-———-—- CAGCAGCAGCAGC--—-—- ceclrfdccan¥IrEca- - - - - - - - GTGGCAGG
1913775 +
droTakl|lscf7180000415088:43556- B2\, 8rcceeC--cAGCGGCAAATGCCGGCGACAGHGAATT--— - - CETGGGTETTGTTGCTGTTGTTGTTG-———————~- GT------ CG-—-—-——————- Cl8GTGGAAAG-—-—-——-—————- ATGCAGCAGCLYYSAACAGCAGCGCHCGCATEAATINETCG-—-—-—-—- CAGCAGCAGCAGCIXgINIecGCcTAAGGAANTCCA- - - - - oo GTGGCAGG
43721 -
droElell|lscf7180000491240:859170— TGCGAGGAGAGCGGC--CAGCGGCARNAATGCCGGCGACAGCGAATT-————— CETGGGTET TTTGCTGTTGTTGTTG-—-—————~- GT------ CG-—-—-——————- CCGTGGAAAG-—-—-—-—-—-—- ATGCAGCAGC---AACAGCAGHGGGCGCATAATINETCG---———--- cacirpRGCARNC---—-- GGCTACAGGAALNNTHCA- - ——— - - - - GTGGCAGG
859324 +
droRhol|lscf7180000770177:147425- TGRGAGERGAGCGGC--CAGCGGCARAATGCCGGYGACAGCGAATT-—-——— CETGGGIgITGTTCGCTCTTCT NI TG-———————~ GT--—---- CG-—-—-——————- clcTeGAEAG-—-—-—-—————- ATGCAGCAGC—--AACAGCAGHGGGCGCATEAATI Y- - — - —— - - Maceaclaceace------ cGeTapaccan¥¥edcca- - - - - - - - Brceeace
147579 +
droFicl|lscf7180000453215:147148— ThCGRENAGAGCGGC--CAGCGGCARNAATGCCGGCGACAGCGAATT-————— cErceogr T TECTCTTCTTCTTC-———————~ GT------ CG-—-—-——————- CCGTGGAAAG-———————————- ATGCAGCAGC---AACAGCeceeeeGeATEAATINETCG---———--- CAGCAGCAI ————— - - - — NS N A G e e Ercccace
147296 -
droKikl|lscf7180000302411:115804~ TGRGARGAGAGCGGC--CAGCGGCARAATGCCGGCGACAGCGAATT-————— cETGeGHgrTCTTCCTCTTCT T/ eTle-———————- GT------ CG-—-—-——————- CCGTGGAAAG-—-—-—-—-———~ ATGCAGCAGC—--AlECAGCAGC R ettt — — — — — = —— i — — — = = = - - - - - -[NecI¥\nEac\c TcGcaGGaGccGCAGT T CAT T C)
115943 -
droAna3|lscaffold 13266:1925321- dan 4048 FGCGAGEAGAGCGGC——EGCGGCAEATGCCGGCGACAGCGAATT —————— Scielelel |l hiehiielhiehieiliic GGCEEEGTCGTCeIEEEEE CG-—-—-——————- CCGTIGAAAG-—-—-—-—————- FNGCAGCALIC—— - ALICAGC A N » [¥ NeleTele - — - —— —— —— CAGCAGCAGCAGC--—-—- MecilacaccrpGTCCR-—-—-—-——-————————- - -—————]
1925461 -
droBipl|lscf7180000396730:2911822- FGCGAGEAGAGCGGC——EGCGGCAEATGCCGGCGACAGCGAATT —————— SciyelelelicliellielheliNelliiCc GGC R G TCGT ClelErE CG-—-————————- CCGTGGAAAG-—————-—-———~ [ GCAGCAGC—— - AlCAGCA Gt — — — — = == == B GCAGCARC-—-—- - Necieca¥\ancclccg-----—--—--—-——————- - -—————]
29011954 -
dpS _ [3:2044903-2045003 « [ [BecclicRacacclcE- -ERGCGGCAREATGCCGGCGACAGCHAATE ————— recEge it Tie e GClicC I GCCE e e — picTeGARA X [8- - - e el "G~~~ —— - CaGE -~~~ o e
droPer2|lscaffold 2:2217508-2217608 |dpe 2519 ’EGCGEGQAGAGCEG——=GCGGCA@ATGCCGGCGACAGCGAATE —————— WeSGGGTET TGTTGYT GT TG T/ (e - -[dee- - -G T------ G-—-—--——————- T TSN TINECAGTEA A REEEEE i — — — TPy T G — — — — — — — — — CAGE e — — — — — - I — — — — = — = = = = = = = = = — = — ------f&c
+
droWil2|lscf2 1100000004514:381085- e G C GG C - — i AlA AT GCCGGCGACAGCGAATT—-———- e THGCTETTGT TG T GETGET Gt - - —-—-—-- EIiGTCCGTETGAGTGTTGTTGT T/RGIAT/INECAAGAAAATTGTGTNE T TEONAEEEINNTNES - - - - - — - — - — - -[¥ACAGC[HeEEEEEEE CAGCAGC| R — ———- I — — — — = — = = = = = = = — = — = — cace
381220 +
drovir3|lscaffold 12875:9059126- 2. GAGCGE- - CAGCGGCAAATGCCGGCGACAGCGAATT--— - —- T GIECCRGIENERNe TiNE CIle CIVCIRICEEIG TAGT ClECREEEE G-—-—-——————- TeiiClEcTiNECcAGC A A R — — — - — - —— B - — - — - — - — - — - — - — - — - _[NCGA T[RRI CAGC A e — — — — — - e~ CAGGARMGTCCR-—-—-—-—-—-- GGCTCCACAEISINEE
9059249 +
droMoj3|scaffold 6496:18113609- BGCi¥ecEncldc R\l -lAGCGGCARATGCCGGCGACAGCGAATT—- - — - - TGliclETCGlENElbE TilEhiIECINEl T TGCGTCGTCE I E s SJeTCGTCGCCGRERENTECTGECAGC A A R — — — - — — - — R — —— - —— ————— —— —— — —— —— — AR eceaceadgrlc------ ReciecacerpGTCCR------------ GcecTccacagaNeC)
18113759 -
droGri2|lscaffold 15245:2390645- mcciXecErcdcccaciXgcaldcceeallaaTceceeecacacecalgTT------ e T T T TG T TG T GT TG T TGYTG—-—-—-—- - EcTTCTATHECAAREEEEEEE B GG G e - - - - - - - P — — g N T C G — = = = = = = = = aceaccleecace------ NecilacacerpEcTecg-----—-—--—-—-—-—-- Tcldelercc
2390784 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:4879074-4879231
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:4879074-4879231
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_14.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1701951-1702108
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4062137-4062294
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_405.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18572408-18572565
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1516.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:16712475-16712632
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1790.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:2883200-2883366
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:1913615-1913775
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415088:43556-43721
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:859170-859324
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000770177:147425-147579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453215:147148-147296
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:115804-115943
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1925321-1925461
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4048.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2911822-2911954
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:2044903-2045003
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:2217508-2217608
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2519.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:381085-381220
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:9059126-9059249
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:18113609-18113759
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:2390645-2390784
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GTAAGTAATGTATTTATATGCTCTTTAAGAATGTCTGATAAATGGCTACAAGTGTTGCCTCTCGAGTTCTGTAAGTCTTATCGTCGTAATCAGAAACGATTAGCAATGCTTGTAACTGGTTTATAATTCGAATCCCAAAGTCATCGAAAGTGAAACCAAAAAT
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Anti-sense strand reads
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..................................................

CATTCATTACATAAATATACGAGAAATTCTTACAGACTATTTACCGATGTTCACAACGGAGAGCTCAAGACATTCAGAATAGCAGCATTAGTCTTTGCTAATCGTTACGAACATTGACCAAATATTAAGCTTAGGGTTTCAGTAGCTTTCACTTTGGTTTTTA
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

ldrosim2|[2r:5309673-5309835 + |dsi 32 |[6TAAGTAATGTATTTATATGCTCTTTAAGAATGTCTGATAAATGGCTA--—-- CAAGT--GTT-GCCTCTCGAGT--TCTGTAAGT --~~~-~ CTTATCGTCGTAATCAGAAACGATTAGC-~——~---—----- AATGCTTGTAACTGGTTTATAATTCG--AATCCCAAAGTCATCGAAAGTGAAACCAAAAAT

|drosec2|lscaffold 1:2140384-2140546 +|ldse 112 |GTAAGTAATGTATTTATATGCT@TTTAAGAATGTCTGATAAATGGCTA-———- CARGT--GTT-GCCTCTCGAGT-~TCTCEAAGT -——---- CTTATCGTCGTAATCAGAAACGATTAGC--——~—---——---- AATGCTTGTAACTGGTTTATAATTCG--AATCCCAAAGTCATCGAAAGTGAAACCAAAAAT

am3 lchroR:4498534-4498709 + |dme 413 |GTAAGTAATGTATTTATATGCTINTTTAAGAATGTCTGATAAATGGCTA-———- CAAGT--GTT-GCCTHTHCEET-~TCTCTAAGT--—--—- CTTATCGTCGTAATCAGAEACCATTACCINIT NIl AATCCTTCTAACTGGTTTATAAT TCG-~AATCCCAAAGT CATCGAAAGTGAAACCAAAAAT

droEre2|scaffold 4929:18141568- der 1528 |QTAGTAATGTATTTATAMGCTIAT TTAAGANTGTCTGATAAATI GCTA- -~~~ CAAGT--GTT-GCCTCTIINEGT-—TCTCTAAGT —-————— CTTATCGTCAT A THARRANCCAT TAGCINITed E e deleA AIGC TTGTAACTGGTT TATAAT TG - - AATCCCAAAGTCATCGAAAGT GAAACCAAAAAT
18141740 -

ldrovak3|2n:17155125-17155293 + | |BrAAGTAATGTATTTATATGCTINI TTAAMAATGTCTGATAAATGGCTA- -~ = CAAGT--GTT-GCCTCTCLAGT--TCTGTAAGT--—---- CTTATCGTCGTAATCARMAACGATTAGC--— [ E e leleA ATGCT TG TAACT GGTTTATAATTCG-~AATCCCAAAGT CATIGAAAGT GAAACCAAAAAT

droEugl|lscf7180000409183:156737— BTAAGTAANYTATT TATHTHC TN TTAAGAATGTCTGATAAATGGCT/8- - - - CARGT--CTT-ccii\cTCNACT/IeTCTCTAAClE- - —-—-- CTTATCGTHGTAATCAREACCATTACCHS Sl bl XA ATGCTTGTAACTGGTTTAT[GATTCG--AAT/§CCAAAGT CATIGAAANT GAAACCAAAAAT
156911 +

droBialllsc£7180000302291:2404238- ETAAGTAATHTATT TATHTHC TR TTAAGATGTCTGATAANTGGCTA- -~~~ CAgCT==CTT=CCHICTCLNCT==TCTCTA N g IET TATCGTCGTAATCARREACGET TAGCIIIII N S STty Nl AA TGN GTAACTGGTTTATIEAECG--[§ATCCCAAAGTCATHGARAGTGAAACCAARAAT
2404417 +

droTakl|lscf7180000415401:1229823~ BTAAGTAATGTATTTATHTGC TN TTAAGAATGTCTGATAAATGGC A --—- - - B C T \AGT -~ TCTGTAAGE-—----- BrTATCGTCGTAETCARMAACGATTAGCHINT N S ST IeAA TGCMTGTAACTGGTTTAEAdCG--[gATCCAAAGTCATHGARAAGTGAAACCAARAAT
1229983 -

droElel|scf7180000491240:1347757~ WG TASNTATTTATHTGC TET T8AAGA/d8G T CTGATARATGGC8A - —— - - cARCHgCTT=CC T TCINACT= =T CTCTAN Gld- - —- - - - BT T A T " BIelA CGAT TAGCél- - == == === —-- BAEGCTTGTAACTGGTTTAEAETCCNerlcCCAAAGTCATHGARAAGTGAAACCAARAAT
1347912 +

droRhol|lscf7180000779971:31249-31421 BTEAGTAATGTATT TATITGC TRT TTAAGAATGTCTGATAAATGGCTA- -~ - cARNE==CT T N T TN ACT==lCTCTAA Y- - - - BrrATCGTCHTAATCARREINCGAT/SAGCHI NI ST XTI VA A TGCT TG TAACNGGTTTATAARTCIN - - AR dCCCAAAGTCATHGARAGTGAAACCAARAAT
+

droFicl|lscf7180000453851:1827091- BTAAGTAATGTATTTATHTGCTIT TTAAGAATGTCTGATAAATGGCTA-—— -~ CARGT--CTT-CCPTCTCAGT-—TCTCTAAGE--—-—-- BTTATCGTCGTAATC/MMANCCATTAGC - - - — [l g e AATI\CT TG TAACTGGT TTAT[EAET CG--AARCCCAAAGTCATIGAAAGTGAAACCAAAAAT
1827258 -

droKikl|lscf7180000302277:360641— N2 BTAATGTATT TATHTICINSESe2 A GlET G TCTGATAARTIN G C T/g- 8- - - C ARG TE==C T T=CCECTCL\ACT -~ TCTCTAACle- - - - - - BWrTAaTCGceTAATC/OMEACCATT AT N E Y b d A ATGCT TG TAACTGGT TTAEA Y CIY- -[EAl\CCCAAAGTCATIGAAAGTGAAACCAAAAAT
360813 +

droAna3|scaffold 13266:1507605= EraAGTAATETATT TATHTINERNT TTAA RN C TG AT A A GG A - - - - - A e O ettt eteteleltatatel <~~~ e~ =~ et leteteteteetatate -~ e 11 L A LXEC 2 LEG AR AG T GAAACCARARAT
1507699 -

droBipl|lscf71680000396730:2502009= ArAAGTAATETATT TATHTINEICTETAA TN CTGATAEATGGCEA -~ - - - [EA O e ettt teteletetatel~~~~ ~~ ettt -~~~ == == ===~ -]
2502060 -

dp5 |3:5373284-5373458 - | [BraacTaarcTaTTTATHTRC TR TTAAGHATGTCTGHTANAT GG CEOaae A = CITEIC CLIEC THICAGT = TONCT ARG - - ———- B TccddTan TCERRAECGAT TAGE S E TN ST NN A A Tl T TG T AL C THGE TR T/ehelekic - - R T CE A ARG TCATHGAAAGTGAAACCAARRRET

droPer2|lscaffold 2:5578608-5578782 - ’ETAAGTAATGTATTTATETEC TIT T TAAGHATGTCTGITARAT GGCldieleslsCHiACI= = C T H{eC CLlcC TICACT == TCI\CTAL G - - - - - - B TcoeadTAA TCERAECGAT TAGE S EIT N STV NIeA A Tl T TG TAA C THGE TRy T/ehelelic — - R T ClE A ARG TCATHGAAAGTGAAACCAARRRET

Growilz|sef2 1100000004512:2562412- B G T T AT T A T T T A - [Cee— =——————F——
2562439 +

droGri2|lscaffold 15126:4241352- -]
4241382 -

Generated: 09/08/2015 at 08:00 PM
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Condition 5,309,700 5,309,750 5,309,800
Genomic Position
Hairpin partition Mature Star
SRR553487 SRR553488 SRR553485 SRR553486
SRR618934
M023 M025 GSM343915 NRT_0-2 0002 RT_0-2 M024 Chicharo_3 Makindu_ 3 0001
dsim w501 hours hours day-old day-old
Read # Hit |Total head ovaries embryo embryo eggs Head eggs male ovaries ovaries Testis testis
Total body
22 0 1 177.00177 110 4 33 4 0 2 2 15 1 0 0 4
22 0 1 109.00109 3 3 1 1 42 2 26 0 13 14 0 0
21 0 1 67.00 67 2 38 1 21 0 4 0 1 0 0 0 0
21 0 1 45.00 45 23 7 5 1 0 2 1 5 0 0 0 1
23 0 1 44.00 44 23 0 6 2 0 0 1 3 5 1 0 2
22 0 1 27.00 27 2 9 0 5 0 2 0 0 0 1 6 0
21 0 1 23.00 23 5 1 0 1 0 10 0 0 1 0 4 1
22 0 1 20.00 20 5 6 0 4 0 2 0 2 0 0 0 0
23 0 1 17.00 17 2 4 2 6 1 2 0 0 0 0 0 0
20 0 1 14.00 14 8 0 2 0 0 2 0 2 0 0 0 0
19 0 1 14.00 14 0 0 0 0 0 4 0 0 0 0 10 0
21 0 1 13.00 13 0 2 0 2 2 0 1 0 2 1 2 1
22 0 1 11.00 11 1 0 0 4 0 0 0 1 2 2 0 1
23 0 1 11.00 11 6 0 3 0 0 0 0 1 1 0 0 0
24 1 1 10.00 10 0 3 0 0 5 0 1 0 0 1 0 0
23 0 1 9.00 9 2 0 3 2 0 0 1 1 0 0 0 0
24 0 1 9.00 9 0 0 7 0 1 0 0 0 1 0 0 0
23 1 1 9.00 9 0 2 0 0 4 0 3 0 0 0 0 0
21 0 1 9.00 9 4 0 0 0 0 2 0 1 0 0 2 0
21 0 1 8.00 8 0 1 1 0 2 0 3 0 1 0 0 0
25 0 1 7.00 7 0 0 2 0 1 0 0 0 2 2 0 0
19 0 1 7.00 7 5 2 0 0 0 0 0 0 0 0 0 0
18 0 1 6.00 6 0 0 0 0 0 4 0 0 0 0 2 0
20 0 1 6.00 6 0 5 0 1 0 0 0 0 0 0 0 0
18 0 1 6.00 6 0 0 0 0 0 2 0 0 0 0 4 0
20 0 1 5.00 5 0 0 1 0 0 4 0 0 0 0 0 0
22 0 1 5.00 5 2 0 0 3 0 0 0 0 0 0 0 0
19 0 1 4.00 4 0 0 0 0 0 4 0 0 0 0 0 0
24 0 1 4.00 4 0 0 0 0 0 2 0 0 0 0 2 0
25 1 1 4.00 4 0 0 3 0 0 0 0 0 0 1 0 0
21 0 1 4.00 4 0 0 2 1 0 0 0 0 0 0 0 0
25 0 1 4.00 4 0 0 0 0 0 0 0 0 3 1 0 0
20 0 1 3.00 3 1 0 0 0 2 0 0 0 0 0 0 0
23 0 1 3.00 3 0 1 0 0 1 0 1 0 0 0 0 0
22 0 1 3.00 3 0 0 0 0 0 0 1 0 0 1 0 1
20 0 1 3.00 3 1 2 0 0 0 0 0 0 0 0 0 0
25 0 1 2.00 2 0 0 0 0 0 0 0 0 1 1 0 0
20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0
18 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0
28 0 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0
19 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0
18 0 1 2.00 2 0 0 0 0 0 0 0 0 0 0 2 0
22 1 1 2.00 2 0 0 0 0 0 0 0 0 0 0 0 2
22 1 1 2.00 2 0 0 0 0 1 0 0 0 0 1 0 0
21 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0
22 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
15 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0
18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
16 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
22 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1
23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
21 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
25 2 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
26 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
23 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
27 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
21 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0
22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1
26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
24 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
15 0 2 0.50 1 0 0 0 0 0 0 0 0 1 0 0 0
15 0 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0
26 3 2 0.50 1 0 0 0 0 1 0 0 0 0 0 0 0
16 1 5 0.20 1 0 0 0 0 0 0 0 0 1 0 0 0
SRR553486/SRR553485 SRR553488
SRR618934
M023 M024 Makindu_3 Chicharo_3 RT 0-2 SRR902009
day-old | day-old dsim w501 hours
Read # Hit |Total head male ovaries ovaries ovaries eggs testis
Total body
21 0 1 1.00 1 0 0 1
22 1 1 1.00 1 1 0 0
21 0 1 1.00 1 0 1 0

ovaries

O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O OO O o o oo o o o o o N

MO053

female
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5309673-5309835
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5309673-5309835
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2140384-2140546
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_112.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4498534-4498709
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_413.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18141568-18141740
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1528.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17155125-17155293
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:156737-156911
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2404238-2404417
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:1229823-1229983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:1347757-1347912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779971:31249-31421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1827091-1827258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302277:360641-360813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1507605-1507699
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2502009-2502060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:5373284-5373458
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:5578608-5578782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004512:2562412-2562439
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:4241352-4241382

ID: Coordinate: Confidence: Class: Genomic Locale:

. View on UCSC Genome Browser {Cornell Mirror}
dsi_6231:10901657-10901732 - |confident | Canonical miRNA |3pUTR

Legend: mature Star [y g LR gty mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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10901750 10901.?00 N 10901650 10901600 o I I 1T 1 I | I ' T T T1T1 Qé-&, \géq \z\a@b o - ™
Genomic Position 20 21 22 23 24 25 26 27 28 29 30 31 © & l I I I
Size Condition 10901750 10901700 10901650 10901600
Genomic Position
Hairpin partition -e= Sense -#= Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
three_prime UTR [31 10901514 10902114 -]; utr3 [utr3_minus_5422]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553487 SRR553488 SRR553485 SRR553486
SRR618934 MO053
NRT 0-2 RT 0-2  M025 Chicharo_ 3 Makindu 3 GSM343915 M023 M024 0002 SRR902008 SRR902009
CGTGTATTTAAGTTCAAGGGTGGTTCCACTTTATTGCTGAACATCTTGCCTCGGAAACTATATGTTTAATATTGAATGATTTCGAATGGTATTTTAAAATGATATTATTCATATAGTTTCAAGTGCCAAATTGTCCACAGATTAAAAAAAAAACTCATACAATTTATAAACTAAAA hours hours day-old day-old dsim w501 female
Read # Hit |Total eggs eggs embryo ovaries ovaries ovaries embryo head male body Head ovaries testis
ialialalalafofofololololaahalalafiafofolafololalalalalolelolofofokaok oo O L SO O O P O A N N A T A N A N N G e (CCC 00 e nnn 1)) 2)))))))))))-2)))))))))))-)) D)) n))) L)) ) FRERRRR Rk ARk R Rk Ak kk kK Kk XXXk **** size Mismatch Count Norm Total body
.................................................. TCGGARAC T AT AT GT TTARTAT .+« e e e e e e et et et et e et et et e e et et et e e e e et et e et e et et e et et e e et ettt et e et ettt et e e 220 1 336.00336 145 116 55 15 5 0 0 0 0 0 0 0 0
................................................... CGGARACTATATGT TTAATAT T . « & ¢« 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 et e e et et e e e e e e e ea e e e eaeneneaeeaeneneaaeaenenenneneaenenaa22 O 1 33.00 33 16 15 0 1 1 0 0 0 0 0 0 0 0
.................................................. TCGGAAACTATATGTTTAAT « ¢ et e et e et et et ettt e et e e et e e e e e et e e e e e e e et e e e e e et e e e e et e et e ettt ettt e ettt 200 1 20.00 20 7 3 7 2 0 0 0 0 0 0 0 1 0
.................................................. TCGGAAACTATATGTTTAATA . & ¢« e et et n ettt e e e e et et e e e e e e e et e e e e e e e e e ee e e e e eneeneeneaaenaeneeneeaenaenneneeaennenaen.2l 0 1 17.00 17 5 9 1 0 1 0 0 0 0 0 1 0 0
.................................................. TCGGAAAC T AT AT GT T LA AT AT .« ot ittt ettt e et et e et e et e e e et e e e e e e e e e e e e e e e 231 1 17.00 17 9 2 0 2 4 0 0 0 0 0 0 0 0
.................................................. TCGGARACTATATGT TTARTATT « &« ¢ e e e e e et et e e e et e e et e et e et e e e e e e e e e e e e e e e e teeaeae e e eaeeneeeeaeneneeeeaeaeneeeeaenenenaeaea23 0 1 10.00 10 4 2 1 2 1 0 0 0 0 0 0 0 0
...................................................................................................... TATTATTCATATAGTTTCARGTG « « + ¢ v v e e te e e e e et e e e e e te e ea e eneeaenaea. 23 0 1 8.00 8 0 0 8 0 0 0 0 0 0 0 0 0 0
............................. TTTATTGCTGAACATCTTGCCTCGGA « « « ¢« 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 et e e e e et et e e e e e et e e e e e e e et e et e ee e e te e eeeeneeneaeaenacaeeaennanaea26 0 1 5.00 5 1 0 0 2 2 0 0 0 0 0 0 0 0
...................................................................................................... TATTATTCATATAGTTTCAAGT . ¢« v e vttt te e et e ee e e e ee e ee e iaeaeneenenaenaene 22 0 1 5.00 5 2 2 0 0 0 0 1 0 0 0 0 0 0
..................................... TGAACATCTTGCCTCGGARACTATATGTT « - « ¢ e e e e e n ettt a e e e e et e e e e e et e e et e e e et e e e e e et e e e e ae e e et e eaeene e eaeeneenseaeaaenneneeneeaenaea29 0 1 4.00 4 0 0 0 2 2 0 0 0 0 0 0 0 0
.................................................. TCGGARAC T A T AT G T A T A T A . . . . ottt ettt ettt e e et e e et et e e e ettt e e e e e e e e e e e e e e e 242 1 4.00 4 3 1 0 0 0 0 0 0 0 0 0 0 0
................................................. CTCGGARACTATATGTTTART « & ¢ v e e e e et e e e et et e e e e e e e e et et e e e et et e e et e e et e e et e e e e e et eeeae et ee e e enetaeeaenaenaeaenaanaaa2l 0 1 3.00 3 0 1 2 0 0 0 0 0 0 0 0 0 0
....................................................................................................... ATTATTCATATAGTTTCAAGTG « « « t o vt e e ee ettt te e ettt te e eieeaeeaenaennen. 22 0 1 3.00 3 0 0 2 0 0 0 1 0 0 0 0 0 0
.................................................. TCGGAAACTATATGTTTAATATTG ¢ « ¢ « e e v e e et e e e e et e e e e e e e e et e e e e e e e te e e eae e s e aeeaeeneaneaaeeaeneeneeaeeaenneneeaeanennen.24 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0
........................................................................................................ TTATTCATATAGTTTCAAGTGC . ¢ v e v et et e ee et e e e et teea e eeeeaeneneneeaes 22 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0
.............................................................. TGTTTAATAT TGAATGATTTCGARTGG ¢ « ¢ e v e e e e et e e e e e et e e e e e e e e e e e e e e ea e e e eeeaeneneaeeaeneneeneaeneneaneaeaeneeaa2] 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0
............................................................ TATGTTTAATATTGAATGATTTCGAR « « + « v v e et e e ee et et et e et e e e ettt e e e e e e et e e e et et e et et et ettt et et i e 260 1 2.00 2 0 0 0 1 1 0 0 0 0 0 0 0 0
.............................. TTATTGCTGAARCATCTTGCCTCGGA « &+« v e e e e e e e et et e e et e e e et e e m e et e e e e e e et et e e et et et et e e et e et e e et et e e e et te e e e e e teenenenaeataeneaneaeaenenneaea25 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0
..................................... TGAACATCTTGCCTCGGARACTATA . ¢« v e et e e te e ettt et e e et et e e e ettt e et e e e ettt et e e e et e e e e e et e et et e et ettt e ettt eeaeaenaea. 25 0 1 2.00 2 1 0 0 0 1 0 0 0 0 0 0 0 0
...................................................................................................... TATTAT TCATATAGT TTCAAGTGRE . . o ¢ ittt ittt ittt ettt teen e ieataenenanaeaenas 25 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................. CTCGGAAACTATATGTTTARATATTGAR . « e ¢ e e e e et et et e e e et e e e e e e e e et e e e e e et e ea e e e e e e e e e e eeeaeneeeaaeaeneneaaeaenenenneaenenenaaa2] 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
.................................................. TCGGAAACT AT AT GT T T AR T AT . ¢ ot ittt ettt e et et e ettt e e e et e e e e e e e e e e e e e 231 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
...................................................................................................... TATTATTCATATAGT TTCARAGTGR . « ¢ o ettt ettt ettt ie e e te e eeneaenaen. 24 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
..................................... TGAACATCTTGCCTCGGARRCTAT . + & e e e e ettt et et e e e et et et e e e e et et e e e e e et e et e e e e e et et e e e e et et e e e e e e e e 240 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
.................................. TGCTGAACATCT TGCCTCGGARRCTAT « ¢« ¢ e e e e et et e e e e e et e e e e e et et e e e e e e et et e e e et et e e et e et e e e e e e e e e e e e e s tetaeneneaaeaenenenneaeaan 2T 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
........................................ ACATCTTGCCTCGGARACTAT . « & e v et et et et et et ettt e et et e et e et et e e et e et e e e et e e e e e e et et e e e ettt e e e ettt ettt et 200 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
........................................................................ TGAATGATTTCGAATGGTATTTTARRR . « ¢ e e et e e ee e et e e e ee e e ta e e e e eneenetaeaaenaeneeneeaenaeneenecaenaannea?2] 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
...................................................................................................................... TCAAGTGCCAAATTGTCCACAGA . « o e e et v e e e eeaenacnncneaaenaeae23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.......................... CACTTTATTGCTGAACATCTTGCCTC « & « e e e e e ee e e e et e e e e et et e e et et et e e et e e e et e e e e a et et e e et et e e e e ee et et ee e et et aeene e eeaeaaenaeneeaeaaennen. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
............................................................................... TTTCGAATGGTATTTTAARATGATA . « « e v e e et et et e e et et et et ettt e e et e et e e e ettt eieeaeaenenaeae 25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
...................................................................................................... TATTATTCATATAGT T TCAAG TR . . . ¢ ottt it ettt e ettt ettt e e e eeeeaeee. 242 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................................... AATATTGAATGATTTCGAATG . « - ¢ e e e v e e et e e e e e e e e e e e e e et et e e e e e ea e e e eneeaeaaeneeneeaeaaeneeneenenaanaaa2l 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
.............................. TTATTGCTGARCATCTTGCCT ¢ & ¢ e v vt et e e et e et et e et et e e e e e et et e e ettt e e e e et et et e e et ettt e e e ettt e e et et te e e en e teeneneaeataeneaneaeaenenaeaa 2l 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
.................................................................. TAATATTGAATGAT TTCGAATGGTA + « + t e e e e ettt et et e e e et et e et ettt e e e et e e e ettt ettt e et ettt et iaeaeneneea 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
.......................................................................................................... ATTCATATAGTTTCAAGTGCC . « v e e et et et e e e e eneeeeaeaenenaeaenenenneneaea 2l 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1
....................................................................................................... ATTATTCATATAGT TTCAAGTG . « ¢ ottt it it e e i e e 231 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
....................................................... AACTATATGTTTAATATTGAATGATTTCGAR . « ¢« e e e e e et n et et et e e e et e e e e et e e e e e e e e e e e eaeenetaeaaenaeaeeneaaenaeneeneaaenaen. 3l 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.................................................. TCGGAAACTATATGT TTARTAR . « .« o ottt ettt ettt ettt e et e ettt e e e e e e e e e e e e e et e e e e e e e e ettt e et ettt 221 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................. T T AATATTGAATGAT TTCGARATGGTA . « ¢ e e e e et et e e e e e et et e e a e e aeee e e e e e e e ea e eeeeeeaeneneeeeaeaeneeneaenenenneaeaans26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
...................................................................................................... TATTATTCATATAGT TTCARAGTG . - ¢ oottt i e e i 241 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................. TTGTCCACAGATTAAAAAAAAAACTC . . o e v v e eenenncnaen. 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
...................................................................................................................... TCAAGTGCCAAATTGTCCACA . - ¢t et e e e eneeeeeaenaenaenenaenaea.a 2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................... TCTTGCCTCGGARACTATATGTTTAR .+« v e et ettt et et ettt et et e e e e e et e et e e e et et e e e e e e et e et e et e e ettt et e e et ettt e ettt e e e 260 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
...................................................................................................... TATTATTCATATAGTTTCARG . & ¢« e e et et e e e e e eneeeacaeneeeeaeaenenneneaenanae2l 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
....................................................................... TTGAATGAT TTCGAATGGTAT « ¢ v e e et e et e et et e et et e e e et et e e e e e e e ettt e et e et et e ettt et e iaenea 20 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
................................................................ TTTAATATTGAATGATTTCGARTGGTA . « ¢ e e e e e et u et et et e e et et e e e e e e e e e e eae e e e e aaeneeneeneeaenaeneeneeaennenaea 2] 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.............................................. TGCCTCGGARACTATATGTTTAATA . « & e e e e e e ee e et et e e e e e et ae e e e et e e e e e easea e e e e ene e aeeneeneeaeaaeaeeneeneeaeaaenneneeaennenaea25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
........................................................................................................ TTATTCATATAGT T TCAAGTGRA . . ¢ . vttt ittt ettt ettt te e ettt e enaaene 23 2 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553486 SRR553488 SRR553485
SRR618934
NRT_0-2 SRR902008 SRR902009 Makindu 3 RT_0-2  Chicharo_3
GCACATAAATTCAAGTTCCCACCAAGGTGAAATAACGACTTGTAGAACGGAGCCTTTGATATACAAATTATAACTTACTAAAGCTTACCATAAAATTTTACTATAATAAGTATATCAAAGT TCACGGTTTAACAGGTGTCTAATTTTTTTTTTGAGTATGTTAAATATTTGATTTT hours day-old hours day-old  dsim w501
Read # Hit |Total eggs ovaries testis ovaries eggs ovaries ovaries
Kok kR Rk kR k kR kbR Rk (L OO OO O CCOC (G 1)) -)3)))))3)))) -0)))))))))) )))))) . .))) ... ))) KRR KRRk KAk KAk kk KAk Nk KXk Nk KX kNk*%* 5ize Mismatch Count Norm Total
........................................................................................................................... ACGGTTTAACAGGTGTCTAAT . ¢ ot ot e e eeeeeeeenaenenenaeaea 20 0 1 2.00 2 1 0 0 1 0 0 0
............................................................................................................................ CGGTTTAACAGGTGTCTAATT . o e v e v e eeeneneencacnenenneaes 20 0 1 2.00 2 0 2 0 0 0 0 0
................................................................................................................................ TTAACAGGTGTCTAATTTTTT . o ¢ e v e e eeneeeeacnacnenneaes 21 0 1 1.00 1 0 0 1 0 0 0 0
.......................................................................................................................... BACGGT T TAACAGGTGTCTAAT . v ettt ee e ee e eeeeeeaenae 22 1 1 1.00 1 0 0 1 0 0 0 0
........................................................................................................................... ACGGTTTAACAGGTGTCTAATTTTTT . « o e v e eeeenrenecncnncnnen. 26 0 1 1.00 1 0 1 0 0 0 0 0
......................................................................................................................................................... BAGTATGTTAAATATTTGATTT. 22 1 1 1.00 1 0 0 0 1 0 0 0
........................................... AGAACGGAGCCTTTGATATAC . « « « « e e e e e et et et e e e et et et e ettt e ettt et e et et e e et e e e e et et e e e e et et e e e et ettt 210 1 1.00 1 1 0 0 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
ldrosim2)[31:10901607-10901782 -  |dsi 62||CGTGTAT--TTAAGTTCAAGGGTGGTTCC—————- ACTTTA-TTGCTGA-AC-—=A=——=— === === — = ———m—m T mmmmmmmm e - CTTGCCICCEARRCTA-T-ATGT TTAATAT TGA~ ~ATGATTT—————=——=——=—=—=—=—=———————————— CGAATGGTATTTTAAAATGATATTATTCATATAGTTITCA — BGTE - — - CCAAATTGTCCACAGAT TAARAAA ~——— === == == == = — = m — e AAAACTCATACAATTTATAAA————=——= == === === ———— = ————————— CTAAA----3|
droSec?2|scaffold 0:3383082- CGTGTAT--TTABGTTCAAGGGTGGTCC------ ARTTEA-TTGCTGA-AC———A—-—————————————m o R CTTGCCTCGGAAACTA-T-ATGTTTAATATTIA—-ATGAT TT———————-——————————————————————— CGAATGGTATTTTAAAATGATATTATTCATATACGTTTCA-—~~~~= AGTG---CCAAATTGTICACAGAT TAAAAAA - ———————————— === ——— - AAAACINCATACAATTTATAAA G EEININS- - ——— - ————————- TTACTACCIUNVEEEESY
3383277 -
|dm3 lchr3r:11159814-11159997 -f |cereral}--tRacTTcarceeTGGTRCC------ AfjTT TR TTGCTGA-ACNNA - - - - - T m—— o CTTGCCECGGAAACTA-T-ATGTTTAAMATTGAE-ATGARCT- IR cearTG TR TAAAATGATATTATTCATATAGTTTCA======= RGTC---CCAAATTGTCEACAGATTAAAARR-—-——— -~ - AR A CTCAT A g — - — — — = — = — —[@——————————————— TTACCACC/SNNTI NI
droEre2|scaffold 4784:11169048- ccdraT--rracTTCcAANGG GG TEcC AGTG---CCAAATTGTCCACAGANTARRIAAlS-——— -~ - BRAACTCATACEATTTATAAA RSB ISl - —— - ——————————- TTTCCACCSATTICEEESY
11169230 -
ldrovak3|3L:11196489-11196683 - | R 2/g- - T TARG T T I AGTG---CCAAATTGTCCACAGAT THARAAR-——-—— - BRAACTCATACEATTTATAA A Y SRR EI NI Ne -~~~ ——————————— TTGCCACCEARNTHATATE
droEugl|scf7180000409711:3039649- XS AT- - TTARENT TERARGE T GG Tl —— - - T T T Gl C A A T T C G T T e BRracTRATACEATT TR T AR N - N - — - ——————————- TCACCACCITTECEARY
3039848 -
droBiallscf7180000302193:446303- S UL EC A LT T/ A Selileleliic A A BEEEEESNT A N T TN A A C ARG - - B - GAA A TCGTGCGAGTGTAACGA T AT C T TAG- SR i e e — — IR — — — — — — — — = — = = = = ———————— - e A Tt [effele - - -ccafeaTrcldecacadn il pNA - - - — - - - - - - - NSl G I G N C A N T T T A T T T T A C A T R TCACCCCCINCTECEEESY
446450 +
droTakl|lsc£7180000415681:42252- Sa cAlNA TREIAC Al T TIAHecCAlCC TREREEE AT ARG TIENA A CAlNG - - B - GARA A TCGGGCGAGTATAACG T TATCT T T G- EE e i C C A T - e — — ittt — — — — — — = === === —==—==———————————— - __[lIcEcEEEEEEE AIXeE---ccaaaTTGTCCAMAGAT TARARRIA - - — - -~ - - - IS NS Gl T AG T T TTAA T T TTCA TREE R TCATCACCICCIEEEE
42412 -
droElel|scf7180000490564:2073121- §n cAFNCES - -[\c AT TINe Tlelela fiC/SG]
2073248 -
droRhol[scf7180000780024:218095- CEXATAT - - B ST ThiA NG TGI8l
218268 +
droFicl|lscf7180000454113:3558324- cidreraT--TTASXINRARCGTGG T ClE
3558427 +
droKik1|[scf7180000302686:283404— Sn n[ECINER - - - - - - - —[\a[Jelideleliliia TC TGTACT TAAAINEENCAANA - AR A AN
283574 +
droAna3|scaffold 13337:5450845- 6~ caciNEEGIAINCAllA T TINElEAJICCliCAG
5451007 -
droBipl|scf7180000396371:774607~ CET‘—— =
774755 -
dp5 XR_group6:10547507~ CTGTAT- - Tl T e — — — ——— - B - - - - - - B —— - G TGSl CING T IR G T - - fIAT
10547653 +
droPer2|scaffold 20:500974-501120 CEAT G T AT - — T{eR e T T e — — — —— — i it — - — ~ - — === === == === ——— - B GThlNelsehislele cIAGTCEE G T G - -fiaT-- - - - - - B
e
drovir3|scaffold 13049:23219429- CGTGTAR--TTAT Thp A TG T TR~ ———— - - - -E- - - - N B R e e e e T ANl eleleCiNGT - - B - B NRThGiA T/ N A T T N - A GG A A A A TCT T T T T A R - -Eclialdccac-j#NAcRacilcTajicailecaliciiTiinisc
23219584 -
droMoj3|iscaffold 6680:17826237- GAGACTCRR- - —-ATHATCGAACCEGERREEE e - R R g -y -]
17826321 -
Iroorizscaifold 15110:12220356- e L o 7o RO S - I 1P 16 o G - - TcEccal IR GRCTCaAl A GAl CT——————ETCATCoC
14420508 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:10901607-10901782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:10901607-10901782
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_62.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:3383082-3383277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:11159814-11159997
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:11169048-11169230
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:11196489-11196683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:3039649-3039848
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:446303-446450
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415681:42252-42412
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490564:2073121-2073248
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780024:218095-218268
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:3558324-3558427
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302686:283404-283574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:5450845-5451007
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396371:774607-774755
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:10547507-10547653
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_20:500974-501120
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:23219429-23219584
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17826237-17826321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:14420356-14420508

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dsi 36(31:11531410-115314773 - |confident | Canonical miRNA ||intergenic
Legend: mature §tar mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
ol
: o -
- | ° 0
E
[7)] " § 2
887 < = § =
o - c o o o
as 9 m S
I - B s o “
5 S © = o
5 3 & 8
—
8 o E -
o S
o = — | G S IIIII | >
11531500 11531450 11531400 o | I I | | | I O‘a -
Genomic Position 18 19 20 21 22 23 24 I | |
Size Condition 11531500 11531450 11531400
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR553486 SRR553485 SRR553487
MO053 SRR618934
M023 M024 M025 0002 Makindu_ 3 Chicharo 3 GSM343915 NRT 0-2
ATAGCTAATGCTACCGCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGTGAACAAGTGTCGAGACTCAAGGGGCGTAAAATCGCACAATTGGGTCGGTCAACTTGCTCAGCTGGACCTTCAACTACTCATCCACCCACCACAATCTTTGCACTAAACACCTA female day-old day-old dsim w501 hours
Read # Hit Total head male embryo body Head ovaries ovaries embryo ovaries eggs
Je ok de kg ek ok ok ok ke ke ke ke ke ke (. (CCCCCC- (... N 1)) e M) MDY )N ... kkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x** gize Mismatch Count Norm Total body
.......................................................................................... TTGGGTCGGTCAACT TG TCAGC . + v v v v e e e ettt eeeeeeeeeeennnnnnnnanananaanannaaaaaa 23 0 1 155.00155 90 62 2 0 1 0 0 0 0 0
........................................................................................... TGGG T CGG T CAAC T TGl T CAG s v vt et et e et et e ettt et et aeaeeesesaeaeeesesaneeeneaees 22 0 1 35.00 35 25 10 0 0 0 0 0 0 0 0
.......................................................................................... i eleleli foleleliel.V.Noi i JetoiloF-Ne! . N OO B 1 23.00 23 8 15 0 0 0 0 0 0 0 0
.......................................................................................... TTGGG T CGG T CAAC T TGl T C A . v i i e e e e et e e e e ae e et eeoeneeeeeeoeeneeeeenoeeoeeeeeeaeaas 21 0 1 19.00 19 11 8 0 0 0 0 0 0 0 0
.................................................. TG AR C A A G T G T C G A GA C T C R A G e + e v e e e e e et et e e e ettt et aeae ot aeaeeeseseseeeeseseeaeeeeeseeeeessesasassssesasaeensesananees 22 0 1 12.00 12 5 7 0 0 0 0 0 0 0 0
.......................................................................................... TTGGGTCGGTCAACT TG T e v v v v v e e e e e e ee s eeeeesnennnnnnnnnnnnnnnnannnnnnaaaa 19 0 1 7.00 7 3 4 0 0 0 0 0 0 0 0
.......................................................................................... TTGGGTCGGTCAACTTGCTCAGI...................................................23 1 1 6.00 6 3 3 0 0 0 0 0 0 0 0
.......................................................................................... TTGGGTCGGTCAACTTGC TCAGH . &« ot ittt ittt ittt e e e e ee e eeeeeaeanenenenen 23 1 1 6.00 6 2 4 0 0 0 0 0 0 0 0
.......................................................................................... TTGGGTCGGTCAACT TG T CAGC T+ + v v v e e ettt ettt eeeeeeeeeeaeansanansnananaaaannaaaa 24 0 1 5.00 5 4 1 0 0 0 0 0 0 0 0
.......................................................................................... TTGGGTCGG T CARAC T TGl T C ot v v e et e e e et et e e o e e et eseeneeeseseeneeesenaeaneeeenaeass 20 0 1 4.00 4 1 2 0 1 0 0 0 0 0 0
.................................................. I E727: 07N e e o] 7N 7o R I - I O 1 4.00 4 1 3 0 0 0 0 0 0 0 0
........................................................................................................ TTGCTCAGCTGGACCTTCAACT + + v v v v oo eeeeeeeenennnnnnnnnannanaaa 22 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0
......................................................................................... ATTGGGTCGGT CARACT TGl T CAG C s v v i e e et et et ettt et e eeeeseseeeeeesesaeeeeenenasess 24 0 1 3.00 3 0 2 1 0 0 0 0 0 0 0
.................................................. TGAACAAGTGTCGAGACTCAAGGG + + + v v v v s e e e e e s e n e n e nn e e et e ettt e ettt e et e ettt et ettt ettt e et e e e eeeeee 24 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0
........................................................................................... TGGGTCGGTCAACT TGCTCAGH . « v ottt i e e e e i i e 221 1 2.00 2 1 1 0 0 0 0 0 0 0 0
.................................................. TG AR C A A G T G T C G A GA C T C AR GG s« v e e e e e et et e e e e e e et ae oo o e s o s oo oo oesosesaeeeeeseseeeeeeseseeeeeeseseeeeeesesaeeseesenaseass 23 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0
......................................................................................... ATTGGGTCGGTCAACT TGCTCAGH . « v v vt ettt ettt ettt ee e i 24 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0
............................................................................ Gl AR A AT CGCACA AT T GGG T C s v v vt e e et e et et e e et e easaeeeeeeeeaeaeeeeeseeaeeeeeneenseeseneeneeans 2] 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
......................................................................................... AT TGGGTCGGT CARACT TG T C ot v v v et e e e et et e e ae o et ae oo aeoeseseeeeeesesasaneesenasass 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
......................................................................................... ATTGGGTCGGTCARACT TG T CAG e « v e e e e e e e e et et e ettt ettt ettt et eeeeeeeeeennnaa 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
............... Gl A GG C A C T A G A G A A G T AR C G . ¢ v v e e e e e et et e e e et e e et o e o e o e oo s aeaeaesesesaeaeeeseseeaeeeeeseeneeeeeeeeneeeeesoeeeeeeesoeeeeeeeesesaeeeeesesaeaeeesesaeaeennaees 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0
........................................................................................... TGGGTCGGTCAACT TG TCA .+ v v v v e e ettt e et ettt et ettt ettt teeeeiaeeaaaaaea 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.................................................................................... (€107:X07: V- i el eT e o e e o7\ o4 O~ R O 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.................................................. TG AR C A A G T G T C G A GA C T C R A s vt et e e e e e et et e e e e e e e ae oo e e s o s aeaeeesesesaeeeeeeeeneeeeeseeeeeeeeseseeeeeesenaeeeeenenaeass 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.......................................................................................... TTGGGTCGGTCAACTTGCTCAGC . -« ot ettt i e i e et i i e e 241 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.......................................... eleloleloki lelelile)::N 07N e e o 0P~ X o B O 1 1.00 1 0 0 0 1 0 0 0 0 0 0
........................................................ AGT G T CGAGA C T C AR GGGG G T . v v e v e e e et et et e e e et e e e e o e oo oo e oeaeeeeeseeaeeeeeseseeeeeeseseeeesesasaeessesesanenseees 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0
.......... CTACCGCAGGCACTARGAGA + « « « v ettt ettt ettt et e e e e e e e e e e e e e e e e e e e e e e e o200 1 1.00 1 0 0 0 0 0 0 0 1 0 0
.......................................................................................... TTGGGTCGGTCAACTTGCTCAI....................................................22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.................................................. TGAACAAGTGTCGAGACTC ARG . . ottt ittt ittt ittt et e e ettt et e e e et e e e e et ettt e et 24 1 1.00 1 0 1 0 0 0 0 0 0 0 0
........................................................................................... TGGGTCGGTCAACT TG T . & v v vttt ettt et ettt ettt ee e e 191 1 1.00 1 0 1 0 0 0 0 0 0 0 0
...................................................................................... ACA AT TGG G T CGG T C AR C T e v v v e v et e e e et e e e aeaeeeseeaeaeeeseeeeaeeeseeeeaeeeneneeeaas 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488 SRR553485
RT_0-2 Chicharo_3
TATCGATTACGATGGCGTCCGTGATTCTCTTCATTGCTACCTCCGCGACCACTTGTTCACAGCTCTGAGTTCCCCGCATTTTAGCGTGTTAACCCAGCCAGTTGAACGAGTCGACCTGGAAGTTGATGAGTAGGTGGGTGGTGTTAGAAACGTGATTTGTGGAT hours day-old
Read # Hit |Total eggs ovaries
hkkkkkkhkkkkhhkhkkkhkhhkhkkhkkrkrkrkkxx  ((((CC.. (COCCCC-CCC(C. ... N A )) . IM)))) )Y ) M) e hkkkkkkhkkkkhkkkkkkkkkkkkkkkkkkkk**x** gsize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
ldrosim2|[31:11531360-11531523 -  |ldsi 36 |[ATA-———-—-— - GCTAATGCTAC-——————————————————— CGCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGIGAACAAGTGTCGAGACTCAAGGGGCGTARAA-——————————————————————— ATCGCACAA—————————————————————— TTGGGTCGGTCA----- ACTTGC-TC-==—=—=—=—=—=—=—=———————————— AGCTGGACCTTCAACTACTCATCCAC-=-————~ CCACCACAATCTTTGCACTAAACACCTA|
droSec?2|lscaffold 0:4015584- dse 185 1| AT A~ mmm oo - GCTAATGCTAC-———————————————————— CGCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGICARCAACTCTCCACECTCAAGGGGCGTARA -~~~ ———————————————————— ATCGCACAA———————————————————————_ TTGGTCGGTCA----~ ACTTGC-TC-———————————————————— AGCTGGACCTTCAACTACTCATCCAC-—————- CCACCACAATCTTTGCACTAAACACCTA
4015747 -
|am3 llchr31:11829578-11829762 -|dme 458 [ATA--—————————————m o AcTAATGCTACIINT N NSNSV Nl N Sl VX CliC AGGCACTAAAGAAGTAACGATGGAGGCGCT GGIGAACAAGING TCCACACHCAN XINC C o T AlsA CCACHACAATCTTTGCACTAAACACCTA|

ldrovak3|[3L.:11839375-11839395 + ||

droEuglflscf7180000409554:3289823~
3290067 +

B~ TC T TRENNAC TEAACACCTA

ci\calaarcrrlccacT/ddacaccTa

droBial|lscf7180000302188:1829847—
1830019 -

droTakl|lscf7180000415705:584843~
585057 -

droElel|lscf7180000491273:348123—
348282 +

cRacilaciatrriiccTlgaacaccTa

droFicl|lscf7180000453924:799882—
800060 +

cRmcE\aTcTTTHNAC TAACACCT

droKikl|[scf7180000302468:1176218-
1176444 -

TTIAA TR TINEAIGIGEA C TIINNNS G A Gl

droBipl|iscf7180000396554:1430954~-
1431063 =

cleiccaia T TR\ G Tl A chENClen

dp5 4 groupd:4366282-4366300
+

— - —— - — - — - TCICETGCTINNINSGAGG!

droPer2|scaffold 10:3406855=-
3406873 +

- - — - - - - - -WrclicETc TN GAGG]

Generated: 09/08/2015 at 08:00 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:11531360-11531523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:11531360-11531523
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_36.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:4015584-4015747
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1851.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:11829578-11829762
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_458.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:11839375-11839395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:3289823-3290067
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:1829847-1830019
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415705:584843-585057
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491273:348123-348282
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453924:799882-800060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302468:1176218-1176444
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396554:1430954-1431063
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:4366282-4366300
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:3406855-3406873

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 203 x:18325762-18325821 + |confident | Testes-restricted |intergenic

Legend: mature star (&) iz1(d 811 Ifg =1 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 17 18 18 20 21 22 23 24 25 \}@ ! ! !
Size Gondition 18,325,750 18,325,800 18,325,850
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553488 SRR553486 SRR553485
SRR618934
0001 SRR902009 M024 0002 M023 RT_0-2 Makindu 3 Chicharo_ 3
CCATCTTGGAATGGATGAGATTGGAAAAGATTGTGTAGAGGTGTTACATAAATTTCTTCAAACCGAAGGTCTTTGTTAATTTGATTAGAATTCTGTGCGAAGAAATTTTTATAGCATCTTAAGAGCCTGAATCTTTCGAGCCAATCAGTTAAAAGTCGAA dsim w501 hours day-old day-old
Read # Hit |Total Testis testis ovaries male Head head eggs ovaries ovaries
***********************************..(((((((((_.'((((((((((._((.((('.(((..((((.._)))).))).)))_))..)))))))))).'.)))))))))._.'************************************ size Mismatch Count Norm Total body
.................................................. AT TTCT TCARACCGAAGGTCT « + t et et et u e te e et et et et e et e e e e et e et e e e et et e e et et te ettt et et ee e 22 0 1 91.00 91 60 18 5 6 1 0 1 0 0
....................................................................................... GAATTCTGTGCGARGAAATTTT « ¢ o e et et e e e ee e e e e eneeeeneeacaenacaeneenenenaes22 O 1 74.00 74 16 46 11 1 0 0 0 0 0
........................................................................................ AT TCTGTGCGAAGA A AT T T T . v v vttt ettt et ettt et ettt eeennnneeeeennnness 21 0 1 35.00 35 3 10 22 0 0 0 0 0 0
....................................................................................... GAATTCTGTGCGARGARR . & ¢t et et e e ee e e e e et ee e e eaenenaeaenaeaeneaaenenaaa 18 0 1 15.00 15 14 0 0 0 1 0 0 0 0
.................................................. ARTTTCTTCARACCGARGGTC . « v e ettt e et ettt et et e e et e e e e e e e e et e e e e e e e e e e e et e ettt e et ettt e i 210 1 15.00 15 11 1 0 1 0 2 0 0 0
.................................................. IV CIINCIVANCCEZVNEE 6 0 0 0 0 6 0 0 0 6000060000000 00300000006003000000003000000000300000000300000000600000000600006000 o0 |bE 0 1 14.00 14 14 0 0 0 0 0 0 0 0
....................................................................................... GAATTCTGTGCGAAGARATTT .+« et et et e et e et e et eeeneeeneneeaenenaenenaes 2l 0 1 14.00 14 6 8 0 0 0 0 0 0 0
.................................................. ARG NCIVANCCEEVNE 6 0 0 0 006 06000000000 000000000 0000000000000000000000000000000000000000000000000000000000000C0O0000a |k 0 1 14.00 14 14 0 0 0 0 0 0 0 0
....................................................................................... GAATTCTGTGCGARGARAT . « . vt ettt e te et e et e et te e e e eneeaenenaenenae. 19 0 1 13.00 13 11 0 0 0 2 0 0 0 0
.................................................. AT TTCT TCARACCGARAGGT . + ¢ e e e e e e e e e te e et e e e e et e e et e e e e e et e et et e e et e e e e eeeneeeneeeeaeneeaenenneaenaeaaa 20 0 1 12.00 12 12 0 0 0 0 0 0 0 0
....................................................................................... GAAT TCTGTGCGAAGA A AT T . v it ittt ettt it ie ettt eeeennneeeeeennnneeee.s 20 0 1 7.00 7 5 2 0 0 0 0 0 0 0
........................................................................................ AATTCTGTGCGAAGARAT . « & e e et e e te e e e e e e e eeaenenacaenaeaeneeaenenaa. 18 0 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................. AT TTCT TCARACCGAAGGTCTT . ¢« e e et e et et et ettt et et e e e e e e e et e e et e e e e et e e et e ettt ettt ettt e i e 230 1 3.00 3 0 3 0 0 0 0 0 0 0
..................................................................................... TAGAATTCTGTGCGAAGARATTTTT . - ¢ v e e et eee et e en e e aenecaeneeaeaenneaenneaeneea25 0 1 1.00 1 0 1 0 0 0 0 0 0 0
........................................................................................ AATTCTGTGCGAAGAAATT TTH. . ¢ oottt it ittt et ittt e e e 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0
................................................. ARATTTCTTCAAACCGARGGTCT . ¢« vt ettt et et et e e et e e e e et e ettt e e et e ettt e ettt e et e ettt en e 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0
........................................................................................ AATTCTGTGCGARGARATT « & ¢ e e ettt e ee et e et e et te e ee e eiaenenaenenae. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0
......................................................................... TGT TAATT TGATTAGAAT « & ¢ et e et te e et et e e et te e e e e e e e e en e e eaeneeaeneeaeaennenenaeaan. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0
....................................................................................... GAATTCTGTGCGAAGAAATTTTT . o ¢ o et ee et e et e e s eeenenaeaenaeaenenaenenaes 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0
........................................................................................ AATTCTGTGCGAAGARATTTTTA . ¢ o e v vt ettt e ee e e et ee e eeeaeneeaenenaenenaes 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0
......................................................................... TGTTAATTTGATTAGAATTCTGTGC ¢ & vt e e et e te et teea e e eaeae e eetneneeaeneaaeneaaeaenneaeaea25 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................. AATTTCTTCAAACCGAAGGTCTTTH . « & ot ottt ettt ettt e e e e ettt e e et e e ettt ettt ettt et e e e e 25 1 1 1.00 1 0 1 0 0 0 0 0 0 0
........................................................................................... TCTGTGCGAAGARATTT . « e e et et e ee e e e e e e e eaeneeaeneeacnenneaenneaeas 17T 0 1 1.00 1 0 0 1 0 0 0 0 0 0
.................................................. AATTTCTTCARACCGAAGGTCTTT ¢ & et vt e et e te et ee e et et e ettt e e et e e e ettt e e et et ettt ettt e et ieea e 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0
............... TGAGAT TGGARRRGE . « ¢ vttt ittt ettt e ettt 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 et 15 17 0.06 1 0 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553485
MO53
M023 M024 Chicharo_3
GGTAGAACCTTACCTACTCTAACCTTTTCTAACACATCTCCACAATGTATTTAAAGAAGTTTGGCTTCCAGAAACAATTAAACTAATCTTAAGACACGCTTCTTTAAAAATATCGTAGAATTCTCGGACTTAGAAAGCTCGGTTAGTCAATTTTCAGCTT day-old  female
Read # Hit |Total head male ovaries body
************************************..(((((((((...((((((((((..((.(((..(((..((((...)))).))).))).))..))))))))))...)))))))))....***********************************SizeMismatChcountNorm Total bOdy
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[x:18325712-18325871 + |dsi 203 |CCATCTTGGAATGGATGAGATTGGAAAAGATTGTG-—--— TAGAGGTGTTACATARATTTCTTCAAACCCGAAGGTCTTTGTTAATTTGATTAGAATTCTCTCCCARGARATETT TATAGCATCTTA---AGAGCCTGAATCTTTCGAGCCAATCAGTT--~AAAAGTCGAA
droSec? |scaffold 8:1718425- dse 116 ||IcI BT GGAATGGATGAGATTGGAAAAGATTGTG-———- TAGAGGTGTTACATAAATTTCTTCAACCGAAGGTCT TTGT TAAT TTGATTAGAATTCTCTCCCAACGAART I T TATAGCATCTTA-—~AGAGCCTGAATCTTTCGAGCCAATCAGTT-—-[gAlEAGTCGAA
1718582 +
dm3 chrx:19436179-19436344 AT GGAATGGATIAGAT TGGARAAGAT TG T ChE NN T AGE G TG T TAATAAAT TTCTTCAAACCGAAINGTCT T TG TTART T TGAT TAGAATFC T\ CCCALCAAAT T e T ATAGCAT CTH- - -lGAGHCTGAATCTTTCGAGHCAATCACRIT[EREAAAGTCGAA
+
droEre2 |scaffold 4690:9673150- |der 57 |/CLXHRNSACHATGGATGACET TGGANEAGAT TRTI----- ErclEcrcTTACATARATTCTTCAAGCCCAAGGTCTATGTAET TTGET TECARTTCTCTCL\CAACAIEAT T ATAGCATCTE N AR cliclecAATC TT{ECIAA GCAATCAGT T- - -[EAAMG T Cl
9673307 +
droYak3|X:11900761-11900923 - |dva 55 [NMGXINNNEATGGATGACETTGGANEAGATTGT-—--- EBrcEcererTacaTARATTICTTCAAECCCARNGTCT TG T AT TTCET TECART T ST \CARCAERTT TS T A TAGCA TN r cacccTGAATC TTlC A GClAATCAGT T-- -[EAAAGTCGAR

