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hide 3p reads H show mid mismatch reads
SRR553486 SRR553485 SRR553487
SRR618934 M053
M023 M025 M024 Makindu_3 Chicharo_3 NRT_0-2 SRR902009 SRR902008 0002 GSM343915
TTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAATCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAA day-old day-old  hours dsim w501 female
Read # Hit |Total head embryo male ovaries ovaries eggs testis ovaries ovaries body Head embryo
hkkkdkkdkkdkkdkokdkokddkokddkkddkrdkrdkr ((((((CCC. - CCCCCe - COCCCCCCCe o COCCCe o (e e ee e 1)) IN) )N I .. khkkkkhkhkkhkkkkkkkkkkkkkkkkkkk*k*k*k** gize Mismatch Count Norm Total body
.................................................. TGCTGCCGGACCAACTCTTGGCGG  « « + e v v e e e e e et e e e e e e e e e e e e e et e et e et e e e et et e e e e et et e et ettt eiaeiaenea 24 0 1 200.00200 146 32 16 3 3 0 0 0 0 0 0 0
.................................................. TGCTGCCGGACCAACTCTTGGC « « + « v e e e e e e e e e e e e e e e e e et e e e e e et e e e et et ettt et et et et e ettt ettt eieeiaeaannana 22 O 1 79.00 79 70 1 6 0 0 2 0 0 0 0 0 0
.................................................. TGCTGCCGGACCAACTCTTGG  « « v e v v e e e e 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 et e e e et e e e et e te ettt eiaeiaenaea 200 1 79.00 79 67 1 10 1 0 0 0 0 0 0 0 0
.................................................. TGCTGCCGGACCAACTCTTGGCG « « « v+ e e e e e e e e e e e e e e e e e e e e e et ettt e et et e ettt et et et et et et ettt eiaeiaeaenaaa 23 0 1 33.00 33 20 1 e 3 2 0 0 0 0 0 0
................................................... GCTGCCGGACCAACTCTTGGCG « « + e v e e e e e e et et e e e e et e e e et et et et e et et e e e e e e et e e et et et ae e eieeiaeaenaenaenaeaa 22 0 1 13.00 13 4 5 0 1 2 1 0 0 0 0 0 0
................................................... GCTGCCGGACCAACTCTTGGCGG M «+ « -+ e u e e e e e e et et e e e e e et e et e et e et et e e et e et et et et ta e e aetaeeaeaaeeaeaaenaenaenaanaaa23 0 1 10.00 10 4 6 0 0 0 0 0 0 0 0 0 0
................................................... GCTGCCGGACCAACTCTTGGC  « v v e v e e e e et et et e e e e et e e e e e e et et e et e e e et et et et ee e et te e ae e eeeaenaenaennenaea 2l 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0 0
.................................................. TGCTGCCGGACCAACTCTTGGCGGA « « + ¢ v v e e e e e et et et e e e et e e e e e e e e e et e e e e e et e e e et e e et ettt ettt et et et e 25 0 1 4.00 4 3 1 0 0 0 0 0 0 0 0 0 0
................................................... elokelofofelel ol ol Noli okl e eTo] e c)- NP OO S 1 4.00 4 0 1 0 1 2 0 0 0 0 0 0 0
................................................... GCTGCCGGACCAACTCTTGG - « ¢ &+ e s e e m e e e e e e et e e e et et e et e et e et et e e e e et e e e e e e e eeaeeaeaaeaaeaaeeaeeaenaenaanaana20 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0
.................................................. i elokeloolele).Nolo.¥-Noki ol c PP~ T 0 1 2.00 2 1 0 0 0 0 0 0 0 0 0 1 0
.......... i Jelo) Neletel-Giele) NoF-Xok o). Nl S 2 B 1 2.00 2 0 0 0 0 0 0 2 0 0 0 0 0
.................. i ele) Ny No o) Vel o elokiil el o LN AN~ BN 0 1 2.00 2 0 0 0 0 0 0 1 0 1 0 0 0
..................... 63.X0) Noki 1o7-Xel: ofe o el et ol NN PR B SN 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
..... U0 ok elo NeTeTel- il ele)-NoF-Nodi o)\l N AR~ X S 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0 0
.................................................. TGCTGCCGGACCAACTCTTGGCGI. « - o vttt ettt et e et e et et e e e e e e e e e e e e e e ettt et et et e eie e 241 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
...... 8 ok Jeo NeTeT el il ele). Yol N o o APPSO 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
................................................................... TTGGCGGATTAAGTGGTGCATCCGGA . « ¢t e et e e te et et te et e et e e e e e e et e e e e et te e ie e eieeiaenaenaennena. 26 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
...................................................................................................... TCCGGCAAGAGCCAGGCGCAGTCGCAAR. . ... ... .28 1 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0
.................................................... ol elolofeles-Nol oy Vot ok e cto]c] TN P37 S 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........ B o ele) Neleles Vet el oy Noki ol e Lo PP S0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
.................................................. i elokielololele).Nolo.¥-Noki Kol cleTolclc] = U PP o B 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
.................................................... CTGCCGGACCAACTCTTGG « « - ¢« e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eeeaeeaeenaeneeaaenaenaenaenaennenaenaanaa19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................... ol elolofeles-Nol o). Vot ok e ctolc] e NN P2 S0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................ ofeler Nolor.¥-No okt e eTole! RN PR - S 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
..................................................... TGCCGGACCAACTCTTGGC . . o . ottt e e et et et e e e e e e e e e e e e e o201 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
..................................................... TGCCGGACCAACTCTTGGC « « + v v v e e e e e e e et et e e e e e e et et et e e e et e e e e e et et et et et te et eieeiaeaenaenaea 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
..................................................... TGCCGGACCAACTCTTGGCGG - « « + ¢ e e e e e e e e et e e et e e et et e et e e et et e et e e et et et te e eaeeaeaaeaaeeaeeaenaenaannana2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................... i eleTol deTol FeTolofeTes-Nol oV o PN P 2 SN 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
............................................................................................................ AAGAGCCAGGCGCAGTCGCA . « o v v vt ee e et e eeetaeanenaennenaeaa. 20 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0 0
.......................................................... GACCAACTCTTGGCGGATTARGTG  « -« ¢« e e e e et e e e et e et et e et e e et et e et et et et et te e te e etaenaesaaaaannannanaa 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0
............................................................................................................................................ TTCGTCATCGTCTTCGGCT...... 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
.................... ele)-NoF- ok o) Nel o] etoki el o e NN AP T R O 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
.................... GGACACTCAGTCGCTGGCTGC . « « + e v e e e e e e e e e et e e e e e et e e e et e e e e e e e e e et e e e e et e e e e e et e e e e e e e e e e e e e e e e eaeaaeaaeaaeaaeaaeaaeaaeeaennenaennana2l 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. TGCTGCCGGACCAACTCTTGGCGGAR. . o . vttt ettt ettt et et et e e e e e e e e e e et e e e e e e e e ettt et et ei e 261 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
............................................................................................................................................ TTCGTCATCGTCTTCGGCTAG.... 21 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0
........................................................................................................................................... CTTCGTCATCGTCTTCGGCT...... 20 O 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
.................................................. TGCTGCCGGACCAACTCTTGGH . - o vttt ettt e e et et e e e e e e e e e e e e e e e e e e e e et e e et et ettt e eie e 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
.................................................. i elohielololele).Nolo) V- Noki okl .. AU PR3 S 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................ ofeley-Nolo.¥- o okl e e olcTc-NPAN PR N B0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................. TCGTCATCGTCTTCGGCT...... 18 0 2 0.50 1 0 0 1 0 0 0 0 0 0 0 0 0
............................................................................................................................................ TTCGTCATCGTCTTCGGCE...... 19 1 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488
M053 | SRR618934
M023 SRR902008 M024 RT_0-2
AACCCATTAGAACGTCCCTACCTGTGAGTCAGCGACCGACGCGAATACCGACGACGGCCTGGTTGAGAACCGCCTAATTCACCACGTAGGCCTCCTCGCCCTAGGCCGTTCTCGGTCCGCGTCAGCGTTAGTAGGCGGTGAAGCAGTAGCAGAAGCCGATCATTT female dsim w501 hours
Read # Hit Total head ovaries male body ovaries eggs
***********************************(((((((((‘. (((((.. (((((((((.. (((((.. ((((( .......... ))))) .)))))..)) .))))))) ._)))))))))))))) ..... khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkxk*xk*x gjze Mismatch Count Norm Total bOdy
................................................................................................................... TCCGCGTCAGCGTTAGTAGGC . « v v e v e eeeeeeieeeaennennana. 210 1 2.00 2 2 0 0 0 0 0
........................................................................................... CTCCTCGCCCTAGGCCGT T« -« e e e e e e et e et et e e e e eaeeaeaaeaaeeaenaenaennanaa 19 0 1 1.00 1 0 0 1 0 0 0
..................................................................................................................................... GGCGGTGAAGCAGTAGCAGAA. .. .ev..... 21 O 1 1.00 1 0 1 0 0 0 0
..................................................................................................................... CGCGTCAGCGTTAGTAGGCGG . « « « e e e eeeancanaccnacanaaa-a2l 0 1 1.00 1 0 1 0 0 0 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
larosim2|21:200421-200585 - |dsi 106 ||TTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCIGCTGCCCEACCAACTCTTGGCGEATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAA-————————————————————————————— TCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAA--- |
droSec2|scaffold 14:212346-212510 [dse 1839 [TTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCEGCTGCCECACCAACTCTTGECEEATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAA-———————————————————————————_— TCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAA- -~
am3 lchr2n:214273-214437 - |dme 410 |ITTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTEATGGCTECTCCCCEECCAACTCTTGCCEEATTAAYTGGTGCATCCGGAGGAGCGGGYTCCGGCARGAGCCAGGCGCAGTCGCAR-———————————————————————————— TCATCCGCCACTTCGTCATCETCTTCGGCTAGTAAA- - — |
droEre2|scaffold 4929:259840- der 1534 |[TTGGGTAATCT/EGClEGGGATGGACACTCAGTCGCTGGCTGCGCTMATGGCTGCTECCCCACCARCTCTTGGCCEAT TAAGTGGTGCATCCGGAGGAGCGGGICCGGCAAGAGCCAGGCGCAGTCGCAR -~~~ ———————————————————————— TCATCCGCCACTTCGTCATCETCTTCGGCMAGTAAA- -~
260004 -
ldrovak3|[2L:206707-206871 - laya_1802 |[TTeeeTAATCTEGCEGCHATGGANACTCAGTCGCTGGCTGCGCTMATGGCEGCTEGCCEEECCAACTCTTGGCGEATTAMGTGGTGCATCCGGAGGAGCGGGRITCCGGCAAGAGCCAGGCGCAGTCGCAR-— === === —————————————————————— TCATCCGCCACTTCGTCTCETCTTCGGCTAGTAAA- -~ |
droEugl|lscf7180000409461:602652- ‘ETEGGEAATCTEGCEGGGATGGAEACECAETCGCTEGCTGCGCTEATGGCTGCTGCCGGACCEACTCTTGGEGGETTEAEEGGEGCETCEGGAGGAGEGGGETCCGGCAAGAGCCAGGCGCAGTCH’H’——E —————— elepfelelde - - - - - ———-—-- erciiTcceeclecTrecTeaTCcgrcldrccecEaGTAE-- -
602822 +
droBialllscf7180000301547:44590- TTGGGRAATCTIEGCEGGGATGGACACHCAGTCGCTGGCTGCGCTTATGGCEGCTGCCGGACCAACTCTTGGCGGAT TIEATGGTGC 8T CCGGAGGAGCGGGHTCCGGHAAGAGCCAGHCGCAGTCCAlGNYE - —-—- - GGTGGT G ercarccececTrcdreaTcrcdrececEacTanlg---
44766 +
droTakl|l[scf7180000413017:324221— TTGGGEAATCTEGCEGGGATGGACACHCAGTCGCTGGCTGCGCTMATGGCTGCTGCCGGACCAACTCTTGGCGGAT T/gATGGTGCATCCGGAGGAGCGGGHTCCGGCAAGAGCCAGGEGCAGTC A lgde - —-—- - fe---g------------ ercaTcceecEcErcrcA T cdrcccclacEanlg-- -
324391 +
droElel|scf7180000490454:160021- TGGGEAATCTEGCGGGATGGACACCAGTCGTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTEGGCGGATTEAGGTGcTCCGGAGGAGCGGGTCCGGCAAGAGCCAGGEGCAGTCGCA —————— GG T GGC A R ercarciiccdecTrcdrcaTcrcrrececEacEan NN
160200 +
droRhol|lscf7180000779252:239979- TTGGGRRAATCTIGCIEGGGATGGACACHCAGTCGCTGGCTGCICTTATGGCTGCTGCCGEACCAACTCTINGGCGGAT TfATGGTGCIT CCGGAGGAGCGGGHT CCGGHAAGAGCCAGGHGCAGTCGCAlGNYS - — - — - - elelelelelde - - - - - —-—-- ercarceceecTrcfdrcaTcrerrececEacEang-- -
240155 -
droFicl|lscf7180000453904:479799- ‘ETGGGEAAECTEGCEGGEATGGACACECAGTCGCTGGCTGCGCTEATGGCTGCTGCCGGACCAACTCTTGGCGGAETEAEEGGTGCETCCGGAGGAGCGGGETCCGGCAAGAGCCAGGCGCAGTCGCAGTCG —————— GGCGGAGEEEEEEE R ircldrcceeclcrrcdrclgrcrcrecacEacEanlg---
479975 -
droKikl|lscf7180000302401:520623~ TTGGCEAATING ClGGGATGGACACCAGTCGCTGGCTGCGCTMATGGCTGCTGCCEEECCAACTCTTGCCCCHT TeAEccThcAlccaaBceaceaaalyTcceeeancacicallcEccacTeolde----—-—- - - === - - ———— T CEcccERmcErcaTcErcdrcceclacEanlg---
520781 —
droAna3|lscaffold 12943:4179562- dan 4050 [TTcccarTcTlgcccciaTccacaccacreecTeecilcccetlgaTcocreecreccecaccakiclecTrecilccrErErccNgiTccccacMecccecaTCCilccancAC ARG cAGT - - - —-—- GGCGGCGRRE ercErcci¥ciimmccTcrcidrclgrceccleacana---
4179729 +
droBipl|lscf7180000395973:401628— TTGGGEAARcTEcCldccaTceACACcaGTCGCTGGCTGCGCTTATGGClg6CTECCGEEcChpicTCTleGEINecET Tfeadec Nl ccoeacaNcceeaTccGGCAAGAMC AN GEGCAG T i - - —-—- - GG T GGCGRRE GCieci¥ecAAMT - - -[eife e i¥ea ilsleleleciNe CINAGERE
401795 +
EEE l4_group1:4397274-4397435 +|dps 3851 |rreccRaarcrfEccEccEaTceacEc@arcecTeccTecccT@aTcccreeTecHedEccaacEcTEccEccRETEARCcRCRT cEGcERmmacGCHT CcCGGCanGAGHcAGHceCACT I -8 - - - - - GGCGGTGGCGGAGGCGGCAAM-— - - ————————————_ grcRrcBrcciicEac@aag---
ldroper2|lscaffold 5:812682-812843 -|dpe 2515 [rTccirarcTEccEcc@aTccaccalrcccTeecTecceT@aTcccTecTECHecEccAACEeTEccEccerEARR R CETcEccEcmmecGeT CCGGCAAGAGHCAGHC GCAC i -8 -———-- GGCGGTGGCGGAGGCGGCAAM- — - - ————————————_ grcrcBrccicEacEarg--- |
droWil2|lscf2 1100000004577:93984- [dwi 5426 |[TTGGGTAATCT/EGCHGCHATGGARECCAGTCGCTGGCTGCGCTMATGGCTEGCTGCCGEECCAACIMTEcaiCCeTAAEGCCEN NS T ChiG GG ClGGAT CCGGCAAGAGCCAGHCGCAC Cat— — (8- ———- - GGCGGCGGTGREEEEEEE Srcirci¥iccacTTeoTmmcGTCTTCRcEAGEAAA - - -
94151 -
drovir3|lscaffold 12963:8889400- dvi_24647‘ETGGGTAATCTEGCEGGEATGGAEECECAGTCGCTGGCTGCGCTEATGGCTGCTGCEGGACCAACECTEGGCGGEETE@EEGGCAGC‘CEHHAHGEGCGGGEECCGGCAAGAGCCAGECGCAGTCH’H’—— AGCGCTGGCGGCA R NercErcciNecEcErcEr T cdeccecacEanfe-- -
droMoj3|scaffold 6500:2441430- dmo 3157 ||TTGGGTAATCT[EGC[EGGEATGGANECECAGTCRCTGGCTGCGCTMATGGCEGCTGCHGGACCAACECTTCCCGCEY TSN NI\ R [¥XeccoeacccaeancacecaAGCGCAGT Clu- 8- —---- GTGGTGGCGGCAREEEEE INercldrcci¥ecacrcfdrcdrcercgccecEacEanlg---
2441603 -
droGri2|lscaffold 15252:12898765- [dgr 471 |[TTGGGTAATCTEGCHGGEATGGARECCAGTCGCTGGCTGCGCTATGGCTGCTCClECCHCCAACECT/EGECEEeTAA S CCNS T CleccRmmesiNs c G\ CGGCAAGAGCCAGHCGCAGTClu— (8- —-—- - GGCGGCGGTGGCAREEEEE ercErcciNalecHdeir cldrcirciXeccecacEanlg-- -
12898938 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:200421-200585
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http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1839.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:214273-214437
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_410.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:259840-260004
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1534.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:206707-206871
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1802.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409461:602652-602822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301547:44590-44766
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413017:324221-324391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490454:160021-160200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779252:239979-240155
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453904:479799-479975
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302401:520623-520781
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:4179562-4179729
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4050.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395973:401628-401795
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:4397274-4397435
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3851.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:812682-812843
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2515.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:93984-94151
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5426.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:8889400-8889570
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24647.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:2441430-2441603
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3157.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:12898765-12898938
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_471.html
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Legend: mature star (1) 1i=00d i B IEN T i1 (91 mismatch in read
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Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 24 25 26 27 28 & | | |
Size Condition 13,389,900 13,389,950 13,390,000
Genomic Position
Hairpin partition -e- Sense -#~ Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
utrS [utrS _plus 4718]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553486 SRR553487 SRR553488
MO053 SRR618934
M023 M024 M025 Chicharo_3 Makindu_3 0002 NRT_ 0-2 GSM343915 0001 RT _0-2
AAAAGAAAGCAACACTCAAATAAACTCACAAAGAATTCCTTATCGCCAAGAGGGGGCCAATGTTCCAAGGTTCTTTCGCCTTGAGAACTTTGAGCTTCCTCTGGCAAAGGAGATTATAATGTACAAATAATGTTGCAATAACCAGTTGAATGC day-old  day-old hours female hours dsim w501
Read # Hit |Total head male embryo ovaries ovaries Head eggs embryo body Testis eggs ovaries
***********************************((((((_ .. ((((. (((((((((((. (((((((((( ______ )))))) _)))) '))) _)))))))))))) ')))))) ______ khkkkkkkkkkkhkhkhkhkhkhkhkhkhkhkkhkkkkkkkkkkk*x*x gjze Mismatch Count Norm Total body
................................................................................ T TGAGAACT T TGAGCTTCCTCT « + v e e et et et ettt e e et e e ettt e eeeaeaaeananena. 22 0 1 241.00241 158 67 12 0 1 2 0 0 1 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTCTG e « ¢ e e e e et et ettt e e e e e tateeeeaeneneaeaeeeenenaaa23 0 1 33.00 33 14 9 8 2 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTC . « v vt vttt et ettt et ettt eeeeeeeeeeee. 22 1 1 31.00 31 22 8 1 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTC e « v e e e e et et et et e et aeaeaeeeeneneneneneaeanaeenenenaaa 2l 0 1 28.00 28 21 4 2 0 0 0 1 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCT « + v e e e e e et et et e e et e e e e e te et eeeaeaeaeaeaeenena 20 0 1 23.00 23 16 6 0 0 1 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTCTGG M « e e e et et et e ea e e eaeeteteeeeeneneneaeaeaeennnans 24 0 1 18.00 18 5 4 4 2 1 0 0 1 0 0 1 0
................................................................................ TTGAGAACTTTGAGCT TCCTCT . & o ittt ettt et et ittt e e e eee e 231 1 11.00 11 7 4 0 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTCTGG. -« o vttt i i i e e i it iee e 25 1 1 7.00 7 2 0 3 1 0 0 1 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCT TCCTC . « o v vt ettt et et e et et ettt ettt et ee e 221 1 6.00 6 4 2 0 0 0 0 0 0 0 0 0 0
......................................................................... TTTCGCCTTGAGAACT TTGAGCTTCCT « e e e et et e e e e e e e ee e te e eaeneneaeaeaeeeenenenenenes 27 0 1 5.00 5 0 0 5 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTCTGGC e & ¢ v e et et et e et e eaeeeeeeeeneneaeaeaeanenenen 25 0 1 3.00 3 2 0 1 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTCTGG . - ¢ ot vttt ettt ittt ittt et e eeieieeeneeeeea 25 1 1 3.00 3 0 1 2 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCT TCCTCTGOR. o ittt ittt e et et e iee e 25 1 1 3.00 3 0 2 1 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTC TG - « « ¢ v e vt et et ee e e e te e e eneneneaeaeaeaeans 25 2 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTCH. « .t ittt et e e ettt e eeeeeeeeeee 22 1 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................. GCCTTGAGAACT TTGAGCTTCC . « v e e et et et et e e e e aee et eeaeaeaeaeaeaeeeeneneneneaes22 0 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACT T TGAGCT TCC . « v vt it ettt ettt e ettt ettt ettt e ee e 20 1 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTC TG . « ot vt ittt ettt e et et ettt e e e eaeaeeaeae.. 24 1 1 2.00 2 0 2 0 0 0 0 0 0 0 0 0 0
................................................................................. TGAGAACTTTGAGCTTCCT « « e v e v et et et et et ettt e e et eneneneneneaeae. 19 0 1 2.00 2 1 0 0 0 0 0 0 1 0 0 0 0
............................................................................... CTTGAGAACT TTGAGCTTCCTCT « « v e v et et e e e e e eeeeeeeeeeeeaeaeaeasaeeeennneneneaes 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTCTGO . - - ¢ v vttt ettt et e e eeeeeeen. 262 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................. TGAGAACTTTGAGCTTCCTCTGG e « ¢« e v e et et et et e eaeaeneaeaeaeeneneneneneaeaeaeaa23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
........................................................................ CTTTCGCCTTGAGAACTTTGAGCTTCCT e« v v e v e e e et et et et ettt eea e eaeaeeeeeeneneneaeaeae. 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................ CGCCTTGAGAACTTTGAGCTTCCTCTG e + v v v e e e e e e e e te e et et e eee e eeteeeenenaneneaeaeaeaa 2] 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTCTGGEI. . . .. o vttt i ettt ittt e e e eeaeaeeee. 27 3 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................. TGAGAACTTTGAGCTTCCH . &« v ittt ettt ettt et ettt ettt e et e e e e 191 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCCTCTGRE. - « o ¢ ot ettt et e e ee e eeeeeeeneneneaeaeaenenns 25 2 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
............................................................................ CGCCTTGAGAACTTTGAGCTTCCT .« e v e v e e e e e e e eete et e e e eaaaeaeaeeneaeneneaeaeaeaa 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................ TTGAGAACTTTGAGCTTCC + « e v e e et et et et et et e e e e e e ettt eeeaeaeaeeenena 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
........................................................................................ TTTGAGCTTCCTCTGGCARA . « v e e v e et e e te e eeeeeneaeataeeeeneneneneaes 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0
................................................................. CAAGGTTCTTTCGCCTTG e + v v e e e e e et et et e e e e e e e e et et e et e e e e e e ettt eeeaaaeaeaeaeenenanaa. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0 0
.............................................................................. CCTTGAGAACTTTGAGCTTCCTCTGG M « v e v et et e e et e eaee e te e eenenaaeanaeeeennnaas 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................................ TCCTCTGGCAAAGGAGATTATAAT . ¢ vt vttt eeeeeeaeaenneneneneaes 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487
NRT_0-2
TTTTCTTTCGTTGTGAGTTTATTTGAGTGTTTCTTAAGGAATAGCGGTTCTCCCCCGGTTACAAGGTTCCAAGAAAGCGGAACTCTTGAAACTCGAAGGAGACCGTTTCCTCTAATATTACATGTTTATTACAACGTTATTGGTCAACTTACG hours
Read # Hit Total eggs
Tkdkkkkkkkkdkkdkdkdkkkkdkkdkkdkkdkkdkrkr ((((((... CCCC-CCCCCCCCCCC (... .. D)D) DIND)IIAN)INIIINIIIMNN)Y DI e khkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*x*x*x* gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
|drosim2|l2r:13389874-13390026 + lasi 113|AAARGA-----————mmmm AR=—mmmmmmm e GCAAC-ACT-——-—-—~- CAAATAAACTCA-—-——— CAAAG--AATTCCTTATCGCCAA-—=——=———-—~ GAGGGGGCCAATGTTC--CAAGGTTCTTTCG=——=——==—=—————~ cciiiii, - ---------—-—-—-—-—--—--—-—-—-—-—-—----- O —— AAAGGAGATTATAA———=——=————————————~ T--GTACAAATAATGTT--GCAATAACC-—-—————~ TN T ——— TTm==Gmmm—m—mm AATGC]|
droSec?|lscaffold 1:10223628-10223779 AAAAGA—-—————————————— - AA—————— oo cilaac-aAcT-------- CAAATAAACTCA-—---- CAAAG--AATTCCTTATCGCCAA-—-———-——-—- CRGGGGCCAATGTTC--CAAGGTTCTTTCG—-———————-—————- CCTTGAGAACTTTGAGCTTCCTCT———————————————————————————— GGC———————————————— AAAGGAGATTATAA-————————————————— T--GTACAAATAATGTT--GCAATAACC-———-———- AG--—-—-———- TT---G-—-—--~— eaTGC
BE
|dm3 lchror:12718758-12718908 + T N e —— AA—————m— o ¥\anc-acT-----—--- CAAATAAACTCA-—-—-- CAAAG--AATTCCTTATCGCCAA-—-———-———- CRGGGGCCAATGT TC—-lAAGGTTCTTTCG-———————————— -~ CCTTGAGAACTTTGAGCTTCCTCT——————————————————————————— GGC———————————————— AAAGGAGATTATAA-———————————-————- T--GTACAAATAATGTT--GCAATAACC-——-—-———- AG---—-—-—-—- TT---G-—-—-—~- ¥l
droEre2|scaffold 4845:13131250- AAARNGA———————— o AA-—————mm claac-aCcT-------- cleraTaaacrclg------ cargY--AATTHCTTATCGCCAA-—-——-—-—- CRGGGGCCAATGTTC--CAAGGTTCTTTCG--————————————- CRETGAGACTTTGAGCTTCCT/gT - - - - - — - — - ——————— - - - - ———— GGI--—-—-—-— - AAAGGAGATTATAA-————————————————— T--GTACAAATAATGTT--GgAATAACC---—-———- AG-——-———=——~- TT-——f-—————- anfeGC
13131399 -
ldrovak3|2R:16257353-16257515 - | N S e ——— N —. -, S, claAc-ACT------—- CAAATAAACTClg------ CAAAG--AATTCCTTATCGCCAA-—-—-——-——~ CRmGGGGCCAATGT TC/@CAAGGTTCTYTCG-———————-—-———- CRYTGAGAACTTTGAGCTTCCTCT———————————————————————————— GO -p---—----—-——-- AAAGGAGATTATAA-——-——=——-————————— T--GTACAAATAATGTT--GEAATAACC-—-—-—--- AG--=-—=-=——=-—- jiia ARecaGAATAINCCS
droEugl|scf7180000409672:2416375~ N N T g NManc-ach---—--—--- BAAATAAACTCfE------ CAAAG--AETTHCTTATCGCCAA-—-——-—-—- CRGGGGCCAATGT TC--CAAGGT THT/ETHGEREY - - - - felehelelels CliT TGAGAAC T TTGAGCTTCCTCT - — - ————————————————————————— col¥¢E--------—-————- AAAGGAGATTATAAINNNN- ————— - - - INTENNAA T/NEA AR A VAN a A A CCAAACCINCREEEE TT-——f-—————- AAT_‘
2416548 -
droBialllscf7180000301506:2134358- AAAEA —————————————————————————— N 2 CG R eiaacErfjr-------- WAAATAAACTCfg------ Errac--AAaTTlCTTATCGCCHE-—-—-—-—-- CRmGGGGCCAATGTTC--CAAGGT THT TG - - —-—-—--—-—---- EcErEAGAACT I TEGAGCTTCCTCT - —-— - —————————————————————— GGI--—-—-—-— - AAAGGAGATTATAAR--—-—-——————- A CCAIERIENIG TEVEG CIN - - - B - - - I\CEVNSCEEE AG---—--—-—- TT---G-—-——-- cRcas)
2134513 +
droTakl|lscf7180000415389:230381 - AAARAA - - N ._dt - (-. R AR AT -----—-- WAAATAAACTHE--—--- CAAAG--AATTHCTTATCGCCAA-————-—-—- BRI GGGGCCAATGTTC—-CAAGGT TIT TTRG-————-——-——-——-—-- CRYTGAGAACTTTGAGCTTCCTCT———————————————————————————— GOR-—-—— - AAAGGAGATTATAAR-———————————— e B - - — - - - - WA TiAI AR A A VN UV NCCEEEE AG---—=-——=-—~- TT--—J-—————- ARG
230521 +
droElel|scf7180000491214:1653010~ N N - B e = e N anc-nffe-----—--- parATEAACTCE------ CAA®G--AATTRCTTATCGCCAA-————————- BB GGGGCCAATGTTC-—-CAAGGT T T/ T ——————-—-—-—-- BT TREGAACT TTGAGCTTCCTCT —— —————————————————————————— - - AJEGGAGATTATAA-———————————- e -T--GTA R AATA N GG - - A RAACC————————— - --------- = A Tican|
1653146 -
droRhol|scf7180000780084:626337~ N N e — R N anc-alT----—--- WAAATAAARNTCE------ CAAAG--AATTRCTTATCGCCAA-—-——————- BB GGGGCCAATGTTC-—-CAAGGT T T T~ ———-——-—-—-—-- BT TGAGEACT TTGAGCTTCCTCT - ——————————————————————————— GGI--—-——— - AABGGAGATTATAAI--—-————————- ACTRUEEEGUNARNY- - — - — - — - B - —[\CLVNSICEEE A e - —————- ARG
626473 -
droFicl|lscf7180000453851:951342- NG 2 e T — R N fdc- AT ----—--- WAAATAAACTCfE------ CleAAG--AATTHCTTATCGCCAA-—--—-———- BB GGGGCCAATGTTC--CAAGGT THY8IT THG-—-—-—-—-——-——-——— CRETGAGAACTTTGAGCTTCCTCT-——————————————————————————— GGI--—-—-—-— - [erGGAGATTATAA--—-————————- ACTRCEETIFNCEVEAC T/Y- - — - EEIC/Y- - - [NSICEEE A - CCAACCEEEEEE -I\aC8
951487 +
droKik1|scf7180000302470:1132051- N Yl G e G CG T A R e PN - AT -—----—- MaanaTaaacTcEYRINNCcAlErG--erTiicTTATCGCCAlg- - - - —-—--- R GGGGCCAATGTTC- - Clat— — ~———=—=—=-—=-"— BT TiNecAACT TTGAGCT TR T - — - — - —— - - - - - ——-—-—--——-—-—-- aeri\cacarTaTAA- - - ——- e -1 -ErafiaaATA TG TINNAGHAA TA A - - — - — - - —- A r-——-G-—-—--- afrce
1132200 +
droAna3|lscaffold 13266:13876762- AARARNA - - Afl--—-—-——————- AAAAGAAATAAAAANGEETTINAAAAAAACTIV IV NGl T c R ErnfdY--AATTCCTTATCC Okl e XS GG GGGGCCAATGTTC - -CAAGG T TITET CCLY NN NNV RSNV NN P rifechiacTTTeAGc Tc I - - ———-— - —————————————— - — - _[NNN\- _INNVNVRIIRINN 2 2 AJ¥ ncaTTATAR - - - - - - TAAAACGATINNAINNAGT - - - - B - — -\ — - — AR I TT-——f-—————- AAT—‘
13876965 -
droBipl|scf7180000396759:2259353~ N N N JN\ATCAAAATAAAATAAAAGAAATAAAAR Aec-RRT-------- AR AACTClg-—-—-- ErndY--aarTCCcTTATC - —-—-—-—-- CRmGGGGCCAATGTTC--CAAGGT THTMT CCLV YN N — - ————— IcRrTifaXiacTTTeAGC TEc kT - — - — - - - - - - — - - -~ e Y N A T C G A I T N T CGCRUERTIFNARNENT - - - — - B - [ — - — AR INATAAAATACAC] I CT GIY-elT]
2259528 +
dp5 Unknown singleton 1898:47672- BN CCCIGCCAAARACT TAAACCGAT TCTAAA A N Manc-afr-----—-- clgragnEnidrlen - - -—-- ARNTICA T TICI T ITNAE C G CIEEEEE eficceeilcaareTTC--CARGGT TR T[T - - — - — - ———————— A ACIIEI NGNS NEleCGGEGEACACTCGATAATAAT TAACAAGAAT TCTCE@AATAAATATGTACATR- — - — - - - - - - —-IN\AAGAAGAAAATACT R B — — — —— ——— ———— ABEIA AJVNITNNG - EEEEA 2 2 2 GINCEREEEEEE eg----—-—--- andlc
47887 -
droPer2|scaffold 4:6545542-6545731 + || [T ———— AA-—————mmm \ac-fyr--—------ cleragnEnitrlen - - -—-- ATINCATTTCITIETNNTE c G G R celicceailcaaTeTTC--CcAnGeT T TSN - - - ————————-[¥} W NN NI I NElo CGGEGEACACTCGATAATAATTAACTAGAAT TCTC I AATAAATATGTACATR- - - —- - - - - - - - IN\AAGAAGAAAATACTRERE Bl - — - — - — - - — - — - ABEA AJVNITNNG - EEEEA 2 2 2 G/ YRR e---\-—-—-—- AnC|
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:13389874-13390026
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:13389874-13390026
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_113.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:10223628-10223779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:12718758-12718908
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_411.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:13131250-13131399
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:16257353-16257515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:2416375-2416548
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:2134358-2134513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415389:230381-230521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:1653010-1653146
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780084:626337-626473
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:951342-951487
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:1132051-1132200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:13876762-13876965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:2259353-2259528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_1898:47672-47887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:6545542-6545731

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 27502 |x:382055-382158 + |candidate|| Mirtron |intergenic

Legend: mature star (G iz 8L Tyl mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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382,000 382,050 382,100 382,150 382,200 = | | | | | | | | 2 S e s® .
Genomic Position 18 19 20 21 22 23 24 25 Nig | | | | |
Size Condition 382,000 382,050 382,100 382,150 382,200
Genomic Position
Hairpin partition -#- Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553487 SRR553488 SRR553486
SRR618934
M023 M025 0002 M024 NRT 0-2 RT 0-2 Makindu 3
GGCGAACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCAGGTGGGTCAGTGGGCAGTAAGT TACTGCAGTACGGAAGTGGCGAGATGCTGTTGGCTAACATAACTCACGGATTTACCTCTTAT TCCCACCAGAACGTCACAACACACCATCCCATTGTGCGCGAGGAGAAGATCGTGCCCAA hours hours dsim w501 day-old
Read # Hit Total head embryo Head male eggs eggs ovaries ovaries
Tekkdkdkkdkkdkokdkokdkokdkkdkokdkkhkkdkhdkokdkddkkdkkkdkkdkkdkkdk (((((..... T N T T T RIS D R DN I D S DD D D D D D D D DD D D I ))))) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**k*x* gjze Mismatch Count Norm Total body
................................................................................................................................. CGGATTTACCTCTTATTCCCACC . « e e e e e e e et e et e et et e et te ettt eeaeneenen. 23 0 1 86.00 86 777 2 0 0 0 0 0
................................................................................................................................. CGGATTTACCTCTTATTCCC . « v e e e e et e e et e e et e e et e et te e teeneaeneeaenaeaana 20 0 1 15.00 15 15 0 0 0 0 0 0 0
................................................................................................................................. CGGATTTACCTCTTATTCC ¢« e v et e et ee et ee et te et e et e et ee e eeaeneeaeneeaen. 19 0 1 14.00 14 13 0 1 0 0 0 0 0
................................................................................................................................. CGGATTTACCTCTTATTCCCACCA . &« et et e ea e e e e e eeaeneeacneeaeneeaenneaane24 0 1 9.00 9 3 4 1 0 0 1 0 0
................................................................................................................................. CGGATTTACCTCTTATTCCCAC . + « v et et e et te et e et et e et e et te et eaeneenen. 22 0 1 4.00 4 3 1 0 0 0 0 0 0
................................................................................................................................ ACGGATTTACCTCTTATTCCC . + v v e e et et e et et ettt e e e e e ee e ta e eaeneeaenaeaan.a 2l 0 1 2.00 2 1 0 0 1 0 0 0 0
................................................................................................................................. CGGATTTACCTCTTATTCCCACCH. - - ottt i i i i i e e ee e 24 1 1 2.00 2 2 0 0 0 0 0 0 0
.............................................................................................................................. TCACGGATTTACCTCTTATTC « &« e et e et e et te e et et e e e e e e eeeneieneaenenaenenaes 2l 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................................. CGGATTTACCTCTTATTCCCACCAG . « &+ e e et ee et e et eaeneeaeneeaeneeaeneeaenneaaae25 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................................. CGGATTTACCTCTTATTC .+ « e e e e e e e et e e et e et et et ettt te e teee e taee e 18 0 1 1.00 1 0 0 1 0 0 0 0 0
e Vo) ofe ol el ed o] ele] e cle)X ol e o] e NP 23 0 1 1.00 1 0 0 0 1 0 0 0 0
Anti-sense strand reads
SRR553488
SRR618934
0002 M024 M023 RT 0-2
CCGCTTGTAGCGCGAGCGGCGTGCGGGTCCCGAAGTAGCTCCAGCTGGTCCACCCAACAGTCCACCCAGTCACCCGTCATTCAATGACGTCATGCCTTCACCGCTCTACGACAACCGATTGTATTGAGTGCCTAAATGGAGAATAAGGGTGGTCTTGCAGTGT TGTGTGGTAGGGTAACACGCGCTCCTCTTCTAGCACGGGTT dsim w501 hours
Read # Hit |Total Head ovaries male head eggs
e ok e ok e ok e ok ok ok ok ko ke ke sk sk sk ok ek ek ek ek ke ke ke ke ke ko (... .. COCCCCCCC COCCCe - (e e, DI DR DD R DD D D e D D D D O DD D D DD D ) ))))) .. kkkkkkkkkkhkkhkkhkkhkkkkkkkkkkkhkhkkhkkhkkkkkkkkkkkkkk**x* 5jze Mismatch Count Norm Total body
.................................................................................................................................... TAAATGGAGAATAAGGGT + ¢ ¢ v v et ettt teee e e e e e e teen e eneaenenaenenaen. 18 0 1 1.00 1 1 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|x:382005-382208 + ldsi_27502||6GCGAACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCA-—————- GGTGGG-———=—=———=——————————————————— T O G = = — = — = = m —m - TGG-—--GCAGTAAGT TAC—-TGCAGTACGGAAG—————— = === — = = — = — = =~ = o TGGCGAG--—---~- ATGCTGTTGGCTAACAT-——-—-——-—- e ACTCACGGATTTACCTCTT-AT-TC-CCACCAGAACGTCACAACACACCATCCCATTGTGCGCGAGGAGAAGATCGTGCCCAA
ldrosec2|scaffold 10:316467-316686 +| |GGCGAACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCA- -~~~ —— GGTGGG-———=——=—————————————————————— O T O e e ——— BT JeleTelelel eI Ne T GG — - — ~GCAGTAAGTEAC-—TGCAGTACGGAAG- —= = — = — = = — = — = = — = — = =~ — o TGGCGAG--—---~- ATGCTGTTGGCTAACAT-——-—-——-—- e ACTCACGGATTTACCTCTT-AT-TC-CCACCAGAACGTCACAACACACCATCCCATTGTGCGCGAGGAGAAGATCGTGCCCAA
|dm3 lchrx:469334-469553 + | |ceceARCATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCA-—————— GGTGGG-—————=—————————————————————— O T e R e e ——— B fSeR JeleTelelel eI Ne T GG — — — ~GCAGTAAGTEAC-—TGCAGTACGGAAG— —= === — = = — = — = = — = — = =~ = o o TGGCGAG--—---~- BTGCTGTTRGCTAACAT---———————- e ACTCACCATEITACCTCTT-AT-TC-CCACCAGAACGTCACAACACACCATCCCATTGTGCGCGAGGAGAAGATCGTGCCCAA
droEre2|scaffold 4644:414640-414930 GGCGAACATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCA-—————— GGTGGG—=—=——=——=————==——————————————— IS € T G T T T GG R e R TGRCCGREEECAGACCGCCAGGTTGTCATACAGGAGGTTCGGTTTGAACCGGTTTGCTTCATCACCGTGTTCAGCTCGTGTATGACAACT TCGTGGGTGCAGINEEACGGA NI G/ CINE A TC o NN Gl - - — - R e i — — — == == e 2, C A\T = = = = = = = = = = — e AcTCACHSAT/EACCTCTT-AT [ CCACHAGAACGTCACAACACACCATCCCATEGTGCGCGAGGAGAAGATCGTGCCCAA
+
ldrovak3|x:388712-388992 + I |GGCGARCATCGCGCTCGCCGCACGCCCAGGGCTTCATCGAGGTCGACCAGGTGGGTTGTCA-— -~~~ - e e R ———— - — e —— ACTCACHGATRTAINCTCTT-AT-[§C-CCACCAGAACGTCACAACACACCATCCCATEGTGCGCGAGGAGAAGATCGTGCCCAA
droEugl|sc£7180000409277:854382- GGCCEARATCGCGCTCGCCGCACGCCCAGGGCT TCATCGAGGT CGANCAGGT GGG TIEC! IR er Y ittt — — — —— ———————————————~—~— GCACC-- - -EEEEEE GCTAGCTTAREIATAGAAGTTG acTiACH LTINS e fsclcleaciircaaceTlgacldacacacCATCCCATHGTGCEGAGGAGAAGATCGTGCCCAA
854553 +
droBialllsc£7180000301760:1523153— ACfSCAIBNCATTTARREEEN- B Tc-ci\accacanccTleacacACACCATCCCATEGTGCINEGAGGAGAAGATIGTGCCCAA
1523226 +
droTakl|scf7180000415281:248782-
248862 -
droElel|sc£f7180000491023:752097~
752192 +
droRhol|scf7180000779514:247370-
247440 +
droFicl|scf7180000453927:951441-
951695 +
droKik1|scf7180000302469:1851968—-
1852241 -
droAna3|scaffold 12929:364334-
364558 +
droBipl|scf7180000395176:25850~- c TR RTINS i T - el E\c —idliciiA GaaceTlgacEacacaccaTCCCATEGTGCIYEGAGGAGAAGATCGTGCCCAA
26058 -
|dp5 |XL_grouple:202879-202949 + | ettt 1 = 7 T - fYel-felc ~HchciA GaaceTacBacacaccaTcccaATRG TRACBGAGGAGRAGATCGTGCCCAR)
ldroper2|scaffold 60:126220-126290 | et - < T — el [elc ~iyciicr cAac G TlgacBiacacaccAaTCCCATRG TRCXEGAGGAGAAGATCGTGCCCAA|
droWil2|lscf2_1100000004590:2776445- cGeGaacaTcicaiTcilccecaliccccallecerTia TiiGAGG TG AlcAGG TGlcE¥ G TR - - — - —- - e = - — e e e TTTTCATTTGT T TATCACCAGTTGAT TA N ——- s I eisid e, ,— i il itiissiiisiann - — - e — — (6] R — — — — — = — = = TTTCTCTCT - - - - - ClicTCTCIiCT[SMG T[S - - EEEEEE B--------- T2 e e - iy - T ¢ ~fdcalic ncanccTlgacBacacaicaTcccaTEcTlcIgc AGGAGAAA TG TGCClgan
2776631 +
drovVir3|scaffold 12970:10717202-
10717253 +
droMoj3|scaffold 6473:10696079-
10696148 -
droGriZ2|scaffold 14853:6061464-
6061535 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:382005-382208
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:382005-382208
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_27502.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:316467-316686
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:469334-469553
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:414640-414930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:388712-388992
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409277:854382-854553
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:1523153-1523226
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415281:248782-248862
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491023:752097-752192
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779514:247370-247440
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453927:951441-951695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302469:1851968-1852241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12929:364334-364558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395176:25850-26058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:202879-202949
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_60:126220-126290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004590:2776445-2776631
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:10717202-10717253
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:10696079-10696148
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:6061464-6061535

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 135/(2r:6419459-6419522 + |candidate || Canonical miRNA | SpUTR
Legend: mature - mismatch in alignmentj _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 N | | |
Size Condition 6,419,450 6,419,500 6,419,550
Genomic Position
Hairpin partition - Sense -8 Antisense Mature -e- Star
Hairpin partition Mature & Star
Show Alternate Folds
Flybase annnotation
utr5 [utrS plus 3653]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553487 SRR553488
SRR618934
M023 GSM343915 NRT_0-2 RT_0-2 SRR902009
CCGGAATGCAAGAAGTACGTATCCGTACGCTTGGTTATAAGTGGCTTAAGTGCAGTCCGTGAGCCAACTGAATTACGTGGCTATATCCTTCATTCATTGTGCTCCGGGCTGCTCCTGACTGCTCCTGGTTGCTCCTGGCAGCTCCTGGTTGCTCCTACCTTCTC dsim w501 hours hours
Read # Hit |Total head ovaries embryo eggs eggs testis
Kokkkkkkhkkhkkhkkkkkkkkdkkhkkdkrdkkkkrkrk (o (CCe o CCCCCCCC OO0 Cenn.. (A 1) - ) NI ) M) ) e dhkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkk*kkxk**x gize Mismatch Count Norm Total
............................................................................................ o)Xk el eTok o of el el ok Tc]ox: NP2 A 1 13.00 13 13 0 0 0 0 0
............................................................................................ TTCAT TGTGCTCCGGGCTGCTC e v et v e e e e et e eeeee e eeeeaeeaeaneaanaanaaneanaa 22 0 1 4.00 4 4 0 0 0 0 0
............................................................................................ TTCATTGTGCTCCGGGCTGCTCC e v v et et e et e e et e et et a e et eaeaaeaeneenea 23 0 1 2.00 2 2 0 0 0 0 0
............................................................................................ TTCATTGTGCTCCGGGCTGCR. « - i e i i i i i it eieie 20 1 1 2.00 2 2 0 0 0 0 0
.................................................. TGCAGTCCGTGAGCCARCT GART . & ¢ e v v e et 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 te e e et e aee e aeeeeaeeneaeeaeaeeaeaeenenneaanaa23 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................. GTGCTCCGGGCTGCTCCTGR e « v v v o et ee e et e te et i e e e 20 1 1 1.00 1 1 0 0 0 0 0
............................................................................................ TTCATTGTGCTCCGGGCTGCT. -« ot i e e i i ittt ieieieaeaea 22 1 1 1.00 1 1 0 0 0 0 0
............................................................................................ TTCAT TGTGCTCCGGGCT « v v e v e et e e et e et e et e e et e e eeeeeeeaeaneeaeeanaaneann. 18 0 1 1.00 1 1 0 0 0 0 0
........................................................................................... ATTCATTGTGCTCCGGGCTG e + e v v v e e e e e e eeeeeeansesenenaeeneaneneaeeneaneananaas 20 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
SRR902009
GGCCTTACGTTCTTCATGCATAGGCATGCGAACCAATATTCACCGAATTCACGTCAGGCACTCGGTTGACTTAATGCACCGATATAGGAAGTAAGTAACACGAGGCCCGACGAGGACTGACGAGGACCAACGAGGACCGTCGAGGACCAACGAGGATGGAAGAG
Read # Hit Total testis
khkkkkkkkkkkkkkkkkkhkhkhkkhkhkhkhhkkkkkhkkk (((((. ((( . ((((((((. (((((((. ((((( ''''' (( ______ )) ..)))))))) )))))))))))) .)))))))) ..... khkkkhkkhkkkhkkkhkkkhkkkhkkkhkkkkkhkkkkkkkkkkkkkkk* gjze Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

larosim2|2r:6419409-6419572 + |dsi_135||cCGGAATGCAAGAAGTACGTATCC

droSec?2|scaffold 1:3250639-3250791 CCGGAATGCAAGAAGTACGTATCC
-
am3 llchroR:5641469-5641632 + I |cceeanTccAAGARGTACGTATCC
droEre2|scaffold 4929:8722719- CCGGAATGCAAGAAGTACGTATCC
8722873 -
ldrovak3|21:18267486-18267633 + I |cceeaaTGCAAGARGTACGTATCC
droEugl|lscf7180000409209:526483- CCGGAATGCAAGAAGTACGTATCC
526642 -
droBial|lscf7180000301506:1071727~ CCGGAATGCAAGAAGTACGTATCC
1071904 -
droTakl|lscf7180000415870:656721- CCGGAATGCAAGAAGTACGTATCC
656850 -
droElel|lscf7180000491107:1463910- CCGGAATGCAAGAAGTACGTATCC
1464033 -
droRhol|lscf7180000777217:538816- CCGGAATGCAAGAAGTACGTATCC
538921 +
droFicl|lscf7180000453858:1085865- ST NNII I NI IS INTL I NI G A G TATCCGATTCTCCGGGTATCCGAGTATCCGTGTATCCENG]
1086011 -
droKikl|lscf7180000302476:1052160- CCGGAATGCAAGAAGTACGTATCC
1052290 +
droAnal|scaffold 13266:12913976- CCGGAATGCZ—\AGAAGTACGTACC
12914062 +
droBipl|[scf7180000396730:1007747- CCGGAATGCAAGAAGTACGTATHC
1007846 -
7 |oosesise-iasena s | |Recratcomcancimm - MO o e T — Ea e s e B o =
droreralacatfold 4:1050691-1050767 e I B B o7oocr A C0RGT e e MGOORBACRGRRY G TGOCTATA - T e B s e e e ==
droi12[5ef? 1100000004514 :3610131- T R IIIIF e DTS et rrcinan o Tl = s s s e e e =
3610194 +
Grovirs[acatfold 12875 5954337 T IS e TGN T =ica=coate e W T Tl = s o e e e e =
5954395 +
arotto3facarrold 6496:24094981- T — B - -EEEE oo ran /G R e TN RGN R -~ - B - SRR B-oooossssesssesssssssssssssssssaaes R R e ==
24095041 -
Groeriofacatfold 15112:875136- AR TCORAGARC TR~~~ e TGN T eaccECe e I T ol = s o e e e e ==
875194 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:6419409-6419572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:6419409-6419572
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_135.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:3250639-3250791
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5641469-5641632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:8722719-8722873
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:18267486-18267633
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409209:526483-526642
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1071727-1071904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415870:656721-656850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491107:1463910-1464033
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777217:538816-538921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453858:1085865-1086011
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:1052160-1052290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:12913976-12914062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:1007747-1007846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:14265158-14265223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:1050697-1050762
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:3610134-3610194
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:5954337-5954395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:24094987-24095041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:875136-875194

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi_ 32463 21:2946944-2947038 + |candidate | Canonical miRNA | 3pUTR

Legend: mature star |l i1 81U ITg 51 mismatch in read

Predicted structure
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dsi_32463_annot [-33.8]
Show Alternate Folds “
Flybase annnotation
three_prime_UTR [2] 2946687 2947368 +]; utr3 [utr3_plus_232]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR553486 SRR553485 SRR553487
SRR618934 M053
M025 |M023|/GSM343915 M024 Makindu_3 Chicharo_3 SRR902009 0002 NRT_0-2
CACAGCTAGAAGAGATAAGTCAACAGATTGGATTTGCGCCGATCGGCTTGAATCTGCCTAACTGCTGTCTTGCAGGGCTGTAGGCTTCGEGTCCAAAATTTAGTCTACAGTCGCTGCGATTCCGGGCAGTTGAAATGATGCAAGATGAGAGGCCCAGTCCATAACACTTAACGCTTTGTGCACCGTACAATTCAGT dsim w501 female day-old day-old hours
Read # Hit |Total embryo head embryo male ovaries |body |ovaries ovaries testis Head leggs
khkkkkkkkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhkhhhhhhhhk ((((((((' .. ((((((((((((((((( ______________ ))))))))))) _)))))) _____ )))))))) __________ khkkkkkkkkkkkkkkkhkhkhkhkhkkkkhkkkhkhkkhkhkhkhkhkkhkkhkkhkkhkkkkkkkxkk*xkk**x gjze Mismatch Count Norm Total body
............................................................................................................ GTCGCTGCGATTCCGGGC « + v v e e v e te e e et et e e e et e e et e ettt te et te et eneaeaeneeaenen. 18 0 1 18.00 18 15 0 0 3 0 0 0 0 0 0 0
.............................................................................................. AAATTTAGTCTACAGTCGCTGC . « & e e e e e e et e e e e et e e e e et e e et et e e et et e e et e et te e e taeneaeaanenaeaanaea 22 0 1 7.00 7 5 0 0 1 0 1 0 0 0 0 0
...................................................................... TGCAGGGCTGTAGGCTTCGGTCC ¢+t e e e et e e e e et et e e et e e e e e e e e e et e e et et e e e e et e et e et e et e e ettt e ettt et e ieeaenenene. 23 0 1 5.00 5 2 1 1 1 0 0 0 0 0 0 0
.................. GTCAACAGCATTGGATTTGC ¢ « ¢ v e e e e e e et e e et e et e e e e e et e e e et et e e et et e e et e e et et e e et et e e et et e ettt e et et et et e e et e e e e e e e e e e e e e e e et e ettt 190 1 5.00 5 5 0 0 0 0 0 0 0 0 0 0
............................................................................................................ GTCGCTGCGATTCCGGGCAGT - « e v e e e e et et et e e et e e e e e et te et te et eeaeneeaeaeneenene. 2l 0 1 4.00 4 3 0 0 0 1 0 0 0 0 0 0
................................................................................................ ATTTAGTCTACAGTCGCTGC ¢« e v e e e e e e et e e et et e e e et et et et et e et e e et et e e et te e e teeaeneeaeneneaena. 20 0 1 4.00 4 3 0 1 0 0 0 0 0 0 0 0
.................................................................... CTTGCAGGGCTGTAGGCTTCGGTCC .+« e e e v et e e et et e e e et e e e et e e et e et e e e e et e e e et e e e ettt e ettt te ettt te et eieeaeneaene. 25 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0
.................................................................................................................... GATTCCGGGCAGTTGARAT « ¢ e e et et e e et eta et teee e e e e e e aenetaeaenaeaenenaeaanaea 19 0 1 3.00 3 1 2 0 0 0 0 0 0 0 0 0
............................................................... eloh el ol i eley.Xe eleT ot e NP PP - BN 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0
...................................................................... i eloy Nelelelot et -Nele] o diul ol U OO - BN 1 3.00 3 1 2 0 0 0 0 0 0 0 0 0
.................................................................................................. TTAGTCTACAGTCGCTGCGATT « &« v e e e e et e et e e ee e e e ta e et e ee e ae e e e e eeenenaeaeneaaeaeneeaeaenneaenea22 O 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0
............................................................................................................................................................. CCATAACACTTAACGCTTTGTGCACC. . vvvenen.. 26 O 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0
...................................................................................................................... TTCCGGGCAGTTGAAATGATGCARGA . « e ¢ o e v et e et ee e e eee e eeeeaenaeaenenneaenenneae 26 0 1 3.00 3 0 0 0 0 0 0 0 3 0 0 0
............................................................................................................ GTCGCTGCGATTCCGGGCAG « « ¢ e e v e e e e e et e e e e e te e e e e e eaeeseaeneaneaeneeneaeneenenenneaenaa 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................... TGATGCAAGATGAGAGGCC . ¢ v e o et e teee e eee e eeetaeneaeneneeaenen. 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
........................................................................................... CCAAAATTTAGTCTACAGTCGCTGC . + « e e v e e et e et et e e et et e e et e e e e e e e et e e e e e teenenaeaeneeaeaenneaeaaa 25 0 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0
............................................................................................................ GTCGCTGCGATTCCGGG At « v e e v e te e et et et e et et e e et e ettt te et te et eneieeaeneeaenen. 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
........................................... ofeelohi el NG ok elolol J.¥-Nod el ol e, o PN PP~ AN o 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0
.............................................................................................................................................................. CATAACACTTAACGCTTTGTGCACC. . v ovuvvn... 25 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
........................................................................................................... AGTCGCTGCGATTCCGGGC ¢ & ¢ v e e e e e e et et e et e e e e e e e et e e et eeeaeneeaeaeneeaeaeneeaenenaea 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
............... TAAGTCAACAGAT TGGATTTGCGCCGA « « ¢ v v v vt et e et et et et et et et e e et et e et e e et et e e e ettt e e et et e e e e et e et e e e ettt e et e e e et e e e et e e e e e e e e e e e e e 2T 0 1 2.00 2 0 0 0 0 1 0 0 1 0 0 0
.................. Gl CAACAGAT TGGAT TTGCGCCGAT ¢« ¢ e v e e e ettt ettt et et e e 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 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 e et 250 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
................................................................................................. TTTAGTCTACAGTCGCTGC . ¢ e e v e e e e e e e et e e et e e et et e e e e e e et e et e e eneaetaeneaaeaeneeaenenneaenae. 19 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0
............................................................................................. ARAAT TTAGTCTACAGTCGCTG M + « v e e et et et e et et et e e et e e e e et e e e e et e et e e ettt e ettt ettt eeeieeneneenen. 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
.................... CAACAGAT TGGAT TTGCGCCGATCGG T . ¢« e v v e e e e e et e et e e e e e et e e et et e e et et e e et e e a e e e e e e et e e et e e e et e e et et et e e e e e et e e et e e et ae e st aeaeneeaeaeneeaenenaeaeneaneaenae. 28 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0
............................................................................................................ ehofelod delole). N i ofe]ele] et o) e < NN AU N 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
.................. GTCAACAGATTGGATTTGCGCTC « « « « e e e e et e et e e e e e et e e e et e e e et e e e e e e e et e e et et e e e e e e e et e e e e et et e e e e e e e e e e e e et e e e et e e e et e e et e e et te et e eaataeneaaeaenneaen22 O 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
................................................................................................. TTTAGTCTACAGTCGCTG M + « v e et e e e e e e et e e et e e e e et e e e e et e et e e e ettt e ettt et et e, 18 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
..................... ARCAGATTGGATTTGCGC « ¢« ¢ v e e et e e e et e et e e e e e et e e et e e e e et et a e et e e et et e e et et e e et et e e et e e e et et e e e et e e e et et et et e e e e e e et et 180 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0
.............................................................................................. AAATTTAGTCTACAGTCGCTG e & ¢ v vt e e et et e e et et e e e et e e et e e e e e e e e et e e ettt te ettt et e eaenea 200 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0
............. GATAAGTCARCAGATTGGAT « & ¢« e v e e e e e e et ettt e e et e e e a e et e e et e e e et et e e et e e e e e e e et et e e et e e e et e e et et e e et e e e et e e e ettt 200 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
................................................................................................ AT TTAGTCTACAGTCGCTGCGATT .+« v e e et et et e e et e e e e e e et et et e e et e e e et e e ettt iaeneaenen. 24 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
............................................................ ACTGCTGTCTTGCAGGGCTGTA . « « + e e e et e et e e e e e e e et e e e e e et et e e e et et e e et et e e et e e e et e et et e et e e e eee e s eaetaeneeaeaenaaaenenaea22 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0
............................................................... elok el ol ieloy.Nelelelol e - ele] ot U PP B ¢ 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................................................ e olelodielole) Nk ofeTecle et ol Y - P R 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
....................................................................................................... CTACAGTCGCTGCGATTCCGGGCAGT  « e v e e e e et et e e et et e e e et e et e e et te ettt ee et taenenenen. 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
........................................................................................................ TACAGTCGCTGCGATTCCGGGCAGT « - ¢« e v v e e et e eee e et eeea e e e en e e e eneeetaensaaeneneeaenenneaenee25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
...................................................................... i eley Neleleloli el Nelelot gl ofe] el o o) NPUN PP S 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
............................................................. CTGCTGTCTTGCAGGGCTGTAGGC . « + ¢ e e e e e et e e et e e e e et e e m e et e e e e e e et e e e e e e e et e e e e et e e e et e e e e teneeeeeeneaataeneaaeaeneeaenenaea 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
....................................................................................................................... TCCGGGCAGTTGARATGATGCARAGR . « ¢ o e e vt et e et te e et e e e teeneeeaenenaeneneeaes 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0
.......................................................................................................... CAGTCGCTGCGATTCCGG - + v e e e e et et e e e e et e ee e et e et et e e eee e enenataeneaaeaeneeaenenae.. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0
........................................................... .V Nohelok feki ok feloyNeTeleloh et 0-Yele] ol iU PP~ I 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
........................................... CGGCTTGAATCTGCCTARCT « ¢ e e et e e e et e et e et e e et e e e et et e e e e e e e a e et e e et e e e e et et e e e e e et e e e e et e e e et e ettt te et te e et 20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
.............. ATAAGTCAACAGATTGGATTTGC « « « ¢ e e e e et e et e e e e e et et e et e e e e e et e e a e e e e e e e e e e e e et e e e e et e e e e et e e e 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 e e e e s e e aeneeeeaeneeaeneaaeaeneaneaenneaeaaa23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
.............................................................. TGCTGTCTTGCAGGGCTGTAGG « « + v e e e e v et ettt et et e e e e ettt et et et e e et et e e et et e e et e ettt e e et e e ettt e e et ettt e 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
......................................................................... AGGGCTGTAGGCTTCGGTCC - ¢+ e e e e s s et o s s e e o s aaoa e s e s e easaaeeeasonensasneeesaseeensoaeneasoaeesasoeensaasasasaasecarcaas-a20 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
.................................................................................................... AGTCTACAGTCGCTGCGATTCCGGGC ¢ « ¢ v v v et e e e et et et et e e et et et et e ettt e e et ee et eaeneaeaeneeaea. 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.............................................................................................................................................. GATGAGAGGCCCAGTCCATAACACT ¢ vt vt e e e eeeeneeeeaenenaes 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.............................................................................................. AAATTTAGTCTACAGTCGCTGR . « - ¢ v et vt ettt et ettt et et et e et et e et ee e e e te et ea e eeen e 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................. GTCAACAGATTGGATTTGCGC . « « + e e e et et e e 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 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 et 210 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0
............................ TGGATTTGCGCCGATCGGCTTGAATC . ¢« e v vt e et e et e et e et et et et et et e e et et e e et et e e et et e e et e e e e e e e et e e e e et e e e et e e e et e e et e ettt e e ee e e e e eaeaenaeacnenaea 26 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0
...................................................................................................................... TTCCGGGCAGTTGAAATGATGCARG . + ¢ e e v et et e ettt e ee et e et ea e eeaeaeneeaenenaeaen 25 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.................... 078 X000 e i i e oo PP A N o 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
......................................................................................................................................................... CAGTCCATAACACTTAACGCT . ¢t vveeeeenennenen. 210 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
........................................................................................................................................................... GTCCATAACACTTAACGCTTTGTGCACC. .. ovnvn.... 28 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
................................................................... ok eToFNetelet ol el .Y Te ol N AP I ¢ 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
..................................................................................................... GTCTACAGTCGCTGCGATTCCGGGCAG w « ¢ v v v et e e et et e et et e et et e et e et eeeneetaenenaeaeneeaenen. 2T 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.............................................................. i elodi el ol et oFNeleleT ol el - NPu OO~ B0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
....................................................................................................... CTACAGTCGCTGCGATTCCGGGC . « v v e e e e e et e et eete et te et et e et e teeneneeaeneaaeaeneeaeaenneaena 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................................................................... GTTGAAATGATGCAAGATGAGAGGCC . « vt vt e te et ee e e i ianeeaeaeneeaenenae 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
........................................................................................................... AGTCGCTGCGATTCCGGGCAGTT « « v v e e v et e e et te e et e e ea e e e en e e e eneaaeaeneeaenenneaenenaea23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
........................................................ ool V- Nk et ok el ol i eley.Ne ele ot e - PP A 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................... GTCCATAACACTTAACGCTT . o vt veenevneenenne.. 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
................................................................................................................. TGCGATTCCGGGCAGTTGARATGAT G . ¢« e v v e et et et e e et e e et te et ta et eaeneeaenenaenen. 26 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
................................................................................................... TAGTCTACAGTCGCTGCGATTCCGGGC ¢ « ¢ v v vt e e e eete et ee et et te et e te s eaeeeeneaataeneeaenenneaenenaea 2] 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
......................................................................... el elet ol el .Y eTeT ol o PGP N S © 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0
........................... el el i e e eTe] ole). N o cle ol P O 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
...................................................................................................................... TTCCGGGCAGTTGAAATGATGC « &« v v e e e et et e e et et e e e e et te ettt eiaenenaeaen. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
......................................................................................................... ACAGTCGCTGCGATTCCGGGCAGT « « ¢ v e v vt e e et eete et e et et te e eae e eneaataeneeeeneneeaenenneaenee. 24 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0
.......................................................................................................................................... GCAAGATGAGAGGCCCAGTCCAT . + v vt vt e ee e eeeeneeneaenenaenenae 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
...................................................................... TGCAGGGCTGTAGGCTTCGG « & « v v e e e et e e e et e e e m e et e e et et e e a e et e e e e ea e e te et e ee et e taeneeeeneaeeeeneaeeeeneeaenenneaenennea20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................. AGATGAGAGGCCCAGTCCA . ettt e et ieeeeeeaeneaeneneeae. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
........................................................................................................... AGTCGCTGCGATTCCGGGCAGT . « v v v ettt et e et teee et te et e e st ae e eneaetaeneaaeaenaeaenenaea 22 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
................................................................................................ ATTTAGTCTACAGTCGCTG ¢ + ¢ v e v et et e e et e e e e et e e e e e e e e e e et e et e e e e et e e ettt ea e 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................................... AATTTAGTCTACAGTCGCTGC ¢ & ¢ v vt ettt e e et et e e et et e e et et et et e e et e et teen et etaeneaeaeneeaeneneea 2l 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
........................................................................................................... AGTCGCTGCGATTCCGGGCA . « v v e et et et ettt et e e e et ettt e ettt e et te e eneaenenaeaea. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.............................................. CTTGAATCTGCCTAACTGC + « e e v e v et ettt e e et et et e e et e et e et et e e et e et e et e et e e e e e et e e e et e e e e e e e e e e e e e et e e et et ettt ettt 190 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................... ok eloTol . ¥-N ok e ol e o LN O - N o 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
................................................................. el ol JeloyNeleleT ol el .Y ele] ol O N 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
........................... T TGGAT TTGCGCCGATCGGCTTGARTC . & ¢ v e 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 e e e e e e 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 eaeeaeneaeeaeneeaeaeneeaenenaeaeneaneaenneaeaaa2] 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0
............................................................................................................................................................... ATAACACTTAACGCTTTGTGCACCGTAC........ 28 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.......................................................................................................... CAGTCGCTGCGATTCCGGGC ¢ « v e v e e e e e e et e et e e e e e e eae e e eneeeaeneeaeaeneeaenenneaenenaea20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
....................................................................................................................... TCCGGGCAGTTGARATGATGC . ¢« v v et et e teee et e e e et e e eeenenaeaenenaeaeneeas 2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
..................................... GCCGATCGGCTTGAATCTGC « &« v v e e e e e e e e e e e et e e e e e e e et e e m e et e e e e e et e e et e e a 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 en e e e e eeeneneaaeneeeeaeneaaeaeneeaenenaea20 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0
............................................................................................................................................. AGATGAGAGGCCCAGTCCAT . ¢ vt et te e eeeceeneneeaeneeneaenee. 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.................................................................... CTTGCAGGGCTGTAGGCTTC w ¢ e v e e e e e e et e e et et e e e et e e e e e e e e et e et e et e et e e e et e et e et e e e ettt e ettt ettt e 200 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
e+ AGCTAGAAGAGATAAGTCAACAGATTG . & ¢« vt ettt te et e et e e e et e et e e et et e e et et e e et et e e et et e ettt e e e e et et et e e e et e e e et e e et e ettt et e e e e e e e e e e e e e e e e et 27 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
........................... el el e el elelofe). N o cleT o « AP~ N 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
........................... TTGGAT TTGCGCCGATCGGCTT « &+ v e e e e e et et et a et e e et ae e e e et e e et et et et et e e m e et e e a e e e e et e e ettt e e et e e e et et e e et e et et e et ee e en e e e enete e eneeenenaeaeneaaeaenneaeaea22 O 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................... GTCCATAACACTTAACGCTTTGT . ¢ v vevvvnenen.. 23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0
.......................... AT TGGAT TTGCGCCGATCGGCT .+« v e e e et ettt e et ettt e e et et e e a e et e e et et et e et et et e e et et e e et e e e et e e e et et et et et et et e et e e n et te et ee e teeneataeneaaeaenneaena22 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
.................. GTCAACAGAT TGGATTTGCGCCGATC . ¢« e v v e e e et et e e et et e e et e e e e et e et e et e e e e et e e e et e e e e e e e et e e et e e e e e et e e e e e et e e e e e et e e et e e e e e e e e e et 260 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
..................................................................................................... GTCTACAGTCGCTGCGAT « + ¢ e e et e e et e ee e ettt e e et et e e et e et et e et e e s eetaeneeaeaeneeaenenae.. 18 0 1 1.00 1 0 0 0 0 0 0 0 0 0 1 0
...................................................................................................... TCTACAGTCGCTGCGATTCCGGGCAG . « v v v v e e e et et e e et et e e et e e et e e et e et ie e eeaenenneaenenaes 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... ATTCCGGGCAGTTGARAT . « e e ottt e et e te et te et e e e ea e taeneaeeaeneeaenenneaenaa. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
................ AAGTCAACAGATTGGATTTGC « - ¢+t e e e et et e e e e et e et e e e e e e et e e et e e e e e e e a e et e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e aeneaeeaeneaeeaeneaaeaenneaenenneaenenneaenaaa2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................... GTCCATAACACTTAACGCT . .ot vveenennenenee.. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
...................... ACAGATTGGATTTGCGCCGAT « & ¢ v v e e e et et et et et e e e et e et e e e e et e e e e et e et e et e e e e et e et e e e e e e e e e e e e e e e e e e e e e e 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
.................................................................................................. TTAGTCTACAGTCGCTGC ¢+t e e vt te e ettt e e et et e e a e e et et e e e e e et e e eneeeeneaaeaeneeaeaenneaene 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
................................ i elelelelel el o] elelot il el V. ot e olo PP I 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
....................................................................................................................... TCCGGGCAGTTGARATGATGCARGATG . & ¢ v vt et vt e e e ee e eneeeenenaeaeneeneaenneeenes 2] 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0 0
............................................................................................ CARAATTTAGTCTACAGTCGCTG M + v v e e et e ee e et et e e et et e et et e e e et et e et e e ettt e ettt te ettt ieeneneeaea. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
............................................................................................ CARAATTTAGTCTACAGTCGCTGC « « v e e et ee e et e eeee e et e e et et e e et et e et e e en e te et eaeneaeneneeaeneaaea 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................................................... AGTCCATAACACTTAACGCTTTGTGCACC. . e vvuen.e.. 29 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................ TAACACTTAACGCTTTGTGCACCGTACA....... 28 O 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0
............................................................... GCTGTCTTGCAGGGCTGTAGGC « - « « + e e e e e et e e ee e e e e e e e e e et et et e e e e et e e a e e e e e e e e e e e e e e e e ene e aeneeeeaeneaaeaeneaaeaenneaenaa22 O 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
............................................................................................................................................................... ATAACACTTAACGCTTTGT e« v vvvevneneen.. 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
SRR618934
M023 M024 Makindu_3 RT 0-2
GTGTCGATCTTCTCTATTCAGTTGTCTAACCTAAACGCGGCTAGCCGAACTTAGACGGATTGACGACAGAACGTCCCGACATCCGAAGCCAGGTTTTAAATCAGATGTCAGCGACGCTAAGGCCCGTCAACTTTACTACGT TCTACTCTCCGGGTCAGGTATTGTGAATTGCGAAACACGTGGCATGTTAAGTCA day-old dsim w501 hours
Read # Hit |Total head male ovaries |ovaries | eggs
Ikkkdkkdkkdkkdkkdkkdkkdkkkdkkdkkdkokdkkkddkkddkkrdkkrdkrdkkrr (oo CCCCCCCCCCCCCECCCe e e e NI I ... IIIN))) e e hkk Ak kkhkhk kA kkkkhkk Ak kkkhkk Ak kkkkkkkkkkkkkkkkkkkkk*k*k**x gize Mismatch Count Norm Total body
...................................................................................................... AGATGTCAGCGACGCTARGGC « & ¢ v v e ettt et et e et et e e et e e ettt e ettt e ettt ee et eieeaeneaene. 20 1 3.00 3 3 0 0 0 0
....................................................................................................... GATGTCAGCGACGCTARGGCCC « & v v e e e e et et e e et et e et te e e e et e et e e et ee e neaeaeneeneaeneeaenas 22 0 1 1.00 1 1 0 0 0 0
........................................................................................................ ATGTCAGCGACGCTARGGCCC « &« v vt e e et et et et et ettt e e et e e e e e e te et ee et ea e 20 1 1.00 1 1 0 0 0 0
.......................................................................... O G A C AT CCGARGCCAGGTTT « « « v vt e e et et e e et e e e e et e e e e et e e e e e e e et e et e et e e e e e e e e e e e e e 221 1 1.00 1 1 0 0 0 0
...................................................................................................................................................... CGGGTCAGGTATTGTGAATT . o v vt e v eeeeeeneneneenaenan 20 0 1 1.00 1 0 0 1 0 0
....................................................................................... GCCAGGTTTTARATCAGATGT « ¢« e v ettt et et et e et et e et e et e e et et e et e e e e et e e e et e et ettt ettt e i 210 1 1.00 1 0 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|21:2946894-2947088 + ldsi 32463|CACAGCTAGA--AGAGATAAGT----- CAACA--—--—-- GAT--TGGATTTGCGC----CGATCGG----CT---TGAATCT--GCC--TAACTGCTGTCTECCAGEEC=T-=CTACEC-—~TTCEETCCAAA---ATTT-AGTCTACAGTCGCTGCCGATTCCG-GGCAGTTGARA-TG—--ATGCAA-GATGAGAG-—-GCCCA—--GTCCATAACACTTAACGCTT--TGTGCACC—-GT--——— ACAATT-CA-————-——————- GT
droSec?2|scaffold 5:1224952-1225146(dse 1854 [[CACAGCTAGA--AGAGATAAGT--—-- CAACA------- GAT--TGGATTTGCGH----CGATCGG----CT---TGAATCT--GCC--TAACTGCTGTCTECCACEEC-T--CTACEC-—-TTCCETCCAAA---ATTT-AGTCTACAGTCINCTGCGATTCCG-GGCAGTTGAAA-TG—--ATGCAA-GATGAGAG-—-GCCCA---GTCCATAACACTTAACGCTT--TGTGCACC—-GT--—~— ACAATT-CA-——--—-————-—- GT
+
|dm3 lchr21:3067709-3067903 +  |ldme 436 ||CACAGCTAGA--AGAGATAAGT----- WAACA--—---- GAT--TGGATTTGCGH----CGATCGG----AT---TGAATCT--GCC--TAACTGCTGTCTECCACEEC=T-=CTACCC-==TTCCCTCCAAA---ATTR-AGTCTACAGTCHCTGCCATTCCG-GGCAGTTGAAA-TG—--ATGCAA-GATGAGAG-—-GClCA--~GTCCATAACACTTAACGCTT--TGTGCACC—-GT--——— ACAATT-fA-—-——-——————- GT
droEre2(scaffold 4929:3115452- der 1527 |[CACAGCTAGA--AGAGAT-——-- - —————- - -EccarTlgccoly----claTcGG----r---TGAATCT--GCC--TAACTGCTGTCTECCAGEEC-T-=CTAGEC-==TTCEETCCALA---ATTT-AGTCTACAGTCGCTGCGATTCCG-GGCAGT TGAAA-[§G- -~ ATGCAA-GATGAGAG—-~-GCCCA---GTCCATEACACTTAACGCTT--TGTGCACC-GT-—-—- ACAfTTHCA-—-—-——-—-—-—- GT
3115635 +
|drovak3|[2L:3063708-3063893 + ldya 1801 |cacaccTaca--acacaT/ o ———- — - — — - —Eccarecccly----ceoarcce----r---TiaETCcT--GCC--TAACTGCTGTCTEGCACEEC-T-~CTAGCC -~ —TTHECTCCALA- -~ AT TT-AGTCTACAGTCGCTGCCGATTCCG-GGCAGT TGARAA-TG---ATGCAA-GATGAINAGNENGCCClg---GTCCATAACACT TAACGCTT--TGTGCACC-GT-———~- ACAATT-CA-—-—————-—-—- GT
droEugl|scf7180000409554:3024267- CACAGCTAINA--AGAGATARET----- CAACA-—-—---— cler--EecaTTgcilcc----fgcaTceG----fdr---TcaaTcT- -Gy - TAACTGCTGTC THCCACEIEE=T=~CTACINC -~~~ HeiCETCCAAA - — - ATTT-AGTC TAAGTCGCTGCGATTCHG-GGCAGTTCAA - 86— - - AT AR\GATGAGAG---Gccca-—-[¥XcCAT@ACACTTAACGCTT--TGTGCACC-RAT - - —- - acA T-flA-—-—-—-—-———- En
3024462 -
droBial|scf7180000302188:2122002- CACAGCTAGA--[8GAGATAAGT----- MaacaldB--ecaT--recrldTlaccl- - - -Ecarcce----r---TcfdaTclg--ccc--TaacTeeTGTCTECCACEEC TS CTACLNC === T HNEETCCALA- - - AT TT-AGTCTACEGTCECTGCCATTCCG-GECAGT TGAAA-[8G- - - ATGCAA-GABGAGAG---JAClcA- - -GTCCAAl8ACT TAACGCTT-- TGTGCACC-GT-—- -~ acafgrrfeca-------—--—-—- GT
2122202 +
droTakl|lscf7180000415438:753079- CACAC e — e — — — — — - — - ———- - Ik cLcl - - - -EcaTcGG----Ar---fdcfdaTcT--GCcCc--TAACTGCTGTCTECCACEEC g =CTeciN e === T TlEETCCALA- - - AT TT-AGTCTAEGTCGCTGCGATTCCG-GGCAGT TGAAA-[8G- - - ATGCEA-BA TGAGAG-- -[1CCCA - - - P 2. C T AACGC T T~ - TGTGCACC-GT-———- - — - — - - R -
753224 -
droElel|lscf7180000491046:1758544- CACAGHTAGA--AGAGATAAGT ----- CAACHE------- GAT--8GGATTEGEGH- - --§caTccG----fdr---TcfdgrcT--GCcc--TAACTGCG TC TRECACENC - T- ~GTAGEHC-— - TTRGETCCAAA - — - ATTT-AGTCTACAGECGCTGCGATTCRIG-GGCAGT TGAAA-[§G- -~ ATGCARMGATGA®AG---GCCCA-—-GIACCAT@ACACTTAACGCTT--TGTGCACC-GT—-—-— ACArT-CcAlg----—-—-—-—- T
1758740 +
droRhol|sc£7180000780028:158223~- CACAGCTAGA--[§GAGATAAGT-—--- CAACE------- GAT--{ceATTEcIN M- - --EcaTiGG----IAT-—-TcfgaTCcT--GCcCc--TAACTGClde TCTECCACEEC =T~ CTALRIC-—~TTIEETCCAAA - - - AT TT-AGTCTANAGTCGCTLCCAT TClG-GGCAGT TGAAA-TG—- - ATSCAA-GABGAGAG-—-GCCCA--—I AT CCAT@ACACTTAACGCTT--TGTGCACC-GT--—-— ACAETT-CA-—--—-————-—- GT
158417 +
droFicl|scf7180000453924:1051725- CACAGCTAGA--AGAGATA[cH--—-- - - — - GAT--SceATTEG cEgNiccATCOE----CT---[gclgaTCcT--GCC--TAACTGCG TC TECCACEEEe==CTACINC == =T TlEETCC A A - - - ATTT-AGC TACEEECGCTINCGATTCCE-CGCAGTTGAAA-[§6- - -ATldCAE- cATGEGAGH-cccca- - -[NeccliT@ACACTTAACGC T T- - TGTGCACC-GT - - - - - PN IS G TAGT TCAGTACAE
1051931 +
droKikl|lscf7180000302246:274520- CECAC - I — — - — - — - - I - - - - e~ — - -~ — ————— - EC - -A2AcTcCTGTCTECCACECET==C e\ e === T[6ETCCALA - - -JT T AGTCTACAGTCGCTGCCATTCCE-GGCAGT TCA G- Bl n TG Clle - R — — i~ — — R TeCACT TAACGC TTETGTGCACC - XgXg A g ldTT-cA- - - - - - - - - - - —- GT
274657 +
droAna3|lscaffold 12916:9588076- dan 4042 |[CACAGCTEREA--ACK e~~~ — = = — — - I - - - -WGARCEc - - — -l - - - TATCT--EcciBiTAACTGCTGTCTECCACIN I~ ~CTeciNC —~ —[ehRiCCTCCALA - - - TRT-HGTCTACACEICENC TGCCGATTCCG-GGCAGT TGARAGTG - - - AT A A - ARG N - - -[fcccALNNNXTAC AT/ Cc Afe TRECGC TT-- TGTGCACC-Glg-—-—- ACH - ———————————- - -
9588233 -
droBipl|scf7180000396580:1442851- CACAGC THRNA - - AG e — — — - - —---- - D — - ~EGATCEG- - - - CI- - TR T C T - -ScciMiTAAC TGl TC TECCACHCHdT == CHecNC == =[G TCCAn A - - - BT TR-HGTCTACAGECGCTGCGATTCCEEGGCAGT TCEAAET G- - - ALNACHA - WA RGENE - - -Bciical)- -ArcaTEa caferReceecTT-- T TGCACC-GlY-—- - - NG - — - - - -]
1443009 +
dp5 Unknown singleton 3046:27-ldps 31 cacaGCafdn--ARAGATAALNY- - - — - Clin - TS G A T - - SGGA T - - - - - - - - LTSy T~ 2 - - Bl - - TAAC TGC8GTC TRCCACECH T == CHee N \\GETCCA A A - - - AT TT@AGTC TACAGLNCGCTGCGATTCCG-GGCAGT TGA -G - - - AT - DG EG AN - -Bcicey- -Hri¥\a T cacTTAAc T - - TeTeCcAC)-GIY- - -[iacAErR-BA-—-—--———-—-- GT
210 +
droPer2|lscaffold 1:8612772-8612955(dpe 229 [cACAGCAEA--AAGATAANY- - — - -l R - I IeCA T- -HGCA T — — -~ - — - i Ty L A - - Bl - - TaACTGCEc TC TECCACEECHT==CTleci eI\ \6ETCCArA - - ATTTAGTC TACAGINCGCTGCEATTCCG-GGCAGT TG AR -G - — - A T mmCEeCAM- - - B\l - -Hri A teacacTTarccTi}--TeTocAaciY- Y- - -[Eiacalgrl-BAr-—-—-—-—-—--—- GT
droWil2|scf2 1100000004945:407277-(dwi 5419 ([cACAGHTANAINSINICATARINT - - - -Scifslc 2 -ENENEA T - - TENGATINTERNGH - - - - A TERTel- - — - CI\- - -[eifela T Clg- - IRl - - TAAfiT GCldo TC TECCACC ST ERIC TALN YT NN I NCCTCC A A AN - ALV T - e il T A A RSl C TG C AT TG -GG C AT TG A A - - - - i R — -~ ~ — e  E\C A Chy— - -—-- R - - — === == =—=—=~- -]
407435 +
drovir3|scaffold 12963:14467456- (dvi 24646/ ppieiie — I — — - — BrACA--—---- - - - iyele ¥\ LXe TS T X VXe (oL A T Gl i - - [e - - TaACTGCcTC TECCAL NSl == C e SN IV NNGETCCA A A - - - AT T- AR T CloA C A/ G T GCGA T TG -GGCAGT TC A P - - i e - - - - - D Tt~ C TR AR T T - - TRTGeACGT-—- - - ARG -l - - ———- NGt
14467610 -
droMoj3|lscaffold 6500:15423873- dmo 3155 |[ArRRRiCEaa - - ASAEA TiIITXTNNelC A A ClE- IR EETEC A TIN G AENNNG C - - - - ISR ECENG - - - - Cal- - -[EclenehYeleilehEy - - TAACTGCG TC TRECACRICHT =~ CHeci e elL\GETCC A A - — - AIXET - ALYl Cc A[NGCTGCGATTCCG-GGCAGT TGAE- 80— - - ARGCA A - TR A - — - - — — e — ~ i — .~ — - — - —— === ——=———~- - -
15424035 -
droGri2|lscaffold 15252:2029221- dar 469 |WACAIRYTEGA--AMAGAEARNT - ———- CAfjcA--—-—-- TINABEV - - - - i\ - - €TATATSAINNSTATATAANCTRINACI- AjlSENE A TRELV-YNSINele Clelfeli [elelcElelele cliEeliGEles Al cccAEhis NN C A n A Gl Tle CleCENSEAT GIS T8 G e[eles N lile T/ A el Nl A [N - B - - B — - — - B — — - — - — B Cr[eJ el - - - - - - - - - [ - ASILIEE C Al T(ONe - - - - ———————————— -
2029382 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:2946894-2947088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:2946894-2947088
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415438:753079-753224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:1758544-1758740
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780028:158223-158417
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453924:1051725-1051931
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302246:274520-274657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:9588076-9588233
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4042.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396580:1442851-1443009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_3046:27-210
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_31.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:8612772-8612955
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_229.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004945:407277-407435
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14467456-14467610
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24646.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:15423873-15424035
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3155.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:2029221-2029382
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_469.html
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Predicted structure
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Genomic Position
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Show Alternate Folds H
Flybase annnotation
intron [3r 17828532 17828607 +]; CDS [3r 17828608 17828843 +]; CDS [3r 17828181 17828531 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR618934
M023 M025 M024
TGCCACGCTCCAGCTGGACGACTATAATGTGCAGGCACTGACGCCACAGAGTAAGTAAACAAGGGGATAGATCAGCACAGGGGGTACTTAATGCTCTACCGATCTTTCTTCTCCAACGACTTGCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC dsim w501
Read # Hit |Total head embryo ovaries |male
e 3k ok e ok e ok e ok ok ok ok ok ok ok ok ke ok e ok ok ke ok sk ke ke sk ke ke ke ok ((((((.. ... T e D D I D D ) MDY I e )))))) . Kkkdkkkkkkdkkhkkkkkkdkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total body
........................................................................................................ TTTCTTCTCCAACGACTTGCAG « « e e v e e ettt te e et et et ee e ea e eeneeneeneen. 22 0 1 5.00 5 4 1 0 0
........................................................................................................ TTTCTTCTCCAACGACTTGCA . « « et et eee et e e e e ta e eaenenaeaeneaaenennenena2l 0 1 5.00 5 5 0 0 0
........................................................................................................ TTTCTTCTCCAACGACTTGC ¢« ¢ v e et et e te e et te e et ee e ee e eaeeaeeneeneeneen. 20 0 1 5.00 5 5 0 0 0
...................................................................................................... TCTTTCTTCTCCAACGACTTGC « « + e v e e e eeeeeeee e aeeeneenaenaenaenaenaenaenae 22 O 1 4.00 4 4 0 0 0
....................................................................................................... CTTTCTTCTCCAACGACTTG . « v e e e e et e te e et e et e e et ee et eeaeneaenenaenea. 21 0 1 3.00 3 3 0 0 0
.................... NNV N e T oF el eT o XoZi e T - X0 B ¢ 1 1.00 1 1 0 0 0
....................................................................................................... CTTTCTTCTCCAACGACT TG . « v vt ettt ettt et ettt et ettt e e 201 1 1.00 1 1 0 0 0
................... GACTATAATGTGCAGGCACTGA « &+ ¢« e e e e e e 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 e e et e e e e e e e e e e e e e e e e e e eae e e eeeneaeeneeneeneeneenaenaennenaenaea.22 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
SRR553488 SRR553487 SRR553485 SRR553486
SRR618934
RT 0-2 M024 NRT 0-2 |Chicharo_ 3 Makindu_ 3
ACGGTGCGAGGTCGACCTGCTGATATTACACGTCCGTGACTGCGGTGTCTCATTCATTTGT TCCCCTATCTAGTCGTGTCCCCCATGAATTACGAGATGGCTAGAAAGAAGAGGTTGCTGAACGTCCGGTGGTGAGGTGGCACAAGTTATGGTACAGGTTGCAAGTCCAGCCGCCG hours dsim w501 hours day-old  day-old
Read # Hit Total eggs ovaries male eggs ovaries ovaries
de ke ok ok e ok ke ok e ok ek ko e ok ek ke ke ok ko ke ke sk k kel ok ((((((.. ... T T D D I D D ) MDY I e )))))) . Kkkkkkkkkkkkhkkhkkkkkhkkkkkkkkkhkkkkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total body
...................................................................................... - ole) N7 el i PR S 2 0.50 1 1 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[3r:17828482-17828657 + ldsi 4550|TGCCACGCTCCAGCTGGACGACTATAATGTGCAGGCACTGACGCCACAGAGTAAGTAAACAAG-—————————————~- GGGATAGATCAGCA-CAGGGG———=--—-————-——— GT-ACTTAATGC----—-—--- T-CTA----CCGATCTTTCTTCT---CC———-- AA-—-——-—————- C—=G--——————————- AC--TTGCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC]
droSec2|scaffold 0:18659430- TGCCACGCTCCAGCTGGACGACTATAATGTGCAGGCACTGACGCCACAGAGTAAGTAAACAAG-——~——————-———- GGGATAGATCAGCA-CAGGGG—-—=--—-—=-—=--—-— GT-ACHTAATGC------—--- T-CTA----CCGATCETTCTTCT===CC===== AR-—-——-—-——-- C—=G--—-—=-—————- [€C-=TTGCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC
18659605 +
|dm3 lchr3r:18305126-18305301 + || |TeccaceeTccaReTGGACGACTAAATGTGCAGGCACTGACGCCACAGAGTAAGTAAACAAG -~~~ ——————————~— GGGATAGATCAGCA-CAGGGG-----------———~— GT-AWETAATGC-——————-—- T-CTA----CCGACITTCTTCT---CC-—--- AR----———————- C-=G-———————————- AC--TTGCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC]
droEre2|scaffold 4820:9772219- TGCCACGCTCCAGCTGGACGACTARAATGTGCAGGCACTGACGCCIECAGAGTAAGT Al CdG-—----—--———-—- GGGATAGATCAGClE-CAGGGG—-—--—-—-——-——— GT-ACHTAATGC------—--- T-CTA----CCGATCITTCT-==-CC—=—=- AA-—-——-————-- B--G-—--—--——————- AC--TTHCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC
9772390 -
ldrovak3|[3R:19150546-19150721 + | |TeccaceeTccaceTGGACGACTAAATGTGCAGGCACTGACGCCACAGAGTAAGTABACAAG-—— -~ —————————- GGGATAGHTCAGCE-CAGGGG--~---—---—---- GT-ACETAATGC---—--——~- T-CTA----CCGATC| T TCTI{ICC-———AA-———————————- T — AC--TTHCAGGCCACCACTCCACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC]
droEugl|lscf7180000409768:428647— TccacceTicallcTceaccacTadaarcTiicaceecacTeaccecfgcacacTarc TS AWARG- - - - - - - - - - - ———- GGGATACHehEsEA - NdcceG----—--—-—-————- crilac@raaTiic---—-—---- T-CTh--—-lCCAT R T TCT—- —ffe-—-—- N C—-G-———————————- AC--TTGCAGGCCANCANTCEACCGTGTTCAATACCATGTCRAANGT TCAGGTCGGCGGC
428819 +
droBialllscf7180000302402:5425651- eccilaccetldcaceTeeaccacTaaaTeTocaGGClgcTACGCCldcacaGTAAG TEEACERCEde-------- - REIACENE A Bn cllelchiccly-edecee-- - - - - - - - - - ———- GT-ACTTAAR{C-—-—-—-—-- Tlgc Th- - - -BCGATC T TCT———fic———— (- - ————-————- C—---— ec--TlE8cCAGGCCANCACTCEACCGTGTTCAATACCATGTCCAACGT TCAGGTCGGCGGC
5425828 -
droTakl|lscf7180000415711:718929- ®GCEACGCTCCAGCTGGACGACTABAATGTGCAGGCACTMACGCClgCAGAGTAAGT e ARG - —-—-—-——————- GGGATAGHTEEYSCH-¥Ncco-EINde--—---—-- cT-fEcEranTiitlel-—------ T-CTR--—-CCRA Tl T TR T — - —Chi§-———- AA-—-—-———————- C— - Afy--TTHCAGGCCACCACTCEACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC
719106 -
droElel|lscf7180000491280:4472480- TGCCACGCTCCAGCTGGACGACTAMAATGTGCAGGCACTEACGCCECAGAGTAAGT/HE I - -—-—-—-————— -~ GGGATECEAlC AMNAGGGG-- - - - - - - - - - - — - GT-AETAATGE-—-—-—-—-- - AT — - -fCGAT T TCT-——fc— === AA-—-—-—-—————- C—=G-—=—————————- ACHITTGCAGGCCACCANTCEACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC
4472653 -
droRhol|lscf7180000779677:159161— TGCCACGCTCCAGCTGGACGACTAMAATGTGCAGGCACTEACGCCECAGAGTAAGT/EgeEaeG-------———~- e GGoATECET - a——
159237 +
droFicl|lscf7180000454106:1450357- GCCACGCTCCAGCTGGACGACTAEAAGTGCAGGCCTACGCCCAGAGTAAGTAEAHG ——————————————— GGGATAGHTCHecCE-cdcce------—--—-———-- GT-[eyeTAAEGE - - - —-—-—-- T-CTl--—-CCGAE R TCT---CC-—=—- AA-—-—-———————- C—-f&-—-— - ECI8T TGCAGGCCACCACTCEACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC
1450528 +
droKikl|lsc£f7180000302706:1529689- TGCCACIICTCCAGCTGGARGACTAAATGTGCAGGCCcTGACGCClgCcAGAGTAAG T/ A - —— - — - ——————— -~ ceealrermAAldcldccee--- - - - - - - - - - -- BT-AETAATGC--—-——-—-—- lehiT(e- —- - CCOATCRmMT TCT-——fle--—-- E----—-—-—--- C--G-—-—----- [geAC-—TTGCAGGCCACCACTCIACCGTGTTCAATACCATGTCCAACGTECAGGTCGGCGGC
1529859 +
droAna3|lscaffold 12911:5346000- TGCCACGCT[ECAGCTGGARNGACTARAASGTHCAGGCECcTGACGCCECAGAGTAAGT/HE - —— -~ —————————- GGCATE M TIecciiclccee----—- - - - - - ————- Br-EfedraaTGe--—-—-—-—- G CCTTENET - - - -[icT-EEE - -EEEEE B----—-—-—-—- BB g oAb - [ CAGGCCACCACTCACCGTGTTCAATACCATGTCCAANGT TCAGGTCGGCGGC
5346175 +
droBipl|lscf7180000396583:494745- TGCCACGCT[ECAGCTGGACGACTARAAGTICAGGCACTGACGCClgCAGAGTAAGT/HE A -~~~ —————————- GGGATHeTIecCiicccee----—-—-——————- iAr-EfedraaTGC--—-—-—-—- i GIATCCTTEACT - - - -ficT - Rt - EEEEE B--—-—-—-—-—- BBl ifelab]- - \CAGGCCACCACTCIEACCGTGTTCAATACCATGTCCAACGTTCAGGTCGGCGGC
494920 -
dp5 |2:13774957-13775147 - | [BcccacicrccacctlicaccacraiaaTerecacecacreachc cBCAGAGTAAGT/HEA Ee - HEEIT VNS BT R IeXs A TN T CRENNE - MAGGRG- - ——————————-—- ife-AcATAATEN - - ———————- T- -~ — —[ECCAT i T & - —ffe-—-—- =B T G AT TCTGA T T Ap--rrlicacGeccaccaTcEacceTlTTeaATACCATGTCCAANGTECARGTCGGCGGC]|
droPer2|scaffold 0:6671758-6671816 GCCACCTCCAGCTGACGACTAEAATGTGCAGGCACTGACCCCAGAGTAAGTA= ——————————————— - [ --f--—---—---]
+
droWil2|scf2 1100000004902:2779604- TGecacicTccaceTeerlGacTAAATGTCAGGCTGACRCClgcAGAGTAAGE YA LN I - — - ——-————-—- - - TR C T - T T T NE 2 € 2 R AJTINARA GINI T CEEEEEEEE T- e AT CT— - - IR NNy - - — - ————- C—-B--— AI--TTRCAGGCCARCARTCEACHG THT TRAAACCATG TCCA AR TRC ARG TG GC GGl
2779769 +
drovir3|lscaffold 12822:647243~ eccilaccerecaceTeeaccacTaAAATG T CAGGCEcTlACGCClgcacgcTAAG T A R — - —— — - ————————— --—-——-————— B -[eeacTTCTCTTCTTAGATCHCING - [iGINiA A REEEEE e - - - — -G C T - — e - - ——- AA--—-———-—-—- AR CTCTATREE Bc--"gXcacelcaccacTcgaccGTTTCAATACCATGTCEAAAT TCAGGTEGGCGGC
647409 -
droMo7j3|scaffold 6540:33301896- cccaccTccaceTeoaccacTAAABGTGCAGRCHCTGACGCClECAGEGTEA bl — ———————————-— —-A-------—-—-F- - AAC/eEGTAGCCAGTCGAAGTHNCINSMNVAC T ATEEEEEEEt T- - —— ~ R AT CT == —Cjy~—==- AA-—-——-————-- A TCTGT R e - -TlEccacEccaiicafirccacleTdrTecandaccarerclgaaclrrealleTiicGecae
33302059 -
droGri2|lscaffold 15074:3140594- TGCRACGCTCCAGCTGGACGACTATAATGTGCAGGCACTEACcCEcacEcTAAC RS A RAG———-— - ————————- A T AL T i e~~~ ———————————- - -B-TCISNICOEE CATAATAA IR - - - B - - - - G- - - - AlIAIEEE TSR GCTGTTACTGTTATTGTTTCTGT R By -TlecaccecaccearcilaceeTerTcan@accaTeTccAA@ATC ARG TldcGCcaae
3140767 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:17828482-17828657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:17828482-17828657
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_4550.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18659430-18659605
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:18305126-18305301
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:9772219-9772390
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:19150546-19150721
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409768:428647-428819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5425651-5425828
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415711:718929-719106
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:4472480-4472653
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779677:159161-159237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:1450357-1450528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302706:1529689-1529859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:5346000-5346175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396583:494745-494920
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:13774957-13775147
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:6671758-6671816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:2779604-2779769
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:647243-647409
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:33301896-33302059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:3140594-3140767
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dsi_15031:4094405-4094469 - || candidate | Canonical miRNA | intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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4094500 4094450 4094400 4094350 o | I I I | I | | |
Genomic Position 20 21 22 23 24 25 26 27 28 | | ! !
Size Condition 4094500 4094450 4094400 4094350
Genomic Position
Hairpin partition -#- Sense - Antisense Mature
Hairpin partition Mature
dsi_150_annot [-27.4]
Show Alternate Folds H
Flybase annnotation
intron [31_4094133_4094770_-]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
SRR553485 SRR553487 SRR553488 SRR553486
SRR618934 M053
M023 M025 Chicharo 3 M024 NRT 0-2 RT_0-2  Makindu 3 GSM343915 0002 0001 SRR902009
AAGCCAAAAGTGTCTGCCCCCTAGAAATGGGGGATATATGTATTTCGAGTTCCCCGATTCCGAACCGGAGTTTTGAGT TTATAAATAAGTTCCAGTCGGAAAAGTCGGAGGAACAAGAGAGGGAAACATACATTATTTTCACGTACTTCTCTCTGCCTCTCTCGC day-old hours hours day-old dsim w501 female
Read # Hit |Total head embryo ovaries male eggs eggs ovaries embryo Head ovaries |body Testis testis
AR L N A A N N N N N N NI I I I L)) e ))))) kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x** gjze Mismatch Count Norm Total body
......................................................................................... TTCCAGTCGGAARAGTCGGAGGARC . & ¢ e v vt et et ettt e e e ettt taeneneaenenenan. 25 0 1 39.00 39 8 17 5 5 1 1 2 0 0 0 0 0 0
......................................................................................... TTCCAGTCGGARRAGTCGGAGGA : « ¢ o e v e et e teeaea e e e tacaeneneeneaeaeneneeneaeaenanas23 0 1 38.00 38 7 10 10 2 5 0 2 1 1 0 0 0 0
......................................................................................... TTCCAGTCGGARRAGTCGGAGG + « + v e e e et et et et e e e ettt e e e e et tetaaaneannenenaa. 22 0 1 21.00 21 5 3 4 1 1 4 0 0 1 0 0 1 1
......................................................................................... TTCCAGTCGGAARAGTCGGAG . + ¢ e v e e e e et eteee e e e et e taeeeaeneeeeaeaeaeneneennanaaa 2l 0 1 19.00 19 8 1 1 2 0 4 1 1 1 0 0 0 0
......................................................................................... TTCCAGTCGGAARAGTCGGAGGAACK . -« ot ittt ittt i it e ettt e e e 261 1 10.00 10 3 5 1 1 0 0 0 0 0 0 0 0 0
......................................................................................... TTCCAGTCGGAARAGTCGGA . ¢« ¢ et e e et e e e tete e e eaeaeeeaeeeeneaeaeaeaeeneneneaeaeae20 0 1 8.00 8 6 0 0 1 0 0 1 0 0 0 0 0 0
......................................................................................... TTCCAGTCGGAARAGTCGGAGGAR . « « v v e et et et ettt e e e te et ee e eaeaeaeeneneneneae. 24 0 1 5.00 5 1 1 0 0 1 0 0 0 0 2 0 0 0
......................................................................................... TTCCAGTCGGAARAGTCGGAGGAM. . . . .o i i i i i it e e e eeeeee 241 1 4.00 4 0 1 0 3 0 0 0 0 0 0 0 0 0
........................................................................................ GTTCCAGTCGGARAAGTCGEGAG . « « ¢+ v e et e e s easaemaeeensasaenaceensaroenaenansanaas22 [0 1 2.00 2 1 0 0 0 0 0 0 0 0 1 0 0 0
......................................................................................................................................... TTCACGTACTTCTCTCTGCCT....... 21 0 1 2.00 2 0 1 0 1 0 0 0 0 0 0 0 0 0
........................................................................................ GTTCCAGTCGGAARAGTCGGAGGAR . « . e e e et et et e et e e et e et et ettt eeaaeaeaeaeeeaa 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
................................................................................ ATARATAAGTTCCAGTCGGA : & ¢ et et et e e e e et et et e e et et e e ettt e ettt et e e 20 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
........................................................................ TTGAGT TTATAAATAAGTTCCAGTCGGA . & ¢ v e et et e e e e et e te e e e e eaeaeeeaeeaeaeaeaeaeeeeneneaeaeaeenenana. 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
......................................................................................... TTCCAGTCGGAAAAGTCGGAGGARR. . . o i i it e ettt et e e eeeee. 25 1 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
............................................................................................ CAGTCGGAARAGTCGGAGGAR . « ¢ et vt e et et e ee e e e aeneaeaeaeeneneneaeaenannenaaea 2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
......................................................................................... TTCCAGTCGGAARAGTCGGAR . « ¢ vt vt ettt e et ettt et ettt et ettt e e eeene. 201 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................. CATTATTTTCACGTACTTCT .« evveuenen.n.. 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
........................................................................................ ehilieley-Nelioleled V.YV Ve, o cle] - RN 25 R 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
....................................................................................... AGTTCCAGTCGGAARAGTCGGAGGARACA . « e vt et et et e eaee e e eaeaeaeaeaeeneneneaeaeanaa. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488
SRR618934
M025 SRR902009 RT_0-2  M024 GSM343915
TTCGGTTTTCACAGACGGGGGATCTTTACCCCCTATATACATAAAGCTCAAGGGGCTAAGGCTTGGCCTCAAAACTCAAATATTTATTCAAGGTCAGCCTTTTCAGCCTCCTTGTTCTCTCCCTTTGTATGTAATAAAAGTGCATGAAGAGAGACGGAGAGAGCG dsim w501 hours
Read # Hit |Total embryo|/ovaries testis eggs male embryo
AR e N A A I N N N N N NI I )M )Y e ))))) kkhkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*x** gjze Mismatch Count Norm Total body
e ele i e Xoy NeTNoTcleT el e c).NPu NP 20 0 1 1.00 1 0 0 1 0 0 0
........................................................................................ CAAGGTCAGCCTTTTCAGCC . ¢« v v e e e e e ee e e e et aeaeaeeeeneneaeaeaeeeeneneneaeaeaeaaa20 0 1 1.00 1 1 0 0 0 0 0
.................................................... eleleloh V- YeleT ol el elol ot o\ PP A N 0 1 1.00 1 0 1 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|31:4094355-4094519 - ldsi_ 150 |lAAGCCAA---AAGTGTCTGCCCCC-TAG-AAATGGGGG-ATA-TAT———————————-—-— GT-——-ATTTCGAGT T=———————— === ———————— CC-——m——————————- CCGATTCCG--AACCGGAGTTTTGAGT TTATAAATAAGTT—————————-———"- CCAGTC-GG-AAAA---—-—- GTCGGAGGAAC-AA--GAGAGGG-AAACATACATTATTTTCAC——————-—-——— GTACTTCTCTCTG=CCTC——TC T — = == == = = = — = — = = = = = = o o cGe|
droSec2|scaffold 2:4126552-4126718 ||[dse 1840|[AAGCCAA---AAGTGTCTGCCCCC-TAG-AAATGGGGG-ATA-TAT--—-————————-— GT-—-ATTTCGAGT T-—————————— === —— = —— o CC-——m—mmmmm - CCGATTCCG--AACCGGAGTTTTGAGT TTATAAATAAGTET—————————-—-—- cCAGEc-GG-AARA--——-—- GTCGGAGGAAC-AAINGAGAGGG-AAACATACATTATTTTCAC——————-————— GTACTTCTCTCT G-y T C -~ T T~ =~ == = ==~ =~ — — — —— oo o o = CGC
|dm3 lchr31:4134045-4134211 - ldme 412 |lAAGCCAR---AAGTGTCTGCCCCC-TAG-AAATGGGGG-ATA-TAT———————————-—- GT==-ATTTCGAGTT============—= === === ——————————— 7 —— CCGATTCCG--AACCGGAGTTTTGAGTTTATAAATAAGET-—=——————~~——- CCAGTC-GG-AAAA--——=-—- GTCGIPYGGAAC-AATAGAGAGGG-AAACATACATTATTTTCHC -~~~ ——---~—~~ GTACTTCTCRCTG-JCTC -~ T T~ == === — = mm o oo caGcl
droEre2|scaffold 4784:6843077- der 1517||[AAGCCAA---AAGTGTCTGCCCCC-TAG-AAATGGGGGEATA-TAT--—-—————————- GT-——-ATTTCGAGT T———————————————————— CC-——m——————————- CCGATTCCG--AACEGGAGTTTTGAGT TTATAAATAAGTT—————————-———- CCAGTC-GG-AAAA-—--—-—- GTCGGAGGAAC-ANEGAGAGGI-AAACATACATTATTTTCC— - ——-—-————— GTACTTCTCTCT G—fyC T C—— T T — =~ = === — = — - —m—m oo - CGC
6843244 -
ldrovak3|30:4705301-4705469 - ldva_1792|aAAGCCAR---AAGTGTCTGCCCCC-TAG-AAATGGCHGEATA-TAT-—————————————- GT—=-ATTTCGAGTT========—= === === === —— = — T fCCGATTCCG--AACCGGAGTTTTGAGT TTATARAATAAGTT -~ =~ ——————-——= CCAGTC-GG-AAAA--——--— GTCGCHGGAAC-AAJEGAGAGGG-AAACATACATTATTTTCEC-——————-———~- GTACTTCTCTCTG—JCTC - =TT~ === == = = = = = = =~ — = cGe|
droEugl|lscf7180000409466:1901004- AAGCCA---AAGTGTCTGCCCCC-T®G-AAATGGGHGEARNA - ThT[elelek elelelek JelelelepiG T - — ~ 8T T TCGEG T T-— - — - = — === === ——— oo CC-————m———————— [BCCGATTCCG--AMCCGGAGTTTTGAGTTTATAAATAAGTT————————————-— CCAGTC-fJG-AAAA-—-—-—- R AGGAAE- A AFNCAGAINGG-AAACATACATTATTTTCMEC— - — - - - —————— GT AT TRT CTCT G~ fgC — — T C T == = = = = = = = = = = = — =~ = = o o o CGC
1901181 -
droBial|scf7180000302428:833729- AAGCCA---AAGTGTCTgcccCC-T@N-AAATGGGHGEA T - - - ———-———-—-—- B- - - ATTTCGAGT T————=————— === ————————m CC-————————————— BccoATTIEG--AlCCGGAGTTTTGAGTTTATAAATAAGTT————=———————-~— cCAGTC[Ric-ANEAIINNIS\cEc\caARcaAlEc-Erdecacacec-algacatgclgrTaTTTTClc- - - - - - - - - GT AT TESICT CT G~ ffC — — T C T — = = = = = = = = — = = = = =~ = = = o o o o - CGC
833895 -
droTakl|lscf7180000415778:22383~ AAGCCAg---AAGTGTCTccccC-TG-AAATGGGHCEATH - - —-—-—-—-—-—- B- - - ATTTCGAGT T——————————————————————— CC-mmmm—mm - [BCCGATTHCG--AMCCGGAGTTTTGAGTTTATAAATAAGTT- -~~~ -[¢--—-—- bccaGTC-EoEn - —-—--- - - -[EcaTNATH - - BEIel - -[EAARING - - - - [NGIN - - - Illie - PR GT AT TI8IC T C L C T C— — T T — = — = === == = — - — o m oo o cGC
22529 +
droElel|lscf7180000491249:4988011- it~ — — G T CTGCCCCC- T -AAATGGCHCHA T - —————-—-—-—-- - --ErTTCoyTT-—- - CC-mmmmmmm - BCCOAT - — M CGGAGTTTTGAGTTTATAAATAAGTT————————————-— CCAGTC-fG-Anf------- i LA AP - A A[I8G AGARNGG- AAACATACA TR T TTCC-—-—-—————-- I T e A e T - - e e e CGC
4988143 -
droRhol|lscf7180000779198:19085- i~ — G T CTGCCCCC-TiRe8-AAATGGCHCEA T ——-——-—-—-—-- E---ErrrccEger-----—- - - - CC-mmmm—mm - (S Ci G~ — AlC CGGAGTTTTGAGT T TATAAATAAGTT————————————-- CCAGTC-RiG-A/h-—-—-—- i LA AR A A/ NG AGARNGG-AAACATACA TR T TTCC-—-—-—————-- T AT TCTC T T G- g~ = T T — = = = = = = — - —m m oo o - cGC
19216 +
droFicl|lscf7180000454113:1363566- anGRcAE---aacTGTCTGCCCCC-TEGRAAARGGGHCEARAMRAT - - — - — - ——— - ———- — R — — - — - — — [ e e CC-mmmm—mm o CllCHMTCCG--ABICGGAGTTTTGAGT T TATAAATAAGTT————————————-~— CCAGTC-RiG-Alh-—-—-—- A AC - AEINGAGARNGG-AAACATACA TR T TTCC-—-—-—————-- T AR T TCTCTC TRy — = T C T = — = = = = = = — = = = — =~ = — o o o o~ CGC
1363707 -
droKik1|[scf7180000302383:514852— AACHEEE- - -AAGTGTCTGCCCCCETEG-AAATGCCIN A RS R T/elee - — - - T GCC G Tl G T € G e C R T CC-————————————— EccilaBTccoYleic CGGAGTTTTGAGTTTATAAATAAGTET— -~~~ GRGTGTC TN TR CECI G CI oA cEaE e dedcAGAGGE-ArACRACA T T T TCIC — - — - — - — - = ——— Ot — LB C — = T/ C T = = = = = = = = = = = = = — = = = o CGC
515013 -
droAna3|scaffold 13337:14554333— [V - — - BN - lehlec/slileclela G - Bl - CRGGIXielele ale Al - IAT - THiTcAREEEE T GCCG T e Gl C T € T e e e CC-————————————— C Ci - — AACCCRAG TR TTGAGTTTATAAATAAGT/g- -~ -—~ CEATGTTTHOING - -F- - - - - EEEEEE ——————————-B- BTN A A BV - - - - IXI M- - - e CGTCCGACGTCGTCleilCGCCGINE G e T 6 G R e T T CGC
14554483 -
droBipl|lscf7180000396641:755046- CINETRGGREE - — - - - - - - —-———-B- - B -[N¥eleleaEalY- AT - TiiTcAREEEE T GCCG T Gl C T T e e CC-m—mm—mm—mm - R - — AACCGAGTRTTGAGTTTATAAATAAGT/g- -~~~ CEATGTTTHOING - -F- - - - - EEEEEE ——————————-B- BTN A ARV - - - - [XI M- - - e CGTCCGACGTCCCClHilCGACGINE G IR T T G G G T T cGC
755186 +
BB |xR_groups:8300080-8300287 - |22 - - - G TR TcCccccc -e- AlATce R RA TR TR - - ——— TCCCGT/CHIS CItC T2 - - - - | —— TGTGCTTGTTGTGCC T T T ] —— CC-mmmmm - BccArgccclSAACCGGAGTTTGAGT TTATARATAAGTT -~~~ —~ CEATGTTTRON: - - - - - - - BE—— N B __ [ BT - - - -[NCTX - - [T C 7] ——— ----—————---[eR- -[§rccflilcccaccGCCGCCGCTGCTGCTGCTGCTGCTGATGTCGCTCTGCCTCTGCCATCGTAGTCGTES
ldroper2|scaffold 40:490636-490843 -| 22 - - - EEcTcRHTcccccc -ie- AlaTceclc R TR T - - - — - TCCCGTICAISCIIC T2 - - - — [ TGTGCTTGTTGTGCC T T T] i —— G — BccRaNgccelSAACCCGAGTTTGAGT TTATAAATAAGTET -~~~ —~ CEBATGTTTOUN: - -E- - - - - B B ___[fen BT - - — -[NGTXi- — [T C T ——— ---———————--[ERl8- -[§rccfdliicccaccGCCGCCGCTGCTGCTGCTGCTGCTGATGTCGCTCTGCCTCTGCCATCGTAGTCGTHES
droWil2|lscf2 1100000004762:4227419- AT A - - - A A G T e~ e — E — E— — —— = =======— R — — - — - — — — B---------—-—--- B - €22 CCGGAGTRT TGAGTTTATAAATAAGT T-————= CEATGTTTHOINE - - B - -F- - -EEEEEEs B — o - — G G- 2 A AP C AT TAT TT TCldg-— - —-—-——-—- HrEcTEcTETC /- EhmC - - T8 —— — =~ =~ = ———mmmmm - Tl
4227509 -
drovir3|scaffold 13049:1988826- AAGCCATNYEAAGTCTHT G- THS- ARA T GG GG A RANERNT - e - — - - ccccGTEGT T TN NeldiiCC TRGC TATGTGCT TGT TG TRRET TTGCCCCCGCTAATTC[ecccAacCAACCCTCTCTRAN- AaeT CIYNSISIler N LR Lel-Neti - WNUNNNINNA A LB T CGTTCAAAGTTT[E - - - -F- -5 - - - - EEEEEe e o - ~ A GAGG-AAACHEEE TR T T T Cl-———-—-——-—- - — - - - - - - G le e C G C R e ccly
1989022 -
droMoj3|lscaffold 6654:1847069- [VNe - - - -EERYNelleli Tilele T T - - B - - cCRATINelele /el -IAT - T-EccEEEEE ccccGT@NGT T TGRS AINEIINCC T TACAGTGTGGCTGT TGTREEIT TTGCCAGCGCTAAA T Cll o c- - - - - -[eTEE TN N LR NI NI\ - [NV NINNA A liT TCGTTCAAAGT TTHONE - - B - - - - EEEEEEE ——————————-F- B - - -[eralVY- - - - [XINi - - - T G - B CCleiiCACCTCAGC/ERe A G C 2 G e cc;_‘
1847251 +
Generated: 09/08/2015 at 08:03 PM
PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 1
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 5


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:4094355-4094519
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:4094355-4094519
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_150.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:4126552-4126718
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1840.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:4134045-4134211
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_412.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:6843077-6843244
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1517.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:4705301-4705469
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1792.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:1901004-1901181
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:833729-833895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415778:22383-22529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:4988011-4988143
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779198:19085-19216
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:1363566-1363707
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302383:514852-515013
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:14554333-14554483
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396641:755046-755186
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8300080-8300287
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:490636-490843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:4227419-4227509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:1988826-1989022
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:1847069-1847251

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}

dsi 112 3r:4169112-4169167 - |candidate | Canonical miRNA |intergenic

Legend: mature Star [ATTPY SR ATST, mismatch inread

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds‘
Sense Strand Reads
hide 3p reads‘ show mid mismatch reads H
SRR553485 |SRR553486 SRR553487
SRR618934 M053
M023 M024 M025 Chicharo_3 Makindu_3 NRT_0-2 0001 SRR902008
CAGCTTAGCTCCACGGACGCCATAAGTATTGGCCCATGATCATTCCGGCTGTCCAATGGAATCTGTGGCATTTGATTCTCCACATGCCGTTGATTGTTTGGACGGTTCGATAAGTCATGGAGATCTTTATCGCTGTAGGCGATAAACGTACGGCAT day-old day-old hours dsim w501 female
Read # Hit |Total head male embryo ovaries ovaries eggs Testis |ovaries |body |ovaries
***********************************(((((_._ (( ((((((((((.. (((( ((((((. (( ______ )) )))))) .)))) )))))))))) )) '_')))))._.*********************************** size Mismatch Count Norm |[Total body
.................................................................................... TGCCGT TGAT TG T T TGGACGG e ¢ v v v vt ettt ee e teteeeaeteeeeeeeeeeeeeeeeneennenaaaaa 2 0 1 25.00 25 20 4 1 0 0 0 0 0 0 0
.................................................................................... TGCCG T TGAT TG T T TGGACGG T T . v v v et et aetaetaeenneeoneeeeoneeneenesnannaenaeaas23 0 1 20.00 20 15 2 2 0 1 0 0 0 0 0
.................................................................................... TGCCGT TGA T TG T T T GGAC G . v v vt et e et et et et eeaeeesaeeeeeeoeeeseneeneeananaaeas 20 0 1 5.00 5 1 4 0 0 0 0 0 0 0 0
.............................................................................................................. TAAGTCATGGAGATCTTTATCGCTGTA . v v vt vvveeenennaana 27 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0
...................... T AAGT AT TGGC C C AT GA T CA T T C C GG s v v vt e et et e e e et e e e e e e e e e ae oo s oeneeesesaeeeseeaeeeseeneeesesaeeesasaeeeseeeesesoeeesesaeessesaeennonneeneans 2] 0 1 2.00 2 0 0 0 1 0 1 0 0 0 0
................................................................................... ATGCCGTTGAT TG T TTGGAC . « v e e e et e e te et st testeeeeeeeesaeaneenaenaeaaa 20 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
.............................................................................................. TGTTTGGACGGTTCGATAAGTCATGGAGA . « v v vt et e st eteeennennennenaaaaa 29 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0
..................................................................................................................... TGGAGATCTTTATCG . « v vt e vt eveeeeennaanaaa 15 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0
.................................................................................... TGCCGTTGZ—\TTGTTTGGACI....................................................2O 1 1 1.00 1 1 0 0 0 0 0 0 0 0 0
....................... A A G T AT TGGCC AT AT C e v v e e e e e e e et e e e e e e e e e ae e ae s ae e aesaeeaeeaeeaeeaeeeeeeeeeeeeeeeeeeneeeeeeneeeneeeneenoeeaeeoeeneeoeeeeeeeeeeeeneenannaaaa 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0
................................ ClC AT GA T CAT T C C GGl T G T C ot v v v e e e e e et e e e e e et e e a e oo e oeaa oo s oo aeeesoaeaeseseeeesesaeeeeesaeesseseeeesesaeeesesaeessesaeesseeneeeeess 2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.............................................................................. TCCACATGCCGT TGAT TG T T TGGACGG T T . v v v v v v e e ee e eeseesnesneeneeneeneeoeeenennnenaeaaa29 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0
................................. Cl AT G AT CAT T C C GGl T G T CC A A Tt v v e e e et et e et et et e e o e e et oo o e oo e oo e esesaeeesesaeeesesaeesseeaeeesesaeeesesaeeeseeaeseseennsenaneeess 24 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0
.................................................................................................... GACGGTTCGATAAGTCATG . « v v e et e v ee et s teeteaeeeenenaeeaana 19 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0
................................................ Crl G T CC A AT GGA AT C T G T GG A . v i it e e e et et e e et e et e et e e et ae oo e s aeaeeeseeeeeesaeeeeesaeesseseeeesesaeossenaeensenaees 22 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0
............................... GCCC AT AT C AT TCC GG TG TC t v v e e e e e e e e e e e e e ae e e s e e e s e e e s aeeeeeeeeeneeeeeeneeeneeneeaeeneeoeeeeeoeeeeeoeeeeeoneeeeeneenaenaaaa22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.................................................................................................................. TCATGGAGATCTTTATCGCTG . ¢ v v v v v e vt e e e v e 21 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
..................................................................................... GCCGT TGAT TG T T TGGACGG . « v e vt vttt aesaeeaeenneeoneeoneeoneeenesnaenaenaenaaaaa 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553486 SRR553488
NRT 0-2 Makindu_ 3 M023 0002 RT 0-2 GSM343915
GTCGAATCGAGGTGCCTGCGGTATTCATAACCGGGTACTAGTAAGGCCGACAGGTTACCTTAGACACCGTAAACTAAGAGGTGTACGGCAACTAACAAACCTGCCAAGCTATTCAGTACCTCTAGAAATAGCGACATCCGCTATTTGCATGCCGTA hours day-old hours
Read # Hit |Total eggs ovaries |head Head eggs embryo
Kkkkkkkkkkhkkdkkkkkkkdkhkkddkddkdkdkkrkxrx (((((. .. (o CCCCCCCCCCe oo CCCCe - (e )Y )))))) o)) I D)) L)) L u)))) ) L ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm |[Total
................................................................................... TACGGCAACTAACAAACCTGC e v v e vttt e e te e ee e teeeesoeeeeeeeeeeeeneeeeeneenaanaaaa 2l 0 1 1.00 1 0
............................................... COACAGG T TACC T TAGACAC s+ v e e e e e ettt et e e et et e et e et ee e ee e e teetae tee et tee e eeeeeeeeeeeeieeeneennenneaa 20 0 1 1.00 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|droSim2 |!3r:4169062—4169217 - ”dsi_llZ||CAGCTTAGCTCCACGGACGCCATAAGTATTGGCCCATGATCATTCCGGCTGTCCAATGGAATCTGTGGCATTTGATTCTCCACATGCCGTTGATTGTTTGGACGGTTCGATAAGTCATGGAGATCTTTATCGCTGTAGGCGATAA ——————— ACGTACGGCAT
droSec?2|scaffold 6:4347946- CAGCTIAGCTCCACGGACGCCATAAGTATTGGCCCATGATCATTCCGIICTGTCCAATGGAATCTGTGGCATTTGAT TCTCRECATCNCGTTEGATTCTTTGGACGETTCGATAAGTCATGGAGATCTTTATCGCTGTAGGCHA TIANSNSeACGTACGGCAT
4348108 -
dm3 chr3R:17143181-17143330 aceTiacerciaccaccecallandraTiiccecliaTGATCATTCCOC TG TCAATGGATCTGTGGC AT TGATTCTCCACATEECCTTGATTGTTTGGACCETTCGATAAGT CETGGAGATCTT TARCGITGC T A R T A NN YE - - D GC AT
+
droElel|lscf7180000490996:52187—
52194 +
PASS/FAIL
Generated: 00v0.8:/2015 at 08:03 BPM
crit.loop 0
crit.mor 0
crit.half 0
crit.total 1
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 1



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:4169062-4169217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:4169062-4169217
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_112.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:4347946-4348108
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:17143181-17143330
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490996:52187-52194

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 20162 |2r:10825268-10825328 - | candidate || 3p_tailed_mirtron ||intron