Generated: 09/08/2015 a&@ség/]l_SARM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18325712-18325871
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18325712-18325871
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_203.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1718425-1718582
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_116.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19436179-19436344
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=droYak3&position=X:11900761-11900923
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_55.html

ID: Coordinate: Confidence: || Class: Genomic Locale:
. View on UCSC Genome Browser {Cornell Mirror}
dsi_31064|3r:15128646-15128734 - | confident | Canonical miRNA | 5pUTR
Legend: mature star (utiurted 811 {11911 mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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15128750 15128700 15128650 15128600 o I | | I I | I | | I I
: . o
Genomic Position 18 19 20 21 22 23 24 25 26 27 28 | | | 1 !
Size Condition 15128750 15128700 15128650 15128600
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
utrS [utrS_plus_10126]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553486 SRR553487 SRR553488
SRR618934 MO53
M024 M023 M025 Chicharo_3 Makindu_3 0002 SRR902009 NRT_0-2 GSM343915 RT_0-2
TGTAACAGTTTTCCTTTTACAACAACGAAGAATACCAGAAGAAGCAAAGCCAAAAACGCAGCTGCAGTCGACGTCGACGCAGTGTTCGCTGCTGCCACCGCTGCTGCACTCGCCGACGTCCGTTTCTGTTTGGCCCATTGCCGTTGGCCAGCTTCAGTGTTCATTTCCCCATCGAGTCGGCAACAACGA dsim w501 day-old day-old female hours hours
Read # Hit |[Total male head ovaries embryo ovaries ovaries body |Head testis eggs embryo eggs
Ikkhkhkkkkhkhkhhkkhkhkhhhkhkkkhhhkhkhhhkhkkhhhkkkkhhkhkkkhhkhkkhhkrk R N N A T e D)D) NINIM)IDIIIN)) ... )))) . .))) .. kkkkkkkkkkkkkkkkhkhkkkkkhkkkkkkkkkkkkkkkkkkkkkk*k*k*k*** 5jze Mismatch Count Norm Total body
................................................................... iele)-Xolel Jofe)-Notelor-Nel el o c] ol S 1 139.00139 76 61 0 1 1 0 0 0 0 0 0 0
................................................................... EEACEMEERCECACIENIICIEEIE S & o o 1o o 060 6 0060 a0 5000000 500600060060 006006 000000080 060000050000080 008060000000 00000c00ca0ma00aa0s|2A [0 1 105.00105 58 34 0 11 1 1 0 0 0 0 0 0
................................................................... iole)-Yolel Tofe)-Notelor-Nel el o c] ol NP RN 1 49.00 49 31 14 0 0 3 1 0 0 0 0 0 0
..................................................................................................... TGCTGCACTCGCCGACGTCCG M « e v e v e e et et e e et e e e e et et et e e et et eaeaeaneneaeneneaeae. 2 0 1 20.00 20 5 12 0 1 0 0 1 0 1 0 0 0
................................................................... TCGACGTCGACGCAGTGTTC G« + « o« e e e e e e e e e e e s s s e e tao s aeoeansaseeeseasaeeeeasaeesensaseeeeeaseeeeeasaeetensaseeaneasaeannanaeas?2l 0 1 12.00 12 3 5 0 0 1 0 2 0 1 0 0 0
.................................................................... ofe7Noleli ol -Nolele) Nek d e dirl o] el o N PO~ R O 1 10.00 10 4 6 0 0 0 0 0 0 0 0 0 0
................................................................... iele)-Xolel Jofe) Notelor-Nel el ot el e o RO S 1 8§.00 8 4 3 0 1 0 0 0 0 0 0 0 0
................................................................... iolel-NolelilofelNolelor- ek e Joteloli T [ PR3 S 1 8§.00 8 5 2 0 0 0 1 0 0 0 0 0 0
..................................................................................................... TGCTGCACTCGCCGACGTCCGT « v v v v e et et e e et et et e et et et e e e et ettt e ettt 22 0 1 7.00 7 1 0 0 0 5 0 0 0 0 0 1 0
................................................................... TCGACGTCGACGCAGTGTTC e « v e v v 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 et e et ae e e e e aeete et aeaeeeeeeaeeeeneaeaeeeeaeaeeeeaeneanennnaa 20 0 1 7.00 7 4 1 0 0 0 1 1 0 0 0 0 0
.................................................................... (ofe7-Nol el o] e)-Yoleto-Neli e il o] etol: O~ 3 A O 1 5.00 5 2 2 0 0 0 1 0 0 0 0 0 0
................................................................... TCGACGTCGACGCAGTGTTCGC TG . - « -« « vt v ettt ettt et et e e et et e e e e et et e et e e e e e e e et e eaeaeeeeaeaeaeeaeneaeaeeneaeaeeneneaennnnaaea25 1 1 5.00 5 3 2 0 0 0 0 0 0 0 0 0 0
................................................................... iele)-Nelel Jofe) Neleloy el el ol e ok e FU A S 1 4.00 4 2 2 0 0 0 0 0 0 0 0 0 0
................................................................... idele)-NeleliJofe)-Noleler- el ekl o cTo - AN PP S 1 4.00 4 2 2 0 0 0 0 0 0 0 0 0 0
................................................................... iele)-Xolel Jofe) Notelor-Nel ekl o c’: L FA U S 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0
.................................................................... CGACGTCGACGCAGTGTTCG e « o« s e e oo s s oo e o aeaea oo eanea s s e e eaaaneoeensanseesesssessesasseesaseaeeeensaeseanaaeasanansaennanaaas20 [0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................... TCGAGTCGGCAACAACGA 18 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0
..................................................................................................... TGCTGCACTCGCCGACGTCC ¢ « e e e e e e e et et et et et e e e e e e e e e e e eeeeeaeaeaeneneneneeeeneneaeas 20 0 1 2.00 2 1 0 0 0 0 0 0 1 0 0 0 0
................................................................... TCGACGTCGACGCAGTGTTC G . « « v v vt ettt ettt et et e e e et e et e et e e et e e e e e e e e e e ettt et et et et 221 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................. CGACGTCCGTTTCTGTTTGGCC t + v e e e et e e e ee e et e aeaeeeeaeneaeaeeneaeaeeneneaennnnaae22 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
.................................................................... o7 Nolelifolel-Nolele) Nekide il ol etoli e] NP~ S 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
................................................................... TCGACGTCGACGCAGTGT + « ¢ o v e o v« e o e e o e e oo e e oeasasoeansasosensassesssnsasosensasssensassseseasoseseasssssensasosansasssanaasansas 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................... ofe7-Nolehiolel-NoleTo).Nelided diiolele: AU -y S 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................ ielo)-Yolio]elolofe7-No cLi o] ofc 20PN I - I 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
................................................................... iele)-Yolel Tofe)-Nofelor- el elinh o el okl c]o RS RN 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
................................................... AAAAACGCAGCTGCAGTCGACGTCGACG + + v v v e e e et et e e e et e e et et e e e e et et e et et et et e e e et et e e e et et et e e e e e e e e e e, 280 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0
.......................................................... CAGCTGCAGTCGACGTCGACG . ¢ + v e e et et e e et et e e et et e et e et et e e e et et e e e e et e et e et e et e et et ettt et ettt ettt e 200 2 1.00 2 0 2 0 0 0 0 0 0 0 0 0 0
......................................................................................... TGCTGCCACCGCTGI. - - o ettt i it ettt e ettt et ettt eaeetaaeaeeeaanneneaeaa. 15 1 20 0.70 14 0 0 14 0 0 0 0 0 0 0 0 0
....................................................................................... elokielolielofey.NeToleToli e . A OO A 13 0.46 6 0 0 6 0 0 0 0 0 0 0 0 0
................................................................... iele)-Xolel Jofe)-NoTeler-Nel e c AP I < S 3 0.33 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ ol elod eto]oF-Yof o el o e NP R 20 0.15 3 0 0 2 0 0 0 0 0 0 0 0 1
Anti-sense strand reads
SRR553486 SRR553488 SRR553487
SRR618934
Makindu_3 M023 GSM343915 RT_0-2  NRT 0-2 M024 SRR902009
ACATTGTCAAAAGGAAAATGTTGTTGCTTCTTATGGTCTTCTTCGTTTCGGTTTTTGCGTCGACGTCAGCTGCAGCTGCGTCACAAGCGACGACGGTGGCGACGACGTGAGCGGCTGCAGGCAAAGACARAACCGGGTAACGGCAACCGGTCGAAGTCACAAGTAAAGGGGTAGCTCAGCCGTTGTTGCT dsim w501 day-old hours hours
Read # Hit Total ovaries ovaries ||head embryo eggs eggs male testis
hhkkkhkkhkhkhhkhkhkhkhkkhhkhkhkhkkhkhkhhkhkhhhkhhhkhhkhhkhhkkhhkkhkkkkkkx N N N R N N Y O T )XV DI ... )))) . ))) .. kkkkkkkkkkkkkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total body
....................................................................................... ofe7-Nofe)-Yolelel: e el o c)-NPu PP - TN 0 6 0.83 5 5 0 0 0 0 0 0 0
...................................................................................... GCGACGACGGTGGCGAC - + ¢ e v v e e e e et e e e e te et e e et et eaeaeeeeasneeteeeaeeeeeeaeaeeeeasaeeeeaeaeaeaenaeneaenana 1T 0 2 0.50 1 1 0 0 0 0 0 0 0
.......................................................................................................................................... ACGGCAACCGGTCGAR . « o e vt et seeneeeaeeneneneeneneneanaa 16 0 2 0.50 1 1 0 0 0 0 0 0 0
...................................................................................... (167N o] el NefeT el e et o] NP I 20 0.15 3 3 0 0 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[3r:15128596-15128784 - ldsi 31064/ TGTAACAGTTTTCC-TTTTACAACAA--=-C-GAAGAAT——————————————————————- A-—mmmm CCAG------—- AA-GAAGCAAAGCC-AA-—-—————————————————— AAACG-——————————————m—— CAGCTG-——=—————————————m oo CAGTCGACGTCGACGCA-—-—-—-——-——~— GTG---TTCGCT---—-—--— GCT---—-—-——————-—- GCCACCGCEG=====—=———-=————————————————=_ CTGCACTCGCCEACGTCCE-T-———————————-———————— TTCTGT-TTGGCCCATT—-—-—-—-—-—- GCCG--——————————————— T—-——-- TGGCCAGCT---—-- TCAGTGTTCATTTCCCCATCGAGTCGGCAACA-—-ACGA-—-——-- |
droSec?2|scaffold 0:15993575-15993763|dse 332 |[TGTAACAGTTTTCC-TTTTACAACAA--—-C-GAAGAAT-———-—————————————————— A-—mm oo CCAG-------- AA-GAAGCAAAGCC-AA-—-—————————————————— AAACG-————=——————————m————— CAGCTG-————————————————m CAGTCGACGTCGACGCA--—-—-——-——~— GTG---TTCGCT---—-—--~— GCT---—-—-——————-—- GCCACCGCTG-———=——=—————————————————————— CTGCACTCGECCEACCTUING-T-—-—-—-————————————— TTCTGT-TTGGCCCATT—-—-—-————~ GCCG-——=—————————————— T—-—--- TGGCCAGCT---—-- TCAGTGTTCATTTCCCCATCGAGTCGGCAACA-—-ACGA-—-—--
|dm3 lchr3R:5919776-5919964 + ldme 374 ||TGTAACAGTTTTCC-TTTTACAACAA---—-C-GAAGAAT-—————————————————————— Am—mmmm - CCAG----—--- AA-GAAGCAAAGCC-AA-——-—————————————————— AAACG-——=——=———————————m—m CAGCTG= === === == ————m—m oo CAGTHGACGTCGACGCA-——————————— GTG---TTRGCT--—-—-—-- GCT---—-—-——————-—- GCCARCGCTG=——————————————————————————— CTGCAETCECCEACCTCCE-T-—-————————————————- TTCTGT-TTGGCCCATT—-—-—-=-—-—- GCCG-=——=—==——=———————— T—-—--- TGGCCAGCT------ TCAGTGTTCATTTCCCCATCGAGTCGGCAACA-—--ACGA-—-—-- |
droEre2|scaffold 4770:15680293- TGTAACAGTTTTCC-TTTTACAACAA—-—-C—GAAGAAT-—————————————————————— Am—mmmm - CCAG----—--- AA-GHAGCAAAGCC-AA————————————————————— AAACG-——=——=——————m—m——m—m CAGCTG= === === ——————m oo CAGTCGACGTCGACGCA--—-—-=—=——— cleky---TTCcoCTleele- - —- - GCT---—-—-——————-—- GCCACCGCTG=====—=———————————m o CTGCARNTCGCCEACGTCCE-T-——————————————————- TTCTGT-TTGGCCCATT—-—-—--—-—- GCCG-=——=—=——=———————— I TGGCCAGCT------ TCAGTGTTCATTTCCCCATCGAGTCGGCAACA-—-ACGA-—-—--
15680485 -
ldrovak3|[3R:9967315-9967518 + ldya 1810 ||TGTAACAGTTTTCC-TTTTACAACAA---—C-GAAGAAT-—————————————————————— A-—mm o CCAG-----—--- AA-GAAGCAAAGCC-AA-—-—————————————————— AAACG-——————————————————— CAGCTG-——=— === ———————m o CAGTCGACGTCGACGCHYNhTeTehelet Jelebiceh- — —[lelC b — el shiGCT-— - — - — - ————————— GCCACCGCTG=———=———————————————————————— CTGCARTCECCEACGTCCE-T-—-————————————————— TTCTGT-TTGGCCCATT—-—-—-————~ GCCG-——=—————————————— T--—--—- TGGCCAGCT---—-- TCAGTGTTCATTTCCCCATCGAGTCGGCAACA-—-ACGA-—-—-- |
droEugl|lscf7180000409470:253040- TGTAACAGTTTTCCRTTTTACAACAA--—-C-GAA - ———————————————————-—- B-------- CATAACGAAAINCEEEEEEE AA-GAAGHAAAGCC-AAINNE-—-——— - AAACG—————————————mm——m——m o CAGCTG-———— === === ———m—mm CAGTCGACGTCG i~ —————————-~- — - — - — — — — — I OO - — — — — — et [l el {leC TGCALNTCGCCEACERIcE-T- - - — - ——— - ——————————— TTCTGT-TTGGCCRATT--—-——-—-—- GCCG-———————————————— T—————- TGGCCAGCT------ TCAGTGTTCATTTCCCCATCGALNNCGGCAACA---ACGA------
253223 +
droBialllscf7180000302402:3416361~ TGTAACAGTTTTCC-TTTIRECAACAA---—CllC i~~~ ————————-—-—-—-———- B - - —-———- B-Rracianfdccclgrn--— - - - T .--H—LAS. IIL b CAGCTG== === === === === ———m cleceicEccrccEcecd-—-—--—--—--—-- clele---fgrceer----—-—-- - ———-—-—- Rl CCGC T Elele G Slelelelc A CTGCACTCGCCGACGTCCE-T-——————————————————~— TTCTClg-TTGGCCATT-—————————- GCCG-—=—==—=————————= L EccceageT------ TCAGTGTTCATTTCCCCATCGAGTCGGCEACA---ACGA--—---
3416538 +
droTakl|scf7180000415245:186282—
186457 -
droElel|scf7180000490967:810843~
811007 -
droRhol|lsc£7180000779228:18997-19168
+
droFicl|scf7180000454104:908479-
908631 -
droKik1|scf7180000302706:2172490~
2172703 +
droAna3|scaffold 13340:6482788- dan 4066
6483031 +
droBipl|lscf7180000396708:2366146- TGTAACAGTTTTCH-TTTRACAAAAINE- -c-I\anc/-—-—--——-——————————————— B-----—--- CATAACGAAGAINCEEEEEE AA-GAAAAGCC-AR-— -~ - F N N e s . A C T GCAG T CRE G G C T G C R G T C e el N e CAGTCGACHccEceYe
2366373 -
ldp5 |2:5026827-5027033 - laps_117 |[reTaacacTTTTCC-TTTRECAACHE- B E— -~ ———————----—-————-—"- B - - -—--—- — [ — el C T T —— ARACE---—--- el delery - — - - ——-——-——- el CIG CT G~~~ ==~ == === m CAGTCGACGERGECCHE
ldroper2|scaffold 19:732289-732495 - |dpe 2527 |[TGTAACAGTTTTCC-TTTIRECAACHE-—— B -~ ————————--——-——————"- R —e - —--—- — = — e C T ABACI--—--—- el - ——————————- G T C.C] T T ——— CAGTCGACGsRicECcCile
droWil2|lscf2 1100000004902:11175867-|dwi 5427 |[TGTAACAGTTTTHCETTTTACAACAA----C-ancA NNV VV N LIN IV IV YS VNI X VeVt - - —-———- --B-—--—-- [N\ aTaABN A AGAAATGAAAAGAAAAACT T- N AAACTGCACAGT TGCAGTCATGCTGC TG CC T o T el e e CAGTRGACGTCGACERS
11176125 -
drovir3|scaffold 12855:2693627- dvi 106 GTAACAGTTTTCE—TTTHAEACAA————C—GAA‘——MA‘ ———————— - —-—-—-- - -B---2FNCcA A S N C A A CAACGAGAACAACGAGHENEAACA e G C A e ABCATIECAT TCGCAGTCGCTGTCGCTGTCGCAGTCGCAGC TGN T/ NSEINEINEAGC]
droMoj 3|ECaffO?d—6540:11894788~ dmo 261 |[TGTAACAGTTTlCH- TTTiRecEACAr-NEC - it -~ ————————————————————~— B AACAAGAGCHSAC/CEEEE AS-cEachagac -2 - - - - A-anacclE------ CATTGCAGTCAC i~~~ ——————~- GCTGTCGCTGTCGCTACCGCAGCTCINNISAGRECTEGRAGC]
11895007 -
droGri2|scaffold 14624:2256824- dgr 472 (TGTAACAGTTTTCH-TTTRACAACAA-[SNAC-BRAC-—————————————————————- B--—--- GCAACAACAREGCNEEEEEEE CINECINEISIAG - - - - B - B TAGCAACAAGN ST ACEEE A B G 2 EdelelCAGC TG~~~ — =~ =~ — o CAGTHGACGTCCECINS
2257074 +
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http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_106.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:11894788-11895007
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_261.html
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Show Alternate Folds
Flybase annnotation
intron [x_18420197_18420259 -]; CDS [x_18420260_18421474_-]; CDS [x_18419916_18420196_-]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
SRR553485 SRR553488
MO53 SRR618934
M023 M024 Chicharo_3 SRR902008 RT_0-2
GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAACTCCGGAGGTAAGAAAGTTTTGTTAAATCCCTTACAACTTCAAGTAAGCAAAAGTACAACTCTTCTTTCAGACGAAACTGCGTTGCCGATGCTCTCCATAGTGACTCCCACGCGGGGACGT day-old  female dsim w501 hours
embryo head male ovaries body |ovaries ovaries eggs
Ikokddokddkokdkokdkokdkkdkkkdkokh ok kokd ko kokdkkdkkkdkkdkddkkr (L (.. ((((ennn. .. CCCCCe e eeenn )))) e 1))) . .)))))) ... kkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkhkkhkkkhkokok size Mismatch Count Norm
.................................................. GTAAGAAAGT TT TG T TARATCCCT « + « e e et et et e e et et et e e e et 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 et e e e ettt 0 1 3 9 0 0 1 0 0
.................................................. GTAAGARAGT TT TG T TARATCCC . ¢ ot it ittt ettt et ettt ettt et e e et e e e e e e e e e e e e et e e et e e e e e e 1 1 4 1 0 0 0 0 0
.................................................. GTAAGAAAGTTTTGTTARATCCC + « v v e e e ettt et et e et et 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 et e e e ettt e e 0 1 3 6 1 0 0 1 0 0
.......................................................................................... CARAAGTACAACTCTTCTTTCAG ¢+t e e e e et et e e et e te e e e e e e e e e e e e eneeeeaenen 0 1 6 3 0 0 1 0 0 0
.................................................. GTAAGAAAGT TTTGT TARATCCC . - ¢ v i ettt ettt ettt 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 1 1 2 2 0 0 0 0 0 0 0
................................................................................................................ GACGAAACTGCGTTGCCGATGCTCTCC e v v v v v veeeeeee e eaennns 0 1 1. 1 0 0 0 0 1 0 0 0
o e o) Xoles-No e} e e NPuN PP 0 1 1. 1 0 0 0 1 0 0 0 0
................... N o -XoyNo oF-Nelo] el o] e o] NN PP 0 1 1. 1 0 0 0 1 0 0 0 0
.......................................................................................... CARAAGTACAACTCTTCTTTCAGH . - ¢ ot ittt e e e e e 1 1 1. 1 1 0 0 0 0 0 0 0
........................... of-eloleloletoliele).No).V-Nod o] olc]es-Ne NN P 0 1 1. 1 0 0 1 0 0 0 0 0
............ CGAGGACAACTACACCAGCGC « « + v vt e ettt e te e ettt et e e e e et et 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 e e e e e e e e e e e e e e e e e e e e 0 1 1. 1 0 1 0 0 0 0 0 0
.................................................. GTAAGARAGTTTTGTTARATC . &« v et e e e e et et e e e e et e e e e e e et et e e e et e e e e e e e e et e e et e e e e e et e e ettt e ettt 0 1 1. 1 0 0 0 1 0 0 0 0
.......................................................................................... CARAAGTACAACTCTTCTT T . + & et et ettt et e e e e et et e e et et e e e e et e e e ee e 0 1 1. 1 0 1 0 0 0 0 0 0
.......... &FNofe)-Nelel No). Vo -\l ole). Yo NN 0 1 1. 1 0 0 0 0 0 0 1 0
el ok e o) Yol eF-Nof c)-Yelc-Yo 0 1 1. 1 0 1 0 0 0 0 0 0
............................................................................................. AAGTACAACTCTTCTTTCAGH . - . ottt e e e e e e e e i 1 1 1. 1 1 0 0 0 0 0 0 0
............................................................................................................................................... TGACTCCCACGCGGGGA. . . 0 1 1. 1 0 0 0 1 0 0 0 0
Anti-sense strand reads
SRR553488
SRR618934
SRR902009 RT_0-2  M024
CCTGACAGTGCTGCTCCTGTTGATGTGGTCGCGCGACCTGTTGAGGCCTCCATTCTTTCAAAACAATTTAGGGAATGTTGAAGT TCATTCGTTTTCATGTTGAGAAGAAAGTCTGCTTTGACGCAACGGCTACGAGAGGTATCACTGAGGGTGCGCCCCTGCA dsim w501
male ovaries
de ok de ke ok ke ok ek ke ke ko ke ke ke ke ke ko ko ko ke ((( (L ((. . ((( (... CCCC(e e e nn .. )))) e )))) . )))))) . kkkkkkkkkk ok ko k ok ko koo koo k ok ko ko ko ke ok ok k ok ok ok size Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|drosim2|[x:18420147-18420309 - |dsi 5566|GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAACTCCGGAGGTAAGAAAGTTTT-———————-- GTTA----- AATCC==CTTACA——————————————————————————————————ACTT-————C————————————————————— AAGT-AAGECARAAGTACAA=C-TC--T--T-CTTTCAGACGAAACTG-------—- CGTTGCCGAT---————————————————"- GCTCTCCAT-A=————————————————————————————————_ G----TGAC---TCCC---ACGCGGGGACGT|
droSec2|scaffold 8:1806930-1807092 [dse 1565/GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAACTCCGGAGGTAAGAAAGTTTT-————————~- GTTA----- A TCC—=CT TACA-———————— ==~ — - ACTT————=Cm—m—mm—m—m—mmm e m AAGT-AAGCAAAAGTACAA-C-TC--T--T-CTTTCAGACGAAACTG--—-—-——— CGTTGCCGAT-—-———=————-———————— GCTCTCCAT-A—————— === —————m—mm e G----TGAC---TCCC---ACGCGGGGACGT
|dm3 lchrx:19526901-19527052 -  |dme 448 |[GGACTGTCACGACGAGGACAACTACACCAGCGCGCTGGACAANTCCGGAGGTAAGAAAGTTTT-——————--- GTTA----- AATCC——JTTARA - -~~~ ACTT-—===Cmmmmmmmmmmm e AAGT-AAGCARAAGTARAA-C-TC-~ Toe YT TCAGACGAAACT G-~~~ ~——~~ CGTTGCCIAT---——=—===—————————— 75| — — — — — B----BBc---Bccc---ACGCGGGGACGT
droEre2|scaffold 4690:9755114- GGACTTCACGANGAGGACAACTACARCAGHGCCTGGACAACTCCGGAGETAACEARIN T TTT-————————- ceTa----- AATCH--JTTACA-——— - - O T - - — oo AAGT-[SAGCAAAC A-B-BE--T--T-CTTTCAGACGAAACTR-—-—---- cerreccaT-----— - - - - - GCTRTCEAT-A————————m e G----TGAC---TCCC---ACGCGGGGACGT
— (] [ [
9755271 -
ldrovak3|lx:11811106-11811086 + | |Rc2fr8rcaccallcaceafiaacTacAlcAGCGCGCTGGACARCTCCGGAGETAACEAANT TTT-————————- era----- AATCC—-JTTfcA--——-——--——————— e JIYT -~~~ —C——mm—mmmmmmmmm e ARGT-AAGCACANCHEMCAA—[=TC-~T-~T-CTTTCAGACGAAACT]g-——---—- ACGTTGCCGAT-————==——=—————————~ GCTRTCEAT-A-——————m e G----THAC---TCCC---ACGCGGGGACGT|
droEugl|scf7180000409230:807144~ BcalrERCcACGARGAGGACAMCT ANARNCAGHGCGCTGGACAACTCCGGAGGTAAGEAANIINAT—————————— A A C A C N A T T T G T -, - e _-”sas i °ittin>rsbhinii AAGe-AANCALA A-B-Bc--7--1-cr1fecacaccarficTol- - - CGT TR C AT - - — - - - - - S T S .- - iI-_-.a“: i L G----TGAC---[8ccl---acceacileGacaT
il (] ol il [ [ i [ [
807312 +
droBiallscf7180000302069:1076397- GGANTEECACGANGAGGACAACTACARCAGHGCHCTGGACAACTCCGGAGGTAAGAAAININT T—————————— TCCTREEE CT e CAG A X e G R T- A CAR=CLN =TT T TNAGA cGAnfClEcH- —-Eddadcc TR CCGAT - — -~ - - - - - — - GCTHTCEAT-A——— -~ ——m e G----feac---rcclg---ACGCGGGGACGY
i ] ]
1076562 +
droTakl|scf7180000415169:768891— GGANTEECACGANGAGGARAACTANARNA GIGC GI{TGGACAANT CCGGAGGTEAGHITA T-—-——————- - - - - — - — — - R T TAATTAAAAT S - TR e TGCTAAAREEEE N — — AC-TT---IA SRR T T CH N CAC A NG A AN ClGH- - -Weg¥\ccTTeccAT- - - - - - GCTHTCCAT-fg--—-—-—— = mm o mmmmm G----/genc- - -fdcci¥¥dedcilcceeGacaly
[ [ [
769055 +
droElel|[scf7180000490751:1211514- ReacT@caccalGARNGARAACTARNARNCAGCGCC TGGACAACTCCGGAGGTAAGARANNXET—————————— CRATA-———- N T T G T 2 — e I T G —— T B TTTATTGTTCTAISGE A C/ A-B-Bc--1--f-fitfelslcacacornliclclE- - -FX&E¥ccTToCcoAT- - - - m o m oo ccrcicar-fg----- - G----GAC---TcCcC---ACECGGGGACGT
il i ] [ [ i [ ]
1211685 -
L
droRhol|scf7180000761121:105669- eapireciiceaficacealaacTANAINAGCGCGCTGGACAACTCCGGAGETAANAAANGNTT-——— - ————- GTTA----- Xc--Errappy-----—--—----—- -~ AT AT -AANCATAI N A A — B =—T= - CTTECACA CoarpCldcl - - -I¥XI\cGTTGCCGAT - - - - - - - === - - —— - ecrircear-g--------—--—-- - - G----eac---Tcclg---ACGCGGGGACG
il (] (|
105833 +
droFicl|{scf7180000454073:1810552- ceagreacaccacaccacaacTAANAGHGCGeTGGARArNT Cl\ GGG TleacieA g NET - — - —————- clETy----- T TGT T T T TGANN A CAGA A T AAC e — — — — e — - - - -B------HcEcial N rEc TR TEAC TN G T I T/ T R C G C T GleilC A e N GCTCTClgAT-fg--—-—-—— - G----TGAC---fgccc-- —ACGCGEGGACG
1810719 -
droKik1|[scf7180000302696:470100- GGACTMEECACGACGAGGACAACTAMARCAGHGCGCTGGANAANT ClIGGAGETAACHSACIN T[N ey - —cl\efel- - ——- N T T A G T - S e - X - - - - ———————————————- TTATCTA R - i e T ACAlS-fi=[eh-=T--fe-cTTlecacAicArkc Tcld- - -SegcciXec cdaT- - — - — - - - - - - - GCTCTCEAT-fg--—-—-—— - - ——-F\aci¥leNccc-- —ACGCGGGGACG
470268 -
droAna3|lscaffold 13417:1171717- dan_4051||GGACT/ECACGACGAGGACAACTACACAGHGCGCTGGACAACTCHGGEcETEACEAgNg N fe-—-—-————- AGGTREEEE T — — e — — —— ———————-—————————————- CTTTTCAAATTH-CCRE - R TGCTAAAZEEEEEEEE - — - CC-CT---G--ficE T T I c e Gl o eI N Tfe c C TR G T C C A Sl e A el elel T G GCTCTCCA@-fg--—-—--——— oo @----Bcac---Tcce---accealdcciiccl
1171884 -
droBipl|lscf7180000395529:210200- GGARTECANGACGAGGACAACTACAICAGCGCBCTGGACAACT CHGGAGETEACIS N T —————————- clera----- T - - - — - - — - CTTCTTACATGE-CTTATT - S T T A A~ — CC-TT---C--ATS TS T A i Tl R r e N el T R G T C C A e A el el ele G i pcrcrecalg-A-—-— - 8- ---Bcac---Tccc---ACHCGGGGHCGE
210367 + \
dp5 XL_groupla:5672772-5672968 GGACTECcACGACGAGGACAACTAMARNCAGCGCGCTGGARMAACTCHGGEcETAAGAASCETIVN-[F-— - - —— P AGGCG-----F- - — - - - EEEE GAGACGTGGAGAACATGTATCTTTCAAC - — - - B e~ - --—----—--—- fel-C-Thi--T--[8-CTTTCACACGArNCE e e\ ccilre ¥ AT - - - — - - - oo cCTTClEA T ek — - — — - — - ————————— GCCAGCGGCGGC R C C/XeEEE\ T[o/cEEE-Veln olefelelerNeleiC
= ] ﬁA il [ [ [ ]
droPer2|scaffold 63:273829-274037 +| GGACTESCACGACGAGGACAACTAMARCAGCGCGCTGGANAACT CHGCHGETAACA Al NN T il N Nelelel V. Nl a ) NeT el i - c-Thy--lg--fe-crrrcacAcoarpclcEdddeife\c clYrcc ¥ aT- - - - - - o GCTHTClEA TEeer e - — - — - — - —— - —————— GCAAGCGGCGGC/CREEEC CENCEEETI T SeEEEy o~ [slelelelerNele C
L = | L] i ) [
droWil2|scf2 1100000004909:6663958- ceagrecaficaccaccarSiTACAAGCEClEC TcAlA AT CllcGAGET{EACAAI NI - - ———————- A A A T TGN A T T GG T C R 2 T e --egy------------ - GT - ARG ARt C = (e Jelele = S T T ICAC A G A A Clelele - — (R debdAC LN N e - — - —— - —————————————— A INSINEA NG - GGTGCTRREEIA CCCTCREREE CCAGTGGCAGC/CREEE G CINGEEE A SIJeEEE:Ne A Sle T/clec Al
— ] [~ [} [ [ [
6664149 -
L
drovir3|scaffold 13042:4250326- calTecABGACGAGGACAACTARRCAGCGCGCTGGAGAACTClECGHCETAACHTT/TNY- e [Tl Ve —— ——- T - — B — - — - - CTAATCCCATTT-CT R R wy-g8e- - ---flc-TT---T--cc-ceTETERGEE CEE T EINT/EENA TS c T CREEIG A CcCCldec - [eleld - - An CREREEEEEE T T TTGAGCEGCTHTG- - B-GCAGCAGTC R CGGCGGCECCTGHTINGEEEIIse A BEEy-Nelele GGGACG
4250520 -
droMoj3|scaffold 6359:2176513~ peadrdcaceaficaceacAnCTARICAGCGCETGGARNAACTCHGGAGETAAGHEAGCETET - [ ¥1 (k- - - C/deld GCT(e I T UICEIIC TCCC RN TING TSI T CREE CGCAT T{ehy - {6 - - ATCEEEEEEEEEt CTTTGAGCE$CTIN¢G- -H- GCACCAATCCAGCAGCAGCAGTGCCAGCEEEIAGCECCATC/ENEEE ofeaTEEyNelelefeC/eleCielec]
2176727 +
droGri2|scaffold 14853:7116446- fcacT@ecARGACGAGGARAACTACACAINSIGCTGGACAACTJEGCEGGTAAGIAIEINIAT CAAT TCAGTCAGTCAAATCATTCGCTTAAREEEEEEEI --cc@¥TG cc-ThcGTiTES cEcEAlliaAFEI TN Tfec T CREE G CEAGRAG- (88 - - AACAACAACAGCATTTTGGGCEC TITGCCG-GCAGCAGT C T CAACGGTGGT[ECCCACAGTRERGICGEEEI e s GEGGCG\
7116669 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18420147-18420309
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18420147-18420309
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_5566.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1806930-1807092
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1565.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19526901-19527052
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_448.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9755114-9755271
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11811126-11811286
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409230:807144-807312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:1076397-1076562
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415169:768891-769055
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490751:1211514-1211685
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000761121:105669-105833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1810552-1810719
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302696:470100-470268
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:1171717-1171884
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4051.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395529:210200-210367
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:5672772-5672968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_63:273829-274037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:6663958-6664149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:4250326-4250520
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:2176513-2176727
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:7116446-7116669

ID: Coordinate: Confidence: || Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 108 |x:4270651-4270728 - |confident | Canonical miRNA | CDS

Legend: mature - mismatch in alignment _
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Show Alternate Folds H
Flybase annnotation
CDS [x_4269969 4271040 -];utrS [utrS_minus_11564]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553487 SRR553485 SRR553486 SRR553488
SRR618934 M053
NRT _0-2 Chicharo 3 M025 Makindu 3 RT_0-2 SRR902008 M023 0001 SRR902009 M024 GSM343915 0002
CCGTTACTCCTCGACAGCAGTTCTCCTCTTCTCGCCACGGCGGCAGCAGCAGCGGCAATAACAACAATAACAGTGCATGCCATCCAGCACTGGATGCCAGCAGTGATGTTGT TGTTGTTGAACCGGCTGCGGTAGGAGTCGCACAGGAGAAAGAGAAAGAGCCGGGGCAGAAGCCAGA hours day-old day-old hours dsim w501 female
Read # Hit Total eggs ovaries embryo ovaries |eggs ovaries |head ovaries Testis testis male embryo Head body
ok ke k Sk ke ke k Sk ko k ke ke kR (OO G e 0O 0 COC00C.2220)))))2)))))20)2))))))0)0)))))))-2))2))))) L)) . .n)))) ¥Fdkdkkkdddkdkkkdkkkdhhkkkkdkxkkkk***x*x* size Mismatch Count Norm Total body
......................................................................................................... ATGTTGTTGTTGTTGAACC GG . + v et e et e e e e et e e eeeaseaseeeaneanaasaneaneanannaas 2l 0 1 117.00117 44 23 1 12 26 0 0 10 0 0 0 1 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGGC t « e v v e e e ee e et seseseaneasensaneaneaeeneanennennans 22 0 1 110.00110 22 24 16 13 7 4 15 5 0 0 4 0 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGGC T+ o v v et e e e e et e eeeeeaeeaneaeaneaneaeaneanennaneans 23 0 1 49.00 49 6 0 13 4 4 10 8 2 0 1 1 0 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGGCTGC 1 v v v e e e e et s eneeeensaneneaneansaeenenneannanans 25 0 1 37.00 37 5 5 1 12 0 7 1 5 0 1 0 0 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCG e + v v et v et e e e e et e et e eeeeeaeeaeeneaneaeeaeanenneneans 20 0 1 22.00 22 7 3 1 1 2 0 5 1 1 0 1 0 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGGC TG M + v e v e e e e et s eneeeeneanenaeaneaneneenenneaneneeas2d 0 1 14.00 14 0 0 0 0 2 9 0 0 0 3 0 0 0 0
.................................................. AGCGGCAATAACAACAATAACA . + v e e e et e et e e e e e et e et e et et e et e et e et et e et e et et e e e e e e e e e e e e e e 220 1 8.00 8 1 2 0 0 0 0 0 2 1 0 0 1 1 0
.............................................................................................. TGCCAGCAGTGATGT TGTTGT T« « ¢ e v e et e e et e et e et e e e e e et e aaaaeeeeaeeaeanaeaeeaeenenneaeeaeaa22 0 1 8.00 8 0 0 2 0 0 0 0 0 4 0 0 0 1 1
......................................................................................................... ATGTTGTTGTTGTTGAACC . « + v e et e et e e et e et e et e e ettt eeeeeteaeaaeneeae.a 19 0 1 8.00 8 1 0 0 0 0 0 4 1 0 0 1 0 1 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGGCT. - - - - oo i i i i i i e 201 1 5.00 5 0 0 0 0 0 0 0 2 0 3 0 0 0 0
......................................................................................................... ATGTTGTTGTTGT TGAACCGGC TR . « i it ittt ettt ettt e et ettt e eeeeeee. 241 1 5.00 5 1 1 0 0 0 2 0 1 0 0 0 0 0 0
.............................................................................................. TGCCAGCAGTGATGTTGT + + v v e v e e e et e e e a e e e s aeeeeansanenseneaneaeeaseneaeeaeenenneannae. 18 0 1 4.00 4 0 0 0 0 0 0 0 0 4 0 0 0 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGGCH . « v ot ittt ittt ettt ettt et ettt eeeeee. 231 1 4.00 4 0 0 3 0 0 0 0 0 0 0 1 0 0 0
........................................................................................................ GATGT TGTTGTTGTTGAACCGGC T « v v et v et e e eeeseeeeeeneaneaneaeaneaneaeeneaneneeas 28 0 1 4.00 4 0 1 3 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................. TGCCAGCAGTGATGTTGT T e « v v v e e e e et e e e e et e et e e e et e e et e e et e e eaeaeaeeaenneneaa.a 19 0 1 4.00 4 0 0 0 0 0 0 0 0 4 0 0 0 0 0
.......................................................... TAACAACAATAACAGTGCATGCCA . ¢ v e e et e et e et e e e e e et e e e e e e et e et e et e e e et e et e e e et e et et e e ettt e ea et eateaeaaeaeeaeaaaanena 24 0 1 3.00 3 0 0 0 0 0 0 0 0 2 1 0 0 0 0
................................................................................................ CCAGCAGTGATGT TG T TG T T« « + v e e e e et e e et e et e et e et e e et e et et et et ee e eaeaeenenneneaa 20 0 1 3.00 3 0 0 0 0 0 0 0 0 3 0 0 0 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGGCTGR. - -+ oo i i i i e i e e i e 25 1 1 3.00 3 0 0 0 0 0 3 0 0 0 0 0 0 0 0
.......................................................... TAACAACAATAACAGTGCATGC e 4 v e v e et et e et e et et e e e et e e e et e et e et e et et e e e et e et et e e e et et e et eat et aeeanaanaaeanaanaanaa 22 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0 0
................................................................................................ CCAGCAGTGATGT TG T TG T TG T« « v e v v et et e e e e ee e eeeeeensansnseneaneaneneaneaneneeneaneannns22 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0
.............................................................................................. TGCCAGCAGTGATGT TGTTGT « + v v e v e e e e e e e et e et e e e e e et e aeenaaneaneaeaneaseaeenenneneaa. 2l 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0
.............................................................................................. ifele[or\eler\eereltieneiels s e 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0
......... ool Yo7 NeT 00Xl il ol o ok o i o P~ B 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGG. - - -« ot i i e i i i i i ieeeee 22 1 1 2.00 2 0 0 0 0 0 1 0 0 0 0 1 0 0 0
.......................................................... TAACAACAATAACAGTGCAT G« « « « e e e et et e et e et e et e e et e et e et e e et e et et e e e et e et e e e e e e e e e et 210 1 2.00 2 0 0 0 0 0 0 0 0 0 1 0 0 1 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGGCR. - -« oo i e 23 1 1 2.00 2 0 1 0 0 0 0 0 1 0 0 0 0 0 0
................................................. CAGCGGCAATAACAACARTARCA . « o v e et et et e et e et e e e e e e e et e e e et e et e et e e e et e e e et et e e e e et et ettt ettt 230 1 2.00 2 0 0 0 0 1 0 0 0 1 0 0 0 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGG. - - o i e i i ittt i i ieeeee.a 22 1 1 2.00 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0
.................................................. AGCGGCAATARCARCAATA . + o v v v e e e e e et e e e e e e a e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eeeeeeeaeeaeaneaeeaeeaeaneaeaaeaaeaneateneaneanaa. 19 0 2 1.50 3 0 0 0 0 0 0 0 0 2 0 0 1 0 0
.............................. ok el elolo) Nofeleloelele)-Neto) NeTo)-YeT ol e c ol X S O 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1
......................................................................................................... ATGTTGTTGTTGTTGAACCGGH. « v ot ittt ettt et e ettt eeeeee e 221 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................... TAACAACAATARCAGTGC . + « e et v et e et et e et e et et e e e et e et e et e e et e et et e e e e e e e e e e e e e 180 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
................................................................................................ CCAGCAGTGATGT TGTTGTT G e « « ¢ e e e et e e e e e et e et e e ee e ee e aaaaeaneaeeaaaneaeeneenenneneaaa2l 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
.............................................................................................................. GT TG T TGTTGAACCGG e + v v et e e et e et e et et eaeeeeaeasaasaneanennanaaa 16 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGGCTRER. . . ...ttt ittt ittt eeieetenenenaeaea. 26 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................... GAAAGAGCCGGGGCA......... 15 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0
........................................................................................................ EAMEITTEMIIETIEITEAACEIE & o 0 0o s o e oo 000000 o000 0ae saonaooscesanoonas-co|l [@ 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................... AGGAGTCGCACAGGAGAAAGAGAA . « v e vveeeenennennan. 24 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0
.......................................................... TAACAACAATAACAGTGCATGCC . + o v v e e et e et e et e e e e e et e et e e e e e et e et et e e e et e et et e e e e et e e ettt et et et 230 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
............................................................................................................... TTGTTGTTGAACCGGC TG . o o ittt ittt ittt it et i it ee e 19 1 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0
.......................................................... TAACAACAATARCAGTGCA . « ¢ et e et e et et e et e et e et e e et e et e et e e et e et et e e e e e e e e e e e e e e ettt 190 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
............................................................................................................ TTGTTGT TGTTGAACCGGCTGC M « v e v e vt e e et e et e aaea e eaeeaaaneaeeaeaneneeneaa22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................... TAACAACAATAACAGTGCATGCC . ¢ . ottt ittt et ettt e e e e et e e e e e e e 241 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0
....................................................................................................... TGATGTTGT TGT TGT TGAACCGGC T . v v e v et e et e et e eteeeeeeaeaeeneaneaneneaneaneneanes 25 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0
................................................................................................................ TSI TEAMCEEET o o o oo o e c oo ooocconacanooooconaonoooooconaonsoacoace|lE |0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................................... ATGTTGTTGTTGT TGAACCG . & « v v it ittt ettt ettt ettt et ettt e e e 201 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................................................................................ AGGAGAAAGAGAAAGAGCCGGGGCA. .. ...... 25 O 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0
........................................................................................................ GATGTTGTTGTTGTTGAACCGGCE . & v ot it ittt ittt ettt et et ettt e eaeeeee. 241 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................. CAGCGGCAATAACAACAATARC . « ¢ e v e et et e n e et e et e e e e e et e et e e e e e e e e e e et et e et e et e e e e e et e et e e et e e et e e e 220 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................. TGCCAGCAGTGATGTTGTTG M « + « e e e e et e e e e et e et e et et et e et e e ee et te et eaeaennaneea.. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
......................................................................................................... ATGTTGTTGTTGTTGAACCGGCH- - - - - - - oo i e 25 3 3 1.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. AGCGGCAATAACAACAATARCAR . « . ottt ittt ettt e e ettt e e e e e et e e e e e e e e e e e et 231 4 0.25 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553485 SRR553488
M053 SRR618934
M023 Chicharo_3 RT_0-2 SRR902009
GGCAATGAGGAGCTGTCGTCAAGAGGAGAAGAGCGGTGCCGCCGTCGTCGTCGCCGTTATTGTTGT TATTGTCACGTACGGTAGGTCGTGACCTACGGTCGTCACTACAACAACAACAACTTGGCCGACGCCATCCTCAGCGTGTCCTCTTTCTCTTTCTCGGCCCCGTCTTCGGTCT female day-old  dsim w501 hours
Read # Hit |Total head body |ovaries ovaries eggs testis
e ek ke ok ok ok ok ke ke ke sk ok ok ok ok ke ke sk sk sk ok ke sk sk sk sk ok ek k(OO (OO CC e CC e 2223))))2)2))))):))2))))0)0)))))))))-2))2))))) . )) ... .)))) *dddkkdkdkdkdkddkkdkkkkdkkkkkkkkkk*kkxxx* size Mismatch Count Norm Total
........ e]eF-Neloki el o] el 007N e)-VeT T c NP A~ I O 1 1.00 1 0 1 0 0 0 0
..................................................................................................................................... BCCTCAGCGTGTCCTCTTTCT . v v v e e e e eeeeeeeeeeeea 21 1 1 1.00 1 1 0 0 0 0 0
................. el 0 V-V NeTe)-Xe)-V-Ye)-NeT o] ele : i eto] of - S 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................................ TTGGCCGACGCCATCCTCAGCGTGT . v v e v e e et e eeeeeeneneeneanennanes 25 0 1 1.00 1 0 0 1 0 0 0

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate iD Alignment
ldrosim2|x:4270601-4270778 - lasi 108 |lccerTacTccTceaca GAGAAAGAGAA----AG---AGCCGGGGCAGAAGCCAGA|
droSec2|lscaffold 4:2149964-2150135 |dse 197 [[CCGTTACTCCTCGACA O GAA -~ - ~AG---AGCCGGI\GCAGAAGCCAGA
+
|dm3 llchrx:4579780-4579933 - ldme_464 [lccoTTACTCm——— GAGEAAGAGMEA----AG---AGccGaRGCaRABGcCcaAGA|
droEre2|scaffold 4690:1957109- der 1531|lclGTTACTCClECGACA A AGAGEA-—- - AG- - -AGCCGGC N C AGA
1957273 -
ldrovak3|x:3860422-3860596 + | |ccerracTiccecaca ClmmAAGAGEA - - ——AG- - - AGC i C A GA|
droEugl|scf7180000409548:355299- ccerTalrcclcaca e - -I\GEINEG-AnRH-éancClElseTlenaciaGiTcaIAN
355458 -
droBiallscf7180000301703:117349- cceTTalgrcclgceaca
117538 +
droTakl|[scf7180000414746:63453~- GE
63601 -
droElel|[sc£7180000491011:1727310- cceTTicTCclgccaca
1727462 +
droRhol|[scf7180000778083:144963— cceTleacTcclgccaca
145121 -
droFicl|[scf7180000453775:107965- CCGTTACTCCRCGlgca
108123 +
droKik1|[scf7180000302469:89835- VNGNS C/8r cCINTCATCATCAGCAGCAACAACAGCEEEIAGCA/HUNEEEE - - B - PRl — - |
89979 -
droAna3|scaffold 13117:4322631- dan_4061|fcerTaRrccReclca
4322779 -
droBipl|[scf7180000396383:83283~ e TTaRrccRcclca
83431 +
dp5 XL _grouple:7670682-7670807 |dps 3841|(ciiceescEci¥eiicaca CAGGGCTCTGGGTCGGCCCGTCGCTGCTCTCGCCTCATCG - ———————————--[cfc]
+
droPer2|scaffold 13:885449-885613 -|ldpe 2526|[EcMrENEccBcmm—-----------~--=-=-------------—--/ =& CACTGACHA - -EEN - — - | CAGGGCTCTGGGTCGGCCCGGCGCTGCTCTCGCCTCATCG RGN c A\ CcCAGCACTGGALRY- - - Clen D - - - - - —-—-—-- EATCE-—-—-- TGTT---cXececleaciiNc cilc clciXece e c ol Xelelec A - —- - - - ErEcciXerc- -ERrrrcicaRirEecEacEcASACH
droWil2|scf2 1100000004909:7418273-|dwi 5065|/clcTTAaCTNETACH-----—- - - - - - - HcEY- - -riNeec-E-Rrid- - -EcrcilccaccicicEec Al\cE CAGCAAACAGAATTCATCAACACAATCCCAATGTCAAGCTGTGGGTC AACGCTGTTCTCGCCTCAACAATAAMAG A i — - — - - — -~ e 2./¢ eeC CAEA‘
7419456 -
droMoj3|lscaffold 6473:8732297- JeleCiiTle- - AcTlECET] TCAGTCTCTGAG CAGCGCTGCTCCCGAGTCAGTAATAA
8732365 +
droGri2|scaffold 15110:15667277- ccolddecTciTGECE

15667348 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4270601-4270778
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4270601-4270778
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_108.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:2149964-2150135
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_197.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4579780-4579933
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_464.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:1957109-1957273
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1531.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:3860422-3860596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409548:355299-355458
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301703:117349-117538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414746:63453-63601
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491011:1727310-1727462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778083:144963-145121
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453775:107965-108123
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302469:89835-89979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:4322631-4322779
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4061.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396383:83283-83431
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:7670682-7670807
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3841.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:885449-885613
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2526.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7418273-7418456
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5065.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:8732297-8732365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:15667277-15667348
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SRR553485 SRR553486 SRR553487 SRR553488
SRR618934 MO053
M023 Chicharo_3 M024 0002 M025 Makindu_3 GSM343915 SRR902008 NRT_0-2 RT_0-2 0001
ACAGACACAGATATGGTCGAATCCAATCGGATCGCTCGGATCGGATCAGATCGGGAAACGATACTGTTCACGT TGCCGTTGCCGATCCGAAATCGCTTTCGAATTCCATTTCGTGTTCAGATCCETTTCCEGGTTTCGATTCGAACCCCTTCAAATGAACACCGACAACGTTGAGTTCCGTTGCGTT day-old  dsim w501 day-old female hours hours
Read # Hit |Total head ovaries ovaries male Head embryo ovaries |body embryo ovaries eggs eggs Testis
R R e L N N A N N Y N CCCe o (e e e D))o e ))) e 1))) - ))))) o IIIIIN))) L)) D)) ) ) L)) L. L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body
.................................................. TCGGGARACGATACTGTTCACG « + « + v et et et et e e e e e e e e e e e e ettt e e e et et e e et et et 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 220 1 66.00 66 310 7 8 7 2 0 6 5 0 0 0 0
................................................................................................................. TGTTCAGATCCGT TTCCGGTTT . + v v e v e et et et e teteeeeeeeeeeaeneneaenenenennnneneaes 22 0 1 57.00 57 51 0 0 2 0 1 0 1 2 0 0 0 0
.................................................. o] eteel-V.¥-Nofe)-¥ -V okl cliut o7-Xo T2 R O 1 32.00 32 25 0 0 4 3 0 0 0 0 0 0 0 0
................................................................................................................. TGTTCAGATCCGTTTCCGGTT + v v v e v e e et et e ee e teeesesasasasaenenenenenenennnanaea 2l 0 1 18.00 18 13 0 0 3 0 0 0 1 0 0 0 0 1
.................................................. TCGGGARACGATACTGTTCACGTTGC ¢+« v e et e e e e e e e e e et e e ettt e e et et et et et et e e e e e e e e e e e et et e e e e e e e e e e et et et et et et ettt i 260 1 5.00 5 0 1 3 0 0 0 0 0 0 0 0 1 0
.................................................................................................................................................... TTCAAATGAACACCGACAACGTTGAGT . o v vvvv... 27 O 1 5.00 5 0 4 0 0 0 0 0 0 0 0 0 1 0
............................................................. aNod el i o0 Yol e il elo ol il clo7 ofc - NPN P22 S 1 5.00 5 0 4 0 0 0 0 0 0 0 0 1 0 0
.................... ol oF- VN ol e ey N o] et okl o] et} o 0NN~ S ¢ 1 4.00 4 0 0 0 2 0 2 0 0 0 0 0 0 0
.............................. ATCGCTCGGATCGGATCAGATC .+ « + v v v vt et ettt et et et e e e e e e e e e et et et et e e et et et et e e et 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 et 22 0 1 4.00 4 0 0 0 0 0 4 0 0 0 0 0 0 0
................................................................................................................. TGTTCAGATCCGT TTCCGGTTTCG M + v v v v v et et e tete e eeeeeeeaeaenenaeneneneneneenenes 24 0 1 4.00 4 0 0 0 0 3 0 0 0 0 0 0 0 1
.................................................................................................................. GTTCAGATCCGTTTCCGGTTT + v v v v v et e teee e e ee e et ee e e e eeeeaeeeeeeeanaeneneaeas 2l 0 1 4.00 4 0 0 0 1 0 1 0 0 2 0 0 0 0
............. ieleliole). NN oloF- V-V ol eey-NiiloleToliilofcc) NP A ¢ 1 4.00 4 0 3 0 0 0 0 0 0 0 1 0 0 0
.................................................. TCGGGARACGATACTGTTC e « + v vt et et e e et et e e e e e e e e e e e e ettt e e e et et 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 i 190 1 4.00 4 3 0 0 0 1 0 0 0 0 0 0 0 0
..................................................................................................................................................... TCAAATGAACACCGACAACGTTGAGT . .« vvvvn... 26 O 1 4.00 4 0 2 0 0 0 0 0 0 0 0 2 0 0
.......................................................................................................................................................... TGAACACCGACAACGTTGAGTTCCGT. ..... 26 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0
.................................................. TCGGGARACGATACTGTTCA . + v et et et et et e e e e e e e e e e e e e e e e et e e et et et e e e e e e e e e e e e e e e e e e e e e et et e ee e e e e easasasaeeeaeaeaeneneneneeeenennananas 20 0 1 3.00 3 0 0 0 0 3 0 0 0 0 0 0 0 0
................................................................................................................. TGTTCAGATCCGTTTCCGG e & e v e v et ettt et et et et e et e e e e e e e e ea e 190 1 3.00 3 1 0 0 0 2 0 0 0 0 0 0 0 0
........... TATGGTCGAATCCARTCGGATCGCTC . « v v v vt e e et et et et et et e e e e e e e e e e e e e e et et ettt et et et et et et et et e e e e e e e e e e et et et et et et e e e e et et et et e e ettt 26 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0 0 0
.................................................. o] ete el V. -N o e Yokl el P - B O 1 3.00 3 0 0 0 0 2 0 0 0 0 0 0 0 1
......................................................................... el olo] el i elolo] el i ol ol e .-V o el o LU - SN O 1 3.00 3 0 0 2 0 0 0 0 1 0 0 0 0 0
............................................................. TACTGTTCACGTTGCCGTTGCCGATC t « ¢ e e e e e e e e e e e e e e e e et e et et e e et et et et e e e e e e e e e e et et ettt ettt e e e e e te e eaeneneaenenenenenaaa 26 0 1 2.00 2 0 1 0 0 0 0 1 0 0 0 0 0 0
............................................................................................................................................................ AACACCGACAACGTTGAGT........... 19 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0
................................................................ TGTTCACGTTGCCGTTGCCGATCCGARR . + « e v e e e e e e e e e e e e e e e e e e e e et et et e et et et e e et et e e e e e e e e e e e et e e et e e eeaeasasanaeaeaeaenaaa 28 0 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0
.............................................................................................................................................................. CACCGACAACGTTGAGTTCCGTTGC... 25 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................... TCGAACCCCTTCAAATGAACACCGACAACGT . v vvvveenenen. 31 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................. TGTTCAGATCCGTTTCCGGT TR . « v vttt e e et e et ettt e et e 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
................... -8 N ol0) VX o] el e). N Lo e ok o e e-Niul ol c NN~ S 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0
............................................................. a-Nohi el o) Yol el il eloTof e il elo ofc-Ni il ofo] T P22 B 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0 0
...................................................... GARACGATACTGTTCACG .+« t v et et et et et et et et et 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 18 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0
.......... - e el Lol e). VX o1 o-V- i o e e 7N 2SN 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0
.................. &89 N ol0). VX o] e ¥ Lo e o o0 PP K B 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
......................................................................... ielolo] el i elolol el il ol ol e)--V-i o el o i o B O 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. GTTCAGATCCGTTTCCGGT « v v v e v e e et et e te e e eeeeeaeaeeensnenenenenesenananananas 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
............................................................................. GTTGCCGAT CCGARARTCGCTT T« + v v v et e e et et et et et et et e e e e e e e e e et e e et e e e e e e e e e et ettt ettt ettt 220 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................................. i 7ol el fetolofelil el ofo el o ofc V-V N P20 AR ¢! 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................. TGTTCAGATCCGTTTCCGGTTTI. -« o oot ittt ittt e e e e e 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
........................ Y N ofeTel N o] etoli ol ete)- N o e ey Nl o)\ NN J I ¢ 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
............................................. TCAGATCGGGAAACGATACT GTTCACGT « + ¢ v e e e e e e e e e e e e e e e e e e e e e et et e e et et et et et et et et e e e e e e e e e e et et et et ettt et e e e e e e e e e eneaeaeaeaeaeaeaaae. 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
................................................................... o Noleh dielolo] el el o] ey Nl ol o c)- Y.\ - S O 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................. TTCGTGT TCAGATCCGTTTCCGGT T + v v v et et et et et et e e ee e ee e eaeaeaeaeaenaneaenananan. 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.............................. o] eloli o] ele). N ol el eT-Niil o)V - NPuN L I ¢ 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
.................... - eloF-V. N ol e]er- i ol et ok ol et )N o7 cle-N P~ F R ¢ 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. o] eleledN. Y -Xole)-N0-Noki el o7-No7 ! [P B 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ GAAATCGCT TTCGARATTCCATTTCGT « + v v v e v et et et et e e e e e e e e e e e e e et et et et et e et e e e e e e e eaeaanenananana. 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.......................... iolete)-Niolelodiofeler i ofeTel-Niio7-NeT- Nl olc]cTc TP X B 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................. CGAATCCAATCGGATCGCTCGGATCGGA . + « v v v e et et et et et et e e e e et e e et et e e e et e e e e e et 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 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
............................................... AGATCGGGARACGATACTGTTCACGT  « + t e e e e e e e e e e e e e e et et et ettt et et et et et et et et e e e e e e e e e e et et et ettt e e et e e e e e e e ettt 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.................... - oloF- VN Jole]er- i ol et ok olete)-Ni o ele-Niul o) NPu P~ S ¢ 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
....................................................................... el feTolo] el elolo]eT- N o] o e/ A - B 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
.................................................. o] te]el-N. VX o c)- ¥ -\ oL AR - TN O 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
........................................ TCGGATCAGATCGGGARRACGATACTGT .+ « + v e v et et et et e e e e e e et et e et et e et e et et et et et e e et et e e et et e e e e e e e e e e e e e e e e e 2T 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
...................... of0) V- ol ele) N ol el ol Lol ees il ol et el o7V N N B0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
......................................................................... ielolo] el i elolo] el il ol ol e .-V o c o205 B O 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................... - ooF-V. N ol e] ey o] et ol o] e ). LN PP~ N ¢ 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
......................................................................................... AAATCGCT TTCGARATTCCATTTCGT « + v v v e e e e et et et e e e e e e e e e e et et et et e et e e e e e e teeaeaeaaaaneaeaeana 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
..................... iolor- VX ol eley- Nl oleToliilofeTe)-Ni o] clc N P~ J N ¢ 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
............... el ofe V- oloF- VN ol eT el o] et ol o] et - LN S 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
................................................................................................................... TTCAGATCCGTTTCCGGTTTCGAT T« « « v vt et e teteteee e eaemenenenenenenenneenaeaes 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................... o Noleh dielololel i elololes-Niil ol ot c)- V-V, LN ¢ 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................... o8 XoleLi elo] ol el et ol o e oo S~ N ¢ 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
........................ Y Nl e el N o] etolio]eTe)- i o c e\~ B ¢ 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................... TGAACACCGACAACGTTGAGTTCCGTT..... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.......... X el el Jole). V- o] o7-V-¥ o ele-Niul of o]l ol P2 A O 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................................................. TGTTCAGATCCGT TTCCGGT -+« v v v e et et et e te e teeeeeeeeaeaeaeaeneneneaeneaeeaneaas 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
............................................. TCAGATCGGGARRACGATAC . « + v e v et et et 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 eeeeeaeeeeeaeaeeeeeeeeeeeeeeesesaseeaeaeaenenenenenenanae. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
................................ ofeloli Jolelel-Xi o] ele). N loT-NeT Nl o]eele- NN PPN SN O 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
................................................................................................. TTCGAAT TCCATTTCGTGT « & ¢« e e e e e e et et et et et et e e e e e e e e e e e e e e et et eeeeeetetaeaeaeaenenenanana 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
............................................................................................................ TTTCGTGTTCAGATCCGTTTCCGGT + v v v vt et e ee e et et e e e e e e e e e e e eeeeeeeeeeeaeaeneneaeas 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
................. ofe NN o] o8-V o e TN o] 1o i A N ¢ 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.............................................................................. TTGCCGATCCGARATCGCTTTCGAR + « + v e v et et et et et et et et e e e e e et ettt e e e ettt ettt e et e e e ittt e e e et 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.................. e N el0). V- o] ele). N o el o o c]e- Nl ofc NN~ B 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
......................................... ofelel- N o) Ne) N ol e]ele).-V-Y o] -\ PP~ BN 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
......................................................................... ielolo] el i elolo] el i ool e V- V- o el o ik X 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
............................................................................... TGCCGATCCGAARTCGCTTTCGART « « + v vt et et et et et et e e e et ettt e e e e et et e et e et e et et et et et ettt eieeeeaeaea 250 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................... CGATTCGAACCCCTTCAAATGAACACC . o vt v v v eeeeeenenenenens 27 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
............................................................................................................. TTCGTGT TCAGATCCGTTTCCGGT « « v v v v e et et e teteeeteeeeeeeeaeaeaeaeaeaeaeaeeenneeeas 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................... TTCGATTCGAACCCCTTCAAATGAACACC . v vt v v v eeeeennannananas 29 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
........................................ iolete)-Niof-XeT- Vi oleteler-V-V-NoTcl-Ni -\ okl el AP B O 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
............................................................................... TGCCGATCCGAARTCGCTTTCGARTT .+« v v et et et et e e e e e e e e e e et et ettt et et et e e et e e e e e e e e eaeaeeaeaeaeanaeas 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
............................ ele) N olelol folelel- i olete)-N o7 NeT- Nl ofcc]c NP2 B O 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
..................... i 0loF- VX ol e ey il ol et okl ofeTe)-Ni o0~ R ¢ 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
................ eler- VN ol o0 ofeTe)- i o7 elok o] cle-Ni il ofc] TN PP X BN 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
............................................................ ATACTGTTCACGTTGCCGTTGCCGATCCGA  « + v v v e e e e et et et et e e e e e e e e e e et et et et et ettt et et et et et et e e e e e e e e e e eaeeeeeaaaeaeaeaeaea 30 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................... ofelele) NV Nol el N - ok et i o7-Y ol e i P2 B 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. GACAACGTTGAGTTCCGT...... 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. GACAACGTTGAGTTCCGTTGCGT. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
...................................................................................................... ATTCCATTTCGTGTTCAGATCCGT + « + v vt e e et et e e e e e e e e e e et et e e ettt etetaeaeaeaenenenanana 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
............. ieleliole) NN ooy V-V o eles-Niil ol et okl ofcc NN~ X R ¢ 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
.......................................................... ofe N 0-Xoli e i oF-N o e i1l e o] o0 N ¢ 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
................................................................................................................................................. CCCTTCAAATGAACACCGACAACGTTGAGT . .+ vvnvn... 30 O 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.................................................. TCGGGARACGATACTGTTCACGT + « + t et et et et e e e e e e e et e e et et e e e e et et et et et et e e e e e e e e e e e et et ettt e e e e e e e e e e i e 230 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
- oF-(oF- e -G e et o el V- o] oV o7 c e N 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
........... i elel ol el ofe. V- o7 ele- Nl ofc ol P o B O 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
............. ieleliole). NN oloF- V-V ol e ey il ol eToliilofc1c)-N: TN~ I ¢ 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
................... N N ele) VX o] ete). N o el e o ele- Nl o} PP~ BN 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
............ el ole) Y-t ole-V-V ol eleT- Nl ofcT ol ofc]cT-NPu D2 BN 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................... GCCGTTGCCGATCCGARATCGCTTTCGAR + & o v vt et et et e e et 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 et e et eeeeeaa 29 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
....................................................................................................... TTCCATTTCGTGTTCAGATCCGT T« + v v v et et et et et e e e e e e e eeeeeeeneneneneeesasasasasasanaenanaa 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
......................................................................................................................... TCCGTTTCCGGTTTCOATTC . + v v v et e te e e eeta e e e eaenenaneneneneneneea. 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
............ e el ol e) Vi ole-V-¥ o cle7- Nl ofc ol oJF D TN 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
...................................................................................................................................................... CAAATGAACACCGACAACGTTGAGT .. .. .v..... 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553487 SRR553485 SRR553488
SRR618934
Makindu_3 NRT_0-2 Chicharo_3 RT_0-2
TGTCTGTGTCTATACCAGCTTAGGTTAGCCTAGCGAGCCTAGCCTAGTCTAGCCCTTTGCTATGACAAGTGCAACGGCAACGGCTAGGCTTTAGCGAAAGCTTAAGGTAAAGCACAAGTCTAGGCAAAGGCCAAAGCTAAGCTTGGGGAAGTTTACTTGTGGCTGTTGCAACTCAAGGCAACGCAA day-old dsim w501 hours day-old  hours
Read # Hit |Total ovaries ovaries eggs ovaries eggs
EIILILILI LI I W I WUV W WL IIWIueIwwvnd , ([ (CCCCeeaCCCdllooClloCloo((Cooooccoooa (CCoa(Ceeel)) e ))) eee et ))))-))))))-i)))))))))) L)) ))))) L)) L kR R R R Rk kkkkkkkkkkkkkkkkkkkkkkkkhk gsjze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate iD Alignment
ldrosim2||2r:16020039-16020224 + |ldsi_44llacaca------ S e T HBH -. ATGGT----- CGAAT-------- C—--CAATC-=--=——=——=—————————~ GGATC-GC-TCGGATCGGATCAG-—-—-— e TCGGGAA--—-- ACG--=--=——=—-=—-- ATACTGTTCACGT------—-—-—-- TGCCGTTGCCGATCCG—=—ARAATCGCTTTC G == = = = = = = = = = = = = = = o AATTCCATTTCGEGTTCA======= GATCCGTTTC-CGG-—=—=——=—==—==—==—————————————————— TT-TCGAT----- TC--—————————- G-AAC-=——=——=—————————— - C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
droSec2|scaffold 1:12887279- ACAGA------ S R N - i-::iL ATGGT----- CGAAT-------- C—--CAATC-=--=——=—-—=———————~ GGATC-GC-TCGGATCGGATCAG-—-—-— Bm oo TCGGGAA--—-— ACG--=--=—-=—-=—-- ATACTGTTCACGT----—-—-—-—-— TGCCGTTGCCGATCCG==—ARAATCGCTTTC G — = = = = = = = = = = = = = = = o AATTCCATTTCCIGTTCA======= GATCCGTTTC-CGG-—=—=—==—==—==—==—————————————————— TT-TCGAT----- TC-——————————~ G-AAC—=——=——=———————————— - C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
12887464 +
ldm3 lchr2r:15368779-15368964 +| |acaca------ CACAG====AT == === == == = = = e e e e ATGGT----- CGAAT--—--—-~ C---CAATC-=-—=====—====———- GGATC-GC-TCGGATCGGATCAG-——-—-~- A m TCGGGAA--—-— ACG---—=-—=--—=-~ ATACTGTROACET—-—--—-—--——— TGCCGTTGCCGATCCG===ARAATCGCTTTCG === == = = = = = = = m = = = e e e e e e e e e AATTCCATTTCGGTTCA= ==~~~ GATCCGTTTC-CGG========= === === == ———m————— ——— i [Sler N — T —— G-BAC-—======—=————m—m—m————— C-CCTTCARATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T|
droEre2|scaffold 4845:9567578- ACAGA------ CACAG———=AT === == === — = — = ATGGT----- CGAATENN-TiC - - —CAATC————————————————— GGATC-GC-TCGGATCGGATCAR---—-- e TCGGGAA--—-— N ATACTGTTCACGT------—-—-—-- TGCCGTTGCCGATCCG———AAATCGCTTTC G — = = = = = = = = = = = = = = = o AATTCCATTTCGIGTTCA======= GATCCGTTTC-CGG-—————=——=—————————————— -~ TT-TCGAT----- O G-AAC-————————————— - C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
9567770 +
ldrovak3|2R:13807011-13807223 - | |acaca------ CACAG————AT——— === === — = ————— ATGGT----- CGAAT[ENSIEN-IiC- - -CAATC————————————————— GGATC-GC-TCGGATCGGATCAG-—-—--— e T TCGGGAA--—-- ACG------—--—-- ATACTGTTCACG TH - el B eeleler N T Gl C G T GC CG AT CC G-~ = AR AT GG T T T C G- — = — = — = — = — = — = — = — = — = o o o o AATTCCATTTCCGTTCAELNE G \GATCCGTTTC-CGG-————————————————————————————— TT-TCGAT----- TC--—-———-———- G-AACME-—-—-—— e C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T)|
droEugl|lsc£7180000409474:2585769- ACAGA------ CACAG————AT——— === === — = ——— = — ATGGT----- CGAAT-------- C—--CAATC---—-—-———-—-———- GGATC-GC-TCGGATCGGA - ——— - - R e TCGGGAR----- INIEATACGAT TTAAINIATIN NS CAITAGCCG T TREREE TGCCGTTGCCGATCCG———ARATCGC T TC G — = = = — = — = = = = = = = = = =~ = = - A T T C LT TCAIN == === B TcCeMTTCECGG- - - — - TT-TCGAT----- TC--—-———-———- G-AAC-—————————————————————— C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
2585962 -
droBialllsc£7180000302143:2860076— ACAGA------ CACAG————AT—————————————m ATGGT----- CGAAT-------- C—--CAATC---—-—-———-—————- GGATC-GC-TCGGATCGGATC/ES-—-—-- I e e TCGG RN ACG -~~~ —— = ———— AecTerTCEce Th- Selele]- - - - - - TGCCGTTGCCGATCCH---AAAECGITIITCG-— -~ -~ mm e T A T C R elrrccleridr oL TCAN-===== BTCCCEETC-CGG-———————m—m o TT-TCGAT----- TC--—-—-—-———- G-AAC———————————————— - C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
2860275 +
droTakl|scf7180000415910:138114~ ACAGA--—---- CACAG—==—AT ——— === == — —— ATGGT----- CGAAT--———-——- C——-CAATC-——=-——=———=———————— GGATC-GC-TCGGATCGGA - ————— R TCGGGAR----- ACG--=-——=——--—- ATACTGTTCEcGT------------- TGCCGTTGCCGATCCG= == AR A T CGC T T T C G — = == = = = = = = = = = = = = = = o - AT i | C ALY == == B TCCGEATTC-CGGRg--—-—-—--—--———-—-—-- WS- -—-rt7-ccald----- TC-——————————— G-AAC-=———=———=—————————— C-CCTTCAAATGAACAC----CGACAACEM TGAGTTCCGTTGCG-T-T
138288 -
droElel|lscf7180000491201:1817722~ ACAGA------ CACAG——=—AT ——— === = —— o ATGGT----- CGAAT--———-——- C-—-CAATC-——=-——=———=———————— GGATC-GC-TCGGATCGGATClgG------ Amm TCGGGAR Yy - — — - —————— ATACTGTTCECG Th-[eeleh B Yelelelele TG CCG T T GC COTC - - - A A T CGC T T T C G = — = = = = — = — - — - m — o o o o ANTICEA T T T CAL = === BT CCGTTC-CGG—————————————————— o~ TT-TCCATITC———————————- G-AAC-—————————————— C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
1817924 +
droRhol|lsc£7180000780066:273136- ACAGA------ CACAG————AT————— === — = ——— ATGGT----- CGAAT-------- C—--fAATC--—-—— - GGTC-GC-TCGGATCGGA - ————— R e e TCGGGAR—-—-- ACEN-—-———m - ATACTGTTCEcGT----------—-- TR CCG T TG GAT CCG——— A A T C G T T C G- —— == — = — = — = — = — = — = =~ — o - A e I CAI == === BRTCCGAT TC-CGG-————— === === ———— o~ TT-TCGAT----- TC--—-———-———- G-AAC——————————————————————— C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
273303 -
droFicl|scf7180000454039:659696- ACAGA------ oS N N ——H .- hAiil--  ii :E r ATGGT----- CGAAT--———-——- C——-CAATC-——=———=——=———=————— GGATC-GC-TCHGATCGGATClEG------ e L i —-ass t ., B L]=. TCGGGAR--—-- ACG---—-=—--—- ATACTGTTCEcGT----------—-- TGCCGTTGCCGAT CCO O A A T C G T T G — = == — = — = — = = = = = = = = o = o o o - AT e | LYY= = === BBITCCGEAT TC-CGG-————— === === —————— TT-TCGAT--—-- TC-———=———————— [ i} C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
659872 +
droKik1|sc£7180000302471:1629918- ACAGANT N CACAG -~~~ AT -~ — == === ———— ATGIT----- CGAAT--———-——- - — — - - - TCEcaTlceATCe------ A m oo TCGGGAR----- AjlG----------- ATACH R - -~ — = === === == B 2. TC G- — - AWATCGCTTTCG—=—=—=—=—————————— AT TCCAAATTCCGATACGGATTACCAAT AR CCGATCACGATCA R e - —————-FeaTE - - Ceelen e ele A T T ACCGAT CCCCCGGREEE TT-TCGAT----- TC-——————————— G-AAC————=——————————— C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
1630116 +
droAna3|scaffold 13266:9911302- ACAGA------ CACAG——=—AT——— === == — —m— ATGIAT----- CGAAT&N-[Nic---[derTC- - - - - - - - GGATCEGI-TCGGATCGGAT Cl e el B e - — —— ——————————- CGGTAATCGAAACTGTTAATGTTTal - - - - -IN\CEEEEE T - CR R ATACEGT TIXRNG T/ - LXheh gy - - - - T T GIACGAEICCG- - - AR Al T T8 G- - — =~~~ — - — — - — A T C CLYNTleCA= === B CCGIAT/EC - - - - ————-—————————- TCCGGREETEE I TN T CGA TG A T TGCCGAACCCGEY NS C R C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
9911539 -
droBipl|lsc£7180000396427:1053431— ACAGA------ CACAG----AT-----——————[fg--—-—-— - ATGRIT----- CGAAT-------- C—--CAANg---—------—-——- efeccaTc-cefdrceeaTcciaTClEm-—-- G TR e CGATAAACGGAACTGTTAREE i~ — =~ = - - B ATGTREEE wraifdcrTi¥ceT------------- ¥\chicTrecconldec-WeriiaTcol¥eTfdce - - - - - - - m - T T C LY== === B ccciMic-cofl- -V e ey - - - - o i — —— - o G-AACME-—-—-—— - C-CCTTCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCG-T-T
1053632 -
dp5 |3:6484224-6484469 - I |2acacrEl---AcaBac----AT-- - allcer----- CGARNT-------- c—--eaTf-------—-—-—————- EIINe ~ e el elelelYNeGlEA TCGGG T TC T T TTGCTTCGCGTCGT TTCGARETACEEEEEEEEEE P cG-—---INTEEEEE ceaTACGAREEEE ATacciMINEce)- - - -------—-- TEC CO T G A T - — e A T e — — — — — — — — = — = — o o~ TCGATTACGATTACTGREC T T T C R e GIYTi- - - - - - - - - - - -[i@ aTEEEEE Eerccceitrre-cof--—-———-f- - - - - o -~~~ o G- 22NN R RTINS Nese C - CC§TCAAATGAACAC----CGACAACGTTGAGTTCCGTTGCR-T-T|
droPer2|scaffold 2:6703826- acAGAM---Rcaldac----AT- - - alleer----- CGART-------- c—--eaTf-----—-—-—-—————- EIINC ~ e n BTTel el NNeGlEA TCGGG T TCTTTTGCTTCGCGTCGT TTCGARETACEEEEEEEEEEEFEEEE cGl-—-—-INTEEEEE ceaTACGAREEEE aTacciMiEce)--------—-—-- TR C COl T G A T I - — — el A T — — — — — - — = — o o - TCGATTACGATTACTGRE C T T T C o GINTH- - - - - - - - - - - -G aTEEEEE Berccceitrre-coft--—-——--fl- - - - o i — —— o G-AAC[IING RIS Nl h T XeTelef Xelelelelc - CCl8iT CAAATGAACAC----CGACAACGTTGAGTTCCGTTGCR-T-T
6704071 -
Growilzsciz 1100000001717:331- ACIEGTcT R HCREAA TG RIAT GATACAGAGC TAR GAGAGAGAGT GAGACAGATTACAAAT TRC - TARSBENS T GIVICA A GlEa TSN - EEmm— .7 7T A RS e TS G TAA CGCGT TG T A TR CTAA TCOT TGTATCO TR A A L GG A N E————— T GEATEcARACRGGAGTTGTCOG -~ AR ———— - [ e - EEEESE——————————_— CGATATTGAATTTTCOTGTARTCGARAT TCAAAATCCGGCGCTN- ———— —- AR -AACCETCCRE=s -~ AAAAA A=A A=A AACARAREE L P, Em——— Y I Rl g cecca ot
638 -
drovir3|scaffold 12875:11786742- Cc-CCTTCAAANGAACIE----CGACAACGTTGAGTTCCGTTCG-T-T
11786885 -
droMoj3|lscaffold 6496:15075702- LelciiccTecanraNcancEy----cGacAACGTTGAGTTCCGTTECHET- T
15075875 +
droGri2|lscaffold 15245:11635985- nlghca------ BACAG-———f{T-————— =~ arcilriEgyN i\ aar- - —-—- 82 2 ASEVNNSA GATCGATCCGATAAACA - - - -HEA NN TN A SXielc A REEEEE e TCGGHYEm--—-- - —-———=—=—- B - -~ - = == == == == e - — - 2,2 AelC GIYelT T/~ — — = — = == == == ———m—mm oo I B\G- - - - - - - - - - -[i[§-FEEEEEE G T T e — g — — — = ———=——-—=—-—-—-—-—-- TTGATTCCILE ClH IR TC-——————————— € T NN C R C—CCTCAAAEGAACACMCGACAACGTTEAGTTCCGTTm‘
11636151 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:16020039-16020224
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:2860076-2860275
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415910:138114-138288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:1817722-1817924
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780066:273136-273303
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454039:659696-659872
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:1629918-1630116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:9911302-9911539
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:1053431-1053632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:6484224-6484469
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:6703826-6704071
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000001717:331-638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:11786742-11786885
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:15075702-15075875
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:11635985-11636151

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 129 x:19976171-19976226 + | confident | Canonical miRNA | 3pUTR

Legend: mature star (IS iz1(d 811 fg a1 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 19,976,150 19,976,200 19,976,250
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds “
Flybase annnotation
utr3 [utr3 plus 8729]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553486 SRR553487 SRR553488
SRR618934 MO053
M023/0002 M024 0001 Chicharo_3 Makindu_3 M025 GSM343915 NRT_0-2 RT_0-2 SRR902009 SRR902008
GGGTAGCAGTCCGGATTCCATGCAAAAACATATGAGAAGCGTTTCCGAGTCGAGCAGCAGTGGTTTCTTTGATCTTGAGGAGAAAATCAAAGAGCTGCCAGCCCTCAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA dsim w501 day-old  day-old female hours hours
Read # Hit |Total head Head ovaries male Testis ovaries ovaries embryo body |embryo eggs eggs testis ovaries
khkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhhhhhhhhhkhd (((((.' (((((((_ (((._ (('_ (((((((((((((_ (( ______ )) '))))))))) '_)))))) _))) .))))))))))))_************************************ size Mismatch Count Norm Total body
.................................................. CGAGCAGCAGTGGTTTCTTTGA + « e e v e v et ettt e e et et et et e e et e e e e et ettt e e et e ettt te et te et ianeeenea 22 0 1 97.00 97 32 32 5 4 7 6 7 1 0 0 0 3 0 0
.................................................. CGAGCAGCAGTGGTTTCTTTGAT « - « -« c e« e e e st e e s e e e a s e ee e asaeensoneeneaseeensoeeneaseeensoaensaaenaeancaannoannaaaa23 0 1 65.00 65 28 1 7 10 0 5 4 5 2 1 2 0 0 0
.................................................. CGAGCAGCAGTGGTTTCTTTG . + v e e e v et e e et e e et et e e et e e e et e e e e et e ettt e et e e et e te ettt eieeneneene. 20 1 19.00 19 2 12 3 1 0 0 0 0 1 0 0 0 0 0
.................................................. CGAGCAGCAGTGGTTTCT . « + v v v et et et et e e e e e e e e e e e e e e e e e e e e ettt ettt e et 18 0 1 19.00 19 0 10 1 0 7 0 0 1 0 0 0 0 0 0
.................................................. CGAGCAGCAGTGGTTTCTTTGATC . « & e v et e ettt e et et et et e e e et e e e e et e ettt e ettt e ettt et et ie et ieneeenen. 24 0 1 9.00 9 0 8 0 0 1 0 0 0 0 0 0 0 0 0
.................................................. CGAGCAGCAGTGGTTTCT TTGAR. . ¢ . o ittt ettt ettt ittt e et et ettt et et et ettt e e 23 1 1 7.00 7 1 0 1 0 0 2 2 0 0 0 0 1 0 0
.................................................. CGAGCAGCAGTGGTTTCTT ¢ + v v v v e e e et et e e et e e e e e e e e e e e e e e e e e ettt ettt ettt e e 10 0 1 7.00 7 1 4 0 0 2 0 0 0 0 0 0 0 0 0
.................................................. CGAGCAGCAGTGGTTTCTTTGR . « « ¢ o ettt ettt ettt et ettt e e et e et e e ettt e e e e ettt et et e i 22 1 1 6.00 6 3 0 0 1 0 0 0 2 0 0 0 0 0 0
.................................................. CGAGCAGCAGTGGTTTCTTTGATE . « . ¢t et ittt ettt e ettt ettt e e e e e et e e e ettt et ettt ittt e 24 1 1 4.00 4 0 0 0 0 0 1 0 2 0 1 0 0 0 0
................................................... GAGCAGCAGTGGTTTCTTTGA . « « t e e e ettt et et et et et et et et et et et a et eaeaeneneneneneaenenenenenenenenenenea 2l 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ ARAGAGCTGCCAGCCCTCAGC + « v v e ettt et e e et ie e et e eieeaeneeaeneeee.. 2 0 1 3.00 3 0 0 2 0 0 0 0 0 0 1 0 0 0 0
.................................................. CGAGCAGCAGTGGTTTCTTTGAG. « « « o et ettt ettt et e e e e ettt ettt ettt ettt ettt ee e 231 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................... TCARAGAGCTGCCAGCCCT ¢ v v vt et e te e e e e e e e eeeeeeeeeaeneaaaeeenenenea 19 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0 0 0 0
.................................................. CGAGCAGCAGTGGTTTCTTT .+« v e v 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 et ettt ettt 20 0 1 2.00 2 0 1 0 0 0 0 0 0 0 1 0 0 0 0
................................................... GAGCAGCAGTGGTTTCTTTGAT « « + e e e v et e et ee e e e et e e e et et et e e e et et e ettt e et ee et en e eneneaeneeaea. 22 0 1 2.00 2 0 0 1 0 0 1 0 0 0 0 0 0 0 0
....................................................................................... CARAGAGCTGCCAGCCCTCAG . + « v et tete et e et ie e e taenieeaenaeaenneaan. 20 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
................................................. TCGAGCAGCAGTGGTTTCTTTGA . « ¢+ v et et et et et et et et et et et et et et et et et et et e et e et e e ettt ettt i i i 230 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0
....................................................................................... CAAAGAGCTGCCAGCCCTCAGC . « e v et et e tete e e e e e etetaeaeaeaeaeanaeaeaes 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................... TCCGAGTCGAGCAGCAGTGGTTTCTTT « « e v e v et e e e et e e et e e e e et e e et e e e e e e e e et e et e e ettt ettt et et 27 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0
.................................................. CGAGCAGCAGTGGTTTCT TTGAT . - - o o ittt e i it e ittt e e et ettt ettt ettt e ein e 24 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
......... TCCGGATTCCATGCARAR . ¢+ ¢ et vt et et et e e et e e et e e e e e e e e e ettt ettt et ettt e ettt et et e et ettt ettt et ettt ettt ettt e e 180 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0
......................................... TTTCCGAGTCGAGCAGCAGTG . + ¢ e e et v et e et te e m et et et et e e a et et et e ettt e e et e e et e e en e e en e taeneeeeneaeaeaneaenneaa. 2 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0
........................................................ GCAGTGGTTTCTTTGAT « « « « « e e et e e et et et et et et et et et et e et et e et e e e e e eeeaaaeeaeaeaeeeaeananeea. 17 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................. TTGGACGCTTACCTGCAGCGCAAACGT . . v v ot eeeenneenen... 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................... TCCGAGTCGAGCAGCAGTGGTTTCTT . & e v e v e e e e e e e e e e e e e e et ettt e et ettt ettt ettt e et e e a e 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1
.............................................................................................. CTGCCAGCCCTCAGCTTGGAC . + v v e v v eeeee e e eeeeeeneaenenneaeneeaen. 2 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
..................................................... GCAGCAGTGGTTTCTTTGA . « &« v e e et e et ettt e e et et et et e e e et et et e ettt e et te e te e eeeaenaeaenneaeneeaaa. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
................................................................... TTTGATCTTGAGGAGARRR . « v e et ettt e et te e et e e et e et e et ee et eeaeneeaeneaenenaeaen. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... CARAAGAGCTGCCAGCCCTCAR. « ¢ vttt ettt it e e et ettt ie e e 201 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
.................................................. CGAGCAGCAGTGGTTTCTTTGATEE . . . . o oottt ittt ettt e et e et et e et e ettt ettt ettt en e inneenen. 25 2 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. CGAGCAGCAGTGGTTTCTTTGARE . . . o . ot ittt ettt ettt ettt e e e e e et e e e ettt et ettt et ettt 24 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0
......................................................................................................... CAGCTTGGACGCTTACCTGCAGCGC . v vt v e eeeeeeneaenennan 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
........................................................................................ ARAGAGCTGCCAGCCCTCAG. v vt vt ettt et e e e e e et 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. o€y NeToFNeloy Neki e el i o3 1 8 N 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553488
SRR618934
NRT_0-2 0002 RT_0-2
CCCATCGTCAGGCCTAAGGTACGTTTTTGTATACTCTTCGCAAAGGCTCAGCTCGTCGTCACCAAAGAAACTAGAACTCCTCTTTTAGTTTCTCGACGGTCGGGAGTCGAACCTGCGAATGGACGTCGCGTTTGCATCGTGGTTTTTCTTCTTCTT hours dsim w501 hours
Read # Hit Total eggs Head ovaries eggs
khkkkkkkkhkkhkhkhkhkhkhkhkhkhkhkhkhhkhhhhkhkhkhkkkkkk (((((.. (((((((. (((_. ((.. (((((((((((((_ (( ...... )) .))))))))) ..)))))) .))) _)))))))))))) Jhkkkkkkkkkkkkhkkhkkkkkkkhkkkhkkkhkkkhkkhkkikkiit* g]ze Mismatch Count Norm |Total
......................................................................................................................... GACGTCGCGTTTGCATCG. .« o vvvvuen.e.... 18 0 1 1.00 1 0 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldrosim2|x:19976121-19976276 + ldsi 129|[g------ GGTAGCAGTCCGGATTCCATGCARA ~— = == = = = == = = =~ = = = —— = ——— AACATATGAGAAGCGTTTCCGAGTCGAGCAGCA-—~-—- GTGGT-———————-——————- TTCTTTGATCTTGAGGAGAAAATCAAAGAGCTGCCAGCCCTCAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAR |
ldrosec2|scaffold 8:3550607-3550762 (E—— GGTAGCAGTCCGGAT TCCATG AR A~ — = == = = = == = =~ =~ = o o o AACATATGAGAAGCGTTTCCGAGTCINMAGCAGCA-—=-—= GTGGT-———————-——————- TTCTTSGATC T8GAGGAGAARATCARRGAGCTCCCAGCCCT CAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA |
am3 lchrx:21242642-21242797 + | le------ GGTAGCAGTCCGGATTCCATGCARA ~— = == = = = = = = = =~ — = = = e e o e —— = ——— AACATATRAGAAGCGTTTCCGAGTCINMAGCAGCA-—=-—= GTGGT-————=———-——————- TTCTTTGATCT[8GAGGAGAARATCARACGAGCTCCCAGCCCT CAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA |
droEre2|scaffold 4690:17773227- G-—-—-- GGT A AGTCCGGATTCCAT GO AR A — = = === == = = = = —— —— AACATATGAGEAGCGTTTCCGAGTCMAGCAGCA-—=-—= GTGGT--—-———=-————-—- TTCTTTGATC T[8GAGGAGAAAATCARACACCTCCCEECCCT CAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA
17773382 +
ldrovak3|x:20421727-20421882 + | le------ GGTACAGTCCGGA T TCCAT GO AR A — = = = = = = = = — = = = o oo AAATATGAGEAGCGTTTCGAGTCMAGCAGCA-—= -~ GTGGT-———————-——————- TTCTTTGATCT8GAGGAGAAAATCARACACCTECCEECCCT CAGCTTGGACGCTTACCTGCAGCGCAAACGTAGCACCAAAAAGAAGAAGAA |
droEugl|lscf7180000408193:230876- G--—-—- GET AGHEGT CCGGATCCATGCARA—— —— — =~ -~ — o oo oo AgcATATEAGEAGCGTTTCH{GAGTCCAGHAGCA-—-—-~ GTGGE--—-—-—-———————- TTRTT[EGAT CTTGAGGAGAAGATCANECACHTCCClECCECT cAGTTGoAlGCTTACCTGCAINCClEAAgCGTAGCACCARAAAAGAAGAAGAA
231031 -
droBialllscf7180000302432:367585- [\ E— N Gl acrijceearTrceallcaldr - - - - - - -l AldcaTecleGEAGCGTTTCCGAGTCRAGCARNCA-— === GTGGT—-—=-—=——=———————- TTCTT[EGATCTEGAGGAGAAEATCAAECACCTECCEECCCT CAGC TTGGANGCETACTGCAGCGCARECGRAGCACCARARAAGAAGAAGAA
367740 -
droTakl|lscf7180000415769:188161— G--—--- M clacrcceealrccaldecalda - - - - - - aldcatfrceceaceeTleTcccacTCaGCANClE-—-—-- GTGGT--—=-—=-—=———————- TTCTT[EGATCTEGAGGAGAAEATCAAECACCTECCEECCET CAGHTTGGANGCSTACIT GCAGCGCAACGTAGCACCARAAAAGAAGAAGAA
188316 -
L
droElell|lscf7180000491087:1164332- -—-—-- GGEAGCAGECClSGATIECCATGCARA— -~ -~ - — - — oo AldcaTlgreacEa@cGTTTCCGAGTCGAGCAGCA-———=~ GTGGT--—=-—=-—————————- TTCTTTGATCTEGAGGAGAAEATCAAEEACCTECCEECCCT CAGC TTGGANGCTTACCTGCAGCGIAACGTAGCACCARAAAAGAAGAAGAA
1164487 -
droRhol|lscf7180000779980:46810-46965 F —————— GLNSAGCAGT CCfBGAT TCCA TG AR A~ = — = == = = = — — m o o o o aldcaTlreacEaScGTTTCCGAGTCMAGCAGCA-—=—=~ GTGGT--—=-—=——=—=—————- TTTTTGATCTTGAGGAGAAEATCAAEEACCTECCEECCET CAGHTTGGANGC TTACCTGCAGCGCAASCGBAGCACCAAAAAGAAGAAGAA
droFicll|lscf7180000453926:219953— [ E— GLYEAGCAGT CCGGAT TCCA TG AR A — = = = = = — = — = — = = — = o o o adcatecacEacecerclicacTCMAGCAGCA- - —=- GTGGEg----—-—-———————- TTCTTEGARC TR GAGGAGAAEATIAAEEACCTECCAGCCCT CAGC TTGGANGC TTACHTGCAGCGCAAcGEAGCACAAAAAGAAGAlGAA
220108 +
droKikl|lscf7180000302586:301328~ TTCTTTGATHTIEGAGGAGALEATINARECAINCTCCCECCECT\ ciYs TG AlGCTACCTHCAGCGCARSCCEAGCACCARAAAAGAAGAAGAR
301477 +
droAna3|lscaffold 13117:3142032- TTCTTATCTlEGAGGA A e FCARECACCTEClECCHCTCAGHTTGGACGCIIT AT GCAGCGCAASCCEAGIACCARAAAAGAAGAAGAA
3142172 -
droBipl|lscf7180000395515:12072-12212 TTCTTATCTlEGAGGAGA A TCARECACCTCClECCHCTCAGHT TGGANGCIIT AN TGCAGCGCAASCClEAGIACCAAAAAGAAGAAGAA

lap5 |xL_groupla:1466253-1466418 -| [EccTcc AN ca A G T e Y N B C I GAAGCGTTCCGAGTCEGAGCAGCA-— =~ == GTGGEg--------- el ileec TTlecalc TlEcAGGAGAAEATCARACAINC TEL\CIGEECT c A clfeiT GoacGCETACHTGCAGCGCARCcGEAGCACCAREAARAAGAAGAR |
|droPer2|scaffold 499:2867-3031 - | [Ecc T e C A Al G T T N e ————— B C AN GAAGCGTTCCGAGTCEGAGCAGCA-————- GTGGEg--------- [eelele-ileec TTlecalc TlecAGGAGAAEATCARACAINC TEL\CIGCECT c A clfeiT GoacGCRTaciTGecaGeGeARgccEaGcaccArgarAAGAAGAR |
droWil2|scf2 1100000004909:8774760- G---—-- RciacciTcE BT TTGATCTIGAGGARNA A A FCARACACCTCCCACCHCT CAGHT TGG AT AR TINCAGCGCAAACGEAGCACCAAAAAGAAGAAGAA

8774899 -
drovir3|lscaffold 13042:4332812- clecc Tl ietieese eV YIS NN Tl A Thi TG AGcAcA A BCAldECACCTEC e T c AckT TecAlGCT AR TGCAGCGCANEC GAGCACCARAAAGAAGAAGAA

4332965 +
droMoj3|scaffold 6359:2100770- [lele - NN T reA TR TG AGGAGA A A FCARECACHITECCACCHC TN~ Gifs T G Al CleT Al T GCcAGCGCAAGNGEAGCACCAAAAAGAAGAAGAA

2100936 -
droGri2|scaffold 14853:7189187- EBY\rrrcaTiTEcARNcAGAA A AFCARECACCTECCEECECT cAGC T TGGANGCRT AR TGCAGCGCAACGEAGCACCAAAAAGAAGAAGAA

7189386 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:19976121-19976276
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:19976121-19976276
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_129.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:3550607-3550762
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:21242642-21242797
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17773227-17773382
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:20421727-20421882
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408193:230876-231031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302432:367585-367740
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:188161-188316
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491087:1164332-1164487
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779980:46810-46965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:219953-220108
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302586:301328-301477
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:3142032-3142172
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395515:12072-12212
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:1466253-1466418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_499:2867-3031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:8774760-8774899
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:4332812-4332965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:2100770-2100936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:7189187-7189386

ID: Coordinate: Confidence: Class: Genomic Locale:

. View on UCSC Genome Browser {Cornell Mirror}
dsi_75|3r:16351789-16351844 + | confident | Canonical miRNA | 3pUTR
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Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_7095]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR553486 SRR553485 SRR553488 SRR553487
M053 SRR618934
Makindu_3 Chicharo_3 M023 RT_0-2  M025 NRT_0-2 M024 SRR902008 GSM343915 0002 SRR902009
CCACAAACCAAACAACAACAACAACAAAACAATAGAAAAAAAAACAAATAAACAATTGTACATGGCTTTCGTAAAGAAATTTATTAAAGCT TTGTATGATTAACCAAAAAAAATCCTGAAATTTGTGTTTTTATTTGCGTTATCACGTACAGTTTT day-old day-old hours hours female dsim w501
Read # Hit |Total ovaries ovaries head eggs embryo eggs body male ovaries ovaries embryo Head testis
KKK KRR KRRk Rk kR kR Rk L COCCCCOCC OO COCCCe- ) I DI ) e HHKKK KKK KKK KKK KKK KKK KKKk X KK * Xk XX **** 5jze Mismatch Count Norm Total body
................................................ TARACAATTGTACATGGCTTTCGTARRGR . « ¢« vt e et e ettt et e e et et e et e e e ettt et et ettt e et ettt 29 0 1 49.00 49 27 20 0 1 0 1 0 0 0 0 0 0 0
................................................................................... TTAAAGCTTTGTATGATTAACC . & v e v et eee e et eee et et te e eeaenaenaenaenaenas 22 0 1 39.00 39 1 0 19 1 11 0 0 5 1 0 1 0 0
................................................ TARACAATTGTACATGGCTTTCGTA . &+ v vttt et e et e e et e et e et e et e et et e e e e e et e et et et ittt ie et 25 0 1 23.00 23 12 5 0 2 0 3 1 0 0 0 0 0 0
................................................................................... TTAAAGCTTTGTATGATTAAC . « & v e e et ee e e e e e et e e e eaeeaenaenaenaenaenae 2l 0 1 6.00 6 0 1 5 0 0 0 0 0 0 0 0 0 0
................................................ TARACAATTGTACATGGCTTTCGTARR . « . e v ottt e et e e et et e et e et e et e e e e e e e et e e e et et e ettt i et 2T 0 1 5.00 5 3 1 0 0 0 0 0 0 0 1 0 0 0
.................................................................................... TAAAGCTTTGTATGATTARCCA . &« e et te e et e e e eeeenene e eeneeaeeneeneeaeaaenas 22 0 1 5.00 5 2 0 0 2 0 1 0 0 0 0 0 0 0
.............................................. AATAAACAATTGTACATGGCTTTCGTA . ¢t e et et ettt e e et ettt e e e et e et e e e e e e e e ettt ettt et et i e it 2T 0 1 5.00 5 4 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................... TTAAAGCTTTGTATGATTAACH. . . ..ot i i i i i it i e 22 1 1 5.00 5 0 1 3 0 0 0 0 0 1 0 0 0 0
................................................................................. TATTAAAGCTTTGTATGATT . « « et ettt e et e e e e e e e ae e e ee e eaeaenaenaena. 20 0 1 4.00 4 2 0 0 0 0 0 0 1 1 0 0 0 0
................................................................................. TATTAAAGCTTTGTATGATTAACCARRA . . ¢t et ee e et e e e eneeneeneenecaeeneeaeeaeeaeeas 28 0 1 4.00 4 0 1 0 1 0 2 0 0 0 0 0 0 0
............................................. ARATAAACAATTGTACATGGCTTTCGTA . « v e e v e e ue e e e e e e e e e e e e e et e e e e et et e e e e e e e e ettt et e e e et ee i 280 1 4.00 4 0 3 0 1 0 0 0 0 0 0 0 0 0
..................................................................... CGTAAAGAAATTTATTAAAGCTTTGTA . « - ¢ e e e ettt et ea e e ee e eeeneeneeneeneeaeeneeaeeaenneeaa2] 0 1 3.00 3 0 0 0 1 0 2 0 0 0 0 0 0 0
................................................... ACAATTGTACATGGCTTTCGTA . « v v e e e ettt et e e e e et e et e et e e e e e e e e e e e et ettt et et e et et ie e 220 1 3.00 3 0 2 0 1 0 0 0 0 0 0 0 0 0
.................................................... CAATTGTACATGGCTTTCGTA . & e et et v ettt et ettt e et et et et et et et et e ie et ee e ee e ia e iaenenaennaa.. 2 0 1 3.00 3 0 1 0 0 0 0 1 0 0 0 1 0 0
.................................................................................... TAAAGCTTTGTATGATTARCC . « v v e e te e te e e e e e ee e ee e e eeeeaeaeiaenaennena. 2l 0 1 3.00 3 0 0 1 0 1 0 0 0 0 0 0 1 0
................................................................................... TTAAAGCTTTGTATGATTAAR. . . ... i i i i i i 201 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0
............................................... ATARACAATTGTACATGGCTTTCGTA . « + v v v e ettt et e e et e et e et e et e e e e e e e e e et et e et et et ettt et ee it eneenaena. 26 0 1 2.00 2 1 0 0 0 0 0 1 0 0 0 0 0 0
................................................................................ TTATTAAAGCTTTGTATGATT . ¢ vt v et e e te e et e e aeeae e e et eneaeaeeaeaaeenennena. 2l 0 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0
................................................................................ TTATTAAAGCTTTGTATGATTARCCARRR . ¢« v et et te e e e e eee e e e ie e eaeeaeaenaenaa 29 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0 0 0
.................................................. ARCAATTGTACATGGCTTTCGTA . « e vttt e ettt ettt ettt et et ettt et et et e e ettt et e e ittt 23 0 1 2.00 2 0 0 0 0 1 0 1 0 0 0 0 0 0
....................................................... TTGTACATGGCTTTCGTARRGARATT . « ¢ vttt te et e et e et e et et e e e e et e e e et et et et e te it eiaenaennens 26 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0
.................................................. ARCAATTGTACATGGCTTTCGT .+« e e v e e e e et e et ettt e e et e et e et e et et e e e ettt ettt et ettt e it et 22 0 1 2.00 2 0 0 1 0 1 0 0 0 0 0 0 0 0
.................................................................................... TAAAGCTTTGTATGATTAACCARR . « o et et te e e e e e eeeeeee e e eaeiaeaenaenaena. 24 0 1 2.00 2 0 0 0 0 0 0 0 0 1 0 0 0 1
................................................................................. TATTAAAGCTTTGTATGATTARR . . . ..ottt i e i i 231 1 2.00 2 0 0 0 0 0 1 0 0 0 1 0 0 0
................................................................................. TATTAAAGCTTTGTATGATTA . « v ettt te e et et e e e eie e e eneeaeaeaenaenaena. 2l 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.......................................... AACARATAAACAATTGTACATGGC . « ¢ v v e ettt e e ettt e e et e et e et e et et e e e e e e e e e et et et et ettt et i e 240 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................... AAGCTTTGTATGATT « - ¢ v e et e e te e et e e et e ee e e e iaeeeeeaeeaenaenae. 150 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................... TTAAAGCTTTGTATGATTAACK. . .. .. i i i i i it 221 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
........................................................ TGTACATGGCTTTCGTARAGAAATTTA . ¢« vt vttt ettt e et e e et e e et e e et ee e e e e ettt ee e eaenaenaenae 2T 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.................................................................................. ATTAAAGCTTTGTATGATTAAC . « « e et et e et ue e e e ae e eae e ie e ea e eaeeaenaenaena. 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................. ARAACAATTGTACATGGCTTTCGT « « v e v v e e et e et et e e e e e et e e e et e e e e e e et e et e et e et ettt ee e te et eia e 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
.................................................................................... TAAAGCTTTGTATGATTAABE. . . . .ottt ittt ittt e e e e 20 2 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.............................................. AATAAACAATTGTACATGGCTTTHE . « . o oottt ettt ettt et et et et et et et e e e e e e ettt e et et ettt e e e 25 2 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
............................................. AAATAAACAATTGTACATGGCTTTC . « v e e v e e ue e ue e e e e e e e e et et e e et e et et e et et e e e e ee e e e e e ee e ta e eaeeeeeaeneens 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.......................................................... TACATGGCTTTCGTARRGAR . « ¢ v v et et ettt e et et e et e e et et et e e e e e et e ettt ettt te e ee e eiaenaenae 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
..................................................................... CGTAAAGAAATTTATTARAGCTTTGT . « ¢ v et e et ee e e e ee e e e e e e eae e e te e eaeeaeeaeeaenaenaenas 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1
................................................... ACAATTGTACATGGCTTTC .+« e et ettt et ettt e e e ettt et e ettt e et e e e e e e e e ettt et et e et ie e ie e 190 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
...................................... AAARAACAAATARACAATTGTACATGGC . « « v e v e e ettt e e et e e e e e e e et et e e e e e e e e e e et e et e e et et e e et 280 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
.................................................... CAATTGTACATGGCTTTCGTARRGA . « ¢ v et e ettt et ettt et ettt et et et et et et e ettt ee e et iaenaenen.. 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
...................................................................... GTAAAGAAATTTATTARAGCTTTGTATG ¢ « ¢ v e e v e e ve e e e e e et et e e et e e et ee e ie e eeeaeeenaennen. 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.................................................. ARCAATTGTACATGGCTTTCGTARRGR . . ¢« vttt ettt et ettt e et et e et et et ettt et e ettt eieiaenaenaen.. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
............................................ CAAATAAACAATTGTACATGGCTTTCGT « e v e e ue e e e et e e e e e e e et e et e e e e et e e e e e e e e e et e et e et et e e e e it ie e 280 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
................................................. ARACAATTGTACATGGCT « &« v et vttt et e e e e et e e e ettt et et et et ettt e et e et et e ettt e et ettt i, 180 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
.................................................. AACAATTGTACATGGCTTTCGR . « « o vt ettt ettt et et et et et et et e et e et et e e ettt 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
.................................................... CAATTGTACATGGCTTTCGTARRGARR . .« « e ettt ettt e et ettt et et et e e e ettt e ettt et ettt eieiaeneen.. 2T 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................... TTAAAGCTTTGTATGATTAARA . . .. .o i i e e ee e 222 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................... ACAATTGTACATGGCTTTCGT « & ¢ v e e v et ee e ue e e e e et e et e e et et et et et et et e ie e e e et eia a2l 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0
................................................................................... TTAAAGCTTTGTATGATTAR . « « e vt e eue e ettt e e et et et tee e eiaeaenaenaennena. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0
................................................................................. TATTAAAGCTTTGTATGATTABE. . . . o .ottt ittt it it i e e ee e e 232 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................. ACARCAACARAACAATAGARRRR . . o« vttt ettt e ettt et e et e et et et e e e e e e e et et e e et e e e e e e e e e e e e e e e e e e et 230 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
................................................................................... TTAAAGCTTTGTATGATTAME. . . .. .ottt i i i i e e e e 21 2 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0
.......................................................... TACATGGCTTTCGTARRGARATT . « ¢ vttt et ettt e et e e et e et e e e e et e e e ettt et te et ea e eaenaenaens 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................... AATTGTACATGGCTTTCGTAR . ¢t vt ettt e ettt et e e et e et e e e e e e e e e e ettt et et e e et et i e it 200 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0
................................................. ARACAATTGTACATGGCTTTCG . « « e e v e e e e e e et e e e et e et et e e e e et e e e e e e eee e e e e et en e aeeaeeaeeaenaenaaa22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
............................................................................... TTTATTAAAGCTTTGTATGATTARCCARRR . « o vttt te ettt e e ee e e e ee e ie e ea e e 30 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
......................................................... GTACATGGCTTTCGTARAGAR . « -« e ettt et ettt e a e ea e e e e e e e e eneeneeneeneeneeneeaeeneeaeeeeeneeaeeaeaa2l 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
................................................ TARACAATTGTACATGGCTTTC « & e e v e e e e ettt e e e e et e et e et e e e e e e e e e e e e e et e et et et et e e i 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
................................................ TARACAATTGTACATGGCTTTCGTARRGAR . « . ot ottt ettt te et et et et et e ettt i e ettt it ie e ieiie e e, 30 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
............................................... ATAAACAATTGTACATGGCT « « e v e et et te 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 et e et et e ettt ie i ie e 200 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
............................................................. ATGGCTTTCGTARAGARATTTATT . « o vttt ettt et e et e et et et et et e ie e ie e iaeaeanennea. 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
................................................................................... TTAAAGCTTTGTATGATTAACCARRR . « ¢ vt ot te e et et ie e ee e te e eeaeaenaenaenaenas 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
....................................................... TTGTACATGGCTTTCGTARRGARAT . .+« ot ettt ettt et e et e et e e e e et e ettt et ettt i e et ie it 250 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................. TATTAAAGCTTTGTATGATTAAC . « ¢ v e et te e ee e et e e e emeeneeneeneeaeeaeeaeeaeeaena. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................ TAGAARAARARACARAT . . ottt ittt et i ettt 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 et 1T 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553487
SRR618934
0001 Makindu_3 GSM343915 NRT 0-2 M023
GGTGTTTGGTTTGTTGTTGTTGTTGTTTTGTTATCTTTTTTTTTGT TTAT TTGTTAACATGTACCGAAAGCATTTCTTTAAATAATTTCGAAACATACTAATTGGTTTTTT TTAGGACTTTAAACACAAAAATAAACGCAATAGTGCATGTCAAAA dsim w501 day-old hours
Read # Hit Total ovaries Testis ovaries |embryo eggs head
dkkkkkkhhkhkhkhkhkkhhkhhkhhkkdhhkhkkhkkdhkdkkdkkx* N D D D D I D D D R D 0 D D D D D D D B kkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkx*xk*x*x gize Mismatch Count Norm Total
cGTGTTTGGTTTGTTGTTGTTG e « - + ¢« e e e et e e e e e e e e e e e e eae e e eae e e e en e ea e e e e e e e e eaneane e e e enseneeneenseneaeeaneaneeeeaeeaeeaeeaeeneeaneneenns 21 0 1 1.00 1 1
......................................................... CATGTACCGAARGCATTTCTT . « . v vttt et e e et e et e et e e e e e e e e e e e et ettt e ettt e e i iieeneenaen.. 210 1 1.00 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[3r:16351739-16351894 + ldsi 75  |lcCA--CAA-A-—-—————m oo CCA-—---———- AACAAC-A---A---CAACAACAAAACAATAGAAA-————————- AAAAAACAAATAARC-AATTGTACATGGCTTTCCTAAAGAAATTTATTAAAGCTTTGTATGATTAACCAAAAAAAA---TCCTGAAA-TTTGTGTTTTTATTTGCGTTAT-~~CACGTACAG-TTTT |
droSec2|scaffold 0:17217387-17217538|/dse 1844 [CCA—=CAA—A———————————— - o - CCA--—--—--- AACAAgEA---A- - -EEECAACAAAACAATAGAAA-————————~- AgraracAAATA A RCERATTCTACATCECTITCCTAAAGAAAT T TATTAAAGCTTTCGTATCGATTAACCAAAAAAAA-——THICTGAAA-TTTGTGTTTTTATT TGCGTTAT -~ ~CACGTACAG-TTTT
+
am3 llchr3r:4640239-4640389 - ldme 421 JlcCA--CAR-A-—---———— o CCA-—-—--—-- AACAAJEA---A- - -ERRCAACAAAACAATAGARA-————————- 2 AEAAATAARCEARTTCTACATCCCTTTCCTALAGAAAT TTATEAAECCTTTCTATGATTAACCAAAAAAAAR- - TCCXAAA-TTTGTGTTTTTATTTGCGTTAT - - —~CACGTACAG-TTTT |
droEre2|scaffold 4770:16945910- der 1521 [CCA-—CAA-A—————————— oo CCA--—--—--- A eln - — -1 - — - CAACAAAACAATAGARA-————————- ARRAAACAAATAARCEAATTCTACATCECTTTCCTAAAGIAATTTATTAAAGCTTTGTAT,ATTAACCAAAAAAAR-—-TCCT@AAA-TTTGTGTTTTTATTTGCGTTAT -~ —~CACGTACAG-TTTT
16946056 +
larovak3|[3R:8702173-8702325 - laya 1796 |ccE--MeARA----------—-mmmmmm CCA--—-—---- Ay X - - —n— - - EEECAACAAAACAATAGARG}--—-—--—- AAAAAACAAATAARCSAATTCTACATCCCTTTCCTANAGHAATTTATTAAAGCTTTGTATIATTAACCARAAAAAAL--TCCTAAA-TTTGTGTTTTAT TTGCGTTAT -~ ~CACGTACAG-TTTT |
droEugl|{scf7180000409490:80962-81115 cCA—-CAAA-— - CCA--—-—-—-- Acancfen---A- - -PEMCAACAAAACAATAGAAA—————————~— AAAAAJCAAATAARCSARTTCTACATCCCTTTICCTAAAGIAATTTATTAAAGCTTTGTATIATTAAC A AR A A AR --IXcCTAAA-TTTGTGT TT AT TTGCGTTAT-~-CACGTACAG-TTTT
+
droBialllscf7180000302402:7353502- CCA—-CAANA-— - CCA--—-—-—-- AR clen - - -A- - -pamcAnEAA A TAGAAA - - — - - ———- AR AReA A TAARC=AATTCTACACCCCTTTCCTAAAGHAAT TTATTAAAGCTTTGTATATTAACI A A AAAAAAS- [N I A A A - T TTGTGT TT TTAT TTGCGTTAT-—-CACGTACEG-TTTT
7353649 -
droTakl|lscf7180000414009:179086- T T R CCA--—-—---- Acancen---A---BRCALNEAAAACAATAGAAA—————————- B2 AACAAATAARCEAATTCTACAEGECTTTICCTAAAGIAATTTATTAAAGCTTTGTATLATTAAIN A A A A A AR - —IACCT/@AAA- T TTGTGT TTTTAT TTGCGTTAT-~-CACGTACA-TTTT
179235 +
droElel|[scf7180000491212:1154180- cCA—-CAAA-— - O TCCACCALY- - - -[SCEERE R - —[§- - - - - [NNVNTNA V.V A AACAAATAAAC-AATTCTACACGCCTTTICCTAAAGIAATT TATTAAAGCTTTGTATLATTAACI\AAAAAAEA - - - cCdAAA- T TTGTGT TT TTAT TTGCGTTAT-—-CACGTARA-TTTT
1154329 +
droRhol|scf7180000778307:14066-14217 CCA-—CAAR A~ — oo CCA-—-—--—-- AcancEa---A—--PREICANCAAAACAATAGAAA-————————~- AREAAACAAATAARCSAATTCTACAGECTTTCCTAL AGEaATTTATTEAAGCTTTCTATI AT TAAC A A A A A A A - - -)cC @A AA - T TTGTGTTTTTATTTGCGTAT-—-CACGTACAI}-TTTT
+
droFicl|lscf7180000454106:2527579- CCA--CAAINg---—-—-— - cCA-- (XIS XIIN R Cfelr - - - - - - A CAAAACAATAGAAA-— - - - ——— -~ e~ ACAAATAARC=AATTCTACACGECTTICCTAAAGIAATT TATTAAAGCTTTGTATLATTAACI A A A A AA AR - -IAcCTEA A - TGTGT TT TTAT TTGC@TTAT---CACGTACEEY-TTTT
2527731 +
droKikl|scf7180000302247:250353~- CCA-—-CAARA-— - — oo CCA-—-—--—-- AcaacEr---f-- - EEcAACAAAACAATAGAAG NN — - - —-AA A A A A A ATA A RCSARTTCTACATCCCTTTCCTAA AGHAATTTATTAAAGCTTTGTATIATTAA N A A A Al A8 - - - LR\ AA - T TTGTGTTTTTAT T TGC[@T TAT---CACGTACA®-TTTT
250510 +
droAna3|scaffold 13340:11049297- dan 90 |WMeA--Maa-Aa-———————————- gy AACS- - B cTcalN- - - -[SCIEEEF N - — S CINEVNAC VNIV e AATAARC=AATTCTACACECTTTCCTALAGIEA TT TATTAAAGCHTTCTATINAT T AN A A A 2 fdn A - - - A AA - T TTGTGT T TT TAT T T — ~ R
11049425 -
droBipl|lscf7180000396374:34261-34385 Bea--Maa-f8———————— N — Tl T - R ol - — - A - — - PC[®ACAAASCAATAGAAA-— -~ - ————— a2 A AT AARCEAATFCTACAECCCTTICCTAA AGIEATTTATTAAAGCHTTGTATATTAACI A A A A (S A - - e A A A - TTTGTGT TT TTAT T T — ~ - e
+
ldps l2:27294854-27295024 - ldps_3827 |ccldCAR-A-——- - — o CCAINNLITY - - Dt e~ (YT Xe - - — 7 A2 A AACAATAGAATN- ININNNNY- 2 2 a2 2 [T A 2 A TA A AN AATTCTACAPECCTRTRINTEA AGIAA T T TETTAAAGCTTTGTATGATTAANCAAAAAAAARY- - [N8N I 2 A - TTTGTGTTTTTAT T TGO T TR ThEACldcc ThiAg- TTTT |
|droper2|scaffold 6:2585052-2585225 —|ldpe 2481 |lcCRRINCAA-A—————-—————mmmm CCAINNIITN - - B 1o~ [ XT.Xe - - - B~ I\ A A A CAATAGAAGN-INTNNENY- A 2 A2 AT A AL TA ARINCAATTETACACCCTTTEINIEA ACHAAT TTET TAAAGCTTTGTATGATTAAINCAA AL AL ANINNN Nl A A - TTTGTGTTTTTAT TTGCIAT THT S NNS CC TR T T T'T |
droWil2|[scf2 1100000004902:4649914~ |[dwi 5415 |[NX8--CAA A TNNNXTNVVYXINN VNG CEoNN NV VNI VNN —— — CCA-———————- A cEAY- /- - - EERCAACAAAACAATAGARA-————————~- . A T A A BCEARTTCTACAHCCCT I NTAA AGAA TT TATTAAAGCTTTGTATINATTAMCCAA AR A A A A NN C LN A A A - T T T TG T T T T TA T T TG — ~ i a—
4650075 +
drovir3|lscaffold 13047:1835021- dvi 24634 |f\Q--Br2-8-----—-—- - CCA--—-—--—-- A cEn—--a—- - c AR AAACAATAGAAALN-LNNNNNTNiA 7 A 2 A A A A T A 2RI NART R CTACAISIGECTTTCCTAA AGAAAT TTATT/EAAGCTTTGTATIATTAACI A A A A A A A AR - I CH TG A A S- T T TG TG T TT T TAT T T — — - e
1835158 +
droMoj3|scaffold 6540:3761896- dmo_3126 |[MNA--CAr AN NXT N XINNINTN, ———————- g--------[% CCA-—--—---—-- A - - - AN cAr A AR A A cAATAGA A LR NNETNNNN- A n A A A A A A AT A A RC=ARTTCTACAICCTTTCCTAAAGAAATT TATTIEAAGCTTTCTATINATTAAN A A A A A A AR - - - IR C TGA AT TTGTGTTTTTAT T TG T TATH - - WA CETAC A -
3762078 +
droGri2|lscaffold 14906:8668142- P VI €I ATNYACTAAAAAAARAAA A A AGTEEEEEEEE E-----I¥I¥elccn-—-——-——- A e - - -E- - - A CAAAACAATAGARA - ————————~— A 1A T A ARCEAATTCTACAMCECTTTCCTANAGAAATTTATIHEAAGCTTTGTATIATTAACCAAAAAAAANINNCCTGANE- TTTGTGTTTTAT TTGCHTTAT - - - i —
8668297 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:16351739-16351894
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:16351739-16351894
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_75.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:17217387-17217538
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1844.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:4640239-4640389
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16945910-16946056
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1521.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:8702173-8702325
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1796.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409490:80962-81115
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7353502-7353649
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414009:179086-179235
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:1154180-1154329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778307:14066-14217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2527579-2527731
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302247:250353-250510
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11049297-11049425
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_90.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396374:34261-34385
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:27294854-27295024
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3827.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:2585052-2585225
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2481.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4649914-4650075
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5415.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:1835021-1835158
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24634.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3761896-3762078
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:8668142-8668297
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_462.html
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[View on UCSC Genome Browser {Cornell Mirror}]