Legend: mature star [t iir1ed B 1T 11911 mismatch in read

Predicted structure
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Show Alternate Folds “
Flybase annnotation
intron [2r 10825268 10825328 -]; CDS [2r 10825329 10825626 _-]; CDS [2r_10825132_10825267 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553488 SRR553487
SRR618934
M025 Makindu_3 M023 M024 RT_0-2 0001 SRR902009 NRT_0-2
GCTACATCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCGCTGAGCAAAGTGAGTTTCGCAAGT TATATAACT TTTATAGAACTTGAGAGACT TGATTTGTTTTTCCCAGAAATACGAGGACTGGAAGGATGGACTGCCGGATTTTAAGTGGCTGGAGGA day-old dsim w501 hours hours
Read # Hit |Total embryo ovaries |head male ovaries eggs Testis| testis eggs
AR R R R e N AN D R D D I D D D D D D D D D DD B khkkkhkhkhkkhkhkhkhkhkkkhkhkkhkkkhkhkkkhkkkkkkkkkkkkkkkkkkkkk*k*x** gize Mismatch Count Norm Total body
............................................................................. ATAGAACTTGAGAGACTTGATT . ¢« v e e et e e ee e e et e e e e e et e e et et ie e eieeneeneeneeneeneea. 22 0 1 10.00 10 4 0 6 0 0 0 0 0 0
............................................................................. ATAGAACTTGAGAGACTTGA « « + ¢« e e e et et e e e e e et e e e e e e et et e et e e te et e ei e e eeaeeaeea. 20 0 1 3.00 3 0 0 2 0 1 0 0 0 0
............................................................................. ATAGAACT TGAGAGACT TR . . . . .ottt t ittt ittt ittt ettt et et et et eea e 22 2 1 3.00 3 3 0 0 0 0 0 0 0 0
........................................................................... TTATAGAACT TGAGAGACT TGAR . « . o ittt ettt et et ettt et ettt et et e e e 231 1 2.00 2 2 0 0 0 0 0 0 0 0
.............................................................................. TAGAACT TGAGAGACT TGATH. . . ¢ ittt ittt e e et et e e ee e 201 1 2.00 2 2 0 0 0 0 0 0 0 0
............................................................................ TATAGAACT TGAGAGACT TGATH . « . oottt e e ettt e it e ee e e e e 231 1 2.00 2 2 0 0 0 0 0 0 0 0
............................................................................. ATAGAACT TGAGAGACT TGAR. . ¢ ottt ittt ittt i e et e i e e 201 1 2.00 2 2 0 0 0 0 0 0 0 0
................................................................................ GAACTTGAGAGACTTGATTTGT « + ¢ v e e e e e et e e ee e et et et e et et te e ie e 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0
....... ol el elohielelelole el olelol oF- X1l o] e o PR3 S O 1 1.00 1 0 1 0 0 0 0 0 0 0
....................................................................... ACTTTTATAGAACTTGAGAGA . « ¢ e e e et ettt ettt et ettt et et e e e et ettt e e et et e e eea e 210 1 1.00 1 0 0 0 1 0 0 0 0 0
......................................................................... TTTTATAGAACTTGAGAGA . & ¢ ¢ e et e et e e et et e e e et e e e eeeeeneeneaneaaeeaenaenaenaeneenaea 19 0 1 1.00 1 0 0 1 0 0 0 0 0 0
...................................................................... AACTTTTATAGAACTTGAGA . -+« e e et ettt et ettt e e et et et e et et e et et e et te et e e e 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.......................................................................... TTTATAGAACTTGAGAGACTTGAT « « + e v v e ettt et e et e e e ettt et et e ie e et 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................. eloleli el olelot e NeTo). V.V NN PSPPI AN O 1 1.00 1 0 0 0 0 1 0 0 0 0
........................................................................... TTATAGAACT TGAGAGACTTGAT .+« t et e et et ettt e et e e et ettt e et et et te e ie i 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0
........................................................................................................................ GACTGGAAGGATGGACTGCCGGA . « v v v v e eeneenen. 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0
.......................................................................... TTTATAGAACTTGAGAGACTTGAR . - - ¢ ot ittt it it it it ittt ittt e et et e e e e e 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0
............................................................................. ATAGAACTTGAGAGACT TR . . . . .ottt t ittt ittt ittt it ettt et et et et e e e 22 2 2 0.50 1 1 0 0 0 0 0 0 0 0
........................................................................................................................ GACTGGAAGGATGGAN. ................co.u. 16 1 9 0.11 1 0 0 0 0 1 0 0 0 0
Anti-sense strand reads
SRR553488 SRR553486
M053 SRR618934
M024 M023 RT_0-2  Makindu_3
CGATGTAGCAGGACCCGCCGCGGTAGCCGCCCCCGCACAGCGACTCGTTTCACTCAAAGCGTTCAATATATTGAAAATATCTTGAACTCTCTGAACTAAACAAAAAGGGTCTTTATGCTCCTGACCTTCCTACCTGACGGCCTAAAATTCACCGACCTCCT hours day-old female dsim w501
Read # Hit |Total male head eggs ovaries |body |ovaries
R L N A D D D D I D D D D D 0 D D D D D B I Kkkkkkkkhkhkhkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*** 5jze Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|l2r:10825218-10825378 - ldsi _20162|GCTACATCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCGCTGAGCARAGTGAGTT-——————- TCGC—————————————————- AAGTTATATAA-—CTTTTA=TAG-AA--———————————————————————- CT--TGAGAGACTTGATTTGTTTTT-—————————-~- C-CCAGAAATACGAGGACTGGAAGGATGGACTGCCGGATTTTAAGTGGCTGGAGGA
ldrosec2|scaffold 1:7629910-7630070 -| |GCTACATCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCGCTGAGCAAAGTGAGTT-——————- TCGC-——-—————————————— AAGTTATATAA--CTTETA-TAG-AA————————————————————————__ CT--TGAGAGACTTGATTTGTTTTg---—--—--—-- C-CCAGAAATACGAGGACTGGAAGGATGGACTGCCGGATTTTAAGTGGCTGGAGGA
|am3 lchror:10122284-10122444 - | [cBrACATCGTCCTGGGCGECGCCATCGGCGGGGGCGTGTCGCTGAGCARAGTGAGTT -~ =~ - == TCGC———=—————————————- AAGTTATATAA--CTT[ETA-TAG-AA————————————————————————__ cT--TIECAGACINT GATTTGTTTT[8--—-—-—--—-- C-fcAcAAATACGAGGARNTGGAAGGATGGACTGCCCRATT TTAAGTGGCTGGAGGA
droEre2|[scaffold 4845:15721323~ G TACTCGTCITGGGCGGCGCCATCGGCGGGGGCGTGCGCTGANMEAGTGAGT T-----—-- TCGC-—=-—-=—-=——————————- AAGTTATATAA--CETETA-THG-AA-————— - - - cr--Ti\acacaci\rGAET TG TTTT Y- - ---------- C-CCAGAAATACGAGGACTGGAAGGATGGACTGCCHGATTTTAAGTGGCTGGAGGA
15721483 +
ldrovak3|[2R:10059343-10059504 - | [cBracarceTRcTGG6CGECGCCATHGGCGGGGGCGTGTCGCTGAGEAAAGTGAGTT-———— == TCGC—————————————————- AAGTTATATAA--CTT[@A-TAG-AA———————————————————————___ cr--TiNjcacaci\rcalr T T /g - - - —----- C[decAGAAATACGAGGACTGGAAGGATGGACTGCCGGATT TTAAGTGGCTGGAGGA
droEugl|scf7180000409462:2722316- GRTACATIGTCCTRGGCGGCGCCATHGGHGGGGGCGTGTCMCTGAGCARAAGTGAGTT—— - ————— TCGC—=—=—=————————————- AAGTTATATAA--CTTlETh=fgA-AA= === CT--TAGAGACHTGAINT TGTTTTT--—-—-—--——- B-BCAGAAATACGAGGACTGGAAGGATGGAYWTENCCGGATTTTAAGT GGITGGAGGA
2722475 +
droBialllscf7180000301506:3142779- GCTAC[TCGTCCTGGGCGGCGCCATHGGCGGGGGCGTGTCYCTGAGCAAAGTGAGT T-——————— TCGC-—-—-—-——————————- AAGTTATATAA--CTLNTNA T Nelaleh]- — —fifel- - X8 - ———————— - S cEECAGTCEGTAIINICINE ClENC R C-CCAGAAATACGAGGACTGGAAGGATGGECTGCCGGARTT@AAGTGGCTGGAGGA
3142948 +
droTakl|lscf7180000414111:26552-26707 GCTAC[TCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCHCT®AGCAAGGTGAGTT---—-—-- TeC---------——————-—- aderTaTAaTAA--CTIN - A - — -~ - - TCERIAN- - - - - - AN Clel TR C R ClClAGAAATACGAGGACTGGAAGGATGGECTGCCGGANTT@AAGTGGCTGGAGGA
droElell|lscf7180000491349:751299- GCTACATCGTCCTGGGCGGCGCCATCGGCGGGGGCGTGTCYCTGAGCAAAGTGAGT T--—————— TCGC-—-—-—-——————————- aflcrTaTATANS CTETh- g A - - - - TIEEC AINAINEINT A ClEC Al Nl R ClECCAGAAATACGAGGACTGGAAGGATGGECTGCClGARTT@AAGTGGCTGGAGGA
751462 +
droRhol|[sc£7180000777200:438467- GCTAC[TCGTCCTGGGCGGCGCATCGGIGGGGGCGTGTCRCTGAGCAAAGTGAGT T-——————— TCGC-—=-—=-=—==—=————————- AAGTTATATAANNCTET TSN A - - - - - - - - - Br--\acacAlYEGAT T TGTTTTT--——-—-—-——-—- C-CCAGAAATACGAGGACTGGAAGGATGGECTGCCGARTTMAAGTGGCTGGAGGA
438629 -
droFicll|lscf7180000453948:310691- GCTACETCGTCCTRGGCGGCGCCATCGGCGGGGGCGTGTCYCTGAGHAAAGTGAGT T---—-—-— TCGC-———-—-——————————- AAGTTATATAA--CTT/elep— oG A -~~~ ———————— - EreIN N acicAT T TG TTT T TRY- - —-—-—-—- ERCEAGAAATACGAGGACTGGAAGGATGGECTGCCGGAMT TTAAGTGGCTGGAGGA
310854 +
droKikl|[sc£f7180000302366:808962- GCTAC[TCGTCCTGGGCGGCGCCATHGGCGGGGGCGTGTCYCTGAGCAAAGTGAGT T-——————— e ----—-—-—————————- UGTTATATAA--CTTT T~ A -~ -~ =~~~ - - INYe--TcacacprTelfer Teer TT TR - - - - - -- et AGAAATACGAGGACTGGAAGGAGGECTGCCGGAMAT/@AAGTGGCTGGAGGA
809126 -
droAna3l|lscaffold 13266:5802295- cleracrceTccTeeeCoHGCEATINGGCGGGGGCGTGT CRCT®AGHAAAGTINAGT T- - - - - —- - TCGC-———-————————————- EV A NN Vel C G/ il - - B - - TTGCGAAGGTACAT TTREE e e S G ERT T C A e T e — — —— ———————~- B2 GAAATACGAGGACTGGAAGGAlSGGHCTGCCIGATITEAAGTGGCTCldAGEA
5802455 +
droBipl|scf7180000396372:416164- cgracireeThicTRcceeelccla TG GlicGGeGCeTCRCHC TeARAAAGTRAGT T - - - - - — - - THGC———-—————————————- EN YA NN RSl C G/ - - - - TTGGCAGTGTACCAT TG E e - B P GENT T GAlS TR T T T T — - - — - — - ————- B-BCAGAAATACGAGGACTGGAAGGATGGHCTGCCRGATRTEAAGTGGCTGEAGGA
416330 +
EE |3:17371128-17371300 - | |[cBrac@rcerBerecaficaficecaThicececlecceTRrcEcTiAGCcAAAGTGAGRT - - - - [~ - ACRGCTTCATTGGCGRNTNINATA - -ji- - -Bccaa-NcTCEEErre ATAATTATTTTATCAAAARTANE - —-—— - - oG T — — — — — ——— = — RYECAGAAATACGAGGACTGGAAGGATGGRTGCCHGATEA AR TGGCTINEAGGA
ldroper2|lscaffold 31:421075-421247 + | [cBrac@ircerBerececacccaTicGeGelGGCGTRTCECTRAGCAARGTGAGRT - —- - - — [~ - ACHGCTTCATTGGCCENININNATA - - [il- - -Fccaa-cTGEEEErEs TAATTATTTTATCAAAAREANE - —-—--- N - - - - - - E S elCAGAAATACGAGGACTGGAAGGATGGRTGCClGAMATEAAGTGGCTINEAGGA
droWil2|lscf2 1100000004513:1838030- cecTacaTicTEC TR GGeoollacla Tl clgccldcccaTldrcTiA GeangcToAGEYg- - - - - —- - elle-------—-———- Y- - IS T TATAT A A T i G AR~ — — = ———————————————————— - i reAT T T I T TR XT VS Tl e c 2 G A A AT ARG ARGACTGGARNGA TG TINC cldc AT TR AfdT GGyt GGAGGA
1838194 +
drovir3|lscaffold 12875:17584559- GHTACETHGTlECTGGGCGGHGCCATHGGCGGHGGCGTIT CETIAGcarAGTIIAGTRY- - - - - —-- GTAAATCTAGCHAGCCCAREEE T T e NN T G - -l - -G CAA - T T et - e A TR TG T Y- —- - —--—-- [IemYeCAGAAATACGAGGARTGGAAGGAGGEC T cclGATRITEAAGTGGC TN GAGGH
17584721 +
droMoj3|lscaffold 6496:11206669- e Tj¥Ne Ciin i r(difelelelelele T/ele T/Ni T[elelelele T[elelelehu T el TiNel-NelFV-N-NINeINeliA CAA AGA A AJNNIeIeREE T A G R T CTCCCA T TAC T iR N NN TG - - - -G Clea - - - B - — - - -IATGCAINEIGTGCACGC R BJeCAGAAATACGAGGANTGGAAGGAlGGGHCTGCCGATITEA AT GoCTi}GAGeA
11206839 +
droGri2|scaffold 15245:14098712- ETIINT N T/eliGeiNelelelelelelelele T Gl T/elelefele Tlelelelehi TiNe C NS NI NG NN CIiGA A AA TAAGIN T ABATCTAATAAGT T A R A T T e NN T T - - G- - -G CAA - A T et s - - - — - — - - - - -GCINIINEIlGC A - EEEEEEE emitecAGAAATANGAGANTGGAAGGATGGECc TGCCldcaT TTEA AR TGGC TGAGGA
14098883 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:10825218-10825378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:10825218-10825378
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_20162.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:7629910-7630070
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:10122284-10122444
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:15721323-15721483
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:10059343-10059504
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:2722316-2722475
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:3142779-3142948
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414111:26552-26707
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491349:751299-751462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777200:438467-438629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:310691-310854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302366:808962-809126
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5802295-5802455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396372:416164-416330
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:17371128-17371300
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_31:421075-421247
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:1838030-1838194
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:17584559-17584721
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:11206669-11206839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:14098712-14098883

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 141 2r:5067339-5067390 + |candidate | Canonical miRNA || antisense_to_SpUTR

Legend: mature - mismatch in alignmen _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 20 21 50 & I I I |
Size Condition 5,067,320 5,067,360 5,067,400 5,067,440
Genomic Position
Hairpin partition -e- Sense -e~ Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
Antisense to utr5 [utr5S minus 2867]; Antisense to CDS [2r 5067422 5068297 -]; Antisense to utr3 [utr3 minus 2457]; Antisense to three prime UTR [2r 5067421 5067421 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486
SRR618934
M023 0002 Makindu_3
AAGCTTGTGATTTCTGGTGATTAAGGGCTTGCCGTTGAGGACTTTGGTCTCTGTTGGAATTTCTGTCACATATGTATGGTGTTTCAGAAATTCCAGCGAAGACCAGAGTTACTATAACCTTCGACTATGGACTTCATGTTCCCCTGGAAGTA day-old dsim w501
Read # Hit |Total head Head ovaries ovaries
de ok e ok ek ok e ok ok ke ke ok ke ke ke ke (OO CCCCCCCCCCC - (e .. D)) I ININIMI))) e kkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x** gsize Mismatch Count Norm Total
.................................................. CTGTTGGAATTTCTGTCACR  « « e et e e et e e et e e et e e et e e et e e et ettt e e ettt et et eaeeneneanene. 20 0 1 7.00 7 7 0 0 0
.................................................. CTGT TGGART T TCTGTCACAT « « - e e e e e e et e e et e e et e e et e e et e e et et et e e e e et aaeataaeaeeaeaeaaenenneaea 2l 0 1 4.00 4 2 2 0 0
................................................... TGTTGGAATTTCTGTCACATAT . « ¢ o e et e et et e et e e e et e e e e e e e e et e e e ettt e et et e e e at e eae e eneeneaneneaeenea 22 0 1 2.00 2 0 2 0 0
................................................. TCTGTTGGAAT TTCTGTCACAT « & ¢ e e e e e et e e et e e et e e et e e et e e et e e et et e eateaeaeeaeaeaneaeaneaeaneneneanaas 22 0 1 1.00 1 1 0 0 0
.................................................. CTGTTGGAATTTCTGTCACATA + & ¢ v v e e et e e et e e et e e et e e et e e et et e et et e e e et et et i eaeeneneanenea 22 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
SRR553488
SRR618934
SRR902009 RT 0-2
TTCGAACACTAAAGACCACTAATTCCCGAACGGCAACTCCTGAAACCAGAGACAACCTTAAAGACAGTGTATACATACCACAAAGTCTTTAAGGTCGCTTCTGGTCTCAATGATATTGGAAGCTGATACCTGAAGTACAAGGGGACCTTCAT dsim w501 hours
Read # Hit |Total testis ovaries eggs
Kkkkkhkkhkkkhhkhhkkkhkhhhhkkrhrkrkrrx  (CCCCCCCCCCCCCCCCCCCCECCCe -0 Cennnn.. 1)) )N NI )Y e hhkkkkhkkhkkkhkkhkkkkkkkkkkkkkkkkkkkk*x*x* gize Mismatch Count Norm Total
............................................. CCAGAGACAACCTTARAGACAGT .+« « 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 e e et ettt ettt et 230 1 1.00 1 1
............................................ ACCAGAGACAACCTTARRGA . « « ¢ o e e e e et et et e e et e e e e et e e e et e e e et e et et e e e e e e eeeeneaeeneaeeneaeeneneeneneaneneaa 20 0 1 1.00 1 1
........................... (79X o] eTelo7.-V- Yol of o -\ N 6 0.17 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|2r:5067289-5067440 + lasi 141|An-------—————- GCTTGTGATTTCTGGTGATTAAGGGCTTGCC—--GTTGAGGACTTTGGTCTCTCTTGCAATTTCTGTCACATATGTATGGTGTTTCAGAAAT TCCAGCGAAGACCAGAGT TACT-ATAACCTTC-————— G----- e N e e ———— CTTCATGTTCCCCTGGAAGTA)|
droSec2|scaffold 1:1894610- AC T AT GG A — = = == = — — mm o CTTCATGTTCCCCTGGAAGTA
1894757 +
am3 lchror:4248603-4248747 + || G2 e T CTTCAT@TTCCCCTGGAAGTA|
droEre2|scaffold 4929:18384492- TGN ER T C TR T e e e GXicTrcacidrccecereealgcila
18384615 -
ldrovak3|l2L:16904578-16904728 + | G T e T C T R ———————- i s i B i i i S E8icTrcaicRrccccTdeai|
droEugl|lscf7180000407691:115548— T TG T CC TG T R e e e AGTEIININECGCTTGGACGHCAIN
115701 +
droBiallscf7180000302291:2117395- T CC T AR T CGT AR T C T R e T carTcifNlencecEcaTI¥ CAG
2117549 +
droTakl|scf7180000415627:123357~ - — - — - e e - - WG AllTGRGTEcGEAd]
123494 +
droElel|lsc£7180000491240:1073862~ CTiNAABTCATAATTTTCAGGGACTGT TGTGTGT TTGGACAAGTGGCGCATCGGTGTTCAGAGATCCTAGCAGAGATTACAGATCGCAATHININNEGAR TS T e ¥A A/
1074082 +
droRhol|sc£7180000770177:369660- a8 - I¥XicrrcaTcdecifecEcea A
369789 +
droFicl|lscf7180000453851:2087353~- FA ————————————— AT - - TClETiENSINelelNe G A G - - -[lechliia S TREN - - WTINeA Gl ci¥e T GINeh el diia €I NEA NN TINGACH - - - - GlEA Nt T TN/ TINE T A GINEC TFACINE CINA GRF AN T/sle A IICEEEE T T T T T - — - A e CR T C T e e e e ETETCCGE\
2087488 -
droKik1|scf7180000302277:101349- AA-—-——-——————- - - - [ANEG CllileiNeAIlENANGGEECT - - - — - BBl - - - - - - - — - - - - - -[WecIEiGEEINNIccNEcTGGRGC - - - - AATiieCAGCINGNG Cllile 2 BA G GO TFNCINECAGGATGCIG TAJIC TREEEEE - BCTATGG - ——— -~ == —mmm o ---TcclgccrigrEclecTcacly
101472 +
drohna3|scaffold 13266:1746138- e -------- TGAAT-ATHEGCIjleCEee G AETIITS - C e G A C A A Gl C— - —— C T Tl C A G O C A A T G A e A O T T T e C A T A G GG Gl A CB T T A G A A T T T T T G~ G T C C et TG A G -—————EACAR-T_—-TGEGG)
1746270 -
droBipl|lscf7180000396730:2739160- T T Gl T TG G TGAT TN T ThiC - — - IS CEGGACT/ETG
2739201 -
Generated: 09/08/2015 at 08:03 PM
PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 0
crit.uri 0
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 1


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5067289-5067440
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5067289-5067440
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_141.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1894610-1894757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4248603-4248747
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18384492-18384615
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:16904578-16904728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407691:115548-115701
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2117395-2117549
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415627:123357-123494
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:1073862-1074082
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000770177:369660-369789
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:2087353-2087488
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302277:101349-101472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1746138-1746270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2739160-2739201

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 6205 |2r:4537259-4537383 + | candidate | 3p_tailed_mirtron | intron

Legend: mature star [(15 =1ed WL T 11911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 20 o1 20 o3 54 & C | I I |
Sjze Condition 4,537,200 4,537,250 4,537,300 4,537,350 4,537,400
Genomic Position
Hairpin partition -#- Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [2r 4537259 4537383 +]; CDS [2r 4537384 4537794 +]; CDS [2r 4536600 4537258 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553488
M025 MO023 SRR902009 M024 0001 Makindu_3 GSM343915 RT_0-2
TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACAGAGATCTACAGGTGAGTACCAGATTATTTGTGACTCTGTAATTTGT TAAACAGT TTCCCATGAAGGAACGTGCCCTAGTCCAGTCATCACTACCTGT TGCTCTATGAATCATTAATAATCGTACTTTAT TTTTCAGCACCATATTGCTACGACATGAAAATATTCTCGGATTCATCGGCTCCGACA day-old hours
Read # Hit Total embryo head testis male Testis ovaries embryo eggs
khkkkhkkkkkkhkkhkhkkkhkkhkhkhkhkhkhkkkhkhkhkhkhkhkhkhkhhkhkhkhkhkhkhkhhhhkhkhkkkhhk ((((((_ . (((((((_ ((((. ((_ (((_ ... ((_ . ((((( ...... ((((_ ((. (( _______ )))) . _)))) ______ ))))))) ._))))) _)))) _))))))))))))) D kkkkkkkkkhkhkhkkkkkhkhkhkhkhkkkkhkhkhkhkkkkhkhkhkhkhkhkkkhkhkhkhkhkkkkkkhkhkkkkkdkkd*x gize Mismatch Count Norm [Total bOdy
.................................................. GTGAGTACCAGAT TATTTGTGACT « « « 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 et et et et e e e e e e e e ettt 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 240 1 9.00 9 8 1 0 0 0 0 0 0
................................................................................................................................................................................ ACCATATTGCTACGACAT . « o v et vt e e e eneneneneaenenaenaa. 18 0 1 2.00 2 0 0 0 0 2 0 0 0
................................................................................................................................................... TCATTAATAATCGTACTTTA + « + v et oe e et et e et e e et e e e e e e e e e e e e eaeaeaeaeaeanaeaea 20 0 1 2.00 2 0 2 0 0 0 0 0 0
.................................................. GTGAGTACCAGAT TAT T TG TGAC . -« o ittt ittt ettt ettt ettt et e ettt 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 241 1 2.00 2 2 0 0 0 0 0 0 0
........................................................................................................................................................................................................ ATTCTCGGATTCATCGGCTCC.... 21 0 1 1.00 1 0 1 0 0 0 0 0 0
...................................................................................................................................................................................................... ATATTCTCGGATTCATCGGCE...... 21 1 1 1.00 1 1 0 0 0 0 0 0 0
.................................................. GTGAGTACCAGAT TATTTGTGAC . + & 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 ae e e e e e e 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 e et e ee e te e e e e eeeeeeeeeeaeaeaeaeaeaeaeaeaeaeneaaa 23 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................................................................................................................... CATGAAAATATTCTCGGATTCAT. .. ........ 23 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................................................................................................ ATGAAAATATTCTCGGATTCATC.......... 23 0 1 1.00 1 0 0 0 1 0 0 0 0
................................................... TGAGTACCAGAT TAT TTGTGACT « « « v 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 et et et et et et e et et e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ettt 230 1 1.00 1 1 0 0 0 0 0 0 0
..................................................................................................................................................................................................... AATATTCTCGGATTCATCGGCTCC.... 24 0 1 1.00 1 1 0 0 0 0 0 0 0
N oF Nk of eTof ey Yo e)-NeleT N, ool c U PP 220 1 1.00 1 0 0 0 0 0 0 1 0
........................................................... AGAT TAT T TG TGACTCTGTART T « « v v v v v e vt e e e et 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 e et et et e e e e et et e e e e e e e e e e e et et e e et et et et ettt et e e e e e e e eaaeeeaaeaeaeanananananaea23 0 1 1.00 1 0 0 0 1 0 0 0 0
Anti-sense strand reads
SRR553488 SRR553487 SRR553486
SRR618934
M024 RT 0-2 NRT 0-2 Makindu 3
AAGAAGTCAGCGCTGCTCCTCAGGACCTTCGCCCTCTGTCTCTAGATGTCCACTCATGGTCTAATAAACACTGAGACATTAAACAATTTGTCAAAGGGTACTTCCTTGCACGGGATCAGGTCAGTAGTGATGGACAACGAGATACTTAGTAATTATTAGCATGAAATAAAAAGTCGTGGTATAACGATGCTGTACTTTTATAAGAGCCTAAGTAGCCGAGGCTGT hours dsim w501 hours day-old
Read # Hit Total male eggs ovaries eggs ovaries
khkhkhkhkhkhkkkhkhkhkhkhkhkhkhhkhkhkhkhkhkhhhhkhkhkhkhhhhhkhkhkhkhhhhhhkhkhkhhhhhhkkkhhhk ((((((. . (((((((. ((((. ((. (((. ... ((_. ((((( ...... ((((. ((. (( ........ )))) ..)))) ...... ))))))) . _))))) .)))) _))))))))))))) D okkkkkkkkkkkhkhkhkhkhkhkkkkkhkhkhkhkhkkkkkhkhkhkhkhkkkkkkkkkkkkkkkx*x gjze Mismatch Count Norm Total bOdy
........ - elo] ok feTokilof ok o7-NeTc)-\ ol o 41NN~ R 1 2.00 2 2 0
.................... oF-Nele Nolok o] elo ol o ok e i o BN PP R O 1 1.00 1 1 0
.............................................................................. U8 X00 NN i e 07V Ne T AP~ N 1 1.00 1 0 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[2r:4537209-4537433 + ldsi_ 6205/ TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACAGAGATC TACAGETCAGT-————= AC———————m—m - GG AT T AT T T~ — == == == = = = = = = = = = = o e S e N L e —_——————,— i S P . - L i-.. - TARAACAG— = Tm = = = = = = = = = = = o o TTCCCATG----AAGGAACGTGCC-—————=—=——=——=———————————— CTA----GT--—-—-—-- CCAG-TCATCA—=—=CTACCTGT——— TG == == == = = = = = = = = = = TCTA----TGAATCATT-——=—=-—=——=————=—————————= AATAATC---GTA-—-—-—-—-- CTT-=TATTTTTCAGCACCATATTGCTACGACATGAAAATATTCTCGGAT TCATCGGCTCCGAC A= — = = — = = = — = = = = = o |
droSec?|[scaffold 1:1352129-1352348 TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACAGAGATCTACAGETCACH -~~~ Afl---—- - == = — N e T S e N .l -—_ae-st it sion s  -_—-’”eauT . L ZE=i}’tti8IB© T A A CA G- — - — =~ m o TTCCCATG----AAGGAACGTGCC-———=—=——————————————————— CTA----GT----—-—-- Lo e R TN o o N oo e A B ——a . ——e_e—e—_as—ribl=iai\isziinn b .- iinonisvislinll,, TCTA----TGAATCATT—————=————=——=————————————— AATAATC---GEA--—-—-—--- BT T==TATTTTTCAGCACCATATTGCTACGACATGAAAATAT TCTCGGATTCATCGGCTCCGAC A —— = — = — = = = = — = — = = = o
+
|dm3 lchr2R:3695822-3696064 + I |TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACAGAGATITANAGETCACH-—===- A CAG AT T AT T T — — = — = = = = — = — = = = BT GACT CT G T AAT T T ~ == — = = = = — = — = = = =~ — GTR-—-—— - GCTGTAG e A 2 A T T T T S T e TTCCCG----ancaalleTGCC-— - - - m o CTA----GT--—-——-—- CCAG-TCA T A BN C T A CC T G — =~ TG Cm — = = = = = = — = = = = o = o = o o TCTA----TGAARCATN-=====————-—-—--—— = AATAATC---GTH-------—--- CTT=—TET TT TTCAGCACCATATTGCTACGACATGAAAATATTCTGGA T TCATCGGC TG A C A~ = = — = — = = = = = = o o o o |
droEre2|scaffold 4929:18912338- TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGARACAGAGATCTACAGGTAGE-—---- AC-=————————————— calarrarTg-------—--- G T A T T e T ATTGTACGTEE G- NG TATAACT T TATGCAACGAAGTCGTGCAT TAGTCT TTGAT T TCAT TCAAATCAA A ACAAAATCACCTAAAAGAATACACTGTAACATGTAAA R - - — — A T e e e e iC/SfeleccCREER T A A e Nele G T A A TA T TG T T TG R — - — e — e A G- T g CA - —— T ACC TG T -~ = TG - — = ——— —— mm - — o o oo TCTA----TGAATCATR--———— - afdraaTc---[l-—-—------ L= S T T T T TCAGCACCATATTGC T 8CGCATGAAAAT AT TCTCGGAT TCAT CGGC TCCGAC A — = — = — = — = — — — o o o o
18912666 - AAR)
ldroYak3|[2L:16367829-16368134 + I |TTcTTCAGTCGCGACGARGAGTCCTGGAAGCGGGAACAGAGATCTACAGETACE-———-- Ag--—- - A N C I T 2 2 G e e e GTATATTE-------------BEATAACTTTATACAAGGAATTCCTACACTAGTTTTCAATTTCATTAAAATCAGTCTACAAAAT TCCCCAAARRA A TACT CT G T A R - - — - A T R e e e TTCCClSee - — - - ARR¥AA ANGTGl§C - — - — - ——— - — - === === ———————— cTAXGNGTIRINY- - — - —He BN TiA Tile- - - -cTacCTlTi¥ TG - - - - - - TCTA----TGAATCATTH-—————————————————————~ afdraarc---ca--------—-- B T T T T TCAGCACCATHT TGCTICGACATGAARATATTCTCGGA T TCATCGGCTCC GAC A= = — = — = — = — = = = - |
droEugl|scf7180000409672:5724299~ TTCTTCAGTCGCGANGAGGAITCRATGeandccldcacacdcacaTCcTACAGETCAGT -~ AC-————————————- B T T T T TN — — - — - - AGATCT T e Tie A A N N e e o AACTTTCAREIATAATTTATTTTTCTAAATTCTATTGTTTAATCAAATAATTGTTAACCTAATATGTTATGAGTTTCAINUSONICGAATINNECIY- - CAASGTAGAGTAT TTCGTTCACCTACCTTGALEEEEA GEEEE T CRYA RN - T 8T CA— - — T AC CT G T — = — TG ———— = —— —— - — —— —m oo oo P TA--—-TGAATCAT®-——————————————————————— AATAARE-—-HTA-————————- -~ T AT T T TCAGCACCATIT TGCTACGECATGAAAA TA T TCT CGG T T CA T C GO T CC A C A = — = — = — = — = — — — o oo -
5724625 +
droBialllscf7180000301506:617595- TTRTTCAGTCGCGACGARGAGTCCTGGAANCGINGAGACAGAIATCTAAGETGAGE:-—-—-- A T i - e e A CGAT TAA AT TTAC T AAA T T A T A G G A T e TTCCTTTCTATAAATCCTATAAT TATAT AT - —-————— - — - - e = == e T T - - — - - IN AR VNele - - - [elellsTAAGATTAT TTCGTATRTATTCAT T{ehN-NuRi [ ciyrRN-EAclETca--—-eACCTGT--— TG -~ - =~ = — = ——mmm - THTA----TGAETCATE--—-—-————— - —— AATAAINCGTfe-———-—-—-- ele-—TATTTTTCAGCACCATHT TGCT[MCGECATGAR AN @A TTCTCGGTTCATCGGCTCCGACA— -~~~ -~ — - — - — o
617872 -
droTakl|scf7180000415386:389501~ TTCTCAGTCGCGAGAGHEYTCCTGCIENSCGEcAGECEcAATC T AN i ———— - B -—-—-—-—————- = e B et — — = = = = = = = = R e == e e i — — — — ] — — — — == === === === ————————— - —-———-—- i i~ — — — i — — — R — — = = == = = R  — — — — — — — ————— - — - - B8 - - - - - - - - - - - INslcG¥n el T Sle Il CINACIN T Tl e chiliiT/NiAlec T e cE NI A CAAGGGTGAGC T TATCAGCCT T TTCTCTAGGAGATTCCTCATAT TCTTACCATTTTGATTAT TCTTTTTCCCREREA C 2
389676 -
droElel|scf7180000490483:4886-5059 TTCTRCAGTCGCGAlGAGHETCC TGRS C GHGAGECEGANATC T AN - — - — = - -—-—-—-—-—-—- — - — - — - — - — e e e e e e — — — = = = = = = = = = — R e e - — - — - R e e — — — — g — — — — — — ———————=—==—=——=——=—-= - —-—----- - - - R — — — — — - — — R e e e e = - — R — — — — — — — B i — — — i~ — == === === ---F8 - - - - - - - - - - - INSG ¥ eleli T e I/ CEVACIN el T e il TN € C T GEG NI CAAGGGTGAGC T TATCAGCCCAGCTCTCAREEEE TTCTCTGGTGGCTAACTCTTTTGGARACTCTTTTTCTCACAGACR
droRhol|lscf7180000780108:217435- TTiTcacTCGCoAlgcAcEdTcCTGoNSC GG AGECEc AR TC T AT C - — - — - - -—-—-—-—-—-—- e — — — = = = = = = = - e — — = = = = = = = = = — R e e - — - - e D — — — ] — - — == == == ========— === === — - - — - - - - — — — - — - — R e e i — — — i — — = — = == — = ——————————————— --—-—- - - - EE - - B8 - - - - - - - - - - - NS GIa el T el I CINACINEReli T ele chilii T/NRA e c T GG T/NA CAAGGGTGAGC T TATCAGCCCAGCTTTCAAGAGATTCTATAATTGCTTACCT TTTTGGTTAT TGRCTTTCTGREEEA C A
217609 +
droFicl|scf7180000453215:511243~ TTCTTHAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACEGAGATITACAGGTGAGE:------ T T 2 e e et — — = = = = = = = = = R e == - — e e T~ - - - anGeAA N CI- - - - - - - - - - - - N A A TATCTGTET - TTAAI N G T G TiiCjEENe G T T TTTTTTTTTCGCCGAATTCCTTAGTAAACATAATTTAATCGCTTGAGGATCTTTTTTGTAGTTTTTTAATCATTGAATAAAT TTAAINGINNSEREING NN [o Uil S N N N 2 e — - —TATTTTCAGCACHATIT TGCT/ECGRICATGARA A @A TTCT CGGR T T CA TR GG 8T CC G A C A~ — = — = — = — oo
511526 -
droKik1|lscf7180000302471:327427~ TTCTTCAGTCGCGACGAGGAGTCCTGGAAGCGGGAGACEGAGATIATACAGGTGAGI-———[eff--—-————————-—- B — = — = — = = = - e e — — = = = = = = = = = e == e T e i — — — — ] — — — == === === === === ——————— - —-—-—-—- BcaRRiThlETiA - — - —-fyTACC TR TR - - TGCly-— - — - — - — - — - = — TR T[E----TGAATCANg-—-—=———————— - AAT LR -~ TA-————————— iele-fINir T rcAaccaccgTiTTocTlcoc Al AR AR TA TN C T CG T T CA THGGCT CCGACA— -~ — ——— - -
327592 +
drohnas[scaiiold 1326616041816 TTCTTCAGTOGEGAROAGAN CBT GGAAGCGGAGA CAGAGA TC TACAGORGAG TS m e I I = ee e e e e e I I B e I B § e O == L e I I AT A e T IGTATTGTTT G AL - TAA R R o B S IR e e T
16041982 +
G7oBip1[scE 1180000396567 : 528100 L e T X e e T e e e e TA TGO TAAA TR - - R R e - e T R _EEEEEEEEEEEEEEEE BB B R e GAAAATACAA TT IR S B B T RSB THCA GCACORTE TGO e e B A AN G T TC TGO GE TP TCOGCTCOGRGA -~~~ == =============-====----=-mmmmmmmmmomoooooooemeeeeeee
528270 +
dp5 |3:2554505-2554671 - [ |TTCcTTCAGTCGCGACGAGGARTCCTGGARGCGGGAGACEGARTCTACAGETGACR-———=- O T G A CC == — = - — - — e e e g — — = = = = = = = = = — R e - — - — - B B T T T G C T G e e D — — — - ] — - — == == == == ===== === === === — - - — e - - - - R — — — - — - e R e e e A T T T e N A ol A e - - -[\GINeEEEIa A - TCCTTGGACT TACAH - THlCiRN Gl Nl NG T G Tl Nelehi ole C oh el G N C N Sl elele e T el el e e e e e e
droPer2|scaffold 2:2745298-2745464 TTCTTCAGTCGCGACGAGGAINTCCTGGAAGCGGGAGACEGAATCTACAGETCAGE:-—-—-- achlgele-—----—-- B — — — = — = — = - e et — — = = = = = = = = = = R e = —— - — B B T T T G C T G T i — — — — ] — — — == == === ==== === ———————— - - — e i i~ — — — i — — — I — = = = = = = = = — = m mm - eI A T T T el N A T G A AT C - -V Tl Tl YL U Nt - B felT Tfelc AccacigriiT Toc T cclEc Alfc A afAT T TGO T TC A TG GC TG AR A - — — - m oo
Growi12[5c£2 1100000004558 1519578 T TCAGRC GO COAROAGTCOTGOARGOOHoR G CBoRGA T A7 COIM e AE mmmmmeeeeeees B . T oA T S B B CCTGACAGAA T T A - T T T I . = B B B = B B S 7777 CA oo BB TS G EC G TOMA A TA T TR TEOOmT TCATRO0CTCOGARA -~~~ ~———=—=====----------m--mo-o-oo-oooooooo
1819747 +
drovir3|scaffold 12875:945207- TTCTTCAGTCGHGACGAGGAGTCETGGAANCGHGAaclcallaTcTACAGETINECE- - — - —[&f)--—-—-————————- — - — - — - — — — e e e e - — — — — R e - — - — - R e e e — — — — gy — — — — — — = — === == ==========—= — - — e — e - T T - T T GG T T T €6 T T e e el e - — - — - — — ReTAATC-— - - —-—-—-- S ERaYer rrcaccaccgTdsrceTlcccaTcalgA A TR c TG G T TRA THiGGCTCCGACA - - - — - m e
945364 +
arotoy3[scarsold 6496:3982563- 11 CAcBclichcorcaAaTcRTaoArGooEorThcBeATATCTACA ST s s s L, S S, s . - E s S iE R L B B G NS s . SEEEEEEE R - R — R R A . s, . it - cTascE e BRI 8 77 ooACCRTET TRC TECBeABoAEAA TA TR GG TCATCO00TCOGACA -~~~ ===~~~
3982719 +
droGri2|scaffold 15245:10021884- TTCTTCAGTCGHGACGAGGAGTCCTGGAAGCGEGARACEGAATCTACAGETAC---——- Af--------—-———- TGAGAIWACIICTAGATTCTCTATCAAT TAAGTAGACGAAAT TTGTGAAAGGCAGAAAGAGT TATCT T TATATATAACAA T ATAT TATAGC T C e e e TClE G T G Gl C R e e GGTAATCAEAGT TREEEEEEEE AT AT T T TG T A R~~~ ~ ATTGACTTTCCREACAGCTCA T T e e D - — — ] — — — — = — = == == === === == == === — TIGTAGGENATAGEEEEE - TT- ARG - - B - - — - - — - — e T e e e - - -BEG - - - - —- -CllAGCCAACAACAAATCCTTACCTATT THGGITES TIn SEmmmn s IS rTrcaceaccgTidercetiicciicalscalgaaa TRC THGGET TCATHGGCTCCGARA - — - - — - — o
10022214 -

Generated: 09/08/2015 at 07:16 PM

PASS/FAIL

crit.star 0
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

POORFRPFRPRORFRPRFRPLROOOO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:4537209-4537433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:4537209-4537433
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_6205.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1352129-1352348
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:3695822-3696064
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18912338-18912666
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:16367829-16368134
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:5724299-5724625
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:617595-617872
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415386:389501-389676
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490483:4886-5059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780108:217435-217609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453215:511243-511526
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:327427-327592
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:16041816-16041982
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396567:528109-528270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:2554505-2554671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:2745298-2745464
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004558:1819578-1819747
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:945207-945364
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:3982563-3982719
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:10021884-10022214
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[View on UCSC Genome Browser {Cornell Mirror}]

dsi 90 |31:788472-788536 + | candidate | Canonical miRNA | intergenic
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788,450 788,500 788,550 o | R O@é & @5&‘ '
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Genomic Position 21 o5 03 o4 o5 & \@ | | |
Size Condition 788,450 788 500 788,550
Genomic Position
Hairpin partition -8 Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds‘
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR618934
M023 M024 M025 0002 |GSM343915
AAGGGGCTAAATGTTACATTCATTTTGACATTTAGTAGTGCTTGAATAATCACAGAAATCACGTTGATGTATTGAAGTTTGGAAAGATCACTCAGCAACGTCGCTTTCTGTAGAAT TCAAGTAGATTTGACTTCATTACCTTTTCACAGATTCTAAAGAATTATA dsim w501
Read # Hit Total head ovaries male embryo Head embryo
A e e e L N N A T T e e e D D I D I D D D D D I D D D D D D O D D D D D D D D D D I kkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkk**x**x gize Mismatch Count Norm |Total body
.................................................. CACAGAAATCACGTTGATGTATTG . « ¢« et e e e et e et e et e et e e e e et e et e et e ettt e e et e et ettt e ettt eaneeneeaeaneeneea 24 0 1 8.00 8 5 0 1 1 1 0
.......................................................................................... CTCAGCAACGTCGCTTTCTGTAGR . « ¢ v e e et e e eeaeeaeeaaeeaeeaeeanenaeeaeennenneeneas 24 0 1 7.00 7 5 2 0 0 0 0
.......................................................................................... CTCAGCAACGTCGCTTTCTGTAG e « v ¢ v e v et ee e e et eaeeaeeeaeeaeeaenaeeaeennenneeneaas 23 0 1 5.00 5 3 2 0 0 0 0
.......................................................................................... CTCAGCAACGTCGCTTTCTGTA ¢ e v e et e et e et eae et ea e eeaenateaneaneeneenees 22 0 1 3.00 3 3 0 0 0 0 0
..................................................... AGARATCACGT TGATGTATTGAAGT « &« e e e e e et e et e et e et e et e et e e e e et e et e e e e et e e e et et ettt eaeeeneeaeeanenneenea 25 0 1 1.00 1 0 1 0 0 0 0
................................................ ATCACAGARATCACGTTGATGT . & ¢ v et e et e et e et e e e e et e et e e e ettt et e et e e et e et e e et et e et e e ettt et it e et 22 0 1 1.00 1 0 1 0 0 0 0
.................................................... CAGAAATCACGT TGATGTATT . & ¢ e e e e et e e e et e et e et e et e e e e et e et e et e et e e e et e e e et et ettt et et 200 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553487 SRR553488 SRR553485
SRR618934
Makindu_ 3 NRT_0-2 RT_0-2 Chicharo_3
TTCCCCGATTTACAATGTAAGTAAAACTGTAAATCATCACGAACTTATTAGTGTCTTTAGTGCAACTACATAACT TCAAACCTTTCTAGTGAGTCGTTGCAGCGAAAGACATCTTAAGTTCATCTAAACTGAAGTAATGGAAAAGTGTCTAAGATTTCTTAATAT day-old hours hours dsim w501 day-old
Read # Hit |Total ovaries eggs eggs ovaries ovaries
AR e L N N A e e e D e D D I D I D D D D D e D D D D D D IO D D D D D D D D D D kkkkkhkkhkkkkkkkkkhkkkkkkkkkkkkkkkkx*x*x* gize Mismatch Count Norm [Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/|Coordinate ID Alignment
ldrosim2|31:788422-788586 + ldsi_90|laaGeGG---cTA AGTAGATTTGAC-———=-—=--—————-—~ TTCAT-TACC-—-—-——-~ TTTTCACAGATTCTAAAGAATT--ATA|
droSec2|scaffold 2:852355-852496 FAGGEG———CTA acTAATETGAR--—------—-—--- TTEAT-TACC-—-—-—--- TTETCACAGIETCTAAAGAATT - -[iRe
+
|dm3 lchr31:824561-824716 + | |BRCEE- - -Es AL A - c GG A A e N —_——ETTT— G FL AGTAGATTTEAR-----------——-- T/ e - TR ----—--- TTTTRGEACHT TCEAAAGAA T —HTE
droEre2|lscaffold 4784:840102~ TITATACCTTHRT] — A e T[S A C T TCTATGAAAT CT CpiGI N Gle T —— BB T EACAGATTCTAAAGAART - -y
840255 +
ldrovak3|[31.:820097-820223 + | [rcTE T e e il - - G —,—————__—=_“"\wr ™ X rEchecacTAaCTATCAAATCTCHCI NG T T TCTATGC TG RN e THC NN TN - -|
droEuglflscf7180000409184:858501—
858574 +
droTakl|scf7180000415111:303046- - - - - - — - - -IAci¥ec T TIAINNEEEXC|
303070 -
droElel||scf7180000491249:1022112~ et ~ il A P T - — A Tfe]
1022126 +
droFicl|scf7180000453052:411482- A Aa iy EAETAE———TTTEACAAGEATTEA\
411619 -
droKik1||sc£7180000302383:193742~ Al T AJNA 2 TG : - - AlNA TGRS T GAT T TTATAGAAT TTClRAINICIINT 2 BEEE e T T i T Il A AT T - - AA
193859 +
droAnal|scaffold 13337:11791505- __=
11791515 +
PASS/FAIL
Generated: @Q%&O 15 at 08:04 BM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:788422-788586
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:788422-788586
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_90.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:852355-852496
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:824561-824716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:840102-840255
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:820097-820223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409184:858501-858574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415111:303046-303070
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:1022112-1022126
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453052:411482-411619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302383:193742-193859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:11791505-11791515

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi_1670|3r:7646303-7646374 - | candidate |Mirtron |intron
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Predicted structure

Small RNA-seq Read Density Read size distribution
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7646400 7646350 7646300 7646250 e
> = T T T T 1 ¥
Genomic Position 19 20 21 22 23 24 & | | |
Size 75646400 7546350 75646300 7546250
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Star
Show Alternate Folds H
Flybase annnotation
intron [3r 7646303 7646374 -]; CDS [3r 7646219 7646302 -]; CDS [3r_7646375 7646425 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads show mid mismatch reads H
SRR553486 SRR553487 SRR553485 SRR553488
SRR618934
GSM343915 0002 SRR902009 Makindu_3 NRT_0-2 Chicharo_3 M024 RT_0-2  M023
TGGAGCAAACCTTCTCGGCCCTTTTGAACTTCGTTTGGGTAGCCTACAATGTAAGTGGTTGAGATTCAAGGCACAGCAGCACCAACTCCGTGTTTATAAAACCATTTTACTCATCCACT TAGATCTATTGCTGGCTGGTGGTCTTCTCGCAGTACCAGATATTCCTGGAGAT dsim w501 hours day-old hours
Read # ovaries embryo Head testis eggs ovaries male eggs head
e e e ok ok e e ok ok o ok ok ok ok ok ok ok ek ok ke ok ke sk ke ok ke (((((((. ((((...... (Cevnnn. (CCC(e e 1)))) e ) D I 1))) L)) ))))) hkkkkkkdkkkkhkkkhkkkkhkkkkhkkkkkkkkkkkkkkkkkkkkkk****x 5jze Mismatch Count Norm
.................................................. GTAAGTGGT TGAGAT TCARGGCAR . . o« ottt ettt ittt ettt et et e e e et et e e e e e e et et ettt 241 1 2. 2 0 0 0o 2 0 0 0 0 0 0
.................................................. GTAAGTGGTTGAGATTCARGGC . + ¢« e e v e e e e et e et e e et e e et m e e e e e e et a e e et e et e e e et e ee e ae e e e ee e tae e eieeneenaenaeeneeen 22 O 1 2. 2 1 1 0 0 0 0 0 0 0 0
...................................................................................................... CATTTTACTCATCCACTTAG . « ettt te et e e tee e e e eee e iee e eieeneenneenaae. 20 0 1 2. 2 0 0 2 0 0 0 0 0 0 0
.................................................. GTAAGTGGTTGAGATTCARGGCA . ¢« « « e e e e e et et et e et et e e e e e et et e e e e e e e e et et et e e e et et te e en e te e eieenaenaenneaaa 23 0 1 2. 2 0 0 0o 2 0 0 0 0 0 0
..................................................................................................... CCATTTTACTCATCCACTTAG . « ¢« e vt ee e tee e eae e e e e aeenaeenaenneenaeenaenn. 2l 0 1 2. 2 0 0 2 0 0 0 0 0 0 0
................................................... TAAGTGGTTGAGATTCARGGCACA . &ttt ettt e ettt ettt e e et e e et e e e e e e e et e e e e e e e e e e e ettt ettt e e ettt 240 1 1. 1 1 0 0 0 0 0 0 0 0 0
........................................................ GGTTGAGATTCARGGCACA . + ¢ e et et te ettt et e et et e e ettt et e e e e e e et et e e e e e e et e et et et e ettt et 190 1 1. 1 1 0 0 0 0 0 0 0 0 0
.................................................. GTAAGTGGTTGAGATTCARG « « « « « e e et e e e et e et e e e et e et e e e e e e et ae e e e e e e e e e et e ee e tae e e e eee e tne e eaeeaaeneenaenaeenaees 20 0 1 1. 1 1 0 0 0 0 0 0 0 0 0
...................... TTTGAACTTCGTTTGGGTAGC . « + e vt e e ue ettt e et e et e e e e ettt et e e e e ettt et e e e e ettt et e e e e ettt e e e e e e e et e e e e e ettt e e e et e e 200 1 1. 1 0 0 0 0 0 1 0 0 0 0
...................................................................................................... CATTTTACTCATCCACTTAGAR. . ¢ ottt it ittt ettt ee i eie e 22 1 1 1. 1 0 1 0 0 0 0 0 0 0 0
.................................................. GTAAGTGGTTGAGATTCARAGGCAC .+« t v e e te et ue et e e et e e et e e et e e e e e e e e e e e e et e et e e et e e ettt e e ie e i iae e 24 0 1 1. 1 1 0 0 0 0 0 0 0 0 0
................................................. B el Nl el i e Ve - [P < T 1 0. 1 6 0 0 0 0 1 1 0 2 0
e l0). Ve ol i ol e T 15 0 2 0. 1 0 0 0 0 0 0 0 0 1 0
Anti-sense strand reads
SRR553485 SRR553486 SRR553488
Chicharo_3 Makindu_3 RT_0-2
ACCTCGTTTGGAAGAGCCGGGAAAACTTGAAGCAAACCCATCGGATGTTACATTCACCAACTCTAAGTTCCGTGTCGTCGTGGTTGAGGCACAAATATTTTGGTAAAATGAGTAGGTGAATCTAGATAACGACCGACCACCAGAAGAGCGTCATGGTCTATAAGGACCTCTA female day-old  day-old
Read # ovaries ovaries
Kkdkkkkkkhkkhkkhkhkkkkkkhkkhkkhkhkhkkkkkkdkkhkrkrdkrdkrrk  (((((((. ((((...... (A CCCC(e e I)))) e ) D I )))).))))))) hkkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x* gjze Mismatch Count Norm Total
....................................................................................................... TAAAATGAGTAGGTGAATCTAGA . « . vt e e te e et e eee et e ieeiaeneeneeneeaennen. 23 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|3r:7646253-7646424 - ldsi 1670/ TGGAGCAAACCTTCTCGGCCCTTTTGAACTTCGTTTGGGTAGCCTACAATGTAAGT G- —————————————————_—————______ GTT--—--——- GAGATTCA———-AG--——-———————————— GEACAGC——-—--——-—————————AGCACCA-—-——————— A--—-CTCC-————————— GTGTTTATAAA-------ACESSSSSSEEEEEsas CA----T---—- TTTACTC-=ATCCACTTAGATC TATTGCTGGCTGGTGGTCTTCTCGCAGTACCAGATATTCCTGGAGAT|
ldrosec2|lscaffold 12:532448-532628 - |TGeAGCAAACCTTCTCHGCCCTTTTGAACTTCGTTTGGGTAGCCTACAATGTAAGT G- —————————————————————————____ ATT-——————- GAGATTCA----AG-=--—=—--——-—=-———~ claclcc------------------alcacca---------- T TT- - - -CTGGATCATT AR Yy N - g CA-—=--T----- TTTACTC-=ATHCACTFAGA TCTATTGCTGGCTRGTGGTCTTCTCGCAGTACCAGATAT TCCTGGAGAT]|
|dm3 lchr3r:13621586-13621766 + | |TGGAGCAAACCTTCTCGGCCCTTTTGAACTTCGTTTGGGTAGCCTACAATGTAAGT G-~~~ ———————————————————————___ Wrr------—-—- GAATTCA----AG----————————————— cgrcace--------—-———————-pffcacca--------—- I CTC----CTGTATCAT TA e Ny e CA----T----—- TTTACTC-=ATCCACTTAGATCTATTGCTGGCTGGTGGTCTTCTCGCAGTACCAGATATTCCTGGAGAT]
droEre2|scaffold 4770:8009151- der 574 ||TGGAGCAAACCTTCTCGGCCCTTTTRAACTTIGTTTGGGTAGCCTARNAATGTAAGTG=———————————————————————~————__ GTT---—--—-- GAGAETCA----AG-—--—-—-————————- CL it - —— == == =—=—=—==——— - —— - — -BTC----CTGGCTTTTCANMANNINNNC T TTTREIN-EEE e ———-T-—-—- TTTACI - LThCEC T ¥AGA THTA TTGC TGGCTGGTGGTC TTCTCGCAGTACCAGATATTCCTGGAGAT
8009323 -
ldrovak3|[3R:2201155-2201320 + layva_913 |rceaccanaccTTcTCGGCCCTTTTRAACT THGT TTGGGTAGCCTAAATGTAAGT G-~~~ ———————————————————————__ GTT-------- GAGATTCA--—-Af--——--——-———————— - - - - — — [ - - - - — - - A TC- - - - CTGGATCATC ALYV V.Y N - A--—-T--—-- TTTACTH- ~ATACECTEAGA TCTATTGCTGGCTGGTGGTCT TITCGCAMTACCAGATATTCCTGGAGAT
droEugl|scf7180000409562:148599- TGGAGCAAACHTTCTCGGCHCTTTTRAACTTCGTT TGCIemGCidraAfiAATCTAACTI- — [N R e - - ————————————— - ——————- - —— -~ == === ————————- i — — — = == == ===—=—===~- R - ——— === - -~ — — TTCGGTTATAAGA NI CrY R e c----7----- T T C Tl T ¥ACA TC TATTGC TGGC TG TGGTC TTIT CGCAGTACCAGATATTCIT A AT
148760 +
droBialllscf7180000302113:3790677- TGGAGCAAACHT TR TCRAGCl{c TN TGAAC T TG T T TGGG T GCCTACAATGTAAGTH- — —[Shgr NN —— ———————————— /X - - AT T C A A - - - — — - — - — - = - — - — - B-—-Blcc------—-—-—- TN T T TATRRNA - - - - —--fcE=== === CA-—--T----- TP T AT TN ICCIYeAGA TC T AT GC TGGCTGGTGGTCTTCTCGCAGTACCAGATATTCCTGAGAT
3790840 -
droTakl|scf7180000414009:357512- TGGAGCAAACCT THTCIGCHCT TT TR A AC T TG T T TGGIepGCC TARNAA TG TAAGT =~ == ==—====—=—=——————————______ - - gy ce----a - e G- - - - —— - — - — - - BT TT/TAEA - - - - - - -[sj{=E==s TAAATTACCCUTEE S EUEEEET TN e =T eICleSAG A TR T AT GC TGGCTGGTGGTgTTCTCGCAGTACCAGATATTCITGIAAGAT
357676 -
droElel|scf7180000491080:2657503~- iiTANTAINACE TTTRmIC-—arcchpireacE T AlTccTGGC TG TR TET TeTeacallTAccAGATAT TR TEN A RIA T
2657580 -
droRhol|scf7180000777768:12754~- e T~ ATCISCTEAGA TC TABTGC TGGC TG TGGTC TTCTCGCAGTACCAGATYTTCHT G A AT
12820 -
droFicl|lsc£7180000453912:1853031~ T Cl B S IC ARG A T TA TTGC TGGC TG TGGTC TTCTCGCARTACCAGATHTTCHTGA AT
1853266 -
droKikl|scf7180000302276:713380~- TGGAGCAAACCTTCTCGGCHCTMTGAACTTCGTTGGGTlEGCCTACAATCTEACT NS ehdelel-—— - ——————————— [ - TTR--2la- - -FEEENTATTTATTTAREEEEEEE i — — — = == == ====—=—===~- - —— - — - —--—-—--- —- - - — - — - TcTREA T T TS NS NN T S N R i = el CCAC T TAGA TC TAMTGCTGGCTGGTGGTC TTITCGCAGTACCAGATTTCHTGI\ARAT
713550 -
droAna3|scaffold 13340:10780517- TGGAGCAAACHT TRTCGGCCHTINYTGAACTTCGTETGGGTEGCcCcTACAATGTAALN - — L8y INeefelel- — - — - — - — - ——————- TT— - TCR-— Al A- - - AGCA- - BT TR ——— - — — - e - — - — - — - CEEEEEEE - ------—-- - - —clici\a-I\- TcTTATCC[SEEEEEEEEEEEES ———-T--—-- T X~ RICECTEAGA T/ T AT GC TGGCTGGTGGTCTTCTCGCANTACCAGA T T TRRITGGAAT
10780681 -
droBipl|scf7180000396374:302830- TGGAGCAAACHT THT CGGCCHTIET TGAACTTCGTTTGGGTI§GCCTACAATGTAALNGN- -1 Ni- —ffeleffelel- - — - ——————— - - - - T A - - - AR CA- - T T e — - — - - - R B N — — — — — — —— D -—----—--- - - -JcA-G-TcTTARERNG T R\-pa-—-Rr————- TN RCkClETACA T T ASTGC TGGC TG TG T T TCTCGCAGTACCAGATHT THIT GGAIIAT
302993 +
dp5 [2:25971927-25972084 + | |TccallcaaaccrriiTceeChcTRETEAACTTCGTTTGGRTEGCCTACAATEHEAGTN-===========———cooo-oo-ooo oo - —-—-— - B NTATACGAATATEEEEEEE i — — — = == — === ———————— - - - ClSlel- ATEEEE R R A — — — ——————— T C T T A R e C MA-——-T--—-—- DT TRl [SeppelerNrAGA TR T ARITGHTGGCTGGTRGTCTTCTCHCAGTACCAGATET TCHTGEARAT|
droPer2|scaffold 6:1305478-1305635 TGGARCAAACCT THTCGGCHC Tl TEAACTTCGTTTGGRTlEGCCTACAA TG gAGTEN - == ===—=—————————-—-_—_—__-_-= - -—-—-—- ———— - — - NTATACGAATATREEEEEE —— —— - - - - - /8- ATEEEEEEE e C S .~~~ — ————— — T C T T 2 e C N Tl Tel= =l P T NTAC A T T 2B T GIT GGCTGG TG TC TTCTCRCAGTACCAGATHTTCHTINS A A T
+
droWil2|scf2 1100000004921:1652724- TGGAGCAACATTHTCGGCECTTTTGAACT TG TTGGGTlgGCCTACAATCTAAGTEY- - —i- — [N —ffeTN- - — NN N I - ——————- Bl T T CA= == A - - — oo A2 C T A T e - - - - - EEEEEE B — - — BT - [ T G T Gl — e ----E----- By~ I eCLE S NFAGA THT AT TGCTGGC TG TG TR T T TeGC AT Aflc ARA T TRENT G Glegi T
1652885 +
drovir3|scaffold 12963:10224199- TGGAGCAAACIATTCTCGGCECTYTINAACTTCGTTTGGGTEGCHTANAATGTAAGTH- -8 -———————— -~ - - - ———- - ——————- - - — - — - - N CATGCAGTTGT R — - — - — — - - - — - -[- GTEEEEEE B-—-cllcc-------—-—- A-—-—-—-— - ATTTA R e CA-—--T----- T = = B T FAC T\ T AT G TG TG TG TR T Te TCfc AGTACCAA T T TCC TGGAGAT
10224348 -
droMoj3|scaffold 6500:18937486- TGGAGCAAACRTTCTCRGClEC TR T A AC T TCGTT TGGGTHGCCTANAA TETARGT === ==========—=——-—-—-—-o--o-o - ———— - — - —EEEENT A A A CEEEE e i - — -~~~ ———=-——--—-—-ARCCA--———————— A---clgch----—-—--- GTRrTTANGAERE - - —- - -@ArATTTAAL S EE T B----F----- LN C S C =S SNCATTFACA Ti\r AldT TG TG TG TRT T TeGCARTACCARA TR T THiC TGGARAT
18937649 -
droGri2|scaffold 14830:1310046- TGGAGCAAACKTTCTCGGCIECTIET TGAACT T8 T T TGO TlEGCITACAATGTAAGT -~ === —=——————=——————————————_ GTT---—-—-- T i - - - R — — e — - - — - - da--——————- AlccT----TTGGCATTTT TiNeHRmV - - Y- B - — B---—-F----- ERTACIY == ATCChIeACH T\ T AldTGcTGGC TG TG TCTTC TCGC AT ARjCARA TS T TCIT GGAGHT
1310205 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7646253-7646424
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7646253-7646424
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_1670.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:532448-532628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:13621586-13621766
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:8009151-8009323
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_574.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2201155-2201320
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_913.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409562:148599-148760
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:3790677-3790840
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414009:357512-357676
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491080:2657503-2657580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777768:12754-12820
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:1853031-1853266
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302276:713380-713550
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:10780517-10780681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396374:302830-302993
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:25971927-25972084
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:1305478-1305635
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:1652724-1652885
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:10224199-10224348
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:18937486-18937649
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:1310046-1310205
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[View on UCSC Genome Browser {Cornell Mirror}]

dsi 118 |3r:17506361-17506439 + | candidate|| Canonical miRNA | intergenic
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Small RNA-seq Read Density Read size distribution
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Show Alternate Folds H
Sense Strand Reads
hide 3p reads “ show mid mismatch reads
SRR553487 SRR553485 SRR553488
SRR618934
M025 MO023 GSM343915 NRT_0-2 0002 M024 Chicharo_3 RT_0-2
CGATGATGATGTAATGATGACGATGTGGCAGTGGCAGTAACAGAGGCAGAGGCAGACGACGACGACGACGTCGGAGTTTCAAACAGGAACTGTTGACTGCTTTTGAACT TGTGCGTCGTCGTCCTCGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGAATGA dsim w501 hours day-old  hours
Read # Hit |Total embryo head ovaries embryo eggs Head male ovaries eggs
AR A R e e L N N N e N (N N N T 1)) )))IIID) a IIDIDDD)) D)) ) ) L)) )) L)) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total body
....................................................................................................... TGAACT TGTGCGTCGTCGTCC e « e v e e e e et e te e et e e ettt te et eieeaeneaenena. 20 0 1 12.00 12 7 5 0 0 0 0 0 0 0
...................................................................................................... TTGAACTTGTGCGTCGTCGTCC e & v v et e et ee et e e e ee s e eneneeaenenaeaenenneaeneeneaa22 0 1 5.00 5 3 1 0 1 0 0 0 0 0
....................................................................................................... TGAACT TGTGCGTCGTCGTC w e e v et e e et et e e e e et e et e e et eeeeeeaeneenenena. 20 0 1 2.00 2 2 0 0 0 0 0 0 0 0
....................................................................................................... TGAACTTGTGCGTCGTCG e + v e e e e e et e e et e teee e e e et ee e et teeneeeaenenaeaenae. 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0
....................................................... ACGACGACGACGACGTCGGAGT « « &« v 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 ee e e e e teea e e e e e e eeeneaeeeeneaeeaeaeaeeaeneaaeaeneeneaanaea22 0 1 1.00 1 0 0 1 0 0 0 0 0 0
...................................................................................................... TTGAACTTGTGCGTCGTCGTC M « v e v e e e e e ee e e et te e e e e e e e ee e eneeaenenaeaeneaea 2l 0 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................................................................... TTTTGAACTTGTGCGTCGTCGTC . + v v e et e e e e et et ettt e e et e e et ee e etaenenaenena. 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0
....................................................................................................... TGAACTTGTGCGTCGTCGTCR. - - - oo i i i i i e 201 1 1.00 1 0 0 0 0 1 0 0 0 0
Anti-sense strand reads
SRR553485 SRR553486
SRR618934
Chicharo_3 Makindu_3 M025 SRR902009 GSM343915
GCTACTACTACATTACTACTGCTACACCGTCACCGTCATTGTCTCCGTCTCCGTCTGCTGCTGCTGCTGCAGCCTCAAAGTTTGTCCTTGACAACTGACGAAAACTTGAACACGCAGCAGCAGGAGCCGTTAACGTAGGAATCTGTTACTGCGCAGGTATCTTCCGCCGTCGTCTTACT day-old  day-old dsim w501
Read # Hit Total ovaries ovaries ovaries embryo testis embryo
AR R R e e L N N N e N (N T N N T 1)) ))) I o IIDIDID))) D)) ) ) L)) )) L)) ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total
....................................... el ol ole] el ok e ole i ol c MRS - S 3 0.33 1 0 0 0 1 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|3r:17506322-17506485 + lasi 118[TA------ A--—m—m—m - TGATGACGAT--GTGGCAGT-GGCAGTAACAGAGGCAG-——-—-——— AGGC--AGACGACGACGACE==GAC-—=-=---- GT---—--- C--GGAGT-TTCAAACAG-—-——-—-————-——~— GAACTGTTGACTGCTTTTGAACTT-—-——— GTGCG-———=———-—————- TCGTCGTCCT-—-CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGA———————————————————
droSec2|scaffold 0:18337677-18337834 TA--—-—- A--—m—mm— - TGATGACGAT--GTGGCAGT-GGCAGTAACAGAGGCAG-——-—-—-— Rt - - B CGACGACGACESSGAC========= GT---—--- GGAGT-TTCAAACAG-—-—-——————-——~— GAACTGTTGACTGCTTTTGAACTT-————— GTGCG-———=———-————-- TCGTCGTCCT-—-CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGA-——————————————————
e
|dm3 lchrsr:17967485-17967658 + || |ra------ N TGATGACGAT--GTGGCAGT-GGCAGTAACAGAGGCAG-——-————— AGGC- -G ACGACGAC EEEEHCEsEaaaas GT---—--- C==CCACT=TTCARACAC Il I NI XelGA A C TG T TGACTGCTTTTGAACTT - ————— GTGCG-—=————-—————- TCGTCGICCT-—-CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGHAGA -~~~ ———————————————
droEre2|scaffold 4820:10110048- TA-—-—-- A-—m—mmmm - TGATGACGAT--GTGGCAGT-GGCAGT R — — —— —— —— — BGGC- - AT CGAC===GAC—~—=————- GT--—--—-- C--GGAGT-TTCAAACAG-—-—-—-———————~— GAACTGTTGACTGCTTTTGAACTT-—-—-- GTGCG--—-—-———————— TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGA-——————————————————
10110196 -
ldroyak3||3R:18816303-18816470 + | |TA------ I TGATGACGAT--GTGGCAGT -GGCACH it -~~~ —~——— BGGC- - A EGACGACE==GAC——=—=———— GT------ C-—CGACT-TTCAAACACEIIels- IS NI NECAA CTGTTGACTGCTTTTGAACTT - ———— — GTGCOeiele--—————- TCMTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGA———————————————————
droEugl|scf7180000409768:88060-88215 TA--—--- A--—-—m——- - TGATGACGAT - -G et — — — = — = = = = T/eleRE - - - TENCENTEINSGACETEGACGACGAT/EIEEEE T C--GGAGT-TTCAAACAGE--—-—-- SNl €A CTGTTGACTGCTTTTGAACTT - ————— GTGCG-—-—=-=—-————-- TCGTCGICCT-=-CGGCAATTGCATCCTTAGACAATGACGCGTCCATHGAAGGCGGCAGCAGA-——————————————————
e
droBialllscf7180000302402:5771726- A —————— A-—m—mmm— - TGATGACGAT- -Gl ma — — — = == == = T/eleleRN - - - AlINCENT NS G A CE TREEEEEEEE GT--—---- C--GGAGT-TTCAAACAGE------- I NIe-[€GAACTGT TGACTGCTTTTGAACTT-————— GTGCG--—-—-———————— TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCAMAGAAGGCGGCHGCAGA-——————————————————
2771872 =
droTakl|lscf7180000415711:1081318- A —————— IATGGTGA R TGATGANGAT - -G R~~~ — = — clEC - - ECAEGAlcACE==CAk-=—=—=——~ GTEeLNe-C--GGAGT - TTCAAACAGE-—-—-—- N leGAACTGT TGACTGCTTTTGAACTT-————— GTGCOeg-—-—-—————-—- TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCGGCAGCAGA-——————————————————
1081475 -
droElel|scf7180000491212:2458555- TA--—--- A--—m—mmmm - TGATGACGAT - -G et — — — = = = = = = T/eeleRl - - - AFNG/ERNTIENe e Gle------ C--GGAGT-TTCEAACAGE----—-- SIS €A CTGTTGACTGCTTTTGAACTT-————— GTGCG-—=-—=-==————-- TCGTCGICCT-==CGGCAATTGCATCCTTAGACAATGACGCGTCCAMAGAAGGCGIAGCAGA- -~ -~ - - - oo
2458698 +
droRhol|lscf7180000780293:46119-46262 TA-—-—-- A-—-—m—— - TGATGACGAT- -Gl - e — — — == == = BGGC- - GAEGANGACE==GAC-=—=—=—=- GT-—--—-- C--GGAGT-TTCAAACAGE------- XLl leGAACTGT TGACTGCTTTTGAACTT-————— GTGCG--—-—-———————— TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGGCIGCAGCAGA-——————————————————
droFicl|lscf7180000454106:1126013- Th---—-- A-—m—mmmm - TGATGACGAT - -Gl mata — — — = == == = BcGC- - GAGAlGAC===GAC-—~—=—=——- GT-—-—-- C--GGAGT-TTCAAACAGE------- I NLe-[EGAACTGT TGACTGCTTTTGAACTT-————— GTGCG=—=——=—-=—-——-———-—- TCGTCGTCCT---CGGCAATTGCATCCTTAGACAATGACGCGTCCATAGAAGHCGGCEGCAGA-——————————————————
1126156 +
droKikl|scf7180000302461:2096831- Tlg------ N TGATGANGAT - -GTHGERGT - Wcia R e ARG ARGEG - —- - - - —- - T/eeleRE - - - AFNG/EN TN e A SRR Gle------ CoI\CACT=TTCARACAC YN === Xl lelGAA C TG T TGACTGCTTTTGAACT T - ——— - — GTGCG-—=-—====————-- TCGTCGICCT---CGGCAATTGCATCCTTAGACAATGACGCIXACATAGAAGGCEICAGCAGA-—— -~~~ == ——————————
2096999 -
droAna3|lscaffold 13340:8968346- A —————— A-—m—mmmm - TGATGANGAT - -G - Ea — — — == == = T/elelsln c - -\ IACENT NS ccceTaATEEEEE TS cE------ C--GGAGT-TTCEAACHGE------- NI iCAlECTGT TGACTGCTTTTGAACTT-————— GTGCG--—-—-————=—-— I I CCT~-~CGGCAATTGCATCCTTAGACAATGACLCININC AT AG AN e ClECA -~ -~ -~ - — = — - — - ——————
8968486 +
droBipl|lscf7180000396712:120024- Tfg------ A-—m—mmmm - TGATGANGAT - -G R~~~ —~ — bocci¥eacallcaldcrficacE==cc======~ B--—--- B -Eace-[einlecacE------- [ TNl b GAlE C TG T TGACTGCT TT TGAACT T/ NG TGCG= ==~ = ————————— TCGTCCTC NI NGGCAATTGCATCCT TAGACAATGACH I NN A T2 P tt — — — — — — ————————==—="—
120159 +
EEE |l2:12134270-12134394 + | GAGGCACGA-[SlelopM- - - - -——--—--[FF- - -]

laroper2|scaffold 0:8362600-8362747 -

drowWil2|lscf2 1100000004943:12107811~-
12107953 +

droVir3|scaffold 13047:8512737=
8512872 -

droMoj3|scaffold 6540:27646985-
27647076 +

droGriZ2|lscaffold 15074:1102666=
1102794 +
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ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 165 (2r:10128771-10128830 + |candidate || Canonical miRNA || intergenic
Legend: mature star i) uried Bt ine| mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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10,128,750 10,128,800 10,128,850 o I I I I I - = .
Genomic Position 20 21 20 23 o4 I I |
Size Condition 10,128,750 10,128,800 10,128,850
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 “
SRR553486 SRR553485 SRR553488
SRR618934
M023 Makindu_3 Chicharo_3 M025 M024 SRR902009 0002 GSM343915 RT_0-2
CAGTTCAATTCTGGGGGTCGTCGGAAGCCTTACGTGGCCGGGATGGTTCGTTGGCTGCTGAGAACT TTCCAATCCAATCGGTGGATGGTGAACTTAACTAATGCCAACTAACTAACTAGCCAACAACTGTTAACGACCCACAARAGCCTGGCCACAAAAG day-old day-old dsim w501 hours
Read # Hit |Total head ovaries ovaries embryo ovaries male testis Head embryo eggs
***********************************(((_ ((__ (((((. ((((((_._ ((((. (((. ((((._ ((._..)))))) .))) .._)))) ...... )))))) .))))) _)) .))) Lkkkhkkkkkkhkhkkkkhkhkhkkkkhkhkhkkkkkkhkkkkkkkhk*k*x gjze Mismatch Count Norm Total body
.................................................. di et oot et ol el el V- Xoli i i o] oV NP2 B O 1 14.00 14 2 2 6 1 0 1 1 0 1 0
.................................................. TTGGCTGCTGAGAACTTTCCA + « e v e e e e e e e e e e et et et e e e e e e e e e e e e et e et e e e e e e e e e eaeee e aeeasasaeasaeaeaeeeeeeanananaaaa2l 0 1 11.00 11 6 3 2 0 0 0 0 0 0 0
.................................................. dietelod et ol el el V- Xoki i i o] o7V  oJ0 AP - S O 1 3.00 3 0 2 1 0 0 0 0 0 0 0
.................................................. TTGGCTGCTGAGAACTTTCC 1+ v e e e e e e e et e et et et e e e e e e e e e e e e e et e ta e e e e eeeeeeeaeeeeeeesasaeasaeneneeeeeeasananaanaa 20 0 1 3.00 3 2 0 0 0 0 1 0 0 0 0
.................................................. TTGGCTGCTGAGAACTTTCCAR . & 4 v et et et et e e e e e e e et et e et et et e e e e e e e et et e e et e e e e ettt ta e taaaaanananannnaeas 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.......... o ele]elelel ol el ofelel-V.NeTololi i J-Vo] NN AP SN o 1 1.00 1 0 0 0 1 0 0 0 0 0 0
...................................................................................... GGTGAACTTAACTAATGCCAR . ¢ o e e e e e et e ettt e e e e e e et ieeaeaeaenenan. 2l 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0
.................................. TGGCCGGEGAT GG TTCETTGGECT + « + v v s v s ee e e ee o e o e ea oo s o e aaaaea s oe s aioeiaaasaeeanaeetoeseoaaeasaenaneeetoeneonaeeeaenaneeaaaeneonanaaen.22 [0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.................................................. aetelod et ol el el V- Noki i o] o7V - AP 1 1.00 1 0 0 0 1 0 0 0 0 0 0
......... GG L GG G A L 2 (G 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.............................. i Nofehielelolofelelel-Ni e el o] el il c] e o NP 2o BN 1 1.00 1 0 0 0 0 1 0 0 0 0 0
.................................... efo]ole]ele)- N et ekl o el e eToki e TN 2 N O 1 1.00 1 0 0 0 0 0 0 1 0 0 0
.......... ohilele]eleeli ol el ofetel-V-NeT ol ol b 7-Vo 3¢ SN 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0
........................... ook i)Yol el ete] ol of T e]e-Niulc NP < ¢ 1 1.00 1 1 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553485 SRR553487
M023 Chicharo_3 NRT 0-2
GTCAAGTTAAGACCCCCAGCAGCCTTCGGAATGCACCGGCCCTACCAAGCAACCGACGACTCTTGAAAGGTTAGGT TAGCCACCTACCACT TGAATTGATTACGGTTGATTGATTGATCGGTTGTTGACAATTGCTGGGTGTTTTCGGACCGGTGTTTTC day-old  hours
Read # Hit |Total head ovaries eggs
**************************************(((. ((.. (((((_ ((((((._. ((((. (((. ((((_. ((_..')))))) .))) ._.)))) ...... )))))) .))))) .)) _))) hkkkkkkhkkhkkkkkkhkhkhkkhkkkhkkhkkkkkkkhkkkkk Size Mismatch Count Norm Total
................................................................ GARAGGTTAGGTTAGCCA L« t e v e e e e e e e et e et et et et e e e e e e et e ettt e e e e e e e et ettt . 18 0 1 1.00 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[2r:10128721-10128880 + dsi_ 165|[CAGTTC--AATTCTG-——————— -~ ——— GGGGT--C-GTCGGAAGCCT TACGTGGCC G- Gm— = == == — = = = = = == = — = — o o - GATGGTTCG-=-—TTGG-—CTGCTG=——————————————————————— AGAACTTTCCAATC-—CAA————————————————————————————_ TCGG T G — === —— —m—m—m e m - GATGGTGAAC—-—-—-—-——~— TTAACTAATGCCAACTAACTAACTAGC—-——— CAACAACTGTTAACGACC-———-—-—-—-———- CACA----AAAGCCTG----GCCACAA-AAG]
droSec2|scaffold 1:6983739-6983898 CAGTTC--AATTCTG= === === === === === == ——— o GGGGT--C-GTCGGAAGCCTTACGTGGCCG =G == == == = = = = = = = = = — = = = o o GATGGTTCG-=-=TTGG-~CTGCT G == == == === === === === — AGAACTTTCCAATC-—CAA—=————=—————=————————————————— e . L .,k - |©II GATGGEGAAC--—-—--—-—- TTAACTAATGCCAACTAACTAACTAGC———~— CAACAACTGTTAACGACC-——=—-=—-—-—-———-~ CACA----AAAGCCTG----GCCACAA-AAG
+
|dn3 lchr2r:9465540-9465702 + | lcacTTC--AATTCTG- - - - — oo GGGGT--C-GTCGGAAGCCTTACGTGGCCG=Gm == == === = = = = = = e e e GATGGTTCG=---[gTGG-~CTGCTG==~—======—= === ——— o e AGAACTTTCCAATC—~CAA——————=—————=——=————————————— TCGGTGm == === == === == = = GRTGGEGAAC-——-——-———- TTAACTAATGCCAACTAACTAACTARC -[INNSAACAACTGTTAACGARC-~—~~———————-—~ CACA----AAAGCCTG----GCCACAA-AAG)
droEre2|scaffold 4845:16348780- CAGTTC--AATTCTG-———=—————————————— - GGGGT--C-GTCGGAAGCCT TACGT GG gt - — =~ =~ === == === —————m oo oo B - — - -~ i — - CTGCEAG -1\ - -GN - — - — - ————————————- S eV e GAACT TTCCAAT C- —~CAA————————————————————————————— TCGGT G —— === == ==~ — —m—m - GATGGEGAAC--—-—-—-—-- TTAACTAATCCCAACTAECTAAC -~ WAACAACTGTTAACGAlC-—-—-—-—-——-——- CACA----AAARCCTG----GCCACAA-AAG
16348936 -
ldroyak3|2rR:7483168-7483339 - | S T N e ———— GGGGT--C~GTCGGAAGCCTTACGT GG I~~~ === === === === === == === == mm - R — B clen e A B C A GC TRGAGAGAAGAGGAGGAGRGAGGAGGCGA A el eh i oo N N eI — ], AN, HhL— GATGGEGAAC--———-————- TTAACTAATGCCAACTARCTAAC -~ BAACAACTGTTAACGAC-——--——--——--—- CACA----AAACCTG----GCCACAA-AAG]
droEugl|lscf7180000409462:3398106- CAGTTC-~AATTCTG-— === == === === ———m——m oo GGGGT--C-GTCGGAAGCCT TACGTGGCG- G — = === == — = — = — —m o oo - GATGGTTCE\----[EThic--cTlecEcEaN)- - -V el e - - - — - - - - - = PN AGAACTTTCCAATC--CAA-—————————————————————— TCGGTGlg-—-—-—-—-———————————————————— - TGTGGATRATGEEEEE GATGGEAAAC--——-—-—-—- TTAACEEEE. G- - - -INIUNNG - - - - B WAACAACTGTTAACHARNC-—-———————————- A CH-—- - B CCTG---—-GCCACAA-AAG
3398270 -
droBialllscf7180000302291:694711- CAGTTC-~AATTCTG=— == === === === — = ——————— o GGGGT--C-GTCGGAAGCCT TACG TGO CG- G mm— - —mmmm oo oo caeerTcll----Erec--crocEcEgyY--- N eI - - - - - FNAGAACTTTCCAATC- -l ———————————————————————————- B cEg----— -l Behdel - — - - ———————————— caleeanc--—-—-—-——- UG - - - - -GTG- - - - [XIUNNG - - - -EEEE WaEcancTGTTAACGAINC-— - - —————————- i~ — e CCTG-~--GCCACAA-AAG
694861 -
droTakl|lscf7180000415401:1189962- CAGTTC--AATTCTG-————————— === - ————m oo GGGGT--C-GTCGGAAGEC T TACG TGGCG =G — = = == == == — = — —m o o - GATGGTTCE\----[EThGc--CcTeCEcENY- - - - - - — - — - - - - - — - IN\AGAACTTTCCAATC -l ———————————————————————————— Bcerelg--------- - - Behel - — - - ———————————— GATGGE\AAC---—-—-—-—- TTAACEEEE G- - - -INUNNG - - - - EEEE WAACAACTGTTAACGARC-—-———————————- - —— — R CC TG—-~--GCCACAA-AAG
1190112 -
droElell|lscf7180000491282:712037~ CAGTTC-~AATTCTG-— == === === == === ———m——m o GGGGT--C-GTCGGAAGCCT TACGTGGECG-Gmmm— - —mmmm o oo oo GATGGTTCR----fgthic--ErccEcEgy---v el el - - - - - - -\ -~ -~ -~ -~~~ -~~~ N\ AGAACTTTCCAATC- -l —————————-—————————————————- - - [ A e A CCT G GATGGEEAAC--—————-——- NG - - - - - G[o- - - - [NGLUNNG - - - - EEEE WAACAACTGTTAACGARNC-—————————————- - — - cCTCEYY\cccacan-anc
712191 +
droRhol|lsc£7180000758477:993-1143 -| lcAGTTC--AATTCTG-— - - - - —— o GGGGT--C-GTCGGAAGCCTTACGTGGMCG-Gmm— == — = ——mm oo oo GATGGTTCR----Erlc--cTecEcEgM-- - - - - - - - -~ ———————— ===~ ¥N\AGAACTTTCCAATC - |- ———————————————————————————— — — e 2 e — B------ TG T Gl —— GATGGEINEAC-——--—--——~- T AAC—— G- - - -INIUNNG - - - - EE=. BAACAACTGTTAACGARC-—————————————- i - — [ CC TG-——-GCCACAA-AAG
droFicl|sc£f7180000454039:281957- CAGTTC--AATTCTG-———=————— === === ——— o GGGGT--C-GTCGGAAGCCT TACGTGGCC G- G == == == == = = = = = = = — = = o o o GATGGTTCR----TTlcecTecEcEyY-- -t - - — - - - - - - - N AGAACTTTCCAATC-—CAA-—————————————————— o~ TCGGTGg-—-—-———————————— - ——— A e - — - ———-————————- GATGGELAAC--—-———-——- IINAG- - - - - G- - - - [NLUNNG - - - -EEEE. WAACAACTGTTAACGAINC-—-———————————- - — -~ CCTG----GCclgcanilanc
282115 +
droKik1|scf7180000302638:199112- CAGTTC--AAT[gCTG-——————————————mm oo GGGGT--C-GRCGGAAGCCTTACKIT GO/ e elelelehelelel - — — — — — — = —— — = — ==~~~ —— ——— cTGGRE e eliiNe CCGCCGC e eNelel CleG A A T A A G C A G PN AGAACTTTCCAATC--CAA-——————————————— - i¥e e GCAGCAGCGAGCGGTGTGTGTGCTRECAGTGTGTARETGTGTGTRGTGTGTGRRET AT TiNele CALITEEEE cciGElGC]i- - - - - [ENNVING - - - -EEEE BWAACAACTGTTAACGAC-—-——-——————-——- - — - — e CCTG----GCCACAA-[@AG
199331 -
droAna3|scaffold 13266:16768145- CAGTTC-—[EA T G === == == === ——————m elelelelimRteRtehsleler-VNelolel i U-Ne A ilele » S TR T G GRRE T GGCAGAAGCCACCAGCAGCAGCAACAGCAGCAAAAGCAGCAACTGGATGGCTGGCA A lliNe cEEE Tl C CleEEIeliCS ClEGAAAGA A AGC A G e NN \acaacTTTCCAATCINECAA - -~ - - - TG TCE---—-—--—-—-- TG TG TG TR G TRGTGTGTGRTGTGTGCGGAAARNEECAl VS EE TTAACTITRCARRES CTALC o~~~ — WAACAACTGTTAACGAINC-—————————————- i~ — e CCTG-—---GCCACAA-AAG
16768389 +
droBipl|scf7180000396735:20710- CAGTTC——[en T G~ = === == == === === —————m GGGGT--C-GTCGGAAGCCTTACIITGGICH- Y- - - ey - - - - - —-- GCAGCACCAACAGCAGEEEEEEEEIEEE CTGGATGGATGGCA[ A eelilile c o i /e elC o C G A AGGA A AGC A G eV \acaacTrrecaaTci¥EcAR - - - - — - eecTcY---------—-- GTGTGTGTRCTAGCTGTGTRREGTRGTGTGTGRETGTGTGCGGAAARNNEECA/ VS TTAACTARTRECAREEE C TALCl- ———— BWAACAACTGTTAACGARC-—-———————————- i - —— — e CC TG—-~-—-GCCACAA-AAG
20942 +
dp5 |3:14617468-14617634 - | [ TGO - - - e —— GGGGT--CEGTCGGAAGCCIITACEIT LN -~~~ —— =~ = —— - MarceTfec----Eriic—-cI\cEeciN- —-—--- GCERAAAAGAAAGACCGAATGAREEEEE INEgN¥\acaacrrrecaaTclY-cAlg-—-— - - - - G T ——,———— A — A ABL> CGTGGCTRTGCCE I EmccEcErE-----—-—-—- 0N - - - - - — - -G\~ - - - [NCIUNNG - - - - EEE. WAACAACTGTTAACCEING-—-—-—-—--—----- - - - - B Yery- - -f\ccacan-ang|
droPer2|scaffold 4:2988808-2988974 N G A T GG - - — Gl e GGGGT--CGTCGGAAGCCT TACEIT LN - — =~ =~ =~ == ——mmmmm oo MarceTlec----lgriic--cI\c/eeciN- —- - -- GCEEAAAAGAAAGACCGAATGA R A AGA AN NN e N e B R TleRG TG~ — = — == === ———— CGTGGGTRTGCREEEEEE EmGGcEcErE-------—--- 0N - - - — - — - -G\~ - - - [NLUNNG - - - - EEEE WaacCAACTGTTAACCHNG-—-—-—--------- - — -y - - -ccacaa-aac
+
droWil2|scf2 1100000004514:3813723~ N LR Vil Gl CAACTATAGGAAGAGGGAAAACGGTGAAGGGGGTGAGACGAA T AT Tio A ElNTele) N e el ¥ e A e 2 A - - B R e e - R B — A R A T G C A G R NN NAGAACTTTCCAATCI N R - ———————————————————————————— == — — — R e - - —-—-——————-al- - - -GaJ¥NG - - - - B WanfancTerTAACGANC-— - - SCaMAACARC- - Ana AR, RITN VY|
3813878 +
drovir3|scaffold 12875:11132308- - — — — — — e i~ e — B — = — = = = = = = = = = o = I — — — — e —--——— - [N A GG TCGAGCGC T TGGCCAGGGCGCAGGGCAACT ClUlele A eic R e C e 7, G C G & Al A N T AACT AT G ARREEelC el 2 Cltt — — T XA VA ACTGT TAACGARNC - — - — - - ————————- aca-—-- /RN - —-GCCACAR - R
11132423 -
droMoj3|scaffold 6496:15795066- = —— - — - — - R G C Rl e okl A 7 A S A T G C A G ACINer N el liele)- Y-\ e A GG T CGAGCGCTCGGCCAGGGCACAGGGCAAC TN A eliielc E e C T 2, C G eCAEAARV.CAGAAAAAAAAG) N VGGl - - - - - —GICEYAT - - - - GCGACT - /AL VNon chilid-V-Nole T 2 GEE T e aca--—-n[RRg¥Y¥Y- - - —cceafian-Anc
15795254 +
droGri2|lscaffold 15245:13603445- G- - B - - — - — - e B - - et — B — — — = — = — = = = == == == = m - — - — i — - CTEAC TGLY Y- - e e - — - — - — - — - - ACININ NS LTI VNS GG T TGAACGCT TGGCCAGGGCACATREEEEEE CACACAC R CATACAGRACAGACGGACEEEGGHEACGGACARGGCAAGCGEERIECCAAA/ N IGEEEEEE IATRIIAGHE - -/ - - - -GlEcHGA - - - - GTGACTEVY- [N LFNNISNA TG TGAACGAAGCCAGCE- - - AACAC - - AAA A BEEEIEISe G/EV-ET VN
13603631 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:14617468-14617634
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:2988808-2988974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:3813723-3813878
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:11132308-11132423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:15795066-15795254
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:13603445-13603631
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[View on UCSC Genome Browser {Cornell Mirror}
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Legend: mature star mismatch in read

Predicted structure
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Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 19,598,400 19,598,450 19,598,500 19,598,550
Genomic Position
Hairpin partition -~ Sense -#- Antisense Mature
Hairpin partition Mature
dsi_22542_annot [-8.9]
Show Alternate Folds ‘
Sense Strand Reads
hide 3p reads‘ show mid mismatch reads H
SRR553488 SRR553486 SRR553487
MO053 SRR618934
M023 M024 RT_0-2 Makindu_3 M025 NRT_0-2
TATAGTTTCCGGAAATCTTGTCGGGTACTTTGAAATTGATTCAAAAACAGGTATGAACATTTGAATTTAAGCTTTATTTATATACATTTTTTCCTAATTGT TCATGT TCATAGGAGTGATTAAGACGACAGAACGCAAATTGGATAGAGAAAATCAAGCGGAA hours female day-old hours dsim w501
Read # Hit |Total head male eggs body | ovaries embryo eggs ovaries
L L L N N € I ))))))))))))) . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kkk***x gjze Mismatch Count Norm Total body
.................................................. GTATGAACATTTGAATTTARGCT . « ¢ e et e et et e e et e e e e e e e e e e e e e e e e et e et e e e e et e e e e e e e et e ettt e i 230 1 9.00 9 7 1 0 0 0 1 0 0
.................................................. GTATGAACATTTGAATTTARGCTT . « vt ettt et ettt e e e et e et ettt et ettt e ettt et et i et ie e te e ie e 24 0 1 3.00 3 2 0 0 0 1 0 0 0
.................................................. GTATGAACATTTGAATTTARGCTTT . & ¢ v e et et ee et et e e e e e e e e e e e e e e e e e et et e e e e e e et et et et e e ettt 25 0 1 3.00 3 3 0 0 0 0 0 0 0
......................................................................................................................... AAGACGACAGAACGCAAATT . v v v eveennennennen.. 20 0 1 2.00 2 0 2 0 0 0 0 0 0
........... GARATCTTGTCGGGTACTTTGARATTG . « -+« v e e ettt et e e et e et e et e et e et e e e e et e e e e e e e e e et e et e et e e e e e e e e e et e e e e e e e e e e e ettt et e e i eieeaeeeee 270 1 1.00 1 0 0 0 1 0 0 0 0
.................................................. GTATGAACATTTGAATTTARGC . - ¢ ¢ e e e e et e et et ee e e et e e e e e e e e e e e e e e e e et et et et et et te e te e enaeaenaenaenae22 0 1 1.00 1 1 0 0 0 0 0 0 0
.................................................. GTATGAACATTTGAATTTAAGCH . « - o ot ittt ittt ettt e et et et et e e e et et et 231 1 1.00 1 1 0 0 0 0 0 0 0
.................................................. GTATGAACATTTGAATTTAR . « « o et e et e et et te et e e e e e e e e e e e et e et et e et e e e et et et et e et ettt et eia e 20 0 1 1.00 1 1 0 0 0 0 0 0 0
........................................................................................................................ TAAGACGACAGAACGCAAATTGGATA. .« vvvuennenn... 26 0 1 1.00 1 0 0 1 0 0 0 0 0
Anti-sense strand reads
ATATCAAAGGCCTTTAGAACAGCCCATGAAACTTTAACTAAGTTTTTGTCCATACTTGTAAACTTAAATTCGAAATAAATATATGTAAAAAAGGATTAACAAGTACAAGTATCCTCACTAATTCTGCTGTCTTGCGTTTAACCTATCTCTTTTAGTTCGCCTT
Read # Hit |Total
L L N A N N ))))))))))))) . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkx***x 5jze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[31:19598404-19598566 + ldsi 22542||TATAGTTTCCGGAAATCTTGTCGGGTACTTTGAAATTGATTCAAAAACAGGTATGAACAT T G === === ————————— - _——_________—___ AA--—-——- TTTAAG--C--—-- Tr—--—--—- TATTTATAT--————————————— ACA-—--- TTTTTTCCTA-——-——————————— ATT--GTTCATGTTCATAGGAGTGATTAAGACGACAGAACGCAAATTGGATAGAGAAAATCAAGCGGAA
ldrosec2|scaffold 29:650612-650774 + | |TATAGTTTCCGGAAATCTTGTCGGGTACTTTGAAATTGAT TCBAAAACAGGTATGAARAT T G-~~~ —————————————————— - ___________________ AA---—--—- TTTAAR--C--—-- TT—--————- TATTTATAT--————————————— Eca—---—- TTTTTTCCTA-——-——————————~— AT[E--[TTCATGTTCHTAGGAGTGATTAAGACGACAGAACGCAAATTGGATAGAGAAAATCAAGCGGAA
|dm3 lchr3r:20005734-20005888 + | [BATAGTTTCCGGARATCTTGTCGGGTACT TTGAAATTGATTCIEAAAACAGGTAGAA I ARIE-—— === ——==——=———-———————————————————————————————- E------- BRTAAG--C-—-—- I TafgrTATA- - - - ACA----- TTTTTTCCTA-—————————————- ATT--GTTCATGTTCHTAGGAGTGATTAAGACGACAGAACGCAAATTGGATAGAGAAAATCAAGCGGAA
droEre2|lscaffold 4784:19746265- TATAGTTTCHGGAAATCTI§GTCGGGTACTTTGAAATTGATTCIgAAAACAGG T Ao Al AT Ty - - - - ------- - - - INNETT-GAGTT- - EEEEEEE ERREATAT - — = == === ——————~— ApA—--—- T T T TA-— - — - - - = ————- ATT--GTTCATGTTCITAGGAGTGATTAANACGACAGAACGCAAATTGGATAGAGAAAATCAAGCGGAA
19746423 +
droYak3|v2 chr3L random 219:702-862 TATHGTT TCGGAAATCT/§GTCGGGTACTT TGAAAT TGAT TCEAAAACAGGTAREAACAT T TN~ -~~~ -~ -~ - - AA--—-—-- iAIFNATT-TAATT - - R - - — - Gl N AflA-—-—- TR Tfe - —————————————- AT--GTTCHTGTTCHTAGGETGATTAANACGACAGAACGCARATTGGAAGAGAAAATCAAGCGGASE
+
droEugl|scf7180000409711:5935600- ATAGTTTCEGGAAATCTGTCGGTAETTTEAAATTGATCEAAAACAGGTAEAEATTE—E —————————————————————————————————————————————— A — ———— ATT-AGATT--EGAAACTTAINIA - - - - EEEEEE AT — P Y- — — ——————— By -ATT--pT/Ee TN CTAGGAGTGATTAARNACGACHGAACGHA ST GGATAGAGAAAATCAAGCIIGAA
5935759 -
droBial|scf7180000302193:2785846- TATHGT TTCHGGARATCTRGTCGGYT AT TTGAAATTGATTCAAAAACAGGT Al EENT T(efel-Te AR - - TN TR GG AG THA TR ca cliGAACGla A AT GGABAGAGAARATCAEGCIYGAA
2786007 +
droTakl|scf7180000415392:121328- TATGTTTCCGGAAATCT[§GTCGGETACTTTGAAATTGATTCAAAAACAGGTATIAAINGTTTIN-1 - e T T A GGAGTRA T TASNA CldA CGAACGCAAASITGGATAGAGAAAATCAAGCGAA
121485 -
droElel|lsc£7180000491193:4297731- TATEGTTTCCGGAAATCTGTCGGYTACT TEGAATGATTCEAAAACAGETA AR AT TN - - - - - : R Err--ceTA TG TER T AGGAGTRA TEA A A CINA CGAACGCAAAT TGGABAGAGAAAATCAAGCGGAA
4297891 +
droRhol|lsc£7180000777710:16697-16857 TAT[GT TTCCGGAAATCT[®GTCGGETACTTTGAAATTGARNTCAAAAACAGETAN B AT P I - - oo A P N R Y N L - TR T A T T - —— ———————————— Ao — e e - - — - — - ————————— ATT--GTTRATRT T AGGAGTGATMAA A CAClGAACGCAAAdTGGABAGAGAAANdCAAGCGGAA
droFicl|lsc£7180000454113:2305538~- A TG TR CldccAn ARG TCGGETACTTTGAAATEGATTCARARACAGETA N A Y A R G = == = === == oo - - -G e T r T T AGGAGTGAT TAARA CBA CliGAlCGRA AT TGGAMAGAGARAATCAAGCGGAR
2305695 -
droKikl|lsc£7180000302686:453390- e TG TETClGGAAABNTEGTHGGETACTTTGARATTGAT/gCAAAAACAGETAIN I A TG -~ -~ - - (- (- - - - - T TR TR ———————————- RN eSS T T ThliTAGGAGTIIATTAAGACEAClGAldCGCARATTGGAMAGAGAAAATCAlGC NGl
453551 +
droAna3|lscaffold 13337:5128579- TATAGTTTCRGGAAATCTIEGTHGGETACTTTGAAATTGATTC8AAAACAGETANCAS A TN |- - - -~~~ -~ =~ - - - — AT - - - - - - - A [ T T T T - - - - —-—--—- AR - BT T TANGINEA AT GIFNETe T/ TIENAG A NS CINS TN G eI VNN C TN CINI NV YNNI N G eleln [eF
5128736 -
droBipl|lsc£7180000396371:462699- TATHGTTTCAGGAAATCTIEGTHGGETACTTTGAAATTGATTCMAAAACAGETANCAE TN T G- -~~~ -~~~ - - P FrTaf--C-———-TT--———— -1t Al —— TRl T - - - ——————- B rilgiT e I TN coac THA TN CBA CldcaldcccannfdTccaldacacararTCARGC GAY
462858 -
dp5 Unknown_singleton 2399:3327- N T EiGile TSNV~ i /e A Nl A VYN A TN e CIN TINNINE v A A I T T Al CARTCGCCGTAAAACEECACATCCTTCAAAACCCTATTAAATCCAATTATAINATTGTCAC TR - lGC TN T GIA CIT GIUNEE TIE C TINMEVA NS TINS T[N G IS YN C WS C/E NNV CIINElS ~ NN
3532 -
droPer2|scaffold 88:5705-5910 - | [N G TSN NNk~ S clele A LN [N NN A TS CIN IS Nl L i Na A G/ T T AR CAR TCGTCGTAAAACERICACATCCTTCAAAACCT TATTAAATCCAATTATAINAT TGTCAC - - -FrEekfer rie TN Tie T AcclceRA T TA AR ClA ClicaAACGCAAATGGATEGAGAR AR CAAGCGAR
droWil2|scf2 1100000004540:962486- eaTEATA T cccoanaTeTEc TGO T AT TRGAEAT TR A TTC A AA CAGETAIN ST - - ---IAGATT-AGTTT--ECEEEEE - - —-—-BaaTcTTEEEEE TTTTAN--TAREE- - — - - — - — - TR B -BT T - -l T TieeN T TN NA cclEc TifdT TAARA CcoACAGEACCRAA AT GAAGAGARAATCAAGCHGAR
962647 +
drovir3|lscaffold 13049:17947548- TATHNYTTCCGGARATCRTG T GGTACT TTeAlAT ToAS CearliacAace T \cacA -0 - - -~ -~ -~ - -~ -~ - - _______ EAR--—-——- TTTA- - ————- A----— - ATCATTTTTAATGTAT--AA - - - - — - A T Brr--SroputiT TiaTAGGANTGETTAA A CoAClcAACCila e T AR GAGAlgAATCARNCI GAA
17947715 +
droMoj3|lscaffold 6680:23471858~- TATHNIAT CHGGAAATCTEATHGGGTANT T Ti{lea TG ALXSC Aldnla c A GG T ALNGHAINALNT NG I VR LT N R S N S VR R N ey - B------- - -E-—---- B --—-—-- N e T - — — —— —————————- - - - - — A A T AR - BTN AT T A GG AR TS TR TN clla caGAACGA A AMTHGABAGAGAEAATCARGCIYGAR
23472023 +
droGri2|lscaffold 15110:23990609- TATHAT TTCHGGARATHTIEG THGGRTANT TEGARA TG Ae A Afia cAGETRENCHACAIN A TR - ————————- T C T T 2 e N e A A ALV - B GTGTA - - B I — — = = = = = = = = = = = = T--AAREE- - - - —-TTAIATTGCTTATTTREAARNA - BcccanlNETHA T TINNEE T/ T CilA YA INISNI NS NNe LV CIi T SN CINS NNV TSI V-NEle .V
23990774 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:19598404-19598566
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:19598404-19598566
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_22542.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_29:650612-650774
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:20005734-20005888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:19746265-19746423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_219:702-862
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:5935600-5935759
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:2785846-2786007
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415392:121328-121485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491193:4297731-4297891
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777710:16697-16857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:2305538-2305695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302686:453390-453551
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:5128579-5128736
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396371:462699-462858
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_2399:3327-3532
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_88:5705-5910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004540:962486-962647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:17947548-17947715
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:23471858-23472023
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:23990609-23990774
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
[ Co
som
g e °
— o - I.D_ o -
2 — 0
o 7]
) o c
< 2 § . -
O — L ]
o= = S « > .
- B I &
3 S ° 2 o - o3
- L Q
— — U
o By o o = —
o
—1
S
[ \ [ \ =
o - o = L ™ . ..
| | | | I 1 o o ™ ™ *
[ —
o
15,314,600 ‘15,31-4,650 y 15,314,700 | I | I | I I \Qdo \2@@&} \{Z‘ﬁ“\\'
Genomic Position 22 23 24 25 26 27 28 & © | | |
Size Condition 15,314,600 15,314,650 15,314,700
Genomic Position
Hairpin partition -#- Sense -#= Antisense Mature
Hairpin partition Mature
dsi_9337_annot [-9.4]
Show Alternate Folds H
Flybase annnotation
intron [x_15314622 15314684 +]; CDS [x 15314685 15315276 +]; CDS [x_15314517 15314621 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR553488 SRR553486 SRR553485
MO053
M025 M023 M024 RT_0-2 0002 Makindu_3 Chicharo_3
AAACCCCGAATCTGGGCGACCTTTCTTCATTTTTGGTTCATCCGAAAACGGTAAGAGATGTTAGAATGAAGCAACTGAAACTTACTTTATAT TAACTATCT TAATGCTTTCAGATCAAAGTCCAGTTCCTTCAAAATCTGAAGACACAAGTGATATTTGTCGC hours female day-old day-old
Read # Hit Total embryo head male eggs body Head ovaries ovaries
e sk ek ok ok e ok e sk ek ok e ok ke ok ek ek ke ke ok ek ke ke ke ke ke ke ke ke ko (L ((CCCCCCCC (OO e e e e I DI e kkkhkkhkhkkhkhkhkkhkhkkkhkhkkhkhkhkkkkkhkhkkkhkkkkkkkkkkkkkkk*kk*x**x gize Mismatch Count Norm Total body
.................................................. GTAAGAGATGTTAGAATGARGCAACT .+« ettt ettt ettt ettt ettt e e et e e e et e e e e e e e ettt it e ettt 260 1 5.00 5 4 1 0 0 0 0 0 0
.................................................. GTAAGAGATGTTAGAATGARGCA . « « e e v et e et et et e e et e et e et e et et et et et e e e e te et e e e et et e te it ie e eie e 23 0 1 5.00 5 3 2 0 0 0 0 0 0
.................................................. GTAAGAGATGTTAGAATGARGC . .+« e et ettt ettt ettt et ettt e e e et e e e e e e e e e e et e et ettt i 220 1 4.00 4 1 2 0 0 0 1 0 0
........................................................... GTTAGAATGAAGCAACTGARACTTACT . « vttt ettt et e et et e e e e e e e e e e e e e et et ta e ea e eeaeaenaenaenaea 2T 0 1 2.00 2 2 0 0 0 0 0 0 0
.................................................. GTAAGAGATGTTAGAATGARGCAACTGA . « ¢t vttt ettt ettt ettt ettt et et e et e e e e e ettt et ettt e et et 28 0 1 2.00 2 0 0 0 1 0 0 1 0
............ TGGGCGACCTTTCTTCATT « &+ ¢ v e e et e et et e et e et e e e e e e e e e e e et e e e e e e e e et e e et et et e e et e e e e e e e e e et e e e e et et ettt te e ettt 190 1 1.00 1 0 0 0 0 1 0 0 0
.................................................. GTAAGAGATGTTAGAATGARGCAAC . & ¢t e et ettt ettt ettt et ettt et et e et et e e et e e e et ettt ettt ettt 25 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................................. TTCAAAATCTGAAGACACAA. ... ..ovun.n.. 20 O 1 1.00 1 0 0 1 0 0 0 0 0
.................................................. GTAAGAGATGTTAGAATGAAGCAACH . .« « ot ittt ettt ittt et et et et et e e e e e e et et e et et et it 2601 1 1.00 1 1 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
Makindu_3 RT_0-2
TTTGGGGCTTAGACCCGCTGGAAAGAAGTAAAAACCAAGTAGGCTTTTGCCATTCTCTACAATCT TACTTCGTTGACTTTGAATGAAATATAAT TGATAGAAT TACGAAAGTCTAGT TTCAGGTCAAGGAAGTTTTAGACT TCTGTGTTCACTATAAACAGCG day-old hours
Read # Hit ||Total ovaries eggs
Tekkdokdokdkdkkkkkokdkokdkhkkdkokdkokdkkhkkkkdkkdkkdkkdkrdkrdkdkr (L ((CCCCCCCCCCCCCCe e e e et MDD DI e dhkkkkkkhkhkhkkkhkkhkkkkhkhkkhkkkkkkkhkkkkkkkhkkkkkkkkk*kx*x*k*x* gize Mismatch Count Norm |[Total
.................................. 11070l i e s - T 9 0.11 1 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|x:15314572-15314734 + |dsi 9337|A---AACCCCGAATCTGGGCGACCTTTCTTCATTTTTGGTT-CATCCGAAAACGETAAGAGATCTTAG-——AAT-—————=——————————_= GAAGCA----—-- ACTGAAACTTACTTTATATTAACTA-TCTTAATG--————-—————- CTTTCA--GATCAAAGTCCAGTTCCTTCA--—-- AAATCTG-AAGACACAAGTGATATTTGTCGC |
ldrosec2|scaffold 17:21595-21757 + | |A---AACCCCGAATCTGGGCGACCT TRACTTCATTTTTGGTT-CATCCGAAAACGGTAAGAGATGTTAG-—~AAT-—————————————————__ GAAGCA--—-—-- A GAAACTTACETTATATTAACTA-TCTEAATG--——————————- BT TTCA--GATCAAAGTCCAGTTCCTTCA-——-— AAATCTG-AAGACACAAGTGATATTTGTCGC |
|am3 lchrx:16194859-16195021 + | [B---2AcHCcHGAATCTGGGCGACCTTTHT TCATTTTGGTT-CATCCGAARACGETAAGAGATGTTAG-——AAT-————-=——-————————- GAAGIARINE- - - AN AR T ACETTARAT TAACTA-TCTTAATG -~~~ ———————~- ATTTCA--GATCAAAGTCCAGTTCCT THA----- AAATCTG-AAGACACAAGTGATATTTTCGC |
droEre2|scaffold 4690:10892967- 8- - -agccciicleaTcdceeceaceTlgTlrTCgr TTTRGEMT - CATCCGARAACGETAAGAGATGT TAG— - —[§AT-—=—=————--—-—-_-__ GAAGCA------- FAGINEN- NS - - - - —JEAA CCRINATINNG C A T TiNeEEE ETTTA--GATCAAAITCCAGTTCCTTCA--—-- AAATCTG-AAGACACAAGTGATATTTGTCGC
10893124 -
droYak3|v2_chrX random 001:37734- ———AECCEGEATCGGGCGACCTETCTTCATTTTGGTT—CATCCGAAAACGGTAAGEGATETTAG———AE ——————————————————— AL - ————- AT e 2 O T T ALY T TAACTA-TCl§TAATG-—--————-————- ErrTcAa--caTc@aaldTccaGTTCCTTCA--—-- AAATCTG-AAGACACAAGTGATATTTGTCGC
37887 +
droEugl|scf7180000409008:1415139- ’E———AECECEG@ATCGQGCGAECTTC@CTTTTGET—@ATCCGAAAACGGTAAGAGATTA@AAT— ——————— AT G A 2 T & A C Tl - [N A AT G- — - - — - — - ————- WrTEca--caTcaaaf{rccacrTCCTTCA--—-- AAATCTG-AAGACACAAGTGATATTTGTCGC
1415307 -
droBial|scf7180000302126:810796- g XericcciicEaTclEcciiceaccdercclar T rlEchTe- el oA a A ANGETAAGIGA TN ARBYeSA AT - - ==~ === —————______ cciNEGccAAGGCAY- - - GINNE- - - - - AR CCINGIA A CRINGIIN T TilcEEEE BTTTCA--GATCAAMNTCCAGTTCCTTCA--—-- AAATC/8G-AAGACACEAGTGATATTTGTCGC
810963 -
droTakl|[scf7180000415289:257138- ———CEAECGGGCGACTETETTTHGGTTCEGAAAACGGTAAGGTTAG———A@T————GAAGCA ——————— A T €2 ACTA - T CLYeRA e - — - — - ———————- WTTTCA--GATCAAANTCCAGTTCCTTHA--—-- AAATCTG-AAGACACAAGTGATATTTGTCGC
257289 +
droElel|lscf7180000491182:81550-81636 TTTACTCATTATT AAATCTG-AAGACACAAGTGATATTTGTCGC
[droRhol |lsc£7180000778073:54-115 - | 8- - -2fcccldEABc TecEccAfc g CEXaT T GG TT - NeTCGAAAACCETAACEGATH I e~ -~~~ - o e e~~~ e Bt |
droFicl|scf7180000453495:467913- F———AEGCCCGATCG@CGA@TTc@cTTTT@GTT—ETCEGAAAACGGTAAGGTTAE———AET ——————————————————— AGH - - - i A ACTHSET T TATA /e - B T T A ST Gl el G ey ENeb B B eI T TRYA - —~GATCAAARNTCCAGTTCCTTCA--—-- AAABCTG-AAGACACAAGTGATATTTGTCGC
468076 +

|droKik1|sc£7180000301902:4747-4803 +|
droAna3|scaffold 13137:1161590-

222 TCEG - AAGECH XA T e ——— |
AT T GANA T CIAINT CINNSNUNC A ANE C 2

1161642 -
droBipl|lscf7180000393699:66757-66828 AANEATIN- A 2SA AN G TGATANEC TCl)
_I_

G5 |Rl_orouple:10101280-10401503 e == s e B o oo s

droPer2|lscaffold 69:118842-118865 + |

droWil2|lscf2 1100000004909:6547557— erfeca--carcaifdcTcciieTiic TT CRipEv e A AR CINNA AIXS A cAAGTGATATINNGE L
6547622 +

droVir3|scaffold 12472:253891-253954

droMoj3|scaffold 6308:3226738-
3226776 +

droGriZ2fscaffold 15203:4730662-
4730747 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:15314572-15314734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:15314572-15314734
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_9337.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_17:21595-21757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:16194859-16195021
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:10892967-10893124
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chrX_random_001:37734-37887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409008:1415139-1415307
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:810796-810963
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415289:257138-257289
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491182:81550-81636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778073:54-115
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453495:467913-468076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301902:4747-4803
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13137:1161590-1161642
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000393699:66757-66828
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:10401280-10401303
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_69:118842-118865
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:6547557-6547622
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12472:253891-253954
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6308:3226738-3226776
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:4730662-4730747
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Size Condition 19739100 19739050 19739000 19738950 19738900
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553485 SRR553487 SRR553488
SRR618934
Makindu_ 3 Chicharo 3 NRT_0-2 M023 0002 GSM343915 RT_0-2  M024 M025 SRR902009
GGATGCAGAATCAACTACATCCCATTTCCACGCGACCTCCAGATGCAATCTTCACACT TCGGAGGGCCATCAAAGAGAGTGCTGTTAATTTTTTCCAGTGCATCTCTTTGTGGCCTTTTCGAAGGCTAGATTGAAAGGTCCTTCTGTTTGGGTTCGTTCCGCGAATTAACAGATTGGGTTCTGC day-old day-old  hours hours dsim w501
Read # Hit |Total ovaries ovaries eggs head Head embryo eggs male ovaries embryo testis
dokdkdkdkdkhkdkhkhkhkhkhkhkkhkhkkkkkkkkdkkdkkdkkd  ((((((..... I N N N T 1IIN))IIIIIIIIIID)) D)D) )) )t )))))) L. kkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total body
.................................................................................................... CATCTCTTTGTGGCCTTTTCGA « &« e e e e e e et e et e e et e e e et e e e et e et e te ettt eeaenen. 22 0 1 11.00 11 3 5 0 0 2 0 0 1 0 0 0
.................................................................................................... CATCTCTTTGTGGCCTTTTCGAR . « ¢ v e e e et e e e ee e e e ee e e e ae e e aeeeneenaeeaeenaenaeennenaee 23 0 1 6.00 6 1 1 2 0 0 1 1 0 0 0 0
.................................................................................................... CATCTCTTTGTGGCCTTTTCG e « « v e v e et e e ee e te et e e e et e e e e e et te e ie e eieeiaeeneenaeen. 2l 0 1 2.00 2 0 0 0 2 0 0 0 0 0 0 0
.................................................................................................... CATCTCTTTGTGGCCTTTTCGARRE . . .. . i i i i i i i e e 25 2 1 2.00 2 1 1 0 0 0 0 0 0 0 0 0
........................................................... CGGAGGGCCATCARRAGAGAGTG « « « ¢ v e et e ettt e e ettt e e e e e e e e e et e e e e e e e et e e e e e et e e e e e e e e e et 220 1 2.00 2 1 0 0 1 0 0 0 0 0 0 0
.................................................................................................... CATCTCTTTGTGGCCTTTTCGARR. . . oo i i e i 240 1 2.00 2 0 0 2 0 0 0 0 0 0 0 0
.......................................................................................................................................................... CGTTCCGCGAATTAACAGATTGGG. ..... 24 O 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0
.................................................................................................... CATCTCTTTGTGGCCTTT ¢« e v e e ee et et e e e e e e e e e e e e e et e e et et e ie e eieeia e 18 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0
..................................................................................................... ATCTCTTTGTGGCCTTTTCGA . &+t e e e ve et et e e ea e eae e et ae et iaetneeeeeaeenaenaeennenae 2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488 SRR553487 SRR553485 SRR553486
SRR618934
RT_0-2 0001 NRT_0-2 Chicharo_3 Makindu_3
CCTACGTCTTAGTTGATGTAGGGTAAAGGTGCGCTGGAGGTCTACGTTAGAAGTGTGAAGCCTCCCGGTAGT TTCTCTCACGACAATTAAAAAAGGTCACGTAGAGAAACACCGGAAAAGCTTCCGATCTAACTTTCCAGGAAGACAAACCCAAGCAAGGCGCTTAATTGTCTAACCCAAGACG hours hours day-old  day-old dsim w501
Read # Hit |Total eggs Testis eggs ovaries ovaries ovaries
ekdek ok kd ko kd ko kk ko k ko k ko kkkkkkkkkkdkkdkkdkkdkkkk  ((((((..... I N N N T 1)) IIIIIIIIIID)) IIN)D))) e u)))))) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total
........................ N N eTe i elo]eT el ey Ne] e o PO - NN 1 1.00 1 0
.................................................................................. B AT TARRRARGGT . « o« v ettt ettt et ettt e et et e et et e et e 15 20 0.05 1 1
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|drosim2|31:19738843-19739092 - ldsi 26799|la-------—- G-ATGCAATCTTCACACTTCGGAG-GGCCATCARAGAGAGTGCTGT ~ == === — == — = — = === = — = — = — =~ — - ————————— TAATTTTTTCCAGTESGCATCTCTTTGTCGECCTITTCEALGGCTAGATTGAAAGGTCCTTC-— =~ TG-TT--—-—- TGGGTTCGTTCCGCGAATTA-————- ACAGATTGGGT--TCT--GCGTCAAT-———————————————— N e —— e —— GCTCTTATTCGCCCACTTAATGCTG-GACT-—————— CATTCATTTGTTTAGGTCTCCAGTTCCGAGTTCTTCTCCGTGTCATTCTGCCTGGACTCGTCGCA
ldrosec2|scaffold 11:59590-59833 - |ldse 206 |A--------- G-ATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTGT — = = == == — = == == == = = =~ o TAATTTTTTCCAGTESCGCATCTCTTTCTGECCTITTCEAAGGCTAGATTGAAAGGTCCTTIC-~~—~ By-TT----—- TGGGTTCGTTCCGRGAATTA-————— ACACGGT -~ TCT--GCTCAAT - — - — - ———————————— AAGAT - === == == ———m—m e GCTCTTATTCGCCCACTTAATGCTI-GACT--—-—-— CATTCATTTGTTTAGGTIATCCAGTTCCGAGTRCTTCTCCGTGTCATTCTGCCTGGACTCGTCGCA
|dm3 lchr31:20149049-20149314 - |ldme 467 |A--------- G-ATGCAATCTTCACACTTCGGAGEGGCCATCAAAGAGAGTGCTLNS-—-—- GERITGGCTRTREERCGTCGCTGCREEEEE TAATTTTT§CCAGTE=CGCATCTCT T TITCClICTTTTCEAAGGCTAGAT TGAAEGGTCCTTC-———- Pe-TT----—- TGGGTTCCErCcCYGAATTA-————- ACAGATTGGGT--TCT--GCTCAAT————————————————— AAGAT———————————m—m—m—m I e GCeTCTTATTCNIcCACTTAAEGCT]-cAlge----—-- CATTCATTTGTTTAGGTINTCCAGTTCCGAGT TCTTTCCGTGTCATTCTGCITGGACTCGTCGCA
droEre2|scaffold 4784:19876231- A-—-—-—-—- G-ATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGC THR-—--- R GCREGGCREENGGGCGCTACREEEEE TAATTT TT[ER§CAGTE=CCATCTCTTTCTCCCHT T T TRIGAAGGCTAGAT TGAAAGGTCCTTC——~ -~ By-RT--—-—-I¥\cclerceldrccoicaaTTh------ ACAGATTGGGE--TCcT--cigdrclnfd---—-—-—-———————- gecgr------ - - - - - B TCTTATTCGCCCACTTAATGCTCHGARN------- WET TCATTTGTTTAGGTITCCAGTTCCGAGTTCTTCTCCGTGTCATTCTGCCTGGACT CRTCl8cA
19876489 -
droYak3|v2_chr3l, random 040:5131- AT IIS NG - A TGCAATCTTCACACT TCGGAG-GGCCATCAAAGAGAGTGCTIT - — - —- GAGGCEEIGGTAGGCGGTCGCTAGEEEEEEEE TAATTTTTTHCAGTE=CGCATCTCTTTCTCECCTTTTCOAINGCTAGAT TGAAAGGTCCTL -~ ——- B-Rr------ ThicclgrcalgrceciicAaT T - - —-- ACAGATTGGGT--TCT--GATCAAl-----—-—-———————- GG A N T e R e BRTCTTATTCGCCCACTTAATGCON-RRINe-----—- CATTCATTTGTTTAGGTINTCCAGTTCCGAGTTCTTCTCCGTGTCATTCTGCITGGACTCGTCGCA
5405 -
droEugl|lsc£7180000409711:5801074- A--—--———- G-ATGCAATCTTCACACTTCLRGAG-GGCCATCAAAGAGAGTGCT/®T-—-—- GEEGCEEAGCEEEEIA GTAGGAAGREEEEEEEE TEATTT T T/CAGTESCleATCTCT T TCTCCCCEITTIGAAGGC TAGAT TRAAA GG C/h E T TN - T T- - — - —= BT Thicleec ChgNGAAT TR - - - - —- ACAGATTGGT--Tlgr--lciIrcanlg-—- - -—--—-—- cCR G A GTGGTAGACCAGAAGTACT TCAATGTCAATC - R e e - - - — -GIT CTEGIATIEFNN - TG CRIINA IR BT CAT TG TTTAGGTIITCCAGT TCCGAGT TCTTCTCCGTGTCATTCTGCCTGGARWTCGTCGCA
5801365 +
droBial|scf7180000302193:2928013— N G-ATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTT----- GEEGCEETGTREEEA GTCGCCARRERENA A TCGANGIIRIINGHINEI— ¢ c\ceidiiichicesecchiiT/cEVNelele cININliA cCINeCe il TEEEEE - -—--- EREICT ThicETcciicAAT TR - —- - ACAGATTRGGT--TCT--GCrcalddl---—-—-—-———————- P G GTGGTGGACCAAAAGT TCCTAACCGTCAACGCAAG T CecifiacTT AR TR TE- clefyT------- WA rcAlTEGTTTAGGTITCCAGETCCGAGT TCTTCTCCGTGTCATTCTGCCTGGARTCGTHGCA
2928302 -
droTakl|scf7180000415868:104912- A--—-————- G-ATGCAATCTTCACACTTCGGAG-GGCCATCAAAGAGAGTGCTET-—--- GERGCEEIAGTCAGTAGTCGCAAGTCGCAAATCGCINNBNLG TN T A/ \cHlsiiiiciiecclscciliTEINNea S CINT Nl AV N-NeleC T/ehi - - e - N G A 2, T TRy — — — = — ACAGATTNGGT--TCT--cidrcanlg-------—-—-—————- B\CINAGTGGTAGACCAAAAGTREEEEEEEEE gy - g------—-—-—- - - - — - - [iNa e CET TINSGIAINAC - TIiCECIYA BATTCARTEGTTTAGGTINTCCAGYTCCGARTTCTTCTCCGTGTCATTCTGCITGGARTCGTCGCA
105187 -
droElel|scf7180000491193:4461858— A-—-—-———- G-ATGCAATCRTCACACTTCE®AE-GGCCATCAAAGAGAGTGCTT----- R GCREGGCRERA GTCGCAAGREEEEE erTTTTTlcCAGTE=CEACTCTTTCTCC /eI T TG A AGGCTAGAT TRAAAGGRC T Th-— —— - - -—-—- G T ThicErcciiicAAT TSNS A cAGAT TR\ G N8 TCT- - T CcAA®- - - - — - - - - - —- GGAIAGTGGTGGACCAAAAGTCCTCAAATGRCAACGEEE - e B TATTCcACTTAAT NS GACT-- - - - - Ry TEcATTeT TTAGGTRTCCAGETCCGAIITTCT TITCCGTGTCATTCTGCCTGGACTCGTCGCA
4462148 -
droFicl|scf7180000454113:2159944- A--—-————- G-ATGCAATCTTCACACTT§GGAG-GGCCATCAAAGAGAGTGCTGY-—-—- GERlGCACEAAREEEA GTCGCCAGEEEEEEEE TEATTTT TlgcAGTE=CEATCTCTTTeTCECCeTTCe e chic T A TTi\a 2 aG TC/ec - ———- BE-TT-----—- TleccT ThclErcchfiGAAT TR — - —- - EcacarTileeT--TCcT--G6CiIrcanfd- - - - - —- GGlJAAGCGGCAGACCAAAAGTTCCCAAATGTCAACAREE - EEEEEE TATTCGCTTTGGTTAA SR — - — - — - — - — - - — - — Tl — - [{-[ShiT G/e}Y- AEEEEEE WaTEcErTridrTTAGGTRTCCAGTCCGAGTTCTTCTCCGTGTCATTCTGCHTGGANTCGTC R CA
2160235 +
droKik1|[sc£7180000302441:2884761- B--------- G-ATGCAATCTTCACACTCH8AG-GGCCATCAAAGAGAGTGC TS T[dleiyeie - —[efe- —- - — - —-- GTCGCAAGEEEEEEEEE TEATTT T T B C T HeC T e ST T TG A A GGC TARNAT TR A A A GGIRT T -———- BolyTR------ T recErccEci\aaTTfg------ ACAGATTINGIMe T ClY- -Gcldrcanlg-—--—-————--————- GG A GAAGTG T A i GAAAAGTGGGGAAAATTATTCAAAAATARART - -[NATATARNT CI¥NAC TRINETGY- liTA TCCTTCINEReCllA AIEUNeIeli A WSISNE Cille T SN~ NSl T NSl elel N il oF Ul Nl N eIl ShNEIer-XSL NS A I SIEIelY
2885052 -
droAna3|scaffold 13337:6271300- N G ATGCAATCTTCACACT T, - e T C AASGAGARNTGCTIT - — - - e--e----——- GTTGAAAGEEEEEEEEE TAATTTTT[ECAGT S ClEANTCT T T CleCCCIe T T Ti L ofe L N N GINecaiic TEEEEE - CT-AAAGACANTEECIGEGITS T TG AN TEEEEEE TS TR A C 2 I T [ T TN C C T T A A GG ACA T GCCCCAGH A N e A GG - - - — - — - — - -[Y- 2 - TITRIET AT BATTCETTNET TAGGTTCAAGT TCCGARTTCTTCTCCGTGTCATTC TGHT GGACTC[STCGCA
6271558 -
droBipl|scf7180000396709:26816- A-—-—-—-—- - ATGCAATCTTCACACT T, e T CAAMGAGARTGC TIT - - - - E--Ig---—--—--—-- GT TGAAA G TAATTT TT{ER{CAGT RS CleAlEC T T T CleC oS N Thele G G GINlecrehic TR - CT-CAAGACAJTEECHGEGIE T T CARNTEEEEE TS TR A C A I T e T TN C T T T A A GG ACCAACCC T GG A N R e NETCTTA T AT T 7\ ERap T G — GR¥AT — - - — - — - CATTC/I8TGTTTAGGTIITCIAAGTTCCGART TCTTCTCCGTGTCAT TCTGRIT GGACTC/TCGCA
27075 -
laps IXR_group6:2022677-2022855 - B---—---—-- G~ T i T CSC A T i~ e GANA G TR A XI I (e - g ————————- gecaifiche-----Bf---—--f---——-—-————————————————___iliacc/}rfgcarac e - T —— caAAIITAA NN A Gl T — i - - - - AR T A C T T S e —— O e e £ e e B T e ~ e~~~ ~~ cErcgrridcdraceTiirccacrreceacTTeTTRTCCcGTGTCTTITGCATGGACTCGTCdCA
ldroper2|scaffold 9:315849-316027 - || B--------- e Cll- - - - - - - JNCGIATI- - - —- -F- - - - - — - CGII A Nl A Sa T CA T A T A T C R By ———- IGealcilG-----F - --—--[f-- - - -~ - ——— - _ _JACGIATEGATACEEEEE By-TT------ CAAAIGITAAINEAG/EVACH TREEEE Cloia - - - -[Ea B i T A C T T NS C e aang------ T C e — e — — — = == = T cErTEcEeTAGGTRTCCAGTTCCGAGTTCTTITCCGTGTCET THTGCATGGACTCGTCldCA
Growi12[seE2 1100000008511 3212023- o R T e S - e I o - EEERa0 o007 - Ao T T - - - - R - TAcoTTT A A A T A A T T T C e ——————————————TA—— - AAATET— AR 1 e 1 e s e e EE IS e i T e e e e
3213073 +
Grovir3scatfola 13049:18506103- B B IRy B I B s e ST ETTTTES IR SR 11706151 CR o CEoAN T CT T e T ST T GO GGAREC e
18506757 -
arotto3 3|acaffold 6680:19305061- |= ————————— - e oo B - -~~~ - S EEEEESESSSSSSSeeeY - -EEEEERRRRRR (B -EEERRRRR- - - T EEEEEEERERE - S i Eracorfrofacfrofer I i cBerdo@riraccTacacgolrooc
19305119 -
dro6rizfacaifold 151109185230~ E B R - e o I EIIIII e B BN - e e I EEEEEE e B B 5o 110G T O O (o A T T T e T T TR Gl GG CT oA
9145287 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:19738949-19739132
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:19738843-19739092
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_26799.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_11:59590-59833
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_206.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:20149049-20149314
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_467.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:19876231-19876489
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_040:5131-5405
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:5801074-5801365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:2928013-2928302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415868:104912-105187
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491193:4461858-4462148
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:2159944-2160235
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:2884761-2885052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:6271300-6271558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396709:26816-27075
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:2022677-2022855
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9:315849-316027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:3212923-3213073
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:18506703-18506757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:19305061-19305119
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:9145230-9145287
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SRR553485 SRR553486 SRR553488 SRR553487
SRR618934