dsi_32461(21:6567325-6567480 - | confident | Canonical miRNA ||intron
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Show Alternate Folds H
Flybase annnotation
intron [2] 6565778 6570336 _-]; utr5 [utr5_minus_830]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
SRR553486 SRR553488 SRR553485 SRR553487
SRR618934
M023 M025 M024 Makindu_3 RT_0-2 Chicharo_3 SRR902009 NRT_0-2 0002 GSM343915
TTCTTAAGTGCTTGAAAAGAAATTTTCAATACAGAAAAATAGACATTTGCGCGTATTCAGCTGAAACGGTCGTTTGCAGTTCAATTCGTTGAGTGCTTTCTTTCGAAAATTTAAACT TTTARAAATACATACT TTTARAGGCTTARATCGATTCCGAGTTAATCACTAATCGAACTGAATCGCAAACAGGCCTTTAGATCCAAAGAAAACCCACCGATAGAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT day-old hours day-old  dsim w501 hours
Read # Hit |Total head embryo male ovaries eggs ovaries ovaries testis eggs Head embryo
khkkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkhhhhhhhhhhhkhkhkhkhkhkhkhkhkkkkhkhhhhhhhhd (((((._ ((((((((((_ (((((. ((((__. ((((__'_ (((((((._. (((((. ((((((((( ........ ))))))))) .))))))))) -.__))) _____ )))) .__)))) .))))) .)))))) _))))))))) L hkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkkkkkhhkhhhhhkhkhkhkhkhkhkhkhkkkkkkkkkkkdkhkhkhd**x gize Mismatch Count Norm Total bOdy
.................................................................................................................................................................. TCACTAATCGAACTGAATCGC . - . ot i i e i e et e e et i e 221 1 22.00 22 18 2 1 0 0 0 0 0 0 0 1
........................................................................ TTTGCAGTTCAATTCGTTGAGTG ¢ « ¢ e e e e et et et e e et e e et et e e et e e et et e e et e et e et e ettt e e et e e et et et et e e et e e et et e e ettt et et e e ettt et et e e ettt e e e e ettt e it ettt ee e teiaenenenneeeea 23 0 1 15.00 15 8 7 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGAATCGC . ¢ v v e et e et ettt et e e et e e e e e e et e et e et e ee e ee i eeaeaeneen. 210 1 12.00 12 6 4 0 0 2 0 0 0 0 0 0
............................................................................. AGTTCAATTCGTTGAGTGCTT « « ¢ v e e ettt e e ettt e e e e e et et e e et e et e e e e m e et e e a e et e e e e e et et et et e e e e et et e et e e et e e e e et et e e e e et e et e et ettt ettt 200 1 10.00 10 7 1 2 0 0 0 0 0 0 0 0
......................................................................... TTGCAGTTCARTTCGTTGAGT G« ¢« ¢ e v e e et et e et et et et e e e e ettt et et e et e et et e e e e e et et e e e e ettt et e e e e e e e et e e 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 e et 220 1 9.00 9 5 4 0 0 0 0 0 0 0 0 0
............................................................................. AGT T AR T TCGTTGAGTGCT ¢ « ¢ e e e e e et e e et e e et e e et et e e et e et et e e et et e e et e e m e e e et e e et et e e e e e e et et e e e e e e e e et e e e e e e e e e e ettt 2000 1 6.00 6 6 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................................... TAATCGAACTGARTCGCARACA . ¢ e e e e e et ettt et et et e et e e e e e ettt te e ettt e eieieaenenen. 22 0 1 4.00 4 1 0 0 2 0 1 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGAATC G . - - - o vttt ettt ettt et e te ettt ettt e e et e et eneneaeaeneenen. 22 2 1 4.00 4 2 1 1 0 0 0 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGAATCGCE . « . ot ittt ettt e e et e e ittt et ettt et e e 221 1 4.00 4 3 1 0 0 0 0 0 0 0 0 0
...................................................... ATTCAGCTGARACGGTCGTTTGCAGTT « - « ¢ e e e v et e et e et et et e e et et e e e et e e e e e e a et et e e et et e e e e e et et e e et et e e et et et e e et et e e e e et e et e e e e et e e e e e et e e e e et e et e et ettt 2T 0 1 3.00 3 0 0 3 0 0 0 0 0 0 0 0
........................................................................................................................................................ TCCGAGTTAATCACTAATCGAACTG .« « v« v v e et te et ettt et e e e et e e e e e e e e e e et e et e et e et te e e e i eieeneiaeaennen. 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0
........................................................................... GCAGTTCAATTCGTTGAGTG « & + ¢ v e e e e ettt e e ettt e e e et e e et e e e e et e et e e et e et e e e e et e e e e et e e e ettt et e e et et e e e e e e e e e e e et e e e e e et ettt 200 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGAATCGCA . ¢ o et et et et et e e e et e et e ettt e e e ettt e e et ettt e eeaenea 22 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0
...................................................................................................................................................................... TAATCGAACTGAATCGCARAC. « o oottt i it e e e ittt et ettt e e 221 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
......................................................................... TTGCAGTTCARTTCGTTGAG . « « ¢ e e e v et et et e ettt e e et ettt et et et e et e et et e e e et e e et e e e et e e e e e e e e e e et e e 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 e et 200 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0
...................................................................................................................................................................... TAATCGAACTGAATCGCARACAG . « ¢ o e ettt et et et ettt te e e e et te e eaeneneteeaenenenneaeaenenea 23 0 1 2.00 2 1 0 0 0 1 0 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGAATCG « « v et vt et te et ettt et e e et et et et et e et e et te et eiaeneaenaeneen. 20 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGAATCGC . - . ot it ittt it i it it ittt it ittt e et et ea i 221 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGAATC . « « e e ettt te e ettt e e e e et et et et et et te e e et ee e ia e eneeneaeeaenaea. 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0
...................................................................................................................................................................... TAATCGAACTGAATCGCARAC . + ¢ e e e e et et et et e e e e e et et e e ettt e e e ettt eneaeaenene. 2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGARAT « ¢+t e e e ettt et et e e et e e et e e et e e e e et ee e eaeneneeeeaeaenenenaeaenan. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGAAT CORIE . . . & ottt ettt et ettt e ettt ettt et e et et ettt et et e 222 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGAATCGIE. « - - o vttt ittt ittt ettt ettt et ettt ettt e et tee e eneaaeneenen. 22 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. TCACTAATCGAACTGAATCGC . . o ¢ ottt ettt et ettt ettt ettt ettt et e e 232 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.......................................................................... B0 ek o0 NN i o]e i TN i c s RN 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................... AATCGAACTGAATCGCARACAGH . - . o ot i i e i et et et e e 231 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
........................................................................... GCAGTTCAATTCGTTGAGTGCT « « « « v e e e e e et e e e e e et e e e e e e e et e e e ettt e e e e et e et e et et et e e e e et e e e e et e et e e ettt e e e et e et e e e e e e e e e e e e e e e 220 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
.................................................................................................................................................................... ACTAATCGAACTGAATCGCA .+« et e ettt et et e e ettt et et e e e ettt e e ettt eaen e eeaeaeneneaneaea 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................... AATCGAACTGAATCGCARACAGH . « o ¢ ottt ittt ettt ettt e e ettt et e n e et eaeneneeeeaenenee. 23 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................................. GCCTTTAGATCCARAGARA . « ¢ et et ettt e e een et teeaeneaeeaeaenenenaaeae 19 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0
........................................................... elok el V- NofeTeh Tote i1 FU PP N T 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0
Anti-sense strand reads
SRR553487 SRR553488 SRR553485
SRR618934
M023 NRT_0-2 RT_0-2 Chicharo_3
AAGAATTCACGAACTTTTCTTTAAAAGTTATGTCTTTTTATCTGTAAACGCGCATAAGTCGACTTTGCCAGCAAACGTCAAGT TAAGCAACTCACGAAAGAAAGCTTTTAAATTTGAAAATTTTTATGTATGAAAATTTCCGAATTTAGCTAAGGCTCAATTAGTGATTAGCTTGACTTAGCGT TTGTCCGGAAATCTAGGTTTCTTTTGGGTGGCTATCTTTGTACAGGTTCGGTCATGGTTACTCAGGCAGGAA hours hours dsim w501 day-old
Read # Hit Total head eggs eggs ovaries ovaries
AR e e N A (I N T T T T R T N T T T MDD DI e D)) el 1))) o)) ) ) ))) ) )))) i) )))))))) Sk ke k ko kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total
................................................................... 0N eT o8N et o) ¥Xe 1 .V-Xe oV~ SN 1 1.00 1 1 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|21:6567275-6567530 - dsi_ 32461 TTCTTAAGTGCTTGAAAA-~GAAATTTTCAA-—————————————————————————————— TACAGAAAAATAGACATTTGC-—-—-- GCGTATTCAGCTGAAAC-—--— GGTCG-——————————————————————— TTTGCAGTTCAATTCGTTGAGTGCT TTCTTTCGAAAATTTAAAC-—TTTTAAAAATACATA-——————- CTTTTAAAGGCTTAAATCG--—-—- ATT--CCGAGTTAAECACT-=AATCCAACTCAATCCCA-AACAGGCCT-TTAGATCCAAAGA---AAAC--—--CCACCGATA--—--—-—- GAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT
droSec?|lscaffold 3:2332057- dse 1819 [[TTCTEAAGTGCTTGAAAA--GAAATTTTCAA-————————————————————————————__ TACAGAAAAATAGACARTTGC------ GCGTATTCAGCTGAAAC-—--- GGTRG--———— === TTTGCAGTTCAATTCGTTGAGTGCT TTCTTTCGAATTTAAAC--TTTTAAAAATACARA-——————- BT TTTAAAGGCTTAAATCG-—-—-- ATT--CCGAGTTAAFCACT==AAICEARCTCAAICEEA - AACAGGCCT-TTAGATCCAAAGA-—-AAAC—-—-CCACCGATA--——————— GAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT
2332312 -
|dm3 lchr21:6793338-6793591 - |ldme 435 |TTCTEAAGTGETTGAAAA--GAAATTTTCAA-—————————————————————————————— TAC[EGAAAAATAGACATTTGC-—-—-- BRGTATTCAGCTGAAAC-———- GETCG-—— === — - TTTGCAINT TCAATTCGT/EGAGTGCT TTENT T TCGAAAT TTAAAC--TTTTAAAAATAATA- - ———-- BT TTTAANGGCTTAAATCG--—--— ATT--CCGARTTAATCACT==AACCAACTCAACECA-AACAGGCCT-TTAGATCCAAAGA-—-AAAC—---CCACCGATA-———————- GAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT]
droEre2|scaffold 4929:15709671- TTCTEAAGEGCT TGAAAA-~GAAAT TTTCAA- ———————————————————————————_—_ BrcAGAARAATAGACATTTGCEN RIS N~ T Thin TG N Clee i — - -~ - - - __ TTTGCAGTTCleARRMCTEeAGTGCTTTCTTTEcAA ST TleAAC- - TTTTAAAAATACETA- - - —- -~ WTTTTAARNGGHTTEAATCG-—-—-- ATT--CCRAGTRAARCACT-—AAICCAACTCAACECA - AACAGGCCT-TTAGATCCAAAGA—-~AAAC-——-CCACCGATA-———————— GAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT
15709934 -
ldrovak3|2L:6115189-6115466 + ldya_ 1803 |TT@TRAAGTGCTTGARAA--GAAATTTTCAA-———————————————— - ———— TACAGAAAAATANACATTTGC-—-—-- BciaTTEAGCTGANRC----- Gt LT N LS YL ST N Leleleb Il \r T TeCAG T TC AT TRmeCAGTCE T TTC T @A A T T A AAC- - TTTTAAAAATACATA-—--———- BT TTTAMNGGHTTEAATCG-—-—-- ATTENCE A G ATCACT -~ AAICCAACTCAASICECA\A ACAGGCCT-TTAGATCCAAAGA— - —AAAC-——-CCACCGATA-———————— GAAACATGTCCAAGCCAGTACCAATGAGTCCGTCCTT]
droEugl|lscf7180000409463:2325815- TNEAAGTGCT[ECRA A - - R A T C Al -~ — = === == — - — e AING- - - - -[-CcTleCc- - - - - - -EEEEE e - — - — - C A e e TTTRCALNT TCAl T TR AT G T TS T/ A A LA Al - - TT T T8AAAA T AA NS e SN T T TiiA ALV T efele o[l b S V.Y - B - [Nl LR G T T A AN C AR T = Al CAAC TR Cii ~ - @A CAGGCCTIT TAGATHCAAAGA N EA c- - - -ccacceala- - - - ———-- GEAACATGTCCAAGCCGTACCAATGAGTCCGTCCTT
2326039 +
droBiallscf7180000302422:2558328— A - - - - - - [Ele C T A L Tl - — - TN G R ANTINTINNNNGCENEC - - - - - - -EEEEE. e — = = = = - - S T T TrechcTTCAT ThE N T R AT G TIXT XS T/ A AL TR AN - ~ TTT TSAAABTACATA - - — -V - I T/elefeln A AN C T/efeln ASCEVEENAA T T - I L el T N A T = Rt JelC T G ARSI NG e - A CAGGCCT-TTAGATICAAAGA---AAAC-—--CCACCGAAINNY- - -NcarafiaTcTclrAaGCCl8G THCCAATGAGTCCGTCCTT
2558554 -
droTakl|scf7180000415361:102122— N CHEAAGTGCTTGSAE- - AAA T/l — — - — = — = — = — = — - ——— BRCAAARAAATEGECAET T —-—-- e — — — — = = — R e T TTTNCAGT TCAE T TR TN\ T G T T TENE T e G Al A TR e A Rl T T Tfa A2 A T[SRIA THY- — - — - — - - claT rlga 2V NTelen 2 SE T NN LTV Nl - c LY G TR A e AT \AAC CAAC TGl ARRIIC 2 - A CAGGCCT- TTAGATCCAAAGA—--AAAC--—-CCACCGAL R SINNITNING A A AA TGTCCAAGCCEGTACCAATGAGTCCGTCCTT
102357 +
droElel|scf7180000490640:490471- A - - - - -[NEliT CTINTAA - TT-[AATINCTACGGAGT TTAAATAACGTATAAAAAGCAAGHGTINTINVNAGCINEG - - - - - - -EEEEEE e — = = = = - - S AfIA - - — - — - - B —— ————___2J\C-GTAGTATATGARNTIATTAGHC- - - - N e N e - - OO A A C T G AAlSICCh el - A CAGGCCT - TTAGATRRIAAAGA—-—AAAC----CCACCGAA- - —-————- EAAACATGTClEAAGCCEGTACCEATGAGTCCGTCCTT
490666 -
AroRno1[Sci 7180000775441 156107 T B e e S - B o o D S TR OIERRIN " CA0GCCT - TTAGATOMR ARG - AAAC--—~CCACCGATA———————— B CATGTOCARGCCAGTACCRATGAGTO0GTCCTT
56207 -
AroFicl[sci1180000453815 131577 SO B e e R - IO O I B CeARuITE 070G CT M AGRTECABAGA ARG --~COACCGATA————————- B A CATGTCCARGCCROTICCAATGAGEO0GTCCTT
131657 -
droKik1||sc£7180000302468:363257- - ettt ~ ~ =~ = ettt ~ ~ ~ ~Aalala~ = === =TSmmmsomssomses B i ettt G~ === = = 28~ -ccopeTT ANl AN GARCT GARICORR - B CAGGCCT - TTAQATCCARAGAIEIAAAC -~~~ CCACCGTR - —------- GAAACATGTCCAAGCCEGTECCAATGAGEEICGTCCTT
363365 +
I ———
Arohnadlacatfold 12016:8311201- SO e e e R - s I S CESSEnIS S DR B B B o7 101Cg A oC B R AA TR OO TORTT
8371525 -
I ——
aroBipl[sci7180000396512:3021 716~ SO B e e S - e I EONEES CESSSSRS S BERER e B B o7 16100 A BoA P C g T oG ORI
3021750 +
————
a5 [Aoroupli3802207-390225% O B e e e S s I OO DO S s e CoAcm - B oA TaTCCRA RO RERp CCRAT GRERRGTCCTT
——
droper?acaifold 5:1368113- S B e e S - e I ONEE S s I §c - CoACOmR - B o TaTCCAA RO AERp CCgA T GRERReTCCTT
1368161 +
————
Arovir3acatfold 12963:3842060- SO B e e e S s I EONEES DO S T §c - CoACOm - BT 1010g AR CBoTACCRAT R T
3844104 +
Gromo33acatfold_6500:1696803- T B e e S - e I OO D s I (e AR - - TR T TV B e cag—————
7696856 +
L
AroGriZacatfold 15252:1552082- SO B e e e e - s I OO D B B T e COACOmR - - T IV BE T B g ]
1553032 -
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http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1803.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:2325815-2326039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2558328-2558554
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415361:102122-102357
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490640:490471-490666
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778441:56107-56207
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453815:131577-131657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302468:363257-363365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:8371491-8371525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:3021716-3021750
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:3902207-3902255
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:1368113-1368161
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:3844060-3844104
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:7696803-7696856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:1552984-1553032

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi_2965|31:12518324-12518392 + | candidate | Mirtron |intron
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Show Alternate Folds H
Flybase annnotation
intron [31 12518324 12518392 +]; CDS [31 12518393 12518584 +]; CDS [31 12518167 12518323 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553488
MO53 SRR618934
M025 M023 M024 0002 0001 RT 0-2
TCATTTTGTGCCTGTTAATTTCCTTTACATAGGTGAGCGGAATGTTCAATGTAAGTTTCATGGGTAAAGGTATATATTTCCTTTTAAGTAT TTTACTTACTTTAGAATTTTCT TCTCAGATATGGATCTTCATTATGACAATAATGGTCCACGCTGGCTTGCAGTTGGC female dsim w501 hours
Read # Hit |Total embryo head male body Head ovaries Testis eggs
e e 3k ok ok e 3k ok ok e e ok ok e ok ok ok ok ok ok ok ok ke ok ke e ok ke sk ke sk ok ks ok ke ke ok ((( (... ((( (CCCCe e e ))))) D)) e IO ) e hhkkkhkhkhhkkrkhkkkhkkkkkkhkkkkkkkkkkkkkkkkkkkkkk**x*k*** gsize Mismatch Count Norm Total body
................................................................................................ TTACTTTAGAAT TTTCTTCTCAGH . -« ottt e e i it et 241 1 51.00 51 36 13 2 0 0 0 0 0
................................................................................................ TTACTTTAGAATTTTCTTCTCAG . « v e et eeeeee e eee e ae e e e eeneenaeenneennenaees 23 0 1 30.00 30 6 17 6 0 0 0 1 0
................................................................................................ TTACTTTAGAATTTTCTTCT ¢ & v ettt ue et e e e et e e e e ie e eie e eieeneenaeenaees 20 0 1 13.00 13 1 11 1 0 0 0 0 0
................................................................................................ TTACTTTAGAATTTTCTTCTCAGR . &+« v et e e e et tee e e e eiee e eneenaeanaennnenaens 24 0 1 12.00 12 2 6 3 1 0 0 0 0
................................................................................................ TTACTTTAGAATTTTCTTCTC . + ettt ee et e e et et e et ie e eie e e eneenneenaees 2l 0 1 8.00 8 3 5 0 0 0 0 0 0
................................................................................................ TTACTTTAGAATTTTCTTCTCAGE . -« ¢ et e et ie e iie et eie i eie e e 24 1 1 8.00 8 6 2 0 0 0 0 0 0
................................................................................................ TTACTTTAGAATTTTCTTCTCAGE . -+« v e ettt te e tie e et ie e ie e eie e 24 1 1 3.00 3 2 1 0 0 0 0 0 0
................................................................................................ TTACTTTAGAATTTTCTTCTCAGARE. . ..ottt it 251 1 2.00 2 2 0 0 0 0 0 0 0
................................................................................................. TACTTTAGAATTTTCTTCTCAG . « « v v e te et et te e ee e et tee e eaeeaeeaenneenaee 22 0 1 2.00 2 0 1 0 0 1 0 0 0
................................ GTGAGCGGAATGTTCAATGTAR . ¢« vttt et ettt e ee et et et e e ettt e e e e e e e e e e e e e e e e et e ettt e et e e e e e e e et e e e e e 220 1 1.00 1 0 0 0 0 1 0 0 0
................................................................................................ TTACTTTAGAATTTTCTTC . ¢« e e vt e ee et e e et eee e e e ie e eaeeaeeaeenaenaeenaee. 19 0 1 1.00 1 0 1 0 0 0 0 0 0
................................................................................................. TACTTTAGAATTTTCTTCTCAGE . « vt i ettt ettt et e e 231 1 1.00 1 1 0 0 0 0 0 0 0
..................................................................................................... TTAGAATTTTCTTCTCAGH. . ... oo i e 191 1 1.00 1 0 0 0 1 0 0 0 0
................................ GTGAGCGGAATGTTCAATGTARGTT . + ¢« e e e ue ettt ee ettt e e et e et e e e et et e et e e e e e e et e e ettt e e e e e et e et e e et et e et e ettt 250 1 1.00 1 0 0 0 0 0 1 0 0
B e el o] o e iy WX i o] o 20 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................ TTACTTTAGAATTTTCTTCTCA . ¢« vt ee et et te et et et e te e eie e eiaeeaeenaeenneen 22 0 1 1.00 1 0 1 0 0 0 0 0 0
................................ GTGAGCGGAATGTTCAATGTARGTTTC « « o e e v e ettt ee et e e e et e et e e e e e e e et e e e e et e e e et e e et e e e e e e e et et et te et ee ettt eiaeenaeenneee. 2] 0 1 1.00 1 0 0 0 0 0 1 0 0
................................................................................................. TACTTTAGAATTTTCTTCTCAGH. . ... ot i i i i i 231 1 1.00 1 1 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488
SRR618934
RT_0-2  GSM343915
AGTAAAACACGGACAATTAAAGGAAATGTATCCACTCGCCTTACAAGTTACATTCAAAGTACCCATTTCCATATATAAAGGAAAATTCATAAAATGAATGAAATCTTAAAAGAAGAGTCTATACCTAGAAGTAATACTGTTATTACCAGGTGCGACCGAACGTCAACCG dsim w501 hours
Read # Hit Total ovaries | eggs embryo
Tk dkokkkdokkkdkokk ko ko kkdkok ok dkokkdkok ko kkdkkrdekkrddk ((((( (..o ((Cooo (CCCCennennn.. ))))) D)) e IIID) ) e e hkkhkhkhkhkkkhkhhkhkkkhkkhkkkkkkkkkkkkkkkkkkkkkk*k***** | gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[31:12518274-10518442 + |dsi 2965 ||TCATTTTGTGCCTGTTAATTTCCTTTACATAGGTGAGCGGAATGTTCAATGTAAGTTTCATGGGTAAAGG-—————————————- TATATATTTCC--—-TT-TT-——-———-————————— AAGTA-TTTTACTTACTTTAGA-————————————————————————__ ATTTTCTTCTCAGATATGGATCTTCATTATGACAATAATGGTCCACGCTGGCTTGCAGTTGGC |
ldrosec2|lscaffold 0:5001053-5001221 +| |TCATTTTGTGCCTGTTAATTTCCTTTACATAGGGAGCGGAATGTTCAATGTAAGT TTCATIGGTAAGG-——————-——————- TATATRATTCC--——TT-TT-——-———-————————— AAGTA-TTTTACTTACTTTRGA-—————————————————————————_ ATTTTCTTCTCAGATATGGATCTTCATTATGACAAMAATGGTCCACGCTGGCTTGCAGTTGGC |
|am3 lchr31:12816735-12816903 + || |TcaTTTTeTGCCTGTRRATTTCCTTTACATAGGGAGCGGAATGTTCAATGTAAGT TTCATHGGTRIAGG -~ - - - - - - - - - ——- BATATATTTCC--—-TT-IdT-—-— - - —— AT - T T TACT TACT TTRGA-—————————————————————————— ATTTTCTTCTCAGATATGGATCTTCATTATGACAATAATGGTCCACGCTGGCTTGCAGTTGGC |
droEre2|scaffold 4784:12829234- TCATTTTGTGCCTGTRAATTTHCT TTACTAGGGAGCGGAATGTTCATGTAAGTTTCATHGETANACE----—-- TTT T - — - — - - - - — - — CCRR I A 2 B EAGTH-TTTRARTTACTT THGA- -~ -~ - == - - = m oo - ATTTTCTCTCAGATATGGATCTECATTATGACAATAATGGTCCACGCTGGCT TGCEGTTGCH
12829398 +
|drovak3|[3L:12891459-12891622 + | |rcarrrToTcccToTRAATTTRCINATACATAGAGAGCGGAATGTTCAATGTAAGT T TRINTHGG T ANESS - - - - - - - TTTT T - --————-———cCC - . ARGAETTTRACTTACTTTRGA -~~~ ————————— -~ ErTTTCTECTHAGATATGGATCTECARTATGACAATAATGGTCCACGCTGGCTTGCAGTTGGHY |
droEugl|lsc£7180000409466:4913962- AT TTGTGC T T TR CT TTACATAGGEGAGCGGAATGTTCAATGTAAGT T TENETIRNG TAAAGH - - —- - —- Y- — — — ety e — ] — — — — —— — ————————— - Q- —--——————— - —_TEEEA AGTCTAACEEEEEEE e T T T N AGA TATGGATC THCAT TATGANAATAATGGTCCCGCTGGC T§GCAGTTGGC
4914116 +
droBial|scf7180000302529:802518— SATTTTGTGCCTOTSATT TCHT TTACATAGCEGAGCGAA TN T cAldTcTAAGT TTHA TRENG TAlEAGHY by - AT T T TiJeeiC THAGI TATGGATCT TCATTAMGACAARBAATGGEICCACGHTGGCTTGCAGTTGGC
802681 -
droTakl|[sc£7180000415185:7455-7618 || [BBar@rercccTrBAATTTCHT TTACATRGGEGAGCCAATRITRCAATGTAG T TTIEATGGGTAAAGH “fe--IyrrrecedcTiAcier TcoAlcTTCATTARGARAATAATGECCACGHTGGCTTGCAGT TGGC
droElel|scf7180000491255:1210900- iaTTrTRTGCCTETEART T\ ClT TTACATAGGEGARCGaATGTEcAATGTAAGT T TC AN TAAEGH TAATAAGCATTTCTTATTTATTTGRT TCCilNeiicoiiT/NE TNl A AN ETNNSN TV A LV N Tele  SIehNele Tjdeleleh iele c/chlidelele
1211063 +
droRhol|scf7180000777230:29994-30157 SirTTTTCGCCTTlgAAT TR ClTTTACATAGCGAGC A AT T CAATGTAAGT T T SENNT 2 AlEC]el PN N e N I R N S e - T T T TCT T AGI T A TGGATRTINCAT TATGACAATAASGGECCACGHTGGC TTGCHGTTGGC
e
droFicl|scf7180000453839:192207~ A TTT TG CCTGTA A TINGT TTACATAGCEGAGCGGAATIITECAATGTAAGHT TLRTY. N ~ G PN NN e S S TN N Ry b b b d pe T TTC Tl C THAGH T A TGGARC TRICAT TAGACAATAATGERCCACGHTGGC TTGCAGT TGGC
192368 -
droKikl|scf7180000302272:461796- TIXTTTTGTGCCTIINAATIXSC CcTRAT Al TlEGGlEcAaGCcGGaATITEcAA TG TAACTE CEN S s TA ARG - - - - - - — - — - - - —- CTiT A Gl A T T C R - C R R AENTH-RATTTACT TRAT T TGA - — - -~ - - BT TCTTiECAGHTATGGARCTECAT TAMGARRNEA AlGGI¥cACcelTGGC TG Clgs T TGGC
461961 +
droAna3|scaffold 13337:19772938- ST rcldiccTiTlgAATT T T TR CA TAGGCEGARC IR AT T TC AR TG TA A GI T T — — — — — — == ————— - - - - — - N TS Il C A T T T T T T TA T A A R e A i G 2 i T A I T € T et s AT[ET TR THAGA THTGGATCTTCATTAMG AR A AldGGc cACGHT GGl TG Clec TG Ge
19773105 -
droBipl|scf7180000396360:962053— gerTTTclccTleTlgaaTT Tt TCA TR GCc AR A a AT TeaATeTAA G T CR T e TR - — - —--—-—-—-—- - — - - T R R T A T = = - B A - - - N A A T T arrTri\iThiacA Tl TGGATC T\ AT TAldCAlIssleiA TG clccliT ool Tl cldc T Ta g
962210 -
dp5 XR_group6:11652007-11652160 carTrreToccTiT e T TR T T ACK TG GG AL CIENEA A TEN T C A ARG T ARG T T/l Chdelel il e - —— ———————— - TGGH--—-—-——— - — 2 A - A G e -t T AR TEAR T TTANA - - - e IAccacch TIterNE CINGINIAGRIERIACIFAC A TIC ALY Xilele A Se r(ele Tielelehiclele c AliliNelele
droPer2|scaffold 20:1576751-1576912 earrrreTeccTH TS A TR T/ T A CRTHG GG ARNCENSA A TIN T C A ARG T ARG T T8l Cifelo Jol I — — - —— - — - —————— e — — ~ — T[g- Th- - - — = — === === ————— ALY T AlNTlEARTTTARA - - - - cccccGARRTTCCGCECHTIMENE CllGIEaNCIETINCIINC/EN T C ALVl 2 ¢ T ofe TjeleleliG elelc Al el
droWil2|scf2 1100000004511:5506563- TINETTTTGTGCCleTea T TR e T AR TG G TGARCGGAA TN CAA TG TAA G TG T NC e - —————————————~— - — - — - [ IR 2 B R e AGER - T T N e AREITCA TR C TAJETiEA A A TINE TR TiNEIeT A Sl A FNGEAC/EFNTINC AJNAC/EE A T/SNe TNl eleilG S NeliGEe T|
5506716 +
drovir3|lscaffold 13049:22705548- dvi 20982 |carTTTTRCCJSCINSAT T TCHT T T AR T8GGEGAGC GINA AT TTRIARING TAA G T/ eR N A SRl ——————— -~ CAGH---—----——- B - Al ATAT TCT TG CCTTICE- - B - - - - — - - - TACH CCC T et bttt ATeTRATIMIN A TliTGealgcTEcaTTATGACAEA AldGCIXECACol TG TRG C@XTiGGC
22705709 -
droMoj3|scaffold 6680:17323455- I TEACIGiNehiA ofelife CiCLURRNO TIRREAT TikT(eleiC/ehln A ALY A A TENT CIEWNATINA A TSN - - - - - -EATTCTAT TACEEEE e T e - — - AT - — - ——————————- - - - — - R T ChN A i C I T R ARRT T THINAGA T TGGARACTECARTATGACAMEA A TGGLYGNSC I T GG TEGEREAT TGGlY
17323610 -
droGri2|scaffold 15110:20827274- TCATTTTRTRC G, AR TIRT T TACH TG GEGAGCEAA TIITIN AN T G TA A G T AL G i~ G N S Y- — - — - CRl - - - - — - —- - - - CEEECIiA- GGAREE R - - AfNEA NG - - - - - CAR A T T e IACilCG TG T GONINETINEINC NGV ININTNC 2LV Clele» SJINSIE rilelelehiicele ClEhic/elele

20827433 +
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PASS/FAIL

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
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phyloP LRT conservation scores

Conservation

.
12,518,300 12,518,350 12,518,400
Genomic Position
Hairpin partition Mature

12,518,450


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12518274-12518442
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12518274-12518442
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_2965.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:5001053-5001221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:12816735-12816903
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:12829234-12829398
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:12891459-12891622
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:4913962-4914116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302529:802518-802681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415185:7455-7618
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1210900-1211063
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777230:29994-30157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453839:192207-192368
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302272:461796-461961
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:19772938-19773105
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396360:962053-962210
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:11652007-11652160
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_20:1576751-1576912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5506563-5506716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22705548-22705709
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_20982.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17323455-17323610
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:20827274-20827433

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}
dsi_72||x:18470462-18470522 + | confident | Canonical miRNA | antisense_to_SpUTR

Legend: mature star i ukied B T8 nismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity

Conservation
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Genomic Position 177 18 19 20 20 22 23 & I | I
Size Condition 18,470,450 18,470,500 18,470,550
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to utr5 [utr5_minus_13073]; Antisense to five prime UTR [x_ 18469925 18470476 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553485 SRR553488
SRR618934 MO053
M023 0002 Makindu_3 Chicharo_3 GSM343915 SRR902009 0001  M024 M025 RT_0-2
CCTGCCCCCGCTCGCGTTACAGACGATATATGTAGTCGACGAGTTGGTAGTCCGCAGTGTGACCGCTTATCGAAAGATATCGCAGTCCGATATGCGATATCACTGGGGCTACCTGTCGCCGAACGGTCCCACTGAGTGCGATAGATGCCGGACATTGCATT day-old day-old  dsim w501 hours female
Read # Hit Total head Head ovaries ovaries ovaries embryo testis Testis male embryo eggs body ovaries
AR e e N (A R e (N N T IIINIID) D)) e IO )) D)) L)) ) L)) ) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
.................................................. TCCGCAGTGTGACCGCTTATCG ¢ & ¢ v v e e e e e et e e et e e e e et e e e e et e e e e et e e e e e e et e e e ettt e et ettt 22 0 1 31.00 31 8 10 0 1 1 6 0 2 0 0 0 1 1
......................................................................................... ATATGCGATATCACTGGGGCT « & ¢ v v e e et e eeea e e e eneneeaenenaeaeneneeaenenneaas 2l 0 1 24.00 24 14 0 5 2 1 0 0 0 0 2 0 0 0
.................................................. TCCGCAGTGTGACCGCTTATCGA . « v v e e e et et ettt et e e et e e e e e et et et e e ettt et et e e ettt et et eneiea e eiaeneneeae. 23 0 1 13.00 13 0 0 2 6 1 1 0 1 0 1 1 0 0
......................................................................................... ATATGCGATATCACTGGGGCTA . « & vt e et e e e e e e e eneeacneneeaeneneeaenenneaas 22 0 1 7.00 7 1 0 1 1 0 1 3 0 0 0 0 0 0
......................................................................................... ATATGCGATATCACTGGGGC . ¢« e v vt ettt e ettt e et te e eiaeneneeaenenneaes 20 0 1 6.00 6 4 0 0 0 0 0 0 0 1 0 0 1 0
.......................................................................................... TATGCGATATCACTGGGGCTA . ¢ v et et et e ee e e e te e eeeneneeaeneneeaenenaeaaa 2l 0 1 4.00 4 0 0 1 0 0 0 2 1 0 0 0 0 0
......................................................................................... ATATGCGATATCACTGGGGCTM. ¢« v vttt ettt ittt it et ettt ie e e 22 1 1 4.00 4 1 0 0 0 1 0 0 0 2 0 0 0 0
.................................................. TCCGCAGTGTGACCGCTTATC . « v e e e e e e et e e et e e e e et et e e et e e e e et e e e e e e e et e e e e e e s eeeaeneaaeaeneeaenenaeaaa 2l 0 1 4.00 4 2 1 0 0 0 0 0 1 0 0 0 0 0
......................................................................................... ATATGCGATATCACTGGGGCE . ¢ v v ettt ittt ittt et ettt e et ee e e e 21 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................... ATGCGATATCACTGGGGC « ¢« e e v et et et e e et ee e s eeetaeneeeeaeneeaeneneeae. 18 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................... ATATGCGATATCACTGGGGCH . ¢ o vttt ettt ettt et ettt et et i e e ieeen e 21 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0
......................................................................................... ATATGCGATATCACTGGGGH . « « ¢ o vttt e it te ettt ee ettt 20 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. TCCGCAGTGTGACCGCTTA + ¢ v e v et e et et et e e et et e e e e et e et e e e e et e et e e e et et e e ettt et ettt eieneneeae 190 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
..................................................... GCAGTGTGACCGCTTATCG « « + v e e e e et e et et e e et e e e e et et et m e e e e et e e et e e et ee e eneeeaeneeaeneneeaeneaneaa 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
......................................................................................... ATATGCGATATCACTGGG + « « e e e v vt ettt e te e e et e e et teee et taeaeneaenenaeae. 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................... TATGCGATATCACTGGGGC . « e e e et et et e e et e e eneeeaeneeaeneneeaenenneaaa 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................... ATATGCGATATCACTGGGGCT A . & o v vt ittt et ittt ettt e ettt eea e 232 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
......................................................................................... ATATGCGATATCACTGGGGCTAC . « + t et ot e e e et eeee e eeenenaeaeneneeaenenneaes 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.................................................. TCCGCAGTGTGACCGCTT « + « e e v et e e e et et et e e et et e e et e e e e et e e e e et e e e e e e et e e e ettt e e e 180 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................... TATGCGATATCACTGGGGCTAR. . ..ot i it e e e i e 221 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
................................................... CCGCAGTGTGACCGCTTAT « ¢ e e e e e e et e et e e et e et e e e e et e e et et e e et et e e et e e e e e e e et teeaeneteeaeneeaenenneaenaea 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
.......................................................................................... TATGCGATATCACTGGGGCT « « ¢ v e v e e et e ee e et e e eeeaeneeaeneneeaenenneaes 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0
.................................................. TCCGCAGTGTGACCGCTTAT ¢ « ¢« e e e e e et et e e et e e e e et e e e e et e e e e et e e e e et e e et e e e e e e s eeetaeneaaeaeneeaenenaeaaa 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................... GTGACCGCTTATCGARRGA . ¢ « ¢ v et et et et et ettt e e e et et e e e e e ettt e e ettt e ettt et ee e eeeaeneaene. 190 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. TCCGCAGTGTGACCGCTTATCG . « « « « o e ottt ettt et ettt e ettt e et et e et et e et e e e et et enaeaeneaeneneeae. 23 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
.................................................. TCCGCAGTGTGACCGCTTATCG . « « o e ettt ettt et ettt e e et e e e et e e e et e e e ettt e ettt et et et et 23 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
....................................................... AGTGTGACCGCTTATCG « + « e e e e e et e et ee e e et et e e a e et e e et et et e e e et te e eneeeeneaseaenenaeaeneaneaeneaaeaea 17T 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
........................................................................................................ GGGGCTACCTGTCGCCGAACG e « v e vt e v e eaeeeeeaeeeeaeneneeaenen. 2 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553486 SRR553485
M053 SRR618934
M023 M025 SRR902009 NRT_0-2 Makindu_3 M024 Chicharo_3 GSM343915
GGACGGGGGCGAGCGCAATGTCTGCTATATACATCAGCTGCTCAACCATCAGGCGTCACACTGGCGAATAGCTTTCTATAGCGTCAGGCTATACGCTATAGTGACCCCGATGGACAGCGGCTTGCCAGGGTGACTCACGCTATCTACGGCCTGTAACGTAA hours day-old female day-old  dsim w501
Read # Hit |Total head lembryo testis eggs ovaries male body | ovaries ovaries embryo
R e Y N O (N T (T T T IIIIINI) )Y e IO ) ) ) L)) ) L) )) .. ke kkkkkkkkkkkkkkkkkkkkkkkkkkkk*x* gjze Mismatch Count Norm Total body
................................................ TCAGGCGTCACACTGGCGARATAG . « « « « e e et et e e et et e e e e e e et et e e et e e ettt e ettt e et te ettt ieeaeneaenenaeaea 23 0 1 3.00 3 2 0 0 1 0 0 0 0 0 0
................................................ TCAGGCGTCACACTGGCGAAT . « e v vt e et et et et ee e e e et et e e et et e e a e e et et e e e a e e et eeeaeneaetneneeaeaenneaenenneaa2l 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
...................................... B G T CAACCATCAGGCGTCACA . « e v vt e e e et et et et et et e e et et e e et e e e e e e e e e e e e e e e e e e e e et 221 1 2.00 2 0 2 0 0 0 0 0 0 0 0
................................................................ CGAATAGCTTTCTATAGCGTCAGGC « « ¢ v e v et e e ettt e ee e et et ettt e et e e et e teeneeetaeneaeaeneeaenenneaes 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0
................................................................................................................ GACAGCGGCTTGCCAGGGTGA . ¢ v e o v e e e eeeenennenenen. 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
................... GTCTGCTATATACATCAG . « « « t e e et e te e e et et et et et et et et ettt et ettt e e e e e et e e e e e e e e e et e e e e e et e e e e et e ettt 180 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.................................................................................................................. CAGCGGCTTGCCAGGGTGACT « ¢ e v e v v eeemeencacnenneaan 210 1 1.00 1 0 0 1 0 0 0 0 0 0 0
.................................................................................... BAGGCTATACGCTATAGTGACCCC . + v vt ettt et et e e et ee e te e eieeeeneeaeneneeae. 24 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0
................................................ TCAGGCGTCACACTGGCGARATA . &« v e e e e et et e e e e et e e e e et e e e e e et e e e e et e e e e te e ee e e eaeneeeaaeneeaeaeneeaeneneeaenenneaaa22 O 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.............. GCAATGTCTGCTATATACATC . ¢ e v e e et e e et et e et et et et e e et et e e et et e e ettt e e e et e e e e ettt e e et e e e et e e e e et e e e et e e e et te et eneieeaenenneaene. 2l 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
................. ATGTCTGCTATATACATCAGC « & ¢« e e et e et et et et et et e e et e e et e e e e e et e e e e et e e e e e e et e e e e et e et e e e e e e e et e e e et e e et et et ettt e 210 1 1.00 1 1 0 0 0 0 0 0 0 0 0
...................... TGCTATATACATCAGCTGCTC . ¢ & e v e e e e e e et e e e e et e e et e e e e e e et e e e e e e et e e e e e e e et e e et e e e e e e e et ee e eaeaeeeneaeeaeneeaeaeneeaenenneaaa 2l 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
- (eF-NofeleTele]eloleT-NeTofc] ol NN 16 1 4 0.25 1 0 0 0 0 0 0 0 0 1 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|x:18470412-18470572 + ldsi_72 |lccTecccccGCT--CGCGTTACAGACGATATATGTAGTCGA-CGAGTT——————————————- GGTAGTCCGCAGTGTGACCG---—- CTTATCGAAAGATATCGCAGTCCGATATECCATAT-—CACTE-C6CCTACCTG--—-—--—- TCGCCG---AACGGTCCCACTGA--GTGCGATAGATGCC—-—-GGACATTGCATT |
droSec2|scaffold 8:1857040-1857200ldse 129[CCTGCCCCCGCT--CGCGETACAGACGATATATGTAGTCGA-CGAGTT——————————————— GGTAGTCCGCAGTGTGACCG---—- CTTATCGAAAGATATCGCAGTCCCATATCGCCATAT==CACTE=6GEECTACCTG--—-—--—- TCGCCG---AACGGTCCCACTGA--GTGCGATAGATGCC—-—-GGACATTGCATT
=
|dm3 lchrx:19577485-19577645 + |ldme 414ljccTeecceccceT--coccRTECGACGATATATGTGTCGA-CGAGTT- -~~~ - - - —————- GYTRGTCCGCAGTGTGACCG -~~~ CTTATCGAAAGITATCGCAGTCCCATATGCCATAT~CACTG-GEECTACCTG-~~—————~ TCGRAcG---aacca@cccacTRa--ArcccatacErcec---¥acaT@GCATT |
droEre2|[scaffold 4690:9804382- CCTGCCCCCGCT--CGCGTT/ECAGACGATATA T ACGA-CGANTT--——-—-————————- GETAGTCIGCAGTGTGARCG----- CTTATCGAAAMTATCGAGTCCCGATATCCCATAT-[EACI¥N\-CEECTACCTG--—-—---- Bceeci}---anceeTcARTGA--GTGCGATANETGCIY- - -AcEcATTGCHTT
9804538 +
ldrovak3|[x:11762999-11763155 - | lccTecccceeeT--coeGTTECAGACGATAT A GTCGA-COgT T- -~~~ ---—————~- cATECTCHGCAGTGTGACCG- -~~~ CTTATCGAAARRTATCGCACHCCCATAINGCEATAT - —[EACEY-GEeCTAACTG---—--——- EccccG---AAcGeTCCCARTCE--cTeccaTAETGCR- - -AcfcaTTocrT |
droEugl|{scf7180000409230:757634- CCTGCCCCCGC T --ChlG T T A et — My ' T — = = = = == == === === eTEcTCHGCAGTGTGACCG-—-—- CTTATCGAAAMTATCGCAGECIGATARGCEATAT--[dACtY\-CEECTACCTG--—-—-—-- TRGCINS---2ACGGTCCHANTCH- -GTGCGATAIMTE C C - - - [XIle A/ TIR T T
757770 -
droBial|scf7180000302069:1027220- CCTGCCCCCGCT--CGCGT TieC I C it €| — L AR T T — — — — = — = —— —— = ——— - - - - - — - —TETEC THA TR Gl prrarccleraiTrcilcacTcccRTAMECEATAT=[dACl - CeCC Tl - - - —-- CelseleC T TINNlE - - - - - - - - - -EE ARSI TiNe - -BEE - - - - - - -[EeTiiG
1027343 -
droTakl|{scf7180000415101:105540- CCTGCCCCCGCT--CGCGT ThpppecipTifele TRt T Gle - AN T T— - — - — - — - — - — - — - elTfEcTCCECAGTGTGACCCIINECTTATCGAA AT AT CGCAGT e ASCCCATAT=[AC/IN"CCCC Tl - - - - —--- GTATETERECT TecTATINT Cle - EEeiNeGETIAT GINT T TRERIe A Gl T CiYe - Thiik
105697 +
droElel|[scf7180000491277:20833- CCTGCCCCCGCTLCGCOTT A |G T CGA - CGARTT——— - === === === - - e TR G TClGCAGTGTGACCG-—-—- CTTATCGAAANTATCGCAGRCCATAMGCCATAT=EACINEEEECTACCTG--—-—--—- SR GRCG---AACGGTCIANT GANEGEGCGATAGET GRS - GGRERNT THC/EmT
20983 +
droRhol|[scf7180000777033:110595- ccTeeccceolTiMcGeeTTAR fiGTCGA-CGARTT-—-———————————- e TfEcTCHGCAGTGTGACCG-—-—- CTTATCGAAAMTATCGCAGCCATABGCCATAT-[EACI¥\-ceeCTACETG--—-—---- e CG-—-AACGGTCLMANTGlE--Gl8ccoaT Al T i NellelchigiA BREIC AT T
110743 +
droFicl|scf7180000454073:1863985= B{GTCGA-CGAT TREGE
1864125 +