M023 Chicharo_ 3 M025 Makindu 3 RT_0-2  NRT_0-2 M024 0002

ATAATGAGCAACCTTTATACTCAAATGTTACATGTATGTATATATTCATGTCTTTTAGTACTTTGATCAGTAAATGTGTATTAATGTGCAGATCAAAGTACTAAAAGTCATGAATTCATACGATTTTTTTTTTAATATAAGTATGGAACATGCTTGCCATG day-old day-old hours hours dsim w501
Read # Hit Total head ovaries embryo ovaries |eggs eggs ovaries |male Head

e e e A N (R T N T e Y 1)) INIIIIIIIIIIIDY) I)D))))) L)) ))) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total body
.................................................. TCTTTTAGTACTTTGATCAGTA . « ¢ e e e ettt ettt et et et e et ettt e e e et et e e e ettt e e ettt et ettt ettt 22 0 1 11.00 11 3 0 5 0 0 1 2 0 0
.................................................. TCTTTTAGTACTTTGATCAGT « « « ¢ v v e ettt e et e e e e e e ettt e e e e e e e e e e e et et e et et e e et te et ettt eiaennen. 20 1 3.00 3 2 0 0 0 0 0 0 1 0
........................................................................................ CAGATCAAAGTACTARAAGTCA .+« ot vttt te et e e eeeee e eeetaenenaeaenenneaenea. 22 0 1 2.00 2 0 1 0 0 0 0 0 0 1
................................................ TGTCTTTTAGTACTTTGATCAGT . « « e v et ettt e et e e e e et ettt et e et e e e e e e e ettt e e et et e ettt e e ie e 230 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................ TGTCTTTTAGTACTTTGATCAGTARR . ¢ . v e o ettt et te e e e e e et et e e et et e et e e e e ae e e et et et teeie e eneneaeeneeaeaaenaeas 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0
...................................................................................... TGCAGATCAAAGTACTARRAGTCATG . &« v et et et eteeae e e e eeaenenaeaenenneaenen. 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................... TTTTAGTACTTTGATCAGTARATGTGTA . « ot e e ot v et et ettt e e ettt et e et e e e e et e e ettt te e aeneaeaenenaeaeneaneaa 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0
..................................................................................................................... ATACGATTTTTTTTTT ¢ o e e v e v e e eeeeeenennenaenen. 16 0 2 1.00 2 0 0 0 2 0 0 0 0 0
..................................................................................................................... ATACGATTTTTTTTT . o« o v e e eeeeeneieeenennennann. 15 0 9 0.33 3 0 3 0 0 0 0 0 0 0
Anti-sense strand reads

SRR553485 SRR553488

MO053

Chicharo_3 RT_0-2  M023 M024 GSM343915 SRR902009

TATTACTCGTTGGAAATATGAGTTTACAATGTACATACATATATAAGTACAGAAAATCATGAAACTAGTCATTTACACATAATTACACGTCTAGT TTCATGATTTTCAGTACTTAAGTATGCTARAAAAAAAATTATAT TCATACCTTGTACGAACGGTAC day-old  hours female
Read # Hit |Total ovaries eggs head male embryo body testis
Jek gk ke ok ok ok ko ko ke k ek ek ke ke ke ke (. (OO (OO Ca(Cennennnn. 1) )Y INIIINIIIIIIIII)DIN)))) L)) ))) . L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x* gjze Mismatch Count Norm Total body
....................................................................................... CGTCTAGTTTCATGATTTTCA . « e e v e et e ettt et e e e e e ee e e ee e eeeeaenaennen.. 210 1 3.00 3 3 0 0 0 0 0 0
................................................ ACAGAARATCATGARACTAGTCAT . .« ¢ ettt ettt e et e e et ettt e et et e et et e e ettt et et et et et et e et iaeaenean.. 24 0 1 1.00 1 1 0 0 0 0 0 0
............................................................................................... TTCATGATTTTCAGTACTTAAG . « ¢« et ot te e et et e eeenaenaeneeaeenenaennes 22 0 1 1.00 1 0 0 1 0 0 0 0
............................................. AGTACAGAARATCATGARACTAGT . « o« v et et et et et et ettt et et et e e e et et e e et et e ettt e ettt te et ettt 240 1 1.00 1 0 0 0 0 1 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|drosim2|x:1098419-1098579 - ldsi 124|[ATAATGAGCAACCTTT--ATACT------ S ——— AAATGTTACATGTATGT---ATA--TATTCAT-—-—--- GTCT--—-——-—-—- TTTAGTACTTTGATCAGTAAATGTGTATT——————- AATGTGEAGATCAS S oSS o S S S R s e e s s e AR G TAC TAAAAGTCAT GAATTCATACGATT-TTTTTTTTAATATAAGTATGGAACATGCTTGCCATG]
droSec2|scaffold 10:1042292- ATAATGAGWAACCTTT--ATACT---—-- C-—mm—m-———- AAATGTTAWATGTATGT-—-ATAMNTATTCAT------- GTCT----------- TTTAGTACTTTGATCAGTAAATGTGTATT-——-—-- AT TG AGA AT S s s oo AAGTACTAARAGTCATGAATTCATACGHT TRWT TTTTTTTAATATAAGTATGGAACATGCTTGCCATG
1042455 -
dm3  |ichrx:1209202-1209286 - | rhrecac——--——-- o B e o - ettt — — ~ ~ ~ EritclieATCARRSEEEE_S e R O TARASEI A Tl T TCATACHT T - TTTTTTTTAATATAAGTATGGAACATGCTTICCATG)
droEre2|scaffold 4644:1200979- a\aaTciicifeaciNeT T- - AlT TGATATTTTGTTAGACC AcGTCCIT Tlecc e NAcifecc Tl T TGl - - - - -ficcealcA - - - - - - - - -]
1201094 - \

[arovak3|x:1126910-1127058 - [

[BEcharEcEE -

TEGCOAGCCATTLJITCAAA TACTCTTTTGCTAGACG ATGTCAINT C

ceaccifeciNifsccrfeTTc |- - - -jificccaANENc AT ClEAINASNE - - - - - [Nl

droBialsof1180000301760:2180636- e e = B e BEEEEEE e e 57 7 05 T GOHTIOER T
2190651 +
droTakl|lscf7180000415289:390061- TARVAAAC - ¢TEYOACIRNA TINETTC TTAGACAAATGATTTTTGAGCATACAATTTTTATTTTGTAAAACAGTGTTTTA - - — - RN TINA AN C T AL TRV TideleliiA A A ¥GAE
390247 =
droFicl|lscf7180000454072:1899190- ESEATIRCINA A CES I T C T TIGGTCATAATATACGT TT THVNSHARAN T CENNCA AREE I TERGIG cC AR CEEEEE gy\ce---------—-—- i AINE G GIIENE TiiT cECiNATi{A cAlNNATIGCAAGCAINC Al T/ NA - - CGATTTACTTTTAAACATAACTACTIGHCINNACEAG GAINNRGINUAT/ET AL - - - - - [iGTGIENENIANT A A [FINTNelehiliA T T/NNE
1899390 +
) PASS/FAIL
Generated: 08015 at 08:05 pM
crit.mor 0
crit.half
crit.total
crit.pairing
crit.top3
crit.tptop3
crit.uri
crit.back

rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate

RPOORRRORRRLROO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:1098419-1098579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:1098419-1098579
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_124.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:1042292-1042455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:1209202-1209286
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:1200979-1201094
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:1126910-1127058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:2190636-2190651
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415289:390061-390247
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:1899190-1899390
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View on UCSC Genome Browser {Cormell Mirror}]
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Show Alternate Folds
Flybase annnotation
three_prime UTR [3r 11240065 11240809 +]; CDS [3r 11239901 11240064 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553486 SRR553487 SRR553488
SRR618934 MO53
Chicharo_3 Makindu_3 M024 M025 NRT_0-2 SRR902008 SRR1275483 RT_0-2  SRR902009 M023 0001
AACTACGTAGAACCGTGTGTCTAAGCCTCGCATCGATATTCTAAACATGCCAACCATTACAATAATCTGCATTATCTGGTTTGTTCCAGTCCTCTGTTGCTTCTCAAGAGCTCCCAAGT TTTTCTGAGGACAACTGAGGTCCGCAACAGACTCAGCTGACAATGACGATAAGAT TTTGAGCATATTGATAAGGACAATTATACAATTACACACATACACAAGCACAGCAGG day-old  dsim w501 day-old hours female hours
Read # Hit |Total ovaries ovaries ovaries |male embryo eggs ovaries |body |[Male eggs testis head Testis
dhkkkhkhkkhkhkhkhhhkhhhkhhhkhhhhkhhhkhhhkkhhkhkhhhkkhhkkhhkkhhhkhhhkkhhkkhhhkdhhhkkhhkkhhkhkk COCCCeCe((C. .. .. N D D D N I D D D I D D D IO D D D DD DD DD I D D I COCCCe e e e e I))) e khkkkkkkhkkkkkkkhkkkkkkkkkkkkkkkkk*x*x** gize Mismatch Count Norm Total body prepupae
................................................................................................................................................................. ATGACGATAAGATTTTGAGC . + ¢ o vt et ee e e et et ieeee e eeeeneeneenenaenaenaea. 20 0 1 6.00 6 0 0 0 4 2 0 0 0 0 0 0 0 0
.................................................................................... TCCAGTCCTCTGTTGCTTCTCARGR . « « e v e e e e et ettt e et et et e et et e e e e e et e e e et et e e e e e e et e e e ettt et e e e ettt e e e ettt ettt ettt e e ie e e 250 1 3.00 3 0 0 0 0 3 0 0 0 0 0 0 0 0
..................................................................................................................................................................................... ATATTGATAARGGACAATT . o vttt ieeieeeeieeieenaeneenaa.. 18 0 1 3.00 3 0 1 0 1 1 0 0 0 0 0 0 0 0
...................................................................................................................................... TGAGGTCCGCAACAGACTCAGCTGA . « &+t e e e et ee e et et et e e e et e e e ea e et aeeeeneeaenaenaeaeeaeanennenaea25 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................... AGACTCAGCTGACAATGACGATARGA . « « e e e vttt et e e e et et e eae et ea e e neeaenaenneneea 26 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................................. TTTTGAGCATATTGATAAGGACAAT . ¢ vt vt e e ieeeeeeeeeeaennenee. 25 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0 0 0
........................................................................................................................................................................ TAAGATTTTGAGCATATTGATAAGGACAAT . ¢« vt o v ee e eeeeeeeecnecaennenaen.e 30 0 1 2.00 2 1 0 1 0 0 0 0 0 0 0 0 0 0
................................................................................................. TGCTTCTCARAGAGCTC .+« e et v et ettt et e ettt ettt ettt et ettt ettt e ettt e et e e et et e et et ettt ettt ittt ettt e 160 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................................................... GCATATTGATAAGGACAATT « . v v ot eeieeieeeeenenaennenaea. 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
............................................................................................................. GCTCCCAAGT TTTTCTGAGGACARCT « & ¢ v vt e e et e et et et e et e et e et et e e e e e e e e et e et e e e e e e e et e et e et e ettt et e i 260 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
................................................................................................................................................................................. GAGCATATTGATAAGGACAAT . o« ot v vt teeeeeneeneeaenaennenaea. 21 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
............................................................................................................................................................ TGACAATGACGATAAGATTTTGAGCA . .« v e ettt e te e et e ee e ee e eeeaeia e 26 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
............................................................................................................................................................. GACARTGACGATARGATTTTGAGC . « « e e v v et te e et e et ie e ieieeeeneeaenaenaeneea. 24 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
............................................................................................................................................................. GACAATGACGATAAGATTTTGAGCA « ¢ e e v ettt e ee e e eee et e eieeneeneeaenaenneneeaes 25 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0 0 0 0
.................................................................................................................................................. CAGACTCAGCTGACAATGACGATAAGR . « ¢ e e v e ettt et e et te e et ie e ea e eaeeneaenaenneneea. 2T 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
........................................................................................................................ TTTCTGAGGACAACTGA « « e v v v e e ettt e et e e et e e e e e e e e e e e et et e e e e e e e e e e e et e et e et e ettt e 1T 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
.............................................................................................. TGTTGCTTCTCAAGAGCTCCCARGTT « &« v e v v e e et e et et e e et et e e e e e et e e et et e e e et et e et e et e et e ettt et e e e et et e it e it ei et 26 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 0 1
................................................................................................................................................. ACAGACTCAGCTGACAATGACGATA . .+t vttt ettt et et e et et e e et ie e ia e 25 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0 0 0
........................................................................................................................ TTTCTGAGGACAACTGAGGTCCGCARC . « « vt vttt ettt ettt et e et ettt e e e ettt ettt e et e ettt 27 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
..................................................................................................................... GT T T TTCTGAGGACARCT « - ¢« e et e e et et e e et et e e et et et e e et et et e e e e et et e e e ea e e eaeenetaeaaenaeneeaeeaenneae.. 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
......................................................................................... TCCTCTGTTGCTTCTCARGAGCTCCCA .+t e vt e e e et et e et 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 et e e e e e e e et e e et e e e et e e e et e et et et e e i e 2T 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
............................................................................................................................................................ TGACAATGACGATAAGATTTTGAGC . « « « ¢ et ee et te e et e ae e eeeaeeneaeeaenaennenees 25 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0 0 0
........................................................................................................... GAGCTCCCAAGTTTTTCTGAGGAC . + ¢ et e e u ettt e et et e et et e e e e et e et e e e et e ettt e e e et e e e e et ettt ettt ettt et e it ei e 240 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................ TAAGATTTTGAGCATATTGATAAGGAC . « ¢ et v et e ieieeeiaeaenneneen. 27 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0 0 0
.......................................................................................................................... TCTGAGGACAACTGAGGTCC « « v e v v e e et et te et e e et et e e e et et e e e e e e et e e e et e e e e et e et et e e 20 0 1 1.00 1 0 0 0 0 0 0 0 0 0 0 0 1 0
o0 Nelehi g Ney. V.ol oleh ekl el Lo -V Nl o ot o c 28 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
....................................................................................................................... TTTTCTGAGGACAACTGAGGTCCGC . « e v e e e e e et e e et e e e et e e e et et e e e e e e e e e e e et e et e et ettt e e et e e ieenenea. 250 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0 0
...................................................................................................................................................... CTCAGCTGACAATGACGATAAGATT . « et vttt et et e et et e eeea e te e eaeeaeaenaenaeaeea. 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0 0 0
........................................................................................................................ TTTCTGAGGACAACTGAGGT .« « + ¢ vt et ettt ettt et ettt e et et e ettt et e e e et e e ettt it e ettt e et 20 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0 0 0
....................................................................................... e ol oL o e i e e PP s B ¢ 7 0.14 1 0 1 0 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488 SRR553487
SRR618934
Makindu_3 RT_0-2  SRR902008 SRR902009 NRT_0-2  M024
TTGATGCATCTTGGCACACAGATTCGGAGCGTAGCTATAAGATTTGTACGGTTGGTAATGTTATTAGACGTAATAGACCAAACAAGGTCAGGAGACAACGAAGAGTTCTCGAGGGTTCAAAAAGACTCCTGTTGACTCCAGGCGTTGTCTGAGTCGACTGTTACTGCTAT TCTAAAACTCGTATAACTATTCCTGTTAATATGTTAATGTGTGTATGTGTTCGTGTCGTCC day-old dsim w501 hours hours
Read # Hit Total ovaries | ovaries | eggs ovaries testis eggs male
dhkkkhkhkkhkhkhkhhkhkhhkhkhhhkkhhkkhhkkkhkkhkkhk COCCCeCeCC. .. .. R T R R D D I D D D I D D D IO D D D DI e CCCCCe e e e e 1)))) e hhkkkhkhkkhkhkhkhkhkhkhhkhkhhkhkkhkhkkhkhkhkhkhkkkhkhkkhkhkkhkhkkkhkkkhkkkhkkkhkkkkkkkkkkkkkk*kk**k*x* | gsize Mismatch Count Norm Total body
...................................................................................... e ey X eTey.Xe) N0V Xolc 7 NU A - B¢ 7 2.29 16 0 16 0 0 0 0 0
...................................................................................... e ey X eTey.Xe o0V Xelc ¥ A R ¢ 7 1.14 8 0 8 0 0 0 0 0
....................................................................................... TCAGGAGACAACGAA . &+ ¢ e e e et ettt et e e et et et e et e et et e e et et e et et et e ettt e e et et e e ettt 150 7 0.43 3 0 2 1 0 0 0 0
..................................................................................... el o7 el €7 eyN o7V X e 7.V N PR A 7 0.14 1 0 1 0 0 0 0 0
....................................................................................... 167 XeT ey Ne o0 .Yl eV AP s N 20 0.10 2 1 1 0 0 0 0 0
..................................................................................... ey XeTey.Ne N7 V.Y olc N O I T 12 0.08 1 0 0 1 0 0 0 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|3r:11240041-11240271 + ldsi 32446 ||AACTACGTAGAACCGTGTGTCTAA-———————————————~— GCCTCGCA=-—TCG=—————————————————— ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTTT-GTECCACTCCTCTCTTCCTTICTCARGAGC-TCC—————— C-AAGTTT———————————————————————— T---TCTGAGGACAACTGAGGTCCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA--TTGATAAGGACAAT-TATACAATTACAC-——-———- ACA--TACAC----—-- AAGCACAGCAGG
droSec2|scaffold 0:12070525-12070754 |dse 108 [[AACTACGTAGAACCGTGTGTCTAA-—=-——-—=--—-—————- GCCTCGCA---TCG-——-—=———=-————————— ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTST - GTECCAGTCCTCTGTTCCTTCTCARGAGC - THC—-———— c-aaGiyf@---------- - T---TITGAGGACAACTGAGGRCCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA -~ TTGATAAGGACAAT -TATACAATTACAC-——-———- ACA--TACAC------- AAGCACAGCAGG
+
|dm3 lchr3r:9945566-9945810 - lame 446 |aacTaccTacaccfreTeTCcTAR-———mmmmmm— - GCCTCGCA---TCG—=—=——=-—-——————————- ATATTCTA--AACATGCCAACCATTACAATAATCTGCAT@ATCTGGTET-GTECCACTCCTCTCMICCTICTCARCAGC-TCC-—-— - - [N\ AIN T Tl VR I NG LT XS - [T NI N - - T - — - TR o2 C T GAGG\CCGCAACAGACTCAGCTGACAATGACGATAAG-ATTTTGAGCATA— - TTRAATAAGGACAAT-TATACAATTACAC--—-———— Acf@--Tacac------- AAGCACAGCAGG
droEre2|[scaffold 4770:9494379-9494628|der 1532 |[AARTACGT[gcACCTGTGTCTAA-—— -~ -~ —-—=—————- GecereoCg---Tef---—------—-—-—--—- ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGT/ET-GTECCANTCCTClECldTECTTCTCARCGAGC-TCC--—-—- C-2AAGRT TN TeTN- TN Tel - - [Teletel e -} - - TCTGAGGHCAACTGAGGECCGEAACAGACTCAGCTGACAATGACGATAA/S-ATTTTGAGCATA—-TTGATAAGGACAAT-TATACAATTACAC-——————- Acfd--Tacac------- AAGCACAGCAGG
ldrovak3|3R:16483018-16483268 + ldva_1812 |aaflTaccTAGAfgcClTGTGTCTAA-———— - —————— GCCTCGCA---flcG--—-————— - ATAINTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTET-GTECCACTCCTCEGTTCCTTCTCAAGAGC - THC- - - — - - - AAGIT T NI NT N B S Ll - —[elelelerNe- - T- —- TCTGAGERCAACTGlEGGCCGEAACAGACTCAGCTGACAATGACGATAAN-ATTTTGAGCATA— - TTGATAAGGACAAT-TATACAATTACAC———————— ACl--TACAC-—-—--- AAGCACAGCAGG
droEugl|lscf7180000409584:571066- AANTANGTAGAECCHTGTGTCTAA-———————————————— GCCTCGCl---TCG-—-—-——-— oo ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTRGTET -G THNCACTCCTClECETECTTCTCARCAINC-TCcC----—- C -GG TN TNV N Tel - - (NN - - T - - TCTRAGGACAACTGAGGICCGCARCAGEC TR GI{TGACAATGACGATAAIN-ATT TTGAGCATA - - TTGATAAGGACAAT-TATARAATTARAC-—- - — - —- aci-racac------- AAGCACAGCAGG
571317 +
droBialllsc£7180000302402:2747959- anlTACGTAGAECCETGTGTCTARA- -~ -~ - - - - = ———- GCCTCGCE---TCG--—-—-—-——————————— ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTET-GTECCACTCCTC I\ GCTTCTCAAGAI C-[gc-—---- clerScE T TieeRE e It I Ndel - - I NeTelelelebde T - - - TEATGAGGACAACTGAGGLCCGCAACAGECTCAGHTGACAATGACGATAAS-ATTTTGAGCATA- - TTGATAAGGACAAT-TATACAATTACAC--—-—-—- ACH- -l C-—-———- AAGCACAGCAGG
2748207 -
droTakl|lscf7180000415380:857198- AANTACGTAGAECCTGTGTCTAA-———————————————- Geclgeacf@---TCG-————————-————————- ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGT/ET - GTECCACTCCTCHCMTECTTCTCARGALNC -[ohic—----- - 2AcR TS IS VR T N e Xl Nlele T - - T/ T GAGGACAACTGAGGECCGCAACAGIECTCAGCTGACAATGACGATAAS-ATTTTGAGCATA— - TTGATAAGGACAAT-TATACAATTACAC—--————~- ac--fdallac-----—-- AAGCACAGCAGG
857450 -
droElel|lscf7180000491047:1202034- AAWTACGTAGAECCETGTGTCTAA-— - -~ - == ———————— GCCTCGCE---TCG-—-—-—————————————- ATATTCTH--AACATGCCAACCATTACAATAATCTGCATTATCTGGHST -G THECACHCCTCTEETNCTTCTCAACAINC-TCcC--—-—- C-AART TTIelppdXe - Le TN Tel - - [ NeTelels- - T- - - TCTGAGGACAATGAGGECGCAACACEC TGl TGACAATGACCATAA/S-ATT TTGAGCATA— - TTGATAAGGACAAT-TATACAATTACAC-——————- Ecl--Taclc------- AAGCACAGCAGG
1202283 +
droRhol|lscf7180000778033:13673-13922 AAWTACGTAGAECCETGTGTCTAA-———————————————— GCCTCGC---TCG-—-———————————————- ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGHST -GTECIECTCCTCTCHT LN eclecleAcAlNc-[Scc----—- C-AAGRTINIeIgfTele - NN Tel - - XTI Y- - T - - TiTGAGGACAACTGACLYNccoleacaclEc TClgcliTGACAATGACCATAA - AT T TTGAGCATA— - TTGATAAGGACAAT-TATACAATTACAC-——————- ANe--TACAC----—-- AAGCACAGCAGG
droFicl|lscf7180000453912:451974~- AAWNTACGTAGAECCGTGTGTITAA-———————————————— GCCTCGC---TCG-—-—-—————— - ATATTCTA--AACATGCCAACCATTACAATAATCTGCATTATCTGGTET-GTECCACTCCTCTCETCTTCTCldACAI\C-[fec------ C-AAGRT TieRp g I - R E TN Tel - - XL dTe- - T- - -TcTclgccacaacTeaceilicccancacgC TG TGACAATGACGATAA/S-ATT TTGAGCATA- - TTGATAAGGACAAT-TATACAATTACAC-——————- acl¥XercAC----—-- AAGCACAGCAGG
452225 -
droKik1|[scf7180000297719:32317-32513 AACTARGTEGAECCEreTeTCTAR - A~ oo GCCTCGCNET C ol YT N TN TN TN NF B TA T TC TA--AACATGCCAACCATTACAATAATCTGCAT TATC TGO TG TN A ettt a— — — — ~ — - - - — - - R e e - - - Tlo- - T G A GG THNGIA ACAGEC T Cl TGACAATGACCATAAINA T T TTGAGCA T - - i AGGACAATITATACAATTACAMG-—- - — - —- - - - - - - ——— ---8G----Hafe
e
droAna3|scaffold 13340:20519464- dan 4045 |anrlTACGTEGAACCETGTGTCTAA-—-————-————————- GCCTCGCA---fcc
20519697 +
droBipl|scf7180000396413:1886055- AARTACGTEGAECCHTGTGTCTAR- -~ - - =~ == -~ ———— GCCTCGCA---fgcG
1886286 -

EEE l2:13441286-13441567 +

laps_3842 |aacTaficTEcrBccRrcEcTcran TS eeehG C T . - -BCC

|droper2|scaffold 0:7007805-7008084 - ||

[ e REC e A cacCTaeTaceaCTRETH - B

droWil2|lscf2 1100000004902:10821088- AnpTANGTHGAECCHTGTGTCTAA- [} ——— - - - - —————— geacTieeccTTiale
10821134 -

drovir3|scaffold 13047:17985286- ArpTANGTEGAECCTGTGTCTAA -~ - -~ -~ - - coiXepiccdy--pe----—--—-- - ———- GAINM - - - - — - - — - - - [NXCAIGIARN TIN N A I - - - -—-f- - - ____[_ - _EEEE B ————-—--—--—--—--——-—--- B et 2. C A AENGA CGATA A~ [FNT T T{lelGleA TA - - TTGATAANGAMAAT - TAT/EAAMTACAG- - — - - - - - CONE - - - - -EEEEEE cINSCINEeTCT]
17985419 -

droMoj3|lscaffold 6540:13726427- ArWTARGTEGAACCTGTGTCTAA -~ -~ -~ -~ - ————— coi¥eccd)--\ecG-—-—- - - G T T - . 2 CINA TE A C A A T A A T T GO A T T A T Dt i — — — — = = - — - — - e T B [y ucorTArC-M Y TTCEeeATA- - TTGATANNGAAA T-TATACAASTACAl]- - - - - —- - - - - - - ——— eccaddecalds
13726557 +

droGri2|lscaffold 14846:23906-24040 - | |22f@raficrEcaBccRrelsTeTan - - - - - - - - cci¥elecd---\ - -—-----—\--—\———\————- eniIrchln - - A A CI A T A C A A T A A T T GO A T T A T R o~ — — — — R - ——— B O s r.capieaccATAAS-[AXr TTdecA TAE- [N\ clyT A nfiGAlAA T-TATACAASTACAlS- - - - —- - en - - —-—-- - - -G T{eece
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:11240041-11240271
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:11240041-11240271
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32446.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:12070525-12070754
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_108.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:9945566-9945810
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_446.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:9494379-9494628
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1532.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:16483018-16483268
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1812.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409584:571066-571317
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:2747959-2748207
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:857198-857450
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:1202034-1202283
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778033:13673-13922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:451974-452225
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000297719:32317-32513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:20519464-20519697
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4045.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:1886055-1886286
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:13441286-13441567
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3842.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:7007805-7008084
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:10821088-10821134
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:17985286-17985419
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:13726427-13726557
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14846:23906-24040

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi_16076 |2r:19080276-19080328 + | candidate | Mirtron |intron

Legend: mature star (I8 iz 811 ifg =1 mismatch in read

Predicted structure
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Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [2r 19080276 19080328 +]; CDS [2r 19080329 19080431 +]; CDS [2r 19080143 19080275 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553488
M053 SRR618934
M023 M025 Makindu_3 0002 0001 |SRR902009 RT_0-2
GAGCCCAACACCAAGACCCACCTGATGGCCCTCCTCATCTGCATGCTGGGGTAAGTGCAGCCCETTTGCTCCTCCTGCCCGCAGGACTAATGGCCACTTTCAGGGGCATTTGCTGCTGCTGCATTCCGTACTGCACCGACTCCTGCCAGTCGG day-old female dsim w501 hours
Read # Hit Total head embryo ovaries Head body Testis testis ovaries eggs
ek ok e ok e sk e ke ok ke ok sk ke ok e sk ke ke ke ok ek ke ke ke ke ke ke (((( (.. (((. (e CCCCC e o))))) o)D) )))))) ) ) e S hkekkkkkkdkkkkkkhkkhkkkkkkkhkkkkkkkkkkkkkkkkkkk*kk**k***x g5jze Mismatch Count Norm Total
............................................................................... CGCAGGACTAATGGCCACTTTCAG . « « + e e e et et et e e et e e ie e taeneeaenennenen. 24 0 1 7.00 7 5 0 2 0 0 0 0 0 0
........................................................................................................................... TTCCGTACTGCACCGACTCCTGCCAG. ... 26 O 1 2.00 2 0 2 0 0 0 0 0 0 0
.............................. CTCCTCATCTGCATG TG ¢ &« v v e 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 et e e e et e e e et e ettt e et ettt ettt e, 180 1 1.00 1 0 1 0 0 0 0 0 0 0
............................................................................... CGCAGGACTAATGGCCACTTTCAR. . . o ittt i e it ittt e i e 241 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................................................. AGGACTAATGGCCACTTTCAG  « e e v e e e ee et e te et e e eee e eeeenenaeaeneenenee. 2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0
............................................................................... CGCAGGACTAATGGCCAC . &+ v vt ettt te e et e e et e e et te e ettt eiaenenaen... 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0
................................................................................. CAGGACTAATGGCCACTTTCAG . « « v e e v e te e et e et e ta e e e enaeaeneeaenneaeneeae 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................. GTAAGTGCAGCCCGTTTGCTCCTCC ¢ & e v v e e e e te e et et e e e e e e e et et e et e e e e e e ettt e et te et eaeieeneneeaeneea 25 0 1 1.00 1 0 0 0 0 0 1 0 0 0
............................................................................... CGCAGGACTAATGGCCACTTTCAGH. . .. oottt i i i i i e i e eee e 25 1 1 1.00 1 0 0 1 0 0 0 0 0 0
............................................................................... CGCAGGACTAATGGCCACTTTCA & e v vt e et teea et e et eeee e eaeneeaenenaenenaeaen. 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0
........................................................................................................................ GCATTCCGTACTGCACCGACTC........... 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0
............................................................................... CGCAGGACTAATGGCCACT . « v vt ettt te e et e e e et ettt ie e te e eieeneaeneneeae. 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.............................................................................. CCGCAGGACTAATGGCCACTTTCAG . « ¢« v e et vt ee et e e eneeaeneeaeaeneeaeneaneaenneaes 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................ TTTGCTCCTCCTGCCCGCAGGA . « e v e e e et et e et et et e e et e e e e et e et e e e ettt et e it iaeneea 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0
...................................................................................... CTAATGGCCACTTTCAGGGGC « + « e e vt e te et teeneee e enseaeneeaenenneaeneea 2l 0 1 1.00 1 0 0 0 0 1 0 0 0 0
Anti-sense strand reads
SRR553487
M024 NRT_0-2 SRR902009
CTCGGGTTGTGGTTCTGGGTGGACTACCGGGAGGAGTAGACGTACGACCCCATTCACGTCGGGCAAACGAGGAGGACGGGCGTCCTGATTACCGGTGAAAGTCCCCGTAAACGACGACGACGTAAGGCATGACGTGGCTGAGGACGGTCAGCC hours
Read # Hit Total male eggs testis
dkkdokdkdkkdkokdkkdkhkokkokdkkhkkdkokkkhkhdkkdkkdkkhdkkdkkdkknkrk  (((((.. ((C.(((onnnn. CCCCCaa))))) o)) )))))) ) . kkkkkkkkkkkkkkkkkkkhkkkhkhkkkkkkkkkkkkkkkkk*kk***k*** gjize Mismatch Count Norm Total body
........................................................ CGTCGGGCAAACGAGGAGGACGGGCG - + -« ¢+ e e e e et te e a s e saneeensoeensaeeneasoeensoasnaeancacasoasnaaneeaa26 0 1 1.00 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldrosim2|2r:19080226-19080378 + |dsi 16076 |lcGAGCCCAACACCARGACCCACCTGATGGCCCTCCTCATCTGCATGCTGGGEIAAGTCCAGC o mnas S TETCCTCCTCCr--—-—- GCCC-GCAGGACTA--—ATGGC-—=——————————————————————_ CACTTTCAGGGGCATTTGCTGCTGCTGCATTCCGTACTGCACCGACTCCTGCCAGTCGG |
ldrosec2|scaffold 9:1853605-1853757 | [6AGCCCARCACCAAGACCCACCTGATGGCCCTCCTCATCTGCATGCTGGGEIARGIGCAGE S —=us CCG=—m—m—m——mmmmm o TTTCCTCCTCCT--—-—- GCCC-GCAGGACTA---ATGEC-————————— - CAWTTTCAGGGGCATTTGCTGCTGCTGCATTCCGTACTCACCGACTCCTGCCAGTCGG |
am3 lchror:18551577-18551729 + | lcacccealdeaccancacccaccTelTGGCCCTRCTCATCTGCATGCTGGGERARCTGCAGC S == === CCG=—m—m—mmmmmm oo TTTCCTCUNCT--—-—- GCCC-GCAGGACTA--—ATGGC-—=——————————————————————— CAWTTTCAGGGGCATTTGCTGCTGCTGCATTCCGTACTGCACCGACTCCTGCCAGTCGG |
droEre2|lscaffold 4845:7404914- GAGCCCA[ECACCAAGACCCARCTGYTGGCCCTCCTCATCTGCATGCTGGGEIARAGTGCARNC====~=~ B e TTTGCTCCTCCT-—-—-- cec-icEciacTa-—-ATGE - - -~ — - - CANTT[ECAGGGGCATTTGCTGCTGCTGCATTCC@TACTGCACCGACTCCTGCCAGTCGG
7405066 -
larovak3|2r:16014639-16014803 + | lcaceclEndcaccancacceaficTcfrecclgeTicTeaTcTocaTeCTGGCETARCTECANC/INS====cfjg=====s=coooososn o ans oo ae e e e TTTGC T Tiaeryeer Y b ceC - piclccalTA- - -ATGc- - - - - === ——————- INe- - — [N T T TCAGGGGCATTTGCTGCTGCTGCATTCCGTACTGCACCGACTCCTGCCAGTCGG |
droEugl|lscf7180000409672:6488523~ GAGCCCAERIACCAAGACCCARRT GETGGCHC TRCTIA TC TGIA TG C TG GO R ARG TR N N === === s AAAANTOUIT THEEE CTTAACT AT A A N C T e 8- -pERcErfeAcccGCATTTGCTGCTGCTGCATTCCATAWTGCACCGACTCCTGCCAGTCGG
6488684 +
droBialllscf7180000302143:2092605- GaclecaeliacCcAAGACHCACHTGETGGCCCTCCTIATC TGCHTGCTGGCETARCTIE gNC=S===as B T R e L TE ANl T T Gleci-g cra---ated--—-—- - EarEriaccclcaTdrcereeTeeTeeaTTCcGTACTGCAgXECc TCCTGCAITCGE
2092757 -
droTakl|lscf7180000415379:775412— cacecaeiaccanilacceafiTcrceeceTic TIA TC TGCATGHT GGCETANCT AIC=S===as G- ——————— T{eTCCTCCTRCIY- - —- - caaaBrTG------FE8---—- FN VNI NV Lol Te- - T -[ole]- - - —ef¥er T A G GGG A TETGC TGCTGC TGCATTCC/@TACTGCACCGACTCRTGCCAGTCGG
775570 +
droElel|scf7180000486668:470-623 + | |caBccirgiaccaacacceaiiircircceccTic TRATHTGREATGC TG CETARCT NI === === T 2 ——— TRTCLNTCCTE T - —-—- cec¥XIGeacTa---arTfey- - - - - - EENT T THiAGGGGCATTTGCTGITGCTGCATTCCITACTGCACCGACTCCTGCCAITCGG
droRhol|lscf7180000768400:21711-21862 GAGCCHARIACCAAGACCCARRNT GATHGCCCTRC TIATC TGCATGIT GGGETAACT NN - —— ===/ \6————————————— - - ErTeNTcCTCiT - —--- e T[eln B T T T A R N C C - B T TTIIAGGGGCT T TGCTGCTGCTGCATTCCGTACTGCACEGACTCCTGHCAGTCGG
ke
droFicll|lscf7180000454066:2504988- caceciaecaccanilacceacircoliTccclic Thic TlEATC TGCATGC THGGETANCTIINGg === ===~ - —-—- - LiAACAANT THIEEEEE ----B-—--—-—--—-E-—--—- AAGATAATTGTGTGAATTTTGGErE EEST TTIIAGIGGCAT T TGCTGC TGIT GCATTCCITACTGCACCGACTCCTGCCAGTCGG
2505143 +
droKikl|lscf7180000302470:448039- AGCCCAEACCAAGACCCAETGTGGCCETCTEATCTGCETGETEGGGTAGT‘ ——————— = = R e PrrcEri¥irceT-- - - - cIRS-EciiceacTa- - - AT - - - - - - - - ————- 1o - ——fchicIeC AGiNG Gl A Tl8T GC TGCTGC TGCAT TCCETACTGCACCGACTCCTGCCAGTCGG
448192 -
droAna3|lscaffold 13266:10903078- € cTeSING TG T GINNAINSISISR T T G CINNelelselc C/eliNe cii Tl NiC Gl T/ el Ve cEac TS caaGATCTAATE ST T T INETCCTCecCT—----- T T T A T C T R C C T T R STeAAAPNETCTCT GG TS cCRNET CliaBeCiFNSNee clole~ C8a Ve~ A ACE
10903241 -
laps 13:4032018-4032172 + | lcaccccancacipallacReaficTiier ceclicTcgc ATl T cCBT T 66 CETAEETIIA\Eam=aaas G 2 ——_——————— AliCEAAARAGCC - A -FefeceACTA- — - AT -~~~ ——————————————- - —--- WeyrecacccceatRTceTeccTecaTrecfdTacTecacclalTccTGCccAGCGE |
ldroPer2|scaffold 2:4218079-4218233 +| leaccccancacipalacReaficTiier ceclicTcEgc ATl ccRT T oG cERAEETIE e T === G 2 —————— AliCEAAAPAGCCT - AT -FefecGACTA-— - AT -~~~ ——————————————- T T WrlecacccceatRTceTeccTecaTrecfTacTecacclalTccTcccAGCGE |
droWil2|lscf2 1100000004513:4070566- cAeccalgcaccaacacEcaiiiT TG chic ThEENA THT Gl T e TG G T ARG e A Y S S s L s e s AICANT THIT THEEEE TAAREITTT-- - - -BEE- - - - Ry RN — - - - — T TTCAGHGGCET TGCTGIgeC TGHA T TCCGTART GiYeRiC GANT CCTGCCAGEYEG
4070724 -
droVir3l|lscaffold 12875:13759950- caccccalecaccaArGAcCCAcTBTGGClEc Tl cTcAaTlTGCTClET cocEHeACH N I~~~ ielece------- T e CGGEAATEAT R T T TAC T CGA T N C T G b-—--ieacrrfdcaccceaTldroroeroeToiferlgcceTac Toedacac T ClTGCCAGIYESG
13760109 +
droMoj3|lscaffold 6496:9172451— dmo 1053 [caccclEalgcaccancaclcaiicTi¥ircccceTideTcaTT clSTiNETCGCETgACSNACC= ===~ TCTAATATATATATATATGTGTATATATGTATGTATGHAJET- - - - -2 -SRI T AT AT AT TCT A R C - T A R e - iecTrrlecaccccargroiirccTecToierccldTacTocgcacTecTaecacigee
9172632 +
droGri2|lscaffold 15245:17488809- GAGCCCAACACHAAGACECAlcTIETEcCER T cTcATc TelA TN AT G ETAACH Nl cle-—— - B 2 e it T — — — = == Fch-\aconrifen A Tl - - - - — - - - - ———— - CTTATCTG LG NE ClelelerNicie TileleliNe TilelelNiaole Ci¥Nehle T c T G A\ j¥e A llelelerNe A S C /e
17488960 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:19080226-19080378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:19080226-19080378
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_16076.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:1853605-1853757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:18551577-18551729
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:7404914-7405066
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:16014639-16014803
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:6488523-6488684
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:2092605-2092757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415379:775412-775570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000486668:470-623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000768400:21711-21862
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454066:2504988-2505143
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:448039-448192
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:10903078-10903241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:4032018-4032172
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:4218079-4218233
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:4070566-4070724
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:13759950-13760109
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:9172451-9172632
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_1053.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:17488809-17488960
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dsi_ 32441 (21:7597121-7597219 + | candidate | Canonical miRNA || antisense_to_intron

Legend: mature star [iiIC3 (E1(9 i BTN 11111 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position of 29 03 o4 o5 o6 Ky | | | |
Size Condition 7,597,100 7,597,150 7,597,200 7,597,250
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
Antisense to intron [21 7596986 7597842 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR553485 SRR553486 SRR553488 SRR553487
SRR618934
M023 M024 Chicharo 3 Makindu_ 3 GSM343915 SRR902009 RT 0-2 NRT 0-2
ATGTGGGAATAAACGCCGTATTCTACGGGGATAAGGTGGGGGTGCTGTTCCGTTGATGATAAGAAGGTGGGGTTGGTGTCGGAACTGCTGCCCAGGTTAAGTTTATTCAAATTGGGCCAGTTACGACCCCGACCCGCCCCAGTCATCATCATCATTGTTTGGCCCAGGGGCAACATTATGCCACGCCCCCTGCAACCGC day-old  day-old hours dsim w501 hours
Read # Hit |Total head male ovaries ovaries embryo testis eggs ovaries eggs
*khkhkhkkkhkhkhkhhkhkhkhhhkhkhkhkhhhkhkhkkhhkhkhkkhhkhkhkhkhhhkhkkhhhkkhkkkhkkrkkhrrx N N O T N I I M) e Ikkhkkkkhkhkkkhkhkkkkhkkkkkhkkkkkhkkkkkkkkkkkkkkkkkkk*x*x***x gize Mismatch Count Norm Total body
........................................................................ i eleh el olele).V- ok felot JeTo]o] NN AP R 1 3.00 3 2 1 0 0 0 0 0 0 0
............................................................................................................... il Jefelelolo)-Nekidi-Notel-Nolo]o ofc). Vol 2R P~ 2 B 1 3.00 3 1 1 0 1 0 0 0 0 0
........................................................................ i eleh el elele).V-Nodielok eTo]e]or-Ne] c NP S 1 1.00 1 0 1 0 0 0 0 0 0 0
........................................................................ i eleh el elele).V-Nodi elok JeTo]e] o \Pu PP 1 1.00 1 0 0 0 0 1 0 0 0 0
........................................................................ i elel el olele).V-Nodi elol eTole]or-NeT el i UL I 1 1.00 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486
SRR618934
Makindu_3
TACACCCTTATTTGCGGCATAAGATGCCCCTATTCCACCCCCACGACAAGGCAACTACTATTCTTCCACCCCAACCACAGCCTTGACGACGGGTCCAATTCAAATAAGT TTAACCCGETCAATGCTGGEGCTGEGCGGGGTCAGTAGTAGTAGTAACAAACCGGGTCCCCGTTGTAATACGGTGCGGGGGACGTTGGCG dsim w501 day-old
Read # Hit Total ovaries ovaries
khkkkkkhkkhkkkkkhkkhkkkhkkhkhkhkhkkhkkhkhkhkhkhkhkhkhkhkhkhkkhhkhkhkhkhkhkhkhkkkkhhhx == ((((((. ((((. ((((. . ((((.. (((((( ................ )))))))))) . .)))) .)))))))))) ........... khkkkhkkkkkhkhkhkhkkkhkkhkhkhkhkhkhkhkhkhkkhkkhkhkhkhkhkhkhkhkhkkkkkkhkhkhkhkkkkkkkkkkkkkkkxk*x gjze Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[21:7597071-7597269 + ldsi 32441|ATGTGGGAATAAACGCCGTATT--CTACGG----- e e N GG--TGGG-GGTGCTGTTCC—————————————————— GTTGATGATAA-—--—-—- GAAGGTGGGGT === ———————————————————————_ TGGTGTCGGAACT--—-— G---CTGCCCAGGTTAAGTTTATTCAAATTCECCCACTT-~A====== CGACCCCG------ ACCC----—--—-—-———- G-CCCCAGTCATCAT---CATCATTGTT--—-—--—-——-———- TGGCCCAGGGGCAACATTATG-——-— CCACGCCCCCTG=——=——=—=——————————————————————— S ccac|
droSec?2|scaffold 3:3364996-3365194 ||dse 1836 |[ATGTGGGAATAAACGCCGTATT--CTHCGG----- e e N e e e GG--TGGG-GGTGCTGTTCC—-————-——————————— GTTGATGATAA-—--—-—- GAAGGTGGGGT === —=——=—=—————————————————— TGGTGTCGGAACT--—-— G---CTGCCCAGGTTAAGTTTATTCAAATTCECCCACTT-—A====== CGACCCCG------ ACCC----—----—--——-- G-CCCCAGTCATCAT---CATCATTGTT--—-—--—-——-———- TGGCCCAGGGGCAACATTATG-—-—- CCACGCCCCCTG==——=———=—=————————————————————— S e CCGC
+
|dm3 lchr2L:7850626-7850824 + I |ATGTGGGAATAAACGCCGTATT--CTACGG----- e Y GG--TGGG-GGTGCTGTTCC—~—=—————————————— GTTGATGATAA-—--—-—- GAAGGTGGGGE========—=—————————————____ TGGTGTCGGAACT--——— G---CTGCCCAGGTTAAGTTTATTCAAATTCEECCACTT-~A====== CGACCCCG------ ACCC----—----—-———-—- G-CCCCAGTCATCAT---CATCATTGTT--—-——-————-———- TGGCCCAGGGGCAACATTATG-——-— CCACGCCCCCTG === === === ——————————————————— O ccoc|
droEre2|scaffold 4929:16772171- der 190 |[ATGTGGGAATAAACGCCGTATT--CTACGG----- R e N e GG--EGGG-GE@GCTGTTCC- -~ -~ == === === - ——— GTTGATGATAA-—--—-—- GAAGGTGGGGT——=—==—=—==———————————————— TGGTGTCGGAACT--—-— G---CTGCCCAGGTTAAGTTTATTCAAATTGECCCACTT-—A-===== CEACCCCEYeleaCEC-—--—-——--——-——-- G-CCCCAGTCATCAT---CATCATTGTT--—-—--—-——-———- TGGCCCAGGGGCAACATTARG-—-—- CCACGCCCCCTG==—==—=—==— === —————————— - - Gl
16772375 +
ldroyak3|2L:5046058-5046268 - [ |ATGTGGGAATAAACGCCGTATT--CTACGG-—--- e N e GG--[8GGG-GGTGCTGTTCC—-———————————————— GTTGATGATAA-—--—-—- GAAGGTGGC[Sg-———=—————-=- GGGGTGTTREEEEE TGGTGTCGGAACT--—-— G---CTGCCCAGGTTAAGTTTATTCAAATTCECCCACTT-—A====== CGACCCCG------ ACCC----—--—-—-———- G-CCCCAGTCATCAT---CATCATTGTT--—-—--—-—--———- TGGCCCAGGGGCAACAT TAMCHENNECCACGCCCCCTG-—————————————————————————————— CA-— - ccac|
droEugl|lscf7180000409463:893461- ATGTGGGAATAAACGCCGTATT--CTACGG-——-- EEln 2 G T C T G B - —-—=———=—=—=————-- =---—-pg----=€--—-—-———— GAGAGAGTAAREEEETen BcileleleRtele - (€ - - - - - - [SCREEEEEEEE W--fetrcarcaran----—--- eciITGGGET-— - - - m GGTGTCGGAACT----- G---CTGCCCAGGTTAAGTTTATTCAAAMTCCCCCAGTT-~A-~~~~~ CGACCCCG--—--- INSClSGCCGAACREEEEEE G-CCCCAGTCATCAT---CATCATTGTT—-——-——-———————~— TGGCCCAGGGGCAACATTATG-—-—— CCACGCCCRCTG=-—=—=—=—=———————m oo cafg--—-—--- CCGC
893686 -
droBialllsc£7180000301518:690148- ATGTGGGAATAAAWGCCGTATT--CTACGG-—--- GG-—————mmmmm AT A A= = = = = = = — - A e Gl eleleRele - - - - - - — - - R GTTGATGATAS-----—-- GAGGTGGGGT— === == === === AccTcgceGaacT----- G---CTGCCCAGGTTAAGTTTATTCAAATTCCCCCACTT- A~~~ cilachjccg------ ACCC-------—-—-———- G-CCCCAGTCATCA®---CATCATTGTT---—-—-—-—-—-——~— TGGCCCAGGGGCAACATTARG----- [ECACGCCCCCTG-— === === ——— oo CAfg--—-—- ccee
690339 -
droTakl|lscf7180000415876:487759- ATGTGGGAATAAACGCCGTATT--CTACGG--—-- R AT A A= = — = = — = eleEN CleCleRTele GlEleiC - - - — - EEEE W--QGTTGATGATAA-——-—--- GAAGGTRGCI-———————————=—=—=——————————=- BccileTceeaacT----- G---CTGCCCAGGTTAAGTTTATTCAAAMTGCCCCAGTT-~A~——~—~ CGACCCCG--—--- ACCC--—-——————————— G-CCCCAGTCATCAT---CATCATTGTT—-——-——-———————~— TGGCCCAGGGGCAACATTATG-—-—— CCACGCCCCCTG-— === =====— === === ————————— o —— CAA——————m e CCGC
487951 -
droElel|lscf7180000491028:1167920- ATGTGGGAATAAACGCCGTATT--CTANGCIEaNe GGV e - — - — - ————————————————————— = - — R e e — R e eleRe T - — - — - — - — — WGTTGATGATAA--—-——-— &N G lE A el eTe - — BRGTGTCGGAAC TG~ -fiTGCCCAGGTTAAGT TTATTCAAATTCCECCACT T A= ===== CGACCCCG--—--- ACCC--—-——————————- G-CCCCAGTCATCAT---CATCATTGTT—-—————-———————~— TGGCCCAGGGGCAACATTATG-———— CCACGCCCCCRG-———————— oo cAld-—-— - CCGC
1168118 -
droRhol|lsc£7180000778576:3664-3856 ATGTGGGAATAAACGCCGEATT--CTANGG----- col¥Xee-----—--—-— - - = = — e e e e — - B eleleRTe - - - - - - — - - WGTTGATGATAA-—-—-——— calgeiIreeeeT-— - — - - - G- BGGTGTCGGAACT----- cl8--lTGCCCAGGTTAAGT TTATTCAAATTEEECCACTT-—A— =~~~ CGACCCCG------ ACCC-------—-—-———- G-CCCCAGTCATCAT---CATCATTGTT-—-—-—-—-—-—-——— TGGCCCAGGGGCAACATTARG----- CCACGCCCCCTG=————=—=—=——————————————————— N e CCGC
+
droFicl|lscf7180000454115:654156- ATGTGGGAATAAACGCCGTATT--CTACGG----- eleA AGTGCGGATGCCAATGCGGATGCCAATGCGGUNNAGCGGGGGTGCGGGGGGCGGATGT TGA TR e e - I g — — - — = = = = = = = = = — = — = — A TCERAR-——-—-—- CA G GGG TIE -~~~ === === === ———————————— AGGTGTCGGAACT----- G---CTGCCCAGGTTAAGTTTATTCAAATTGEECCACTT-—A-===== CGACCCCG------ Blc-----—-—-—-—-—-—-—-—--- G-CCCCAGTCATCAT---CATCATTGTT-—-—-—-—-—-————-— TGGCCCAGGGGCAACATTAMGHERECCACGCCCCCTGRpYoeeile—— - — - —— - ———— === —— = —————— ClyY-—-—- - ccGe
654402 +
droKik1|lsc£7180000302570:197659- ATGTGGGAATAAACGCCGTATT--CTACGG----- R e e ATAA-———————————— NN - - TGTGAREEE - - B —[CleRelelClelohi - - - - - EEEE I NICETGATGATAlY-—-—-—-- clercoleecom-—————————————————————————- i GGAACT - - — - — N C TGCCCAGGTTAAGT TTAT TCAAARTEEECCACTT- A==~~~ CGACCCCG----- ACCC-------—-—-———- G-CCCCAGTCATCAT---CATCATTGTT-—-—-—-—-—-————— TGGCCCAGGGGCAACATTARG----- eI Nelelelelelefel el T CCACGTTCCCAGGTTCCCCAGTTCCGCGTTIVACCCREEEE CACTTTCCCCREEICACAACCCCAATHTH
197912 -
droAna3|lscaffold 12943:1454011- ATGTGGGAATAAACGCCGTATT--CTACGG--—-- EEIC A G T T T G — - — B TGTTGAT AR A A G A G e T - i g - — - = == == === === === B - - — - — - TcleciaAjelele - - TGTGGGGGGTATGGGAREEEEEEEEr BT GTCGGAACT--—-- G---CTGCCCAGGTTAAGTTTATTCAAAMTGCCCCAGTT-~A-———~—~ CGACCCCG--—--- ACCC--—-——————————- G-CCCCAGTCATCAT---CATCATTGTT—-——-——-——-————~— TGGCCCAGGGGCAACATTA[ekIlepecCACGCChC e -—-—-—-—-—-—-—— - 8- - - - - ————— I T CCTGGCGGA T CCT G - -6
1454230 -
droBipl|scf7180000396728:1749692- ATGTGGGAATAAACGCCGTATT--CTACGG----- e G A G T T T G e e — - — R TGTTGAT AR A A G A G e — - B - — e ele - — - — - — - - - e - —— — = = == can oo -—-————-—- T GGG A R B TGTCGGAACT-—--~ G---CTGCCCAGGTTAAGTTTATTCAAATTGCECCACTT-—A-—==== CGACCCCG---—-- ACCC---—-—-—--———-- G-CCCCAGTCATCAT---CATCATTGTT-—-—-————-—-———— TGGCCCAGGGGCAACATTASEteccAacGCchccldcld--—-—--—-—-—-——-———- CCAATCCCRCCTTITCCTGGCGGATCCTGGCCCCCGGCACAGACCEEEISA ES
1749932 +
dp5 l4_group3:5445634-5445900 - || |aTcTliccaaTaraceecNgaTT--CcTARGR----- ch-E----- A C T GCCAG R = = — R e G GGACGACTGAGAACCAGGAGAACCAGAGAGGGCGAGAGGAGG- - - — —[8A - - - - - — - — - — - e ciinlMNeGCIGGGAGGGAGE T/ Nelele - - TGAGGETGGCATGGGGCATATGGAAGG------- AACINIEEEE Gc—--fErficEcAGGTTAAGT TTAT TCAAATTCHECCACTT-—A——— =~ CCACECEm-ENeeaccc----—-————————- GEACCCCAGTCATCAT---CATCATECHL N ENselser S Telelelelel\T GG CCCAGGGGCAACAT TAMEY- - - —- McacceccceTg-----—-———-————— - - = — ---—-
droPer2|scaffold 1:6936351-6936617 ATGTHGGAATAAACGCCINATT--CTARGE----- cR-E----- A C T GCCAG R = = — R e G GGACGACTGAGAACCAGGAGAACCAGAGAGGGCGAGAGGAGG- -l - — —[8A - - - - - — - — - — - e ciinIMNEGCIGGGAGGGAGE T/ANelele - - TGAGCETGGCATGGGGCATTTGGAAGG------- AACINSIEEEE G—--fgThicEcAGGTTAAGT TTAT TCAAATTCECCACTT-—A— =~ == CCACECEm-Eeeaccc----—-————————- GE\cCCCAGTCATCAT---CATCATE LN Sl Telelelelel\T GG CCCAGGGGCAACATTAMY- - - —- PcacceccceTg-----—-———————-—— - = — e - - -]
droWil2|lscf2 1100000004516:3485059- ATGTIGGAATAAANGC CmA TR T AL\ GR - - - - ca-lE----- CTGCC A A R T = - — R e----ge---—--—---—--—--—--—---—--——- GGGGGCGTGAGGCGG- - - - [En (8- 8- - - - — - [CanREEEE CEETEAATCHT - - - - EEEEEE b G TGGGG = === —=—=————————— G B recceer----- G- --[ETRCICAGGTTAAGTTTATTCAAATTCCOC A —-—--—--FEEE gy - ————————————-- G-cCCCAGTCATCATGN cATCATE /8- ———-——————————— TGGCCCAGGGGCAACATTARN-———- CCACGCCCl - — === == === === == ——————m - = — R e --—-
3485237 -
drovir3|scaffold 12963:8616447- ATGTGEGHATAAARNGCCINART - - cleAlcH- —--- T e Brafg--—-—- - CAGTCATTGGCGATGGG R C R B i et — — — = === === ===—=—=— - - — - - - TCIUAGEEEEE N A~~~ — =~ == === -———————————————— BcocEcTEccedr----- G———c[icIXCAGGTTANET TTAT TCAA AT TCCCEeCTT- g~~~ cGal\ccchy------ dccc—-—-—-————————- G- C AT - — ~ A TC AT/l -~ — - — - ————————— TGGCCCAGGGGCAACAT THTIN-IelslcCACGC Rt~ — ——————————————=——=————————————— = — e - - -]
8616616 +
droMoj3|lscaffold 6500:2727679- ATGTILATAAANGCC AT - -cléacllc----- T - A G T T A G e T e — - — — R CATTCAT TGGAGT CG A A G C G elcERte T(eRelelCelolNeliGGGRGGCTGTGGG e — GlECINeTGGGREEE T GARBIGTGGGGT — =~ ———————— oo e - - CifeleT T)-Noln EEEEES 6—-—cficicaceTTARET TTAT TCAA AT TCCEE eI\ - = A=====s cleccEcit-—-—-- \e{ol8GCTAARCCCTCAGCGTCHeCCTASNA NS T Yo NiCAGCREE e TGGCCCAGGGGCAACATTAT GINEISEl8CCACGCC i~~~ ———————————=——===————————————— — - — e e LT E T T =‘
2727911 -
droGri2|lscaffold 15252:13179017- ATGTGEGAATAAARGCCLNRYT - - Cl8ARGH - —- - - Ne---pgE------ - - B~ - — === —=—=—=—=—=———- CAGTCATTCGAGCAGEEEECAGCAGTAGCAGGAGCACCAC A - B - —-f----- - - - — - -EAGCAGCAGGAGCATEEE- - - TCJT - - - -EEEEEE - - - [efe el elele - —----- T CSC T ————— G——-cfiiciXcAceTTANET TTAT TCAAATTCCCESCTLV —[eldeleeciNacccm- 1Y Xeclec - - - - - —-————-——- Iecccllaecallcar---farcaTdNS- - - - - - ——-———- TGGCCCAGGGGCAACAT AN - — - — L TG — — = — = — = — = — = — = —————————— cfe---—------- - Bcce
13179233 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:7597071-7597269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:7597071-7597269
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32441.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:3364996-3365194
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1836.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:7850626-7850824
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:16772171-16772375
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_190.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:5046058-5046268
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:893461-893686
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301518:690148-690339
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415876:487759-487951
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491028:1167920-1168118
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778576:3664-3856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454115:654156-654402
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302570:197659-197912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:1454011-1454230
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396728:1749692-1749932
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:5445634-5445900
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:6936351-6936617
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004516:3485059-3485237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:8616447-8616616
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:2727679-2727911
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:13179017-13179233
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[View on UCSC Genome Browser {Cornell Mirror} ]

dsi_6282|x:16653967-16654026 - |candidate | Mirtron || intron

Legend: mature star {0511 =10d BT 11911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 7z © | | I
Size Condition 16654050 16654000 16653950
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [x_16653967 16654026 _-]; CDS [x_16654027 16654205 -]; CDS [x_16653724 16653966 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553486 SRR553487
SRR618934
Chicharo 3 M025 M023 Makindu_ 3 GSM343915 M024 SRR902009 NRT 0-2
TCGCTTCAAGGGCAGCTTCATGACCTTCTCGGCGGATCAATATGTCAAGTGTAAGTGAGCTATGGACCGAATTAGAGGCTTTGAATCTAACATTGTGGCTCGTTTTACAGT TGCGTTCTATAATCCATTCCTGAAGACAGCCTGGGACAACAAGTACGAG day-old day-old dsim w501 hours
Read # Hit Total ovaries embryo head ovaries embryo male testis ovaries eggs
dekde ke ke ek ke ke ko ke ok ko ko ke ke ke ke ko ko ko ke ke ke ko (L (CCCCCCC(.. .. .. CCCC(e e e e e n .. 1)))) o) )))))))) L)) ))) S kkkkkkkkkkkkhkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total body
.................................................. GTAAGTGAGCTATGGACCGARATTAGA . « « t v et et et e e e e et et et e e ettt e et et et e et e et et et ettt e ettt et e eieiaeaenen. 26 0 1 4.00 4 0 4 0 0 0 0 0 0 0
............. - Neloi o7l el-Nololi i o o c]eT o] c] TN AP SN 0 1 2.00 2 0 0 1 0 1 0 0 0 0
............. - Neloli o7l el-Xololi i Jo o cleTo]c]e! < N AP S 1 1.00 1 0 0 1 0 0 0 0 0 0
....................................................................................... TAACATTGTGGCTCGTTTTACA . ¢ e v vt v e e e e ee e e e eeaeaeenaeeneneaeasaeenenenennans 22 0 1 1.00 1 0 0 0 1 0 0 0 0 0
............. AGCTTCATGACCT TCTCGGCGGATCA + &« v e v e v e e e e e e et et e e e e e e 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 e e e te e e e e e e e e e eaeeeeeneeeeesaseeeeeesasaeneneeeeanaenenaaea26 0 1 1.00 1 0 0 1 0 0 0 0 0 0
.................................................. GTAAGTGAGCTATGGACCGAAT A . . . oottt e it ittt ettt et et et ettt e ettt 251 1 1.00 1 0 0 0 1 0 0 0 0 0
............. - Neloli o7l el Xl ol Lo o eTeT o] e TN o P 2o I ¢ 1 1.00 1 0 0 0 0 0 1 0 0 0
....... -V Neleleloy-Netokihi o) N el -Xololiit ok o] ele o cTc- NN PP SN0 1 1.00 1 1 0 0 0 0 0 0 0 0
.............................................................................................. GTGGCTCGTTTTACARE. . . .o e ettt ie e 1T 2 20 0.05 1 0 0 0 0 0 0 0 1 0
Anti-sense strand reads
SRR553488 SRR553486 SRR553487
RT 0-2  Makindu_3 NRT 0-2
AGCGAAGTTCCCGTCGAAGTACTGGAAGAGCCGCCTAGTTATACAGT TCACATTCACTCGATACCTGGCTTAATCTCCGAAACTTAGATTGTAACACCGAGCAAAATGTCAACGCAAGATATTAGGTAAGGACTTCTGTCGGACCCTGTTGTTCATGCTC hours day-old hours
Read # Hit ||Total eggs ovaries eggs
***************************************************(((((. ((((((((( ...... ((((( ......... ))))) . .))))))))) . .))))) L hkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkhkkkkkhkhhkhhhkhkhkhkhkhkhkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
............................ - Net o] o elo oliy-Nel: -V -\ PP o R ¢ 1 1.00 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|x:16653917-16654076 - ldsi_6282|lTCGCTTCAAGGGCAGCTTCATGACCTTCTCGGCGGATCAATATGTCAAGTGTAAGTGAG-——————=="= C—-—-- L ——_ ATGGAC-—=——=-=—=—=—=————————~ ., L b i iR i ATTAGAGGCTT T - == == === == == == =~ =~ — GARTCTAA---—-—-—-~— CATTGT-GGC---—-—-—~ T==CETTTTACAGTTGCGTTCTATAATCCATTCCTGAAGACAGCCTGGGACAACAAGTACGAG
droSec2|lscaffold 17:1383591-1383740 G GCAGCTTCATGACETTCTCGGCGGATCAATATGTCAAGTGTAAGTGAG-————————~ R L e ATGGAC-=-—=-=——=———=———=————————- Cm e ATTAGAGGCTT T—— === === == === == = m = GAATCIAA-—————=——-—=- CATTGT-GGC--——-—--~— o SCGITTTACAGTTGCGTTCTATAATCCATTCCTGAAGACAGCINT GGGACAACAAGTACGAR
|dm3 lchrx:17540877-17541041 - | |TcecTTCARGGGCAGCTTATGACCTTCTCGGCGGATCAATATGTCAAGTGTAACTCALNEITNN-————C—-———- L ATGGAN-—— - Cm o e ATTAGAGGC TT[8-————— == ==~ ————m oo GAATCHAA-=——==——=—-=- CATTGT-fgC--—-—-—-- T=-CETTTTACAGTTGCGTTCTATAATCCATTCCTGAAGACAGCCTGGGACAACAAGTACGAG
droEre2|scaffold 4690:7877360- TCGRTTCAAGGG[EAGCTTCATGACCTTCTCGGCHGATCATATGTCAAGTGTAAGTGARN-——-——————- C-——-- - ATGGAN--——-— oo T e e e il i i i ... st A N R — — — = = === == === === === CAAGT TCAA T T T T GAATCTAA-—————--—- CATTGT-GGC--——-=-——~— = T T TACAG T/GCGTTCTATAATCCATTCCTGAAGACAGCCTGGGARWAACAAGTACGAG
7877522 -
ldrovak3|x:16168169-16168328 - | |TCGCTTCARGGGCAGCTTCATGACCTTCTCGGCGGATCAGTATGTCAAGTGTAAGTGAN-————————— ----- T e e e e e e ATGRAR- - Cmmmm e e T ————,—-irin ATTEGAGGCAT T -~ ==~ — oo GAATCHA= ===~~~ cgrrer-clc--------- T==COTTETACAGTTGCRATTCTATAATCCATTCCTGAAGACEGCATGGGACAACAAGTACGAG]
droEugl|lscf7180000409271:613608~ TCGCTTCAAGGGCAGCTTCATGACCTTITCGGCGGATCAETATGTCAAGTGTAAGTGAIN-————————— C——-—- A e A A e e Cmmm R e T T ATTAGAGR T - - - - - - oo anfcran-———————-—- CATTINTREI N ————————- PN TR VAG TTGcTTeTAAATCCATTCCTGAAGACEGCEATGGGANAACAAGTACGAG
613768 -
droBialllscf7180000301760:3559442~ TCGCTTCAAGGGCAGCTTHATGACCTTCTCGGCGGATCAETARGTCAAGTGTAAGTCG-————————- - i — — == === —=———————————— O ... - b S —_ —A——— e e —— - -—_ e .,  E}™E; G NEE T G ClG A GCC T GAGC CG G R e - - -cl&i#NScaccalEEEE cTTEr-cife--------- == ClleT/JSACAGT TGCGTTCTATAATCCATTCCTGAAGACEGCCTGGGACAACAAGTACGAG
3559611 -
droTakl|lscf7180000415210:484177~ TCGCTTCAAGGGCAGCT THATGACCTTCTCGGCGGATCAETARGTCAAGTEGTAAGTGAIN-————————- A e e i — — == === —————————————— ST T G G T T T T T e 7\ 2\ T G (G AR G AR T T T - — =~ =~ — - — oo anfigNan-—————————- CRTN N Jel= == lel Jel= == = CRIIelelACAG TTGCGT TCTATAATCCATTCCTGAAGACGCCTGGGACAACAAGTACGAG
484343 +
droElel|lscf7180000491277:548642~ TCCET TIAAGGGCAGCTTCATGACCTTITCGGCGGATCABTATGTCAAGTGTAAGTGAIN-——————— - T T e A T —_—-H i L B e )N - - A TG G A A C R CTTATTGRE- - - - TGV EEEEEE s clT T T -Gl --------- o CREI N EACAG TTGCGTTCTATAATCCATTCCTGAAGACAGCCTGGGACAACAAGTACGAG
548805 -
droRhol|lscf7180000779980:83870~ TCGCTTIAAGGGCAGCTTCATGACCTTITCGGCGATCATATGTCAAGTGTAAGTGAIN-——————— - - T2 A O .- e e G T A - e GARTAA-————————— CHTIN T -fGh-----—-—- R T TACAGTTGCGTTCTATAAMCCATTCCTGAAGACAGCCTGGGACAACAAGTACGAG
84027 -
droFicl|lscf7180000453926:176106- TCGCTTCAAGGGIAGCTTCATGACCTTCTCGGCGGATCAGTATIN CAAGTCTAGTCIN-————————- C——-—- - - i HbkKh Wecealg---—--—-—--—-- - ————- R e oo ErrAGATTf8- - - - - - GARTAA-————————— clT T T -l -----—-—- T—-CReTT§ACAGT TGCGTTCTATAATCCAT THENTGAAGACEGCCTGGGACAACAAGTACGAG
176263 +
droKikl|lscf7180000302586:265814~ TCGCTTCAAGGGCAGCTTCATGACCTTTCGGCGGATCAGTATGTCAAGTCTAAGTINEG-———————— -~ - L —— —iEi> AT - ———————- A A AT TAAT T T A - —,——— ——— L = e GATTAAAAAAACACARE-——— - - — - — - — - 2 e T cTaaTTGCCAlNcGT]ic-EEEEEEEEEE s - ECile- - ——-—-- T ACAG TTGCT TRTATAATCCATTCCTGAAGACHGCCTGGGAMAACAAGTACGAG
265986 +
droAna3|lscaffold 13335:2185782~ TCGWTTCAAGGGCAGCTTCATGACCTTCTCRAGCGGATCABTATGTCAAGTCTARCTHS N lg--—-—-—- B----- L —_————_Ssa il ik ik kb AT/ - ———————- CAC T CT A T CT C A - ... = e TATAAAAAAAATAT TAAGIIE A A A e CAL TR ————————- i - — === == —— B R TEVAG TTGCHT TITATAATCCATTCCTMAANAMGCCTGGGANAAAAGTACGAG
2185946 -
droBipl|lscf7180000393717:17900~ TCGWTTCAAGGGCAGCT THATGACCTTCTCRGCGGATCAGTATGTCAAGTCTA TR~ 8- —--c—-———- B e ey - A A eh i BEGLiii i S A A i e - ik AT — —— —————— CTGGAT TAA T T -————,--- e T AR TN TN T e N T X T T T X T e P T TR NA G T T GCYT TH{TATAATCCATTCCTGAAGAIMGCCTGGGAAACAAGTACGAG
18076 -
dp5 XL, groupla:1518378-1518574 TCGITTCAAGGGEAGCTTCATGACRTTCTCINGCGGATCAETATGTHAANTGTAAGCTIIT N Te- — [l VN Telelelel el — - ——- TCCCTGCCAATCCATAAACGGIICEGATCAA - - — B e ey — — — = = = = = = = = = = = — = = TCCTTGATCAAGTCGAATGCEEEEEEE TGANTGTiG-EEEE e e ---—--B-aTcEEEEEEEs == T T TECAGT TGCIATTCTATAATCCATTCCTGAAGACCC TGGGACAACAAGTACGAG
droPer2|scaffold 53:284067-284263 +| |TcclirrcanceagaceTTeaTcacRTTCTCGCGGATCARTATGTHAADNTCTAACT CENTe- - (eI NN Il Ne- - - - TCCCTGCCAATCCATAAACGG]ICEGATCAA T R e e = e e et — — — == == === === === TCCTTGATCAAGTCGAATGCEEEEEE TGAINTGT]iG-EEEEEE e —-—---F-ATCEEEEEEES P T T {elCAG T TGCRAT TCTATAATCCATTCCTGAAGACRICCTGGGACAACAAGTACGAG]
droWil2|lscf2 1100000004590:2106445- TCGRTTCAAGGGCAGHTTIATGACCTTCTCGGCEGATCATATGTHAANTGTAACTI N -—-——————- B----- R i — — = == === === === ——————— e TGAAAGAIGTTATACTCGTGCATACTCGT TACAA T A C T A T - - e e e - == ======= GTCINAIEIAT TR T=-E¥VViTEcAcTTocrTcTaTAATCCATTCCTGAARNACMGCIITGGoAlAACARRTARIGAG
2106614 -
drovir3|lscaffold 13042:4289093- TCGCTCAAGGGCAGCTTIATGACCTTCTCGGCGGATCAATATGTCAAGTGTANCT/ITNINI VY- ————fd-—-—- CATTAAAATCCTTGCC R E i~ — = == === === === ——————— R e = R A G AL T T T -~ — - =~ — AT T T CEEE R AINNCGT TTCEEEEE o= ClFTHeeCAC T TeCTTTATAATCCATTCCTGAAGACHGCCTGGGARAACARITACGAG
4289261 +
droMoj3|lscaffold 6359:2135476- TCGCTICAAGGGCAGCTTCATGACCTTCTCRGCGGATCAATATGTCAAGT CTARGTCe-——————- -~ B----- - weoEg----- - Cmmm e G == ——m T A - - - - — - — - B TTAATCATTTTGACTGC g TG----TiVATTCAATCTCT- - - - CiH AT TCTGTCAT)E - - -l T T/ (ehicleleCitieid\CLY-Nieeh-Nkide Tife). VNI T C(elo/n ifelelel.\ T VNI V:\n h)-XeleINe
2135652 -
droGri2|scaffold 14853:7155598- TceCTicaaceeeaceTTHATGACT T TecljcBcaTcaaTATGTCAAGTETANGT e~ ————-—-—- SRS AACAATTATAACEEEEES CAAATACACTGATTEUTTIATTAGTGCT TRuE R e GTTGGTTTGAAATGT TAATGAATGAATGAATGA T T ettt — — = = = = = = = = = = = = = = i — = == === == e i el e T TleCAG T TG T TITATAATCCATTCCTGAAGACHGCCTGGGACAACAANTANGAG
7155798 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:16653917-16654076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:16653917-16654076
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_6282.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_17:1383591-1383740
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:17540877-17541041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:7877360-7877522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:16168169-16168328
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409271:613608-613768
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:3559442-3559611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415210:484177-484343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491277:548642-548805
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779980:83870-84027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:176106-176263
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302586:265814-265986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13335:2185782-2185946
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000393717:17900-18076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:1518378-1518574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_53:284067-284263
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004590:2106445-2106614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:4289093-4289261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:2135476-2135652
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:7155598-7155798

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}
dsi_ 32445 |2r:3414615-3414762 - | candidate | Canonical miRNA | antisense_to_intron

Legend: mature star iy riied Bt mismatch in read
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Show Alternate Folds H
Flybase annnotation
Antisense to intron [2r 3414642 3416615 +]; Antisense to CDS [2r 3414453 3414641 +]; Antisense to utr5 [utrS plus 3160]
No Repeatable elements found
Sense Strand Reads
hide 3p reads show mid mismatch reads H
SRR553488 SRR553486
SRR618934 MO053
SRR902008 M023 0002 SRR902009 RT_0-2 0001 Makindu 3 M024 GSM343915
CGTTCACTTTTGCGTCGTTTTCTGTCGTCGTCGTCGACTGACTTGCCCCGCCCCCTGCGACCCGCGCCCGCGCAGAATTAATCAATTGGCTGGGGCTGGTTGGGGCACGGAGCGAAGACGGCTGACAGAAAGCAGAAAACCCGTAGCCAAAACCAGCCGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC dsim w501 hours female day-old
Read # Hit Total ovaries ovaries head Head testis eggs body Testis ovaries male embryo
hkhkkhkhkhkhkhkhkhkhhkhkhhkhkhhkhhhhkhhhkhhkhhkhhkhkhhkhkhhhhhdhhhhhkhkhkhkhkhkhdkhkkkdhkkx O N O O 3)I))) . ))) L)) )))) ) ) Fkkkkkkkkkkkhkkhkkhhkhhkhhkhhhhhhhhhhhkhhhhhhhhkhhhhhkkkhkkkhkkkkkkkkhkkhkkhkkhkkkkkkkkkkkkkkkkk***k**x*** gjze Mismatch Count Norm Total body
..................................................................................... i elelolifelelelelol eled il el ele] cley- N PP~ 2~ A 0 1 3.00 3 1 0 0 0 2 0 0 0 0 0 0
................................................................................................................ o€V Y} NeT eleTolie)-No7-NeT-V. V- NP OO - B0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
.................................................................................................................................................................................. ACCGAGCGTTTCGGCGATTTGT T v v e v et e e e et e e et e e eeeeaeaeeneaeaeeneneananes 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
........................................................................................... elelelelolifelehi elelelelo).Nolele) AP I 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................................................. ATTTGTTTCCAGGTCTGGGCCT e v v v vt e e e eaeeeanenanennaneas 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
........................................................................................... elelelelohi el el eleleleTe).NPu P X R 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
......................................................................................................................................... AACCCGTAGCCARRACCAGCCGR . « « o e et e e et e e e et et e e e et e e e et et e e e et e e e et et et et e et e et eaeateaeaeaeeaeaeeaeaeauaaaa23 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0 0
........................................................................................ elodieleleleloliie] el el ele] ol PP I < IR 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
..................................................................................... i elelolilelelelelelielel e eleleler-NoleTcy- P~ A 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
........................................................................................................................................................................................................ TTCCAGGTCTGGGCCTTG e « e v et v et e eeeeeeeeeaeaeananae.. 18 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.......................................................................................................................................... ACCCGTAGCCAARACCAGCCGAATT . & ¢ o v e e e et e e et et e e e e e e e e et e e et e e e ee e ae et e eaeeeeneaeeneaeaaeneaeeneaenneneanaaa?25 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
................................................................................................................................................................................................................................... TGCTTGTAATTGTAGTGC... 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0
............................................................................................ 60 G G L GGG Al C 6 G e 2 22 [ 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
...................................................................................... elelolielelelelolelelit deleleleT o). Nou N NP2 NN 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
................................................................................................................................................. GCCARAACCAGCCGAAR . + & e vt e e e et et e e e et e e et e e et et e e e et e et et et et ettt ettt 160 2 0.50 1 0 1 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553485 SRR553486 SRR553488
MO053 SRR618934
M024 Chicharo 3 SRR902009 Makindu 3 M025 0002 RT 0-2
GCAAGTGAAAACGCAGCAAAAGACAGCAGCAGCAGCTGACTGAACGGGGCGGGGGACGCTGGGCGCGGGCGCGTCTTAATTAGTTAACCGACCCCGACCAACCCCGTGCCTCGCTTCTGCCGACTGTCT TTCGTCTTTTGGGCATCGGT TTTGGTCGGCTTAAAGTGAATGGTCCGTGTGGCTCGCAAAGCCGCTAAACAAAGGTCCAGACCCGGAACGCGTGTTTCACGAACATTAACATCACGCTG female day-old  dsim w501 day-old hours
Read # Hit |Total body male ovaries ovaries testis ovaries |embryo Head eggs
Ikkhkkkhkhkkkhkhkhkhhkkkhkhhkhkhkhkkhkhkkkkkhkkkkhkkkkhkkkhhkkkhhkkhkkhkkkhhkkkhkkkhhhkkkhhkkkkhhkhkhhhkkkhhkhkkkhkkkdhkrkx O N O T DI )) e ))) e )))) ) ) hkkkdkdkkkkdkhdkokdkhkkdkkhkhdkkhkhkkhkhkkkkhkhkkhkhkkkkkhkkkkkkkkkkkkk*k***x g5jze Mismatch Count Norm Total body
..................................................................................................................... TGCCGACTGTCTTTCGTCTTT ¢« v e e e e e e e et e e e 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 e e e e e e e et e e e e e eaeaeeaeeeeeneaeeneaeeeeneaeenenenneneneana2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0
........................................................................................................................................................................................................................... CGTGTTTCACGAACATTAACATCACGC.. 27 0 1 1.00 1 1 0 0 0 0 0 0 0 0
.............................................................................................................................................................................................. CCGCTARACARAGGTCCA . « vt vt e te e iaee e eaaaeeneaeeneneanaa. 18 0 1 1.00 1 0 0 0 0 0 0 0 1 0
...................................................................................................................................................................................... TCGCAAAGCCGCTARACARAGG . « « e vt et aeeesmeaeaeeneaeeneneneeneaeananes 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0
........................................................................................................................................................................... GTCCGTGTGGCTCGCARA . « e et e e e e e e e e e te e e e e et e e e taeaeaeeneaeeneaeaeeaeaeenane. 18 0 1 1.00 1 0 0 0 0 0 0 1 0 0
.............................................................. efofelofe]elelof el o] el ol 0-F-Ni 7N i - NP SR 1 1.00 1 0 1 0 0 0 0 0 0 0
................................................................................................................................................... GT T T TGGTCGGCTTARAGTGA « « ¢ e« e e e e e e et et e e et e e et e e e e et e ae e ee e aeeeeneaeeaeaeeeeneaeeneaenneneaeeneneaa2l 0 1 1.00 1 0 0 0 0 1 0 0 0 0
................................................................................................................................................................................... GGCTCGCAAAGCCGCTARACARARGGT « &t et vt et et eee e et eaeaeeneaeaeaneae. 26 0 1 1.00 1 0 0 1 0 0 0 0 0 0
......................................................................................................................................................................................................... AGGTCCAGACCCGGAACGCGETG. e v v v v v e eeeneeenneneanans 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|2r:3414565-3414812 - dsi 32445]CGTTCACT T TTGCGTCG T T T T TG = =~ = = == == = = = =~ —— — = = o oo CGTCGTCGTCGACT G — = === == === == ——— = ——m— o ACTTGCCCCGCCCC—CTG=—==—=—=——=——————————————— C—-—-GA-—-—--—-—-- C---CCGCGCC—=C-=—=—==—=——————— GCGCAGAAT-TAATCAATTG-GCTGGGGCTGGT TGGGGCACGGAGCGAAGAC — = — = = = = = = = — o oo - CGECTCACACARRGC--—-—-—-————————————~- S e AAACCCGT-AG-———==——=——————————m—m o CCA-AAACCAGC----- CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC]
ldrosec2|scaffold 1:216579-216819 - |ldse 145 |[CGTTCACTTTTGCGTCG T T T TCTGT — === === === === = = = =~ = o o~~~ o o - CGTCGTCGTCGACT G — === === === == ——————m— o ACTTGCCCCGCCCC—CTG====—====—=———————————————————— C--—--GA-—-—--—-—-- C---CCGCGCC—=C-=—====————————- GCICAGAAT-TAATCAATTG-GCTGGGGC TGGT TGGGGCAC GG A G A A GA -~~~ — — =~ = - = - - - - - o o - GGCTCACACHE I - ———————————=————————- = R e AAECCCGT-AG-————————————— - CCA-AAACCAGC----- CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC]
|dm3 lchror:2550186-2550432 - ldme 391 |/CGTTCACTTTTGCGTCG T T T TG ==~~~ — === = = = = -~ — —— o o o o CGTCGTCGTCGACT G == === == === == == — = —————— ACTTGRCCCGCCRC-CTR-—--—=—-——=———————————— - ——— C----GA-—-—-——-—-- c---cjjccGeC--C--———————=——————- GCACAGAAT-TAATCAATTG-GCTGGGGCTGGT TGGGGCACGGA G A A GAC -~ — — = — = — — — —— — o o o - GECTCACAGAAAGC--—-—-—-———————————-"— S e e e AAACCCGT-AG-————=——=———————————————— CCA-AAACCAGC----- CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC]
droEre2|scaffold 4929:19995078- der 1535 [[CGTTCACTTTTGCGTCGTTTTCTGT — == — == — == = == = = = = o o CGTCGTCGTCGACT G- == === === === == ——————m— oo ACTTGHCCCGCHCC-CTG— === === ——— - —mmm o= C——=-GA-—————————— C---CCGCGCC—-Cm—=————————————— G CAGAAT-TAATCAATTG-GC T GG T TGGGGCAC GG A G A A G A C— — = — = == == - — —— —— oo GECL\GACAGAARGC-—-—-—-—-———————————- G A= == = m AAACCCGT-AG-——=———=—— === ———————— o CCA-AAACCAGC----- CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
19995319 +
ldroYak3|[21.:15295116-15295357 - R S S e e e e e e ——— CGTCGTCGTCGACT G- == === === === == — ——— o oo ACTTERCCCGCHCC-CTG- -~~~ — - — o c—-——-Rp—-— - C---ccGClfgc—-C-—-————————————— G CAGAAT-TAATCAATTG-GC T GG T TGGGGCAC GG A G A A GA C— — = — = == == - — —— —m oo GECLNGACAGAARGC-—-—-—-—-———————————- A G A= == m AAACCCGT-AG-——=———=——=—————————— CCA-AAACCAGC----- CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGRGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC]
droEugl|scf7180000409462:3423796- CGTTCACTTTTGCGTCGT TTTCT GT —— === — = = — = = — = = — = = = o = o o BBCGTCGTCGACT Gm == == == == == == == == — acTlciiccleicc cliclmea X e e e - — - — - — - — - ——————————— C—-—-P----------- - - e Cl----—-—-—-—-—-—- L CAGAAT-TAATCAAT TG-GC T R GG T T GG GG A CG G A R GG A C — = — = — = — = = — = — — — o o o o - WELN\EACAGAAAGC - —-————————————————— Beg-------—-— - AAACCCGT-AG-——=——=—=—— === === ———— - ccallaaaccallc----- CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTINTAATTGTAGTGCGAC
3424040 -
droBiallscf7180000302292:3600977~ CGTTCACTTTTGCGTCGT TTTCT GT —— === — = = — = = — = = — = = = = o BBCGTCGTCGACT Gm— === == == == == == = — ACTTGHCHCGCC - - - —------------- TCTCTTCTCTGCCCGTCCCCGCCCGCTCCCRE- R - — —[defeC T - B BCGEAGART-TAATCAAT TG-GC T i G Gl T GG GG C A CG G A Sy e A i~ — — = == == == == == — = — —— o o o o - EECACACAANGC -~ ——————————————————— G A= == = m aaacccGT-AGRE---- - [Ecca-aaaccacec----- CGAATTTCACTTACCAGGCACACCGAGRGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACEAAGTGCTTGTATTGTAGTGCGAC
3601231 +
droTak1|scf7180000413887:52764- CGTTCACTTTTGCGTCGT TTTCT G T —— === — = = — = = — = = — = = — = = = BRCGTCGTCGACHG-——— === == ———m o m oo acTlcijccciiciime-cloam-------- e -————— - - y-—--E-—--------- c---cceClcpy--c-------—-—-—-——- B CAGAAT-TAATCAATTG- it G T T GGG GCAC GG A GA A GA C = — = == == == == — = — -~ - o - TGGAGAEEEIGACTACAGGCTGAAGACGGCAGACA S A e e e N e G A= == — —m o AAACCCGT-AGOINNNN- dccallaaaccace----- WGAATTTCACTTACCAGGCACACCGAGIIGTTTCGGCATTTGTTTCCAGGTCTGGGCCTTGCGCACARAGTGCTTGTAATTGTAGTGCGAC
53034 +
droElel|scf7180000491217:467774~ CGTTCACTTTTGCGTCGT TTTCT GT —— === — = = — = = — = = — = = = = = o o BCGTCGTCGACT-——— === === === == — = ————m 8- -[ETfeTT- - - - -F- - - BT CGCTCCCT G e y-—--p----------- C-—--EeccaE----------------§ T A G S N e 2 e - - - - — - (el el e ele) - - — - — - — - e B C AGARRGC —— ——————————————————— BeA-— - AAACCCGT-AG-——=———=—— === ———————— ccalaaaccaGC----- CGAATTTCACTTACCAGGCACACCGAGRGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTGTAATTGTAGTGCGAC
467993 +
droRhol|sc£f7180000766409:436025- CGTTCACTTTTGCGTCGTT T TCTGT — = ——f— == == == = — —m — o m o m o oo oo JSBIG TCGTCGTCGACHG-——— === === === ———mmm oo e Tl T - - - - -F- - - BT CACTCCCT G y-—--p-—--------- C—— - relC Clei - —— ————————————— BN CAGAAT-TAATCAAT TG-GC T Rt GG T T GG GG A CG G i — — — = == == == == == = = m = m o o o - I C AGAAAGC ————————————————————— - AAACCCGT-AG-——=———=—— === === - —— ccallaaaccacc----- CGAATTTCACTTACCAGGCACACCGAGRGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACAAAGTGCTTINTAATTGTAGTGCGAC
436252 -
droFicl|scf7180000453955:756355- CGTTCACTTTTGCGTCGT TTTCT G T —— === — = = — = = — = = — = = = = = BBC GTCGTCGACT Gm— = == == == == == == —— — actlcijccciicccle - - —- - [ - —-—-—-—-—-—-——-—-—-——- B--—--E----------- B---cllccccll---------------- L CAGAAT-TAATCAAT TG-GC T G T T GG GG C A C G G i — — — = — = == == == == = = — = m o o o - I C ACAARGC — - —————————————~— TG A L T AAACHCGT-AG-—=————————————————m—m CCA-AAACCAGC----- CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACEAAGTGCTTGTAATTGTAGTGRGAC
756579 +
droKik1|sc£7180000302470:115487~ CGTTCACTTTTGCGTCGTTTTCTGTLYLNB—————-———— TGCTGCCTCTGCCTREICTGCCACCGCCTCCGCCACGGCCTCAGTCTCGGCCAC T EC N ellee) el C R e —  — — — — — = — T C T G T B--—--Em-----------h GCC----C/HeTr T - R B CAGAAT- T AATCAAT TG-GC T Gl G T T GG GG C A C G G — — — — - ] — — — = = = = = = = = = = = = = = = — = — — - — R e T BaEcCcCGT-AG-——— ===~ — CCA-AAACCAGR----- CGAATTTCACTTACCAGGCACACCGAGCGTTTCGGCGATTTGTTTCCAGGTCTGGGCCTTGCGCACEAAGTGCTTIATAATTGTAGTGEGAN
115743 -
Gromnadacatfold 13266:18464202- T B B B e - B e B oo T e R B 7o CCA-{GEA GC -~~~ ~CGARTTTCACT TACCROORACHOCGAGCGT T TC GG A TET g ICCAGGTCTGGGCCTTGCGCACRAAGTGCTTGT AT TGTAGTGCGAC
18464385 +
droBipl|scf7180000394114:19849- G- —-—-[SCHCIE T Clilea GCC A e e e - - - [ XSG lEC A C T C T CCGA TG R e T G - - - - - - -[el¢]- - Alehi - CEEEEEE - e --—-- y-—--E-—--------- e - e Clell—-—-—-—-—-—-—-—- =TT T CEY G R S N e C T e T - - — - T N ele - — - — - — - — - — - — — — e e T T ] — — — = = = = = = = = = = = = == = — = — — - — R e e B~ chlceErG-——-— -~ -~ cca-feafdicace----- CGAATTTCACTTACCAGGHACACCGAGCGTTTCGGCHATETGETTCCAGGTCTGHGCCTTGCGCACEAAGTGCTTGTARTTGTAGTGCGAC
20054 +
ldp5 |3:813110-813464 - [EFEEEEEYT S SN delste deteh S S S shNelA CAC T TACACT TGCTTGCT TTTGCTGCC TimC TGCCACCGCCACC GTCTCAGCCAC T i el el ee G e A B Giiic- - -- - - --—-alfc-cEEEEE- T C T G y-—--E-—--------- Clelelo e iyl - — - — - — - ————————— - TNV NI NN i T GE TIE T - - - - T/Slelelele[o N8 - - - - - - - - - - -EECAGTCGCGACGTCTCTGCCACATACTATATCTACTGAGATATACCCCAGAGCAGACCGACCTGGACCCGGACTGCGCTGGGAGTCG e B L CC AR — — - — - — - ————————————— — - — B - —— — = === === === === —————————————— cCl- R G CGAAT TTCACT TACCAGGCACHCCGAGHGT TTCGGCGAT TTGTTTCCANGTCTGGGCHT TGCGEACAAAGTGHT TGT AT TGTAGTGCGAl
ldroper2|lscaffold 2:988955-989300 - |dpe 2523 |CGTTCACTTTTGCGTCGTTTTCTGT NIRRT NI NSUIIEISL LIeTol § & § eI ep eoI o1 - —[ShYeIeIeT YeISIeleler Xelal - — — — ———————— GTCTCAGCCACT eielehN e ehele G o A T Gleliic- - - - ----—-al§c-cEEEEEE T C T G -—---—--------- Clll e C iyl - — - — - ——————————— - TNV VAT VN i T GE TdET - - - - T/fldelelele[o) N8 - - - - - - - - - - -EECAGTCGCGACGTCTCTGCCACATACTATATCTACTGAGATATACCCCAGAGCAGACCGACCTGGACCCGGACTGCGCTGGGAGTCG e i ChClC AR — — - — - — - ————————————— = — e Bt — -~ — = == == == === === ———————————————— cCl- Y G CGAAT TTCACT TACCAGGCACHCCGAGHGT TTCGGCGAT TTGTTTCCANGTCTGGGCHTTGCGEACAAAGTGHT TG AT TGTAGTGCGA
droWil2|lscf2 1100000004954:2045934~ FGTTEACTTTTGCGTCGTTTTETGT ———————————————————————————————————————————————————————————————————— e et — — = = = = = = = = = = = = et — i — — — = = = == = === — = — = —m—m——————————— B-—--E----------- - — — - —— B A A A T = T A T O A T T — e — = — = = = = = = = = = - ] — — — = = = = == === === === — = — = — e T - — - - B e ccaianccAciYINENENIe A T T TI\AC TTACCAGGCACACCRAGHGTTTCGGCHATTTCTTCCANGTCTGGGCCTT/echpiAClEAAGTCHT T T AAT TEY T AG TG\ 2l
2046085 +
drovir3|scaffold 12875:15432397- BAATTTCACTTACCEHSACl]cccaciicTTTCGGCATTTCMTTCCAGGTCTCMGCccTTRCGCACEAArcecTTeTAATTGTARTGlGAC
15432485 -
droMoj3|lscaffold 6496:8364632- dmo 3163 BlaarrrcacTraccladaciicclaciicTrTcilcccarTrdeTrTecAlcTeTcdcccTTRcGeacaraIrceT Tt AAT TG TARTGlGAE
8365010 +

droGriZ2|scaffold 15245:12234309-
12234661 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3414565-3414812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3414565-3414812
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32445.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:216579-216819
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_145.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:2550186-2550432
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_391.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:19995078-19995319
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1535.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15295116-15295357
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1816.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:3423796-3424040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:3600977-3601231
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413887:52764-53034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491217:467774-467993
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766409:436025-436252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453955:756355-756579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:115487-115743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:18464282-18464385
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394114:19849-20054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:813119-813464
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3846.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:988955-989300
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2523.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004954:2045934-2046085
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:15432397-15432485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:8364632-8365010
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3163.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:12234309-12234661

ID: Coordinate:

dsi_15838 |x:15451518-15451575 - |candidate | Mirtron | intron

Confidence: Class: Genomic Locale:

[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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15451600 15451550 15451500 )
I'T T T T T 1T 1T 711 & & S
Genomic Position 17 18 19 20 21 22 23 24 25 28 & I I I
Size Condition 15451600 15451550 15451500
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
dsi_15838_annot [-19.7]
Show Alternate Folds H
Flybase annnotation
intron [x_15451518_15451575 _-]; CDS [x_15451576 15451765 -]; CDS [x_15451327 15451517 -]; utr3 [utr3_minus_10869]; utr3 [utr3_minus_10868]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR553488 SRR553486 SRR553487 SRR553485
SRR618934 MO053
RT 0-2  MO023 Makindu 3 NRT 0-2 M025 Chicharo_3 SRR902008 SRR902009 GSM343915
AAAGCACTACGCCAGCCTCAAGGATCTGAACAAATCGCACGATTCTCTGGGTAAGATTGGAATTAGCATGACCTCGGGTCATGCCCTAATAATCCTAATATCTTACAGTCTCGCGCATGGAGATCGCCCTGAAGGATCTCCTGGCGTCCAAGGGAGTT dsim w501 hours day-old hours female day-old
Read # Hit |Total ovaries eggs head ovaries eggs embryo body |ovaries ovaries testis embryo
de ok e ok ke ok ko ko ok ok ok ok ok ke sk ke sk ke sk ke sk ke ke ok (e CCCCCCCCCCCCCCCa-2)I)))))) o)) )) e a)) ) e t))))))) hkkkkkkkkekkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkx*x*x** gjze Mismatch Count Norm Total
.................................................. GTAAGATTGGAATTAGCATGACCTC t &t v et et e et et ettt et e e et et et et e ettt e ettt e ettt te ettt et eneieeaeneeaenenae. 25 0 1 4.00 4 2 0 0 1 1 0 0 0 0 0 0
.................................................. GTAAGATTGGAAT TAGCATGACCT . ¢« e e e e et e e et e e et et e e e e e a e e e e e e e e e taeneaeeaeneeaeneeaeaeneeneaenneaenenaea24 O 1 2.00 2 1 0 0 0 0 0 0 0 1 0 0
.................................................. GTAAGATTGGAATTAGCAT . ¢ v v et ettt te e et et e ettt et et et ettt et ettt e ettt ettt ettt e e e eieeneeaa 190 1 2.00 2 0 1 0 0 1 0 0 0 0 0 0
.................................................. GTAAGATTGGAATTAGCATG « &« ¢ e e e e e e e et e e e e e e e e e e e e e e e e a e et e e e e e e e aeneaeeaeneeaeneeeeaeneaaeaenneaeneeaes 20 0 1 2.00 2 1 0 0 0 0 1 0 0 0 0 0
.................................................. GTAAGATTGGAATTAGCA . ¢ et et et e te e ettt e ettt e e et et ettt et et et e ettt e ettt ettt ettt 180 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
............. AGCCTCAAGGATCTGAACARATCGCA t & ¢« e e ettt e ea et ee e e e et e e et e e e e e e e et et 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 s eeeneneaaeneaaeaenneaenenaea 26 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
....... TACGCCAGCCTCAAGGATCTGAACARATC . « + e e et et ettt et et et et e e et e e et e e e e e et e et e et e e e e e e e e e e et e e e et e e e e e e et e e e ettt e ettt et ettt 290 1 1.00 1 0 0 0 0 0 0 0 1 0 0 0
.......................................................................................... AATCCTAATATCTTACAGT « - ¢« et e et ee et e e e eee e eneeaenenaeaenenaenenaa 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0 0
.................................................. GTAAGATTGGAAT TAGCATGACCTCG . ¢+« e e e e et et et et et et et e et e et e e e e e et et e e ettt et ettt et et ei e 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................. GTAAGATTGGAATTAGCATGA . « ¢ v e e e et e e et e te et et et et e e m e e et et e et e e et ae e eeaeneaeaeneaaeaenneaenenaea 2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
.................................................................................... CCTAATAATCCTAATATCTTACA . « t vttt et ettt ettt e et te e eaeniaenenaenen. 23 0 1 1.00 1 0 0 1 0 0 0 0 0 0 0 0
.................................................. GTAAGATTGGAATTAGC . ¢« ¢ e e ettt te e et et e e et et e e et e e a e et et et e et et e et ae et eenenetaeneaeaenneaeneeaaes 1T 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0 0
............................. ACARATCGCACGATTCTCT ¢ & e v e e e e et et e et et e e e e et e e et e e e e e e e e e e et e et et e e e e e e et e e e e e e e e e e e e e e 190 1 1.00 1 0 0 0 0 0 0 1 0 0 0 0
......... CGCCAGCCTCAAGGATCTGARCARATCG . « « vt ettt e e ettt e e m e et e e et et ettt e e a e et ettt e e et et e e et e e e et et et e e et e et e e en e teeneeenenaeaeneaaeaeneaea. 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488 SRR553487 SRR553485 SRR553486
RT 0-2 NRT_0-2 Chicharo_3 Makindu_3
TTTCGTGATGCGGTCGGAGTTCCTAGACTTGTTTAGCGTGCTAAGAGACCCATTCTAACCTTAATCGTACTGGAGCCCAGTACGGGATTATTAGGATTATAGAATGTCAGAGCGCGTACCTCTAGCGGGACT TCCTAGAGGACCGCAGGTTCCCTCAA hours hours day-old  day-old
Read # Hit |Total eggs eggs ovaries ovaries
e 3k ok e ok e ok e ok ok ok ok ok ok ok sk ok e ok e ok e sk ek ke ok sk e sk ke ke ke sk ek ke ke ok (. CCCCCCCCCCCCCCCeIIN)ID)) =)D ) ) o) )) e ))))))) S hkekkkkk ke dkkhkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkk**x* gjze Mismatch Count Norm Total
.................................... 1 o e .V.NeTNeTNo ol e X LN A A 10 0.10 1 0 1 0 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldrosim2|x:15451468-15451625 - ldsi 15838|[AAAGCACTACGCCAGCCTCAAGGATCTGAACAAATCGCACGATTCTCTGGETAAGATTGGAATTAGC-A--TGACC-~------————- TCGG-G=———TCATGCCCTAATAAT Cm == === ===~~~ ————— o ___ CTA=AT--ATCTTACAGTCTCGCGCATGGAGATCGCCCTGAAGGATCTCCTGGCGTCCAAGGGAGTT
ldrosec2|scaffold 17:161807-161964 - | [228GCACTACGCCAGCCTCAAGGATCTGAACAAATCGCACGATTCTCTGGGTAAGATTGGAATTAGC-A——TGACC————--—-----—- T - - TCATGCCTAATARTC——— -~ —— oo CTA=AT==ATCTTACAGTAT CGCGCATGGAGATCGCCCTGAAGGATCTCCTGGCGTCCAAGGGAGTT
am3 lchrx:16341946-16342113 - | |a2AGCcACTACGCHAGCCTCAAGGATC TIAACAAATCGCACGAT TC THTGGETAAGATTCCAATTIEGC 8-~ TCACC-—————————-—- TCGG-G----[§CATGCCCTARTAATR-—~——————f&-————————————— - HIeT N T eIl fele = AT = S SIC T RACA G TG ClCATGGAGARCGC CCTGAAGGATC THC T GGG TCCAAGGGAGT T
droEre2|lscaffold 4690:10755728- anAlcacTACGIBAGCCTIAAGGATCTINAACAAALNCGCACGATCTCTGGETAAGAT TGGAAT Thidle- o - R —— ot —— ——[8CGG-G—- — (8 A C R i~ LT Vqele- e === === TAATATEESOCTALNES T CElliGleleiia c A A Sl NiNelerNeF\ G leleloleiNe) VNI G Tifs Tjdele T T c G N-Nelele /el
10755888 +
ldroyak3|[x:10461208-10461370 - | |222BcacTaflcccacecTeaacearcTRaacaaafeccaflc AMNACTGGETAAGAT THGAAT THGC - [ — - oLV -———- LS 2 T R G TS — — — Y- — — — [ C A T 2 C R T TN NI SYele pele AT - ABCTHECAG TRAGCGCATGGAGARCGCCCTGAAGGARRTCCTGGCCHaCAAGGCEIAT T
droEugl|scf7180000409110:204146- GCRASINTIUNS~ A NI VNEISNC/SNE GINENAG e TSN C C[8la TNV AN ENETAGH - - - - B-Ba - - TTATEEE GCTAREEEEA T 2l CEEERNG T T - - — - T- - - - -5 - - - TCTCATGATTICATIECTHAIIT T/ ENT Clda JecINIHONINCE A G TiHS.VNEIA G TileleliA Elee Il N e A il
204309 + ‘
droBialllscf7180000302421:1934527- ereccactacilccacecTcanceaTcTclgacarGcEcaccoaTEcEc TeGETAACASS N e R R ESGlCC -~~~ =~ =~ =~ =~ e A e R T G — - — - — - —— —— — — — GTCAGCEEACAACTAACCCGTGTTCTTCGATjE=CGeCcCCA/IENT e cINNINTNCHece Tl VNEleING Tileelelelele G G/of:VNeleler A hic]
1934696 +
droTakl|scf7180000415351:113728- INYNEIFNLUNG ~ T/Sf.Neleleli » NI NTSNE GINFNAGile CININ C S c TNl el NN \cCAACIY- - GE- AldTG- -TTATCAATATATATAT-- - -1 R — — — - — - — - N T P\ —AT=prNIrEsNAGTcTcRccilaTecacaldccldcTeaace A Tcc TR CidecAAGGGARTT
113881 -
droElel|scf7180000491023:1552832- anARcafiTaci¥XcacecTcaRGGTCTClEACARgTClECACGA TSR T GCETleACAE TGNk iy g A AR~~~ — === —===== Tlgcfg-- - - - T A T AA T A AT~~~ — = — = —mmm s N Ae et TACAG Tcl\clccilaTeeacalgcclgifiTcaaccalgiTce TN C G AN G T T
1552986 +
droRhol|lscf7180000780067:37810-37974 angXcafiraci¥lcacecTcaacelTeTiXEACAAETCcACGATCN T GGETEACA ST Nehle TR VAL Al - — - — - ———————- -7 - R - — - —-T--—-—-—-—-FEEEE TTAATT TRuEEE ATTTTGAAGACAAATATE T ccEcTTaL SN GCAINIT T (ENeGlea HECINEENAINGEA G T Tl NGEHENG TildeiNe A e CINNElee c At
+
droFicl|scf7180000454077:2342734- INYNEIFNLUNC ~ 2 SFNeIeleli TEV-NE A Clleli NNV 2 G C TN ClE cAlNEeeliGINE ClliAA TT- - [\a - AJTA - - TT-EEEE e -TAARAGAA A - - - — - - - - — - — - TTACE/CTCAATATEE S ccEEea-EralTiieiliT TG GAA AEAINNESNA S T BTN C Al Tl T/SNEA e c e ccAHaNAlA
2342892 +
droKikl|lscf7180000301710:77178-77340Q IACINEISINe G T8 CleGINeleeli T/N:NE T Tjiehiic GINTNNNS cHNe cIc G A ClNeld ey NNE T GileCcTT- -[AA-ACTC- -CTTCATATACACATAC----|& R ———————— [N T C T e e TAAATTTTACTATIE Ui T| i NG YT AMa e cCileda GAGEGHICGESNG Tile Tile A A GG A C Gl
droAna3|lscaffold 13337:9304598- FAGCACEAMAGCCTCAAGCTEAAEAAATCECACGA@TCTEGGTAGAETGATEAEAC ————————————— —T(d-CAR - - — - — - —— - T T T AGC T A & A T AATEGITCT)IAAC AN TG CAldAINNISNE G A GEGR TilAIYNE CING Tlelelic A Glg G A Al¥A A lerNEli G
9304752 +
droBipl|lscf7180000396544:115986— ’@AGCACEAAGCCTEAAMCTEAAEAAATCECACGA@TTEGGTAGAETGQATMAEA ————————————— T T - T A — — - — - — - — — N T T T A G T ATTTATEGHTCT]iAlCI Al EliT ABA AA IS NE c A e cle TiNer Ve CG Tidelshic A GCGAALNAA I Nelil A
116139 +
EEE l4_group3:5477710-5477877 - | |2BrRcafraficccacecTcaaclegTiTcaaCAAATCRBcACCAREETHT GG ETAAC AN HICIT T Rt o — ——— TGCACATAAATAGHTA-B-EEEE- - - TGTAATGGCE JATTAACESAGCACTATE e cTEE e cTE i mrcohiiT/o el n Sn SIETNEINA GA GECE TINENAA A GA THT TINEEA A GA TEVAA A A
|droper2|lscaffold 1:6969026-6969193 - [2EaRcafTARRCCAGCCTCAAGKETHTGAACAAATCECACGANRETIT GG ETAACA N CHE T i TGCACATAAATAGHTA- - - - ——--——————— - TGTAATGGCE JATTAACE AGCATTATE = cTE e TR T TcE T NEhea Sa SIS G 2 GGl T ¥YA A A TIT TielEA A GA TN A S A NA
droWil2|scf2 1100000004585:7691751- GCTARENGNT TiEA GINE TSIV TE C C/S CINNEVNISIEIFNG TiNiG A e vV NE TiicCAIN A AINEE - BB - - - - - EEEE A A AAGACATITE - B-EEE - — - - — - ———— - P CATAAAAGCETAAAAEEE N TGAGTATE s GTEE TTATETCEE TH GG E YT A A A I NNESINe G A GE G AN T CHNG TI T[S T A2 A ASGINNA A A T/ElG
7691917 +
drovir3|scaffold 13049:21790283- EREIZIENE] | G CENESIN T T €A I NE T/elii A EVNEle T Celii CEVNS CINNTSIEIINSIINA 2 A 2 ANl T TETAGAT T - -[Na - B - BB - - - - -BEEE caaacGTACiTA - B -EERE - — - — - - —————— - _FEEEEEEE e TATATATGCTCGTTTATESATAACTAAREEEEACEECTI TR NS A Tilic T/NeliGC T I NN Ne C AGE GRISICEVNeA GC T THT A A AN~ e C AllN
21790450 -
droMoj3|lscaffold 6500:7441884— GCRADATIT TEA FINE TRINCINNA B T el ciNAT GINNe I Nele T c GG C TIAEII N NE TAA AGT - - GA - GGTA - - AT TEEEEEEEE e —AA-CAR - — - ———— - T T TAA A TA TG T C TTGTEE CTGTH TSI CTANGH VTG A A el NiNeaINeI\A Tle G T AN T c T TSN T/eA AISAINNA A A T/elNG
7442042 -
droGri2|lscaffold 15053:143152-143306 ‘AECAETACGECAGECTEAAGGETCTEAACEAATCGCACGAMTGEGTGWAETAE ————————————— CTlETRAREEENTINTTT - - - - - — - - - EEEEEEEs T 2 e cTTATE G NiT)ici N eliea TAG NI CA CleclelehNer VN A GC Ti¥e T Tle T A NS GEVA A eleG Al
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:15451468-15451625
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:15451468-15451625
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_15838.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_17:161807-161964
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:16341946-16342113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:10755728-10755888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:10461208-10461370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409110:204146-204309
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302421:1934527-1934696
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415351:113728-113881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491023:1552832-1552986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780067:37810-37974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454077:2342734-2342892
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301710:77178-77340
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:9304598-9304752
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396544:115986-116139
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:5477710-5477877
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:6969026-6969193
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:7691751-7691917
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:21790283-21790450
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_20905.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:7441884-7442042
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15053:143152-143306
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Coordinate:
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candidate
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Canonical miRNA

Genomic Locale:

intergenic

[View on UCSC Genome Browser {Cornell Mirror}]
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Show Alternate Folds H

Sense Strand Reads

i€
AL
140

hide 3p reads“ show mid mismatch reads H

TGAAACCAAATTTACAATTGGATATGTAAACACTCAATGAATGAGTAATTTATATGCCTCCTGTTTAGTTATGCCAATTATTACTCACACGCCATGTTGTCCAAACGCAAGCAAATTTCGTTTGGTTTACGTGACGTGCGTGTAATCTTCATGGTAACATTCATGTCTAAAGTGCCCACCCAAAGTGCAGGGTATCAAAACAAGATCAATCGTTCGCTGCCACTCGT

........................................................................................................................
........................................................................................................................

Anti-sense strand reads

ACTTTGGTTTAAATGTTAACCTATACATTTGTGAGTTACTTACTCATTAAATATACGGAGGACAAATCAATACGGTTAATAATGAGTGTGCGGTACAACAGGTTTGCGTTCGTTTAAAGCAAACCAAATGCACTGCACGCACATTAGAAGTACCATTGTAAGTACAGATTTCACGGGTGGGTTTCACGTCCCATAGTTTTGTTCTAGTTAGCAAGCGACGGTGAGCA

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species|/Coordinate

ID

Small RNA-seq Read Density

Read size distribution Conservation

Condition-specificity

2.0

1.0 1.5

Total Reads

0.5

0.5
1.00

0.4
0.75

0.3

Total Reads
0.50

Fraction

0.2
0.25

0.1

0.00

0.0

Alignment

4,173,700

Hairpin partition

4,173,750
Genomic Position

4,173,800

-#= Sense == Antisense

phyloP LRT conservation scores

I
4,173,850 I I

0.0

«& I I | I

4,173,700 4,173,750 4,173,800 4,173,850
Genomic Position

21 22

Size Condition

Mature

Hairpin partition Mature

SRR553485 |SRR553486 SRR553487
SRR618934 M053
Chicharo_3 Makindu_ 3 NRT_0-2
day-old day-old  hours
ovaries ovaries eggs

dsim w501 female

Read # Hit Total ovaries ||body

))) *kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm

testis

))-))))))).-)))))))))--)))))
TTTGGT TTACGTGACGTGCG . - ¢ o vttt ettt ettt e e e e e e e e e e e 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 et iy Xoled el ol el JeTolc! [ P
TTTGGTTTACGTGACGTGCGTG

Total

00 7
2 1 1.00 1
22 0 1 1.00 1
0 1 1.00 1

21 1 1 7.

o O = o
o O O O
o O o =
o B O O
= O O O
o O O O

SRR553486 SRR553485 SRR553487 SRR553488

M053 |SRR618934
Makindu_3 Chicharo_3 NRT_0-2
day-old | day-old hours

ovaries ovaries eggs

RT 0-2
hours
eggs

female dsim w501
Read # Hit |Total body |ovaries

))) *kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total

15 1 19 0.16 3 0 3 0 0 0 0

.......................................