droKikl|scf7180000302685:171869—
172031 +

Generated: 09/08/2015 at 08:01 PM

PASS/FAIL

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

PNOOORORRPRRFRPFRPLROOOR

SRR553487

SRR902008 NRT 0-2

hours
eggs

O O O O O O O O O O O O O O O O O O O o o o o o o o o =


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18470412-18470572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18470412-18470572
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_72.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1857040-1857200
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_129.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19577485-19577645
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9804382-9804538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11762999-11763155
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409230:757634-757770
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:1027220-1027343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415101:105540-105697
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491277:20833-20983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777033:110595-110743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1863985-1864125
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302685:171869-172031
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Show Alternate Folds
Flybase annnotation
CDS [3r 18084798 18085208 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR553487 SRR553485 SRR553486 SRR553488
SRR618934 MO053
SRR902009 M023 NRT_0-2 M024 GSM343915 Chicharo_3 Makindu_3 RT_0-2  SRR902008 M025 0001 0002 SRR1275483
CATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAAACGGCCAAGT TCGGCAAGCCCGAGAAGCTGGCGGATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGG dsim w501 hours day-old  day-old hours female
Read # Hit Total testis ovaries head eggs male embryo ovaries ovaries eggs ovaries embryo body Testis Head Male
Kkkkkkhkkkkkhkkkkrdkkkkrdkkrrdrkrrdorrr  (((((..on (COCCCCCCCCCe o COCC COCCe CCCe o e (e 1)))))) )Y 0))) NN ) o)D) ))))) L)) ))) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** gijze Mismatch Count Norm Total body prepupae
.................................................................................................... CCCGAGAAGCTGGCGGATGG « « ¢ v v e v e e e eeeeeeeeeeeneneeneenaennenaeneennenae 20 0 1 19.00 19 10 1 4 1 3 0 0 0 0 0 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATGGG - « o« v e e s v e s teensoecaeaseeeneaneaensoaeaenreaanaaaa2l 0 1 17.00 17 4 4 2 4 0 0 1 0 0 2 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATGGGC « « + v v e et e te et te e et e et ta e eieeaeneenenena 22 0 1 13.00 13 0 8 2 0 0 0 3 0 0 0 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATGG . « -« oot i et i i i e e it i e e 21 1 8.00 8 1 0 0 3 0 0 0 2 2 0 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATGGGE. -« v ittt i e et et i e e e e 221 1 5.00 5 0 0 0 2 0 3 0 0 0 0 0 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATGG + « e e o e e et et m e e e eee e eneeeaeneeaeneneeaenenneaena. 19 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................. ofeleF- il o] eleles NeT ol eloli fo]e-Ne TN OO~ N ¢ 1 4.00 4 0 0 0 1 0 0 0 2 1 0 0 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATGGGC. -« - o o i e e e 221 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATGGH. - ¢ v vt i ettt i e i et it ee i e e e 20 1 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATGGGC . « o v v vt et vt e e eee e neataeneeaeneneeaenenaeaea. 2l 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATG . « e v e e e et e ee et e et ee e eeeeaenenaeaeneeaenena 19 0 1 2.00 2 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0
................................................. CCCATTCGGGAGCTGCTCGAGC « & ¢ v vt e et e et et et ee e ettt e e et et e e et et et et et et et e et e e m e te e et ea et eieeaeneeaenenaeaea 22 0 1 2.00 2 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATG . + « v e e v et e et e et e e e taeneaeaeneeaenenaeaen. 18 0 1 2.00 2 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0
..................................................................................................... CCGAGAAGCTGGCGGEATGEG 1 « « = v o e e s s e sio e s oasnnsasassosasoaessasoaensasnsnas20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0
.................................................. CCATTCGGGAGCTGCTCGAGCT . ¢ o e ottt ettt e et e e ettt e et e e e e e e e e et e e e et e e et e e ettt ettt ettt 231 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. o10). ¥ i ofeTel el Neloi e ot o el el o U5 R 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATGGE . - « ¢ v e v vt e et e te et te et te e ieeeeneaenenae 22 2 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATGGGCH. . o vt i e i e e e ee e e 221 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. o100 i ofeTete). NeTodi e oL o 7NN - BN 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATGGG. - o v i et i i e e e e e 221 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................... GTTACCGTGGATGTCTTCTGCAAAGGA. .« vvu.... 27 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATGGGCHE. « - ¢ ot ottt ettt et ie ittt 242 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
....................................................................................................... GAGAAGCTGGCGGATGGGCGA . « v v vt et e e et te e e eeeeeeneeaenenaeneneeaea. 2 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATGG . - -« o e i i i e i it i e e 201 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................... AGCCGGAAACGGCCAAGTTCGGCARGCC . « v v e e v e te e et e te e et et e e et e e et e e eie e eeeneneeaeneaneaeneeae. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................. CCATTCGGGAGCTGCTCGAGCT « « + « e e e e e e e et e e e et e e e e et e e e e e e e e e e m e e e e e e e e e e e eneeeaeneaeeneneeaeneaneaenneaenenaa22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATGGIl- - - - - - o i e e i 20 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................... (ofe]eFNey.V-Yelolielelofelel. Nl ele] e - N PO~ N 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATGGGCC. - - - o i i i i i i e 231 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATGGE. « -« v vttt ittt ettt et ettt e e eieen e 20 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
................................................. ofeloF- i o] elees Net ol eloli fo]c . NPu U AR~ X0 B ¢ 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATGGGM. « -« o vttt i i i e it e i e e 201 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................... CGAGAAGCTGGCGGATGGGCGI- - - - - - - - oo i e i .. 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................... CGAGAAGCTGGCGGATGGGCG M « v vt v et te ettt ie et ee e eieeaeneeaenenaenen. 2 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0
..................................................................................................... cCGAGAAGCTGGCGGATGGGI- - - - - - - - - - - o e .. ......23 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
...................................................... elelele) Nelolidelehiole).Ne el elecyNelo]e] cle).V. NP2 IO 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0
...................................................................................................................... GGGCGACGGGTGCGCGT + - e v e e e s teemsoacacnscacneaneaanneaaa 17T 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
......................... TTCAGCAACTCAGTGCCARAATCGCCCATT « o v vt et et et et e et et et e e et e ettt e e e e et e et e e e e et e e e e e et e e e e e et et e e e ettt e ettt e e ettt et et et e 300 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATI. - - - - - - - e e i 20 2 4 0.75 3 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................... CCCGAGAAGCTGGCGGATGE. - -« v it ittt ettt it it ettt et it ee e 212 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................... CCGAGAAGCTGGCGGATG. - -« ot it i i i i i i i e e e 191 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................ e} e ofofeel- V.. NoTeTc! AN AP N S 20 0.05 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553487 SRR553488
SRR618934
M023 Makindu_3 NRT_0-2 RT_0-2 M024
GTACTACTCGGGCCTCTAGCTCGTCAAGTCGTTGAGTCACGGTTTTAGCGGGTAAGCCCTCGACGAGCTCGACCTCGGCCTTTGCCGGTTCAAGCCGTTCGGGCTCTTCGACCGCCTACCCGCTGCCCACGCGCAATGGCACCTACAGAAGACGTTTCCTTGGAAGGCACC day-old hours hours dsim w501
Read # Hit Total head ovaries eggs eggs ovaries male
AR R e L N A A I T N T T T IIINID) D)) II) N o IIIII)DN))) L)) ) ) ) .. S kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
................................................................................... i [olofelediilor:V-Yelolofel: o ele] el ol NN PP~ 1 1.00 1 1 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|drosim2|[3r:18084892-18085062 - lasi 109|lcaTGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCECATTCEEEACCTECTCEAGCTGGAGCCGGAAACGGCCARGTTCGGCAAGECCEAGAAGCTGGCEEATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGG
droSec2|scaffold 0:18916384-18916554 CATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCATTCEEEAGCTIGCICEAGETGGAGCCGGAAACGGCCAAGTTCGGCAANCCCEAGAAGCTEECEEATEEGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAAGGAACCTTCCGTGG
dm3 lchr3R:18559925-18560095 -  |ldme 409|CATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCECATTCCECACCTSCTCOAGCTGGAGCCGGARACEGCCAAGTTCGGCAAGECCEAGAACCTEECEEATCEGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCARAGGAACCTTCCGTGG
droEre2|scaffold 4820:9513201- CATGATGAGCCCGGAGATCGARICAGTTCAGCAACTCAGTGCCAAAATCGCECATICEEEAGCTECTCEACET CGAGCCGGAAACIGCCAANTTCGGCAAGECCEAGAAGCTEECEEATEEGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCARAGGAACCTTCCGTGG
9513371 +
ldrovak3|[3R:19409947-19410117 - | |[CATGATGAGCCCGGAGATCGAGCAGTTCAGCAACTCAGTGCCAAAATCGCECATTICEEEAGCTECTCEACETGGAGCCGGABACRGCCAANI TCGGCAAGECCGAGAAGCTGECEEATCEGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCAAEGGAACCTTCCGTGG
droEugl|lscf7180000409768:704122— FaTcaTcaciccGGARATRGAGCARNT TAGCAACTCAGTGCCAAAETCGCEOATACCEEANCIECTCEAGE TG ARC CGGABACRGCCAAGTTCGGHAAGECCGAGAAGCTGECGEATGGGCGACGGGTGCGCGTTACCGTGGATGTCTTCTGCARAGGAACCTTCCGTGG
704292 -
droBialllscf7180000302402:5151775- CATGATGAGCCCGGAGATINGAGCAGT TCAGWAACTCAGTGCCAAAGTCGCECATECEEEACCTEYCTCCAGCT GGAGCCGGABACIGCCAAGTTCGGCARGECCGAGAAGCTGGCGCAGEGCGECGGGTGCGCGTMACCGTGGATGTETTCTGCARAGGAACCTTCCGTGG
5151945 +
droTakl|l[scf7180000415417:96871-97041 CATGATGAGCCCGGAGATHGARCAGT THAGCAACTCAGTGCCAAAGTCGCECATINGEEEACCTCCTCCAGE T oAl ccaaalgacilcccAAGTTCGGEARGECCGAGAAGCTGEGCGEATGEGCGECGGGTGCGCGTTACCGTGGATGTCTTCTGCARAAGGAACCTTCCGTGG
+
droElel|scf7180000491017:254771- CATGATGAGCCCGGAGATCGAGCAGTTHAGCAACTCAGTGCCAAAGTCGCLCAT N NCEEACCTECTCEACET GGAGCCGGAACGGCCAAGTTCGGIAAGCCCEAGAAGCTGGCGEAMGGGCGECGGGTICGCGTACCGTGGATGTCTTCTGCAAGGGEACCTTCCGEGG
254941 -
droRhol|lscf7180000777285:53295-53465 CATGATGAGCCCIGAGATHGARC AR T THAGCAACTCAGTGCCAAAETCGCECATINCEINEACCTECTCEAGE T GGAGCCGGAGACGGCCAAGTTCGGCAAGCCCGAGAAGCTGGCGEATGEGCGlECGIGTGCGCGTMACCGTGGATGTINT TITGCARAGGACCTTCCGTGG
+
. -
droFicll|lscf7180000454055:259477— BATGATGAGHCCGGAGATCGARCARIT TCAGCAACTCAGTGCCARAET CGCECATYCEEEACCTSCTCEANE TGGAGCCGGAACGGCCARRNTTCGGCAAGECIGAGAAGCTGGCHGATGEGCGACGGGTGCGCGTMACCGTGGATGTCTTCTGCAREGGEACCTTCCGEGG
259647 +
droKikl|lscf7180000302697:1118492- ’EATGATGAGCCCGGAEATEGAECAGTTEAGCAAETCAGTGCCAAAETCGCCCATTCGGGAGCTGCTCGAGCTGGAGCCGGAEACGGCCAAGTTEGGCAAGCCEGAGAAECTGGCEGATGGECGECGEGTGCGCGTEACCGTEGATGTCTTCTGCAAEGGAACCTTCCGTGG
1118662 -
droAna3|lscaffold 13340:12755642— BaTGATGAGHCCGGAGATRGAGCARTTCAGCAACTCHGTGCCAAAETCGCECATACCEEACCTECTRGAAC T GGARC CGGAACGGCCAAGTTCGGCAAGEEGAGAMACTGGORGARGERACCRCGGGTRCGCeTACCaTEcARGTETTCTGCARBGGEACCTTCCARGE
12755812 +
droBipl|lsc£7180000396691:1641758- BATGATGAGHCCGGAGATHGAGCAGT THAGHAACT CAGTGCCAAAT CGCHEATACCEEACCTECTIIGAAC T GGARC CGGAACGCCARGTTCGGCAAGEC/GAGAAGCTCCEGANGERC CC GGG THCGCGT@ACCGTHGATGTETTCTGCANSGAEACCTTCCARGE
1641928 +
laps |l2:6273971-6274141 + | [BATGATGAGCCCGGARATCGAGCAGTTCAGCAACTCAGTGCCAANET CHCCHATACCEEANCTCOTCEANE T GGAGCCGGAACGGCCAART THGAEAAGCCECACAACCTCEOECANGERC GRBCGGGTGCGCGTHACCGTEGATGTCTTCTGCANGE@ACCTTCCGTGG |
|droper2|lscaffold 0:98164-98334 + | [BATGATGAGCCCGGAIATCGAGCAGTTCAGCAACTCAGTGCCAANGT CECEOATACEEEANCTCOTCEANE TGGAGCCGGAACGGCCAANT THGAEAAGCCECACAACCTCEOECANGERC B GGG TGCGCGTHACCGTI8GATGTCTTCTGCAASGEEACCTTCCGTGG |
droWil2|lscf2 1100000004902:1472426- caTcaTGANEcclcalaTceaflcaldTTcaccaacTCAGTGCCARAATCECECATINCEECALNCRCTCCAINE TcoacccBcalgacooccaacTTiGoArRccccacAAiTceClcAT ol ccleccaaTEcclc Tacile TcaTeTCTTCTGCANEGGEACHT TCCGTGG
1472596 +
drovir3|lscaffold 13047:13210686- BarcarcalXgcd@icacaTceace ¥ A cHAART G TGCCAAAAT RN EOATACCACAGCTECTCEAGE TGGARC CGGAACGGCCAAGT THGGHIAAGCCCGAGAAGHTGGOEGAT GGEC GRC CRiG TRCGCG THACHG TEGATGTCTTCTGCANBGGRACT TCCGTGE
droMoj3|scattold 6540:10445719- BaTcaTcARECBGAGATRGAGCAGT THAGCAAT CHGTGCCAA AT CIACECATACENGAGCTECTCEAGE T GGAGCCGGAAACGGCCANAT THGGCAAGCCINGAGAANCTGGCCEANGERC Ghic G THCGCGTEACHG THGATGTCTTRTGCANEGJEACIET TCCaRGE
10445889 +
droGri2|lscaffold 14906:4481380- CATGATGAINECCGGAGATINGARC AR T ThlA G AAlTCliGTGcCAAAETCLACECATTCEREACCTEETCCAGE e Al ccidcaraceeecAAGTTCGGCARGECINGAGAAGCTGG LI\ cAlsGalcGlec e TR\ cGeaTleaclicTGeAaTGTCTTCTGCANEGGACgTTCCGTGG
4481550 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18084892-18085062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18084892-18085062
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_109.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18916384-18916554
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:18559925-18560095
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_409.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:9513201-9513371
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:19409947-19410117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409768:704122-704292
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5151775-5151945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415417:96871-97041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491017:254771-254941
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777285:53295-53465
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:259477-259647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:1118492-1118662
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:12755642-12755812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396691:1641758-1641928
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:6273971-6274141
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:98164-98334
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:1472426-1472596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:13210686-13210856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:10445719-10445889
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:4481380-4481550
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[View on UCSC Genome Browser {Cornell Mirror}]
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Show Alternate Folds H
Flybase annnotation
intron [3r 11954848 11954924 +]; CDS [3r 11954925 11955284 +]; CDS [3r 11954713 11954847 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553487 SRR553485 SRR553486 SRR553488
SRR618934
NRT 0-2 Chicharo_3 Makindu_3 RT_0-2 M025 |GSM343915 0001 0002 M023|SRR902009 M024 SRR902008
AACTGCGCGATGTAGTGGAACTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGGCCGCCTGGCCCCGTTTATCGGCAGGACAATGGCTCATTTGCATGGCTCCTGGCCTGGCTCCCTCCACAGTTCGTTACCCAGGGCTCCGAGGTGACGTTCACCTGCCATCACGGACCGAA hours day-old  day-old hours dsim w501
Read # Hit |Total eggs ovaries ovaries eggs embryo embryo Testis Head ovaries head testis male ovaries
ek ke ek ok ke ok ok ok ke sk ok ok ke ke ke ok (L (e (e (e e e e e (CC(..... (Coennn. )) ... 1))))))) L)) i) oL l)) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x* 5jze Mismatch Count Norm Total body
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGT ¢« « e v et et e ettt e e et te ettt ee e iaeneaenene. 22 0 1 79.00 79 11 13 22 5 9 10 3 1 0 1 2 0 2
.......................................................................................................... CTGGCCTGGCTCCCTCCACAG e « + e v e e e ettt ta e e eaenaenaenaeneeneeneeaeenenaa 2l 0 1 45.00 45 16 6 5 7 2 0 4 1 0 1 2 1 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGH. ¢ vttt ettt it et ettt et ettt e ee e e 221 1 36.00 36 9 14 10 2 0 1 0 0 0 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACA . « v v et e e e et ea e et e e e eeeeaeeneeneeneeneeaeeneeaa 20 O 1 18.00 18 5 3 4 2 0 0 0 3 0 0 1 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGTR . « ottt ettt ittt et et it e e e e 231 1 7.00 7 4 1 1 1 0 0 0 0 0 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCAC . « + e e e e e e eeea e e e e eee e eneeeaenenaaacnenneaenae 19 0 1 6.00 6 1 0 1 0 0 0 1 3 0 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAR. « ottt i e e et e e e i e 201 1 5.00 5 2 1 1 1 0 0 0 0 0 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGH. - . oottt ittt ittt e ettt e e iee e e eeeen.. 23 2 1 3.00 3 2 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGTT . ¢ e v et et et e e et ee e e eeeeaenenaenenneaenen. 23 0 1 3.00 3 0 0 0 1 0 0 1 0 0 0 1 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGTRA. . o . vttt ettt ettt te et ettt et e 24 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
I e To e el ek ek ey N okl oF Nl oLi L 25 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGRAR. . . .o\ttt ittt ettt ettt e e i e 24 3 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
o e To ele el N ey Ne e TV Nl 20 0 1 2.00 2 0 0 0 0 0 0 0 0 0 2 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCA . + v vt e e e et et et e e e e ettt e ettt e ieeaeneeaen... 18 0 1 2.00 2 0 0 0 0 0 0 1 1 0 0 0 0 0
....................... ACCTTCGTGCCGTTCGGARR « « o e e e e e e e e e et e e e et e e a e e e e e e e e e e e et et e e e e e e e a e e e e e e e e e e e e e e e e e e e e et e et e e en e e aeneneeaeaenaeaenenneaenenneaenaa 20 0 1 2.00 2 0 0 0 0 0 0 0 0 2 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCC e & v v et e e e et e ee e e et et ettt te et eieiaaenneaene. 1T 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGR . -« v vttt ittt ettt ettt ee e e e ea e e 22 1 1 2.00 2 0 0 0 0 1 0 0 0 0 1 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGTRRE. . . . .. ittt ittt it it i ei e e e 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................. ATTTGCATGGCTCCTGGCCTGGCTCCCT ¢ v v e v e e e e e et et et e e e te ettt ee et te e eeaenenaeaenen. 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0
.................................................................................... CAATGGCTCATTTGCATGGCTC t & e v et e e e e et et e e et e e e e et et e e et e e e et e et et enieea e eaeaeneea 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
............................................................................... CAGGACAATGGCTCATTTGCATGGCTC ¢ + ¢ e e e e e e e e e e e et e e e et et et et e e e e et e e e teaeneeaeaeneeneaeneeneaaa 2] O 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
......... el ek el V. Noki oF ot olii o] el et o] N PP~ S ¢ 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
........................................................................................................... TGGCCTGGCTCCCTCCACAGTR. -« it et ittt it ittt ettt it ee e eeeeee 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGH . « « v v vt et et e te et te e et eeea e 22 1 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
........ GATGTAGTGGARCTCACCTT .+t e e et et ettt et et ettt ettt et e e e e et e e et et e et et e e e e et 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 200 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................... ot eh eloolel: o ele V-V X il o} PP RN 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGHBA. . . . ottt ittt it ettt e et e i 24 3 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................... GTTCACCTGCCATCACGGACC... 21 O 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0
............................................................................................................................ CAGTTCGTTACCCAGGGCT « « e v v e e e e e ene e eenecnecaeenanaana 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
........................................................................................................... TGGCCTGGCTCCCTCCACAG . + ¢ v e e et e te ettt te ettt e et eiaeaeneeaeaa 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
R eo elelel N el Nedi delel V. Nokil oF ol olii o c PP 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................... CTGGCCTGGCTCCCTCCACAGTTCG M « v v v et et et e e eae e neneeaeneneeaenenneaeneas 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
......................................................................................................................................................... GTTCACCTGCCATCACGGACCGAA 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0
N ek ele]eloley il el N e il ele VN o 22 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
.......... el el Jelel V. NohioF - Nololi i o el elo] o c it NN RPN AN 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487
SRR618934
NRT_0-2 M025
TTGACGCGCTACATCACCTTGAGTGGAAGCACGGCAAGCCTTTCAGAGTCCACTCACCGGCGGACCGGGGCAAATAGCCGTCCTGTTACCGAGTAAACGTACCGAGGACCGGACCGAGGGAGGTGTCAAGCAATGGGTCCCGAGGCTCCACTGCAAGTGGACGGTAGTGCCTGGCTT hours dsim w501
Read # Hit |Total eggs ovaries embryo
Tkkkkkkdkkhkhkkkkkkhkkhkkhkhkkkkhkkhkhdkkdkkdkkdkrdkrdkrdkrr (L (o (o (((Ceeeeeeen... (... .. (Connn.. ) I 1))))))) L)) L u)) L)) S kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x* 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[3r:11954798-11954974 + ldsi 17325|AACTGCGCGATGTAGTGGAACTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGG-———~- CCG-—-——-—- CCTGG-—-CCC—=CGTTTA-—=-TCGGCAGGACAAT GG — = == = = = = = = = = = o o o o TCATTTGCATGGCTCCTG=GCC-===== TGGCTC----- CCTCCACAGTTCGTTACCCAGGGCTCCGAGGTGACGTTCACCTGCCATCACGGACCGAA |
droSec2|scaffold 0:12780459-12780635||dse 503 |[AACTGCGCGATGT/gGTGGARNCTCACCTTCGTGCCGTTCGGARAGTCTCAGGTGAGTGG—- -~~~ CCG--—-—---- CCTGG---CCC—=CGTTTA-—--TCGGCAGGACAAT GG - === == == = == == — = o o o TCATTTGCATGGCTCCTG-GCC-—-—=-- TGGCTC----- CCTCCACAGT TCGTTACCCAGGGCTCCGAGGTGACGTTCACCTGCCATCACGGACCGAA
+
|am3 lchr3r:9225105-9225281 - ldme_472 |AACTGCGCGATGTEGTGGAACTCACHTTCGTGCCTTCGGAAAGTCTCAGGTGAGTGG-———~- cclg-------- BCTGG---CRC-—CGTTTA--—-TCGGCAGGACAATGGC —— === — = — = = — = — = = = = — = o TCATTTGCATGGCTCCTG-GCC-———-- TGGCTC----- CCTCCACAGT TCGTTACCCAGGGCTCCGARNGTGACGTTCACCTGCCACACGGACCGAR |
droEre2|scaffold 4770:12416721- agcTecclcaTcTEGTGGAACTCACCTTCGTCCTTCGGAAAGTCTCAGGTGAGTGG-— -~ CCIIIe T GG —— - CCC——CGTTTA-——~TCGGCAGGACAAT GG  ~ == = — = = — = = = = = = = = — = o TCATTTGCATGGCTCCTG-GCC-—-—== TGGCY—---- CCTCCECAGT TCTTACCCAGGGCTCCGAGGTGACGTTCACCTGCCACACGGECCGAR
12416905 +
ldrovak3|3R:13532111-13532087 - | |2acTGCGCGARGTEGTGGABCTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGG-—— - - cclg----—---- CHTGG-—-CCC--CGTTTlg-—- - TCGGCAGGACAAT GG — = == = = = — = — = — = =~ = o o TCATTTGCATGGCECCTG-GCC-———-— TGGCTH----- CCTCCECAGT TCGTTACCCAGGGCTCCGAGGTGACGTTCACCTGCCACACGGACCGAR |
droEugl|scf7180000409802:779071- aldcThicclicaTeTlgeTeeaacTcaccTTeeTeccIrTeccAAAGTCINNING TGAGTGG--- -~ chNg----—---- TN - —ccc--coTTTA----BCGECAGGACAATGGC -~~~ = — - m— o TCATTTGCATGGCTCHTH-f¥NC-———-- TRGCTC----- CRTCCACAGT TCGTEACHCAGGGCTCCGAGGTGACGTTACCTGCCATCAMGGACCGAR
779246 +
droBiall[scf7180000302402:1930668— AcTGCGCGATGTEGTGGAACTCACCTTCGTGCCGTTCGGAAAGT C/JEAGGTGAGTGG- -~~~ cclg-------- CRTG---ccc--CGTTTH----8CGGCAGGACAATGGC -~~~ — === == — - m oo TCATTTGCATGGHTCifel-fcC------ LicTR---—-- [ECTCCHCAGTTCGTACCCAGGGCHCCGAGGTGACGTTCACCTGCCARCACGGECCGAR
1930842 -
droTakl|(scf7180000410308:24148-24327 AlgCTGCGCGATGT/§GTGGAACTCACCTTCGTGCCGT TCGGARAGTCTCAGGTGAGTGG— -~~~ cCpy-------- CRTG---CcCClBCGT TT[g- - - - TCGGCAGGACAAT GG -~ == === === == == — = — =~ — TCATTTGCATGGCTCRTh- Ll ————- lEcccTcifl--fdcTecldcagTrefitlacccaceaclgcceacifEclcGTTCACCTGCCACACGGACCGAA
+
droElel|[scf7180000491261:21560-21735 AlfCTGCGCGATGT/§GTGGAACTCACCTTCGTGCCGTTCGGAAAGTCTCAGGTGAGTGG—-— - cc-------- TG - - - CCl- - CGTT[@A — - — - TCGGCAGGACAAT GG  — == = = == = = = = = — —— —m TCATTTGCATGGCTCITR-fcc------ THGCTH-—--- cCTCClEcAGT TCHTMMACHCAGGGCTCCGAGGTGACGTTCACCTGCCAMCACGGHCCGAA
+
droRhol|[scf7180000779659:488792- AldcTeCGCGATTI8GTGGAACTCACCTTCGTGCCGT TCGGARAGTCTCAGGTGAGTGG——— -~ ccpy-------- cREcc---ccc--cLENATA- - -~ TCGGRAGGACAATGGC -~ —— === === ——— - —mm TCATTTGCATGGCTC/ETi-fcC-—-—-- kiccTc----- cijreclcacTTclTacccaGeGeTCCGAGGTGACGTTCACRTGCCACACGGHCCGAR
488967 +
droFicl|scf7180000453906:276390- AcTGCGCGATGTEGTGGACTCACCTTCGTGCCGTTCGGARAGTCTCAGGTGAGTGG-— -~ cclg-------- CRBMGE- —-ccly- - cETTh- - - TCGGCAGGACAATGGC— - =~ m— - m oo TCATTTGCATGGCTCCTGREICC-———-— TldccTc----- cijrcclcacTTclitacccaceaeTecGAGETGACGTTCACCTGCCAcACGGC AR
276565 +
droKik1|lscf7180000302392:602379- AldcTGCGCGATGT/EGTGGACTCACCT TG TGCCT TCGGARAGTCTCAGGTGAGT Gly—-— -~ GalEcccGREREA A CCCT TA T TREe A I T T CC T Cleelele T(ler LY N e e e TCATTTGCATECH T - e TRy~ — - - cliTileiac T TClT TACCCAGGGClECCGAGGTGACHTTCACCTGCCAMCAllGGECcCGAA
602555 +
droAna3l|lscaffold 13340:1784396- aldcTeeceeaTeTlgcTeGAACTCACCT TG TRCClTTCGGARANTCTCARGTGAGTIRY--—- - ccpl-------- Ciehic—--ccly- - T - - - - TR A GGACAATENGC-— -~ =~ = ——— - m o TCATTTGCATGGCTCLNTE-ffec-—-—-- NS EE- -EeTii¥ecacT TeieTACECcARGGeTClcAaGG TACETTCACCTGCCATCACGCEC AR
1784575 -
droBipl|scf7180000396712:2550382— necTiccilealgcTldcTeealcTEaccTTCoTcClTTCGGAARNTCTCABGTGAGTLR- - - - cclg-------- CiyeiG - — - cCy- - BT TH- - - - Tl NA R GACAATENGC— - - — - - oo TCATTTGCATGGCTC/gIi-ffec——-—-- NG dy (e ThEICAG T T ClYS T ACICAGGGC TCHGAGGTHACHT TIACCTGCCATCACGGECCGAA
2550561 +
dp5 |2:9884759-9884934 + | [2BcrcccecarcrfgeTccaficTeaclr TG TGCCGTTCGHEAAGT CECAGGTGAGT CRllegachG - ————— —- BEGG-—-CCl- - Ccoleleele- - — - [leLNehiA GGACAATGGC -~ — == == == == ==~ — - — TCATTTGCATEGE TNk - ————- BChETE--—-- ccldcecacTreptlacEcaceacfgcceacaToacTTcaccTeecaldcaficeaccean
droPer2|scaffold 0:10599465-10599640 aldcTcceeoaTeTlgeTeealicreacTTiicTecceTTCccaAGTClcAGGTCAG T Ee i G- - - - — - - EEGG--—CCR- - coldede- - [ N8C AGGACAATGGC —— = — = == === —— —m—— o TCATTTGCATRCE T ————— BchiirE--—--- ccleclecacTrclitacldcaceaclgcceaceTeacrTcaccTaecaldcaliccaccean
droWil2|lscf2 1100000004943:6296384— aacTEcclcaTcTlgcTEcAACTEACR T TG TGeCldT THiGCEAA T cTCAGGTRAGTGlY-- - - - ¥ B TGG---C- - - - -ECcircccaaTcllg-------—-—-—-———————- TAACGAATTGTGTGGAAREERTAAATGCINGNURNEIA TG TiiTEC - - FEEEEE - - - — - G Cis¥etslcAG T Tci¥len cl GGG CldccGaGGTGACHTTCACH TG AT CAlGGHC CllA A
6296566 -
drovir3|lscaffold 12855:2926783~ dvi 3656 |algcTecoicaTceecTecaacTEaciItTicTcccrTiiccarcTCclcaceTcAGTA-----Ecc-------- [N - — -~ —CGTTTR----ThccceacaaTafeic— - - - - - - - - iINEIIeTGACASATTCARCATEEEEEE ThGCc----- pcet¥ecac T cilcallceclgclicaceTeacETTiiaccTeccaTcafjcolccleaa
2026953 +
droMoj3|lscaffold 6540:10279199- aldcroecicaiTlcTEcaAcTEACR T TG TGeCldT THiGCAAITCldcAGGTGAG TSR - - - - - - -]
10279385 -
droGri2|lscaffold 14906:3740852- aldcTcececalficTcaacTcac T TG TGecT TG CaAlTcldcaGGTGAGTHG-- - - -IN S
3741024 =
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:11954798-11954974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:11954798-11954974
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_17325.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:12780459-12780635
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_503.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:9225105-9225281
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_472.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:12416721-12416905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:13532111-13532287
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409802:779071-779246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:1930668-1930842
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410308:24148-24327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:21560-21735
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779659:488792-488967
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453906:276390-276565
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302392:602379-602555
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:1784396-1784575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396712:2550382-2550561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:9884759-9884934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:10599465-10599640
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:6296384-6296566
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2926783-2926953
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_3656.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:10279199-10279385
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:3740852-3741024
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o [View on UCSC Genome Browser {Cornell Mirror}]
dsi 32444 |3r:9085293-9085419 + | confident | Canonical miRNA || 3pUTR
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dsi_32444_annot [-19.4]
Show Alternate Folds H
Flybase annnotation
three_prime UTR [3r 9084103 9085805 +]; utr3 [utr3_minus_7866]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553486 SRR553488 SRR553487
SRR618934 MO053
Chicharo_ 3 Makindu_ 3 RT 0-2  NRT 0-2 M023 M024 0001 GSM343915 M025 0002
TTTGGATCGCACTTCAGACACTAGCTCACCCAGGGAACCGCGTATTTCTTGGCCTTCGCGCCCCTGTCGTTGTCATTTCACGGAT TTGCTGTGCATCATCCAACGTTGACT TGCGCCCAACGATGGATAGTGGATAGTGATTCTTGGTCTGGTCCGATCCGATACGTTCCGGTCTCCCTCTGTCTCGCCTCTCAGTGGTATGT TAGATTGCCACATCAATTTTTACT day-old day-old dsim w501 hours hours female
Read # Hit |Total ovaries ovaries ovaries eggs eggs head male Testis embryo embryo body Head
***********************************************************************(( ........ (((((((((((_ (((. (((((_ ((((( ......... ))))) '))))) _))) .))))))) ___________ )))) ...... )) L hkkkkkhkhkhkhhhhkhhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkkkkkhhhkhhhkhhkhhkhkhkhkhkhkhkhkkkkkkkkxkkxkk*k*k** gjze Mismatch Count Norm Total bOdy
........................................................................................................................... TGGATAGTGGATAGTGATTCTTGGTC « + « v e e e et et et e e e e e e et e e e et e et e e e e e e et e e e e ettt ittt et et ettt eaeeaeaen. 260 1 15.00 15 10 3 2 0 0 0 0 0 0 0 0 0
...................................................................................... TGCTGTGCATCATCCAACGTTGACT « + « v v e e e e e e et et e e e e e e e e e e et e e e e e e e e et et e e e e e e e e et et e e et e e e e e e e e et et e e te e e e eaeaeeeeeeaeaeaeaeaeaeennaa 25 0 1 11.00 11 8 2 1 0 0 0 0 0 0 0 0 0
..................................................................................... et ohi el elo)-N o7l ol oV Vo lc i P3SN 1 8§.00 8 0 2 4 0 1 0 0 0 0 0 1 0
.................................................................................... TTTGCTGTGCATCATCCARCGTTGACT « « e v e e et et et e e e e et et et e e e e et et e et e e et e e e e et et e e e e e e et e e e e e et e e e ettt e e e ettt ettt ettt e eiiaeae. 2T 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0
e ey - ofeToF- N i 00N )\l ok -V o 25 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0
........................................................................................................................... TGGATAGTGGATAGTGAT TCTTGGT « « « v v e v 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 eaeaeeeeeenenaeaeeeeeeeeneaeaeneaeanenneaas25 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0
..................................................................................... i elok el etod-NioF-Xi o] oF-V-Nod el NP SN 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0
............................................................................................................................... TAGTGGATAGTGAT TCTTGGT « &« « v v et e e e e e e e et e e e e e e et e e e e e e e e e te e e eae e teeaeaeeeeasaeaeeeeasaeaenneanaaa 2l 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0
............................................................................................................... TGCGCCCAACGATGGATAGTGGATAGTGA . « o« v vt et et e e et et et e e ettt et et et et e et e e et e e e e e ettt e ettt ettt i 29 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
..................................................................................... piietohehiele)-N oyt ofes.V-Nole i i le7-No PN O~ X N 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
.................................................................................... i et ol el e oF-Xi o)Xl of oWVl L i ¢ I 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0
...................................................................................... TGCTGTGCATCATCCAACGTT G« « + v e v et e e e e et et et e e e e e e et et et e e e e e e et et e et e e e e e e e et e et e e e e e e e e e et e et e e e e e et 220 1 2.00 2 0 0 1 0 0 0 0 0 1 0 0 0
.......... ACTTCAGACACTAGCTCACCCAGGGARC . « ¢ e e et et e e et e et et e e e e et et et e e et et e e e e et et et e e e e et et e e e e et et et e e e e et et e e e e et e e e e e et e e et et et et e e e e e et e e e e e e et e e e e e e e e e e e e, 28 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................... TGGTCCGATCCGATACGTTCCGGTC . « e v e et e te e et e ettt te e ettt tete e eeeaeaeneeaeaea 25 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
......................................................................................... TGTGCATCATCCARCGTTGA . ¢« ¢ e e e et et e e e et e et et e e ettt et e e e e et et e e e e ettt e e e e e e et et et e e et e e e e e e et e e e et te e e eteaeaeneaeaeaenea. 20 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0
............. i07Ne7-No7- ok -NeT ol T oF-Xof o oF- Vel el e V- Noto] el o] c Nk B0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................... TTGGTCTGGTCCGATCCGATACGTTC .+ v e v e e e e et e e e e e e et etaeeaaeeeeeaeaeneeeeasaeaenneananns 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................................ TCGCCTCTCAGTGGTATGTTAGATT .« v v v v v eeveenen.. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................... ACGATGGATAGTGGAT AR . . L ottt et ittt e et et e et e e e e e e 181 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0
............................................................................................................................................ TTCTTGGTCTGGTCCGATCCGATA . « v et e e e ettt et e e e e e e e te e e e e e taeneneeaeaeaenenneaeaenenae 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
....................................................................................................................... -Nofe) N eley Ny -Ned ete N 3-Nei e-N: N3 S 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
...... i oTetod- Yokt o)X -No0-Yokiiy-NeT ki loF-No o P S O 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
...................................................... i ofelofelofofolol el ol el ek o)X ik fo7-Nod clc - NPuN P 10 I 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................... GACTTGCGCCCAACGATGGATAGTGGA ¢+« e e e e e et et e e ettt et e e e e et e et et e e e e et e e e e et et et e e et et e et et te e aeneetaeaenenneneaaa 2T 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................. TCACGGAT TTGCTGTGCATCATC « & v e v e v e v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ee e e e e e e e e eeee e e e aeeeaeeeeeeeeaeaeaeaeeeeeeneaeaeaeaseeeneneneneaea23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
...................................................................... TGTCATTTCACGGATT TG T GTG A+ « ¢ v v et et e e e e et et et e e e e e e et et et e et e e e et et et e et e e e et et et e e e e e e e e e e e e et et e e e e e e et e et et ettt ettt 250 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
....... ofeToF o i o0\ T -\ oF- o Y o o-Xol olo)-Ye e ) NP2 B 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............ ii07-Ne7-No Noki et ok oF-Yofo]oF Vet clc- NN PR~ S 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................... ACGATGGATAGTGGATAGTGATT . « « « e e e e e et et e e e et e et e e e e et e te e e e e e et aet e e e e e e te e e eeeeeaaeneaeaaeaenenneaeaaa23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.............................. o0V eleTe)-V-Nolof elo] el 1Nk TP T ¢ 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
................................................ i eletolod i o] elo]elolof ot ol el o] et e i o3 NPu U AN 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................... il ok il eled ol e el o ofe-N il olo] -\ 5 B O 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1
....... ofeToF- o i o0\ T-NoF- o Y o o-Xol Lo Y c N~ R 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
...................................................................................................................... AACGATGGATAGTGGATAGTGAT . « « et et e e e ettt et et et et et et e e e et e e e e e et e e e ettt et e e et ettt e 230 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
............................................................................................................................... TAGTGGATAGTGAT T « « + v v e e e e et et et e e e e e e e e e e e e e e e e e e e e e e eaeeeeeeneneaeeeeseeeseaeaeaeaeeeeeeneaeneneaea 15 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
..................................................................................... i et ok el elo)-NloF -l ofo-V-Volc i - NS 2 B 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
........................................................................................................................... i eey- N -Ned felel-Xi1y-Ne: - NPN s Y AN 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................................................................... GGATAGTGAT TCTTGGTCTGGTC e & ¢« v e e e e e e e e e et e e e e et et et e e et e et e e e e e e e teeaeaeneeeeaeneaneaeaanena 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
......................................................................................................................................... TGATTCTTGGTCTGGTCCGATCCGA  « + v v e e e et et et et e e e et et et et e e e ettt e e iaeaeneeeae 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................... e o e e ol e el T of o7 c S I I 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
..................................................................................................................... CAACGATGGATAGTGGATAGTGATTCT + « e v e e e e e et et e e e et e et et e e e e e et et e e et e e e e e et e e e ettt eaeaeieaeaananna 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
.................................................................................................................................. TGGATAGTGATTCTTGGTCTGGTC M + v e v e e e e e e et e e e e et e et e e e e e e et e e e e e e ae e teeaeaeeeeeeaeneaeeaeaenenneaea 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................................... TGACTTGCGCCCAACGATGGATAGTGGA + « « v v v et et e e et et et et e e e et et e et e et et e e e e e et e et et e e et ettt ettt ettt e 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
...................................................................................................................... AACGATGGATAGT GGATAGTGATTC . « « v e v e e e e e et et et e e e e e e e e e e e ae e e e e aeaeeeeseeeeeaeneeeaeeeeeeeeneaeaeaeanenennnaas25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
....................................................................................... efoki el e1od-Ni 7N o] oF-V-Xo7 el TN~ N 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
.................................................................................... e o et el oF i 00X o oF-V-Xo] el i c P S O 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................... TGTCTCGCCTCTCAGTGGTATGTTAGA . « v v v v e e eeeeeenan.e 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
..................................................................................... p et ok el elo)-N 1oyl ofe.V-Volc i NN RO~ SN 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
............. 107 Ne7Noy ok )-NeT ol T oF-Nofo o3 Ve et e V- ol o] clo RN N 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................ TTCTTGGTCTGGTCCGATCCGATACG - « + v e v e e e e et et et et et e et et et et e et et e e e tateeenenenanaas 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
........................................................... elolofolod et ol el i el o0 ik oy-No] el e - i PP A ¢ 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................. TGGATAGTGATTCTTGGTCTGGTCCGATC . « e e v e e e e e e e et et et e e ettt e e et et ettt te e ettt eeeieeaenenea 29 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................. CGCCCARCGATGGATAGTGGATAGTGA + « « « e e e e v e et et et e e et et et e e e e e e et et e e et e et e et et e e taeseeteaaaaeneeaeaenenenneaaa 2] 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................. TCCGATACGTTCCGGTCTCCC e v e v et et e e e e e ee e et e e eaeeeaaenenenenea. 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
Anti-sense strand reads
SRR553488
SRR618934
RT 0-2
AAACCTAGCGTGAAGTCTGTGATCGAGTGGGTCCCTTGGCGCATAAAGAACCGGAAGCGCGGGGACAGCAACAGTAAAGTGCCTAAACGACACGTAGTAGGT TGCAACTGAACGCGGGTTGCTACCTATCACCTATCACTAAGAACCAGACCAGGCTAGGCTATGCAAGGCCAGAGGGAGACAGAGCGGAGAGTCACCATACAATCTAACGGTGTAGTTAAAAATGA dsim w501 hours
Read # Hit |Total ovaries eggs
edokd ok okdkokdok ko dok ko kok koo k ko kkkkkkkkkkk (L, A R N N N N N T I NI I e 1))) e )) kkkkdkkdkkkkkkkkhkkhkkkhkhkkhkkhkkhkhhkhkkhkkhkkhkkkhkkkkkkkkkkkkkkkk***x** gjze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
ldrosim2|[3r:9085243-9085469 + ldsi 32444|T-TTGGATCGCAC---TT----CA-GA--C--AC------- T---AGC-———-——-—~- TCAC-CCAGGGAA-CCGCGTATTTCTTGGCC———————- TTCGCGCCCC—————————~— TGTCGTTG--—-——-- TCATTTC---ACGGAT THGCTCTCCATCATCCTAACCTTGACT TGCGCCCAACGATGGATAGTGGATA-~—~~ GTGATTCTTGGTCTGGT----- CCGATCCGATACGTTCCGGTCTCCCTCTGTCTCGC————— CTCTCAGTGGTATGTTAGATTGCCACATCAATT--—-— TTT-—-—-- ACT
droSec2|scaffold 12:1981788- dse 153 |T-TTGGATCGCAC---TT----CA-GA--C—--AC-----—- T---AGC-—-—-——-—- TCAC-CCAGGGAA-CCGCGTATTTCTTGGCC—-—-———- TTCGCGCCCC—-——-————— TGTCGTTG--—-—--- TCATTTC---ACGGATTEGCTCTCCATCATCCARCCTTCACT TGCGCCCAACGHTGGATAGTGCATA-———- GTGATTCTTGGTCTGGT----- CCGATCCGATACGTTCCGGTCTCCCTCTGTCTCGC—-——— CTCTCAGTGGTATGTTAGATTGCCACATCAATT--—-— TTT-—-—-- ACT
1982014 +
|am3 lchr3R:12165003-12165229 —ldme 390 ||T-TTGGATCGCAC---TT----CA-GA--f}--AC-----—- T---AGC—-———————— TCAC-CCAGGGAA-CCGCGTATTTCTGGCC--—-—--- TTCGCGCCCC-————————~ TGTCGTTG----—-—- TCATTTC---ACGGATTEGCTCTECATCATCC-AACCTTCACT TGCGCCCAACGTGGATAGTGGATA-———- GTCETTCTTGGTCTGGT---—- CCGATCCGAT[ECGTTCCGGTCTCCCTCTGTCTCGC—-——— CTCTCHGTGGTATGTTAGATTGCCACATCAAIT--——- TTR-—-——- ACT
droEre2|scaffold 4770:11691406- |der 1538 F—TTGGATCGCAC———TT————CA—GA——C——AC ——————— T---fGC-----—-—-- TCAC-CCAGGGAA-CCGCGTATTTCENGGCC--—-—-—- TTCGCGlgccC----—-—-—- TGTCGTTI----—-—- TCATTTC---ACGGATTECCTCTCCATCATCCIJACCTTCACTTGCGCCCAANGTGGATAGTGGATA-~ -~ GTGETTCTTGGTCTGGT-———- CCGATCCGAT[@CGTTCCGGECTCCCTCTGTCTCGC--— -~ CTCTCAGTGGTATGTTAGATTGCCACATINAATT----- Err---—--- ACT
11691632 -
ldrovak3|3r:14251327-14251558 + | [B-TreeaTcGeAaC---TT----CA-GA--C--AC------- T---AGC-—-—-—-———-— TCAC-CCAGGGAA-CCGCGT[ETTTClgTGGCC--—-—-—- TTRHGCGCCRC----—-—-—- TGTRGTTI----—-—- TCATTTC---ACGGATTECCTCTCCATCATCCIJACCTTCACTTGCGCCCAACGTGGATAGTGGATA-~——~ GTGETTCTTCGTCT GG T/ elefiCCGATCCGATCGTTCCGGTCTCCCTCTGTCTCGC————— CTCTCAGTGGTATGTTAGATTGCCACATCAATT----- TTT---—-—- ACT]|
droEugl|lscf7180000409557:389399- T-TTGGATCGCAC---[J8----t\a-ca--C--AC-—----- T---AGC--——=-—-——~ TCAC-CCAGGGAA-CCGCGTATTTCENGGCC--—-—--- TTRGCGCCCC—————-————— TGTCGTTfg-------- BAcATTTC---ANGGATTECCTCH N CATCATCC-AACCTTCACTTGCGCCCAACGTGGATAGTGGATA- ———- crcfrfdcTrecTCTGGT----- cccldrlgccatléiceTTeci}eTcTcccTeToTTCGC--—- - CTCTCAGTGGTATGTTEGATTGCCACABRIATT--—-- T TR NRREINACT
389629 +
droBial|lscf7180000299102:89047~ T-T@GGATCGCAC---[8g----CA-I\A--C--AC------- T---AGC--——=-—-——~ TCAC-CCAGGGAA-CCGCGTATTTCENGGCC--—-—-—- TTCGCGCCCC-=-—-—————- TGTCGTTIN----—-—- TCATTTC---ACGGATTEGCTCTCCATCATCC-AACCTTCACTTGI\GCCCAACGTGGATAGTGGATA-— -~ GTCETECTTCCTITGGT-—-—- cco@rcceaTiccTTCcleTcTcccTcl\eTCcTCGC-- - - - CTCTCAGTGGTATGTT@GATTGCCACARNCHATT----- iABACTTAING
89278 -
droTakl|lscf7180000415580:530512~ T-T@GGATCGCALN XS Nele- - - -CcA-B\A--C--AC------- T---fGC-----—-——- TCAC-CCAGGGAW-CCGCGTATTTCEN GCC--—-—-—- TTCGCGCCCC-————————~ TGTCGTTG-—--—-—~- TCATTTC---ACGGATTEGCTCTCCATCATCC-AACCTTCACTEGCGCCCAACGTGGATAGTGGATA-———~ cragrleclerecTeToeT-—- - ccalercceaTicaiIrcceeTeTCcCcCcTCTGTCTCGC-- - - - CTCTCAGTGGTATGTTIGATTGCCACHTCIATT---~-- TTI--—-—- EcT
530741 +
droElel|lscf7180000490967:406791~ T-TTGGATCGCAC---[8§----CA-GA--C--AC-—-—---— T---AG-----—-—-- TCAC-CCAGGGAA-CCGCGTATTTClENGGCC--—-—-—- TTCGCGCCCC-————————- TGTCGTTG-—-—-—-—— TCATTTC---AWNGGAT TECGCTETCCATCATCC-AACCTTCECTTGCGCCCAACGATGGATAGTGGATA-———— GTCETECTTGGTCTGGT-—-—- ccao@rccilatféicclgrcceeTerccererereTege--- - - CTCTCAGTGGTATGTT@GATTGCCACATCIATT--- -~ i\ -BacTTAIN
407021 -
droRhol|[scf7180000776828:26618- T-TTGGATCGCAC---[8§----CA-GA--C--AC------— T—— AR --———————- Tclgc-ccaceeaa-ccGeGTATTTCEN GCC--—-—-—- TTCGCGCCCC-——-—————- NerceTTl-------- TCATTTC---AWGGAT TECGCTETCCATCHTCCAACCTTCACTTGCGCCCAACGTGGATAGTGGATA-~——~ GTCETECTTGGTCTGGT-—-—- CCGETCCGAT@CGTTCCGGTCTCCCTCTGTCTCGC—-— -~ CTCTCAGTGGTATGTT@GATTGCCACATCIATT--- -~ - -EacTTANE
26847 +
droFicl|{scf7180000453580:91067- T-TTGGATCGCAC---[88----CA-GA--C--AC------— T---AGC----=--=-—-- TCAC-CCAGGGAA-CCGCGTATTTCENGCC--—-—--- TTCGCGCCCC-—-—=-—-—=—- TGTCGTTI----—-—- TCATTTC---ACGGATTEGCTCTCCATCATCC-AACCTTCACTEGCGCCCAACGTGGATAGTGGATA-~ -~ GregrecTreecTeiIr-—--- ccogrcileatlécciIrccileTcTcccTereTeTC G- - - - - CTCTCAGTGGTATGTT@GATTGCCACATCIATT--- -~ i ABACTTA TS
91298 -
droKik1|[scf7180000302307:375628~ T-TTGGATCGCAC---[8----Cfg-IX8--c--ac-—-—--- T---cciNRelelel- - - -B\cachficaceean-cceeeaflaTrTci¥dcccc---—--—-- TTCGCGCCCC-————————~ ereoTT-—----—- TCATTTC---ACGGATTEGCTCTCCATCATCC-AACCTTCCT TGCGCCCAACGYTGGATAGTGGATA-———- GTGATcrecTCcTCGT----- e T C CGGTCTCCCTCTGTCTCGH-—-—- CTCTHAGEGGTATGTTGATTGCCACAT CRNTT--—-- TTIN-INg-ACT
375855 -
droAna3|scaffold 13340:15515673- ||dan 4044 |T-TEGGATCGCAC---[d8----IXFNGA - -C—-pf]- LI NAT - - [ LN MIININS - - Tcac-Ecaceeaa-cceeeTATTTCENGGCC-—- - - - —- TTRGCGCCCC—————————— crceTTcl-f LA CATA - - i
15515900 -
droBipl|lscf7180000396708:4517173~ T-TlccaTcecac---ge----t¥&\ca--c--ac------- T---EccINaNINe- - Tcac-flcaceeanficcoeagTaTTTc@leccC-- - - - —- - TTRGCGCCCC—-——-—-——— GTCGTTG-------- iEEA CATA - - i
4517395 +
dp5 |2:22444089-20444341 + | EEEEETY RN rEccaRmmniacTcacagicaSaclrErimcaa s B cTEaaacacaceeal- - F- - - - AN - BBl e T ——— TTHGCGCCCileple e eieeIaT G T CCLATL eI SN IR C A T[E T CIXRIFNC G 2[e TEECTCTCCL\CATI RIS ARCCTTC e TGGATAGT T/l G TClETdCc TTGGTCTGGT-- - - - ERiGAT Clfeln e ceT CHGGTCTCCCT ClmT CGl— - —- - CTRHTCAGTGGTATGTTEGATTGCAEATCIATT--- -~ TT RS- - - AHT]
droPer2|scaffold 3:5224897- iGiicINiTEccARERINA CTCACAENGABACIATETEECAAABERICTEAAACACACGCAS - -B- - - - AlN-B-[Ba T CINEENE GVl eEEEEEE il T(elelelelelel T G TGCCCTCCANEIRMEAIIA TCGCTATC - FNIGINSA A TCARSNGH LElslicl e dlc AP biT TG/ Vselihie ST GGATAGT GOl T/l iC T CleT/lC TTGGTC TGGT-- - - - ERiGAT Clfen s cRe T CHGGTCTCCCT ClmmT CGl— - —- - CTHTCAGTGGTATGTTEGATTGCAEATCATT--- -~ TTTISNS- — - AT
5225149 +
drovir3|scaffold 13047:1793955- ||dvi 24648|T-TeGGATINACAR-—-Ea-—— -~ - -—--—---- T---2AC-——————-—- TCAC- R i erTTTClgTeccCc--—-—--- TThgyccilcci
1794109 —
droMoj3|scaffold 6540:15377793- ||dmo 3159 |T-TTGGATENACAW-—-TT----Fha-Ba--B--Ea------- B---Blc-—-——---———- TCEC- I eaCiXeaTTTClgreeec--—-—--- TThgycci\cciy
15377962 +
droGri2|lscaffold 14906:12613598— T-TTGGATINCARN-—-TT----CcA-Gl]--C--ANg------ T®AGC—————————— TCAC- - I CLXe~ T T Tile T GG CCLY NN NNNNIe rhdic el
12613784 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:9085243-9085469
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:9085243-9085469
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32444.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:1981788-1982014
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_153.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:12165003-12165229
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_390.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:11691406-11691632
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1538.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:14251327-14251558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409557:389399-389629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299102:89047-89278
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415580:530512-530741
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490967:406791-407021
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776828:26618-26847
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453580:91067-91298
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302307:375628-375855
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15515673-15515900
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4044.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:4517173-4517395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:22444089-22444341
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3838.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:5224897-5225149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:1793955-1794109
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24648.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:15377793-15377962
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3159.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:12613598-12613784

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 31168 31:11814824-11814908 - || confident || Canonical miRNA || intergenic
Legend: mature star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
L8]
<+ —
| : ¢
o - 0
Q
o
— 0O o
o = 8 3
S : 5
c o - C ., -
< S T & c
E & o g rE w
© I &
l_ C)_ uQ—————il—l—l—-———-—————.——.—n—-—-—
— T =
2 \ _ o
\ S o - B o
H - - —
o - e I I | I I =
I I | I - . . . S &© 2 N 59 2
) a 0 X o @
11814950 11814800 . 118‘1%850 11814800 o I'T T 11 I I T 1 I I I | O Q}Q &&d A o -
Genomic Position 16 17 18 19 20 21 22 23 24 25 26 27 28 % | | | I
Sjze Condition 11814950 11814900 11814850 11814800
Genomic Position
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Hairpin partition Mature Star
Show Alternate Folds H
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553486 SRR553487 SRR553488
SRR618934 M053
Chicharo_3 Makindu_3 M023 GSM343915 M024 NRT_0-2 M025 SRR902009 SRR902008 RT_0-2
AGCCGCAGCAGCAGGTGCAGTCCGGCCCGCGTCAACCACGACAGAACTTCCGCCGAGGACCACCTGGTGGACCGCCCGGAGGACCTCGAGGTGGCCCCCGAGGACCGCCTGGCGGAGCCCCCGGTGGCCCCCGGCGCTACAACAACTACTATCTGCGTCAGCCGAGACGCGGCCTGGGCGGCGGT day-old day-old dsim w501 female hours hours
Read # Hit |Total ovaries ovaries head embryo ovaries male body |eggs embryo testis ovaries eggs
khkkkkkkkhkkhkkhkkhkkhkkhkkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkkhkkkkkkhkkkhkhkhkk (((((_ ((. (((((. ((_ ((' (((((. ((_ ((' (((((. ((_ .. .)) _))))) _)) .)) _))))) . ')))) _))))) _)) '))))) L. Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk* g]ze Mismatch Count Norm Total bOdY

0001

Testis

................................................................ i elelielelNelo]elofeolees Ve eyl PP~ 0 BN 1 24.00 24 12 9 2 0 0 0 0 0 1 0 0 0 0
...................................................................................................... GACCGCCTGGCGGAGCCCCCGGT . « v e e v v e e e e e e ee e et et e eaeeneeneenseneeneeaeeneeaeeaeeae 23 0 1 7.00 7 0 1 0 5 1 0 0 0 0 0 0 0 0
................................................................ i elelielel-Nolo]elofeloleles Ne el olo PP~ NN 1 6.00 6 1 0 1 2 1 0 0 1 0 0 0 0 0
...................................................................................................... GACCGCCTGGCGGAGCCCCCGG « + « v e vt e e e et e e et e e en e e e eneeaeneaneeeneneeaeneneaa22 0 1 5.00 5 2 1 0 1 1 0 0 0 0 0 0 0 0
................................................................ g elelielel-Nole]elofelole]es Ve ) NNuN PP - BN 1 5.00 5 3 0 0 0 0 0 0 1 0 0 0 1 0
........................... CGCGTCAACCACGACAGAACT . « e e et e e ettt et et e et e e et e e et et et e e et et e e et et e e et et e e et et e e et e e e et e e e e ettt et et ettt et 210 1 4.00 4 0 0 3 0 0 1 0 0 0 0 0 0 0
................................................................ g elelielel-Nolo]elofololeles Vet el NoloL: LouNN NN OO POP~~J 1 3.00 3 1 0 0 1 0 0 0 0 1 0 0 0 0
...................................................................................................... GACCGCCTGGCGGAGCCCCCGGM. « o v vttt te e et et ettt ee e e et te e e e e enaaenenaeaeneneaa23 1 1 3.00 3 1 2 0 0 0 0 0 0 0 0 0 0 0
........................................ 1:N7-Ne. V- Nk i o] o7 elo] e} YeleT-No] I PO~ N ¢ 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0
......................................... oF-Ney VN i oo eTe ol NeTeT-Nod ol PP~ 0 BN 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0
.................................... CACGACAGAACTTCCGCCGAGGACCACC . ¢ e e et et e et te e ettt et e et e et e et e et e e e e e e e e e e et e e e e e e e e e e et e et e e e e e e e e e e et e e ettt ettt et et 280 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................................................... ATCMECETONECCEREACECEGCC TGN D 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
................................................................................................. CCGAGGACCGCCTGGCGGAGC . « e v v e v et e e et et e e et et et et e e ettt e et ea i eieeaeneaeneneea 2l 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1
................................................................... TGGACCGCCCGGAGGACCTCGAGGTGG - - « « » « « t e e s s e o e e e s aaea e as s aasaseeensasseeesaseeensasseeasascaanasasseenraacaansaneeas-aa2l 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................... GACCGCCTGGCGGAGCCCCCGGT. oottt ittt it it ittt et ettt e et et e e e e 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................... GACCGCCTGGCGGAGCCCCCGGR . « o v vt et e ettt ettt e e ettt e e ettt ea e 23 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
........................................ ACAGAACTTCCGCCGAGGAC . « & ¢« e e et ettt et e e e et e e et e e e e e e e e ot e e et e et e e e e e et e e et e e et e et e e e et e e e et e et e 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................ efe) Noloki oel-Nelehelelofo] olo] o c)-NPuN NN PO~ R O 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.................................... CACGACAGAACTTCCGCCGAGGAT « &+ « e e e e e e et e et et e e et e e e e et e e e et et 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 e e e e e s e e eaeneaeeaeneaeeaeneaaeaeneenenenaeaa24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
..................................... ACGACAGAACTTCCGCCGAG « « + t e et e te e ettt et et et et e e et et e et e et e e e e et e e e e e e e e ettt e e e ettt e e e et e e e e e e e e e e e e e 200 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................................... CACGACAGAACT TCCGCCGAGGACCACH . « . o ittt ittt it it ettt it ettt et ettt e ettt et et e e ettt e et te et te e et en e taenaaaeneaenene.. 28 1 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0
......................................................................................................... CGCCTGGCGGAGCCCCCGGTGRE. .« . v\ ittt ettt et e ittt et ittt e e i e 23 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. CGCCGAGGACCACCTGGOTGGACT . « &+ v e e e e e e et e e e e et e e e et e e e e e e e e a e e et e e e e e e e e e e e taen e e e aeseaeeaeneaeeaeneeeeaeneeeeaeneeaeaeneeneaenaeaa?23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
............................................................................................................................................................... AGCCGAGACGCGGCCTGGGCGGCGGT 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................................... ieled Nofofelolololeler Nelel-Notoki ofc: NN PO~/ S 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
.......................... CCGCGTCARCCACGACAGAR .+« e ettt et ettt et et et et e e et et e e et e e e e et e e et 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 et 200 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
................................ CAACCACGACAGAACTTCCGCCGA « « ¢ v e e ee e et et e e et e et e e e e e e e e e e e e e e e e e e e et et et e e et e e e e ae e ae e e e e e e et et e e e eaeeneaeenaeaeeneeneeaeeaeaaennena24 O 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.................................... CACGACAGAACTTCCGCCGAGG « « ¢« v v e e e e et et et ettt e et e et e e et et e e et et e e et e e e e e e et e e et e e e et e e e et e e e e e e e e e e e et 220 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
............................................................................. GGAGGACCTCGAGGTGGCCCCCGAGGAC . ¢« t v vt et ettt e e ettt e e et et te e et ae e et ae e st e eeeneaeeaeneaeeaeneaneaeneaaeaas 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
............................... TCAACCACGACAGAACTTCCGCCGAGG « « ¢ e v v e e e e e et et e e et et e e et et e e e et e et e et e et e e e e e e e e et e e e e e e e e e e e e e e e et e e e e e et 2T 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................... GACCGCCCGGAGGACCTCGAGGTI . . . . ¢ o ittt ittt ittt e ittt ettt e ettt e ettt et ettt ettt ettt ieeiaenea 25 2 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
..................................... ACGACAGAACT TCCGCCGAGGACCT . « &+ e e e e e et et e et e e e e et e et e e e e et e e e e et e e e e et e e e e et e e e e e e e e e et e e e e e e ee e e eaeneeeeaeneaeeaeneeaeaeneeneaenneneaan24 O 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
................................................................................................................................................................ GCCGAGACGCGGCCTGGGCGGCGG. 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
................................................................ ielel elel-Nofoletofolole el Nete)-No! NN P~ N 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................. AACCACGACAGAACTTCCGCCGAGGA . + « v e e e v e te e e e et et e e et e e e et e et ettt et e e et e e et e e e ettt e et e et e et e e e e ettt e e e e e et 260 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................ CAACCACGACAGAACTTCCGCCGAGGA . + ¢ e e vt e et e e et et te e et et e e et et et et et e e e et et e e et et e e et e e e ettt e et e e ettt e ettt e e et ee et ia e ieaeneaenenee 2T 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
............................... TCAACCACGACAGAACTTCCGCCGAGGAC « & ¢ v v v e e e et ettt e e et et e et e et e e e et e e et et e e e e et e et e et e e e e e e et e e e et et e e e et e e ettt e et ettt ettt et 290 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0
........................................ ACAGAACTTCCGCCGAGGA . « ¢ e e et e e et et te e et et et e e et et ettt e e e et et et et et e e et e et et e e e et e et et e ettt et ettt 190 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................... GACCGCCTGGCGGAGCCCCCGETRA . « . v v vttt ittt ettt et ettt et ettt ettt ee i 252 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
...................................... CGACAGAACTTCCGCCGAGGA + ¢+t et et ettt et et et et e e et et e e ettt e e et ettt ettt e e ettt e e e et et e et e et e e et e e et e e ettt 210 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
...................................... ofe) o0 YTV Noli i o ofeofo] -V c NP o IO 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
................................ CAACCACGACAGAACTTCCGCCGAGGAC . « e e v et et e et e e et e e et e e e et e e e e e e et e e e e et e e et et e e et e e e e e e e e e et e e e e e e e e et e e e e te e eeeeneneeaenenaeaenenneae 28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
.................................................. ofeloleley.Nelel N ole)-Yolodi el et e )Nl AP~ B 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
................................................................ g elel Jelel-NololeTofololeTesNeTel-NoTol: RN~ B 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0
.................................................. CGCCGAGGACCACCTGGTGGACCTGCC + « v v e e et et ettt et ettt et e et e e e e e et et e et e et e e e e et e e e e et e e e e e e et et e ettt et ettt et ee e iieaenea 260 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
......................................................................... ele]ole]eTelNele).Noled o] TN NP I I ¢ 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
................................................................ jielelifelel.Nelelelelelole ey NeT ey V..U P -0 B 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
el olo]ele. Ve oy NeT ok Ve e il eToy. Ve il o] o c BN 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
................................................................................................ CCCGAGGACCGCCTGGCG M « v v v e e e e et et e e e e et e e et e teen e e eeneaneaeneneeaeneaneaeneeaeaa 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
...................................................................................................................................... CGCTACAACAACTACTATCTGCGR. . ..o v i 24 1 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
...................................................................... ACCGCCCGGAGGACCTCGAGGT . « &« v vt e e e e et et ettt e e e e et e et e et e e et e et e ettt e e et e e ettt e et ittt 220 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0
................................................................. GGTGGACCGCCCGGAGGACCTC G - + ¢« « « e e e e e e e e e e e et et e m et e e ea e e e o e eaeeaeenseneeeeeeeaeeeeaeeaeeaneneensenseneeaeeaacaaaa23 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
.................................................................................................. (ofe).Neled-Neloleloleliifelelofeles-Neto]e o . FAuuumu PP~ S 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
..................................... ACGACAGAACTTCCGCCGAGG « « ¢ e e v vt et e et ee e ettt e e e e a e et e e et et e e et et e e et et e e ettt e e et et e ettt e et et e ettt te e et te ettt 2l 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.................. AGTCCGGCCCGCGTCAACCACGACAGA . « ¢ v et e e et et et et et e e et et et e e et et e e et et e et e e e et e e e et e e ettt e e et e e e e e e e e e e e e e e e et 2T 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
...................... CGGCCCGCGTCARCCACGACAGAAC . « « e e e e et et e e et et e e et e e et et et e e et et e e et et e e et et e e et et e e et et e e et et ettt e e e et e e e et e e et e e ettt et 250 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................ i eled elel-Nololetofolole ey NeTel Yo/ NN 5 N 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488 SRR553486 SRR553487
MO053 SRR618934
M024 M023 0002 RT_0-2  Makindu_3 M025 NRT_0-2
TCGGCGTCGTCGTCCACGTCAGGCCGGGCGCAGTTGGTGCTGTCTTGAAGGCGGCTCCTGGTGGACCACCTGGCGGGCCTCCTGGAGCTCCACCGGGGGCTCCTGGCEGACCGCCTCGGEGECCACCGGGGGCCGCGATGTTGTTGATGATAGACGCAGTCGGCTCTGCGCCGGACCCGCCGCCA female hours day-old hours dsim w501
Read # Hit |Total male head body |Head eggs ovaries |embryo eggs ovaries
Khkkkkkhkkkkhkkkkkhkkhkhkkhhhkkkhhnkdkhrrdkdkrrrkrrrrd (. (o COCCCCC e COCCC e G e e )N ) a)) o)) e odd))) o)) u))))) o hkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkk*k*k*k***** size Mismatch Count Norm Total body
................................................ el elolelelol Jolohiele eles-Notol-Nolol:c NN APPSO 1 2.00 2 0 2 0 0 0 0 0 0 0
................................................ < [elele]eleleli ool el el ele) N ol ey Xe] ol L NP~ S 1 1.00 1 0 1 0 0 0 0 0 0 0
........... ehofo)-Nofel o) YeleTolo]elcleTofe s NN PP~ N ¢ 1 1.00 1 0 1 0 0 0 0 0 0 0
............. o100 Neleli o) Nelelofe] ele]elo] et ol el N PPN NN 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................................................................... GCCGCGATGTTGTTGATGATA . « et e e e eeeeeneeneeneenecaeeaeeaa 2l 0 1 1.00 1 0 0 1 0 0 0 0 0 0
e elelel olel doleli ooy No] el Joy-Ne c PP 21 0 1 1.00 1 0 0 1 0 0 0 0 0 0
........................ ol eTelolele Neiigi et el cloli e PR I : I O 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................................................................................................... CCGCGATGTTGTTGATGATAG . « v v v e e eeeeeeeeeaenenaenenen. 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0
............................... < (el T ek elok el ot eV Ne c 4 o N 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................................................................................................... CCGCGATGTTGTTGATGATAGA . « + v vt e eeeeeeeeeeaenenannenen. 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0
....................................................................... - (ele]eleleT o] ol el oL el ey NeTol: o N PP I B 1 1.00 1 0 1 0 0 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|drosim2|31:11814774-11814958 - lasi 31168|AGCCGCA-—-—-——————- GCAGCAGGTGCAG-—--—-—--- TCCGGCCCGCGTCAACCACGACAGAACTTCCGCCGAGGACCACCE=======—c—ooo TGGTGG——-—-——~— ACCGCCCGGAGG————-—————————— ACCTCGAGGTGGC---CCCCGAGEESaaaaaasas ACCECCTEECEEREEEEEEEE G- —-Gccccc—-———- CGGCGCTACAACAACTACTATCTGCGTCAGCCGAGACGCGGCCTGGGCGGCGGT |
droSec2|lscaffold 0:4300879-4301063 [dse 1672 |[AGCCGCA--—----—-—-- GCAGCAGGTGCAG-----—=--- TCCGGCCCGCGTCAACCACGACAGAACTTCCGCCGAGGACCACCE=====—=——————=- €GGTGG-—------ ACCGCCCGGAGG—=-—=—-—=-—=—=-——-— ACCTCGAGGTGGC---CCCCGAGE============ ACCGCCTEECEEAGCCCCEEETG---GCCCC—-———- CGGCGCTACAACAACTACTATCTGCGTCAGCCGAGACGCGGCCTGGGCGGCGGT
|dm3 lchr3r:12116109-12116293 - | RS e ——— GCAGCAGGTGCAG-—--—-—~-~- TCCGGCCCGCGTCAACCACGACAGAACTTCCGCCGAGGACCACCE=========————= EBGGTGG-------- ACCGCCCGGAGG——-—=—-—=—-——-——~- ACCTCGAGGTGGC---CCCCGAGEE S Saaaaaaas ACCGCCTEEHEEAGCHECEEETG---GccCC—-—-—- CGGCGCTACAACAACTAWTATCTGCGTCAGCCGAGACGCGGCCTGGGCGGCGGT |
droEre2|scaffold 4784:12105783- der 1464 |acceclcalg----------- B CAGGTGCAR---—————- BccealdccGeaTCAgcCACGACAGAACTTCCGCCGAGGACCACC=========—=-=- EceTeG-------- ACCGCCCGGAGG--—-—=-—-—-—-—-- ACCTCGAGGTGGC---CCCCGAGl============ ACCHCCEECEEREEHIEEEEET G- —-Gcccc—-—-—- CGGCGCTACAACAACTACTATC[EGCGTCAGCCGEGACGCGGHCTGGGCGGCGGT
12105964 -
ldrovak3|[3L:12164072-12164253 - I |acccBealg----------- B CAGGTGCAR-———————— TCRGGECCGCGTCACCACGACAGAACT TCCGCCGAGGACCACCE———=—=———————- EceTeG-------- ACCGCCCGGAGG--—-—-—-—-—-——- ACCTCGAGGTGGC-—--CCCCGAGH=========--=- FcdINcCiNGECEEAGCRCECEETG-—--Gccce—————- CGGCGCTACAACAACTACTATCEGCGTCAGCCGEGACGCGGHCTGGGCGGCGGT |
droEugl|scf7180000409466:4206637- accilecalg----------- - - — - [FNECHCINEEEEEEEE TCCGGCCCGCGTCANCCECGECAGAACTTCCGCCGARRACCACCE==—=—=—=—————- Ecercle-------- accilcceoeleG--------------- ACCTCGRGGTGGC---CClCGAGH============ ACTNICTEelcEEechceEETc---cccce—-—-—- ceeeaoifeacaaaacTacrarclceeTeallccaldciicceeaiic TicEcGeGaT
4206818 -
droBial|scf7180000302428:4367575- accileca-—-—-—————-- GCAGCAG@TGCAG--—--—-—-- TCCGGCCCGCGTCAECCECGlCAGAACTTCCGCCGAGGECCACCE==m=—=—=— === —- EceTeG-------- ACCGCCCGGAGG--—-—-—-—-—-—-- ACCTCGRGGTGGC---CCCCGAGE============ ACCGCC[EGECEEACCHCCECEETG---GCccCcC—-———- CGGCGRTACAACAACTACTATCEGCCECAGCCGEGACGCGGHCTGGGCGGCGGT
4367759 -
droTakl|lsc£7180000415254:489716- AGCCGCAfg----------- Bl C ACEITGCAG-—--—-—-— TCccGGeecaeagcaldcclcccacaacTTecceccaceaccaccdg-—-————-——--—- TGGGG---—-—-- ACCGCCCGGAGG-=-—=—-—-—=—=-—--— ACCTCGR{GGTGGC---CCCCGAGE==========—==- ACCGCCGGCEEAGCHCCCEETG---GCCCC—-———- CGGCGCTACAACAACTACTATCGCGcAGCccaleliccceeccTGGGCGGCGaT
489900 +
droElel|scf7180000491193:4055994- accileealg----------- B CAGHTGCAG--———-—=~ TCccGGeccGeacaldcclccldcacaacTrecGecGAGGccACCE == m=mmmam == EceTeG-------- ACCGCCCGGEGG----------—---- ACCTCGHGGGGC---CcClicGAGE============ [elleccl8cECEEAlECeCeiEETG---Gccecce——-———- CGGCGCTACAACHACTACTATINEGCGTCAGCCINGHCGCGGHCTGGGHGGCGGT
4056175 -
droRhol|scf7180000773422:145600- AGCCGCAfg----------- B CAGETGCAG-—-—--—-~ TCCGGCCCGCGTCAlgccccldcacaacTTeceecadecaccacc--=—=—=—=—=—-—- ceTeG-------- ACCGCCCGCEGG--—--—-————-——- Acclcclicellece---ccljceacEamms======== leelsiccldecceealdchiceiiceTc—--ccccc-—--- [BcceeceeTACAACAACTACTATCGCGTCAGCCIYGHCGCGGHC TR GGCGGRGGT
145782 +
droFicl|scf7180000454113:2519881- AGCHCRm-—---------- B CAGETGCAG--~--—-—-~ TCCGGCCCGCGTCAlgcccaelcacaacTTCColcaldeaccacc========—=—=—- EceTeG-------- ACCGCCCGGEGG--------—-—-—-- ACCTCGHGGTGGE---CCCCGAGE============ AR ClEIGECEEACHICCHEET G- - - Geccce—-—- - - CGGCGITACAACAACTACTATCMEGCGTCARNCCGEGHCGCGGCCTGGCGGCGG
2520056 +
droKik1|scf7180000302391:696025- aflcceenlg------—----- e ChicENccAG--------- TCl{GGCCCGCaEcAACCACGHCAGAACTTCCGHCGccccleccdg--—-—-——-——-—- EceTeG-------- acclccilcchicciYIT XTI Nelehelekdeletelc cllcclec G TGol- - -ccldeciicEa s === === ARRNCCINGEINCCAlCICECEET G- - - clyccly—-—-—- ccldcclgrapjaacaacTacrarclccdecallcci¥ccccesecTeeeceeeaaT
696221 +
droAna3|lscaffold 13337:19470064- AGCCGCE-----------—- GCAGCALNSTGCAG-----—--- TccceiiccliccTeallccleccallaacTrecaicclicedccaccsm == — - - o= - Ecclce-------- acclccilecdec-----—--—-—-——-- bccilccldeclcaly---ceceoici========—=-- EmcclEcccecaEciNechicelec- - -cliccc------ cofjceecTacaacaacTaTaTccccldcaceci¥ecliccceaictilacecaeaaT
19470245 +
droBipl|scf7180000396360:664449- AGCCGC[®------------ GCAGCAG@TGCAG--—--—-—-- TcceeecilceTealdccecldcallaacTreceeccleolccacckm=m=m = m === Eccee-------- accilccieale------—----—---- bccrcaEceleal---coccoopci============ ARRNcclEcccceAdcchiceec - - -cljccc—-—-—- cefjcceTacaacaacTAlTATClEGCEECAGCCIGCGCGGHCTGGGCGGCGGT
664630 +
EE |XR_group6:5905481-5905653 - | R - - E——— B CAGETGCAG-—-——-—-- TcceocclcccaldcccclcailancTi®iccliccldccEccr - ——— == ———-—- B\clcc-------- acclcccoele----—--—--—-———-- ACCTCCEGGEcHN---ccceoljcB===========- LERmc i\ GECeeAlEiceeelicETc—- -cldccc—-—-—- McceceeTacaacaacTaCTAlCEccoTCAGCGEoCGCGGITGGGCGGCGaT |
ldroper2|scaffold 47:405656-405828 - | [ - - B CAGETGCAG------—-- TcceeRcclccdcaldcclccldcallaacTi¥icciiccldcclgcca - ————-— === —--—- BcecG-------- acclcceeoeleG--------------- ACCTCGEGGEGHN---CccceoljcE=m========== LmC CL\EECEEAlECECeEET G- -Gl\ccc—-—-—- BcceaeeTacaacaacTacTalceceTeacceEclcGCeGITGGGCGGCGGT |
droWil2|scf2 1100000004511:8564201- accileeal----—-—-—-- - - - -[Fa cCilelINA GGAGGGGCAGGT[HEA e MEINeEVNIINsIe /e c CIN Tl T/dle T/ole clele Tiole - - - EEEEE TR ClelelNelelcCCACCCG - - - — - G/Ufele T/CleREEE SccilccldeeTealy- - - coljccicEEEsRsaaanaas [TeleLiCCINEClCEAEINECCECE clelfecc cciXee - - -FcciicceTacaraacTafTATCccGTCAGCIGEGHC GI\GEC TGGGCGGCGGT
8564397 -
drovir3|lscaffold 13049:22946870- AGCRGCAR--—-————- FF\ccaceacTGCAG-—--—-—-- TclgccjccllccTcaldccacaicacaacTiBicolic ccaccliam-laadee- - [deadeercclecc————— - - Bccilcccealeg----—-—--—--—--- Sccilccldeerclely- - -ccllccijcede====== [Tl C CLIECCECARICINCECECT G - — - Gilcc NI c clicccTagaacaacTacTAaTC8Gcoldcaciiccldcldc cijcidec Tccllccce Gl
22947075 +
droMoj3|scaffold 6680:17558569- accileca-—-—-—-———-- Rcacea®rceag--------- TclgcciiccilcclEcaldccaceiicaca TR Glic GRiGGHC Clol - aapiae - - — (el T GG TCG -~~~ ———= BeclccceayeG----—-—--—-—--- Sccilccldeeraldy- - - colicoicEEEsRsaaaaaas R CGCCEAMEINECCEET G - - - chchcEaNIN\cclicceTacararlTACTAT CGCGEc AGRCIXSGHC G GHCHTRGGCGGC GG
17558762 +
droGri2|scaffold 15110:18220679- INOA NG CTCGATGGACAINEA T[EC Al NEEEEE TClgccidci¥cclEcaldccacchic alla AliTERC clic e cac Cldlel- - [dedadedeldeasel T GG TCG———— ——— = kcchjcccedEcg-—-—-—-—-———-—- ke cilccEccTooilaehlc che Gl Eldeeecelceiselc (LG CCC G CINE CCEE T clele chic chleldeldNec clic Gc TacAAcAARTACTAT G CGlc AGIIcINGlc cliclic c TG GGl clic G
18220908 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:11814774-11814958
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:11814774-11814958
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_31168.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:4300879-4301063
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1672.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:12116109-12116293
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:12105783-12105964
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1464.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:12164072-12164253
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:4206637-4206818
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:4367575-4367759
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415254:489716-489900
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491193:4055994-4056175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000773422:145600-145782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:2519881-2520056
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302391:696025-696221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:19470064-19470245
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396360:664449-664630
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:5905481-5905653
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_47:405656-405828
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:8564201-8564397
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22946870-22947075
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17558569-17558762
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:18220679-18220908

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 32454 (31:16596514-16596655 + |confident | Canonical miRNA ||antisense to 3pUTR
Legend: mature star mismatch in read
Predicted structure
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Show Alternate Folds H
Flybase annnotation
Antisense to utr3 [utr3_minus 5980]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553486 SRR553487
SRR618934 MO053
Chicharo_ 3 SRR902009 0001 SRR902008 0002 Makindu_ 3 M025 GSM343915 M024 M023 NRT 0-2
TATGAGGATAAGGGCAATACTTCCAATTATATACCAAACACAAAAATGTTTATATTAAAATTTAATCAACGACCATGCGACCGGCGCTGGAGCAACTGCATCAAGGGCTGGATTCGATCCATCTTCGCCAAACCACTGATGCAACTACTCCAGCTACGCCGGACACACGGGCCTCATCTTGAAAAATATATATATAACTCAACACCGCTTAAGGACTAACTTGAACTGGACATGGGTGGAAC day-old dsim w501 day-old hours female
Read # Hit |Total ovaries testis Testis ovaries ovaries Head ovaries embryo embryo male head eggs body
khkkkkhkkkkkhkhkhkhkhkkkkhkkhkkhhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhhhkhhkhkhkhkhkhkhkhkhkhkkhkhhhhhkhkhkhkhkhkhkhkhkhkkkkkhdk ((. ((.. . ((((((((((((... . (((((((. ((.. (((. .. ((( ....... )))))) . .)) ..))))))) ... .))))))) .. .))))) . ..)) .))************************************************************************ size Mismatch Count Norm Total bOdy
..................................................................................... elohiele).Yelo).¥-Xoi feloy-Ni il oF-V-eTc] TN PP~ 3 S O 1 13.00 13 10 1 0 0 2 0 0 0 0 0 0 0 0
..................................................................................... elohiele)-Nelo)¥-Xo ey Nl o7V cTc U AP~ N O 1 9.00 9 5 1 0 0 2 0 0 0 1 0 0 0 0
.......................................................................................... AGCAACTGCATCAAGGGCTGGA . + ¢ e e e e et et e et e et e e et e et e e e et et et et e e e e e et e e e ettt e e e et et e e et e e e e e e e ettt 220 1 7.00 7 5 1 0 0 0 0 0 0 0 0 0 1 0
......................................................................................... eF:NeT o)V Nohielo). ¥ o3 .¥-Ne ele] oL 0NN PRSP R 1 4.00 4 0 4 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................... ACTGATGCARCTACTCCAGCT « &+« e e e e e et e e et et e e et e et e e e et e e e et e et et te et e ee e ta e taeaenaneaenaeaa 2l 0 1 3.00 3 0 0 0 0 0 0 0 1 0 0 1 0 1
....................................................................... e o i e o] e o e e e ol e P 25 o 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................................. CCGGACACACGGGCCTCATCT . « v e e e e e et e et e e et et e e e e e ae e eaeaeneeaenaenaeaenaenaea2l 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0 0 0
...................................................................................................................................... ACTGATGCAACTACTCCAGCTAC . « e« v et ettt et et et et e e e e et e e e e e e e et e e e e e et ettt et et ettt e e 230 1 2.00 2 0 0 0 0 0 2 0 0 0 0 0 0 0
..................................................................... CGACCATGCGACCGEGCGCTGE - » - = <« o o o e e e oo n e e am o e e e tia s e e aa e e e e aa s e s e e e n o e e e ta s e e e e e oo e e aa s e na e ae e oo aaat e aa i e e ta et aaeat et ataaat a2 O 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................. ofelelofelo Jelel-NeToF-V. Xkl clo U GNP - BN 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0
.................................................................................................................... ATCCATCTTCGCCARACCACT « « + ¢ e e e e e et e e e e et et et e e e e et e et e e e et e e e et et e et e e e et et ettt te et te et et eneeaenneneea. 20 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................... ACTGATGCARCTACTCCAGCTA .+« e et et ettt ettt e e et e e e e e e e e et e e e e et e e et e e et et et ettt et e e 220 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
...................................................................................................................................... ACTGATGCARCTACTCCAGC . « &+ e e e e e et e e e et et e e et e e e ettt e e et et e e et a e e e e e eee s e taeneeaeaanaenenaenaeaaea 20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
............................................................................................................... ATTCGATCCATCTTCGCCA . «+ ¢« e e e e e et e et e e et e et e e et et e e e et e e et e et e e e et e e et et et et e e e e e et et ettt te et te et eiaeneiaenaeneea. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
...................................................................................................... ARGGGCTGGATTCGATCCATC « & e e e e ee e et e et ettt e e et e e e e et e et ettt e e e et e e e e e e e e et e e e e et e e e e e e e e e e 200 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
............................................................................................................................................................... CGGACACACGGGCCTCATCTTGARARR . ¢ o e v ettt e e et e e e e e eaeneeaenaaneeaeneenenaenaeaaea2] 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
............................................................................................................................................................... CGGACACACGGGCCTCATCTTGARARAT . . ¢ v ettt e e et e e e e e eeaeneeaenaeneeaenecneeaenaeaans28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
...................................................................................................................................... ACTGATGCAACTACTCCAGCTACGCC « « + e e et e e et e te e et e et e ettt e e ettt e e ettt ettt ettt et et ettt eiea e 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
el el el Vel e et oF- V. -\ h i o] o).V PP 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.................................................................................................................................... CCACTGATGCAACTACTCCAGC « « + e e e et et et e et et e e e e e e et e e e et e e e et et e e e et e e et e ettt ettt et eaeneeneea 22 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
........................................................................................................................... TTCGCCAAACCACTGATGCAAC . « + t et e et ettt et et e e e ettt e e e e e e e e et e e e e e et e e et e e et e e e ettt ettt et e et 220 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
............................................................................................... ol eToF -t oF- V. NeleTeloliifcle. N i RSP~ B 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................... FNeToF. V. Nohiele). ¥ o). V-NeTeTe o TN N 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................... FNeT o7V Noli ele). i o).V-Ne c PR I N 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.......................................................................................... AGCAACTGCATCAAGGGCTGG « « « ¢ e e e e s e e e e e et e e et 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 ea e e e e ea e e e e e e e enetaeaeeneeaeaeeaeeaeneeneaaenaeaennenaeaa2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................... elohele).Nelo). Vo Jelor- Nl oF-V-NeTe]c! . | SR~ S 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................. CGATCCATCTTCGCCARACCAC . « e e e e e e et et e e et et e e et et et e e e e e e et e e e e e e e e e et e e e e e e e ta e eneaenaeaeaaenaenenaenneaana22 O 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
...................................................... TTARRATTTAATCARCGAC .« ¢« ¢t e et ettt et et et e ettt e e et et e e et e e e et e e e e e et et e e e et e e e e et 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 190 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
........................................................................................ el el Nelo). V. Nolieoy. N V- elc e ol 1 PP~ B O 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
............................................................................................ CARCTGCATCAAGGGCTGGAT . « e v e e v e et ee e et et et e e e et e e e et e e e e et et e e et e e e et et e e e et e e e e e e e e e e e e e e e e et 210 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553485
MO053 SRR618934
SRR902009 0001 Makindu_3 SRR902008 Chicharo_3
ATACTCCTATTCCCGTTATGAAGGTTAATATATGGTTTGTGTTTTTACAAATATAATTTTAAATTAGT TGCTGGTACGCTGGCCGCGACCTCGTTGACGTAGTTCCCGACCTAAGCTAGGTAGAAGCGGTTTGGTGACTACGTTGATGAGGTCGATGCGGCCTGTGTGCCCGGAGTAGAACTTTTTATATATATATTGAGTTGTGGCGAATTCCTGATTGAACTTGACCTGTACCCACCTTG female day-old day-old  dsim w501
Read # Hit |Total testis Testis body | ovaries ovaries ovaries ovaries
R R N N G A N (I O T I C 1))))) - )) o ) )))) ) e ))))) ) ) ) ) ) ) ) L)) ) ) ek ke k ko k ko ko k ko kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total
.................................................................................... GCGACCTCGTTGACGTAGTTC . « « + e e e e e e e e e et e e et et e e et e e et e e e e e e a e e e a e e e e e e e e e e e e a e e e e e a e e e et e e e e e e e e eae et e ene e eaeensaaenaeneeaenneneaaenneneea2l 0 1 2.00 2 2 0 0 0 0 0 0
......................................................................................... CTCGTTGACGTAGTTCCCGAC . « &« v e e v e e e te e et e e e ettt e e e et et e e e et e e et et e e e et e e e e e et e e e e e e e e et e et e et e e e e et e e et e e et e e 210 1 2.00 2 2 0 0 0 0 0 0
......... i ol ololed 0N eV NeT el -0 - P2 R 1 2.00 2 2 0 0 0 0 0 0
............................................................. 9N e o e et Yo e o e A2 RN 1 1.00 1 1 0 0 0 0 0 0
....................................................................................................................... el T VYo ele kil el e il TN o - P~ I ¢ 1 1.00 1 0 1 0 0 0 0 0
........................................................................................ ook olehiil ey Noledi - Ne il olo] o7 7ol PR3 S 0 1 1.00 1 0 1 0 0 0 0 0
............................................................. 80N e o e el -V ole o e PP N 1 1.00 1 1 0 0 0 0 0 0
.................................................................................................................................... GGTGACTACGTTGATGAG . « « « « v e e e et e e et e e et e et e e et e e e e e et et e e e et e et ettt e e et ettt ettt 18 0 1 1.00 1 0 1 0 0 0 0 0
....................................................................................... (ol ok olel dilel-Nof el .Y ik ol o of Yo J PP~ X S 1 1.00 1 1 0 0 0 0 0 0
......................................................... B0 N e o e e -V c P2 R 1 1.00 1 1 0 0 0 0 0 0
.................................................................................................................. el ol NeTedi J-Nes-V-NeTo] el el e el e\ P2 I O 1 1.00 1 0 1 0 0 0 0 0
................................................................................................................................................................................................................................ GGACCTGTACCCACCT.. 16 1 7 0.14 1 0 0 0 1 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|31:16596464-16596705 + |ldsi 32454|TATGAGGATAAGG---------———————- GCAATACTTCCAATTAT - ———————————————————— ATA——————m——m o CCAAACACAAAAATGTTTATATTAAAATTTAATCAACGACCAT-G-CGACCGGCECTEEAGCAACTGCATCAAGG-GCTGGAT TCG—————————————— === —— - ATCCA----- TCT--TCGCCAAA---CCRCTCATECARCTACTCCAGCTACGCCGGAC--ACACGGGC--CT-CATC-~TTGAAAA-——————————- ATATA-—---TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACAT ————————————————————————————— GGGT----- GGAAC
droSec2|scaffold 0:9073999- dse 163 |TATGIEGATAAGG-—--—-—-—-—-————-- GCRATACTTCCAT TAT -~ ——— ===~ ————— o e BCAAACACAAAAATGTTTATATTAAAATTTAATCAACGACCAT-G-CGACCGGCGCTGGAGCAACTGCATCAAGG-GCTGGATTCG—————————————— = —— === __ ATRCA--—-- TCT--TCGCCHAE---CCACTCATCCAACTECTCCAGCTECGCCGGAC--ACACGGGC--CT-CAgC--TTGARAA-——————————- ATATA----TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACAT ——————————————————————————— GGGT----- GGAAC
9074239 +
|dm3 lcnr31.:17013398-17013639 +|ldme 266 |THTCHEGATAAGG---------———————- GCAATCTTCCAAT TAT -~ =~ == —— = ———— - ———m o ATA——————m——m oo CCAAACACAGAAATGTTTATATTAAAATTTAATCAACGACHET -G-CGACCGGCECTEEAGCAACTGCATCAAGG=GC THGAT TCG— =~ == —— === === — =~ — = — ATCCA----- TCT--TCGCCAAE- - -CCRCTCATECARCTIECTCCAGCTHECGCCGGgC--ACACGGGC--CT-CABC--TTGAAAA-——————————- ATATA----TATATAACTCAACACCGCTTAAG-GACTAACTTGAACTGGACAT -~ ——————————————————————————— GGGT---[E-cAanc|
droEre2|scaffold 4784:16829173- TATGERGATAAGG--—=-———————-———— GIXSA T8 T TR CAAT TAT - — =~ - — = — - — oo I e ccangcacAlgAlARIT T TATAT TAAAATTTAATCAACGHCCIET - G-CGACCGGCENTGEAGCAANTGCATCAAGG=GC TGGAT TCG— =~ == == === == === ===~ ——— Algcca----- TCT--gacccRnE- - -lcACTCATECACTleCTCCACT e ccCcGGAC--[gcACGGGC--CT-CAEC--TTGAAAA- -~ - - - - - - —- ATATA----TATATAACECAACACCGCTTAA-GACTAACHMGAACTGGACHT— -~~~ ———————— oo GGGT----- EARNAT
16829409 -
[drovak3|[3L:17060431-17060668 - |dya 1791 |[SaTciimmmarrlG----------------- GCcAATcTTECAlgTTAT - - - - - ATA———————m—m o ClAAACACAAANATGTTTATATTAAAATTTAATCAACGHCCHET-G-CGlgCCGGCHCTEEAGCAACTGCATCAAGG=GCTGGAT TCG= — =~ — === — = — = == = =~ — =~ ATCCA--—-- TCT--TlgcccRrE- - -[EcACTEATECAECTHECTCCACC T\ ccceac--fdcacelec--cT-caldc--Tr6arAan-— - — - — - ————- ATATA--—--TATATAACTCAACACCGCTTAAG-GACTAACT TGAACTGGACAT ————————————————————————————— GGGT--—-- Giaac
droEugl|scf7180000409711:321955- CCAAACACKEANATRAT TT§TATTAAAATTTAMTIAACHECCAT-G-ChfiiccidcceecTeeaccAACTGCAlcAAd-GcTGeATTC - - - - - - - oo ATfECE----- THT - - TlgcccRa- --ccleCTeATECAlECTACTCCAGC TecCcCalE- -Ecaclocly--cT-caldc--TTeAarAR - — - - - - ————- ATATA--fNTATATAACTCAACACCGCTTAEG-GACTAACINTGAACTGGACAT -~~~ = —————————————— - GGGT----- GGAAC
322204 -
droBial|scf7180000302428:3096405- ccaacNlerfiaTiN T TTATATTAAAATTTAlTCAACGHCCldE- G- ClfEc CGGCEGCTCGAGCAACTGCAlEC Al Gl Glde T TfeG — - — - — - - - -~ - === === ATEACE----- EcT--Ti\cccRrlg- - -cCACTEATECAECTECTCCANC Teecccaalc- -fdcacldcaly--cT-cagc--TTGARAAA - - - - - - - - - ——— ATATA----TATATAACTCAACACCGCTTABG-GACTAACT TGAACTGGACAT ————=— === ———————————————————— GGGT----- GGAAC
3096636 -
droTakl|scf7180000415352:343034- ci¥eralYecr et TTldraTTAAAATTTAlTCAACGRCClET-G-CClgcCGGCEGCTGGAGCAACTGCAlECAdels-GCTGGAMTCG— -~ -~ =~ =~ == ———— ANicE----- TCTIXGeCc CRAE- - - cCACHEATECAECTECTCCANE T cccaeac--fgcaldecely--cT-caldc--TTeAaRAA - — - - - - ————- ATATA--fATATATAACTCAACACCGCTTA/GG-GACTAACT TGAACTGGACA-—————————————— oo GGGT---[GGGAAC
343261 -
droElel|scf7180000491255:3452229- Eceaacacariin@rTriiTATTABAATTTARTCAACGHCCldE- G- CifgccGGCcECTGEAGCAACTGCATCEA-GCcTGeATCY-- - - - - - - - - - ATHEle----- TleT- - TlgcccaE- - - cEAcdeATECAECTEcTCCACC T ccccaaal)--fdcacocl--cT-caldc--Troar A NI NN EE S iA TATA- — -~ TAT[§TAACTCAACACCGC TTAG-GACTAACTTGAACTGGACAT — = —— === —————————————————————— GGGT----- GGAAC
3452466 +
droRhol|lscf7180000779902:48389- ccdracacilefin AT rTfdTATTAAATTTATCAACGACCEE- M- clifdcceecEeTGEAGCAACTGCAlC AT - GCTGGAT[SICG- -~~~ -~ === ————m o ATINIe--—-- T - - TlgcccRale- - -cleACTEATECAlECTlerCCAC N clecc Y- -Ecacccl--cT-calgc--TTeAAAA - - - - - - - ———- ATATA--—--TATATAACTCAACACCGCTTAEG-GACTAACT TGAACTGGACAT ——————————————————————————— GGClg----- GGAAC
48628 -
droFicl|scf7180000454107:485617- T T T AT T ABAAT TTARTCAACGACCET-G-CldecCGGCECTGGAGCAACTGCAECAAY-ETGeA TN G — - - - - - - - - -~ feccle----- T - -FecccRald- - -cleacTeaTecalTlecTecEccleei\c cocnlg- -EeacEccific ThcAgc - - TTeARAA - - - - - - ———- ATATA----TATATAACTCAACACCGCTTAEG-GACTAACTTGAACTGGHYCET--------—--———— oo GGGT----- GGAAC
485811 +
droKik1|scf7180000302486:860819- e~ A npEEE A AT T T\ A TTAEAATTTATCAACGEC Cldle- i chfic collciNc Tecac AT C AT A AlYe- clE TGl TR - - - - —-—-—-—--—————————————————————————— PNl ST - -Bccccpald- - - it TCTCC Al CTHeCTCCACT Xl I G\ Y- - AlXecl8c G- - cT-calgi T Tclgarn- - - - - - — - ———- ATATA--—-TAGATAACICAACACCGCT TAlgG-GACTAACT T eI T — — — — = — = = = = = = — =~~~ ——————— Hcig----- GGAAC
861053 +
droAna3|scaffold 13337:13605768- ---------—-—---l\cacacaaaccccCATTAACTTRGGAAAAAATTRTTAANANTATTTCTTAAATTACAAAACAGGAGGAGGHUACT AINIAGIT T2 Tl C AINEI VNN LETACININ-Xole C /e ilCE T G T T(elele A ol T Glele) Nelo N N ele) G o]l C C A S el G C 2 - CCATACCTGCA--ATLGEEEE Ecr--Tleic cRAlE- - -[elecTelaTeCAlTHECTCCANCTTNC cocal)- -[Ecaccclg--cT-cifgc--TTGAAAA - - - - - - - ———- ATATAWNINTATATAACTCAACACCGCTTAEG-ACTAACT TGAACTGGACAR-—-——-——————-———- TATTTGGATTTTRTTTGaEEEE cilaac
13606079 -
droBipl|scf7180000395832:550897- cclelic A eriA ST T\ A TTAAAATTTAMTCAACINSC CliT - Gi\chfic ccldceeTecaccaacTec Al cde-Rc Tec A g - - - - - - - -~~~ ————m - CCAAATCTGCA--TAICEEEE e - - Tlelsc cRAle- - - cldecTelgrecaAlgiTleCTCCANC T/l c cocal)- -[Ecaccclg--cT-cifgc--TTeARAA - - - - - - ———- ATATAWNINTATATAACTCAACACCGCTTAEG-ACTAACT TGAACTGGACAR - ——— -~ - - ——————— TAGTTGTGTGTGTT[€eGGGACTASNNG
551197 -
dp5 |XR_group8:696589-696794 —|ldps 3843 | N —----——--————-—- et — — = = = = = = = = = == === — = ———m—m—m = — R e e - - - INXINFACINGI C ARG G TICIACINNEENAC AT - - T- - - - - - B - -[ec/elelel- - /Thele) Nelo Gk ele G oV C T e Gl Cl A o R CCCAGA R e — — GGACTGNIEEA G TAS-IGCG TG GEIE CllE@ Gl IT e cGoAGGCECAA TGN A A A TR - I Tl TR A N Y ATATA----@AaTETAACTCAACACCGCT T ECHMACcTAACTEGAACT/CA - — - — - - - - - - raan DT TINNG]
droPer2|scaffold 32:787505-787738(dpe 2517 | o — = —————————————— e — — = = = = = = = = = = = == === ———m—m—m———— - - clgaaacacalealea T Tl Tl A TT T AN C R e - B - Bclec ccRmAcTeeAGCAldcTecaldc AN -clar G TR cG- - - - - - - - - CCCAGA R~ — GGACTGITjEEA GTAM-NcCGTcGEIE i@ \cEliclisdEeccEaAGGCEcAATGENA A A A TR - B TINA TRE CHlA VRV ATATA----aTlgraacTcaacacceeTTAcacTAACTEGAACTGANA NN VAT T XeTelelehd Sleh Jeb Jeb Jeb feb G GG T - — - — - ----G
droVir3|[Scaffold 13049:10145183~ ] — — — = == == === === === - = — R - BB - - - [SSEET NET G G A S ClE A I A\CCAA A TCCTGGCACAAATGGGCAAGCCATREEEE. CCATATGGACC--AGCHEEEEN e r--TleliccRalE- - -cllaliTcerecalNec H\cEcc e clefe c clelehy - - ANl - cT-f¥Nc - - oA Al - - - - - - —-—-—- G\ TRENNYN A 1A TAACTHAACECINGCT T AR - GHC T 2 e it A L - — — — = == == === ————————— - NG ----I¥anc
10145369 - c_mhal
droMoj3|scaffold 6680:10650097- [dmo 3162 (EN&TcEcETA/HM-—----------—---~- TG -—- - - ——— - — - - e — - T TCCININIATINTING TN - - - - - - - TINCIRGCININY- - - - - - - -B- - - -[Jeleleclelie[ Nl T i@V NEA allele cIACiiA€A CGCTGGG TCREIA TGGGAACGTCATREEEEE CCATGGGTACCIGGGEEEEEE A TIERING T Go-AGEERIT TGl clcileldicaliceilTH \EdicacEcC TTARETING A C TREICIE T T A SEEEGNT LV TEEEE CAINATAAAAAINENTNNINTINNGG - - [y T A e TG A - - - — - — - — - — - A e . cle----- c-Tial
10650323 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:16596464-16596705
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:16596464-16596705
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32454.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:9073999-9074239
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_163.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:17013398-17013639
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_266.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:16829173-16829409
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:17060431-17060668
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1791.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:321955-322204
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:3096405-3096636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415352:343034-343261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:3452229-3452466
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779902:48389-48628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454107:485617-485811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302486:860819-861053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:13605768-13606079
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395832:550897-551197
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:696589-696794
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3843.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_32:787505-787738
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=droMoj3&position=scaffold_6680:10650097-10650323
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3162.html

ID: Coordinate: Confidence: || Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 32457 (3r:26724066-26724152 + | confident | Canonical miRNA || 5pUTR
Legend: mature star 1115 1i=1ed L i1l mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition -# Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
five_prime_UTR [3r_26723671_26724232_+]; utr5 [utr5_plus_12954]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR553485 SRR553486 SRR553487 SRR553488
SRR618934 MO053
Chicharo 3 M023 Makindu 3 NRT 0-2 RT 0-2 GSM343915 M024 SRR902008 SRR902009 M025 0001 0002
GTAGCAACGTTTACAATCCGCGAAAGTGCAGTCGCAGAATTTTCCGGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGACAGT TCCGATCAGTCCGCACTAAACCC day-old day-old hours hours dsim w501 female
Read # Hit Total ovaries head ovaries eggs eggs ovaries | embryo male body |ovaries testis embryo Testis Head
khkkkkkkkkhkhkkhhhhhhhkhhkhkhkhkhkhkhkkhkkhkkhkhkhkhkhkhkkhkkkkkkkx ((((((. (((((((((((((((((.. ((((((( ................. )))))))))) . ..)) .))))))))) . .))) .))) . .)))*********************************************** size Mismatch Count Norm Total bOdy
............................................................. TAACCAATGTGGCACTTCCARTGAGAR « « « v vt e e et et et ettt e e et et et et et et e e ettt e e ettt e e ettt e e et ettt e et ettt et teeaeneeenenena 26 0 1 41.00 41 21 0 8 8 4 0 0 0 0 0 0 0 0 0
....................................................................................................... TTGGATGCTCTCAGTAT TGGTT ¢ « ¢ e e e e e et e e e e et et e e et et e e e et e e eaeeeeeeneneeaeaenenneaens 22 0 1 4.00 4 0 3 0 0 0 0 0 1 0 0 0 0 0 0
....................................................................................................... TTGGATGCTCTCAGTATTGG - « ¢« « ¢« et e e e s e e eaeasoaneenaeareeeneasoaeaanearcaenennaneaan-20 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................................. AAGGCGTTGGATGCTCTCAGTATTGGT « « ¢ v v e e e et e te e e et e e e e et e et eeteeaeneeeeaenenaeaeneneea 2] 0 1 2.00 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................................. T T GCAAGGCGTTGGATGC . « &+ v e e e e e e et et e e et e e e e e e et e e e e e e et e e e eneeetaeneeaeaeneneeaenen. 18 0 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... TATTGGTTATTGGCGAGATTG « « « t e e e e e e teea et e e e eteeaeneaeaenenaeaenen. 2 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0
........................................................................................................ TGGATGCTCTCAGTATTGGTTATTGGC . ¢+t v e e e e et et teeaeae e e eneeeeeeaenenaeaenenneaeaeneeaes 2] 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. GTTCCGATCAGTCCGCACTAA.... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
............................................................. TAACCAATGTGGCACTTCC « « + « e e e e e e et e e e e et 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 et e e et e e e e e e taeneneeaeaeneeaeaenenneaenena 19 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1
.................................................................................................................................. CGAGATTGGCCCCGGGACAGCATT . v v v e v e e eeeeeeeeneneeaenenenae 24 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0
............................................................................................. T T GCAAGGCGTTGGATGC T « « + v e e e e e e et et e e et et e e et et e e e e e e e e et e e e eetaeneeaeaeneneeaenen. 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
............................................................. TAACCAATGTGGCACTTCCA .+« v e e et et et e e et et e e e e et et e e e e et e e e e et e e e e e e e e et e e e et et e e e ettt e et ettt et et 2000 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................... TCAATTGCAAGGCGTTGGATGCTCTC e & v v v e et e et et e e e et e e et e e et et e e eneaeeeeaeneeaeaeneeneaenenneaens 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................. AGGCGTTGGATGCTCTCAGTATTGGT . « &« v e e e e e e et et et e et et e e et e e et te e en et taeaenanaeaenen. 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
............................................................. TAACCAATGTGGCACTTCCAATGAG . « « « « v e e e e e et et et e et e e a e e e et e e e e ea e e e e e ea e e e e e st e e eneneaeeaeneneeaeaeneeaeaenenneaenenaae25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
............................................................. TAACCAATGTGGCACTTCCARTG . « e v et et ettt et e e et et et et e e et e e et et et e e et et e e ettt e e ettt e e ettt e et ettt et i e 23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
............ ACAATCCGCGARRGTGCAGTC G A ¢ e e e e e e e e e et et e e e e e et e e e e et et e e e e et e e et et et e e et et e e e e e et e e e e et e e e e e e e e et e e e e et e et ettt 240 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
....................................................................................... AATCAATTGCAAGGCGTTGGATGC ¢« e v e v e e e e e et et e e e et et ettt e e e e ettt e et ee et eetaenenannenenenaeaen 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
.................................................................................................. AGGCGTTGGATGCTCTC . ¢ e v e e et e et ee e e e e et te e e et e e e et e e e eeeaenenaeaeneneeaeaeneeaea 1T 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0
............................................................. TAACCAATGTGGCACTTCCARTGA « & ¢ v e e e e e et et et et et et et e e e et e et e et e e e e e e e et e e e e e et e e e ettt e ettt et it e 240 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0
.............................................................................................. TGCAAGGCGT TGGATGC T . « - vt vttt it ettt ittt ittt ittt ettt et e et e e e teen e eaeeenenneaene. 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
........... TACAATCCGCGARAGTGCAGTCGCAGR . « & v v et e ettt te e et et et ettt et et et et e e e e et et e e ettt e et et e et e et 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 et 2T 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................ ATCAATTGCAAGGCGTTGGATGC ¢ « ¢« e v e e e e e et et e et et et e et eetaea e e e aeneeeeaaneneeaeneneeneaenenneaeaa23 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
............................................................................................ ATTGCAAGGCGTTGGATGC « « « v e e et e et et e e e e e e et et e e e et e et e ettt te ettt eeeneneaenenee. 190 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0
.......................................................................................... CAATTGCAAGGCGTTGGATGCTCTCAG . « « ¢ v vt e e et eeea et e te e a e e e ea et teeaeneaeeaeneaeeaeneneeaeaeneeae 2] 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0
....................................................................................... AATCAATTGCAAGGCGTTGGATGCTC . « v e v e e e e e e et et e e e e e et e e et e e e e et e et ettt e ettt e e iaeaeneeaenen 26 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0
.................................................................... TGTGGCACTTCCARTGAGARR . ¢« ¢ o e e et et e et et e e et et et e e ettt et e e e e e e e et e e e ea e e e e eaeaetaeneeeeaeneneeaeaenenneaenenaa2l 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0
............................................................................................................... TCTCAGTATTGGTTATTG . ¢« e v et ettt e te e et e e et e et e et taenenenaeaeneeaea.. 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................. CGAGATTGGCCCCGGGACAGCATTACTA . o« v e e e e eeneacnenncaenenae 28 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0
....................................................................................................... TTGGATGCTCTCAGTATTGGTTATT . ¢« e v e e e e et et et e et ee e e et e e e et eeaeneeaeaenenaeaenens 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0
............................................................. TAACCAATGTGGCACTTCCAATGAGAR . « ¢ et e ettt et et et e et e e et et et et et et e e et et e e et e e en et te e en e teeneneeaeneataenenneaeneaa 2] 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................................. ARAGGCGTTGGATGCTCTC e & e v et e e e e et et e e et et et e e et e e e e et e e ettt ee et en e 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0
.............................................................. AACCAATGTGGCACTTCCAATGAGA « - « « « e e e e e et e ta et et e e e e e eete e et e et e e et e e e et e e et e e e e e eeeaeneneeaeaeneaaeaenenneaeneaa25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0
..................... €30V Xe L el oy N e o c]o NP U PR s N ¢ 2 0.50 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................. AGGCGTTGGATGC T . « o ¢ ottt ettt et et ettt e e e et 15 7 0.14 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487
SRR618934
NRT_0-2
CATCGTTGCAAATGTTAGGCGCTTTCACGTCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGGTTACACCGTGAAGGTTACTCTTTAGTTAACGT TCCGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCGGGGCCCTGTCGTAATGATCTGTCAAGGCTAGTCAGGCGTGATTTGGG dsim w501 hours
Read # Hit Total ovaries eggs
khkkkkkkkkkhhhhhhhhhhhhhhhhhhhhhhhhkhkhkhkhkhkkhkkhkkkx = ((((((_ (((((((((((((((((_' ((((((( _________________ )))))))))) .. ')) .))))))))) _.))) '))) '_)))********************************************** size Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|drosim2|[3r:26724016-26724202 + |dsi 32457|G--TAGCAACGTTTA-———----————————————— CAATCC------ GCGAAAGTGC-——-————-———————- AG----—-- TCGCAGAA-—--TTT-——-—- TCCGGCG--GGGCTTCTGGC TEARCCAATCTCCCACTTCCAATEAGAAATCAATTGCAAGGCGETCEGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT -A-——————— - GAC-—————————————————— AGTTCCGATCAGTCCG----CACT-AAACCC----]|
ldrosec2|lscaffold 2807:1085-1271 + |[ldse 1845 |G--TAGCAACGTTTA—————————————————————— CAATCC------ GCGAAAGTGC-—-——-—=—-—-—————- Bc---—-- TCGCAGAA-—--TTT-——--- TCCGGCG--GGGCTTCTGGC TEARCCAATETCCCACTTCCAATEAGAAATCAATTGCAAGGCGETEGATGCTCTCAGTATTGCTTATTGGCGAGATTGGCCCCGGGACAGCATTACT-A-——————— - GAC-—————————————————- AGTTCCGATCAGTCCG----CACT-AAACCC-——-|
|dm3 lchr3r:27444043-27444229 + |dme 422 |G--TAaGCcARCGTTTA--------------———————- CAATCC------ GCGAAAGTGC-—-——-——-—-—————- AG--—---- TCGCAGAA-—--TTT-—--—- TCCGGCG--GGGCTTCTGGC TRARCCAATCTCCCACTTCCAATGAGAAATCAATTGCAAGGCGETCCATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACT -A———————— - GAC-——————————————— - AGTTCCGATCAGTCCG----CACT-AAACCC----|
droEre2|scaffold 4820:530477-530664lder 1522 ([G--TAGCAACGTTA-——-—-—-—————————————- CAATCC------ GCGAAAGTGC-—--————-——-———~— AG------ TCGCAGAA—--TTT--—--- TCCGGCG--GGGCTTCTGGC TEARCCAATCTCCCACTTCCAATGAGAAATCAATTGCAAGGCGETGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGECAGCATIIACT-A-———————- GAC-—-———————————————- AGTTCCGATCAGTCCG----CACT-AAACCCH---
ldrovak3|[3R:28380157-28380343 + laya_1797 |G--TaccaaceTTTfg-----------------————- BWaATCC-—-—-- GCGAAAGTGC-——————-———————— AG--—---- TCGCAGAA-—--TTT-——-—- TCCGGCG--GGGCTTCTGGC TEAACCARTCTCCCACTTCCAATEAGAAATCAATTGCAAGGCGETGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACH-A-———————- GAC-——————————————— EerrcceatfacTccc----MaliT-aaaccc----|
droEugl|{scf7180000409488:463420- G--TAGCAACGTTgA-————————————————————— can@ic------ GCGAAAGTGC-—-—-——————————- - A GAA -~ —TTT-————— TCCGGCY-EGGGCTTCTGGC TEAACCAATETCCCACTTCCAATGAGAAATCAAT TGCAAGGCGTTGGATGCTCTCAGTATTGGTTAT TGGCGAGAT TGGCCCCCGACAGCAT TICT-A-———————— Nec----—— - AGTTHCGHTCAGTCCG----IXeTiAAACHC----
463601 -
. ™ ™
droBiallscf7180000302035:101881- - -ErceancerTTl-—--- - - -GRATE
102083 +
droTakl|scf7180000415712:510640- e IS NSeh i T CCACT TCCAT T TCREE cllecc
510848 +
droElel|scf7180000491194:1479822- MiraceaacerTTlg----- - - - —- - TINAATE
1480037 +
droRhol|lscf7180000779322:264797- G--TAGCAACGTTTfg-------—-—-—-———-—-—-- TINNA TS
265012 -
droFicl|scf7180000454114:125762- G--TAGCAACIXETRA — - - - AINAATS
125965 +
droKik1|lsc£7180000302810:681812- R A G AN n A 2 A C R R ./ CCGTAAGIATEGCGAGTECEHNNNEAETREEC
682012 +
droAna3|scaffold 12911:3664259- dan 200 |c--BaccanciNmmA--—--- cCRRIATCCGTACCGGAAGHATE
3664461 -
droBipl|lscf7180000396640:523305- c--Baceanc¥rTfel-—-—-—-—-- TCGAAACCGGAAGINIT
523505 -
dp5 l2:16675555-16675698 - ldps_3828 |G- -  — — — — — - ——————————————— - — - — B D - -~ — = === === === == B------ i - - - - — - —- - - - GGG CTGGCTEAACCAATCTCECACTTCCARTEANAAATCAATTIAC ARG CGI TCCASGITCTCAGTATTGCTTAT TGGCRAGAINGNG CcCiXAclgc Ac i T AlXe - Al - XY - - Bl - - - —-————————————- Bo TN A TGN NG - - - -cEcT-HangcR----|
droPer2|scaffold 0:3721652-3721795 (dpe 2482 (G--anaeea— ~ —-—-—-—-—-—-—-=—=—=- i — -~ — - = ] — — = == == === === === - - — — - ——— - — - - GGG{8T CTGGCTEARCCAATCTCCCACTTCCARTEANAAATCAATTIAC AAGHCGT TCCAGHTCTCAGTATTGCTTAT TGGCLAGAINGNG cclXAclec Ac T AlXe - Al - XY - -BAfy- - - —-————————————- e TN CATINTATISNG - - - ~clgc T-fanfgch)- - - -
+
droWil2|scf2 1100000004902:9400240-|dwi 5416 (|G- - |- ————=—=—====—=—=—===- - — —— =~ g — — — = = = = = = = = = === — B------ - — - - — - — - - - Bl C T T C TG C TEARNCARTCECINCACTTCCARTE A GlEr AT CEA T T AL CGTTGEATEIN AT CAGTATTGGTTA TTGGC GAGAIXL U CRINYNNec A Gy T T AINE - fy -l - 1) -\ C- - - - - - - AR TRNGA TIENTENNG - - - - C AR T - AR — - —
9400376 +
drovir3|scaffold 13047:9559455- dvi 24635 C— | — — — = —— === ————————————— i - —— == — i — — — — — = == == === ——— B------ - — - —-—- i - - GG T T C TEGC TEAACCAATETECCACTTICCARTAA A AATCAAT T[eA ALRICGT TGGATCHTCTCAGTATTGCTTATTGGCAGAIXG N CCCL¥MXeA cAGCTAlNE-A - - — - —-——- Mac--—-—mm - cABRINA A A TAANA TINAASA 2 BEEEIGI A A BN G/Ne A R
droMoj 3|[522E 25 d—6540:7667646- I S - - ——— - - - —— - - R i — — - - - — e — — — — == == ———————— - e — — - — ——— - I - -IGET T TR C T ARG CARTCTEECACHTCCARTE AN A A A TCAA T T A AR C GETCCAT T CTCAIMTATTCCTTA T TGGCEAGANGNG CH NN XA cac g aAlXE-A- - — - - - —- BAC-- - GaAnAeA TCAINATA TAREERTGAJRINTIA A SRR
7667784 -
droGri2|lscaffold 14906:2448932- e L (R - — - — - — - — - — - i — -~ — - = ] — — = == == === === === - - — — - ——— - — - - GG T T C TG C TEARCCAATETCCCACTTCCARTEANAAATCAA T TS ALRCGT TGGATGITCTCAGTATTGCTTAT TGGCOAGA TN NC LN NS cacCANT AN THA - IV e - -V - —————————- ATACARE- - — - — - ——— - — - — - - AREEEIIA CEENNNA 1 A REEE
2449065 -

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

PASS/FAIL

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

UU~NOOOFRORRFRPFRPFRPOOOR


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:26724016-26724202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:26724016-26724202
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32457.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2807:1085-1271
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1845.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:27444043-27444229
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_422.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:530477-530664
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1522.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:28380157-28380343
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1797.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409488:463420-463601
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302035:101881-102083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415712:510640-510848
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:1479822-1480037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779322:264797-265012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454114:125762-125965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302810:681812-682012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3664259-3664461
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_200.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:523305-523505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:16675555-16675698
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3828.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:3721652-3721795
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2482.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9400240-9400376
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5416.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:9559455-9559595
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24635.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:7667646-7667784
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_270.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2448932-2449065
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_463.html

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 1193821:11662998-11663(055 + || candidate-rescued |Mirtron||intron
Legend: mature star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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11,662,950 11,663,000 11,663,050 11,663,100 o [ I I I ‘\@é- o — . .
Genomic Position 20 21 20 23 | | | |
Size Condition 11,662,950 11,663,000 11,663,050 11,663,100
Genomic Position
Hairpin partition -~ Sense -8~ Antisense Mature
Hairpin partition Mature
Show Alternate Folds
Flybase annnotation
intron [21_ 11662998 11663055 +]; CDS [21 11662699 11662997 +]; CDS [21 11663056 11663245 +]; utr5 [utrS_plus_1704]; utr5 [utrS_plus_1705]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
SRR553486 SRR553488 SRR553487
SRR618934
SRR902009 Makindu_ 3 M023 RT_0-2  M025 M024 NRT_ 0-2
TGTCGGCGGGTTAAGGCACCCAAAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGCATAACATAAT TCATAATGT TTATATCCCGGATGCATTGCAGCTCCCATGTCCGCGAAGACCACAACCATCAGATCTTCGGAGTGCAGTTCA day-old hours hours dsim w501
Read # Hit |Total testis ovaries head eggs embryo male eggs ovaries
dokdkkkkkkdkkkkkkdkkhkkkkkkhkkhkkkkkdkkkkkdkkhkkhdkrdkkkkrk  ((((((. .. (CCo(Cono (OO enn... )))) ... )).))) o)) )))) hkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total body
..................................................................................... TTTATATCCCGGATGCATTGCAG « « + « v v e v e ettt ee e e e e e e e eaeiae e neeneeneeneenae 23 0 1 22.00 22 10 1 1 1 4 3 1 1
..................................................................................... TTTATATCCCGGATGCATTGCAGH . . oot i i i e it i i e 241 1 13.00 13 9 4 0 0 0 0 0 0
..................................................................................... TTTATATCCCGGATGCATTGC .+« v v e v et te e et et e e e e et ie e eaeaeeneeneeneen.e 2l 0 1 7.00 7 1 0 6 0 0 0 0 0
..................................................................................... TTTATATCCCGGATGCATTGCAGH . « ¢ o ittt ettt it it it et et ie e 24 1 1 4.00 4 2 1 0 1 0 0 0 0
..................................................................................... TTTATATCCCGGATGCATTGCAR. . o i i e et e e e e e 231 1 4.00 4 1 2 0 1 0 0 0 0
..................................................................................... TTTATATCCCGGATGCATTG e « « ¢ v e e e et e e e eeeeeeeeaeeaecaeeaeeneeaeeneenaenae 20 O 1 3.00 3 1 0 1 1 0 0 0 0
..................................................................................... TTTATATCCCGGATGCATTGCAGHEE. . . o o vt o e ti ettt et e et eee e eiaeiaaaanaanaae 26 3 1 2.00 2 1 1 0 0 0 0 0 0
..................................................................................... TTTATATCCCGGATGCATTGCARE. . . ottt e ettt ie e 242 1 2.00 2 2 0 0 0 0 0 0 0
..................................................................................... TTTATATCCCGGATGCATTGCAGHE. -« ot ottt ettt ittt te e ie e eeaeaaenaenaen. 25 2 1 2.00 2 2 0 0 0 0 0 0 0
..................................................................................... TTTATATCCCGGATGCATTGCAR . -+ttt ettt et ettt e et ie e e e 231 1 1.00 1 0 0 0 0 1 0 0 0
..................................................................................... TTTATATCCCGGATGCATTGCAGHE. - -+« it i ettt ittt it ie et e e ee e eeneeneen. 25 2 1 1.00 1 1 0 0 0 0 0 0 0
..................................................................................... TTTATATCCCGGATGCATTGCA  « v v e v ettt et et et et e e e e e ia e iaeneeneeneenae 22 0 1 1.00 1 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553488
SRR618934
NRT_0-2 SRR1275483 RT 0-2  SRR1275487 SRR902009
ACAGCCGCCCAATTCCGTGGGTTTTACCAAGTCGGGAACATGTTTATATCCACACTAAAAAGGTCCGTATTGTATTAAGTATTACAAATATAGGGCCTACGTAACGTCGAGGGTACAGGCGCTTCTGGTGTTGGTAGTCTAGAAGCCTCACGTCAAGT hours dsim w501 hours
Read # Hit Total eggs Male ovaries eggs Male testis
de sk de ke e ok e ok ek ek ke ok ek ke ke ke ke ko ke ke sk ke kel k  ((((( (. (e (e e (OO e e e e )))) ... )).))) o )))))) hkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total prepupae larvae
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
ldrosim2|[21:11662948-11663105 + ldsi 11938|TGTCGGCGGGTTAAGGCACCCAAAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGC-——————~- ATAACATAATTC-——==——===—==——=——————~— ATAA----- L ———,——-tt TTTATATCCCGGAT----GCATTGCAGCTCCCATGTCCGCGAAGACCACAACCATCAGATCTTCGGAGTGCAGTTCA
ldrosec2|lscaffold 16:190669-190826 + || | TGTCGGCGGGTTAAGGCACCCARAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGC—————— -~ ATAACATAATTC-————————————————————— ATAA----- A —————-$=ffd-—.- ———.—..- .. — ., L TTTATATCCCGGAT----GCATTGCAGCRCCCATGTCCGCGAAGACCACAACCATCAGATCTTHGGAGTGCAGTTCA
|dm3 lchr2r:11991202-11991379 +  |dme 429 |TGTCGGCGGRTEAAGGCACCCAAAATGGTTCAGCCCTTGTACAAATATAGGTGTGATTTTTCCAGGC-——————~- AAACATAATC-—— =~ == - ATAA----- L —— TTTATATCCCGGAT----GCATTGCAGCTCCCATGTCCGCGAGACCACAACCATCAGATCTTCGGAGTGCAGTTCA
droEre2|lscaffold 4929:13418888- TGTCGGCGGGTTAMNGCECCIRAAATGGTTCAGCCHT TGTACAAATATAGGTCECHT TTRACHARGC-------- AdecaTAATlgC-- - - - - - - - - AlAfl----- e T TATIINCCCGGAT--—-GCATTGCAGCTCCCATGTCCGCGAGGACCACAACCARCAGATCTTHGGEGTGCAGTTCA
13419044 -
larovak3|l2r:8414072-8414227 + | |reTceeceeeTTAAGGCEccRaaaaTceTTCAGCCTTGTACARAATATAGGTIRECH T T TRACHARGC - - - - ---- rec/ N N —,—,—,—, AErg----- A —,—S—a—— S - —-——_——.—. A .——_ M, TTATEEACCCGAl]- -~ ~GCATTGCAGCTCCCATGTRCGCGAAGACCACAACCABCAGATCTTHGGEGTGCAGTTCA
droEugl|lscf7180000409122:383549- Talcc@cceTlearilcciiccilaaaaTeeTTCACCleTiIrAcArErAldAGG TG TCAT ToRe GG - - - - - - - ErapjcANeA TR - - —-—-— - - [Felnfy---—-- G- — B e TrTAINechickiclEe- — - - GCATTGCAGHT CCCATGTCLGEGAAGACCACAACCATCAGATC T THGGEGTICAGTTCA
383706 +
droBialllscf7180000302422:1027715- TafcclicceeTlearcecicciaraaTeeTEC A cCldeTcTACAAETAMAGG TCRCE T TRk GGlE - - - - - - - - ATAECHENe AT - - - - - Erapy--—--E8-—-—-—— - ErraNarcceelaf}----I\caldrccaccTcccaTeTecoecalgeaccacaaccalcacarcTTicGEGTlcAGTTCA
1027871 -
droTakl|lscf7180000415863:255471- TalcclicccTTAAGGCHcccarAATGGT/CAGCC/dYTGTACAAETAMAGG TClgcAT T AL GE- - - - ---- EraacaTEaldTly----------—-—-—-—————- TCTLEEEEE e R e TrTAINicliceAT-—-—cl\rTecaGCcTCcccaTGTCColcAlgGAaccaAfjaaccAlcAGATC TTCGGEGTGCAGTTCA
255628 -
droElell|lscf7180000491028:3175553~ TafccllcceeTTanGGCHccilaAAATGGT TCc /e trAcArATAA GG TCE A T TERe ClA Gl - - - - - - - - EreacpyrearTh--------—-—-—-———————- Erley--—-- B T P T RechicaT----ccarTecaciTcilcaTeTccoljcalgcalicacarccacacaTCTTCGGGTGCAGTTCA
3175709 -
droRhol|scf7180000779410:512327- TGEcGGCcelGTTAAGGCHCCAAAATGGTTCACCldSTTACA AT AAGGTGEGAT T TR GGl —— —— - —— - GAINN- Thi- - - -- AAAT ARG - —--- — - - --——————- NIRRT r rAl RN CceaT-— - AT TGCAGKTCCCATGTCCGCGAEGANCACAACCACAGATC TTIGGEGTGCAGTTCA
512494 +
droFicl|lscf7180000453936:182019- TafceccceTiiaacceaccilanantcoTldcallccldercTacargrAdAGeTClgCAT TTRECRRGGH- - - - - - - - ErapchENeATTh--—-—-—-—-—-— - ———- AR ---- = e PR Tifslccchfidfe-———cATTGCAGHT CCCAGTICGCGAEGACCACAACCACAGATC T TCGGEGTGCAGT THA
182173 -
droKikl|scf7180000301476:566037- e C/sfelnslelelelc CIVNelele T/ele iV NNelehics c 288 G Chl TIFNTNNGIIACINElelde A NG A G- A8 - - - - -BEE AR — - G- T - - —- - ol - GGATT T TAGTAACCAA - EE e Tl AL ChCGAT— - - —GC[ST TGCAGC TleC AT G TgC GIGAGACCACAACCABCAGATC T THGGEGTGCAGT THA
566191 -
droAna3|scaffold 12916:4417795- jile CRleclleeleC CINGIHETNSS A FNAG TiiA iGN A Cli A NN NG il AECllAjl - 28 - - - - - EEE R - I - Tl - - - -TAAAA A AREEEEEET A CAAT T T THiT G AR G T - —————— [y - —--—- e (e CEEAT — — =~ T TGCAGC TlCCATGTRCGgGAEGANCACAANCAT CAGATT THGGEGTGCAGT THA
4417957 +
droBipl|lscf7180000396737:365848- el clole|clslelelelii cl:¥Nelele c[Sfel PG Tilelelii c/oFNelele . Cii A NIV CNElehia Al Til Al - T - - - - -BEEICEEE - - - - AlA- - - - -AAAGAAAREEEIA ARCAAA AT TTINIGG A R G C o e TAATCRE----- e Nickiar--—-ccldrrciaccTfdicaTeTidcclgcalgcaccacariicaTcacaTid T TG GG TGCAG T TRHA
366012 —
ldps l4_group3:7280922-7281081 - | |TcEccliccBicT@aacccaccRaraaTceTTCMACCETcTACAART AR GG TR T - - - - - - e - —-------—- GGRTGTGACGCTIIC - R B--—-—-—-—-——- GTGCGT GG e XL e leL - — e c1e— - — — T TGCAGC TCccAldeTdAcldcalgcaccacarficalcacaTc T TG GG TldcAGTTCA
|droper2|scaffold 1:8726638-8726797 -| |rcccliccEcTEaacccaccRaraaTceTTCMACCErcTACAART AR GG TCRCHE T - - - - - - - ------—- GGRTGTGACGCTIC - R B--—-—-—-—-——- GTGCGT GG BT Nl e leL i — e c1e— - — — T TGCAGC TCCccAdcTdAcldcAlgcaccacarficaBcacaTc T TG GG TldcAGTTCA
droWil2|lscf2 1100000004521:2703913- TGTCGGCGGGEAAANGcaccEaraATHGTTCA CCldeThiiTACAAA T AA G TN C AT N i — - — - - e e A - — LV Nelelek] - —[&fY- - - INIT T A eI - - - TG ———— - - —————- T R e INTENA Tlelrhiccitder - - - -leir XA cc TiNic Ao ThicccealgealicaAllaaficATcAlNA TC T TG GAGTGC AT ThA
2704077 +
droVir3|lscaffold 12963:13200218- TalcececiidtleaaceclgcciiananTcGTlEC AN CCETCTACAAETATAGG T T e C i — L LY A T A el A — — — —— ————— GARAATGAATTINUT - R B -—-—-—-—-——- T AC AT G e ey s RTINS ST ir Tldcacc TiNic AT ccocealgeaccacanijcaTcaAllaTc T TG GG T AT TCA
13200379 +
droMoj3|lscaffold 6500:16745192- TGTCGACGGCEAAGGClECCIAAAATGGTIECAGCCHTT ANAAATATAGG TG i T M2 IS Ne - — — i C e T e~ — —— ——————— GCRATTGAAGTTGT - R B -—-—-—-————- T T T A T C T A R e chEiciNA TER YTl feir TccAGCENiCATGTlgcceoalgealicacarficaTcAlNA TN T ThiGGEc TRicAG TTCA
16745353 +
droGri2|lscaffold 15126:6659693~ T----ferccacci¥icaTcTRCcccAgsAlcAcAacaBcAlaATC T TG GG TGCART THA
6659874 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:11662948-11663105
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:11662948-11663105
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_11938.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_16:190669-190826
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:11991222-11991379
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_429.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:13418888-13419044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:8414072-8414227
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409122:383549-383706
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:1027715-1027871
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415863:255471-255628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491028:3175553-3175709
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779410:512327-512494
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453936:182019-182173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301476:566037-566191
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:4417795-4417957
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396737:365848-366012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:7280922-7281081
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:8726638-8726797
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:2703913-2704077
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:13200218-13200379
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:16745192-16745353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:6659693-6659874

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dsi_ 22201 |x:4966740-4966842 + | confident |Mirtron |intron