SRR902009 M025

SRR553488

RT 0-2
hours
embryo eggs

O O O O
O O O O

ldrosim2|[31:4173662-4173888 +

lasi 32451Tea

GTT—CG————CTGCCACTCGﬂ

droSec?

scaffold 2:4210382-

4210609 +

dse 149

GTT-CG----CTGCCACTCGT

|dm3 lchr31:4213525-4213777 +

”dme_404

droEre?2

scaffold 4784:6926001-

6926191 +

GTT-CG----CI\GCCACTCGT

GTT—EG————CTGCCACTCGT

ldrovak3|31.:4787835-4788036 +

droEugl

scf7180000409466:1979085—

1979355 +

GTT-fG----CTGCCACTCGT

GTT-lG----CTGCCACTIGT

droBial

scf7180000302428:

923562-

923760 +

GT ThRyCle- - ReccciicTcaT

droTakl

scf7180000415707

: 7715~

7908 -

GT ThRyClek - -E&GCCACTCGT

droElel

scf7180000491249:

5082968-

5083213 +

droRhol

scf7180000779786:

5197-

5471 +

droFicl

scf7180000454113:

1447877~

1447918 +

droKikl

scf7180000302383:601638~-

601691 +

droAna3

scaffold 13337:14637452-

14637639 +

droBipl

scf7180000396641:673906~—

673944 =

dp5

XR_group8:8380530-8380571

+

droPer?2

scaffold 40:572650-572688

+

droVir3

scaffold 13049:2094210-

2094215 +

droMoj3

1759707 -

scaffold 6654:1759694-

droGri?2
3145445 +

scaffold 15110:3145440-
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:4173662-4173888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:4173662-4173888
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32451.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:4210382-4210609
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_149.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:4213525-4213777
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_404.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:6926001-6926191
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:4787835-4788036
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:1979085-1979355
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:923562-923760
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415707:7715-7908
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:5082968-5083213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779786:5197-5471
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:1447877-1447918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302383:601638-601691
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:14637452-14637639
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396641:673906-673944
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8380530-8380571
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:572650-572688
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2094210-2094215
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:1759694-1759707
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3145440-3145445

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 8223 (x:3311278-3311339 + |candidate ||3p _tailed mirtron |intron
Legend: mature star iy ibied B LT 11811 mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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o
a1 31, ARy | | | I | e‘,&b N © -
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Genomic Position 20 21 25 23 24 & o <@ , | I |
Size Condition 3,311,250 3,311,300 3,311,350
Genomic Position
Hairpin partition -#- Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
infron [x_3311278_3311339_+]; CDS [x_3311340 3311487 +]; CDS [x_3311118 3311277 +]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
SRR553486 SRR553488
SRR618934 MO53
SRR902009 Makindu_3 0002 M024 M023 SRR902008 RT_0-2
AGAAAACATCCAACTTGACAATACTTGACACGGCCCACAAATATGTCAAGGTAAGTGTGACCACGATTGAATGCAGAGTACATTGAGTAATGGT TACCGCTTCTGGTTGCAGGACTTGATTCAGTATGGT TGCGAGCAGGAGGCGACGGTAGAGAAACTGGC dsim w501 day-old female hours
Read # Hit |Total ovaries testis ovaries |body Head male head ovaries eggs
Tkkdkokddkkdkkdkkdkkkkkkdkokkdkokhdkokhkkdkkdkkdkrdkkrdkrdkkr (OO CCCo (e enn.. 1))) D)) ). )))))) L)) ))) Lk kkkkkkkkkkkkkkkkkkkkkkkhkkhkkkhkkkkkkkkkkkkkkkkkkkkkkk**k*** gjze Mismatch Count Norm Total body
.................................................. GTAAGTGTGACCACGATTGA + « ¢ v e et et ettt e et et e e ettt e e et et e e e et e e e e et e e e et e et ettt et ee i 20 0 1 2.00 2 0 0 0 0 2 0 0 0 0
............................................................................................................................. ATGGTTGCGAGCAGGAGGCGAC. v v veveen.en. 22 0 1 1.00 1 1 0 0 0 0 0 0 0 0
............................................................................................................................. ATGGTTGCGAGCAGGAGGC . « vt e veveevnensen. 19 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................................................................................................. TGCGAGCAGGAGGCGACGGTAGAG. . ...... 24 0 1 1.00 1 0 0 0 0 0 0 0 1 0
.................................................. GTAAGTGTGACCACGATTGAATG « « ¢ v v e v ettt et e e e e e e e e et et e e e e e e e et e e e e e e ettt et et ettt et ettt eiaeeeea. 23 0 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................. GTAAGTGTGACCACGATTGAATGC . & ¢« e e v e e e e e et e e e e e e e a et e e e e e e e en e ta e e eaeeneaneeneeaeaaenaeneeneeneeaennenaeae24 0 1 1.00 1 1 0 0 0 0 0 0 0 0
............ ACTTGACAATACTTGACACGGCCCACA . ¢« vt et ettt e ettt et et et ettt e e e e e e e et e et e e e e et et e e e e e e e e et e et e e e e e et et e et et ettt 2T 0 1 1.00 1 0 0 0 0 0 1 0 0 0
.................................................................................. TTGAGTAATGGTTACCGCTTC e « e e v ettt te e e e e e aeae et e e eneneeaeeaeeaenaennenea 2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0
......................................................................................................................................... AGGAGGCGACGGTAGAGAAACTGGC 25 0 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................................................. TTGAGTAATGGTTACCGCTTCTG M « v v e e e et ee e e e e e e et et te e eie e eaeaenaennenaea 23 0 1 1.00 1 0 0 0 0 0 0 1 0 0
................................................................................... TGAGTAATGGTTACCGCTTCTGGT « - ¢ v e v v e e et ee e e eeeene et e eaenaenaeaeeaeeaennenaea 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488 SRR553486
MO053
M023 M025 | RT_0-2 Makindu_3
TCTTTTGTAGGTTGAACTGTTATGAACTGTGCCGGGTGTTTATACAGT TCCATTCACACTGGTGCTAACTTACGTCTCATGTAACTCATTACCAATGGCGAAGACCAACGTCCTGAACTAAGTCATACCAACGCTCGTCCTCCGCTGCCATCTCTTTGACCG hours female day-old
Read # Hit |Total head lembryo eggs body ovaries
ded ok de ok e ok ok ek ke sk ke sk ke ok ke ok ok ok ke ke sk ke sk ke sk ke ok ke ke kb (OG- (OG- (e e e nn . 1))) . ))) o)) )))) L)) ))) Sk kkkkkkkkkkkkkkkkkkhkkkhkkkhkkkkkkkkkkkkkkkkkkkk*kk** gjze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
ldrosim2|[x:3311208-3311389 + lasi 8223 |AGAAAACATCCAACTTGACAATACTTGACACGGCCCACAAATATGTCAAGG=TAAGTG=—TGA == === === —————_______________—- CCACGATTGAATGCAGA-—--—=—=--—=--——————-——-~ R ———————— TACATT----GAGTA-———--—--——---— A----TGGTTACCGCTTC--~~--—=~--~~ | GGTTGCAGGAC-TTGATTCAGTATGGTTGCGAGCAGGAGGCGACGGTAGAGAAAC--——~- TGGC|
|drosec2|scaffold 4:3103865-3104026 - |AGAAAACATCCAACTTGACAATACTTGACACGGCCCACAAATATGTCAAGE=TAAGTG=—TGA -~ = === === —— - _____———______ CCACGATTGAATGCAGA-———————————————————~— A ——— TACATT--—-GAGTA-—————---————- A-——-TGGTTACCGCTTC----—------ T----- GGTTGCAGGAC-TTGATTCAGTATGGTTGCGAGCAGGAGGCGACGGTAGAGAAAC-———- TGGC|
|am3 llchrx:3593257-3593421 + | |acAAAACATCIAAACTTGACAATACTTGACACGGCCCACARATATGTCAANG=TAAGTG- TG —====—=====——=——ooo——oooooooo oo CCACGATTCHETGIAGA————————————————————— A e TACATT----GAGTA-—-—-———- Nle--A-—--TceTTACCECTTC--—-—------ T——-—- GGTTGCAGHEC-TTcAlgTcAferlcliTTGccaGCcAGGAGGCGAlNGrAGAGARAC-—--- TGGC|
droEre2|scaffold 4690:989380-989548 AGAAAACATCCAACTTGACAATACT/EGACACGGCCACARATATGTIAAGG=TAAGGIIET G-~ = ————————=——-—————— - BCACGATTGAATGCAGA--- - - —--———————- - ErcATT----GATA-—-—- - ———- As==sTCRTTACIYCTTR-----—-- TCTCREEE BGTTGCAGGAC-TTGATTAGTATGGT TCGAGCAGGAGICGANGITAGAGARAC--——— TGGC
-
ldrovak3|lx:4812067-4812227 - | |AGAAAACATCCAACTTGACAATACTEGACACGGCCCACARATATGTIAAGE=TAAGTG- TG —====—=—===———————— o= CCACGATTGAATGCAGA-——-—=—=--—=—-—————————"— e ——————dil-: it EacarT----GARrA--———————-————- A----TGGTTACCHYITR-—---—--—--[8----- BGTTGCAGEAC-TTGATTCAGTATGTTGCGAGCAGGAGGCGANGGTAGAGAAAC—— -~ TGGC|
droEugl|lscf7180000408900:161501- AGAAACETCCAACTTGACAATACT[SGANACGGCCCACAAATATGTCAAGG-THAGT/S--ThA¥ ¥ - - — -\~~~ "~~~ ] — — — = = = = == == == == -5 ATAAATATGGCTTTACAATAATCHEEEEIEE GAR- - -IiaAaTcE I TEEEEE A A ATG T T TAANA AT TO T T - - B TTCEEEE cdrTiicaclal}- rToaec AT cRTlccoallcaceaceecglccTlEcacanldc- - - - - TGGC
161687 -
droBialllscf7180000302126:1518243— A e e i — — i — = = == == === === === ——-— - - — - — - [ A A T T T - caTT----FafjrA--— - - ——- e ECCGUO T Thi G TGTATTTTTANGUNECINARIEIINC G INE C Glifele c Cleler NI NelehNelelele c ~ Elehi eI Nl G c eEEE TGGC
1518357 -
droTakl|scf7180000415078:234266~ AGAAEACETCCARMT TGACAATACT[SGANACGGCCCACAAATITGTCAAGG-T{EACHE- i —————————————————— == ———m ] — — — = = == == === === == == —— B - — — — B i — — — — — = — = — = — B----- e e — — — — - -
234320 +
droElel|scf7180000490996:837278~ TalcTG
837384 +
droRhol(lscf7180000776529:101173- GG T T T TG TN TiA A N N T Tl A TG TG T A A T T T T - — - — - — - — - [ — - — - — ] — — — = = = = = = == = = = = = = = = — = R T it - — — R OLAR — — — = — = — === ———— G CCAIICHET )i - - B GTTGREEEE AT TRcAGERI-TTeAldEc AceTGlITEcceaccaceaceedBNcaTlEcAGA/dgc - - - - - TGGC
101290 -
droFicl|scf7180000454072:3246817- acarfeacrccaacrreacaTacTlcailaccceccacanlgriiteTcArGE-TAAGTLY- —[Soaldelefeel- —— - — -~ —————————— - _____ CGAGTGCTRYeG-------—------EEEE TAGEREICGGGAREEEE— GTGGGTGCAGTGREEEEEE TGCATCGATGGGRE------F=== - - AllGATGGTGATTAATCALCEEE - - — - — - [SeElAlLicEEET G T TGG T TC R T/ehliRelgNe CiNABCiicIcGINe c G Clea c Clelle el Nl Nelelele c ~ [EleliclNe c G CleEEEE TGGC
3247018 -
droKik1|{scf7180000302685:47085-47261 AGAAEACETCCAACTTGACAATACT/SGARNCGGCCHACEAATATGTCAWAG- THAGTLY- ~[iarNe e - - - - - - - TCTATACT IO T GG A - — - — - - - R e Eapar----fagra--———-—-- TTARE-EEEE - - -l TTAT)IA - TTTCATTTGCCAREEEEA CIETHNE CIABCINe T c G TlecGcAA A AT A SN [elele c A eleli GlehNE CIG /SRR TGGC
+
droAna3|lscaffold 13248:3976031- AGAREACETCCAACTTGARRIATACT/GACACGGCCCACAAATATGTCAAGG-TlGAGTG- -~~~ - - ey — — — — — — = == == = == === === - - - — — — — R B et — — — — —————— - B-—-- e i — — — — — —---]
3976087 +
droBipl|scf7180000395052:11351-11522 AGAAfEACETCCAACTTGANSATACT/EGARNACGGCCCACAAATATGTCAEGG-TEAGT G- -l Neil—— -~ ————————————— -~ - __ TS T T C TG e G T T T Gl e A e T Lo ---Egra-—-- - - - - - —————- -E - - -ialEaTEcilSccTTTAATGTCCREEEE A TicEgNeCABCgACcGclecGcaaicE NNl Nelelsle c A SleliclNec Tc TREEE TGGC
dp5 |XL_grouple:8611773-8611949 | |2c2rBac@rccanfrreafiaaTacTBcaAfACGGCCCARAAATATGTCAAGE-THECTC- ~ TN ————- TCTAAATGGTATTGAATGGECAGGGCATTT Tt —— - ——————— ———— | —— — [ — TR 7 TR iC/ElliC TT T T - [—— We-T----- EoTTiEAGRAR- T Tcldec A caecRTEc ceaRcAGGAGGCOAc e ACeC - - - - - TGGC|
droPer2|scaffold 22:1653755-1653944 acarfeacirccarfirTroaliaaTACT/cARACGGCCCAWAAATATGTCAAGCETEECTIN- - T/eAlE BTN XTI VETtet F N ST VX elelele XeTelel N fif Jel— - —— ————- it — — = = = = = = = === = == == — = = — - = = T T T e CEEERliC I lIC TT T TG R erY-T--——- clehiliiT TINECI\a TSN G G INe c GGl njicEe A SNl Neleldle c G ale cclEcENc e Tce T Clelets
=
droWil2|scf2 1100000004909:11656717~ A nEnifeTciiarfiT TcleiaaTAC TG AEARNGG A CAA A INfdcTCcARGE-TAGTEN- Y- - - - - - e A T — — — — — = ——————————————— B - TCCCTTACTAAACINAAINCAREEE A Ci-EEEE A A A TR CEE A A A CINCATAILIC R C GEEET T TR T AR T TINECI\ABIENE G A S G T CINEA A CldI A NS /e T T G A A TGN C o TOREEE n[elele!
11656890 +
drovir3|scaffold 12970:6857438- dvi_ 13358|a\anfdacaTccanfjrreapiaaracTidcacaNcGCldcacARATATGT CRNGG-TANGTLY- -3y Neleleleb feb el g - — - — - —— - ———— - — - CCTCGCACTEACTTT-----------H CTCCRR AT CCACTG T AT A T e Jecifelr- - - -cierlg- - —----—-—--- N CATGIGTGETCI R T——--- T/ehililA TINECINABCINET CAAINAIIAC/EA A CECEIA TN NEIE T A G AEAfIGEINECE C TEEEEE TGGC
0857627 +
droMoj3|lscaffold 6473:12317034- acanEacAaTCCARMTTGECAATACTGANARGGCECACEA AN TG TIIERGG - TARNGT G- —[elAeyeleler- - - — - ————————————— - _____ CTACCCCTZT[®C CCTCCACT CT G T C T e CIVT TUlNA A TCle Nl TEE R e S e B ChC - — - —-—-—- - Br----- cTcieoNecilaBcifecCaArNeGTCARNCIECENeloNeldNele T(e cACAINT/ERNERVAT TEEEEE TGRC
12317211 +
droGri2|scaffold 14853:5687114- aanfdacarclganfjrreacaaTacTldcafaNGGClgcacen TG TCANEIG-TAAGT G- ~[eajfeledel el - — - - - - - - CCCATCCCTeCECT----—------BCTATEEEA ACTAAC TG AT A TR e ——— esgyrr-—- - fgrfg- - —--—-—-——- B = C T I — — — — ———— GTCREEEE TcilifelgNeciNaBCIiNETcccecaccEccCAGAGTNTINEEeA GAACHIGEINEC T COEREEE eae
5687289 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:3311228-3311389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:3311228-3311389
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_8223.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:3103865-3104026
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:3593257-3593421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:989380-989548
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:4812067-4812227
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408900:161501-161687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:1518243-1518357
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415078:234266-234320
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490996:837278-837384
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776529:101173-101290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:3246817-3247018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302685:47085-47261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:3976031-3976087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395052:11351-11522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8611773-8611949
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_22:1653755-1653944
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:11656717-11656890
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:6857438-6857627
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_13358.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:12317034-12317211
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:5687114-5687289
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dsi_ 20785 |3r:6178160-6178232 - Mirtron ||intron

Legend: mature star (i1t (ie1ed B 1T 11811 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution
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6178250 61 ?5?200 N 6178150 o I 2 o _|
Genomic Position o1 & | | I
Size Condition 6178250 6178200 6178150
Genomic Position
Hairpin partition -#- Sense -#- Antisense Mature
Hairpin partition Mature
Show Alternate Folds
Flybase annnotation
inron [3r_ 6178160 6178232 -]; CDS [3r_6178233_6178647_-]; CDS [3r_6178005_6178159 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553488 SRR553486 SRR553487
M023 M025 0002 RT_0-2  Makindu_3 NRT_0-2
TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAAGTACAGCGATCGATTTGCATGATATCGAACCACTAACATCTATCTAACTTCTTTCACTTGCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG hours day-old hours
Read # Hit |Total head embryo Head eggs ovaries eggs
e e e ok ok e ek ok ok sk ok ok ke sk ke ok ke sk ke ko ke sk ok ke ek ke ok (((((((((((...... CCC- (e e e (Coeeeennn. D I )))))) e 1)))))))))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*x* 5jze Mismatch Count Norm Total
...................................................................................................... TCTAACTTCTTTCACTTGCAG + ¢ e ¢ v et et e ettt e et e e et ea i eiaenenaeaene. 2 0 1 2.00 2 2
...................................................................................................... TCTAACTTCTTTCACTTGCAGT « « ¢ e v et e et e e e eee e neeeaenenaaaenenneaenens 22 0 1 1.00 1 0
.......................................... CTGT T GTGTGAGTGARA . + « v e e e et et et e et et et et et e e et et e 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, 18 0 1 1.00 1 0
Anti-sense strand reads
SRR553488 SRR553486
SRR618934
SRR902009 RT_0-2  Makindu_3 SRR902008
ACCCTAAGGGTGGCTCTCGACACGGCTCCCGCACCCGCAGACGACACACACACTCACTTTCATGTCGCTAGCTAAACGTACTATAGCTTGGTGATTGTAGATAGATTGAAGAAAGTGAACGTCAGCAGT TACCTACACCGCTACAGTGGTCGGTCGTCTAGGAGATGAAGCTC hours day-old dsim w501
Read # Hit Total testis eggs ovaries ovaries ovaries
e sk ek ok ok e ok e ok ek ke ke ok e ok e ok ok ke ke ok e ok ks ke ke ke ke ke ek ok (((((((((((...... CCC- (e nn (Cowvennn.. )) oo ... 1)) ))) e ))))))))))) . kkkkkkkkkkkkhkkhkkkkhkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk***x gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/|Coordinate ID Alignment
ldrosim2|3r:6178110-6178282 - ldsi 20785/ TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGARA - == == === = ==~ — === — =~ ————————————————— GTA--CAG------- CG--—-————————- AT-—-——————- C—mmmmmmmm - GATTTGCATG-A----TATCGAACCACTAACATCT--—-————————————— ATCTAAC-----—--- TTCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
ldrosec2|lscaffold 25:682357-682529 | | TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA - == === === — == — == —————————————— GTA--CAG----—--- CG-———————————- AT-—-——————- Cmmmmmmmm - GATTTGCATG-A----TATCGAACCACTEACATCT--—-————————————- ATCTAAC---—-—--- TTCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG)
|dm3 lchr3r:15084397-15084569 + || |TGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGARA -~ == ————— === ——— =~~~ ——————————————— GTA--CAG--—---~- CG-———mm———— - AT—————————- S — GATTTGCATG-A----TATCGARNCACTEACATCT-———-———————————- ATCTAAC-——---——- TTCRITCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAR
droEre2|scaffold 4770:6547407- der 567 |[§GGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA - ——————————— === = - — - —— GTA--CAG---—--- CG-—-—-———————- AT--—-—————- E----—-—-------—- GARTTGCAG-A----TETEcEACCACT R ———————————-- INCaTcarc--------- TTCTTTCACT/g--GCAGTCGTCAATGGATGGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
6547575 -
ldrovak3|[3R:3793871-3794047 + | [BesGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTAGTGARR == === == === === === == —————————————————-——- GTA--CAG---—-—- CG--—-————————- AT-—-——————- e GATTTGCEEG-A-—--TATC A A C I TC T/N- - - - - T2 T C A TTCIM TCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG)
droEugl|lscf7180000409804:1349242— [€GGGATTCCCACCGAGAGCTGEGCCGAGGGCGTGGGCGTCTGITGTGTGTGTGAGT GAAA— —— == == == — = — = — = — = — =~ GT--ca-—-—-—- CG-—-—-———————- AT--—-—-—-—- Commmmmmm - GATTTG AL G- A- - - - TATCO A g~~~ —~———=======~— Marcranf]-------—-- M CTTTCACTT--GCAGTCGTCAATGGATGTGGHGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
1349403 +
droBiall|scf7180000302402:846250- [€GGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTGTGTGAGTGAAA N TCTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
846418 +
droTakl|lscf7180000410451:111104- [BGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTINTGCTGTGTGTGTGAGTGAAA BT CTTTCACTT--GCAGTCGTCAATGGETGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
111272 +
droElel|scf7180000490994:858866- [EGGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTITGCTGTGTGTGTGAGTGAAA N TCTTTCANTT--GCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTCTACTTCGAG
859041 +
droRhol|scf7180000779522:16958- [8GGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTITGCTGTGTGTGTGAGTGAAA N CTTTCACTT--GCAGTCGTCAATGGATGTGGCGATGTIACCAGCCAGCARATCCTCTACTTCGAG
17112 +
droFicl|lscf7180000454126:64938- [€GGGATTCCCACCGAGAGHTGTGCCGAGGGCGTGGCHG TITGITGTGTGTGTGAGTGAAA TTCTTTCACHTINNCAGTCGTCAATGGATGTGGCGATGTCACCAGCCAGCAGATCCTITACTTCGAG
65105 +
droKik1|scf7180000302707:304273- [8GGGATTCCCACCGAGAGCTGTGCCGAGGGCGTGGGCGTTGCTGTGTGTGTGAGTGAAA N CTTTCACTT--CAGTCGTCAREGEETCEGGIGATGTIEACCAGCCAGCAGATICTCTACTTCGAG
304438 +
droAna3|scaffold 13340:15302669- EcceaTidcccactlcAIAGCTGTGCCGAGGGCGTGEHGTCTGCTGTGTGTGTGAGTGARA RrcerTelicTT--dCAGTCGTCAATGGATGEGGCGATGTCACCAGCCAGCARNATCCTHTACT THGAG
15302824 -
droBipl|lscf7180000396708:4731422— IcealgrldccecacccalAGCTGTGCCGAGGGCGTGGGIGTCTGCTGTGTGTGTGAGTGAAA
4731587 +
dp5 2:29533035-29533206 + I |rec@aTTcccacceAAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTYTGTGAGTGARA
droPer2|scaffold 6:4903732-4903903 TGGEATTCCCACCGAAGCTGTGCCGAGGGCGTGGGCGTCTGCTGTGTI@TGTGAGTGARA
d
droWil2|lscf2 1100000004943:3829843— TGeRaTccilacecallacliTcTaecoalloclc ThiG GG T T Gl G T TG Ti A G T Cle
3830004 +
drovir3|scaffold 13047:16559345- TGGEATRCCCACCGAGAGCTGTGCEGAGGGHGTHGGCacTac T feTGTGAGTClAA
16559545 —
droMoj3|lscaffold 6540:12876035- cielecrYun dele)Nelele)\a CleinifeliieldloferNelele TiehiC elelole cohde e C AuNCiNelNey Nl A CrY T EE e e - —-—--- E------------- ------- AAGTGEERIAAGTGATAT TGCGIUNNEle TiNeRy R - — - — — - —— —— —— —— —— — - EEEE R EeeC-======== TCTT Tl TT--HCAGTHG THA ABGGETGTGGCGATGTIACCAGCCAGCAGATCETITACT THGAG
12876190 -
droGri2|scaffold 15116:1514235- TGGEATICCCACCGAGAGCTGTGCHGAGGGHGTHGGHGEC Tl TG T @TGTGAGT [ecrrrcldcrT--ficacTic TiA AT ccclicATGTACCAGC CAGCAGARCETRITACT TCGAG
1514471 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:6178110-6178282
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:6178110-6178282
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_20785.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_25:682357-682529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:15084397-15084569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6547407-6547575
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_567.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:3793871-3794047
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1349242-1349403
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:846250-846418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410451:111104-111272
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:858866-859041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779522:16958-17112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454126:64938-65105
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302707:304273-304438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15302669-15302824
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:4731422-4731587
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29533035-29533206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4903732-4903903
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:3829843-3830004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16559345-16559545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12876035-12876190
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15116:1514235-1514471
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Predicted structure
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Genomic Position
Hairpin partition - Sense -e- Antisense Mature
Hairpin partition Mature
dsi_28068_annot [-16.4]
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_11389]; utr3 [utr3_minus_11388]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads “
SRR553485 SRR553486 SRR553487 SRR553488
M023 Chicharo_3 Makindu_ 3 NRT 0-2 M024 M025 RT_0-2
CCCATACCCGAATGCTGGATCTACCTGTTCCGTGTGGAGAAGCACTTCAGGTAGGTGTTTCTGGCAATAATCAAATGGCCTTTGAGTATTTAATTGTTGTCTGGAACAGATATGGTTCGGTTAAGTCAGCTCATCGGCGAACAGGCAAGATCAAGGGTA day-old  day-old hours hours
Read # Hit |Total head ovaries ovaries eggs male embryo eggs
Khkhkkkkhkkkhkkkkkkkhkkkkkkkhkkkkkkkhkkkkkkkkkk ko COCCCC- COCCCECOC- (e e e 1))))2))))))))) L)) )))) Lk kkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk*k*k**x 5jze Mismatch Count Norm Total body
........................................................................................ TTTAATTGTTGTCTGGAACAGH. . . .ot i i i e e 221 1 18.00 18 17 0 0 0 0 1 0
........................................................................................ TTTAATTGTTGTCTGGAACAGH . - ¢ ot ittt ittt e it e e it et i e e e 22 1 1 5.00 5 4 0 0 0 1 0 0
........................................................................................ TTTAAT TGTTGTCTGGAACAGH . -« ¢ o v ottt ettt ettt it et et et e e e e 22 1 1 2.00 2 2 0 0 0 0 0 0
........................................................................................ TTTAATTGTTGTCTGGAACAGA . « ¢« e et et te e e e e eee e e eneeneeneeneeaeenenaeas 22 0 1 2.00 2 1 1 0 0 0 0 0
.................................. TGGAGAAGCACTTCAGGTAGGTGTT ¢ + ¢ o e v e e e et e et ettt et e e e e et et e et e e et et e e e e et e et e e ettt e e ettt e ettt ettt en et 25 0 1 2.00 2 0 0 2 0 0 0 0
.......................................................................................... TAATTGTTGTCTGGAACAGHE . « -« ottt ittt it ittt i e ei e eiea e 20 2 1 1.00 1 1 0 0 0 0 0 0
............................................................................................. TTGTTGTCTGGAACAGATATGGTTCGG e « v v v v v ee et eeeeeneeeenenenaeneneenenes 27 0 1 1.00 1 0 1 0 0 0 0 0
........................................................................................ TTTAATTGTTGTCTGGAAC . « « e e e ot eete e et e e en e e eneaeeaeneeaeaeneeaeaenaea 19 0 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................... TAATTGTTGTCTGGAACAGATA t &« v et et ettt e e et e e et ta e eieeaenennenenee. 22 0 1 1.00 1 0 1 0 0 0 0 0
......................................................................................... TTAATTGTTGTCTGGAACAGH. - - . oot i i i i i i i e 201 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................... TAATTGTTGTCTGGAACAGA . + « o e e ettt et et e ettt te et ta e e eeaenenaenena. 20 0 1 1.00 1 1 0 0 0 0 0 0
........................................................................................ TTTAAT TGTTGTCTGGAACA . « « o e ottt ta e et e e en e e e eneaecaeneaaeaeneeaeaene. 20 0 1 1.00 1 1 0 0 0 0 0 0
............................................................................................. TTGTTGTCTGGARCA . « « v vt ettt et et et e e et ieta et it eiaeaeneenen.. 150 1 1.00 1 0 0 0 0 0 0 1
Anti-sense strand reads
SRR553488 SRR553487 SRR553485
SRR618934
RT_0-2 NRT _0-2 Chicharo_3
GGGTATGGGCTTACGACCTAGATGGACAAGGCACACCTCTTCGTGAAGTCCATCCACAAAGACCGTTATTAGTTTACCGGAAACTCATAAATTAACAACAGACCTTGTCTATACCAAGCCAATTCAGTCGAGTAGCCGCTTGTCCGTTCTAGTTCCCAT hours dsim w501 hours day-old
Read # Hit |Total eggs ovaries eggs ovaries
Khkkkkhkhhkkhkkkkhkkhkkkkkkkhkkkkkkkkkkkkkkkkkk ko COCCCC- COCCCECOC- (e e e 1))))2))))))))) L)) )))) Kk kkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x*x 5ize Mismatch Count Norm Total
..................................................................................................................................... AGCCGCTTGTCCGTTCTAGTTCCCAT 26 0 1 2.00 2 0 0 1 1
................................................................................................................................. BAGTAGCCGCTTGTC. v v v v veeennen.. 15 1 13 1.23 16 16 0 0 0
.............................................. AGTCCATCCACARAGACCGTTATT . « & v e e e et e e e et et e e e e et e e e e et e e e e e e e e e et e e te e eneeenenaeaenenaeaenenaea 24 0 1 1.00 1 0 0 1 0
................................................................................................................................ CGAGTAGCCGCTTGTCCGTTCTAGTT..... 26 0 1 1.00 1 0 1 0 0
............................................................................................................ CTATACCAAGCCAATTCAGTCGAGT . « vt v e eeenenacncnenaeaa 25 0 1 1.00 1 0 1 0 0
................................................................................................................................ BGAGTAGCCGCTTGTC. v v v veeeen.e. 16 1 4 0.25 1 1 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[x:20813608-20813766 - ldsi_28068|CCCATACCCGAATGCTGGATCTACCTGTTCCGTGTGGAGAAGCACTTCAGGTAGGTGTTTCT--GGC-———————~- T ————— ATCAAATGGCCTTT-———=—=—======——=————————— GAGTATTTAAT—=——=—=——==——=——————————————— TGTTG--—-- TCTGGAACAGATATGGTTCGGTTAAGTCAGCTCATCGGCGAACAGGCAAGATCAAGGGTA
ldrosec2|lscaffold 39:311371-311529 - || lcccaTACCCGAATGCTGGATCTACCTGTTCCGTGTGGAGAAGCACT TCAGGTAGGTGTTTCT--GGC————————~— AR-TA-=—=——=—=——=—=————————————— ATEAAATGGCCTTT -~ === —==—====—==———————————— GAGTATTTAAT—=——===—==——=—————————————— TGTTG--—-- TCTRGAACAGATATGGTTCGGTTAAGTCAGCTCATCGRCGAACAGGCAAGATCAAGGGTA
|dm3 lchrx:22386564-22386722 - | lcccaTAcCCGAATGCTGGATCTACCTGTTHCGTGTGGAGAAGCACTTCAGGTARNGTGTTTCT--GGC-———————- T .S ® ATCAJATGGCCTTT - === === === === ————————— = —— e —————, TGTTG-—--- fcTeAACAGATATGGTTCGGTTAAGTCAGCTCATCGGCGAACAGGCAAGATCAAGGGTA
droEre2|scaffold 4690:18650571- CCCATACCCGAATGCTGGATCTACCTGTTHCGTGTGGAGAAGCACTTCAGGTEAGTIATTTC--G6C-----—-—- A-TA- - ATCARETGGCRT TT-———————————————— - ———— AGTATTTAAT-—————————————————————————— Ecrlge----- TCGGAACAGATATGGTTCGGTTAAGTCAGCTCATCGGCGAACAGGCAAGATCAAGGGTA
18650729 -
larovak3|[x:21718783-21718941 - I lccBaTaccceaaTceTeeaTcTACHTGTTCCGTGTRIGAGAAGCACTTCAGGTEAGTRTTTCE--66C--------- AA-TA-——=———=—=——=——————————————— ErCARETGGCITTT- -~~~ === === —— - GAGTATTTAAT————=—=—-—=—=——=——————————————— EeTE----- FCTCRAACAGATATGGETCGGTTAAGTCAGCTCATCGGCGAACAGGCAAGATIAAGGGTA
droEugl|[scf7180000408987:119901- CCHATHICCCGAATGCTGGATHTARCTGT TCCGEGTGGAGAAGCACT THAGG TGt AT TTCT--Gaj--—-—---- BA-TA-—-—-——— aTcarechclr®e-------- - - - - - - - - el rTaAT--—-- GCATREEE T TCTGT R C T - — - — - EEEEs WaSiaacaGATAGGETCGGTAAGTClgccEcATCGRcGAACAGEHAA A TCAAGGGRA
120066 +
droBialllscf7180000299500:31889-32064 CCCATRCCCGAATGCTGGATCTARMTGT TCCCEGTINGAGAAGCACTTHSGGTEGG T T TTCT--Galg--—-—-—-- AA-ff8-—-—-—- - GININAC G Tl TR G TACTRTAATAATTTAREEEN - — - CL G C e Tl ¥e- ¥ aacacaTAGeTTCGGTEAAGTCldGCRCATCGGCGAACHGGCARGATCAAGGGA
droTakl|lscf7180000415769:11988-12147 CCCATHCCCGAGTGCTGGATHTACHTGT TCCGEGTGGAGAAGCACTTCAGGTEGERGTTTgT- -GG - —-—-—-- BA-Th------------ - - - - TEVNIE - - - - — - R TR A TACA T A CRRE A T 2 Cl N C TGTEG----- ectXiacacaTaTcelIrcileraacTclgcclcaTccllccaaciiceeaacaTiaacecIa
droElel|[scf7180000491087:510853- CCCATHCCCGATGCTGGATCTACCTGT TCCGEGTGGAGAAGCACTTCAGGTEACETTcT--GGC
510926 +
droRhol|[scf7180000771379:16881-17054 CCCATHCCCGATGCTGGATCTACCTGT TCCCOGTGGANAAGCACTTCAGGTEGC TINY Thfel - ~fiGC
+
droFicl|lscf7180000453495:130171- CCCAT[ECCCGATGCTGGATCTACCTGT THCGEGTGGAGAAGCACTTCAGGTEGGTGTT/ECT--G8C
130343 -
droKikl1|[scf7180000302398:75493-75673 CCCATACCCGAGTGHTGGATCTARNCTGTTCCGEGTHGAGAAGCARWTTCAGGT GG TN T\ T--GGC—-—-—-—-- Alg-TA-—-—- CAGGICA - - - T- — - TACCTACAGAAINCCIUNNIEEEEE CTCTChtn T TCCRTCTRECTGGEGGCEGT TG T i CINTNUNVelehliye T/eli A VNelle c/ele A [T Nlele » Sfe CINC el VXS NileF.VNelele /N
+
droAna3|lscaffold 12929:1029243- CCCATACCCGAETGCTGGATCTARWCTGT TCCGTGTGGAGAAGCACT THAGG TG TRT T/ekie - - Shilg—-—-—-—-- = - T e ETARATCHCCTTT-———————— - ————— - G T 2 AT~~~ = —————————— TTTTGTAREETERCCCl- R TTEESNARNA GATATGGTTCGGTlgAAGTClEcCcaTCGllccancEcciarGATCARGGGEA
1029400 +
droBipl|lscf7180000396592:28438-28597 CCCATACCCGAGTGCTGGATCTARWCTGTTCCGTGTGGAGAAGCACTTCAGGTEGG T T/ehel - - [ —- —- —-—-- AA-T[8-—-————————— - I NG A € T T S i e e T-[@¥N- - - -INITATTTTGAAATTATEEEEEEEEEEEE - ———- R (8CAGATAT GGTTCGGTEAAGT CHGCECATCGGCGAACEGGCAAGATCAAGGGEA
+
ldps |XL_groupla:8194319-8194488 | |cccaracccenlgreereeaTcTafjcT@TTCCAeTGGAGAAGCACTTCAGGTIEGGTGT TN TIEG I e yele i ele A plefe - - - —————— - —————————————— G- —— - — - —— — —— [ A 1 ————————-—- TAACTCGAAAATCTREEEEE TACTGGEGIIc— lerceaacacEralccErceetlganrcTcdececarcelcclgaccecancaTcancaeia
|droPer2|scaffold 15:553530-553699 + | lcccaracccealgreecreeaTcTaAlc TGTTCCAGTGGAGAAGCACTTCAGGTIEGGTGT TATHEG Gl e A llele - - - ———— - —————————————— Gll-—-—-—-————— -G A 7 e . —— ———————- TAACTCGAAAATCTREEEEEEE TACTGGEGICREEE [erccaacacgrafdcclgrceelgancTclgscfdcaTccllcclgacaceecancaTcancaecia
droWil2|scf2 1100000004515:1939097- CCCATACC[EGAATGCTGGATCTARMCTGTTHCGTGTGARNAAGCART TCAGG TN TS e - GL¥ - - - — - —-—- - - GiTINGIAaEAA A AlNA BRI GCAACCEGAATAATATAREEEE = = — I A T G Tl - TN \acaTaTceT Tl TlEr AT cliccldcaTcoecclacicaearIaTCAAGGGTA
1939270 +
drovir3|scaffold 12970:4612066- CCCATACCCGAETGCTGGATHTARCTGTTCCCEGTEGAGAAGCACTTCAGG T CHS T et — R e ek —— — - — - - G e TR e CG A - — - BT TG e — — — — — — — — — - — TAGCTCERAAATCTREEEEEEE aacEElcTali-EEEEE EcTidyeacacaTAldceTTCEGTERAGTClgcCiIcATCElcGEa clicelAAGATCAAGGGEA
4612225 -
droMoj3|lscaffold 6473:7618072- CCCATACCCGAETGCTGGATCTACHTGTTCCGEGTGGAGAANCACTTCAGGTARG TG T/ e - [l —- —-—- - TCGITIGAT TGTGATTGATTGTGATTGATGTG--—-—-—--- - -BElGCCCAACTRGAATGTTTTREEEEE e — — = — = = = = ————————— - GATTGCCCHE-EErre EReccecacaTATGCETCGGTEAAGTClgcCcaTccllccEaccecancaTCARGGCEA
7618252 -
droGri2|lscaffold 15203:10680157- CCCATACCCGAETGCTGGATCTARNTGT TCCGEGTGGAGAAGCACT THAGGT ARG/ NabTe - - GGl{— - —-—-—-- Gl T G e e G T T C - [ e8 T C G C R e Neceerelaaleg-- - - - —-—————- §-------- TACEE- AECEEEEE ectiifeacacararcercldcrlgarcTclgccldcaTccllccdacccecaacaTcaaceca
10680316 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:20813608-20813766
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:20813608-20813766
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_28068.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_39:311371-311529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:22386564-22386722
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:18650571-18650729
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:21718783-21718941
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408987:119901-120066
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299500:31889-32064
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:11988-12147
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491087:510853-510926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000771379:16881-17054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453495:130171-130343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302398:75493-75673
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12929:1029243-1029400
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396592:28438-28597
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:8194319-8194488
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_15:553530-553699
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:1939097-1939270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:4612066-4612225
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:7618072-7618252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:10680157-10680316
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[View on UCSC Genome Browser {Cornell Mirror}]

dsi_ 32440 2r:5952896-5952986 - | candidate | Canonical miRNA | CDS

Legend: mature Star [t cd LR gt s mismatch in read

Predicted structure

&g
? ®
%@j Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
-@*@ (o]
” & © - o - » S0 -mp sees »®
%@ ” S ¢ * 05 S &
. — %)
— - 0
?;{% e g o
2 ®
b S g 2
& @ e @ © -
o o S - [ E
" © c ° o a
:—Eo |—
= \ 0 = 5
- o —
¢ \ o
30’©©%©j _D o
o ® o = o - E? _
o | | I | I a
=4 o - | I
: © =) oy -
Q?f@ﬂo 5953000 59529?0 N 5952900 5952850 S | | | I | | | | Qﬁgp {ﬁP dﬁﬁ . .
o Genomic Position 19 20 21 22 23 24 25 26 & A | | | I
oS4 Size Condition 5953000 5952950 5952900 5952850
= Genomic Position
@z@?’%\@ Hairpin partition -~ Sense -e~ Antisense Mature
®“\©%@i7100
Hairpin partition Mature
IO’M
o0
M 110
O
=%
=0
T \
@ ?
121 ©/©
dsi_32440_annot [-46.9]
Show Alternate Folds ‘
Flybase annnotation
CDS [2r 5952768 5952992 -] five prime UTR [2r 5952993 5953423 -]; utr5 [utrS_minus_2991]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR553485 SRR553486 SRR553488
SRR618934
M023 M025 Chicharo_3 SRR902009 GSM343915 Makindu_ 3 RT 0-2
AAATGTGTTCATGCCACGATCGCAAAACAAGTGTTTAGGGAGTTATGAGCACGCCCACGCCCACCCCGGGGGCGGTTCAGGGCCAGGAGGTTCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACT TTTGCCCGAGCTGGTGAAACGGTGCAAAAGGAGTTCAGTGCTCCGGAG dsim w501 day-old day-old hours
Read # Hit |Total head ovaries embryo ovaries testis embryo ovaries eggs
ek ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok sk sk sk s (CCCCCOOOC O OO O e - e e 000 e )))2)))))))))))))))))))-)))))))))))))))ll))) e Fohkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** size Mismatch Count Norm Total
.................................................................................................. CCCCATGAACTGACCGCCGAGT . - o vttt ittt e e i et et e e et et e e et et ee e 231 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................ CGCCGAGTGGACCGTGCGAGCACATC . &« e e et et e eae e e eae e eeeaaeaaeeaeaneeneeancnnenae 26 0 1 1.00 1 0 0 0 0 0 1 0 0
.................................................................................................. CCCCATGAACTGACCGCCGAGT  « - ¢ v e e e e et et e e et e e e e e e ene e eaeneaaeneaaeneaaeneneeaeneeaeneeaes22 O 1 1.00 1 1 0 0 0 0 0 0 0
.................................................................................................. CCCCATGAACTGACCGCCGAGTGG M « « + e e et et e e et et et et e e et ettt e ettt et ittt eiaenenenenaes 24 0 1 1.00 1 1 0 0 0 0 0 0 0
.................................................................................................. CCCCATGAACTGACCGCCGAG . « ¢« e e e e et et et e e e e e e e e e e e e e e e eaaeaaeeaeeneeneeaeeneenaenaea.2l 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................................................. TGCCCGAGCTGGTGARACGGTGCARA . o v v v e eeeeeneen.en 26 0 1 1.00 1 0 1 0 0 0 0 0 0
.......................................................................................................... ACTGACCGCCGAGTGGACC . &+t e ettt e e eae e et et ae e ee e eae e eaaeaaeaaeaaeeneeneeanenaaea19 0 1 1.00 1 0 0 1 0 0 0 0 0
.................................................................................................................... GAGTGGACCGTGCGAGCACA . -+t e s e e s e aeeaecancaeaaaaoaaaaaaaaeaseaeeaseanenanaana.20 0 1 1.00 1 0 0 0 0 1 0 0 0
......................................................................................................... AACTGACCGCCGAGTGGAR. . o\ ittt ettt et et et et et e e e e ettt 19 1 1.00 1 0 0 0 1 0 0 0 0
.................................................................................................................................................... CCGAGCTGGTGARAC . « vt e e e e ee e eaeeeeaeneenen. 15 0 2 0.50 1 0 0 0 0 0 0 1 0
Anti-sense strand reads
SRR618934
M025
TTTACACAAGTACGGTGCTAGCGTTTTGTTCACAAATCCCTCAATACTCGTGCGGGTGCGGGTGGGGCCCCCGCCAAGTCCCGGTCCTCCAAGGTGACGGGGTACTTGACTGGCGGCTCACCTGGCACGCTCGTGTAGATTGARAAACGGGCTCGACCACTTTGCCACGTTTTCCTCAAGTCACGAGGCCTC dsim w501
Read # Hit |Total ovaries embryo
et N L O N (P (A L P (A T T N e 1))-)))2))1)))))))))))-))D)D))) ))) AXKXXRKRIRRKXKRKRKRRARK XK AKX K KRR A K 4|5 ] 7@ Mi smatch Count|Norm |[Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
larosim2|2r:5952846-5953036 - ldsi 32440|AAATGTGTTCATGCCACGATCGCAAAACAAGTGTTTAGGG-————- AGTTATGAGCACGCCCACGCCCA-——-————-——— CC——-—————- CCGGGGGCGGTTC-——-—-~- A--GGGCCAGGAGGT---TCCACTGCCCCATGAACTGACCECCEAGTGEGACCETGCCAGCACATCTAACT TTTGCCCGAGCT -~ -GGTGAAACGGTGCAAAAGGAGT TCAGTGCTCC—————- GGAG |
larosec2|scaffold 1:2782184-2782374 - |a2aTGTeTTCATGCCACGABCGCAAAACAAGTGTTAGGG- -~~~ AGT@ATGAGCACGCCCACGCCCA-——————————- BRy--------—- BccG666CGGTTC-—————- A--GGGCCAGGAGGT---TCCACTGCCHCATGAACTGACCGCCEAGTGGACCGTGCCAGCACATCTAACTTTTGCCCGAGCT -~ ~GGTGAAACGGTGCAAAAGGAGTTCAGTGCTCC—————— GGAG
|dn3 lchror:5150240-5150430 - ldme 381 |AAATGTGTTHATGCCACGACGCAAAACAAGTGTTTAGGG--—--- AGTEATGAGCACGCCCACGCCCA-——-————-——— Cl-------—-- BcGGGGGCGGTTC--—--—- A--GGGCCAGGAGGT---TCCACTGCCCCATGAACTGACCECCEAGTGEACCETGCCAGCACATCTAACT TTTGCCCGAGCT - - -GGEGAAACGGTGCAAAAGGAGT TCAGTGCTCC————— - GGAG |
droEre2|lscaffold 4929:17507595- der 84 AAATGTGTTRATGCCACGARCGCAAAACHAGTGTTAGGE------ AGTEATGAGCACGCCCACGCCCA-—-—-——————- chy--------- CCGGGGRCGGTTC--—-—-~ A--GGGCCAGEARGT---TCCACTGCCCCATGAACTGACCGCCGAGTGGACCGTGCGAGCACATCTAACTTTTGCCCGAGCH---GaIGABACI\GTGCAAAAGGAGTTCAGTGCTCC-—- -~ GGae
17507785 +
ldrovak3|[21:17804669-17804859 - | |22aTcTeTEATGCCACCABCGCEAAACAAGTATTAGGG- -~~~ AGTEATGAGCACGCCCACGCCCA-—-—-—-———-- chy--------- Bci\eceeeeeTTC-—-—-—- A--GGGCCAI®ARNGT---TCClgcTGCCCCATGAACTGACCEGCCCAGTGGACCGTGCGAGCACATCTIACT TTTGCCCGAGCT —--GGTGAEC\GTGCAAAAGGAGTTCAGTGCTCC-————— GGAG
droEugl|lscf7180000409183:792434- AAATGTGTTCATGCHecCASCHAlMAAlAAGTGETAGGG-- -~~~ AGTEATGAGHACGCCCACGCCCA-——————————— chy------ [feleCCGGGIGCGGTTC—-————— - -GGGCCAGEAGGT---TCCACTGCCCCABGAACTGACCGCCGAGTGCACGTINCGAGCACATCTIACT TTTGCCCGAGCT -~ -GG TGAQYCHGTGCAAAAGGAGT T[EAGTGCTCC-—-—- - GGAG
792627 -
droBialllscf7180000301506:1574175- AAATGTGTTElTGCeciaTcocadaallanfdrcTlgTAGGG------ AGEEATGAGCACGCCCARREET. CGGCCACGACCA[STEEEEEEE CCGGGGGCGGTTC—————=— &--cGcllcaclEaceT---EccacTGeccCABGAACTGACCGCCCAGTGCACEGTGCGAGCACATCT/@ACT TTTGCCCGAGCY---GGTGAlYClGTGCAAAAGGAGT TIAGT GCTCC-————— GGAG
1574371 +
droTakl|lscf7180000415274:108701- AAATGTGTTCATGCIECGAECGCAAAACAAGTGETAGGG-----~ AGTEATGABCACGCCCARREEE. CGCCCACGCCCA[STEEEEEEE CCGGGGGCGGTTC—————=— - -GGGCCAGGAGGT---TCCACTGCCCCATGAACTGACCGCCGAGTGCACEGTINCCEGCACATCT/®ACT TTTGCCCGAGCT---GGTGAQYCHGTGCAAAAGGAGT TIAGTGCTCC-————— GGAG
108897 -
droElel|lscf7180000491201:975363- AAATGTGTTCATGCIECGATCGCAAAANIEGTGETAGGG------ AGTEATGAGCACGCCCA R CGCCCACGCCCA[STEEEEEEE CCGGGGGCHGTTC--—-—-- - -GGGCCAIN®AGGT---TCCACTGCCCCATGAAMTGACCGCCGAGTGCACEGTGCCAGCECATCT/@ACT TTTGCCCGAGCT -~ -GGTGACGGTGCAAAAGGAGT TIaeTHC/8CC-—-—-- GGAG
975559 -
droRhol|scf7180000777222:43363-43559
+
droFicl|scf7180000453851:1124231~
1124433 +
droKikl|scf7180000302476:544606-
544754 -
droAna3|scaffold 13266:8418796—
8419007 +
droBipl|scf7180000396759:393774-
393976 -
laps |3:9218191-9218375 - | [Brarcrerrcigcclace: D 26 T e ARG CE- - -eacTEATRECACGCCC A T cTGCC/RE— — Bcchlccccegrc@------ - -GoNECH I 8- - -AcclcTcccccacacTeacgecceacTecaciierecadeccaTe rEacETTTcccc e Cl- - - GoRcAdac GG TGCABAAGGAGTECEG TG NS SSINE GEA G
|droPer2|scaffold 4:4541352-4541536 -| [BaarcrerTcigcciace: Ha—— 2 G T e ARG CE- - -MeacTEATCRECACGCCC A T CTGCCREEEE. — TSlE T T{elelSlelelClifeC—— - - GGl o8- - -ccldcThiccccaldealdcTeacldecceacrecacileTeechicccaTc oA CET TTGccc oo c- - - coilcallecceTaeaAAGGAGTlECEG TR IS NG GEA G
arowilz|sctz 1100000004622:1793460- ’—m —————— —_—————— = ——_— B BT TCCEITGCCHCATGANETGA CHeCCANTGeACGTGCaRGCHOARE e O TEGCC ORI - -GG TCARSCRGTRCAAAAGCARTRECTCCR - - GGAG
1793560 +
drovir3|lscaffold 12875:14439701- B - - -EC ClET cccljcaTcaldcTcacCecceaGTGEACI e TeccliccAcAlEc TEA Cllr TG Cleccec cldaeccToAeciNc TocalddleccaG T TA GG CR\CEY- - - - - - GGAG
14439802 -
droMoj3|lscaffold 6496:9905107- B - — - TC T GCcljcATGAlgcTGACCECCEAGTGEACEcTCclcclecAlNiTEA CllT TG Cldcclic CiY- - -coTealdecil e Tacrlddleccac TTc AR T GCR\CEY- - - - - - GGAG
9905206 -
droGri2|lscaffold 15245:14436423- - - el T - - -fEcclircccijcaTcaldcTcaccecceacTeeacieTecciiccfecalc TlEa cilr TG cilccleic clY- - - oo AldeciNa Toc AlddleGAG T TIA G TG CRClE - — - - - - GGAG
14436541 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5952846-5953036
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5952846-5953036
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32440.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2782184-2782374
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5150240-5150430
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_381.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17507595-17507785
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_84.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17804669-17804859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:792434-792627
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1574175-1574371
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415274:108701-108897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:975363-975559
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777222:43363-43559
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1124231-1124433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:544606-544754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8418796-8419007
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:393774-393976
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9218191-9218375
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:4541352-4541536
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004822:1793460-1793560
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:14439701-14439802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:9905107-9905206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:14436423-14436541
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. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 32460|x:17364917-17364989 + | candidate | MiRNA |3pUTR
Legend: mature Star 3o R R d 0 mismatch in read
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hide 3p reads H show mid mismatch reads H
SRR553486 SRR553487
SRR618934
SRR902009 M025 SRR902008 Makindu_3 M024 NRT_0-2 M023 GSM343915
CGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACAAAGTGCGTAGAACGGGGAGCATGGAGCACCCGCCGAACCGAACTCTACTAATGAACTCGATCACCTCGCACACAGATCCCTCCAACCTTTCCGTGTAAGATCAAGCCCGAACCGAACACGCAGCA dsim w501 day-old hours
Read # Hit |Total testis embryo ovaries ovaries |ovaries male eggs head embryo
Kkhkkhkkhkkhkkhkhkhkhkhhhhhhhhhhhkhhkhkkhhrhrhrhrhrkrr (. ((CCC..((C.nnn. ) )))) e I))) e dkkkhkkhkhkhkkhkhkkhkhkhkkhkkhkkhkkhkkhkkhkhkhkhkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kkx**x* gjize Mismatch Count Norm [Total body
.................................................. GTGCGTAGAACGGGGAGCATGGAG . « ¢ « e v v e s e s e et s e e e s oo eaeesanesaneseaeseasnneseneseneseaeeneseneeeneseaeseaseneseneeanesaaesnaeaneea24d 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................. GTGCGTAGAACGGGGAGCATGGAGCACC . « ¢ v vt e et e et e et e e et e e et e e et e et e e e e et e e et e e et et e et et ettt ettt et et eaaeeaneeanean 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0
.............................................................................. CGCCGAACCGAACTCTACTAATGARC . « e v e e et e et e e e e e e e e eeeaeanasaneeaneeaeeeneeeneeaneeaneeneeanenana26 0 1 1.00 1 0 0 0 0 1 0 0 0 0
.............................................................................. CGCCGAACCGAACTCTACTART ¢+ e v v e et e e et e e et e et e e e e et e e e e et eeteeeteeaeeeaeeaneeaneeaneeneenneanaa22 0 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................. ehelolel Nl V. NoleleTeled NeTor-Y [N 2« I 1 1.00 1 0 0 1 0 0 0 0 0 0
............................................................................................... CTAATGAACTCGATCACCTCGCACACAG . « v v v e e e e et eeeeeeesaneeaneeaeeaaeeaneeanennaa 28 0 1 1.00 1 0 1 0 0 0 0 0 0 0
......................................................................................... ACTCTACTAATGAACTCGATCACCTC . & v e et e e et e e e e aee e aaeeaeeenesaneeaeeeaeeeneeaneeanennnaaa26 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.......................................................................... o0 Yol olofele o] el V- ol of 7NN okl X - NPS P~ R 1 1.00 1 0 1 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553488
SRR618934
GSM343915 Makindu_3 RT_0-2
GCTGCCAGTAGGTGTGCTGTGGACCGTTACGTCACGTTCACGCATTGTTTCACGCATCTTGCCCCTCGTACCTCGTGGGCGGCTTGGCTTGAGATGATTACTTGAGCTAGTGGAGCGTGTGTCTAGGGAGGTTGGAAAGGCACATTCTAGT TCGGGCTTGGCTTGTGCGTCGT dsim w501 day-old hours
Read # Hit |Total ovaries embryo ovaries eggs
Fkdkdkdkdkdkhkhkhkhkhkkhkhkkhkhkkhkhkkhkkhkhkkhkhkkkkkkkkkkkkkkkkdkkdkkdkknkknk (. (((C..((..... ) )))) e I))) e dhkkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkkkhkkkhkhkkhkhkkkkkkkkkkkkkk***x* gize Mismatch Count Norm Total
......................................................................................................... GCTAGTGGAGCGTGTGT « « v e v e e et e e et e eee e aeeeaeeeaeeaneeanesaeenneenneeaas 1T 0 1 1.00 1 1
................................................................................................... ACTTGAGCTAGTGGAG « « « v v v e v e e et e e et e e et et ateeateeaeeaaeeanesanenaeennenan 16 0 2 0.50 1 0
........................................................................................................ AGCTAGTGGAGCGTG e « v e v e e et e e et e ee et eee e eteeateeaeeaaeeaaeeanenaeenneaas 15 0 4 0.25 1 1
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ldrosim2||x:17364867-17365039 +

dsi_ 32460||cGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC

C————ACACAGATCCCTCCAACCTTTCC———GTGTAAGATCAAGCCCGAACCGAACACGCAGCAl

ldrosec2|scaffold 8:576723-576895 +

”CGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA— -—-AAGTGCGTAGAAC C----ACACAGATCCCTCCAACCTTTCC-- —GTGTAAGATCAAGCCCGAACCGAACACGCAGCAl

|dm3 lchrx:18267197-18267369 + |ldme 425 |CGACGGTCATCCACACGACECCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGAAC C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAAGCCCGAACCGAACACGCAGCA|

droEre2|scaffold 4690:8587866- der 401 |[CGACGGT§ATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA---AAGTCCCTACREIC C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAARNCCCGAACCGAACACGCAGCA
8588031 +

drovak3|x:16895123-16895288 + ldya 1456 |[CGACGGTCATCCACACGACACCTGGCAATGCAGTGCAAGTGCGTAACA-—~AAGTGCGTAGERC —===—= clcea-—--ceafld-——-———-—--——- - GCC- - GA- - ACCeAACRCT---- > AjpAPGEE -~~~ OTCGAT-—-CACC——--—--—- ettt ttetetetate C----ACACAGATCCCTCCAACCTTTCC---GTGTAAGATCAACCCGAACCGARCACGCAGCA)

droEugl|scf7180000409528:449306- CGACGGTIATCCACACGACACCEINGCAATGCAGTGCAAGTGCGTAACA-—-AAGTGCCTACRIC-——————- Bccea----cealds TCGAT---fACC-—-——-———- BT T 2 e - —— - AlACAGATCCCTCCAACCTTTCC---GTGTAAGATCAARCCCGAACCGARCACGCAlcA
449472 +

droBialllscf7180000302432:991025- BACGGTIATCCACACGACMCCEGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGRRC-—————- Iccea----cealde decar---fiacc----—-—-- S R e e e e B-—--BacAGATCCCTCCARCCTTTCC---GTCEAAGATCAAGCCCGAACCGAACACGCAGCA
991185 -

droTakl|scf7180000415395:271892- CGACGGTATCCACACGACACCEGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGNC-—-———-- BGeea----cenldy CATEGCCTCCAACT TAC R e e e &) ---C----ACACAGATCCCTCCAACCTTTCC---GTGEAAGATCAARNCCCGAACCGABCACGCAGCA
272072 +

droElel|scf7180000491006:507685- CGACGGTRATCCACACGACACCGGCAATGCAGTGCAAGTGCGTAACA---AAGTGCGTAGC-—-—-—-- ci\cea----ccade T C R e - —--AJACAGATCCCTCCAACCTTTCC---GTGTAAGATCARARNCCCGAACCGABCACGCAGCA
507853 +

droRhol|lscf7180000779985:1003462- CGACGGTHATCCACACGACHCCEGGCAATGCAGTGCAAGTGCGTAACA-—-AAGTGCCTACIC——————- NGea----ccldde e e e e e c----fdcacacarcccrccaachitrrcc---6gTGTAAGATCAANCCCGAACCGAlcACGCAGCA
1003621 +

droFicl|lsc£7180000453829:1364555- CGACGGTCATCCACACGACHECCMGGCAATGCAGTGCAAGTGCGTAAMA-—-AAGTGCCTAGC-—————~ GGEGA----GCldsl CT T AR C R e CTCCGAT R e 8- -—----—- - CAGATCCCTCCAACCTTTCC---GTGTAAGATCAANCCCGAACCGACACGCAGCA
1364737 -

droKik1|lsc£7180000302696:1335674- CGACGGTCATCACACGACCGGCAATGCAGTGCAAGTGCGTARMA - -~ AAGTGCCTACC———-——~ BclElca----ccldds e e e e MYEEfecT caTcceTecancceTTTecgNecTeTAA A TCAANCCIXGAldcceancacGeAaGeA
1335841 +

droAna3|scaffold 13248:931379- FACGGTATECACACGACCGGCAATGCAGTCAAGTGCGTAACA———AAGTGCGTAGC——————"'“i AR/ CEENele T TC| TTATAATTATAAT TATAATTTTA---INAAT T T T TTGAAACCCIE R T T T 2 R e e Y- - - -f----apafiacaTcccTecanllcrrTec---6TeTARRATCARACCCGAACCGAACACHCARCA
931575 -

droBipl|scf7180000395920:35122- FEACGGTEATECACACGQCEECEGGCAATGCAGCTCAAGTGCGTAACA———AAGTGCGTAGCTCCCCTTAG‘GEGA————G‘GCTTTCAAATAAAAAC‘TEEEEEFECT ATA 2 TATATLTHIA TA TIT] TINT — - CEREITET TR e 7 e e e e - ——-fhrlacaTcccTccariTTTCC---GTGTAAATCAARCCCGAACCGAACACECAlcA
35313 +

EEE |XL_group3a:228616-228785 + | [cBacecTEaTccacaceacAgciENGCARTGCAGTGCAAGTGCGTAACA -~ -AAGTGCGTAGEE AACGGGGCCAGCAGCCTC (ofel- - B8 - --fcacacarcccTccAACHT TTCC - - -TGTAAGATCAARCCCGAACCGAACAGECAGCA|

ldroper2|scaffold 39:508452-508621 - [cBacceTBarccacaclacAgcRGCAATGCAGTGCAAGTGCGTAACA- - - AAGTGCCTAC/E AACGGGGCCAGCAGCCTC e -F¥¥----fcacacarcccrccaacfrrrcc---RAreTaacarcaallccceaacccaacAgecaccea)

droWil?2|scf2 1100000004515:1509874- ccaccTEAaTcacacaciclcccanrTceacTecancTGeTARNAINTEA AGTGCCT AR AR AATTCACGAAACTGTTCCTCCCTACACAAAAGTTGTATCCCATTCCATGCTAAATCTTGT TTTCCATTTCT TTGRTATTGC/HNNIXNISeiele)- Ve TiliLike 2 B~ NI V-V NISTV\ 2 STeITer-VNCISIET VA T/NC A &7\~ OF
1510103 +

drovir3|lscaffold 12970:3051823- CGACGGTCATCCAMACGACCENGCAATGCAGTGCARGTGCGTAACA---AAGTGCCTAC N~~~ i —— - ==~~~ - — === R~ e — — = == — = —— oo e — — === —————— o I i~~~ — [~ T T m T m oo oo B D - — -~ e ———
3051880 +

droMoj3|lscaffold 6473:3887624- LIRS R (ofer-XoletelioF-Xi{ole)-\T/:Xole)-Xo/C 2 [6/G 2 [elo-V:\C elo)Xelile[oF:V-Neli[elolehii-V-Xor- RS ¥-\clilelolehy Ne CIAG TTGC TARA ATINAAGCAGI\CAT TAAAACACACACA - CACA NG O A CANACATATGC/ AT TCAC--—--—- - —-TCCCACACACACACACACACACAGAGT CAG T C o T C G A A T G T T T T G el T C R 7, T 0] T C ettt Tttt ettt BT c----pificacarcccrccaaTTTcl---ArcTarcaTcarlccceaaccealiaccacea
3887865 +

droGri2|scaffold 15081:801890- | |ICGACGGTCATCCACACGECMCEGGCAAGCAGTGCAAGTGCGTAACA-—-AAGTGCCTAGE AL~ ———— i —— i —————————————— e iC -~ GCC—————-fA-——— A\ e T -~~~ - =~ VeI - DA AT AT N el NI T U e Ter N STk TN S e S B S N N TN BT S S Lol B e T NCR L TN e, i T e - — el N ey ey - — —— —— —— — - - — - Y- - --l--—-ficlecacarccecTecanMiTTTCl}- - -ArcTaacaTcanllccceaacccaaiiaclcacea
802110 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:17364867-17365039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:17364867-17365039
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32460.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:576723-576895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:18267197-18267369
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_425.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:8587866-8588031
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_401.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:16895123-16895288
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409528:449306-449472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302432:991025-991185
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415395:271892-272072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491006:507685-507853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779985:1003462-1003621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453829:1364555-1364737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302696:1335674-1335841
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:931379-931575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395920:35122-35313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:228616-228785
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_39:508452-508621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:1509874-1510103
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:3051823-3051880
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:3887624-3887865
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_665.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:801890-802110