ISR L Pigmismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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dsi_22201_annot [-7.4]
Show Alternate Folds H
Flybase annnotation
intron [x_4966740_4966842_+]; utr5 [utr5_plus_14039]; CDS [x_4966577_4966739_+]; CDS [x_4966843_4966992_+]; utr5 [utr5_plus_14038]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR553485 SRR553486 SRR553487
SRR618934 M053
Chicharo 3 M023 M024 Makindu_ 3 0002 NRT 0-2  GSM343915
CCGCAAGCTGCTCGACCAGCATGGCTTCGAACGCAGTCTGCTCTCGAATTGTGAGTGGGGGAAACCCATGTACATATATTGAAATGCTCTATACCT TATAACTTGGGAT TAGTAGACTAAATGGGTTGTGACTTTCGATTTCGCCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATAACC day-old day-old dsim w501 female hours
Read # Hit Total ovaries head male ovaries Head ovaries body |eggs embryo
Ihkkkhkkkkkhkhhhkhkhkhhhkkhkhhhkhkhkhhhhkkkhhhkhkkkhhkkkkhkhkkkhhkkhhhhhkkhkkhhhkhhhhhkhkhkhhhkhhhhkhkhkkhhkhkhkkdkkkrkkdkkrn N A )) .o ))))))) L L kkkkkkkkkkkkkkdkkkkkhkkkkkkkkhkkkkkkkkkkkkkkkkkkk*kk** gjze Mismatch Count Norm Total body
.................................................................................................................................... TTTCGATTTCGCCCATTCAAGH . - o ot it e e it e e 221 1 10.00 10 10 0 0 0 0 0 0 0 0
.................................................................................................................................... TTTCGATTTCGCCCATTCARG  « e v e e e e e e e e te e eeeaeeeaeneneneeaeanananaenenaa. 2l 0 1 7.00 7 7 0 0 0 0 0 0 0 0
.................................................................................................................................... TTTCGATTTCGCCCATTCAAGE. . o vt ittt et e e et ee i e e 22 1 1 6.00 6 6 0 0 0 0 0 0 0 0
................................................................................................. ATAACTTGGGATTAGTAGACT « « ¢« e e e et et e et et e et e e et e et e e e et e e e et et ettt et et e e e e ee et et eiaiaeaeneeaa. 2l 0 1 5.00 5 0 3 2 0 0 0 0 0 0
.................................................................................................................................... TTTCGAT TTCGCCCATTCA + 4 v v et e e e e e et e e e e e e e e e e eteeeeaeanaenanan. 19 0 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................................................................... TTTCGATTTCGCCCATTCAR .+t e e e e et ettt et e ee e aea e eneneeeeaeaeaeaenenenaas 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0
............................................................................................................................................................................ CGAGAGCGATCTGGATACCGGC. .« v vv... 22 0 1 2.00 2 0 0 0 2 0 0 0 0 0
.............. -Nol0) Neloy- i elel okl o el V. NoleTo. Ve i oL c N PP N O 1 1.00 1 0 0 1 0 0 0 0 0 0
........................................................................................................................ ATGGGTTGTGACT TTCGATTTCGCC + & v v v v et et et et e e e e et ettt e e eeeeeaeneneneeeeaeaeaenanenaas 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0
................................................................................................................................... CTTTCGAT TTCGCCCAT T ARG . &« ottt ittt e ettt ettt e e et e eneneaeenea. 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................................................................. Y Xok i et e ey il -V eliy-Ne-Xok: PP~ X0 B 1 1.00 1 0 0 1 0 0 0 0 0 0
................................... el od et ok o ol eV il el 7N -4 N ¢ 1 1.00 1 0 1 0 0 0 0 0 0 0
................................................................................................. ATAACTTGGGATTAGTAGAC .+« « e e e e e v e et et et et e e e e e e et et e e et et e e e e e e et e e e e e e e e e eaeaeaeaeeeeaeaeanaeaana 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0
................................. o8Nl oh ol ol o] -V il el c P20 B 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................................................................................................... TTTCGAT TTCGCCCAT T+« v v et e e e e e e e e e et e e e eaeeeaeneneneeeeanananaenenans 17T 0 1 1.00 1 1 0 0 0 0 0 0 0 0
..... - Nelokielodifofe)-Yolo)-NeloF-Ni el etoliif o c)--Nod c NP I O 1 1.00 1 0 0 0 0 0 0 1 0 0
..................................................................................................................................................... CAAGGGATTTGTTTGCTAGA . « « et et e e e e eeeeaeneaenenenenan. 20 0 1 1.00 1 0 0 0 0 1 0 0 0 0
............................................................................................................................................................................ CGAGAGCGATCTGGATACC. . ..oeuen... 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0
..................... e tok ol e)-V-NoTelo7-Ne i oL FN AP RPN 0 1 1.00 1 0 0 0 0 1 0 0 0 0
.................................................................................................................................... TTTCGATTTCGCCCATTCAAGG « « ¢ e e e e ettt e e e tete e e e e e eeeeeaeaeaaneneneas 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................................................................................................................................................... ATCTGGATACCGGCAGGEE. ... 19 2 2 0.50 1 0 0 1 0 0 0 0 0 0
.................................................................................................................................... TTTCGATTTCGCCCATTCAAR . « L Lottt ettt ettt e e et e e 211 2 0.50 1 0 0 0 0 0 0 0 1 0
.................................................................................................................................... TTTCGATTTCGCCCATTCARRA . .« ottt ittt et ettt et ettt ettt eaene. 222 2 0.50 1 1 0 0 0 0 0 0 0 0
........................................... oTel YTl el NehicTe| R AR I T 6 0.17 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553488 SRR553486
MO053 SRR618934
M023 M024 0001 NRT 0-2 RT 0-2 Makindu_ 3
GGCGTTCGACGAGCTGGTCGTACCGAAGCTTGCGTCAGACGAGAGCTTAACACTCACCCCCTTTGGGTACATGTATATAACTTTACGAGATATGGAATATTGAACCCTAATCATCTGATTTACCCAACACTGAAAGCTAAAGCGGGTAAGTTCCCTAAACAAACGATCTCGTGCTCTCGCTAGACCTATGGCCGTCCTATTGG female hours hours dsim w501 day-old
Read |# Hit Total head male body |[Testis eggs eggs ovaries ovaries
Ihkkhkhkhhkhkhhkhkhhhkhhhkhhhhhhkhhhkhhhkhhhhhhkhhkhhhkkhhkkhrkkx A )) ot ))))))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkhkkkkhkkkkhkkhkhkkhkkhkhkkhkhkkhkhhkhkkhkhkkhkkkkkkkkkkkkkkkkkkkkkx**** gjze Mismatch Count Norm Total body
......................................................................................................................................................................... CGTGCTCTCGCTAGACCTATG. « v v vvvvv.n.. 21 0 1 1.00 1 0 0 1 0 0 0 0 0
.................... - Nolo]es- V.Y ok il el o el oF-NeT-\olc - NPS O3S 1 1.00 1 1 0 0 0 0 0 0 0
....................................................................................................................................................................... CTCGTGCTCTCGCTAGACC .« v v veeeeeenne.. 19 0 1 1.00 1 1 0 0 0 0 0 0 0
.......................................................................................... TATGGAATATTGAACCCT « + t e v et e e e e e e et e et et et e e e e e e e e e e et et et et et e e e e e e e e e e et e e e e e e eaeaeaeeeeeanaeaeaenanan. 18 0 1 1.00 1 0 0 0 1 0 0 0 0
...................................................................................................................................................................... TCTCGTGCTCTCGCTAGACCT . v v v v eeeeenn.n. 210 1 1.00 1 0 1 0 0 0 0 0 0
........................................................................................................................................................................ TCGTGCTCTCGCTAGACCTAT . .o v vvevnen.. 21 0 1 1.00 1 1 0 0 0 0 0 0 0
.................... - olo]eT-V- Yok il elod clinloF- VTN ol c TS~ A 1 1.00 1 0 0 1 0 0 0 0 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|x:4966690-4966892 + ldsi 22201|lcCGCAAGCTGCTCGACCAGC---ATGGCTTCGAACGCAGTCTGCTCTCGAATTGTGAGTG-GGGGAAACC-C—-~ATGTACATATATTGA-AATGCTCTATACCT —— === === ————————————————————————— TA----- TAACTTGGGATTAGTAGACT----- I Y e R e e e TTG---—-—- TGACTTTCGAT ———————————————————— TT-=--CG---CCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATAACC
droSec?2|lscaffold 4:1434090-1434285 [ldse 1279 [[CCGCAAGCTGCTCGACCAGC---ATGGHTTCGAACGCAGTCTGCTCTCGAATTGTGAGTG-GGGGAAACC—f--ARGTACHTATATTGA-AATGITCTATACCT——————————————————— oo TH-———- R \CCATTAGTAGACT - — - —- L e T ——————— .- — . -.A i —,, e a—eae-aLeL-———_ae-— s i izbis\st i s i b i v iti.HIIvsit’bshimiitMi.istlAsitinppj iiliiini”tB-”s9ibhinrr TTG---—-—- TGACTTTCGAT -~ === === === === ———————————— TT-=-=CG---CCCATTCAAGGGATTTGTTTGCTAGAGCACGAGAGCGATCTGGATACCGGCAGGATIACC
|dm3 lchrx:5321674-5321888 + | |ccecanclreeTcerficaGe---ATGGRTTCGAACGCAGTCTGCTCTCGAATTGTGAGT G- GO AMACC-CIXEATGTACATATATTIRAATGCTCTATACHE- - - - - - - ——— ===~ T GCT il T A A e A e A T T A T R N e e e e e e e T e TTG---—-—- TGACTT TRJGAT -~ ————————— == —————————— TT--—-—jG--[8CCCATTIAAGGGATTTGT TTGCTAGAGCACGAINAGCGATC TGGATACCGGCAGGATHACE
droEre2|[scaffold 4690:2675379- CGCAAGCTGCTCGACCAGC---ATGGRTTCGAACGCAGTCTGCTCTCIAATTGTGAGTG- GOl NNEMACC - - ATGT AT AT TGA-AATGCAC T A THC N N e IS T N LI Py T S \CATSAINTACACT - - - - - Gl NE T CAGTAAGT TG TCAG T R e T e e e T AATCTTCiEEEEEE TRACTTEGAT -~ -~ — - TT----CG---CCCATTIAAGGGATTTGTTTGCTGAGCACGAGAGCGATCTGGATACEGGCAGGATEACC
2675621 +
ldrovak3|x:3148469-3148657 - | |ECGCAAGCTGCTCGACCAGC———ATGGCTTCGAACGCAGTCTGCTCTCAATTGTGAGTG—GGEGEAACC—E——ATGTAEATATAT—AATGET= ————————————————————————————————— B----- Bttt . — — — — — AR AT GGG g — — I N eR — — — — — — = — — = = — =~ GATCTTClUCEEEEEE TGACT TR GAT -~ == == === = ————m—mm oo TT----CG---CCCATTIAAGGGATTTGT TTGCTEGAGCACGAINAGHGATHTGGATACCGGCAGGAT[ECC
droEugl|lscf7180000409095:341556- CCGCAAGCTGCTCLAICAGC---ATGGHT TCGAACGAGT CTGCTCTCGAA TG TGAGT G- GG,y Nl LN A T - A — — — (6~ - —~———=-—==—=—=—==—=—=——=———- ----- B — — — — = - — - - — - R CAGAAGATATATTCTTTGGATGCTGTTGACA I T T C T T ATTCTATCTTCIIAREEEEEE T 2 N e ———— — - — eplesiciNaTTiiAAGGGATE TG TGCcTlgcal\caccacaceoalgcTeealaccilccacagTleace
341751 +
droBialllsc£7180000302069:498445- CCGCAAGCTGCTCGACAGC---ATGGCTTCGAACGHAGTCTGCTHTCAATTGTGAGT G-I i - B — e ~ E ] - — = = = = = = == === === == == === —————————
498682 -
droTakl|scf7180000415077:69060- CCGCARRCTGCTCRACCAGC---ATGGCTTCGAACGAGT CTC THT I A A T TG TGAG T G- e - ~ R~ ] — — — = = = = = = === === === == == == = — = — == — —
69120 +
droElel|lscf7180000491240:546428- ARATGTEIEGHGENT 2INa TRERFC A A SIGRIENCA AG T CIRTIC A NSNS RVl A INE /el A A T T - - T8 AR R N I G - - - B - — - — - - — - — — - — — -
546585 +
droRhol|lsc£7180000779506:1445006- EccilanllcTeeTecalicace-—-AGEHT TCGAACGAGTCTGCTCTCAAT TG TGAGT G- GOl A i - — e — R — — — — — = == == ===========—=——————————
1445280 +
droFicl|scf7180000454072:2782210- ccGCARRCTcTCGARCAGC---ATGGCTTCGAACGEAGT CTGCTCTCAAT TG TGAG T G- G i b — R~ et — — — = = = = = = === === === == == ==~ — = — =~ —
2782463 -
droKik1|lscf7180000302469:874115- ci¥¥eraceTeeTeoacc A NGET Teo Al C G dEc TGCTCT A AT TG TGAG T - LN N e B i T — — — — — = — = = = = = = = = = = = = = = — = = — = — == ————
874277 -
droAna3|scaffold 13117:983888- cCGAAGCTGCTCGARCARC - - - ABGGETTCGACGCAGTITGCTIT CAAT TG TGAG TIIACEGC A i - ~ - e — - —
984041 -
droBipl|scf7180000396425:1134310- ccGaAGCTGCTCGARCARNC---ATGGHTTCGAgC AR T TG C T T CEA A T TG TGAG T NG i B — e - R~~~ — = === == == == === ——— o
1134461 +
S—
dp5 XL _groupla:8692829-8693015 CCGCAAGCTGCTCGACCEGC---AlcceTTiGAECGCAGEC THCTET A AT TG T - L i i - - — e~ E e — — = = = = = = === === === === == ——————————— B----- B — — — =~ - —-[deEAGTGATTGTCTCT AR GAGCCAATGG A R T e e T T T T Ga--ATATTCTiREGElI- - - - - - TTRTAAAACACA T e~ - - -cI\- - —ccldedeleeaccoaTroTETic TlEcaccaccacaceeallc TooalEa claNeclcia e A ch
droPer2|lscaffold 15:1088431-1088617 CCGHAAGCTGCTCGACCEGC---AlGGCTTHGAECGCAGEC THCTETCEA A TG T A G T - L e C - B - e R — — = = = = = = = == == === === === == — = ——————— ----- B — — — =~ - - - -[deeAGTGATTGGCTCTAREGAGCCAATGGAAREEEEEE - mm ool —————— - GG--ATATTCTieGEll- - - - - - T TR TAAAACACA TR fefel- —— -l -—ccldeeaYeacceaTEreTETic TlcaccaccacacecallcTeeaEacdNeclccaldsa cly
R .y
Arowi 12z 1100000008521 6eTeTe- CCTPACC T TR AGC A TOGCT TR COCA TR CC T A T TOTCRo T e - IR - B B G- - TTETAAAGATCAREE T AR TCT TAGT GAARTIICAACEA R AA A LTI e X o 3 X e 1 e AT B
6474874 +
drovVir3|lscaffold 12970:10652235- dvi_13922|AccleanccTceTlgcallcace---acecTTiicAcccaGlc TG THT ClA T TG TGAG T - CEcCmaeC - B - I Et — - — — = === == =========—=—————————— = — ----- B — — — — - - - - -€GGAGAGTTGCGAGTREEEEE GAACGGACREEEEE T e CTTAACAREGEEEEE - —————— INEGGCHl- - — - - C TR A T — - - — P - — XS cocaTrcerceTlgcaceaAficAGAGCGATCTGGABACCCcAlGET/EAcE)
10652401 -
droMoj3|lscaffold 6473:10759063~ ci\céarceraeTlgoaldcace---adccTTecalcocacEe T TSR AT TG TGAG TG -G A A AN 8- — Al e A e A el e e NG e — — — — — — — —— ———————————————————————— B----- B — — — == = — - - R e e e e GAGAGAGAGAGAGA NG AGGGGGA T B - - A C R e TT--—-Cfd--fderrifdaccoariircrErcctldcacecaiicacaccoairccaaciicldc aAl\cEriea i
10759240 +
droGri2|lscaffold 14853:6117519- CCGCAAGCTGCTCGARCAGC---ANccTTHGAECGCAGEC TGCTCTCA AT TG TG AG T NN D B — I - e - — - XX X X X X Nelel - — —— ——————— ----- B — —— =~ e — — — = = = = = - GAGAGAGATAGAGAREEIGAGAGAGAAGATAGGGEGTC------ TTTAATRARETAREEEE TAREGTCT TTGT R CiCEEEEte A PN - BIST C ASCINEller G e ChlifeleiG/erNelel N T NI NElele G Tilele NuNelele C XA i GiNel |
6117717 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4966690-4966892
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4966690-4966892
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_22201.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:1434090-1434285
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1279.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:5321674-5321888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:2675379-2675621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:3148469-3148657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409095:341556-341751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:498445-498682
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415077:69060-69120
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:546428-546585
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779506:1445006-1445280
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:2782210-2782463
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302469:874115-874277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:983888-984041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396425:1134310-1134461
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:8692829-8693015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_15:1088431-1088617
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:6474714-6474874
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:10652235-10652401
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_13922.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:10759063-10759240
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:6117519-6117717

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 32294 31:23802721-23802810 - |confident | Canonical miRNA | intergenic

Legend: mature star [(i18) (ie1ed B T 110811 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity
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Hairpin partition - Sense -8 Antisense Mature Star

Show Alternate Folds ‘

Sense Strand Reads

hide 3p reads H show mid mismatch reads‘

TGCCGCGCAATTGGCAGTGCTTGTTAAGACTGCATAACTGTTGACGTATTTACATACAGTATGTCAAGAAACTGTTTTCACATTGTGAAATATTCAACTTATTACACAGGTTGTAAACAGTTTCTTGGCATACTGTACGTAGGGCCACGTAACCCTGTCTAGCTCCAAGGGATCAGAAGGGACGTGCAAC

*****************************************************. (((((((((((((((((((((((. ((.. (((((. (((( ....... )))) .))))) ..)) .))))))))))))))))))))))) ...************************************************** gi:: :::Lsmatch g;znt :']ZE:II Total
....................................................................................................... ACACAGG T TG T AAACAG T T T C T e v v e e et e et e e e e et et te e te e te et et et ete et eteeteeteanaanaenaa 22 0 1 31.00 31
.......................................................................................................... CAGGT TG T AAACAG T T T T TGGC e v v v vt et e e e e e e te e te e teeeeeeeeeeeneeeeeaeeeeeaeeneeneenaa 23 0 1 8.00 8
.................................................................... AAACT G T T T TCAC AT TG T GARA « & v v e et e e e e e e e et e et e e e e e e e e e et e ettt et e et e ettt et ettt et et ettt ettt et e sieeeeea 22 0 1 3.00 3
....................................................................................................... ACACAGGT TG TAAACAGT TTC e & e e e e e e e e e e e e ee e aeeeeae e saeeeeneeenseeesneeenaeeeeneeenenennaaaa2l 0 1 3.00 3
............................................................................................................................... GCATACTGTACGTAGGGC e o v vt v vttt et et eseeseeseeneeneeneennenaaa 18 0 1 3.00 3
.......................................................................................................... CAGGT TG T AR ACAG T T T T TG e + v e v et e e e e e e te e te e teeteeseeeeeneeseeaeeaeeneeneeneenaaa 22 0 1 3.00 3
.......................................................................................................... CAGGT TG TAAACAG T T TCT TGO . « o v v e e e e e e e te e te e teeteeeeeeeeneeeeeaeeaeeneeneeneennan 23 1 1 2.00 2
........................................................................................................................ TTTCT TGGCATACTGTACG TR e + v et e ettt e tee et tee e tee et e et 2l 0 1 1.00 1
...................................................................................................... TACACAGG T TG T AR ACAGT TTC . « v e e v e et e e e e e e te e e ae e teeseeeeeeeeeeneeeeeaeeneeneeneeneeaaaa22 0 1 1.00 1
........................................................................................................... AGGT TG TARACAG T T TCT TGO C e v v e e et e et e et e e ettt te e te ettt ettt et sttt eieeaeeneenaa 22 0 1 1.00 1
................................................................. ARG AR A CT G T T T T A C AT TG T G e o v v v e e e e e e e e e e e e e e e e e e e e e e e e e eaeeeeeseeeeeeeeeeeeeeeeeeeeeeeeeeoeeeeeneeeeeneeneeneeneenennenaaa22 0 1 1.00 1
....................................................................................................... ACACAGG T TG T AAACAG T T A . « v e e e et ettt e et ettt ettt et ettt ettt et e e e tteeeieeene 20 1 1 1.00 1
..................... TG T TAAGAC T GC AT AR C TG T TG ACG T A e« v v e e e e et e e e e et e e e e e e ae e e e ae s e saeeaeeaeeaeeaeeaeeaeeeeeseeeeenseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeseeneenennnnneaaa 27 0 1 1.00 1
........................................................................................................... AGGT TG T ARAACAG T T TC T TG AT A e o v v e e v e e e e e e et te e teeteeeeeseeneeeeeneeneeneeneeneaaaa 25 0 1 1.00 1
................................................................................................... TAT TACACAGG T TG T AR CAG T « v v e et e et et e et e e te e te e te e te et st sttt sttt sttt tieaaeennenaa 22 0 1 1.00 1
................................................................................................................. T AAACAG T TTCT TGGCATAC T e+ v v e e et ee e et ee e ee e seeessaeeeaaeesnaeessaeesnenannaaana 2 0 1 1.00 1
............................................... AT T TAC AT ACAG T AT G T ARG A + & v v e e et e et e et e e e et e e e e e et e et e et e et ettt ettt e et e et e et e et e et et e e e e e e e e e e e 2200 1 1.00 1
....................................................................................................... ACACAGG T TG T AR A CAG T T . . . it ittt ettt et te e te e teeteeeeeeeeeeeseeeeeeeeeeeneeeeenennaenaaa 2 2 2 0.50 1
...................................................... A CAG T AT G T C ARG AR AC T Gt o v v e e e e e e e e e et e e e e et e et e et e et e et e et e et e et e et e et ettt e et e e e e e e e e 20 20 0.10 2
........................................................ CAGT AT G T CAAG A A A C TG T T e v e e v e et e e e e e e e e e e e ae e ae e ae s aeaaesaeeaeeaeeeeeeaeeseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeenseeeeeaesaeenaenaaa 20 0 20 0.10 2
..................................................... AT A CAG T AT G T C ARG AR R CT G T+« v v e e vt e et e e e e 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 i e e 2200 20 0.10 2
..................................................... AT ACAG T AT G T C ARG R A CT G v v v v e e e e e s e e e e e e e ae e e s e e e e e e e e e e e eseeeeeseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeoeeeeeoeeeeeseeneeneeneeneenenaa 2l 0 20 0.05 1
..................................................... AT A CAG T AT G T C ARG AR A C T & v v e e e e e e e e e e e e e e e e et e e e et e et e et e et e et e et ettt et et et et ettt e e e e e e e e et et e 200 20 0.05 1
Anti-sense strand reads
ACGGCGCGTTAACCGTCACGAACAATTCTGACGTATTGACAACTGCATAAATGTATGTCATACAGTTCTTTGACAAAAGTGTAACACTTTATAAGTTGAATAATGTGTCCAACATTTGTCAAAGAACCGTATGACATGCATCCCGGTGCATTGGGACAGATCGAGGTTCCCTAGTCTTCCCTGCACGTTG

Read # Hit |Total
A e e e A I N N N T 1))))N))) L)) IO )D) D)) ) ) ) ) ) ) L. Kk kkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total
.............................................................. CAGT TCT TTGACA AR A G TG T AR .+ v e e e e et e e e e e et e et e et e et e et e e e e e st e st et et ettt ettt et et et ettt ettt ettt ettt et teeieenea 22 00 1 2.00 2
....................................................................................................................................................... TGGGACAGATCGAGGTTCCCTAGTCTT . v v v v ve.... 27 0 1 2.00 2
................................................................................................................................................. GTGCATTGGGACAGATCGAGGTTCCCT . v v v v vv e eeeeeenn.. 27 0 1 1.00 1
.................................................................................................................................................... CATTGGGACAGATCGAGGTTCCCT s v v v e e vveeennnn.. 24 0 1 1.00 1
................................................................................................................................................................ CCGAGGTTCCCTAGTCTTCCCTGCACGT.. 28 1 1 1.00 1
................................................................................................. GAATAATGTGT CCAACAT T TGTC AR .« + v v e e e e e e e e e e e e me e eee e aaeeseeesneeeaeeeeneeeseeeeneeenneenneaaaa25 0 1 1.00 1
................................................................................................................................................................ TCGAGGTTCCCTAGTCTTCCCTGCACGT.. 28 0 1 1.00 1
............................................................................................ AAGT TGAATAATGTGTCCARACA T T TG T . v v v e v e v e e et e e e aee e e ee e aeeeeeeeesseeeeneeeseeeeeeeeneeeneeenneeenaaa 27 0 1 1.00 1
....................................................................................................................................................... TGGGACAGATCGAGGTTCCCTA . v v v v e ennenaa 22 0 1 1.00 1
........................................................................................................ GTGTCCARACAT T TG T CARAGA . e v e e et e e e e e et te e ee e tesseeaeeseeeeeaeeeeeseeneeneenenn 2 0 1 1.00 1
.................................................. e e 0N X0 e 1 R~ B 0 9 0.11 1

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species |Coordinate ID Alignment

Conservation

phyloP LRT conservation scores
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Genomic Position
Hairpin partition Mature Star
SRR553486 |SRR553485 SRR553488 SRR553487
SRR618934

SRR902009 M023 Makindu_3 Chicharo_3 M024 RT 0-2 NRT_0-2

day-old |day-old dsim w501 hours hours
testis head ovaries ovaries male ovaries eggs eggs
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ovaries

3488 |SRR553487 SRR553485 |SRR553486
2 NRT 0-2 M025 Chicharo_3 Makindu_3 SRR902009 SRR902008

hours day-old day-old

eggs embryo ovaries ovaries

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 1 0 0

1 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0
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0002 |SRR902008 M025

Head ovaries

O O O O O O O O O O O O OO o o o o o o o o

O O O O O O O O O Pk O O O O OO O o oo o o o o o

embryo
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|drosim2|[31:23802671-23802860 - |ldsi 32294||TGCCGCG--CAATTGGCAGTGCTTGTTAAGACTGCA-TAACTGTTGACGTATT

droSec?2|scaffold 61:63566-63755||dse 208 TGCCGCG——CAATTGGCAGTGCTTGTTAAGACTGCA—TAACTGTTGACETATT

dm3 chr3lLHet:2242511-
2242619 -

TGeClcG--caaTlgscclgeTceTTeTTEAGACTGCA- I ACTGTTGECcGTA[MT

droEre2|scaffold 4784:23311272-
23311379 +

TGCCl8cG--caaTTcicldeTaeTTiTEAAGACEGCA-BaACiNITEcACcoTATINIXIXGININTeTACAT

droYak3|2L:22243526-22243699 + |

|TeccOm--caarTeecEeTecT TN AGACECIERISARTIEGACGTETT
droTakl|lscf7180000415053:27329-

T T e S ———
27391 -

437 -

droRhol|scf7180000780139:372- caleaAT/ERETEY
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PASS/FAIL

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
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:23802671-23802860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:23802671-23802860
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32294.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_61:63566-63755
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_208.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3LHet:2242511-2242619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:23311272-23311379
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:22243526-22243699
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415053:27329-27391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780139:372-437

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi_32453|3r:14862076-14862236 - |confident | Canonical miRNA || intron

Legend: mature star 1118y (eI (BTN ITg 1911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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14862200 14862100 o .
T T T T T T T T 01 -
Genomic Position 18 19 20 21 22 23 24 25 26 27 28 o ! |
Size Condition 14862200 14862100
Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [3r 14856841 14864299 -]; utr5 [utrS_plus_10181]
No Repeatable elements found
mature |star
1. dsi 32453 3r:14862112-14862133 -
2. node 84736:113-134 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553485 SRR553488
SRR618934 M053
Makindu_3 SRR902009 M023 0002 M024 M025 GSM343915 Chicharo_3 0001 SRR902008 RT_0-2
ACCCAGTGATTAGTTATATTAACAGCTCACCATTCCCATCCAATGGACGCCATATCTGGAGCAGCATGAGATCTCTGAAAAAGTGTGTTTGT TTGCTGGCTACATCTGTGT TGTAGGGACTCCAAATGGATTTCCTGCACAACATGAACTCACAGATGT TCAGCAAGACAACACGTCAAAAAAATCAACAGGAGATACAAGATATAAGCTGCTAAATTGAACTACATACTAAGAAAAACCATCGAAAGTGTAGAAATAATC day-old dsim w501 female day-old hours
Read # Hit Total ovaries testis head Head male embryo embryo ovaries body |ovaries Testis ovaries eggs
hkhkhkhkkkrkkkhkhhhkkhkhhhhkkkkkkkhkkkkkhhhkkkkkkhhkkkkhhhkkkkkkkhkkkkkkkkkkx R I R e D I D D D D D D D IIIINIIININ)) NIIIIIID) ) e e e hhkhkkkhkkhkhkhkhhkkhkhkhhhhkhkkrkkkhhhhkkkhhhhkhkkkkkkkkkkkkkhkhkkkkkkkkkkkkkkkk*k*k*k**x gsize Mismatch Count Norm Total body
..................................................................................... e e e o e ot Yo7 o PP ¢ B O 1 21.00 21 1 9 4 2 2 1 1 0 0 0 0 1 0
..................................................................................... e e e o e Y07 o AP 2B 0 1 8§.00 8 0 4 1 2 0 0 1 0 0 0 0 0 0
..................................................................................... e e e o e o Yo P = B O 1 5.00 5 0 0 3 1 0 0 0 0 0 0 1 0 0
..................................................................................... TGT T TGT TTGC TGGCTACATC « & ¢ e e e e e e e e e et e e e e e e e e e e e et e e e e et et e e e e et 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 et et e e et et et et et ettt ettt ettt 210 1 4.00 4 0 0 1 1 1 1 0 0 0 0 0 0 0
..................................................................................... e el e o et et Yo7 o L PO S O 1 3.00 3 1 1 0 0 0 1 0 0 0 0 0 0 0
......................................................................................................................................................... AGATGTTCAGCARAGACAACACG .« &« e e e e e e e e e e e e e e e e et et et et et et et ettt ettt ettt e e e e e e e e teeaeanasasanaeanneanaaaa 22 0 2 2.00 4 0 0 0 2 0 0 0 2 0 0 0 0 0
........................................................................................................................................ GCACAACATGAACTCACAGAT « « « « e e et e e e e et e e e e e et e e et e e e e e e e e e et e e e et et e e e e e e e et et e et et a e aeeeeaeaeeeeaeaeeaeaaaneneaneaaa 2l 0 2 1.50 3 0 0 0 0 1 2 0 0 0 0 0 0 0
..................................................................................... TGT TTGT TTGC TGGC T ACA T CT G TR . . . . o ittt ettt et et e e e e e e et et 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 e 2T 3 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................ ok ek el el Ve el e Yok o] o NP~ X0 B 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................................................ e NeTele)-XokioloF-V-V-Ni e TN i P~ B 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
..................................... Lo oF- VN Tele)Nolelolor- XX o i c D RN O 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
..................................................................................... ek e e o et e o Yo7 o e L X T 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................................. ATACAAGATATAAGCTGCTAAATTGAR . ¢ o v e v e ettt eeeeenenenananeeannennaes 27 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0 0
.......... TAGTTATAT TAACAGCTCACC « & ¢ e e e e e e e et et e e e e ettt e e e e et e e e e e e e e e e e et e e e e et 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 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 0 0 1 0 0 0 0 0 0 0 0 0
..................................................................................... el e e o e o .Y 07N Lo e PP T 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0 0
..................................................................................... e e e o e o 1Yo NP = B0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
................................................................................................. eleloh0-Xo N ok Jeh ek i ey NeT el TN oL PR~ S O 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
..................................................................................... el e e o e o .Y 07X Lo e - P2 S 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
............................................ e NoTeloToF- NN ok e TN eTo PP < ¢ 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0 0
............................................................................................................................................ AACATGAACTCACAGATGTTC . ¢ e e v e e e e e e et e e e e et e ettt et e et e e e et e et e e e e e e et e e e e e e e e e et ettt ettt 200 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0 0
............................................................... 07 Nl el o ol eV V.V VX TP~ N O 2 0.50 1 0 0 0 0 0 1 0 0 0 0 0 0 0
.......................................................................................................................................................... GATGT TCAGCAAGACARCACGTC . & v e e e e e e et e et et et et et et et et e e et e et e e e e e e et tetete e teeaeaaeaeaeaeaeaeas 23 0 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0
........................................................................................................................................ GCACAACATGAACTCACAGATGTTCAGC . « ¢ 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 et et e e et e ettt ettt et ettt e e e e e e et etaeaeaeaeaaaeaenenanaa. 28 0 2 0.50 1 0 0 0 0 0 0 0 0 1 0 0 0 0
......................................................................................................................................................... AGATGTTCAGCAAGACAACAC .« « e e e e e e e e e e e e e e e e et et et et e et e e e e et et et ettt et ettt ettt ettt ittt 210 2 0.50 1 0 0 0 1 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................... GATGTTCAGCARGACAACACGT .+« v e v 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 et e e et e et et e et e e te e e eeeeeeeaeaeasasasanananananas 22 0 2 0.50 1 0 0 0 0 0 0 0 1 0 0 0 0 0
................................................................ CATGAGATCTCTGARRRAG « « ¢+« e e e e et e e e e e e et et e e et e e e e e e e et et e e et e e e e e e et 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 e . 190 2 0.50 1 0 0 0 0 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488 SRR553487
SRR618934
Makindu_3 0002 SRR902009 GSM343915 RT_0-2 NRT_0-2
TGGGTCACTAATCAATATAATTGTCGAGTGGTAAGGGTAGGTTACCTGCGGTATAGACCTCGTCGTACTCTAGAGACTTTTTCACACAAACAAACGACCGATGTAGACACAACATCCCTGAGGTTTACCTAAAGGACGTGT TGTACTTGAGTGTCTACAAGTCETTCTGTTGTGCAGTTTTTTTAGTTGTCCTCTATGTTCTATATTCGACGATTTAACTTGATGTATGATTCTTTTTGGTAGCTTTCACATCTTTATTAG day-old dsim w501 hours hours
Read # Hit Total ovaries Head testis embryo ovaries eggs eggs
hkkhkhkhkhkhkhhhkhhkhkhkhkhhhkhhhkhkhkhkhhkhhhkhhhkhhkhkhhkhhhkhhkhhhkhhhkhhhhhkhhkkhkhkhhhkhhkhkkkx AR N I T N N T D D IO D D D D D D D D)D) IV ) e hkkkhkhkhkhkhhkhkhkhkhkhkhkhhkhkhkhkhkhkhkkhkhkkhkhkhkhkkhkhkkhkkkhkkhkhkkhkkkkkkkkhkkkkkkkkkkkkkk*k*x** gize Mismatch Count Norm Total
............................. elel -V Neelel el el: i -Nol ot PP A BN 1 1.00 1 0 1 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[3r:14862026-14862286 =  |ldsi 32453|AC——————mmm oo oo oo CCAGTGATTA----- GTTAT----- ATTAACAGCTCACCATTCCC-———-—=—=—=————————————— AT--—=-—=——=——=——= CCAA-T---GGACGC--CA--TA-—-—-—-—~ TCT—=—=——=—=————————————————— GGAG---CAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACATCTGTGTTGTAGGG — = — = == == = = = = = = = = = = = = = = = o ACTCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACRGATCTTCAGCAAGACAACACGT CAAAAAAATCAACAGGA-GATACAAG-AT—————————~ ATAAGCTGCTAAATTG-——=——=-—=-—=—-~ L el R N el T N N — e l e ii i __a- i i\ i t i n.sl ti-,hs/Qin ii»i CCAT--CGARAGTGTAGAAATAAT ——————=— == == === ————————————— c-|
droSec2|lscaffold 0:15728070- TR I L T T A e i -_-_a-cs s ——--C.; A -._.- ¢ BB sH,_l®i CCAGTGATTA----- GTTAT----- ATTAACAGCTCACCATTCCC-———-—=-—=-——————————————— AT--—=——=————=—= CCAA-T---GGACGC--CA--TA-—-—-—-—~ TCT—=—=——=——=——=——————————————— GGAG---CAGCATGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACATCTGTG T TGBAGGG——— =~ =~ — =~ =~ —— —— o oo~ ACTCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACRCATCTTCACCAAGACAACACET CAAAAAATCAACAGGA-GATACAAG-AT—————————— ATAAGCTGCTAAATTG-=-———=-—=--——~ ARACTAC— A A CT A A - G A A A A - — — = — = = — = — - =~ — o - CCAT--CGAAAGTGTAGAAATAAT ——————=————=—————————————————— c-
15728330 -
ldn3 lchr3r:6217128-6217390 + |dme 164 |[AC--------———- CCAGTGATTA----- GTEAT----- ATTAACAGCTRACCATTCCR-—-—-—-—-—-————————————— AT-—-————————— CCAA-T---GGARGCI8CA--TA---———-—- TCT-—————————————————————— GGAG---lAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACETC TG TG T TGAGGG -~~~ — - — o m oo ACTHCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACAGATCTTCAGCAAGACAACACGT CAAAAAAATCAACAGGA-GATACAAG-AT—————————- aaacerecraaTTi--—-—-—-———- AflcTafl-EI A CcTAA- AR A A - CHAT--CGAAAGTGTAGAAATAA - —————————————————— - ——— c-|
droEre?2|scaffold 4770:15403058= [[der 1515 |IAC-=— === === m oo o CCAGTGATTA----- GTEAT----- ATTAACARRTCEccATTCC-— - - - - AT-—————————— Bccall-T---GGACGC--CAeen—-—-——-——— e ——,———. itk GGAG---C8GCABGAGATCTCTGARAA-AAGTGTGTTTGTTTGCTGG-CTACHTC TG TG T TG AGGG -~~~ — = ——mmm oo oo [ TCCAAATGG-ATTTCCTGCACAA-CA-TGAACTCACACATCTTCACCAACACAACACETCAAAAAWATCAACAGGA-GATICAAG-AT-————————— WeleAGCTGCTAAA SN - - ——-——-—————- AT AR- AR T A A A A A A - - - CCAT--CGAAAGTGTAGAAATAAT ————————————————————————————— AR
15403322 -
ldroYak3|[3R:10242894-10243159 + |ldya 1789 |AC—=——————mmmmmm oo CCAGTGATTA----- GTEAT----- ATTAACAGCTHACCATTCCC-————=——=———————————— C-&-AT--—-—-————- [ccAA-T---GGACGC--CA--TA--—-—-—-- TCT-—————————————————————— GGA@---CAGCATGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTACTC TG TG T TG AGGG -~ — =~ ——— - m oo oo AQTCCAAATGG-AITTCCTGCACAA-CA-TGAACTCACAGATCTTCACGCAAGACAACACET CAAAAAAATCAACAGGA-GATICAAG-AT—————————- WeleAGCTGCTEAATG--—-—-—————- aflcTac-BacTadcararA- - - - CCAT--CGAAAGTGTRGAAATAAT - ———————————————————————————_ ci
droEugl|sc£f7180000409692:688174~ N ————————__..—- L - e L e-e., S ——ia.-__-_e__-_r e e ee-—asioth-=.n CCAGTGATTA----- GTEAT----- aTThAcAGCTCREN e T - - - NS -—-—-—-—-—- ccan-T---conlNNlRm— - TA————-————— e —,—,—— At GGAG---CAGCATGAGATCTINTGAAA-AAGTGTGTTTGTTTGCTGG-CTACETCTGTG T TN ARIGG - — -~ = ————m oo oo AlfecldearTcG-ATTTCCTCHAEAN-eldea ACTCACRCATCTTCACCAACACAACACETCAAAANEARCAACAGCA- A TeEA A G- AL - IXTINe- - -ieleleni\c TGCTAA A /ol — - — - ——-—-—- N Y CI G A Cll - B - - — - — T e clear--ceanaciicEecaiaTefe - - - - - - - - - - - - - - - - - - - c-
688438 +
droBiallscf7180000302402:8304835- e ., L——ae - oS e A RHH--- kL L-L.;—AHO CCAGTGATTA----- GTEAT----- ATTEACEGCEC AL -~~~ ————-—-—-——————————-— Ag----------- bRicEA-T---coalN\ e ch--TA--—-—-—-- TCT-—————————————————————— GGAG---CAGCAGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGC-CTACETCTGTGT TN EGGl- - - -~ -~ =~ — - m oo mm oo afeccannfdec-rrTcifedciinlea A - - el AT cACACATETTCACCAACACAACACAT CAAAALEANCAACAGGA-GATECEACEAT- - - - - —-—- B GC T — — — ———————— - — - SR G A e A T 2 N Y e clerr--ceanadieTlEcErrTAAg-—- - - - - - - - - mm - c-
8305076 +
droTakl|scf7180000415380:1425415- A m = m o CCAGTGATTA---—- GTAT----- ATTHACAGCT CAL I — — — = — === ——————————————— Ag----------- Becla-T-—-coal N\l -TA--—-—-—-- TCT-—————————————————————— GAG---CAGCATGAGATCTCTGAAA-AAGTGTGTTTGTTTGCTGG-CTACETCTGTGT TN ARG - -~ -~ -~ -~ - m - aAfeclEraATGG-ATTTCCTCHAEA - ileleen A\ TC ACACATETTCACCAACACAACACE T CAAAAAAATCAACAGGA-GAT/CAAGEAT-— - — - — - —— - - - TINS A S TGGIY- - - - R - — - — - B - - X C A N T e e e clerr--feana¥ i aflaaaTAgT- - - - - - - - c-
1425656 -
droElell|lsc£7180000490995:524279~ T e e ieCriii i A CCAGTGATTAMESNGTlgAT----- AR CAGCTCALY N — — — — = === — e — [l - - EBccan-T-—-Goal N\ CiiEE--on —-—-—-—-- S e GGAG---CAGCATGAGATCTCTGAAA-AAGTGTIGTITTGTTTGCTGG-CTACETCTGTGTTN A G- - - - - - - - - - - affdcldrarTcG-aTTTCCTCHA e - AN A CTCACRECATETTCACCAACACAACACET CAAAAAA AN CIRNC ARG - L . — — ——————- EepC T ceAATTG- - - - - - - - - - GTTCARAINS AN CEANNG T A AAGAATACCT TAACT T TAAT TCTTTTTGTTTCTCTCTTGATTAATTTAAAGTCCTTTTAAACT TATTTCATGACATGCCGAAAMGIA Al TEV N A ClEcC Al G N e T e -
524615 -
droRhol|scf7180000777158:35289- A — — = m o CCAGTGATRA---—- GTlgAT----- ARITIACAGCEC AL g — — —— —————————————=——————~— Ag----------- Bccan-T---GoalN iR -TA-—-———-—- e -~ i GAT CT CTGAAA-AAGTGTGTTTGTTTGCTGG-CTAC[ETCTG TG T TR ARG - — - — - - - - afeclEraaTcG-ATTTCC TGRS - iEXele2 AC TCACACATETTCACCAACACARCACE TCAAAAA A AN CEINC A e - ————————- - - GIAT[SiA STV G Al T AT AE-A\acTAlg- A aalA - - - - cleAT--CGAAAGINGTAGAAAT/ERT-— - -~ - -~ == - - — o~ TR
35522 -
droFicl|lscf7180000453800:2293559- L YN ee_—_eai i i _-—=La” i -_.aas s -= hh_—.”e i D CCAGTGATTA----- GTlgAT----- aTTHACAGCTHACINETCIE- - - - — - - - A A AL - @ecan-T---GoaALNEN--cl-fiTA---—----- L ———— GGAG---CAGCATGAGATCTCTGAAA-AAGTGIGTTTGTTTGCTGG-CTAC[ETCTG TG T T A MGG~ — — = — ==~ — - — — - — o m oo AeCi A AlTGG-ATTTCCT e - RSNl A ACTCACACATCTTCACGCAAGACAACACE TCAAAAAANNCAACAGGA-GATECMANEAT - - - - - - - - —- ERAAGCTGCEAARITH---—----—-—- GT T A A A T C R A Y e CATTAAAT T T T T T T R A ACTTATTTTESENLM- e - - B — - - — - — - — — - [l TR
2293837 +
droKik1|sc£f7180000302475:1404883~ T B S-S ekl ek CCAGTGATTA----- el G Tl — AT THAClECIee A N A e — — — - — - — - — - — - A T T[S N R eleF A A ST C AL A T G A T C A A C T 2l R e clenfe- - -clecfdrcacallcTeTGAA-AAGTGTGTTTGTTTGCTGG-CTACETC TG TG TTENARGG - - - -~ -~ -~ - m o ARfelcE®lA G G- A TlSIciN T Glin[delel - ¥ Nelela A C T CACRCATCTTCACCAACACAACACE T chia A AMA A TCAAC A TEC A A CINE TEN XIS N YT NN I Xehic clX\cileen Al Thy - - - - - —-—- ————— B - CEl N T C CC T R e T T TS CIVYNeINe - - - - - - - -TAAACTAGACATTTATATGTTTTCTAAAARK
1405175 +
droAna3|scaffold 13340:938906- dan 4036 |Af--—-—-—————-—m o ElG TGAT Th—-—- - ErTiT----- T T C - — — — ————=—=—=—=—=—=————— B------—-—-—- e - - -ceacilc--caXeer--------- TC Tl yerele .U ek etV XL I VA Lol G A G- - - CAGCATGAGARC TCTGAlgA- AAGTGIGTTTGT TTGCTGG-CTACETCTCTGT ThYeAGG- - - - — - — - —- B e GG T C R Bcrchifeleecc-Er ticc Toindde - pRNeen AT Cc ACACATCTTCACCAACACAACACE T CAA A ANC AlECAGCA - (S i - ————————— B — — — = = = == == == ———— - X CE - — - — - e e - - — B - — - T C A A N G
939129 +
droBipl|lscf7180000394085:58639- F ———————————————————————————————————————————————————————————————————————— cleacearTa----- - ——— - et C C = = = = = = = = = == = = — = — = — = —— — — — AT--—-————-—-- ccap-BXagN\cachlc--cIXer - - -----—- BCT-— - GGAM---CliGCATGAGRARCTCTGAA A AGTGTETTTETTTGCTGC-CTACETCTG TG T TN A GG — - — - — - —- - B GG T CR Sifeccandecc-erTccToinldde - il -deaac TCACACATETECACCAACACAACACE T CAA A A AN Al CAING A - R B — - ——————— e — — — = = = == == == e — i — T — — — = = = = = = = = = = - B By — — — = = = = = == == === == ———————————— B-
58818 -
dp5 l2:7251411-7251742 - ldps_3824 |AcE¥M----------- CAAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCCCAGTGACH ANl NI EhicT -EEEE. Bt — — = = = = = = = = = = = = = = = — = — = — — — ------ e R -~ - - - —------- - —-—-—-—-—-—--- i YeTele el e i el R B[N\~ Al c TC TG AR - AAGTGTGTT TG TTTGCTGG-CTACEHre o T T ARG - - - - - - — - - - - TGCCCTTTATGGACTCCAAGTGTATCTGTCTATACITCEAINNAGEIEcccalleaiNeTiNGGCRTINARCIVNSNING 12/ NlehilJo Nelor Ve No) VN0 IR NNAG CINNA FNNGINA € T 2 ARG TE T CRl T AR EXEN A Shele Cl G T AlNE A TATATCT TTCTCCAA TR A N N N N e e T AL - CIn A Gl T i — — —— ——————-—-—-—-———————————- B-|
droPer2|scaffold 0:1112011- dpe 2478 |AC¥M-—----—---—- CGAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCCCAGTGACH AN NiA/ T GTEm-—--- - B------ - - - B - - - - —-—----- - -—------ TGTGCGTGTGCGTGT - - -[€TCT - TAMCAAINEINATeherN T T NNEIel el il dehil b elehe e Ttel e Gl Tl MU A C T e A B TGCCCTTTATGGATTCCAAGTGTATCTGTCTATACKHTCEAINNAGEECCcCcANSANETINGGCRTNANCINNENGNS 2"\ ichi e NE[e VAT Ve G ARV NNG CEVAA NI~ € T A AFNNG TI T CET AREEEEEEE ENTNN A Slele G T A Ne A TA T A TC T TR - T R A A T A N N e e e e AL — N A Gl e — — — — = — = = — === === —————————————— B-
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91571 -
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droMoj3|scaffold 6540:4939456-
4939681 -
droGri2|scaffold 14906:5355597~ dgr 460
5355835 +

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

PASS/FAIL

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~NOOORrRORRPRFPFPOOOR


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862026-14862286
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32453.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862112-14862133
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_84736:113-134
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862026-14862286
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32453.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728070-15728330
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_143.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6217128-6217390
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_164.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403058-15403322
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1515.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242894-10243159
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1789.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:688174-688438
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=scf7180000415380:1425415-1425656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524279-524615
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35289-35522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293559-2293837
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404883-1405175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938906-939129
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4036.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394085:58639-58818
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:7251411-7251742
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3824.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112011-1112344
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2478.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91376-91571
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5413.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:936627-936858
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_14906:5355597-5355835
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_460.html

ID: Coordinate: Confidence: || Class: Genomic Locale:
. View on UCSC Genome Browser {Cornell Mirror}
dsi 96 (31:18687223-18687281 - | confident | Canonical miRNA || intergenic
Legend: mature star [fiT&31ie1(d 181 1T (1iT31 mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
’ <+ = o
O o (73]
[0
S
3
— —
E — '9] ') od
%) ™ o 2 o
T o ® o
o D =
© — o o
as % W o %
— : g 2 _
5 [ S o - 2 -
o ™ \ w ° o
-~ o &
I_
c
L - -
CZ; n_G_———————————————————————
o o
=
o = | I I | I £
I I | — ‘&é"‘s \g&o @@b Qﬁ"’* 05‘\
18687300 18687250 18687200 o o) 23 Ne - oz
_ - 1 I 1 | 1 & R -
Genomic Position 19 20 1 50 o3 % | | |
Size Condition 18687300 18687250 18687200
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds ‘
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hide 3p reads H show mid mismatch reads
SRR553488 SRR553485 SRR553486 SRR553487
MO053 SRR618934
RT 0-2  Chicharo 3 M025 GSM343915 0002 Makindu 3 NRT_0-2 M023 M024
TTTCAGCGTTTTGAAGGTCGTTTCCACTGTTATTCACGTTTGTTTTGTGGTTTTGTTTTTTCTTTGT TTTGTGTGAACTCATCAATGAAACAATCTAAACACAAAAGCACTCACAAGTGTGACACAGAACGTGACAAATAAATATAAAAAAAAAACTAT hours day-old day-old female hours dsim w501
Read # Hit Total eggs ovaries embryo embryo Head ovaries body eggs head male ovaries
de ke ok e ok e ok ke ke ok ek ek ke ke ke ke ke ok (. (G COCCCC CCCe oo (e (.. ... IIIIIIIIIID) e o)D) )N ) D)) L)) )))) ) ) L. ke kkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
.................................................. TTTTGTTTTTTCTTTGTTTTG . « « e v e e e e et e e e e e e e e e e e e e e et e e e e et e et e e e e e et e ettt e ettt et 200 1 14.00 14 5 5 1 0 0 0 2 1 0 0 0
.................................................. T T TGT T T TTTCT TTGTTTTGT « « « e e e e e e e e e e e e e e e e e e et e e m e et e e e e ee e e e en e e eaeneaaeaenaeaenenneaeneeaenenae22 O 1 10.00 10 2 0 3 1 0 1 0 1 2 0 0
..................................................................................... TGAAACAATCTAAACACARAAGC .+« e et e te ettt et et e et te et et 23 0 1 6.00 6 0 2 1 1 1 0 0 0 0 1 0
................................................... e i o e L P~ RN O 1 3.00 3 1 1 0 0 0 0 1 0 0 0 0
..................................................................................... TGAAACAATCTAAACACARAAG . « « t e e e et ettt et ettt e et te ettt eneaenen. 22 0 1 3.00 3 1 0 1 0 0 1 0 0 0 0 0
...................................................................................... GAAACAATCTAAACACARRAGC . « + « et ot e e eme e e eeeeeneeeeaenaaaenenaeaenneaens 22 0 1 2.00 2 0 0 0 0 2 0 0 0 0 0 0
..................................................................................... TGAAACAATCTAAACACAAAAGH . - ¢ oottt it e i e et e e e 231 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
..................................................................................... TGAAACAATCTARRCACAR . ¢ o et et et et te et e e e n e e e teneetaeneaenenaeaen. 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0
..................................................................................... TGAAACAATCTAAACACAAAAGE . « ¢ ottt ettt ettt ettt et et ieen e 23 1 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0
...................................................................................... GAAACAATCTARACACARR . ¢ ottt e e et e e e ae e et teen e aeneeaenenaeaeneeaea. 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0
.................................................. T T TG T TT TT T T TTGTTT e ¢« e v e e e e e e et e e et et e e e e e et e e e e et e et e e et e et et e e ettt et ettt e eaenenenen. 19 0 3 0.67 2 0 2 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553485
SRR618934
Makindu 3 Chicharo_3
AAAGTCGCAAAACTTCCAGCAAAGGTGACAATAAGTGCAAACAAAACACCAAAACAAAAAAGAAACAAAACACACT TGAGTAGTTACTTTGTTAGATTTGTGT TTTCGTGAGTGT TCACACTGTGTCTTGCACTGTTTATTTATATTTTTTTTTTGATA day-old day-old  dsim w501
Read # Hit |Total ovaries |ovaries ovaries
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Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|31:18687173-18687331 - ldsi 96 |TTTCAG-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT--TGTGGETT-TG=====-= TTT-—————————————- TTTCTTTG-—-—-—- TTTTGTGTGAACTCATCAATGARAACAATCT-~——=—=—=-====== AAA==CACAAAAG=CACTCAC-AAGTGTGACACA--—-——— GAACGTGACAAATAAATATAA-————————————~- ARARA--——-——————- AAAACTAT|
droSec?2|scaffold 19:1028763-1028922[ldse 158 [TTTCAG-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT--TGTGGITT-TG-———--- TTT-—————————————- TTTCTTTG---—-—- TTTTGTGTGAACTCATCAATGAAACAATCT-———————=-—-—--—-—-—=- AAA==CACAAAAG=CACTCAC-AAGTGTGACACA--—-——- GAACGTGACAAAAAAATAR--—-—--————-- A T AAAACTAT
|dm3 lchr31:19064539-19064700 - | |TTTCAG-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT--TGTGGETT-TG======-= TTT-—-——-- Rfy---—-- TTTCTTTG---—-—- TTTTGTLTGAACTCATCAATCAAACAATCT—————————————-—-—~- AAA--CACAAAAG-CACTCAC-AAGTGTGACACA--—-——— GAACGTGACAAANAAATATAA--——————————- MAAAA-—-————————- AAAACTAT]
droEre2|lscaffold 4784:18883314- der 109 |TTTCAG-CG-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT--TGTGGITT-TG--—-—-= TTT——————————————— TTTCTTTG-—-—-—- TTTTGTGTGAACTCATCAATGARACAATCT-=——==-—-—=---== [ERAS=CACARARG=CACTCAC-AAGTGTGACACA--—-— -~ GAACGTGACAAAAAATATAR--------—-—-—- - - R AAAACTAT
18883468 -
ldrovak3|[3L:21530478-21530632 + laya_1781|rTTCAR-CGR-TTTGAAGGTC---GTT-TCCACTGTTATTCHCGTTTGTTT--TGTGGETT-TG-——-=-== TTT—————=———— ===~ TTTCTTTG------~- TTTTGTGTGAACTCATCAATGARACAATCT -~~~ AAA--CACAAAAG-CACTCAC-AAGTGTGACACA--——-~--- GAACGTGACAAAMAAATATAR---------—--—- — — [ AAAACTAT]
droEugl|lscf7180000409471:411256- TTTCAI-CGT-TTTGAAGGTC---GTT-TCCACTGTTAT TCl§CGTTTGTTT - T GTGNI T T - TGl p ol - ————— ERy----—-- TETCTTTG---—-—- TTTTGTGTGAACTCATCAATGAAACAATCT -~ ——-—-—-———-——=- ARASSCACARAAGSCACTCAC-AAGTGTGACACA--—-——- GAACGTGACAAAAAATATAAR-—-————————- N G AAAACTAT
411423 +
droBialllscf7180000302529:420860- TT®cAR-CGT-TTTGAAGGTC—--GTT-TCCACTGTTATTCACGTTTGTT T-jy8GTGCETT-TG--—-—-— TTT-—-————————————— TETCTTTG-—-—-—- TTTTGTGTGAACTCATCAARGAAACAATCT -~~~ ——————————-—~- AAA--CACAAAAG-CACTCAC-AAGTGTGACACA--—-—-- GAACGTGACAAANGAATAfAR--—-—-———————- = AAAARTAT
421015 +
droTakl|sc£7180000414021:74767— TTCA-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGTTTGTTT - GTGGITT-TCG——————~ TTT-—————————————- TTTCTTTG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCT————————=-—-—--—-—-—=- AAA--CACAAAAG-CACTCAC-AAGTGTGACACA--—-——— GAACGTGACAAANAAATATAR--—----—-—--—- AAAA--——-————-—- afgaacTaT
74925 -
droElel|lscf7180000491249:6350652- TTTCAR-CGT-TTTGAAGGTC—--GTT-TCCACTGTTATTCACGTTGTTT-WTGTGGETT-TG--—-—-— TTT——————————————— T@TCTTTG-—-—--- TTTTGTGTGAACTCATCAAFCARACAATCT==========—===coo ARAA==CACARARG=CACTCAC-AAGTGTGACACA------- GAACGTGACAAANAAATAI N ——————-—-—-- N AAAACTAT
6350810 -
droRhol|lsc£7180000758657:8-167 + || |TTTCAR-CGTHTTTGAAGGTC---GTT-TCCACTGTTATTCACGRT TGTTT-WIGTGGITT-TG-~~~--- TTT—————————— ===~ TTTCTTTG-----~~- TTTTGTGTGAACTCATCAATGAAACAATCT -~~~ AAA--CACAAAAG-CACTCAC-AAGTGTGACACA--——~--- GAACGTGACAAAAAA NI - ———————————- AAAAA--————————- AAAACTAT]|
droFicl|lscf7180000453824:438432— TTTCAR-CGT-TTTGAAGGTC—--GTT-TCCACTGETETTCACCTTGTT T-WTGTGGETT-TG--—-—-~ TTT-—————————————— TTTCTTTG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATClS-——————————————~- AAA-=CACAAAAG-CACTCAC-AAGTGTGACACA------- GAACGTGACAAAI A DI — — - —— = ——————— - - - AnfnfTAT
438582 -
droKikl|lscf7180000302251:117779- TTTCAR-CGT-TTTGAAGGTC---GTT-TCCACTGTTATTCACGIT TGET T-WTGTGCTT TRITG - LR IeT TT-————— - By -—-—- EercTTTG------- TTTTGTGTGAACTCATCAATGAAACAATCT ————————-—————-—-—~- ARASSCACARARGECACTCAC-AAGTGTGACACA--—-——- GAACGTGACAAAIAAETATAAYRNNNVRY A - - - - BRI ACGAAALINNNNUNE
117960 -
droAna3|lscaffold 13337:18377662- TTTIVACH -8 TCAAGITC - - -G T T-TCCAC G i C & T € - T G T GG T T-TG——————— TTT—-————————————— TTTCTTTG-—-—-—- TTTTGTGTGAACTCATCAARGAAACAATCT -~~~ ——————————-—~- AAA--CACAAAAG-CACTCAC-AARTINTGACACA------- GAACGTGACAAATAAATAINAA-————————————- N AAAARTEN
18377810 +
droBipl|scf7180000396741:1561617- TTTCAI-CGl8- TTTGAAGGTC---GTl8- TCCAC O T R G T T - T GTGGI T T =TG- === ==~ TTT-————-—-——————- B~ = = = === BrfercrerearcTcaTCAAFCARACARTCTS====ssonooanons RRARSSCACARRRGECACTCAC-AANTRATGACAlA- - - - —-- GAACGTGACAAATAAATARAA--—-——-——————- INY-IaacAGCAAARATNNNNIINA
1561766 +
B |xR_groups:7140823-7140973 | |- COT-TTTGAAGGTC---GT THTECACT G T e T GT T T - GTGGITT =TG-~ ~ === JlICGCTCTTTTTGCCCAIMMIGIGINEREFF TerfddrcreaacTcaTCcAATCARACARTC/dEssanansnnnes ARSI NCACARRRCECACTCAC-AAGTGT@ACACA-———-—- - AAAA--——-————-—- arancind
ldroper2|lscaffold 36:165559-165702 +| | A CGT-TTTGAAGGTC---GT THTECACT G T e TG T T T - GTGGITT-TG~~~—=-- IiCGCTCTTTTTGCCCAINRNGHCIIc—— T/ TGTGAACTCATCAATGAAACAATC ~—— =~~~ SAAATNCACAARAGEICACTCAC-AAGTGT@ACACA-———— -~ ety — — — — — — = — = — == — — N —.—— ArAACEEN
droWil2|scf2 1100000004762:3231747- T - L Tl T T TG A A GG T C NG T T - TCCAC T e — D~ —————- - -—----—-—--—-- BrErerg------- ETlETGTGTGAACTCATCAATCGARACAATN-———=———=———————— ASA==CACAIIN-CrCl\cac-2ag\cRercaldn-—--—-- GAACGTGACAAAINSAA B - ——————————- N AAARIEAT
3231877 +
droVir3|lscaffold 13049:13362168— TTTI&N-CGT-TTTGAAGGTC—-—-GTT-TCCACTGT RamCeC T T Tl T clTi\r-T6 - —-—-- TTfg--—-—-————————- TTECENME-—-—-—- TN TGTGTGAACTCATCAATGAAACAATING-—————————————~ AGAGAARCHVACCA NG SNSRIV [ehie - - - - - EEEEEE et — — = = = = = = == == == - —-—-—-—-- - —————-]
13362290 -
droMoj3|lscaffold 6680:13991813- TTTI&N-CGT-TTTGAAGGTC—--GTT-TCCACTGT/ESOSEA N T TG TN - BT G TG TSleRiTC - LRk peis T~ — — —[eky————————- GO GCINECTGCGATHA NN IXRI-NNoNY Le.V.V.\e/.V.UIACAGAAAGAATCGTGGAC, V.U Ne\Cl:\ - - HokNRI TENeA C T il T G TEYTIYT A A AGGCCGIATENER - - - — - — - — - — - — R - —-—-—-—-- -TiVGcrc
13991991 +
droGri2|scaffold 15110:18794185- TTTH&N- CGT-TTTGAAGGTC—--GTT-TECACTG T maCACG T TG T TR - G TG - ————- B -—----—-—--—-- = === === eI TGTGTGAACTCATCAATCARACAAT {dEsssassnsssnsas AJATGGAGLGVACACAGECGINEINNECE - - - - - - -EEEEEE —— - —————— - ———-INNCcTGC TR TTTGGACIGI R AEACTA
18794314 -
Generated: 09/08/2015 at 08:02 PM
PASS/FAIL
crit.star 1
crit.loop 0
crit.mor 0
crit.half 0
crit.total 1
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 1
crit.back 1
rescue.total 0
rescue.dominant 0
rescue.known 0
rescue.confident 2
rescue.candidate 2
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Show Alternate Folds H
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
SRR553488 SRR553486 SRR553487 SRR553485
SRR618934
M023 M024 RT 0-2 M025 SRR902008 SRR902009 Makindu_ 3 0002 0001 NRT _0-2 Chicharo_3
ACCCAAACGGAAGTGTTGATATGGCCGCAGCTCAGTCGCAGTCGCAGCTCAGTCGGTATAGAAATTGTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGGCTGAGCAGCATAGTCAGCATTTCTGCACCTCCCAGAATCCAGCCCATCCTCCTTAGCGAACACACTATTGCCACCCACTTTTCCAGCCCG dsim w501 hours day-old hours day-old
Read # Hit |Total head male ovaries eggs embryo ovaries testis ovaries Head Testis eggs ovaries
Ihkkhkhkhk Ak kkhkkkkkkkk Ak kkhkkkkkhkkkkkhkkkkkkkkkkkkkkrhrkkkkrx N T ) IIIIIMN)) )Y e Ak hkhkhk Ak kkkk Ak kkhk Ak kkhk Ak kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*k*k*** gize Mismatch Count Norm Total body
............................................................................ AACGACTTAAGCTGCTCGGCAC . & ¢ v v e e e e e e ee e et e et e e e e e et e e ettt e e e et e e e e e e e e e e e e et et e et e et e e ettt 220 1 10.00 10 6 2 0 0 1 1 0 0 0 0 0 0
............................................................................ AACGACTTAAGCTGCTCGGCACG - « « + e e e e e e e e et e e e e ettt e e e e et et e e e e et e e e et et e e e et e e e en e taeeeeneaeaaenaeneaaenneneeaeeaea23 0 1 8.00 8 4 0 0 1 1 2 0 0 0 0 0 0
............................................................................ AACGACTTAAGCTGCTCGGCA ¢ e v v e et e et e e et e et e e et e et e e e e e 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 e e e e 210 1 4.00 4 1 0 0 0 0 0 3 0 0 0 0 0
............................................................................ AACGACTTAAGCTGCTCGGC . + ¢« e e e e e e e et e e et e et e e e e e et e e e e e et e e e e et e e et e e et e e et e e et et e e e et ettt et 200 1 4.00 4 3 1 0 0 0 0 0 0 0 0 0 0
....................................................................................................... ATGACCGGGCTGAGCAGC  « -« v v e e e e et e ettt e e e e e e et e e et e e e e e et e et et ettt 180 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0
............................................................................ AACGACTTAAGCTGCTCGGCACG. « - ettt ettt ettt ettt ettt et et e e ettt et et e e e e et 241 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
.............................................. el ok oF-Ne: o] el -\ NP s N ¢ 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
.......................................................................................................... ACCGGGCTGAGCAGCATAGT - « « e e v e e e e e e et e ta e e e e e e e e s e eaeeneeaeaaeneeneeaenaeneeaennenaeaeeaaa20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................ TGACCGGGCTGAGCAGCATAGTC « « ¢ v e e e e e e et e e e e e e e ta e e eae et aaeeeneeaeneeneeaeaaeneeneaaenneneeaens?23 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0
..... N Nefeley Vel ek i TeyN N e cTole) A -3 S 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
....................................................................................................................................................................................... CACCCACTTTTCCAGCCC. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
................................................................................................ ACGCAACATGACCGGGCTGAGCAGC . + ¢ e e v e ettt e et e e et e et e e et e et et e et et e e e et e e et e et et ettt et 250 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................................. GGCTGAGCAGCATAGTCA . + ¢« et e ettt et e et e e e e e e e e et e e e et e e e ettt ettt ie ettt e 180 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0
................................................................................. CTTARAGCTGCTCGGCACGC - « -+ e e e e e e e e et e e et et e e e e e e et et e e e e et et e e e et e et e e e e e e e e e e e ee e eneeaeeaeaeaeeaenaanaenneaana 19 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0
.............................................................................. CGACTTAAGCTGCTCGGCACGCA . « ¢ v vt e e e et et et e e et e et e et e e e e e e e e e et et e e e e e e e e e et e e e e et et et e ettt et et et 230 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
.......................................................................................................... ACCGGGCTGAGCAGCATAGTCAG . « « + ¢« e e e e e et e ta e e e e ea e e e s e e aeeneeneaaeneenaeeaenaeneeaennenaeaeeaaa23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................. CTTAAGCTGCTCGGCACGCAACATGACC « &+ v e et e et et et te e e ettt e e e e e et e e e e e et e e e e e e e e e e et e et e et e e ettt e et 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
............................................... ohi1e7 e ole el - N - R S 20 0.05 1 0 0 0 0 0 0 0 1 0 0 0 0
.............................................. el ok oF-Ne o] el eliyN -V - N I T 20 0.05 1 0 0 1 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488
SRR618934
RT_0-2  M024 M023
TGGGTTTGCCTTCACAACTATACCGGCGTCGAGTCAGCGTCAGCGTCGAGTCAGCCATATCTTTAACAGTAGAGTATTGCTGAATTCGACGAGCCGTGCGTTGTACTGGCCCGACTCGTCGTATCAGTCGTAAAGACGTGGAGGGTCTTAGGTCGGGTAGGAGGAATCGCTTGTGTGATAACGGTGGGTGAAAAGGTCGGGC dsim w501 hours
Read # Hit |Total ovaries eggs male head
Ak kR ko h kAR Ik kA Ak kkh kA kkkhk Ak kkhk Ak kkkkkkkkkhkkkkkkkrkkkkkrrkkkkx N N N D)D) - DI))) e Kk kkkkkhkhkk Rk khkh kA kkkhk Ak kkhkkkkkhkkkkkkhkkkkkhkkkkkkkxkk**k****x gize Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[3r:12738956-12739157 + ldsi 32436[ACCCAAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCG--—CA-—————————- Gm—mmm CTCm——m—m—— o oo AGTCGGTATAGAAATT-—-——- GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATEACCEEE- === CTGAGCAGCATAGTCAGCATTTCTGC—---ACCT--CCCAG-—--AATCCA--————- GCCCATCCTC——-————-————————~— CTTAGCGAACACACTAT-—--—-——-—- TG-——————————- CCACCCA-CTT--TTC----CAGCCCG]|
droSec2|lscaffold 0:13567275- dse 131 |BEICCAAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCG--—-CA--——-————-— R e S e AGTCGGTATAGAAATT-—---- GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG--~-~ CTGAGCAGCHTAGT CACATTTCTGC—-~--ACCT--CCCAG-—--AATCCA--————- GCCCATCCTC—=--———=—-————————— CTTAGCGAACACACTAT-—--—--—-—- TG--——-——————- CCACCCA-CTT--TTC----CAGCCCH
13567476 +
|dm3 lchr3r:8419594-8419793 - lame_234  JBcCCARACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCRACAGTCR-—-CcA-———--=—-—- Gmmmmm o CT Cm —mm—mm—m oo AGTCGGTATAGAAATT-—--—- GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGEE-—=-= CTGAGCAGCATAGTCAGCATTTCTGC—---ACCT--CCCAG-—--AATCCA--————~ GCCCATCCTC——-————-————————— cT@AGCA A QCACTAT -~ - ——————- TG--——-——————- CCACCCA-CTT--TTC----CaRccc
droEre2|scaffold 4770:13232498- der 1512 [@CCCAAACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCG---CA--—-- GTCGC A R e S AGTCGGTATAGAAATT-—---- GTCATCTCATAACGACTTAAGCTGCTCINGCACGCAACATGACCEEE-—=~= CTGAGCAGCATAGTCAGCATTTCTGC—---ACCT--CCCAG-—--AATCCA--—-——- GCCCATCCECEN- - - -l i IelsT- - - - PR [ CACTAT——————————~- TG--—=—-————-—- CCACCCA-CTT--TTC---~-CAGCCCH
13232704 +
|drovak3|3R:12705451-12705655 - lava_1782 |HCcCCARACGGAAGTGTTGATATGGC--CGCAGCT-CAGTCGCAGTCG=—=CA====-==-===- R e ——— T Cm —mm —m o oo AGTCGGTATAGAAATT-—--—- GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATEACCEEE==== CEGAGCABEATAGTCAGCATTTCTGC—-—--ACCT--CCCAG-—--AATCCA--—-——- S Xsleliden G TCGGTCTTCCARRIE - - — - — - - — C— - [N TG-———-——————- cCACCCA-CTT--TTC----cafcccl
droEugl|scf7180000409615:635434- ‘@CCAAACGGAAGTGTTGATATEGC——CGCEGCT—CAGTCGCAGTCG———CA ——————————— R e S e e AGTCGGTATAGAAATT----—- GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATCACHGEE-—=—= CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG----AATCClg------- ppdicAlccTC-—- - - CT Tt T g~ — — = — = — === - TR - - ———- cRaccca-cTT--grdaxacEccch
635627 =
droBialllscf7180000302402:97558- Sicclen8cGGAAGTGTTGATATIGC--CGClGCT-CAGTCGCAGTCG-—-Clg----- GTCGC A e crci-fg------ TCGCAAT TCRE e e AGECGGTATAGAAATT----—- GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATCACCCEE-———= CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG---—-[@ATCCA---—-—- cclcrdecle---------—-—-—-—- CTEECC R — — —— === === B-------—-—-- ccacccA-CTT--Tigc----cfgaccch
97761 -
droTakl|scf7180000415366:130675- S| CCAAACGGAAGTGTTGATATIGC--CGClGCT-CAGTCGCAGTCG-—-CA-———————— - e crci-fg------ TCGCAAT TCRE e AGTCGGTATAGAAATT----—- GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-——-- CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG--—--AATCCA-—-—-—- cchcaldeclec-------—--—-—————- CT ] — — — — — = = = == = Th------------ CCACCCA-CTT--TTC----CARcCch
130872 +
droElel|scf7180000490994:97229- iJelCCAAACGGAAGTGTTGATATIGC--CGCHGCT-ClGTCGCAGRCH---CcA---—- GTCGC A e crci-fg------ CCGCAAGT G T AGTCGGTATAGAAATT--—-—- GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-——-- CTGAGCAGCATAGTCAGCATTTCRGC----ACCT--CCCAG----AATECEaa NI \ccccalccllg------—--—-—-——--—- B — — — — = — = — = — = B-------—-—-- BCCE-Err-- - - --cRcccy
97427 -
droRhol|scf7180000777772:6576-6773 LEgNCAAABGGAAGTGTTGATATIGC--CGClGCT-CAGRCGCAGTCG-—-CA-— - - - == - —- Gmmmmmm crci\-fg------ T CGCAAGT G AGTCGGTATAGAAAT[®------ GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCGGG-——-- CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG--—-AATCCA-—-—-—- N ey - - - - - ———- B — — — — — — CACCCA R ccacecfg-crr--1rrc----cfccchy
droFicl|scf7180000453812:694063- @CCAAACGGAAGTGTTGATAC——CGCEGCT—CAGTCGCAGTCG———CA ——————————— Gmmmm crci-fg------ T CGCACATC R AGTCGGTATAGAAAT[®------ GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATCACCHG-———- CTGAGCAGCATAGTCAGCATTTCTGC----ACCT--CCCAG--—-AATCCA-—-—-—- GCC i — — == == == ===—=—=—= e — — = = = = = = = = = AlfccacccacTTACA N SCITEa 2§ ccAC- AR
694266 +
droKik1|scf7180000302256:649519- S CliAAACGGAAGTGTTGETATIGC--CGClGCT-CAGECcGClGTCG-—- Al ey — - — - - ——————————————— === — - ——— - - -BCACTGAGACEEEEEEEEE GCCGAGGCGCTGAGTCREGCTC T/eiNSIeleliACINS VNNl GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATGACCCEE-———= CTGAGCAGCATAGTCAGCATTTCTGC-—--AlelT—-CCCAG--—-ANEgCA-—-———- i — — == = === =====—=—= i — — = = = = = == == B-------—-—-- CCACCCA-CTT--TTC----Clgaccch
649723 +
droAna3|lscaffold 12911:3351170~ 2. ACGGAAGTGTTGATATSGC - - CGCHGClS - eC i~ — - —————-——-- B CTfg---——— EcleccergracEaaTr------ GTCATCTCA[EAACGACTTAAGCTGCTCGGCACGCAACATCACKR .-~~~ BTGAGCAGCETAGTCAGCATTTCTGC-—-—ACCT--CClm- —— - —————— ittt — — = == === === === === e — — = = = = = = = == B-------—-—-- =—=——=————=\
3351291 -
droBipl|lsc£7180000396640:216790- i~ 2.C GGAAGTGT TGATATEGC - - CGCHGClE- e c - - - - ——-—-——-- - - S e AGECGGTErAGEAATT-—---- GTCATCTCATAACGACTTAAGCTGCTCGGCACGCAACATCACHEE-==== BECAGCACCETAGTCAGCATTTCTGC-—---ACCT--CCCAGEHgagrcC------- D C — — = = = = = = = = = = = = — = CTTAG - L e CCCECA—CTT——TC————E\
216945 - |
dp5 |2:2527942-2528073 - | | ——ACGGAAGTGTTGAT ARG ccccT-cacTclcacTcG---ca----- el NG - — - — — - — - = — R GCCTTTCTCTehi-[eCiUE VNl C R GTCATClgCATAACGACTTAAGCTECTCCCC A~ .G TCAGCATTTCTGClaNEA CINT - - CCl - — — i~ ————— - et — — = == == === === === e — — — = = = = == == B-------—-—-- B T — -~ - — — -~
droPer2|scaffold 7:2696941-2697072 2 ACGGAAGTGT TGATAMGCEccclccT-cacciicacTcf}---ca-—--- T AGC A = — R e GCCTTTCTCTehi-[EleCIACINT NVl cEEEEE GTCATClgCATAACGACTTAAGCTEC T EC A AGTCAGCATTTCTGCIENGNACIAT - - CCR- —— i~ ——— -~ — i — — = = == === === === == ] — — — = = = = = = = = E-----—-—--—-- =—=——=————=\
droWil2|lscf2 1100000004943:2230139- 2 ACGGAAGTGT TGATATIGC - - CRERIGC T - C— — - —————-—-—— B = — R R T A TEGAAA T[] N8 G T CATC TCATAACGACT TAAGCTHCTCINGCAC G C AT CACHT N\ I XECTEACCACEA TAGT CAGCART TC TG NG NE CRV TS LA - - - - anfd\cA-—-—--- gclca@crc--------—- CCACCACISICINEISA - - - - — - - - - - B B---------—-- cRaccc@ecTTRRATRC- - - - CaRCRE
2230327 -
droVir3|lscaffold 12855:538337- 2 AECGGAAGTGT TGATATHGH- -Ccoclicc T-caccRcEc®c - - -clg-—--------- e cTNele------ CTGCGAC T G I ScEccereedicarnfdr------ crifercldcaTaalNcacTraaccTGCTCiNGCAEGC Al CETdAlEcEit===== TCCGE-—-—-—-—-———————-———— - — BB — - — _EEE it — — = = == = === === === bt T — = = = = = = = = — = TG-——————————- chiccle-crr--Tidc----fecccllc
538481 +
droMoj3|scaffold 6540:12428184- ‘=AACGGAAGTGTTGATATEGC——CGCEGCCAGCEGG———C ——————————— A e crTeea)--—--- CTGCGACTGAGGCEEEEEEEEE Ne---—---—-- eGieleiCCGINT CLYNIChEREEEE GTRETC8cATAACCACTTAAGCTCITCIAGCAC G A g CETeAEcE == BTele G G G i C LG CRT T TIETGC- — - - C T - e - — — e C CA— - — - — — — O R — — — = —— == === ————— —-——————————_[ilTCAAGTCACACAC- - EEEEEEE R E Rcleclca-cTl- - Tiede-&- cRclicG
12428380 -
droGri2|scaffold 14906:1656718- 2 AECGGAAGTGTTGATATHGC - -CGClGC T-WAG TCRRecEACHdcA - — - —- GTAGCGEAGGTGGAGATGGAGACGGAGGTGGAGGCGGAGASGGTGACTGAGACEEEEEE T GAGGC Ne--—-—-——- eI rEriicarAT Tl - —- G TIlE TClgCATAACGACTTAAGCTGCTCCCACGCA Gl e 2 G ClaAT T - — - - - — - — — — i —— ——— -~ i — — = = == === === === == ] — — = = = = = = = = = E-----—-—---- ccaCCE-CTT--[TC----CRG
1656903 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:12738956-12739157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:12738956-12739157
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32436.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:13567275-13567476
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_131.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:8419594-8419793
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_234.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:13232498-13232704
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1512.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:12705451-12705655
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1782.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409615:635434-635627
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:97558-97761
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415366:130675-130872
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:97229-97427
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777772:6576-6773
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453812:694063-694266
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302256:649519-649723
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=scf7180000396640:216790-216945
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_1100000004943:2230139-2230327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:538337-538481
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12428184-12428380
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:1656718-1656903
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Genomic Position 24 o5 | I I I
Size Condition 4,527,750 4,527,800 4,527,850 4,527,900
Genomic Position
Hairpin partition - Sense -8 Antisense Mature -#~ Star
Hairpin partition Mature = Star
dsi_4847_annot [-11.2]
Show Alternate Folds H
Flybase annnotation
intron [2r_4527787_4527847_+]; CDS [2r_4527848_4528942_+]; CDS [2r_4525099_4527786_+]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553487 SRR553488
M023 Makindu_3 M025 NRT_0-2 SRR902009 M024 RT_0-2  SRR902008 GSM343915
GAGGTGCTGTCGCGCGGCTCGCAGTTTCGCGTGGAAAGCATGATGCTGAGGTGAGTGTAGATCCGAGCGGTCATAATATGT TGTACCCT TATGAACTCTCTGTCTTCACAGAATCGCCAAGCCAAAGAACCTGGTGCCACTTTCACCGAGCGTCCAGGCTC day-old hours hours
Read # Hit |Total head ovaries embryo eggs testis male eggs ovaries embryo
dedk ok ok de ok ok ok ke ok ke ok ek ke ke sk ok ke ke ek ek ek ek ok (L (e (G (OO e e e e e 1))))L)))))) L)) )) L)) ) . ckkkkkkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkk*k**x gjze Mismatch Count Norm Total body
......................................................................................... TATGAACTCTCTGTCTTCACAG « « + « v e e ettt e ettt et et e e e e eee e en e 22 0 1 12.00 12 4 3 1 1 0 3 0 0 0
........................................................................................... TGAACTCTCTGTCTTCACAGA . « « v e et e e e eeeeeeeaeeneenacnaenaenaennennenaea.2l 0 1 9.00 9 3 1 2 2 0 0 1 0 0
........................................................................................... TGAACTCTCTGTCTTCACAGH . . . oot i i e 21 1 7.00 7 2 2 1 0 0 0 1 0 1
......................................................................................... TATGAACTCTCTGTCTTCACAGH . - ¢ o oo ittt i it e eeiee e e 23 1 1 5.00 5 2 1 1 0 0 1 0 0 0
........................................................................................... TGAACTCTCTGTCTTCACAG . « ¢ v v e te e et e e e eee e eee e eeeeeneeaenaenaen. 20 0 1 4.00 4 3 0 1 0 0 0 0 0 0
.................................................. elider Nehiel J-Nel -t ololer NeTo ele kil oF- Ny NPu Pt S ¢ 1 3.00 3 0 0 0 0 2 0 0 1 0
.......................................................................................... ATGAACTCTCTGTCTTCACAGA . « « v v et ettt e eee et e tee e eneeneeneeneenaen 22 0 1 2.00 2 0 2 0 0 0 0 0 0 0
........................................................................................... TGAACTCTCTGTCTTCACAGH. - « o v ot it ittt ettt e et et ettt e e e e eaeaana 22 2 1 2.00 2 1 0 1 0 0 0 0 0 0
.......................................................................................... ATGAACTCTCTGTCTTCACAGH . - ¢ ottt i e e et e e e ee e 221 1 2.00 2 0 1 1 0 0 0 0 0 0
..................................................... AGTGTAGATCCGAGCGGTCAT « &« v e e e et e et e et e et e et e et e e e e e e e e e e e e e e e e e ettt e ettt 200 1 1.00 1 0 1 0 0 0 0 0 0 0
......................................................................................... TATGAACTCTCTGTCTTCACA . ¢« e e ve e e eeeoeeee e cneenecnaenacnaennenacnaenaaa2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................. GTGAGTGTAGATCCGAGCGGTCA . + « v vt ettt et et e e e e e e e ettt e e et e et et e et et ettt ettt ettt e en e 230 1 1.00 1 0 0 0 0 1 0 0 0 0
.......................................................................................... ATGAACTCTCTGTCTTCACAG . - « ¢ v e et et seaeneneeneeneenaeneennenaenaenaaea2l 0 1 1.00 1 0 1 0 0 0 0 0 0 0
........................................................................................... TGAACTCTCTGTCTTCACAGE . « « ¢ v ot e ettt et e e ettt ettt e e e e e 201 1 1.00 1 0 0 1 0 0 0 0 0 0
................................................... TGAGTGTAGATCCGAGCGGTCAT « « « v e e et et e et e et e et e e e e e e e e e e et e e e et e e e et e et ettt ettt et ettt 230 1 1.00 1 0 0 0 0 1 0 0 0 0
......................................................................................... TATGAACTCTCTGTCTTCACAGAAR. . ... i i i i i i 25 1 1 1.00 1 0 0 0 1 0 0 0 0 0
................................................... [ I i L R P [ 1 1.00 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
M023 Makindu 3 M024 RT 0-2
CTCCACGACAGCGCGCCGAGCGTCAAAGCGCACCTTTCGTACTACGACTCCACTCACATCTAGGCTCGCCAGTATTATACAACATGGGAATACTTGAGAGACAGAAGTGTCTTAGCGGTTCGGTTTCTTGGACCACGGTGAAAGTGGCTCGCAGGTCCGAG day-old hours
Read # Hit |Total head ovaries male eggs
dedk ok ok ok ok ok ok ke ok ek ke ke ke ke ke ek ek ok (L (s (G (OO e e e e e 1))))L)))))) L)) )) L)) ) . ckkkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total body
................................................ TCCACTCACATCTAGGCTCGCC « « e v e e et et e 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 et e ettt et e et ettt e e 220 1 1.00 1 1 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate Alignment
ldrosim2|2r:4527737-4527897 + dsi 4847]/GAGGTGCTGTCGCGCGGCTCGCAGTTTCGCGTGGAAAGCATGATGCTGAGETCACTCTACATC-COAG-=CE- === === == o oo oo oo o e - o GCATAA - ————————————— TATGTTGTACCCT==—=—=—~ TATGAACT-————————— CTCTGTCTTCACAGAATCGCCAAGCCAAAGAACCTGGTGCCACTTTCACCGAGCGTCCAGGCTC
ldrosec2|scaffold 1:1342764-1342924 +| [GAGGTGCTGTCGCGCGGCTCGCAGTTTCGCGTGGARAGCATGATGCTGAGETGAGTETACATC-COAG-=C 6=~ == === —————— - _GTCATAA-—————--—————- TATGTTGTACCCT======== TATGAACT---————-—- CTCTGTCTTCACAGAATCGCCAAGCCAAAGAACCTGGTGCCACTTTCACCMAGCGTCCAGGCTC
|dm3 llchroRr:3686374-3686538 + | |GAGGTGCTGTCGCGCGGCTCACAGTTTCGCGTGGARAGCATGATGCTGAG accErT —- CGC INCECANAn - — - ————————— - TATGTTCEARCCTE-———=-= ETGAACT - ————————~- CTCTGTCTTCARWAGAATCGCCAAGCCAAAGAACCTGGTGCCACTTTCACCBAGCGTCCAGGCTC
droEre2|l[scaffold 4929:18922012- GAGGTGCTIITCGCGCGGCTCGCAGTTTCGCGTGGAAAGCATGATGCTGAG accET - Ieecaan - —-—-—-——————- -INEARENC CINA TSR TATGECT-—-—-—-—-- CTCTGTCTTCRAGAATCGCCAAGCCAAAGARMNTGGTICCACT TTCACCHAGCGTCCAGGCEC
18922171 -
ldrovak3|2L:16358794-16358954 + | |GAGGTGCTRATCGCGCGGCTCGCAGT TTCGCGTGGAAAGCATGAT GHT GAGE T NG Gl NI Lk —- AAG AN - —-——————————— TATTETACHCT-— ===~ TATGARCT-—-—-—--—- CTCTGTCTTCACAGAATCGCCAAGCCAAAGAAMCTGGTGCCACTTTCACCEAGCGTCCAGGCTC
droEugl|lscf7180000409672:5713687- GAGGTRRITGTCGCGHGGHTCGCART TTCGCGTGGAAAGCATGATGCTIAG aTclcral -- AGA) A GlE - - - - i 2 BT - = == == —— TATGAACT-—-——————— CTRTLNEC T THACAGAATCGCCAAGCCAAAGAACCTGGTINCCACTTTCACCHAGHGTCCARGCTC
5713837 +
droBialllscf7180000301506:627347— GAGGTGCTGTCGCGHGCHTCECAGTTcGCGTGGAGAGCATGATGCTGAG cliteca-E----F5-- TATTTTGA I\elEcadan - —-—-—-—-————- T/ TR cT— - —————- EATCA RN -—-—-—-—- BecTErcTTiiacacaaTcGeccArGeCEarGAAcTGGTGCcfdc TTCleccaceceTecagaeTe
627503 -
droTakl|scf7180000415870:153219- TG TCT/NACAGAATCGClEAAGCCARAGAACCTGGTGCCcTdTCldccldaceaTCcaGaeTC
153291 -
droElell|lscf7180000491347:598993— e TR Y- VY- -BRCIYYAC TfdcacAGAATCGCCAAGCCARAGAACCTGGTGCCACT/MTClgccldaceGTCCAGGCTC
599154 +
droRhol|lscf7180000780226:127531~ CINYS N T TCACAGAATIGCCAAGCCAAAGAACCTGGTGCCCTMTClgccliaceGTecaGaeTC
127684 +
droFicll|lscf7180000453215:521646- GAIGTGHTGTCGCGGGCTCGCAGTTTCGCGTHGABAGCATGATGC TGAGETLY ACCGTTT -- AAGACCT i L2 — — — — = = B------ C----CAINGG- - -EEEEEEE na C TV —[TNel- - BRlc TiNelir ThiefiaG A ATlGCcAaRGeCaAGAACCTGGTGCCACTTTClgcClaceaTecallaclc
521802 -
droKikl|lscf7180000302471:318392— GAGGTGCTGTCGCGIGGHTCYCAGTTTCGCGTGGAGAGCATGATGCTGAG clicallGEETa-EE8 - - A e ———— IATCCTTATEEEEE i A LG T — = — - ———— AN - -V B\ G ThiTlelcl¥c AGA AT CGCCAAGCCAAAGAACCTGGTGCChpTETCliccGAGHGTCCAGHNEN
318544 +
droAna3|lscaffold 13266:8716268- eF\n el TSl Tlolelofelofele ~ iNelele) Nelidii c o1l [elii A FNGINE TN NieleliNe c el <lia \ElcAnl\c A TIA RS T - ETAn-—-——————————- T - - CCTCCIET/ShIEEE TR AT G- LN Le- - BRclek Tt TiNekiA Gl ThicccanldccanacaaccTeeTGeceTldTcaccacecTecacl¥Ac
8716425 +
droBipl|lscf7180000396759:112243~ calletiic TiircilcceacircceacTTc GG TG AR GHATGATGC TG AR T T G A N TCGTGATT CCTTGCAEA- - - - - - — = === == e ARNT — - —————— Nehefecerifeiacla TiicccaallccanacancereeTGecACTMTCACCRAGCGTCCAGHNC
112393 -
|aps |3:2564010-2564172 - | |caceThcTRrcccclecRrcceacrrrecReT@caraceaTcaTceTRAG A2 a AR T/ECc TR T TTGGAGGGCT G - — — — — - [ BT G T T~ ————- erager-----—-—- EcEIEcTTisicacAATcccanGecgaacaacEreeTaecer@rcccaccerecacEXec
|droPer2|scaffold 2:2755382-2755544 - lcaceTlcTRTcecclecRTcGeAGTTTCGRGTGAAAGCATGATGC T/EAG alacaaBTEccERET TTGGAGGGCTGEEEEEEE - — — — - — - [ - - - — GNeliCleT THEEEE erfafder----—--- AcBcTcaciliTCHINIINUT/IS VNI IV VNG Gilelehlelsle c/shicife clele CIXIsIehisIeN e c . clo
droWil2|lscf2 1100000004513:1128303- GaGGTGCTHT GG AT TTC G TG G A A A TG AT GO T A G e e = =SS m S SEEEEEEEeeEeeeeeeeeeee RRR - ettt ==~~~ R ettt " G CEAAGCCAAAGA AT GG THCCEC TET Clic cléia s TECA R
1128402 +
drovir3|lscaffold 12875:934687-934857 erNelelidelehicidel~ Sfelolelelelive [ Nel kil feleleTehiele) V-NNeTF Nl Nilelelide C el <l clcclialiTEccllclTCTACATATGGATGCCTATATTAAA TATTTA TTA i LA — — — — — = T TCTC--—-[il- - -CGle- -EEEEE - —-—-—-EEEccABEEE - - - - - - - ACININECINIA RSl CIN-NEISLel CIN-Xe)- ¥ r[elidelellelele cshicide c Sleler-Nelelelic I NeC A Gle
+
droMoj3|lscaffold 6496:3971280- GAGGTGCTETClECGHGCTCGCAGTTTCGOEGTGGAGAGCATGAT GIT ClecETCEC T NN =~ ATTT ACCTGTAAGH. |- - -EEEITTGTCAATATC- - - -A---[AGT--EEEEFEEE - - - - - — - B ccaAATRE - - ST CAIB T/ T/ NIV NA T/l VNI VNN Tidelellelele c i lite e cINE r(elicINecAcle
3971442 +
droGri2|scaffold 15245:10031811- GAGGTGCTMTCECGHGGCTCRCAGTTTCGCGTHGABAGCATGATGC TCGETICECT AN i--Ch —- A--—- - AN - - CIIAT T TIlA TATGT G T - - - - TGICERCCAATEE - - SN TilGCCHNINE CINITE CINNEIINAC T VNTerelic e Tilci¥e e CINEe c/NECA S
10031975 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:4527737-4527897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:4527737-4527897
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_4847.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1342764-1342924
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:3686374-3686538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18922012-18922171
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:16358794-16358954
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:5713687-5713837
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:627347-627503
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415870:153219-153291
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491347:598993-599154
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780226:127531-127684
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453215:521646-521802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:318392-318544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8716268-8716425
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:112243-112393
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:2564010-2564172
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:2755382-2755544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:1128303-1128402
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:934687-934857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:3971280-3971442
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:10031811-10031975
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| | I 1 1 | | S & & &P .
Genomic Position 20 21 22 23 24 25 26 & | | |
Sjze Condition 1265400 1265350 1265300
Genomic Position
Hairpin partition -#- Sense -#= Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [31 1265322 1265387 -]; CDS [31 1263339 1265321 -]; CDS [31 1265388 1265529 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553485 SRR553487 |SRR553488
SRR618934
Makindu_ 3 GSM343915 M025 Chicharo_3 SRR902008 SRR902009 NRT_0-2 RT 0-2 M023/0002 M024
TCCTGGGCAGGAAAATAACAGACGTACTGGAGACCATCACCCACAGAAGCGTGAGTTGGAAATGGCGGCATTCTGATTTCCCTTCTCGTCATCTGAATCCTCCCATCCCATTTCAGATCCCAGCATCATTGCCGATCAAGATATGCTTCGTCTGCACCTCCACATT day-old day-old dsim w501 hours hours
Read # Hit Total ovaries embryo embryo ovaries ovaries testis ovaries eggs eggs head Head male

............. 1)) 2)))))) L)) )) L)) ) L)) )) L kkkkkkkkkkkokkkkkkkkkkokkkkkkkkkkkkkkkkkkkkkkkkkk**k*x 5jze Mismatch Count Norm Total

................................................... TGAGTTGGAARATGGCGGCATTCT « « v e e e v e e et et e e et e e et e e et e e et e e et e et e e e ettt et e e e et e ettt ettt 230 1 9.00 9 4 0 0 1 2 0 1 0 1 0 0
............................................................................................... AATCCTCCCATCCCATTTCAGH. . . oottt i i e e et ee e 22 1 1 4.00 4 0 2 1 0 0 0 1 0 0 0 0
................................................................................................ ATCCTCCCATCCCATTTCAGR . « v vt e et ee et ettt e teeaeeenenaeneeaeneeaen. 2 0 1 3.00 3 2 0 0 0 0 0 0 1 0 0 0
............................................................................................. TGAATCCTCCCATCCCATTTCAGH. -« ot i ittt i et et et ieee e 241 1 3.00 3 0 1 2 0 0 0 0 0 0 0 0
............................................................................................. TGAATCCTCCCATCCCATTTCAG . « o e v et e et ee et e et teen e eneeaenennenenaenenaes 23 0 1 3.00 3 1 0 1 0 0 0 0 0 0 1 0
.................................................. GTGAGT TGGARATGGCGGCATT . « ¢ v e e e e e et et e e et e e e et e e et e e et e e et e e e e e et e e e e e e e etaeeeaeneeaeneeaeneeaenaeaan22 0 1 2.00 2 0 0 0 0 1 1 0 0 0 0 0
................................................... TGAGTTGGARATGGCGGCAT . ¢ o e v vt e et te e et ettt e e et e e et e e et e e et et et e e et e et e ettt eneeeaeaaeaenaenenaeneaa 20 0 1 2.00 2 0 0 0 0 0 0 0 2 0 0 0
................................................................................................ ATCCTCCCATCCCATTTCAG : « ¢ v vt et e ee et ee et e e teeneeeneeaeneeaeneeaen. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1
......................................................................... TGATTTCCCTTCTCGTCATCTGA « « + e e e v ettt et e e e e e et et e e et e e et e e e et e ettt eieaenaenenaea 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.................................................. GTGAGT TGGARATGGCGGCATTCT ¢ « ¢ e e e e e e et e e et e e et e et e e et e e et e e e ta e e eaeaeeaeneeaeneeaeneeaeneeaeneeaenneaenneaan.24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
................................................... TGAGTTGGAAATGGCGGC AT TCTGAR . . o .ttt ettt e et e et e et e e e e e e e e e e e e e e e e 261 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
............... TAACAGACGTACTGGAGACCATC . « + t e e v vt et et et et e e et et et et et e e et e e et e e e et e e et e e et e e et e e et e e et e e et e e et e et ee et e et en e eneeaeneeaeneeaeneeaea 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................................... AATCCTCCCATCCCATTTCAGA  « « e e v et e e e e e taeee e eneeaenaeaenaeaenneaenae22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0
........ AGGAAAATAACAGACGTACTGGAGACC « « « « e e et ettt ettt et e et e e e e e e e e e et e e e e e e e e e e et 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 2T 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................................. TGAATCCTCCCATCCCATTTCAGH . « ¢ o v e ittt ettt ittt ettt ie e eeen e 24 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
............................................................................................... AATCCTCCCATCCCATTTCAG . « v e e e e veee e e et e ettt teeieeaeneeaeneeaeneeaen. 20 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
................................................................................................ ATCCTCCCATCCCATTTCAGH. « o vttt ittt ittt et e e e 201 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
.................................................. GTGAGT TGGAAATGGCGGCATTCTGA « & ¢ v v e e e v et e et et e et et e e et et et e e et e e et e e e e et e ettt e ettt te et it eiaen e 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................. GTGAGT TGGARATGGCGGCAT « & « v e e et e e e e e e e e e e e e e et et et e e et e e et e e e e e e taeee e eeeaeneeaeneeaeneeaeneeaeneeaenneaan2l 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0
.................................................. GTGAGT TGGAAATGGCGGCAT T . . o o ittt ittt ettt ettt et e et e e e e e e e e ettt e ettt et 23 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
................................................................................................. TCCTCCCATCCCATTTCAGA . « -« e et et eeem e e ea e e eeaeneaaeneeaeneeaeneeaea. 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553488 SRR553485 SRR553486
SRR618934
SRR902009 M023 M024 NRT 0-2 RT 0-2 Chicharo_ 3 Makindu 3
AGGACCCGTCCTTTTATTGTCTGCATGACCTCTGGTAGTGGGTGTCTTCGCACTCAACCTTTACCGCCGTAAGACTAAAGGGAAGAGCAGTAGACTTAGGAGGGTAGGGTAAAGTCTAGGGTCGTAGTAACGGCTAGTTCTATACGAAGCAGACGTGGAGGTGTAA hours dsim w501 hours day-old  day-old
Read # Hit Total testis head male eggs ovaries eggs ovaries ovaries

R e N R A N A N € N 1)) 2)))))) - )))) L)) ) L)) ) ) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**** gjze Mismatch Count Norm Total body
................................................................................. GAAGAGCAGTAGACTTAGGAG « « ¢« v e e e v et et e ee et e et e e ae et teeneaeeneaenenaenennenenaes 2l 0 1 1.00 1 1 0 0 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
larosim2|[31:1065272-1265437 - ldsi 14614|TCC---TGGGCAGGARAATAACAGACGTACTGGAGACCATCACCCACAGAAGCGIGAGTTG-—=====——————————————___________________ G-AAA----- TGGCGGCATTCTGA-TTTCCCT-TCTCGTC-ATCEGE === AATCCTCC------ R ATCCCATTTCAGATCCCAGCATCATTGCCGATCAAGATATGCTTCGTCTGCACCTCCACATT
droSec?2|scaffold 2:1384438-1384603|ldse 989 [[TCC---TGGGCAGGAAAATAACAGACGTAMTGGAGACCATCACCCACAGAAGCGEGAGTTG-——————=—————————————————————___________ G-AAA----- TGGCGGCATTCTGA-TTTCCCT-TRTCGTC-ATCEEE === AATCCTCC------ C----- ATCCCATTTCAGATCCCARCATCATTGCCGATCAAGATATGCTTCGTCTGCACCTCCACATT
|dm3 lchr31,:1341812-1341977 -  |dme 473 ||TCC---TGGGCAGGAAAATAACAGACGTACTGGAGACCATCACCCACAGAAGCGEGAGT TG ——————————————————————_______—_________ G-AAA----- TGGCGGCATTCTGA-TTTCCCT-TCTCGTC-ATCHNE === AATCRITCC---—--- C----—- ATCCCATTTCAGATCCCARCATCET TGCCEATCAAGATATGCTTCGTCTGCACCTCCACATT
droEre2|lscaffold 4784:1324682- TCC---TGGGCAGGAAAATHACAGACGTACTGGAGACCATCACCCACAGAAGCGTGAGTTG-—————————————————————————————————______ G-AAA--—-- [EGGCGGCATTCTGA-TTTCRCEAT CTIENT Cll= == =l AT I C ===~ [C I T TCAGA TCCCAGCATCYTTGCCEATCAAGATATGCTTCGTCTGACCTCCACATT

1324846 -
ldrovak3|31.:1300727-1300891 - | |Tcc---TeeecacearanTiACAGANGTACTIGAGACCATCACICACAGAAGCGEGAGT TG === ——==———————————_—_—_—-——---_-_———--- G-AAA--—-- INGGCGGCATTCTGA-TTTCCCRNATCTRENT CliE == = =T A AT NEChy=— =~ C—---- [T TTCAGA TCCCANCATCETTGCCEATCAAGATATGCTTCGTCTGCACCTCCACATT
droEugl|lsc£7180000409007:165676- ThiC---TGccAl A arAT/EANAGAINITACTGGAGACCATHACIICACAGAAGCGTRAGTTEN - -~ =~ =~ =~ - - oo -AnA----- [FXeCceGCATTCTGA-TTTCCO T C TN A SR === C—---- HECCETTTCACA TCCClgcc N Nesbic A TIAAGATITGC TTC BT T GClgciIr cifiicATT

165835 -
droBial|scf7180000300910:1446654- Tife- - -TGGGCAA A AET/gNecAClTEc TGeAGECCATCACCCACALNEAGCGTGAGTTG=— = —=—=—=—=———————————————————__________ C-[ee-—--- G Nililec TINtICiTeA ARG AINEC - - - - -EEEcaliTc--caTETCCCTTE  E s FNCCCETTTCAGA TCccCAGCaNNI N eTcArGATATGC TTCITCToldecET clades T T

1446820 -
droTakl|scf7180000414671:329963— Tife- - - TGGGCAMEAAAAT/GNAGACIITACTGGAGECCATCACCCACANEAGCGTGAGT T - — = — = —=—=—=—=—————————————————————______ G-AAA--—-—- GcceecarTcca-fIrrcceTiTeTiNTC - AldcE == ==s EACHT TRl T TREEEE B-—--- R \CCIETTAGA Tcccasc Al ccclaTiiaAGATATGC TTCITCTGCgccTC/ddesT T

330127 -
droElel|lscf7180000491249:4280450- T TGoccfcranATiGNE e TEC TcAcAkicETcacEcacacrcc i ac G- - - - - - - - -AnA----- A[eelofele TN Tl J Rl Lelote A A MOl T AC T TGA lEACCCCCGCC--CTTECCCCCTCCACATCECiiliFEcAMdecescancecleclec GliaGE ciENNelshilite c A TiNelsl c/HeiNeciA T

4280634 +
droRhol|scf7180000779696:6192-6352 Tclg---TececfciarrnTiEecACETECTGGAGACEIATCACCCAANAABCGTGAGTING—— — =~ ==~ ==~ =~ - - -anp----- GGCEEATTCTGA-TTTCCHTRTC T/ WTCEG= ===~ Afecpfcl------ B----- TcETEchiciishNE cilsleleca T A A Clilile G G C CliGINNE il ciNdeilite CliGileleclea idINe C Al

+
droFicl|lscf7180000454113:738145- Tife- - -TGGGCAGRAAANT/EANAGACEITHC Tfc/eecclET cliccCACAGAAGCGTGAGTTEN - =~ =~ =~ === ———— - - - _____ G-AAA--—-- Aol ciielfe N Ielete A AliTRIGACEC - - - - -FEE T - - [eTie TR - [ecCCTTTiACE Tl Cldcc¥Xe T TccceaTCAAGETATGC TTCETlTGClgcCTCACHTT

738307 +
droKikl|lsc£f7180000302577:378184- T cEERelelele T A CIVAGINIG C T CleNA G T Tile CINA I T A NI NI NI N2 /NG 2SI TEFNEl A CAGCA CGREEEEEEEEEts CCAGC R &-2an-—-—-- lEcccecCATTINENT T TRCIENA TR TEV T c - iFRFE====== \CCTAJITTTTGCCGTE GlicEecilicETilceTide T ccifececGilalNaGlNTelsilite iWGiNels cle TiNeleNA cCli

378368 -
droAna3|scaffold 13337:6571368- TClg---T\ccEccanralgrEiiyecAiNeTlEc TiicAcalicATRACHcACA A A\ ccTCAG TN e Yelelee - — - - — - ———————————— - -aAA---—-- A[elelele c/ AT TINN G C A - e AlNAINGAJT T - - - - -EEESir Al Th - - jleTEEEmE C----- ciitT@rciiccT:EciicecaaTaATCNEGGCTINNYNE Gi¥Neleliii T CilGilelec/deiRelerNelc C]i

6571537 +
droBipl|lsc£7180000396709:303017- Tclg---TeccldccarngrafecrderacTiicAcAcATA ClicAcAB A A ccTeAG TN - - - - - - - GTccccccaA NN R Al c@aileliT -BhilcAMeeA AlITIGAINTA - - - - -BEEa A - - ATGIETEEEEEE C—-—-- ccleaTTccaAUNEciicecaaTAATGi¥EGGC TRIYNE GIFNNelshkite Ciia Nelslc/sleheler-N\C i

303187 +
dp5 |XR_group8:766988-767159 + | (R T A ClEae~ CIN Nl TG N e cilc RIS NI NS A A cldc ca T/ A INElVACAGGCTATGGAAAATAACAAAAACAAAAATATGGCCCTCTGATINAT TGGGGA AGEIATTTCACA Thic Al clirEcEcEaTcancETETccT T TiT Ghfgc TRCAA T T
droPer?2|scaffold 32:715756-715927 T TR A Cleleler A CERNACH TG ClelNela i T/llel CIC G NNI NG A N cléc cA T/ NEliACAGGCTATGGAAAATAACAAAAACAAAAATATGGCCCTCTGATIVAT TGGGGA AGEIATTTCACA Thiccaldc\circEcEaTcancETgrccT e Tt chfgc TCARA T T

Generated: 09/08/2015 at 10:37 PM

PASS/FAIL

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

RPRPOOORRRRRRLROOOR

body

O O O O O O O O O O O O O O o o o o o o o


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:1265272-1265437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:1265272-1265437
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_14614.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:1384438-1384603
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_989.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:1341812-1341977
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_473.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:1324682-1324846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:1300727-1300891
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409007:165676-165835
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000300910:1446654-1446820
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414671:329963-330127
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:4280450-4280634
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779696:6192-6352
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:738145-738307
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302577:378184-378368
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:6571368-6571537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396709:303017-303187
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:766988-767159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_32:715756-715927

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi_10932(21:2122915-2122977 + | candidate | Mirtron |intron

Legend: mature star [\\T5) iie1(d 191 1T 111311 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
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Show Alternate Folds H
Flybase annnotation
intron [2] 2122915 2122977 +]; CDS [2] 2122978 2123096 +]; CDS [2] 2122787 2122914 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553485 SRR553488 SRR553487
SRR618934
M025 M023 Makindu_3 Chicharo_3 SRR902009 RT_0-2 M024 GSM343915 NRT_0-2 0001
CGCGTGATGATCGAGAAATCTGGAATGCGGCGACGTGGTCTATGTACAAGGTATGTAGAGAAATATAGT TTCGACATCCTTTCAGAAGCAGGCTAACTTTAATTCTCTAACAGGAAATTGATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG day-old day-old hours hours dsim w501
Read # Hit |Total embryo head ovaries ovaries testis eggs male embryo eggs Testis ovaries
Jed ok ok ke ke ko ko ok ok ok ke ok ke ok ke sk ke ke ke ke (OO (OO e e o (e 1) e )) o)) ) ) L)) )))))) L)) ) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkx** gjze Mismatch Count Norm Total body
............................................................................................ CTAACTTTAATTCTCTAACAGH. . . oot i e e ee e 22 1 35.00 35 17 11 4 0 0 1 1 0 1 0 0
............................................................................................ CTAACT TTAATTCTCTAACAG . « « « e et e e e ea e e e e e eeaeneeaeneneeaenenneaanaeaa2l 0 1 3.00 3 0 1 0 0 0 2 0 0 0 0 0
............................................................................................ CTAACTTTAATTCTCTAACAGG « « + e v v e e e et e ee e eieeieieeaeaenaenaenaenae 22 0 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0
..... GATGATCGAGAAATCTGGAATGCGGC . « &+« v e e e e e e e e e et e e e e e et et e e e e e e e e e et e e e e e e e e e e et et e e e e ee e e ea e e e e ea e e e eneaeeaeneeaeneaeeaeneeaenenneaeneeaenenneaaa26 O 1 2.00 2 0 0 1 1 0 0 0 0 0 0 0
e e e s TGATGATCGAGARATCT . & ¢« e et et ue e e e e e e e e e e e e e e e e e e e e e e e e e e e e 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 17 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
...... ATGATCGAGARATCTGGA « &+ ¢ e e ettt e e e e et et et et e ettt e et e et et e et 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, 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
.................................................................................................................................... GATCAGCAGACGGGAGACGTT.......... 21 O 1 1.00 1 0 0 0 0 0 0 0 0 0 0 1
........................................................................................................................... CTGAAATCGGATCAGCAGACG . « v e v v evnennennen. 210 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0
........... ole) el V- ok ele) VX e o7 el o c O~ B ¢ 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0
.............................................................................................................................. AAATCGGATCAGCAGACG. . o v veveenneennen.. 18 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
oo e TGATGATCGAGARATCTGGAATGCGGC  « « + e v e et e et e et e et e e et e e e e e e e e e e e e e e e et e e e 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 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
........ GATCGAGAAATCTGGARTGCGGCGACGT « & « ¢ v e e e et e e e e et e e et e ta e e e e e ta e e e e e e e e e e e e e e e e e e e e e e e e e e e aaeaeeaaeaaeaeeaaeaeeaeeaaeaaeuaenaeanennanaa28 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
........ GATCGAGARATCTGGARTGCGGC . + ¢« v e e e e e et et e ettt e et e e et e e e et e ettt e e et et e et et 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 .23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................... GATCAGCAGACGGGAGAC. .. .......... 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................................ CTAACTTTAATTCTCTAACAGE. . oottt ettt et e e e e e eene. 22 1 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
........................ N elolelelole).Noled e el o - NPUu N ORI - BN 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0
.................................................................................................................................. CGGATCAGCAGACGGGAGACGT. . .cv.c.... 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488 SRR553487
M023 Makindu_3 RT_0-2  NRT_0-2
GCGCACTACTAGCTCTTTAGACCTTACGCCGCTGCACCAGATACATGTTCCATACATCTCTTTATATCAAAGCTGTAGGAAAGTCTTCGTCCGATTGAAATTAAGAGATTGTCCTTTAACTATGACTTTAGCCTAGTCGTCTGCCCTCTGCAAGATGAGCTAC day-old hours hours
Read # Hit |Total head ovaries eggs eggs
ek ok e ok e ok e ok ek ok ok e ok ko ke ke ok sk ke ke ke ok sk ke ke ke ke ke ke OO (G (e e e (e e e 1) e a)) o)) ) L)) )))))) ) )) Sk kkkkkkdkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k* gjze Mismatch Count Norm Total
............................................................................................................................................. TGCCCTCTGCAAGATGAGCTA. 21 0 1 2.00 2 2
............................................................................................................................................. BGCCCTCTGCAAGATGAGCTA. 21 1 1 2.00 2 2
............................................................................................................................................ CTGCCCTCTGCAAGATGAGCT.. 21 0 1 1.00 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[21:2122865-2123027 + ldsi 10932 |/cGCGTGATGATCGAGAAATCTGGAATGCGGCGACGTGGTCTATGTACAAGGTATGT -~ ——AGA--GAAATAT -~ AGTTTCGA-————-—-——————————-— CATCC------ TTTC-AGAAGC----- AGGCTA-A---C-T-TTAATTC---——--—~~~ TCTAACAGGAAATTGATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG |
ldrosec2|lscaffold 4325:644-806 + | |cGCGTGATGATCGAGAAATCTGGAATGCGGCGACGTGGTCTATGTACAAGGTATGT - -~ ~AGA--GAAATAT-—@GTTTCGA-—————————————————- CATCC------ TTTC-AGAAGC----- AGGCTA-A---C-T-TTAATTC----—--—=~~ [ECEAACAGGAAATTGATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG |
|dm3 lchr21:2229344-2229506 + | |cGCGTGATGATCGAGARATCTGGAATGCGGCGACGTGGTCTATGTACAAGGTATGT - - - -AflA--GAAAT@T--AGTTTCEA--————————————————- CATCC------ TTTC-AGAAGC-~---- ARGCTA-A---C-T-TEAATTC---—---—-~- ECEAACAGGAAATTIAATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG |
droEre2|scaffold 4929:2264492- CGCGTGATGATCGAGAAJTCTGGAATGCGGCGACGTGGECTATGTACAAGGTAINT - - - - AlANSeA A ARA TIXEAGT TTCl8A - - - - - - - - - — - - ———- clgrcc------ TTTH-AGAAGC-—---- adcta-a---f-§-ErearTh---—----—--- EcleAACAGI A AATTGATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG
2264658 +
ldrovak3|2n:2202443-2202598 + | lcGCGTGATGATHGAGAAATCTGGAATGCGICGACGTGGTCTATGTACAAGGTATINT - - - - AlA--cAAA T/ - [ C GA——————————————————~— CATCC------ ErTi-fcarce-—--- ipiccTa-A-—-f-T-MEAATTH- - —---—---- AciacACIAAATTIAATACTGAAATCGGATCAGCAGACGGGAGACGTTCTACTCGATG |
droEugl|lscf7180000409554:4006313- CGI{GTGATGATCGAGAAATCEGGAATGGGCGACGTGGECTATGTACAAGGTALNAT - - - - ARAIRIA A AN - A8 - — — CATCH------ TTN-AGAAN--—-- AISEINS-A - I AT rhde-fe- NN - - ThithiAN A I A aaTTGATEIc TGAAATCGGATCAGCAIACGGGGAG TTITACTCGATG
4006482 +
droBialllscf7180000301500:37246-37416 CGCGTGATGATHGAGAATClEGGAATGCGCGACGTGGECTATGEACAAGGTATAT - - - - Al8A - -AAAINAS- - [ - VY — — e el f S N C[XT X T e T - A\ AGC—- - - - afccTfe-a---piT-RAraaTTHE- - - - -—--- TR TRACAGI A AAT TGATHCTGAAATCGGATCAGCAGACGGGEGAMGTTCTACTCGATG
droTakl|scf7180000416008:509256- CGCGTGATGATMGAGAAT CTGGAATGCGHCGACGTGGECTATGTACAAGGTATRT - - - -[\a - - la e B - B C[ - YT N S b fele Y- — - —— - TINeIeA A A TCTC- - B -[FVNE TR a¥cra-a---f-T-RrflaTTiE-E- - --- TTIECAGIA A AT TINA THIC TGAAATCGGATCAGCAGACGGGGANGTTCTACTCGATG
509428 -
droElel|scf7180000491273:1043637- CGCGTGATGATCGAGAAETCTGGEATGRGICGACGTGGECTATGTACAAGGTATIT - - - - ARA LN NS A A A A - - D LU LN U Jele - — — — - — calBf------ CrEN-rcanply----- GN\cTa-A---j-T-IXeAATThEINE- - ~pleblelclebiaCAC\A AA TTGATHC TRAAAATCGGATCAGCAGACKGGEGARGT TCTACTIGATG
1043811 -
droRhol|[sc£7180000779340:7383-7554 +| lcGcGTGATGATCGAGANETCTGGAATGAGGCGACGTGGECTATGRACAAGGTATING- - - - Al - -Ba A AT - - VSO el — - - - CATCR------ ET/EN-FArAGk-—--- ccEr-A-— - BN aTEe- - [Nl cACA A A T TINA TRCTGAAATCGGATCAGCAGACGGCEGANG T TTACTCGATG
droFicl|lscf7180000453924:106853— CGCGTGATGATCGAGAAETCTGGAATGCGGCGACGTGGECTATGTACAAGGTATGT -—--A A - -BAn AT - D LN b lelele - — - — - — CATCH------ i - G- -EVY- - EEE. - -ATlTATTTARACTINITGIlI TR TCT[®ACAGI\AAATTGATACTGAAATCGGABICAGCAGACEGGEGAlGTTCTACTCGASG
107017 +
droKik1|lscf7180000302408:484959- CGGTGATGATCGAGAAATCTGGAATGCGCGACGTGGECTATGTACAAGGTA TR A - —[Sa AfENA Y- I AT C TTTGATAA----ACAAAREAACTANA - TT[CREEEE AN A-— - BB e - —— e I\ a AcAC A AA T TI A THC TGAAATCGGATCAGCAGACGGCEGANGTTC TACT/EGATG
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droAna3|lscaffold 12916:6242055- CGHGTEATGATCGAGAAATCHEGGEATGCGCGACGTGGCTATGTACAAGGTAINNY- — - - AR A - -l A A S - - e — Y- — - — - —— - T TR CA- - - - TTAAAREIAIICT TINA - TC-EEEEE B cia-A- - -F- TR T TACTATT gttt TCTHARNAGIA AATTGATIRNTGAAATCGGATCAGCARACEGGGAlGTTCTHC TlEGATG
6242211 -
droBipl|scf7180000396568:587240- CGIGTGATGATCGAGAAATCHEGGEATGCGCGACGTGGECTATGTACAAGGTATGT -~ - -AA - -WAAATAIY- - AN TIRA - — - - - Xerchy--—--- TTT-ENA AR - - --- e Ns -2 —--c-T-Branrrife- - —-@----- F\rilecAcia A A TTGATIRTGAAATCGGATCAGCANACMEGGGAGTTCTARTINGARG
587404 +
B l4_group3:4204883-4205054 - || |cclicTearcaricaRangrcTca@aTccGGCGACGTGCRCTATGTACAAGG TEECEGRANA - - GAAATAE- - Al N - — - ————— TGTATGTG- - - -SracciRciliT THA - T - A liC T TIC T —— TCTEARNACRAAATTGATACTGAAATCHGATCAGESGACGGCHGARGT TC TRITEGATG |
ldroPer2|scaffold 1:5687763-5687930 -| lcclicTearcaTcAAAETCTGERATGCGGCGACGTGGECTATGTACAAGGTHEC/ENEMARA - - GAAATAR- - A/ TN — - - ———— TG - - - -[$TACCEECIBT TIA - T c—— AT Tslc Cl N B A IC T TG —— TCTEANAGIAA AAT TGATACTGAAATCHGATCAGEGACGGGHGARG T TC TRRTEGATG |
droWil2|lscf2 1100000004521:2182398- coicTiaTGATHGAAAATClEGCEATGCGCGACOEGGTITATGTACEAGCTHECT - - - -l yes ey A R - - [T T TEe - - - - - - - - TTCASEEEEE TGASTREEE TTTEN- AC i~~~ — E\cTA-AE-TNET- TR T TR - - - - - ---- TerifecaciaraTTIATAlTGAAATCGGATCAGCA A CliGGEGAlc TTCTARTEGA TG
2182560 +
drovir3|lscaffold 12963:13657305- CGI{GTGATGATCGAGAAATCEGCEATGCGCGACGTGGTCTATGTACAAGGT/ESET - — - — ALNe - - A 2/ — R lel - hg - —— —— —— - By -—-—- ECC-————— AlicABTANGC AR CAARIY N T CIING - - TCA - EEEE T S TETIeCACINA A A TGATANTGAAATCGGATCAGCAGACGGGEGANG TTH T/ TEGA TG
13657458 +
droMoj3|lscaffold 6500:24500436- celleTiaTGAaTCGAGAAET ClEGGEATGCGGCGHCGTGCTETGTACAAGGTATEY- - - - AlA - -l A A A T[ET - (ST ERmEA — — —— ——————————————— EaTcc------ RAr&-fcailde- - - -- ARNCTA-A-- [N Tl T Tifel Sl —-- Eleleliacir aldd T TACTGARATCGGATCAGC A AClGGEcAG T T T TEGA TG
24500602 -
droGri2|scaffold 15126:6206669- CGIGTGATGATCGAGAAATCIEGGEATGCGACGACGTGGRTIETGEACAAGGTAENT - - - —[giNA - - jon e -~ AGT T T/gNg- - - —-——-———--—————- CATCI}-—---- jicceBINecTAAACCCGRAARIUTCEE A CITI - - TiiG-EEett T TeriecacIraATGATANTGAAATCINGATCAGCAGACHGEGANGTTC TANT/EGATG
6206832 -
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