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 32455/(3r:14862315-14862439 - | confident-exception | Canonical miRNA ||intron
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Show Alternate Folds H
Flybase annnotation
intron [3r_14856841_14864299 -1; utr5 [utrS_plus_10181]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553488 SRR553485 SRR553486
SRR618934 MO053
SRR902009 RT_0-2  M025 GSM343915 M024 Chicharo_ 3 SRR902008 Makindu_3
ATGTGTATCTATATATGTATCTATAAAGTGTCCAGAGTTGTCAAGCGTCAGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCCGCAAAATAATCAAAATACACCCCCACAACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCATCGAATTGAAGACATTGACCCAGTGATTAGTTATATTAA dsim w501 hours female day-old day-old
Read # Hit |Total testis ovaries eggs embryo embryo male body ovaries ovaries ovaries
R e L N A I N N 1)))) e )OI ) D)) D)) D)) ) ) ) ) ) ) ) ) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total body
................................................................. TGTTGCACGACGAGACAGTTGCTAR . + « e e v et e et et e et e ettt e ettt e e et e e et e e e et e e et e e et et e e e et e e et e e et et e et e e e e et e e et e e et e e e e e e 250 1 2.00 2 0 2 0 0 0 0 0 0 0 0
................................................................................................................................... a:Neh-Yohio9:-Nelod e o o o] el i e i i PO 3 A 1 1.00 1 0 0 0 0 0 0 0 1 0 0
................................................................................................................................................................... TCGGGATCTTGACAACGACGCCAT « v e vt e e ieteeeeeeaeaenenanaenennans 24 0 1 1.00 1 0 0 0 0 0 0 0 0 1 0
..................................................................................................................................................................................... CGCCATCGAATTGAAGAC . ¢ o e v e eeeeeeaennenaeaa 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0 0
........................................................................................................................................... AGCTGTCTCTCGT TGTTTTCGAT ¢ « « v v e e e e e et et et e e et e e et e et et te et te et eaeeaeneeaaa 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0 0
................................................................. TGTTGCACGACGAGACAGTTG « « ¢« « e e e et et et a e e e a e e e et e e et e e et et e e et e e a e e e e e e et et e e et e e e e e e et e e et e e e e e ae et ae et eeeneaaeneeaenaeaenaeneeaenneaen. 2l 0 1 1.00 1 0 0 0 0 1 0 0 0 0 0
........................................... Xelofeli o). Nl el -Ney N Lok o cle] e i P3SN O 1 1.00 1 0 0 0 1 0 0 0 0 0 0
................................................................. TGT T GCACGACGAGACAGTT . « « v et et ettt e et et e e et et e e e et e e et et et e e e e e e e et e 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 et 200 1 1.00 1 0 1 0 0 0 0 0 0 0 0
.......................................................................................................................................................................... CTTGACAACGACGCCATCGA . « v vt et e e e e eneneenaeanaeanaeaas 20 0 1 1.00 1 0 0 0 0 0 0 1 0 0 0
Anti-sense strand reads
SRR553488 SRR553487 SRR553485 SRR553486
M053 SRR618934
RT_0-2 NRT_0-2 Chicharo_3 Makindu_3
TACACATAGATATATACATAGATATTTCACAGGTCTCAACAGTTCGCAGTCACTCTAGAGCCCAAACAACGTGCTGCTCTGTCAACGATTTGGGGGCGTTTTATTAGTTTTATGTGGGGGTGTTGGGGTAAATCATGAGTCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAACTGT TGCTGCGGTAGCTTAACTTCTGTAACTGGGTCACTAATCAATATAATT female hours dsim w501 hours day-old  day-old
Read # Hit |Total body |eggs ovaries eggs ovaries ovaries
Fekkdekddkokdkk ok koo kkdkkddkkdkkddkkdkkdkdkkdkrkk (OO COCe e COCCCC OO0l e e e e e e e e e e e e e e e e e e e e s, 1)))) e IO D) ) ) a D)) D)) ) ) ) ) ) ) ) ) ke ke kkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total
.................................................................................................................................................................. BB CCCTAGAACTGT TG . « o v e vttt e e e e e eeee e e eeeeeaeaeaeaa. 18 2 5 0.20 1 0 0 0 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[3r:14862265-14862489 -  |ldsi 32455|ATGTGTA---------- TCTAT-ATA-—-—-—- TGTAT-—————=———————————————————— CTATA---—-—-—-—————- AA------ GTGTCCAG--—-—-—-—-~— AGTT---GT——————————————————————— CAAGCGTC-AGTGAGATCTCGGGT TIGTTGCACGACGAGACAGTTGC TAAAC——CCC —— — = == — = = = = = = = = - = o o - GCAAAA---TAATCAA--————————————~— AA--TACACCCCCACAACCCCATTES=AGTACTCACCTETCTCTCCTTGTTTTCGATTTCGGGATCTTGACAACGACGC-———— CATCGA----—-—- ATTGAAGACATTG-—-—-- ACCCAG--—--—-——-—-—- T--GATTA--—-- GTTAT----- ATTAR
droSec?2|lscaffold 0:15728309- dse 1842 |[ATGTGTA--------—- TCTAT-ATA-—-——-— TGTAT—————————————————————————— CTATA--——-————-————- AA-—--—- GTGTCCAG----—--—-—- AGTT---GT--————————————————————— CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGT TG T AAAC-—C Ol C——— = === — = =~ = =~ = o~ o o o~ GCAAAA-—-TAATCAA-————-————————— AA--TACACCCCCACAACCCCATTHS=AGCTACTCACCTETCTCTCCTTCTTTECGATTTCGGGATCTTGACAACGACGC-———— CATCGA----—-—- ATTGAAGACATTG-—-—-- ACCCAG--—--—-——-—-—- T--GATTA--—-- GTTAT----- ATTAA
15728533 -
|dn3 lchr3R:6216925-6217149 + |dme 373 |[ATGTGTA---------—- TCTAT-ATA-—-—-—- TGTAT-—-————————————————————— CTATA---—-—-—-—————- AA------ GTGTCCAG--—-——-—-—-~— AGTT---GT——————————————————————— CAAGCGTC-AGTRAGATCTCGGGT TIGTTGCACGACGAGACAGTTGCTAAAC——CCC ——— = == — = = = = = = = = — = = o o GCAAAA---TAATCAA--————————————— AA--TACACCCCCACAARNCECAT TS AFACTCACCTCTCTCTCCTTCT T HCGATTTCGGGATCTTGACAACGACGC-———- CATCGA-—--—--- ATTGAAGACATTG-——-—-- ACCCAG--—=--—=-—=-—-—-= T--GATTA--—-- GTEAT----- ATTAR|
droEre2|scaffold 4770:15403301- |[lder 1519 |ATGTGTA---------- o N A T G T A T C T ey CTATA---—-—-—-—————- AA------ GTGTCCAG--—-—-—-—-~— AGTT---GT--————————————————————— CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC--ClecC-[f8-—-—————— - - — - GCAAAA---[dAATHAA-—————————————— anl¥racacccclgcaaccecaT TESSACEACTCACCTETCTCTCETTGTITHCGATT TCGGGATCTTGACAACGACGC-———- CATCGA-----—-—- ATTGAAGACATTG--—-—- ACCCAG---—-—-—-—-——-— T--GATTA--—-- GTEAT----- ATTAA
15403535 -
ldroyak3|[3R:10242680-10242915 + |ldva 1794 |aTGTGTA NIV XFNXETAT-ATA-——-——- TGTAT—————————————————————————— CTATA--——-—————————- AR-—--—- GTGTCCAG----—--—-—- AGTT---GT--————————————————————— CAAGCGTC-AGTGAGATCTCGGGT TIGTTGCACCACCGAGACAGT TGCTAAAC-—CCCC— - - - — - m oo GCAAAA--—[@AATCAA-—-—--————————- AA--TACACCCCCACAACCCCATTE==ACTACTCACCTETCTCTCCTTCTTTTCGATTTCGGGATCTTGACAACGACGC-———— CATCGA--—--—-—- ATTGAAGACATTG-—-—-- ACCCAG--—--—-—--—-—- T--GATTA----- GTEAT---—-- ATTAR|
droEugl|scf7180000409692:687963— ATGTGTA--—-—--—-- TCTAT--—————— = — I CTAT@---—-—-———————- AA--—--- GTGTCCAG--—-—-——-—- AGTT---GT--—-—-——=——————————————— CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAA--CccCcC-[ohdgy-—--fg-—-—-—-—-————— -~ NI ——————-[¥\an - -IeAn AR - - - - e - TACACCMCACAACCCCAT TE==ANFACTCACCTCTCTCTCETTCT T TT CGATT TCGGGATCTTGACAACGACG-—- -~ TINWea I\ CETTTGATCIVNSNG CCllcEEEEE ACCCAG---—-—-——-———- T--GATTA--—-- GTEAT----- ATTHA
688195 +
droBialllsc£7180000302402:8304620- ATGTGTg---------- BT -ATE-——-—-- TGTAT—————————————————————————— CTATM@--—----—--—--—- AA-—---- GTGTCCAG----—--—-—- AGTT---GT--———=—————————————————— CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACCACGAGACAGTTGCTAAA--cCCC-[epfeleerNe - — -~ — - — - - — - — - - oo GERI A C AR A YN A 1 2 C - - — - an--faclcilcccacaaccecaTTi== AL ACTCAGCTETCTCTCETTCTTITCGATTTCGGGATCTTGACAACGACGC-——— - cijTcea- - -dgdecAAGACReTG- - - -~ - ACCCAG--—--=—-—=-—-—- T--GATTA----- GTlgaT----- ATTEA
8304856 +
droTakl|scf7180000415380:1425635- ATGTGTA--—-—--—-- TCTAT--—————— = — I CTAT@---—-—-———————- AA---—--- GTGTCCAG--—-—-——-—- AGTT---GT--—-—-——=——————————————— CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAE--cccec--f8--—--------—- - AN G A A C- - — - AnNdTACACCCACAACCCCAT TS ANFACTCACCTCTCTCTCETTCT T T T CGATT TCGGGATCTTGACAACGACGC-—-—— CATCGA-- - RIET GAAGACHETG-—---- ACCCAG---—-—-——-—-—- T--GATTA--—-- GTEAT----- ATTHA
1425858 -
droFElel|scf7180000490995:524589- ATGTGTA--—-—-——-- TC - —————- i~ — = === === =——————————————— BTATE------—-—-————- AA--—--- GTGTCCAG--——-—-——-—- AGTT---GT—-———-=—==—————————————— CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGC T AA A~ — CC O — = — = == — = = = = = o o oo o - A NN R A - — - —— —————————— AA--TACACCHMCACAACCCCATTE==AMACTCACCTCTCTCTCETTCTTTTICGATTTCGGGATCTTGACAACGACGC-———~ NeTCCA-—-—-—-- WercancACETG------ ACCCAG-—-———-——=————~ T--GATTALEENGTEAT - —- - AT
524803 -
droRhol|lscf7180000777158:35501~ ATGTGTA--—-——-——- TCl - —————— i~~~ — === —=—=——————————————— BrATE-------—-———-—- AA-—--—- GTGTCCAG--—=-——=-———-— AGTT---GT-=-——=——==——=—————————————— CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACGACGAGACAGTTGC TAA AR~ — CCC C—— = — = — == = — —— —— — o o o - R e NN R A — — - — - — - — - —————— AA--TACACC|IMCACAACCCCAT TE==ANFACTCACCTCTCTCTCETTCTTTT CGATT TCGGGATCTTGACAACGACGC-—-—— CATCGA--—-——-—- Wercarcacerc------ ACCCAG--——=-——=-—————-~ T--GATRA----- GTEAT----- PACIITEY
35710 -
droFicl|scf7180000453800:2293368~ ATGTGTA--—-—-——-- TC - —————- i~ — = === === =——————————————— BTATE------—-———-——- AA--—--- GTGTCCAG--——-—-——-—- AGTT---GT—=-—=——-=—==——=————————————— CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAAC—-CClC—d8-———————— - —— oo AN G A 2 A C - - - - R aA--TACACCCicafaaccccaTTE= =AM ACTCAINCTETCTCTCETTGT T T TCGATT TCGGGATCT TGACAACGACGC-———- AaTCGA---—-—-- WrrcarcACEETG------ ACCCAG-—-———-——=————~ T--GATTA--—-- GTEAT----- ATTHA
2293580 +
droKik1|lscf7180000302475:1404666- el -—----—-- e ATfg---—-—- TGTAT-—————=——————————————————— cErded---—-—-————-——- AA-—--—- GTGTCCAG--—=-——=-———-— AGTT---GT-=-——=——==——=————————————— CAAGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAEC--ccchy-[e-Iee- - — - — - - — - - - e~ NV YRR~ L VYRS NI VI X I N 2 - - TachiccccRecaaccccaT TS A NFACTCACGCTETCTCTCETTCT I T ECGAT TTCGGGATC TTGCAACGACGC - - - —- CE\CIXTY- - - -"FX LTI A A cACHeTG------ ACCCAG--——=-——=——————-~ T--GATTA--—-- GT[eRyT----- ATTHA
1404904 +
droAna3|scaffold 13340:938685- dan 4037 [ATGTGTA---------- CcrigaTE-—----- TGTAT - - - [N L] — ——————————— - —— A CAGAT A R Cl EhE ST - - e~ — feT-—-GT——— -~ cldAGCGEc-AGTGAGATCTCGGGTTIGT TGCACGACGAGACAGTTGCTAAAC--CClc-[oy--—---§---- - - - - - - = - - - GGGGAGCCCREEEEE Gl A YN A VYT XS NV e - - - - e - chlmcccalen Al e TN = = AT \F AClElCAGCTETCTCTCE T T T T T HCGATT TCGGGATCTTGHCAACCECGCIM- - -CATCGA- - — - —— -~ N T e — — — — — = G-—-— - T--GATTH--—-- ErTfjr----- ciliicG
938923 +
droBipl|lscf7180000394085:58809- ATGTGTA--—-——-——- TCEne- - —-—-—- - — - e~ A GA TR - — - - BeEelecTGTCCAG-— -~ -~ - - - - CCRT---GT--—-——————— - CAAGCGTC-AGTGAGATCTCGGGTTTIGTTGCACGACGAGACAGTTGCTAAEC--cljcc—-[8-----fg------—-—————-— - GGGGAGGREIGEEEE cienng--ternllcnfd-- - - - - —-—-—-——- ofs- -[ea cilmcccalda AN YeRe T T g \F ACECACCTETCTCTCET TET T T T CGAT T TCGGGATCT TGICAACGECGC-—- -~ Barclnfd------- e C A T TR ----- ARcErG--- - - E--caTTA----- - - - - - --——-
59016 -
dp5 l2:7251726-7252027 - ldps 3825 |[aTRrrA------——-—- T@TAT-ATA-—-—--- GG TG TGTGCGAGAGAGTGTACGAGAGT AN Ha-—---—- A - ---—--——- AGTT---pT®------—-— - - S T/elel TNl NI Ndeldelelelel el Licle Nele el N NI Nehhlelohic CEl\G R A dlele A CCR T C T T TCCCAGCAGACGCCATTGTGATGATGT TGT TGATGATGATGATGAGGAGGAGGRRAGAGAA - - - —- - EEE -------FccaceaccackEEEG-BG--—----—- i~k i e N A ACC TE T CTCTCET TCT T T CGAT TTCGGGATCT TGCAACGACGC--——— caTpnfg------- -----—--[FNifecancca- - - - - -EREEEEEEE. &--—-ri¥ecallra----- g¥ar---—- ATEEA
droPer2|scaffold 0:1112328- dpe 2479 (AaTEATRTA---------- TITAT-ATA-—-—-—- el GG TREIG T GCGAGAGAGTGTACGAGAGT AINNICEEEEEEE HA------ RrETiAG-- - - -—-———- AGTT---fT8-—-—-———— - CAlGCGTC-AGTGAGATCTCGGGT TIGTTCCACGACCAGACAGTTCCT™eAE- -tc c CiNels - leh ki TeleleT NeTel Xel NeleTeleT N S e IeF - —— —— - GTTGATGATGATGATGAGGAGGAGGRRAGAGAA------EE -------BGGAGGAGGAGEEEEG-BG-—-—----- i~ T Tl N A CleCACC TETCTCTCETTC T T T T CGAT T TCGGGATC TTGRCAACGACGC————— CATHAE------- - - — - — - - -[INETEGAACCA - - - - - - EEEEEEE &-—- -Gl TA--—-- CGAINEEEE ATEA‘
1112621 -
droWil2|scf2 1100000004902:91563-||dwi 5414
91759 -
droVir3|scaffold 13047:936843- dvi 125
937029 -
droMo7j3|lscaffold 6540:4939653- dmo_129
4939874 -
droGri2|scaffold 14906:5355374- ||dgr 461 |(aTETETA
5355618 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862265-14862489
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862265-14862489
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728309-15728533
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1842.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6216925-6217149
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_373.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403301-15403535
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1519.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242680-10242915
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1794.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:687963-688195
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8304620-8304856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1425635-1425858
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524589-524803
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35501-35710
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293368-2293580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404666-1404904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938685-938923
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4037.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394085:58809-59016
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:7251726-7252027
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3825.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112328-1112621
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2479.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91563-91759
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:936843-937029
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_125.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4939653-4939874
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_129.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355374-5355618
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_461.html

ID:

dsi_32448

Coordinate:

31:15623185-15623349 - | candidate | Canonical miRNA ||CDS

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}

Legend: mature Star i3 g LR g g, mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position A & AS © | | |
Size Condition 15623400 15623300 15623200
Genomic Position
Hairpin partition -e- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
CDS [31 15623098 15623496 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553487 SRR553488
SRR618934 MO053
SRR902009 |GSM343915 SRR902008 M023 0001 NRT_ 0-2 SRR1275483 SRR1275487 M024 RT_0-2
GCAATACCAACACTAACACCAACACACAGTCCACAGCTGTGGGTGTGGTAGTGAGCAGTGCAGCGGGCGGAGGTGTTGGCGGCGGAGGAGGTGGGGGTGGCTCCCTTCCCGGTGGCACCGCCTCCTCATCCTCCGCCTCCGCCCACTCTGCGATAAAGGCTCGGATCTCTACATTGATTCATATATCCAGAACCACGCGTCCGGATTGTTAGAAGGCAAGACGTGACCTCGTCCGAAGATTCTCCATGGAGGGCGTGGGTGCCAG dsim w501 female hours hours
Read # Hit |Total testis embryo ovaries ovaries head Testis body |eggs Male Male male eggs
Kkkkkhkkhkkhkhhhhhhhkhhhhhhhhhhhhhhhhhhhhhhhhhhhhkhhkkhhhrrkrrrrrrrxx (L ((CCC COC CCCCCCCCCe e e COCCCECC e CCCCe a2 ) eI ) o)) ) i) ) ) L)) Jkkkkkkkkkkkkkkkkkkkkkhkkkkhkkkkhkkkkhhkkkhhkhkhhkhkhhkhkhhkhkhhkhkhhkhkhhkhhhkkhkkkhkkkkkkkkkkkkkkkkkkkk*kkk***k**x** gjze Mismatch Count Norm Total prepupae larvae body
.................................................................................. G A G G A GG T GGGGGT GG e v v v v et et e e e e o e o e o et et o e oo o e o e o e s o s o s oo oo oo oo oo oo s oo oo aeoeeesasasaeaeaeenssesasasaeaeesenssasaseeaseeessasaseseeaseseesesaseensesessesesesasaseseesesosesasesessesasaas 18 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0 0 0
.................................................................................................................... ACCGCC T CC T AT CC T G T e 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 e e e e eaeaeeeeeeeeeeeeeeeeneeeeeeeeeeeeeeeeeeeeeeeeeneeaeeeeeeeeeeeeeeeeeeeneneaeeeeeeeeeeneennaaaa22 0 1 2.00 2 0 1 0 0 1 0 0 0 0 0 0 0
............................................................................... CGO Gl G G A GG A GG T GGG GG e v v v v et e et e e e et e o e e e e e e e oo aa o oo o s o aseaeeseaseaeeseeseaseeeesenseeeeseeseaeeseeseeseeeeseaseaseseaseaseseeseaseseesenseeeeseeseeeeeeeseaseeeeseaseeseseaseaseseeseaseees 18 0 1 2.00 2 0 0 0 1 0 1 0 0 0 0 0 0
............................................................................................................................................................................................................................................. GATTCTCCATGGAGGGCGTGG....... 21 0 1 1.00 1 0 1 0 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488 |SRR553487 SRR553486 SRR553485
SRR618934
RT_0-2 NRT_ 0-2 SRR902009 Makindu_3 Chicharo_3 SRR902008 GSM343915
CGTTATGGTTGTGATTGTGGTTGTGTGTCAGGTGTCGACACCCACACCATCACTCGTCACGTCGCCCGCCTCCACAACCGCCGCCTCCTCCACCCCCACCGAGGGAAGGGCCACCGTGGCGGAGGAGTAGGAGGCGGAGGCGGGTGAGACGCTATTTCCGAGCCTAGAGATGTAACTAAGTATATAGGTCTTGGTGCGCAGGCCTAACAATCTTCCGTTCTGCACTGGAGCAGGCTTCTAAGAGGTACCTCCCGCACCCACGGTC hours hours dsim w501 day-old day-old
Read # Hit Total eggs eggs ovaries testis ovaries ovaries ovaries embryo
hkhkkkkhkkhkkkhkkhkhkkkhkhkkhkkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkhkkhkhkkhkhkhkkhkhkkhkhkhkkhkhkkhkhkhkhkhkkhkhkhkhkhkkhkhkhkhkhkkhkhkhkhkhkkhkhkhkhkhkkhkhkhkhkhkkhkhkkhkhkkhkkhkhkkhkkkhkhkkhkkkhkkkkkk ( ( . ( ( ( ( ( . ( ( (_ ( ( ( ( ( ( ( ( (_ .. ( ( ( ( ( ( ( (_ . ( ( ( ( e ) ) . ) ) .. ) ) ) ) ) ) ) ) ... ) ) ) ) ) ) ) ) ) . ) ) ) .. ) ) ) . ) ) . ) ) . hkhkkkkhkkhkkkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkkhkhkkhkkkhkkkhkkkkxkx size Mismatch Count Norm Total
....................... TG Gl A GG TG T G A C A . v v v v e e e e et e e e e e e e e e e e e a e ae e aeaeeeeeeeeeeaeaeaeeeeeeeeeeeeeeeeeeneeaeaeeeeeeeeeeeeeeeeneeaeaeeeeeeeeeeeeeeeeeeneaeeeeeeeeeeeeeeeeeeeeaeneeeeeeeeeeeeeeeeeeneeneeeeeeeeeeeeeeeeeeeeeeeneeaeeeeeeeeeeeeeeeeneeeaeaeeeeaeeeeenenennaaalT 0 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|[31:15623135-15623399 -

lasi_32448|ccanTaccanca

droSec?2lscaffold 0:8105349-8105580 |dse 141 GCAATACCAACA
|dm3 lchr31:16004417-16004648 - |ldme 398 [ccaaTaccaaca
droEre2fscaffold 4784:18248785- GCAATACCAACA
18249019 -
droYak3|vZ chr3L random 063:45313- GCAATACEAACA
45550 +
droEugl|sc£7180000409824:59378- GCAATACCAACA
59582 -
droBiallscf7180000302334:363840- Gcaafdaccaaca
364038 +
droTakl|lsc£7180000415815:285918- GCAATACCAACA
286113 -
droElel||sc£7180000491193:5187656~ scaaTAldcAnliA
5187872 +
droRhol|lscf7180000767651:14778~- CINACINGFNATE
14976 +
droFicl|[scf7180000454065:1302305- ecanEaccanpin N Yelen A callcaacagaca- - - T clAClEGC TG TGGGTGTGGTAGTGAGCAG
1302523 +
droKik1|sc£7180000301706:18088~- F\2aEacCcARCA-—-—-—-—-- Clae . Cldc A VAT A CleGC TG TGGGTGTGGTAGTGAGCAG GACAGG
18319 +
droAna3|scaffold 13337:11152549- CAAEAC —————————— e C 2 C A ¥T ClEn CldcC TGTGGGTGTGGTAGTGAGCE G- - - - - - TGCANCGGE GGG~ - — -~ — -~ =~ =~ === === —mm—mm - - - - - - -Tecleleilele TElE cAcldielea ClicEadecAlde. CanTiieAlleGiEeARE T pedIN\clecc------ c---a
11152741 +
droBipl|lsc£7180000396569:234458- CAAEAC —————————— e ecaC A ¥ T ClEACl8GC TG TGGGTGTGGTAGTGAGCEG-—--————- TGCANCGGEGEEGlECI e~ —— -~~~ == === === ——————m e - - - — - - — - — - -[Jelele cElENE cllifslc ciliiceadec Alde A A TilE Al GllsEAREEE T [eeei¥\clecc—----- c-—-a
234644 -
EE |XR_group8:8226765-8226942 +| [ESCC- - - - - - ——— it i 7 ifel - - - GAACINEC AGC TG TGGGTGTGGTAGT GAGCACHEIRTE - - - - itk C T GO TR - - ——— - - ——— -~~~ -~ ------—-- - - -EiaacETilecacccifica ey Fcalcc - - -FeileC AT s AEPACH- - - R AGCTGG

|droper2|lscaffold 40:417506-417683 +|

drowWil?2

scf2 1100000004837:1626531~-

1626681 -

drovir3

18573254 +

scaffold 13049:18573167-

droMoj3

12674083 -

scaffold 6680:12673927-

droGri2

19050272 +

scaffold 15110:19050236-

TccldcccaceTTeTccATGeARGG G TG TGCEsG
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crit.pairing

crit.tptop3

rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
crit.star 0
crit.loop
crit.mor
crit.half
crit.total

crit.top3

crit.uri
crit.back
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:15623135-15623399
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:15623135-15623399
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32448.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:8105349-8105580
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_141.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:16004417-16004648
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_398.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:18248785-18249019
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_063:45313-45550
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409824:59378-59582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302334:363840-364038
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415815:285918-286113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491193:5187656-5187872
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000767651:14778-14976
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454065:1302305-1302523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301706:18088-18319
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:11152549-11152741
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396569:234458-234644
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8226765-8226942
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:417506-417683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004837:1626531-1626681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:18573167-18573254
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:12673927-12674083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:19050236-19050272

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi_3245021:4769025-4769150 + | candidate | Canonical miRNA | CDS

Legend: mature star iR 1iE1ed LT 11081 mismatch in read

Predicted structure

I 5 Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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4,769,000 4,769,050 4,769,100 4,769,150 4,769,200 S ' I D I T O I | G he @ @
P >
Genomic Position 17 18 19 20 21 22 23 24 25 26 @ | | I |
Size Condition 4,769,000 4,769,050 4,769,100 4,769,150 4,769,200
Genomic Position
Hairpin partition -# Sense - Antisense Mature Star
Hairpin partition Mature Star
dsi_32450_annot [- 37.3]
Show Alternate Folds H
Flybase annnotation
CDS [21 4769018 4769784 +]; five prime UTR [21 4768954 4769017 +]; utr5 [utrS_plus_690]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553488 SRR553485 SRR553487
SRR618934 M053
M024 Makindu_3 RT_0-2  MO023 0002 Chicharo_3 GSM343915 NRT_0-2
TTGTTTATATATTCCGCCAAATTTCATCAATTGATGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAATCAACAACGTCTGCAACAGGTGCGACGCAACATGCGAGTGATGCCAAATCGAGTCCAAATCAACCTCAGGCC dsim w501 day-old hours female day-old hours
Read # Hit |Total ovaries male ovaries eggs head body Head ovaries embryo eggs
Ikkddkkkdkkkdkkkkokhdkokhdkokhdkokhdkokh ok dkkhdkokhdkokh ok dkkhdkokhdkokhdkokhdkkddkokddkkddkkddkkd (((((............ CCCCCCCCCCCEECeqC. (... .. 1)) I IO ) e Kkkkhkkhkhkhhkhhhkhhkhrkhhhkhkhhkhkkhrhkhhkhkkhrkkhhkhkkhkkkhkrkkhkkkkhkrkkkkkkhkkkkkkkkkkk**** gsize Mismatch Count Norm Total body
..................................................................................... N el o] eTol elelol ol V.NeT ok et ol clc TN 5 S O 1 3.00 3 1 0 0 1 0 1 0 0 0 0
.................................................................................................................................................................. GTCTGCAACAGGTGCGA t « v v et ot et en et e neneetaenseaeneneeaeneneeas 1T 0 4 2.25 9 9 0 0 0 0 0 0 0 0 0
...................................................................................................................... oF-Nelohiele el eteley-NeTofeT o7 il o N PR~ SN o 1 1.00 1 0 0 0 0 1 0 0 0 0 0
........... TTCCGCCARATTTCATCARTTGA . ¢« e e et ettt e ettt te e et et et et et et et et e e ettt e ettt e e e e et et et et e e e ettt e e e et e e e e e e e e e e e e e et e e et e e et e e e e e e e e e e e e et e e e e e e e e e e e e et 230 1 1.00 1 0 0 1 0 0 0 0 0 0 0
..................................................................................... N el o]elol elelol ol V.NeT ol et o) NeTe] ol PP I O 1 1.00 1 0 0 0 0 0 0 1 0 0 0
..................................................................................... N el ol eTo] elelol o).V NeTol et el el - R 5 B 1 1.00 1 0 0 0 0 0 0 0 1 0 0
.................................................................... i Nelofelel-Ner.V-NeT.V.Nelolelo. N i e o c NN PN~ BN 1 1.00 1 1 0 0 0 0 0 0 0 0 0
......................................................... TTCATCCGAGATAGCGGAGARGARGC . « « ¢ o e v vt et et e ee e e e et e e e e e e e e et ee e e e e e e e e e e e e e e e e e e e e e et e e e e e e e et e e e e e e e et e e e et e e e ee e eeaeneeaeaeneaaeaeneeaeaenae 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0 0
.................................................................. GATAGCGGAGARGAAGCGC « « + t e e e ettt ettt et et et et et et et e e e ettt e et e e e ettt e e e e e e e e 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 1 0 0 0 0 0 0 0 0
............................................................................ N N3 NeTole oyl e ole oL LN PR I AN 2 0.50 1 0 0 1 0 0 0 0 0 0 0
................................................................................................................................................................. CGTCTGCARCAGGTGC . ¢ v vt et e et ee et ee e e te e eneaeaeneeaeneneea 160 4 0.50 2 0 0 0 0 0 0 0 0 0 2
................................................................................................................................................................... TCTGCAACAGGTGCGA . « e v et e ea e e e eneeecaenenneaenenaeaenenneaanaa 16 0 4 0.50 2 2 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................. GTCTGCAACAGGTGC « & e v vt et ettt te et ee e e e eeeeaeneeaeaeneeaeaena. 15 0 4 0.25 1 1 0 0 0 0 0 0 0 0 0
................................................................................................................................................................... TCTGCAACAGGTGCG e « ¢ e v et e ea e e eeeneeeeaenenaeaenenneaenenneaenae 15 0 4 0.25 1 0 0 1 0 0 0 0 0 0 0
................................................................................................................................................................. CGTCTGCARCAGGTGCG e « v v vt e et te et ee e e e eeeeneneaenenaeaenenaea 1T 0 4 0.25 1 1 0 0 0 0 0 0 0 0 0
................................................................................................................................................................. CGTCTGCAACAGGTGCG. .« o v ittt i e i e e i e e i 181 5 0.20 1 1 0 0 0 0 0 0 0 0 0
.................................................................................................................................................................... CTGCAACAGGTGCGA « &« v vt ettt e e et e te e e taeneaeeaenenaeaenae. 15 0 6 0.17 1 1 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553487 SRR553486
SRR618934
M024 SRR902009 NRT_0-2  GSM343915 Makindu_3
AACAAATATATAAGGCGGTTTAAAGTAGTTAACTACAGCGTCGTACAGGTGAACGTCAAGTAGGCTCTATCGCCTCTTCTTCGCGTAACGCGACCGGTTCGACGTCCGGTTCTTCAGGGTCGACGACCGETCGCGTAGGCGTTGGTTACCTTTTAGTTGTTGCAGACGTTGTCCACGCTGCGTTGTACGCTCACTACGGTTTAGCTCAGGTTTAGTTGGAGTCCGG dsim w501 hours day-old
Read # Hit |Total ovaries |male testis eggs embryo ovaries
e ok ek ok ok ok e ok e ok ok ok ok ok ko ko ok ok sk ko ko ok ok ko ke ke ok sk ke ke ke ke ke (... ... ... O A D)) NN NI ) e Ihkkhkhkhkhhkhkhkhkhkhkhhhkhkkhhkhhhkhkhhkkkhrkhhhkhkkhhkkkhkhkkhkkkhkrkkhkkkkhkrkkkkkkkkkk*k*x*** gjize Mismatch Count Norm Total body
...................................................................................... V. NoleTofe) Nol ol c] e il olc T PR SN o 3 1.67 5 5 0 0 0 0 0
.................................................................................................................................................................................................... CGGTTTAGCTCAGGTTTAGTT......... 21 0 1 1.00 1 0 0 1 0 0 0
..................................................................................... iV NoleTofe) Nol ol elex: i Toc N PR SN 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................................. GCAGACGTTGTCCACGC e & v v et e et e et eee e eneteenenaeaenenneaenenaea 1T 0 4 0.50 2 2 0 0 0 0 0
.................................................................................................................................................................. CAGACGTTGTCCACG T « « v e et e et e ee e e e te e eee e ea e ianeneeaenenas 17T 0 4 0.50 2 2 0 0 0 0 0
................................................................................................................................................................. GCAGACGTTGTCCACGCT . + v vt e et te e et ee et te e eeaeaeneeaenenae.. 18 0 4 0.25 1 1 0 0 0 0 0
............................................... - (ehiey- 0N ole: o). V-Ne - PO o S 20 0.05 1 0 0 0 0 0 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[21:4768975-4769200 + |dsi_32450|TT----GTTTATATATTCCGCCAA---————- ATTTCATCAATTGA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGEGCCAAGCTGCAGGCCAAGAAGT CCCAGCTECTCECCACCCCATCCGCAACCAATGGAAAA-————~ TCAAC---AACGTC--—-—- TGCAACAGG---TGCGACGCAACATGCGA-—-——-—-———- GTGATGCCA---AATCGAGTCCAAATCAACCTCAGGCC |
ldrosec2|lscaffold 5:3042277-3042502 +|ldse 216 |TT----GTTTATATATTCCGCCAA----———- ATTTCATCAATTGA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCCHTCECCAAGCTGCAGGCCAAGAAGT CCORGCTECTCECCACCEEATECGCAACCAATGGAAAA-————- TCAAC---AACGTC—--—-- TGCHARNAGG---TGCGACGCAACATGCGA-—-——-—————- GTGATGCCA---AATCGATCCAAATCAACCHECAGGCC |
|dm3 lchror:4955540-4955765 + |dme 401 |rT----GTTTATATATTCCGCCAA-------- ATTTHATCAATTGA--TGTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGCTGGCCAANITGCAGGCCAAGARIITCCCAGCTECTEECCACCECAECCGCARCCAATGGAAAA-————- TCAAC---AACGTC-—-—-— TGCAACAGG---TGCGACGCAACATGCGA--—————————— A rcl\a - - -aarclalrccaaTcancclgcacaee |
droEre2|[scaffold 4929:5031991- TT----GTTTATARATTCCGCCAA--—-—-—- ATTTCETHAAT THA--TGTCGCAGCATGTCCACTTGCAGT TCATCCGARATAGCGGAGAAGAGCGCATTGCGCTGGCCAARITGCAGGCCAAGAAGECCEAGCTECTCECCACCECATC CINIAccArdcGARAR-—-——- Tcang---Emceilc--—--- TGCAACAGG---TGCH8CGCAgcATGC/de-—-—----—-—- R Tcld\a - - - afyTccddrccanrllcaacclgcacaee
5032213 +
ldrovak3|[2L:10571198-10571423 - |dya_1788 |TT----GTTTATATATTCCGCCAA-------- ATTTCETHAAT TGl--TGTCGCAGCATGTCCACTTGCAGT TCATCCGARNATAGCGGAGAAGAAINCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGT CCEAGCTECTEECCACCECATC CcAficcardcGARA-—-—-- TCAAC---AACGIC-—---- TGCAACAGG---TGCiJegACAACA A - - - - - ——————- GTRATGENR - - -afrcerllTccldanldcancclicacaec |
droEugl|{scf7180000409005:837236- ’E————GTTTATETATTCCGCCAA ———————— AT TTIeTRNA T TGlg-- TGTCGCAGCATGTCCACTTGCAGTTCATCCGARATAGCGGAGAAGAAGCGCATTCCTGECHAAGCTGCARNGCCAAGAAGT AT NCTCLICHASCINC AT\ ciccanTGeAR AR - - — - —- IOINCAATCCINATGAZEEEEE T\eAcAl)G---T6geallccancallclye- - - ---—--- caaTcgn - - -aeciaidrccanailcaaccldcacaely
837462 +
droBialllscf7180000302188:1539555- TT-[eRiG T T T/Elegy TAT TCCGCCAA———————— ATTTCET/EAAT T8 - TGTCGCAGCATGTCCACTTGCAGT TCETCCGARNATAGCGGAGAANAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGT CCCACCTCCTCCCCACLICCATC R C el AAAE - — - —— - TCAlgc---[d8cciE)------tcaacallc---Teccldiccaacallcifda - - - - — - - - -—-- D\ rcl\n - - - Aldrccal¥ccaaTiaacclgcacaee
1539777 +
droTakl|[scf7180000415705:273650- T————GTTTETTCCGCCAAMATTcTCAATTGE——TGTCGCAGCATGTCCACTTGCAGTTCTcGAQATAGCGGAGAAGAAECGCATTGcGcTGGCCAAGCTGCAGGCCAAGAAGTCCCAGETGCTGGCCAGGCATc=cGGAAA —————— Tclac---deceilc------ TGCAAC AL G- - — T e — — — = = = = = = = = = Eery, - - - Apdec GARTCCgaATCARCCECAGGCC
273856 +
droElell|[scf7180000491046:2622796— F————GTTTATETATTCCGCCAA ———————— ATTTCETHAAT TR T GTIGCAGCATGTCCACMTGCAGT TCATCCGARATAGCGGAINAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGT CCCALNCTECTCCCCACI N CAT C R CEecGAAAE - — - — - - TCApC---fdacifeciids- - -[decaacal¥Y- - - Teccfdlccancallcide - - - - —- - - -—-- TN - - - AlfeccacTecldaaTcaACClEclGaeC
2623018 +
droRhol|sc£7180000779695:7627-7849 +| |BR----crrrarfrarcececan-------- ATTTCETHAAT TGRSR TEN T CGCAGCATGTCCACTTGCAGTTClETCCGAATAGCGGAGAAGAAGCGCHTTECECTEECCAAGCTCCANGCCAAGAAGT CCEANCTNCTCECCAINCCCATCRRREE - 1[leccAnAle--—-—- TcapC---[daciNechlds- - - T AldcAl¥Y- - - TeccfdccancaAl\ e - - - —-—--—-- BTN - - -AlfeccacTecfdaaTcanccleciiceec
droFicl|(scf7180000453842:1297058— F————GTTTA@ATTCCGCCAA ———————— ATTTCETHAA T/ - -BGTCGCAGCATGTCRMC TTGCAGT TClgTClGARA THGCGGAGAAGAAGCGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCLACKHTCCTNCCCACCLICA R - 7 eccAnAlg-- - - -- irac---EacclE)------Tecancal¥Y---rcccdccancallchifle- - - - - ------- A TINENe - - - AT cclgaaTcaaccicalleec
1297272 -
droKik1|lscf7180000302271:69295-69527 T TG T T THTATHT TCCGCCAA—-—————- ATTTCETCINEM- - TeTCcoccaTeTccaciirceacTlgcleTcCGAGATHGCGGAGAAGAAGCGCAT TGCHCTGRCCAAGCTGCAGGCCAAGAAGT CCEACCHECINCCCCACLICLY S TGGCeGGccaGeCe- - - SREEGINeE A TREEEEE Tldcaacacclgaeccgccancallcilde- - —----—--- acacifecalccciT e TA NS CINNT NN /s NElelele
+
droAna3l|lscaffold 12943:2696398- ’E————GTTTATHTATTCCGCCAA ———————— ANl TRANT ToANS NG c A A ToTCiECETGeacTEC i ccARA TG ceeaGAAGAARCGCATTECIIC TGGCCAAGCTGCAGGClEA AGA AGE CEe ARG T N G Tl e R - G 2. A 2 Aol .XeleTe| ek - - —[dn cl¥Ne- - - - - - TGCAACARG---Tclc\ccarnXeccld- - - - - --—-—-- - - 2lN- ACAIEEENT G T/ A C TR CEVNIG TG Hea SINEE T
2696609 +
droBipl|scf7180000396535:2094224— TT----GTTTATTATTCCGCCAA-—-————- AN CErRANT TeARINY S cA A T TcifecETceacTEcccoala TG CBcaGAAGAARNCGCATTECINC TINGCCAAGC TICAGG ClEA AGA A G CINCACC TS C T C eI Cle At NG C A i  fofel - — — - — - Tclgyc---fdaci¥c------ Tldcaacalle---Tecc@ccanaXecldn - — - — - - ———-—- - caly- -SRI T G /A c TECINNIG TG/ SN /e
2094437 +
EE l4_group4:1471206-1471364 + || [T - ———————— - - e — — e i TcTceacT TGA CENREcic A A TAGCG A A A AGCoC BT e T CECCAAGCTGC ARG CC A A A A G T C e A C T S G C A NG C ety  — — — — — - - -fAGE SN A AN - SccclccancallciNg- - - —--—--—-- D - - A RYT C Cledifelelc /e chfelelslelich |
ldroper2|lscaffold 10:473217-473369 + || - - - ———— -~ - e - - . I~ T GT CCACTTGHA G NNeCHGARNA TAGCRGAIAAGAAGCGC/EYTCCTCECCAAGCTGCAING CCAAA AGT CL A G T GG A e — — — — — — - - - WAGE el c 2 AR - - -[deccfdlccancrlciNe- - - - - —-—-—-- --—-—-—--EE - - -MaalidécTcc\cETceCccTTA |
droWil2|scf2 1100000004585:1582237— ’i————m ———————— . AT TR - - TG THCIaNAA TG TCldecrccacTgcicEcaAlaTacccailarcaldccocATTECTING CCAANC TG CALNG CCnAG A A G C CO A N T O Tt  L\C 2 b C il ¥\n N - — — - — - Ecafic---iecldgc-—----- TR CAACAGG— - — T C i g — — — — = = = = == == - ———— B - — - - - - —-—GGC§INGETcACCHE
1582389 -
drovir3|lscaffold 13246:1175575- TR - A TATECHc A A - - — - — - —- W TEXeA TiiA Al TINE - -[EcicREfdcaTc Te e e A cifeccGAGATAGCHGAGAAGIENCGCATTECLAC TEECCAAGCTCCAGEClEA Al A A G Co A e e C E A T N N N Al et — — — — — — - - - — - — - — - -[SFNNT\~ R T CF - e Gi G C Al T GGGCGCCAAGTCGY- - - - - - - BRI - - - — - — - - — - CINXIINNCTIS T - - A8
1175756 -
droMoj3|lscaffold 6500:4738876= F————m ———————— ;5 SEEAGTCHERCACRRCATEING R TR C LR N CERA AP LRI IR T REEIA A AR S IAACARCALIEEGTAAATIE - ———— AINICACIENY - Sebal e i GEC - CER IS A e T ClA R - CGIARERITTGGGCERA
4739013 +
droGri2|lscaffold 15252:16053753- F----m -------- - __J§- - [SEEEAc TR c AR C RTINS RN AN co TRER MR IR AR T RIS R A R c AR A S A - R e~ kel -~~~ - cEcCCRNNSNA AT TRt XNa G Cia - - - anlScplgeiTiicaAA TRRIARNTHENGCE
16053879 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:4768975-4769200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:4768975-4769200
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32450.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3042277-3042502
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_216.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:4955540-4955765
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_401.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5031991-5032213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:10571198-10571423
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1788.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409005:837236-837462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:1539555-1539777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415705:273650-273856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:2622796-2623018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779695:7627-7849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:1297058-1297272
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302271:69295-69527
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:2696398-2696609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396535:2094224-2094437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:1471206-1471364
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:473217-473369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:1582237-1582389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13246:1175575-1175756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:4738876-4739013
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:16053753-16053879
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Show Alternate Folds H
Flybase annnotation
utrS [utrS_minus_10449]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553486 SRR553488 SRR553485 SRR553487
SRR618934
Makindu 3 RT 0-2  M024 Chicharo 3 SRR902008 SRR902009 NRT 0-2 MO023
CCAGCTAGACGAAAACAATAACAATAGTAATACTATTCGAAGTTACTAATACTAATCAATAGGCAGCAGGCTTTTCGTTTGTGTGTGCCTGCTCCCTCTCGCGTATAGTATATACCCATGTGCCAGAGAGAGCAAGCCGAAAACGAAAAGAGAGCGAGAGTCGGGCGAAGGAAAAAAATATCGCCACAGTTGCCGTATGCCGCCTTCGTCGTCGGTTGCAAAAGAT dsim w501 day-old hours day-old hours
Read # Hit [Total ovaries ovaries eggs male ovaries ovaries testis eggs head
hhkkkhkhhkhkhhkhkhhkhkhhhkhhhkhhhkhhhkhhkhkhhkhkkhkkkkkk CCo e o COCCCCCCCCe e e O e OO CCCCe O e e )) ) I oI ol oI ) ) ) ) ) ekeckdeskdesk ek dek ek kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk****** gsjze Mismatch Count Norm Total body
...................................................................................................................... TGTGCCAGAGAGAGCARGCCGA : &« v v v et et et et et et e et et e et et et et e et et et e e e e e e e et et ettt 220 1 2.00 2 0 1 0 0 1 0 0 0 0
....................................................... 00V NeTeloy NeToF-NeTeT ok i i1l o] e PR~ BN 1 1.00 1 1 0 0 0 0 0 0 0 0
....................................................................... T e el el o7 o PR - N ¢! 1 1.00 1 1 0 0 0 0 0 0 0 0
........................................................................................................................ TGCCAGAGAGAGCAAGCCGARA . & ¢ o v et et et et et e e e e e e et et et et et e e e e et et et e e e te e e s eaeeeteeaaaaaanenenenaeas 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0
.................................................................................................................................................. AAAGAGAGCGAGAGTCGGGCG. « o v vt it ittt it ettt e et e et e 221 1 1.00 1 0 0 0 0 0 0 1 0 0
........................................................................................................................................................................................ CACAGTTGCCGTATGCCG . + v v e e eeeenenenenneas 18 0 1 1.00 1 0 0 0 1 0 0 0 0 0
......................................................................................................... TAGTATATACCCATGTGCCAGAGAG . « « « v e v et et et e e e et e e e et et et et e e e e e ettt e et et et et et e et et ettt e e et et ettt ettt 250 1 1.00 1 1 0 0 0 0 0 0 0 0
...................................................................................................................... TGTGCCAGAGAGAGCARGCCG . « « v« v e et et et e e e e e e e e et e e et et et e e e e e e e e et e e et e e te e e e et e tataaaeneaeaaee. 2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0
.......................................................................................................................................... GAAAACGAAAAGAGAGCGAGAGTCGGGC + « v v vt et et et e e e e e e e e e et e e e e e e e e e eeeeaeaeaeaeaanan. 28 0 1 1.00 1 0 0 0 0 0 1 0 0 0
...................................................................................................................................................................................................... GCCGCCTTCGTCGTCGGTTGCAARAG. . 26 O 1 1.00 1 0 1 0 0 0 0 0 0 0
.............................................................................................................................. -Xe7:NeT-Xe1 00 Ve ol o] 7V NP S s - B 20 0.05 1 0 1 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553488
SRR902009 M023 SRR902008 GSM343915 RT_0-2
GGTCGATCTGCTTTTGTTATTGTTATCATTATGATAAGCTTCAATGATTATGATTAGTTATCCGTCGTCCGAAAAGCAAACACACACGGACGAGGGAGAGCGCATATCATATATGGGTACACGGTCTCTCTCGTTCGGCTTTTGCTTTTCTCTCGCTCTCAGCCCGCTTCCTTTTTTTATAGCGGTGTCAACGGCATACGGCGGAAGCAGCAGCCAACGTTTTCTA hours
Read # Hit |Total testis head ovaries embryo eggs
R R CCo o e COCCCCCCCCe e e O e e e e ) ) o oI oI o)D) ) ) o) ) hekekkkk ek kkkkkkkkkkkkkkkkkkkkkkkkkkk***x** gjze Mismatch Count Norm Total
................................................................................................................................................................................. TATAGCGGTGTCAACGGCATA . « ot vt e e eeeeieeaeeanenenne. 210 1 1.00 1 1
..................................................................................................................................................................................... GCGGTGTCAACGGCATACGGCG . v v v v v e e veeennnnannas 22 0 1 1.00 1 1
......................................................................................................................... ofeTeliloh ok ok o e il o el ol P20 B 1 1.00 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[3r:22831728-22831953 -  |ldsi 32449|CCAG---——------- CTAGACGAA-—-—-——-—~ AACAATAACAATAGTAATACT--A---TTCG-AAGTTACTAATACTAATCAATAG-~GCAGCAGCCTTITCE-~———— == TTTGTGTGT--GCCTGCT----CC-~CTC—-—=—-~ TCGCGT---ATAGTATATACC----CATGTGCCA-—= G- A=—————————— = - — - G--AGAGC------ AAGCCGAAAACGAA - ——— === === === ===~ AA-—————————————— GAGA--GCGAGAGTCG--GGC--—-—-—-—~- GAAGGAAAAAA--ATAT-—-—-- CGCCACAGTT-GCCGT------ ATGCCGCCTTC-GTCGTCGGTT----GCAAAAGAT)
[arosec2|scaffold 22:40478-40703 —Jdse 167 |clAG------------ CTAGACGAA-—-—-——-—- AACAATAACAATAGTAATACT--A---TTCG-AAGTTACTAATACTAACAATAG==CCACCACCCTTTTCC-—~——======== TTTGTGTGT--GCCTGCT----CC-—-CTC—-———-~ TCGCGT---ATAGTATATACC--—-CATGTGCCA -~ =~ G- A= -~ ===~ — - - - G--AGAGC------ AAGCCGAAAACGAA - ———=—— === === === AA-———————————— GAGA--GCGAGAGTCG--GGC-——-—-—-—~- GAAGGAAAAAA--ATAT-—-—--— CGCCACAGTT-GCCGT------ ATGCCGCCTTC-GTCGTCGGTT----GCAAAAGAT|
|dm3 lchr3r:23406959-23407185 —Jdme 400 |@caG------------ CTAGARMGAA-—-—-———- AACAATAACAATAGTAATACT--A---TTCG-AAGT[ACTAATACTAATCAATHG-~CINeCCACCCTTITCC-~——————=—=== TTTGTGTGT--GCCTGCT----CC-—-CTC—-———-- TCGCGT---ATAGTATATACC----CATGTGCCA -~ == G- A= ———— -~ = - - - o - G--AGAGC------ AAGCCGAAAACGAA - ————— === === ———— AA-———-—————m—m o GAGAEGCGAGAGTCG--Glc-—-—--—-—- GAAGGAAAAAA--ATAT-—-—--— CGCCACAGTT-GCCGT------ ATGCCGCCTTC-GTCGTCGGTT-—--GCAAAAGAT]
droEre2|scaffold 4820:4630700- der 1529 |WCAG-—------————- circallcEr----—--—-- AACAATAACAATAGTHATANT--A---TTCl8-AAGTRACAATACT ANVARTAG= IV ACINECE T T T~ == == ==—==== TTTGTGEGT--GCCTGCT----CC—-CTC--—-—- TCGCGT---ATAGTATATAC---—CATGTGC A -~ — =G~ A ——m—mm oo G--AGAGC------ A AGCCGAN P — — o o - AA-———————m—mm——m—— oo GAGA--GCGAGAGTCG--GGC-—-——————~— GAAGGAAAAAA--ATAT-——-—- CGCCACAGTT-GCCGT---—-- ATGCCGCCTTC-GTCGTCGGTT----GCAAAAGAT
4630918 +
ldrovak3|[3R:23081019-23081237 + | [T e ——— clrcallean-----—-—- AACAATAACAWTAGTAATANT--A---TTCR-AAGTRACEAATACT/EAATAR- TV AGCACCCTTT TN - -~ —————————~- TTTGTGTGT--GCCTGCT----CC—-CTC——-——~ TCGCGT---ATAGTATATACK----CATGTGC A — =~ G — Am——mm o m oo G--AGAGC------ N e N - - - — - - EE e AA———————mm—mm————— o GAGA--GCGAGAGTCG--GGC—-——-——-—~— GAAGGAAAAAA--ATAT-———-—- CGCCACAGTT-GCCGT--—--- ATGCCGCCTTC-GTCGTCGGTT----GCAAAAGAT|
droEugl|lscf7180000409770:888857- CCAl----—-----—-- SCING\a » - -BEEIA GACACINATINNENNCG T T AINEGIAG A A LY i T C R el - NGl - - - - - - Tj{TCTTT----- GGCRATT TR - ———————————- TTTGTGTGT- -GSy TEC T/hfelichTNic T ciNee T cCGT---ATAGTATATACE----cAaTGTGC N - G--A- - - -~ - - - - - F-----—- - — —— e — — — = = = = == == === — AA-——————mm—mm——m oo GAGA--GCGAGAGTCG--GGC——-——-———~— GAAGGAAAAAA--ATAT-——-—- CGCCACAGTT-GCCGT---—-- ATGCCGCCTTC-GTCGTCGGT T/l el{GCAAAAGAT
889076 -
droBial|scf7180000302075:1520915- T TG clecr@an-- -GN — - AACAATAACAATAGEEARRET - - A- - -[ETHG- B G TR A CT T e T e — e~ ——————————- i - — i CXe - - - ~IXe- —cléc—----- TCGCGT---ATAGTATATACR----cATGTGCANN--G--A-- - - G- EGc/- - - -EEEEE et — — = = = = = == === === mmm—— o~ Br————mm - GAGA- -Gl CG—-GGC -~ === =———~- cancgAAARANNIAT/T-—-—-- cldccacac@r-cceor------ ATGCCGCCTTC-GTCCT R — — -~
1521075 +
droTakl|scf7180000413872:284259~ [ T T —— TCINIAT T - - BT A GAREEFVNF VNI NNFYNFNE I A CIEEF R T CREVNE - AGIACH - - - - - @V \aTcTCT- - -BCleT- - - - - -ATTTGTATEE GE- - G/CielNeliEE - - GGlEA GREEEA GEEIeA TREEEE TCGCGT---ATAGTATATAC----CATGTGCRAN--G--A- - - - - F-----—- ci¥\acace------ AEGCC O N P — — - — — - o - R — GAGA- -Gl - — HC - —=—=—===-~ GAAWGAAAAAA--ATAT--—-—— CGCCACAGTT-GCCGT-----— ATGCCGCCTTC-GTCGTCGGTT/g-[GNCEAAAAGAT
284469 -
droElell|lscf7180000491261:1896646- o — TCINEET A - - BEEIA G CREEYNNFVNUNNTNYUNe ci\a caca TN cAcCiT/eRINNeC - TRIACH - - - - - - TiiTcTCT----- GG - - - - - —————- TTTGTGTGT--ClpTGCE----fe--fyrc—----- TcilcGr---aTaGTATATACY----CATGTCE AN -G--A- - - - - G--AGAGC------ AAGCCGA N P — — — o o AA———————mm—mm————— o GAGA--GCRAGAGTCG--GGC------—--- GAAGGAAAAAA-PATAT-—-—-- cofjcacaldTT-cceoT------ ATGCCGCCTT[g-@TCGTCGGT T/elef§GCARAAGAT
1896863 -
droRhol|scf7180000767320:9576- [ N T —— N acapilnfe- - - —--——- FNXI VT NNFNACINE G I c AEEIAA A chic T TRENACH - INTiiGClY- - - - - -[FeTfiTcTCT---- - GOTTTHG-———————————- TTTGTITGT--ClTcCE----E--cTc—----- TCRCGT---ATAGTATATACE----CATGTGC A NG - - A - - ——m oo G--AGAGC--—-—- A C A N P — — — - — - o AA————————m—m————m oo GAGA--GCRAGAGTCG--GGC------—-—- GAAGIRAARAA--ATAT-—-—-- CGCCACAGTT-GCCGT-—-—-- ATGCCGCCTT/g-GTCGTCGGT TIIegdGCAAAAGAT
9792 -
droFicl|lscf7180000453826:309181- A -f- - el - - -LXeh - - - AACAATAACAA AGCEEA AT - - A- - - T TR - AAG TAC T Al it C AG TeToh feh ittt eleT - - - TEEEEEARE cGAGH liNehlelie cRENE T TINeleA G T C T[S TRENe /SRR TCGCGT---ATAGTATATAC----CATGTGCANG--G--A-—— - G--AGAGC------ AAGCCGAN P — — — — — - o L GAGA--GCGEGAGTCG--GGC---—-—-—-- GAAGGAAAAAA--ATAT-——-—- CGCCACAGTT-GCCGT--——-- ATGCCGCCTTC-GTCGTCHGT T/ leleliGCAAAAGAT
309404 +
droKik1|lscf7180000302697:675387- INETATTAACTCTCTGICENGAINCEEEEEEEE AACAATAACAATALNGISNAINT— - A - - T Tile- AAGT[HAC T el T C AL 1ok (o) GeRmTTTTCh----- e e TG TG - - D - - - —Clg§--CcTC------ TCGCGTLXATAGTATATACE----CATGTCeg-—--G- A ———— - - - - GAAAGAREICEEYNeI NloEE T GlE A TE) N - - - — - e AR - BGA--GRGAGAGTCG--GGC—-—--—-—-~- GAANGAAAAAA--ATAT---—-- CGCCACARTT-GCCGT-—---- ATGCCGCCTTC-GTCGTCGGT T eiGCRAAAGAT
675614 -
droAna3|scaffold 13340:19285476- [dan 4052 |@CA®------------ SCIACIA CINAA TC A A CEERINNIVNFVNT NN C CEVA A TRy I T C AT Al - I\ Tl{TCli- - - - - -@ATATCTTT----- CTA---COAREEEE A A GCGECCINell- - - - Bl - - - — - — GREEE T G R T i eE i¥e A CCIEEE NUNYN TN T A B G C A6 CElF\C TGGEAGI\GTGAAAT TTTAATCAAGAGAGAGAGAGGTAGTCGGGCACT TGCCGTCTCGAGTCTAGAGAAAGAGAAGINGNEOTCTCCC Y ARG TN NG - - - CATGTCCGAACCGGGT A TR - ——————- - - - BN - - -Ecajiaaa TS TAGCGAACTCENICAINNAGCCREIA ClEEEEE e cE Gl ccoT------ ATGCCGCCTTC-GTCGTCGGT TG CEARAGAT
19285789 +
droBipl|scf7180000396413:3081059- ATGCCGCCTTC-GTCGTCGGT T/ elef§GCAAAAGAT
3081368 -
dp5 l2:9056108-9056281 - I [T - e ——— - - — - — - e - W e SR TGTGTGTeCleYeGHT - - - -Cl§--CcTC-—---- CcRcir-—-2lacTaTaTaciE XS cATN NG\ - - - —c—-AfgNe- - - -~ - - - - - - GCCCAGCGAAAGAGAETGG- - - -FEEEEE g — — — = = = = = = === == == = m—m - - cacalgeclcacacT@¥GGC---—-—-—-- Nercerarara A TAT--—-—- coicficacTT-GCCGTIaelA TGCCGCCTTCEGTCGTCGGTT-- - -ERiAAAAGAT)|
droPer2|scaffold 0:2869191- i~~~ —-———-—-- ] - -~ — == == = e — -~ E - — - - e e T fCcssssssss s e CRTGTGTGTeceesclT- - - -Cl§--cTC-—-—-- Cchcitr-—-alacTaTAaTACi NS CATRTNTNA - - - —G—-AfgNg- - -~ -~ - - GCCCAGCGAAAGAGAETGG- - - -pEEEEt et — — — = = = = == === === —mm—m e m Br---—-—mm - cacrgeclicacac TN GGC---—-—-—-- INerceraaarA AT - - —-—- CGHCHCcAGTT-GCCGTIMESElATGCCGCCTTCl§GTCGTCGGTT -~ - - [gNAAAAGAT
2869364 -
Arotio33[acatfold 6540:37543020- o T T T e I e B N BEER o e I Y. AACGACTITCTTTGTGCCG A G e o T e e B
32543139 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:22831728-22831953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:22831728-22831953
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32449.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:40478-40703
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_167.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:23406959-23407185
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_400.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:4630700-4630918
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1529.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23081019-23081237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409770:888857-889076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:1520915-1521075
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413872:284259-284469
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:1896646-1896863
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000767320:9576-9792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453826:309181-309404
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:675387-675614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:19285476-19285789
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4052.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:3081059-3081368
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:9056108-9056281
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:2869191-2869364
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:32543020-32543139

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}

dsi_ 32452 |3r:562754-562909 - || candidate | Canonical miRNA ||intron

Legend: mature star [TPTN WPV TN, mismatoh in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 19 20 <% | I |
Size Condition 562900 562800 562700
Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [3r 562519 572532 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553488 SRR553487
SRR902009 RT_0-2 0001 NRT_0-2
AGCATTTCCTGTCTATGGCCCGATCACTCCGCATGGCTGCCGGCTCTCTCCACATCTGAGTTGTGCCTATTCGAGCTCCTGGGGTGAGGCACAAAGGAGACGGAGCCAGATAGTGTTCCATCTCCTTTGTGGCTATTTTTAAAGCCACAAAGCCCCGTCTTCTGTTTCCCAGCTATTTCGCGCTAGT TGTCAGTCCAGATCGATCCAACTTGTGATGGAATCATCTTATTAACCAGT TAATACTTTTCATGAGAAT hours hours
Read # Hit |Total testis eggs Testis eggs
L N (N A N N Y I . ))) e Ihkkhkhkkkkhkhkhkhkkhkhkhhhkkkkkhkkkkkkkkkkkhkkkkkhkkkkkkkkkkhkkkkkhkkkkhhkkkkhhkkkkhkkkkkhhkkkkkhkkkkkhkkkkkkkkkkkkkkk***k**x gize Mismatch Count Norm Total
.................................................................................................................... o100 o Tof o dinl e e o]\ PP A SN0 1 1.00 1 0
..................................................................................... eF-ele100- Y00 V-V NeTe)-Yc).Vol clc NN PP A B 1 1.00 1 1
..................................................................................... eF:Neleloy o7V V. NeT el \eT-Yofe] TN AP~ ¢ I 0 1 1.00 1 1
Anti-sense strand reads
SRR553485 SRR553488 SRR553486
SRR618934
SRR902009 Chicharo_3 RT_0-2 Makindu_3
TCGTAAAGGACAGATACCGGGCTAGTGAGGCGTACCGACGGCCGAGAGAGGTGTAGACTCAACACGGATAAGCTCGAGGACCCCACTCCGTGTTTCCTCTGCCTCGGTCTATCACAAGGTAGAGGAAACACCGATAAAAATTTCGGTGTTTCGGGGCAGAAGACAAAGGGTCGATAAAGCGCGATCAACAGTCAGGTCTAGCTAGGTTGAACACTACCTTAGTAGAATAATTGGTCAATTATGAAAAGTACTCTTA day-old  hours dsim w501 day-old
Read # Hit |Total testis ovaries eggs ovaries ovaries
hkkkhkkhkkhkhkhkhkhkhkhhkhhkhhkhhkhhkhhkhhkhkhhkhhkhhkhhkhhkhhkhhkhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhkhhkhhkhhkhkhhkhhkhhdhk N R R N N I IIII)ININ)Y NI L)) dkkkkkhkkhkhhkhhkhhkhhkhhkhhkhhkhhkhhkhkhhkhkkhhkhkkhkhkkhkkkkhkkkkkkkkkkkkkkkkkkkkk*x**x|size Mismatch Count Norm Total
.............................................................................................................................................................................................. GTCAGGTCTAGCTAGGTTGA : « « v v e e et et eaeeeeemeaeaeeneneaeaneneaeana 20 0 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|3r:562704-562959 - ldsi 32452|laGcATTTCCTGTCTATGGE CACAAAGCCCCGTCTTCTG-TTTCCCAGCTATTTCGCG-CTAGTTGTCAGTCCAGATCGATCC —= === = = = = = = = = = = e e AACTTGTGATGGAATCATCTTATTAACCAGTTAA-———————— TACTTTTCATG-——-—=--—-—=-—-~ AGAAT|
droSec2|scaffold 6:727976-728198 |ldse 156 [AGCATTTCCTGTCTATGGC CACAAAGCCCCGTCTTCT G 8T TCCCAGC T A T T et — — — — — = — = — = = — e e e o e o e e e e e e e = B T GTGATGGAATCATC[@TATTAACCAGT TAA————————— TACTTTTCATG-—-—-——————-—-— AGAAT
|dm3 llchr3R:627985-628097 - | |2GCATTRICCTGTCTATGGC-------CCGATCARTCCGCATG---GClgGC-———---CGGC T/RmC TR -~ == == - - CACEITCT 1, GC T C C T GGG - G T G G e A et T SE €. T T CC == ==& FCTCCT T TGTGGC AT TTTTAAAGC — — = = —————————— === = ———————— - —————————————————————————————— | - e e  — — — — — — — — — = = = = = = — = — = = = === = = = = = = —— = —————— == — = ——————————————————————————— —— ettt — — — — — — — — I ——————~——————— --——]
droEre2|scaffold 4770:935865- AGRRTTTCCTGTCTENS
936047 -
ldrovak3|3R:946930-947121 - | |aciaTTTCcCcTeTCTARREC : GCTGCeGE TR GiNehIsleli Cileilelelohic CRUERRTINY - AAG e cllcereTTeTG-RrTcccAGCEAT T GG - T AR TG TCAG T CCAGA T COlgT -~~~ — =~ =~ — = —— - —m m oo arpeTRTI A TGeAlTCATCRTETTAACHAGT THA- - - — - —— - - EalTTTTCATH--—----—--—--—- Gci¥AA]
droEugl|scf7180000409759:562223~ FCATTTCCTGTCTGEC accaeailels [ETCTCCTTTCTECTATITTTA A CRNIS ST - - - — - - - - — - -EclilaBaEEYe T TINEA c TRCT/EARTCGAGCANSGA AMTINEGI T/E TR T|
562462 -
droBial|scf7180000302411:361978- AGERTTTCCTGEIATETGGC
362193 -
droTakl|scf7180000415261:499526- AGCATTTCCTGTCT/ESGGH
499812 +
droElel|lscf7180000491104:2403874- AGCATTTCCTGTCTETGEC
2404053 -
droRhol|lsc£7180000778917:8439- AGCATTTCCTGTCTgTGEC
8566 +
droFicl|lscf7180000453903:234626- AGCATTTCCTGTCTETHEC
234854 -
droKikl|scf7180000302634:320675- allcaTTTCCTGTC TSR
320795 -
droAna3|scaffold 13340:22849064- INJINELReIeIleliT c TCAAGTCTGTCGHEAINNE- - - TaScclécccaldiiels
22849217 -
droBipl|scf7180000396424:1121605- AGCATTTCCTGTCTET/EGH
1121780 - \
dp5 2:22164644-22164813 + AGCATTTCCTGTCTE8GRC------- ccolerigrifeleccciTle---GCcTGC--—-—- - ¥ A - - GCGCTGTTTGCCTATTTGCTATCTGCTGATGTCTGGCTGEGTC- - - - - - - - - - -ScINEi T/ TA TilehicléaRAlE TE AR TEE cTEEEEITC Tlleeel T[eiC Chlg - 8T C TCC T T TG TGGC TAT T T T T A A e~ — — — = — = — == == == === — — o~ GTGAGCININGHE - - — - - ——— - — - F- - — -l e e T ettt — — — — — — — — = gy - — — — = = == == === == - - —--]
droPer2|scaffold 3:4945684- AGCATTTCCTGTCT/ESGRC-—-—-—-- ccoldrlerieecccpyTld---ccTee------- 8T 28lil- -GCGCTGTTTGCCTATTTGCTATCTGCTGATGTCTGGCTGRGTCH- - - - - - - - - - -[SAINENTE TA TiNeIelicleaBaNE TEARTE S c TR e T C T{elefele] TlelC el - —[E T C T CC T T TG T GGC T A T T T T T A A e e — — — = — = — = — = — = — = — =~ — o oo GTGAGCININGHE - - - - - - - — - — - [ - -l e e B ettt — — — — — — =~ — B - - — — = == == === === =\
4945853 +
PASS/FAIL
Generated: 0084015 at 08:06 M
crit.loop 0
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 0
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 2


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:562704-562959
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:562704-562959
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32452.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:727976-728198
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_156.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:627985-628097
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:935865-936047
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:946930-947121
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:562223-562462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:361978-362193
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415261:499526-499812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:2403874-2404053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778917:8439-8566
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453903:234626-234854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:320675-320795
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:22849064-22849217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396424:1121605-1121780
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:22164644-22164813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4945684-4945853

ID: Coordinate: Confidence: Class: Genomic Locale:
. View on UCSC Genome Browser {Cornell Mirror}
dsi_ 16212 |31:17383928-17383997 - | candidate |Mirtron |intron
Legend: mature star (08 riE1d 811 it ilni(3 mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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17384050 17384000 17383850 17383800 o | I I | O,&,,@ o
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Genomic Position 19 20 21 o0 Ky ! | | | |
Size Condition 17384050 17384000 17383950 17383900
Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
dsi_16212_annot [-9.0]
Show Alternate Folds H
Flybase annnotation
intron [31 17383928 17383997 -]; CDS [31 17383998 17384201 -]; CDS [31 17383797 17383927 -]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553487 SRR553488 SRR553486 SRR553485
M053 |SRR618934
NRT 0-2 RT_0-2 M024 Makindu_3 Chicharo_3 M025
ACGTGGTGATGCTGAGTGCTGCACACGATATTATCAAGCAGTTTAATCCGGTAATTCGAAGGATTATATCACATTTAAGACATTTATTAATCGTTCGTCTGCATAATTCTTTCGTTTTAGAGTGATGAATCGGAAGAAAGCTCGTCGGGAAGAAATTGTCACTTGGTTTC hours hours day-old day-old female dsim w501
Read # Hit |Total eggs eggs male ovaries ovaries embryo body |ovaries
Jedk ok ke ok ke ok ok ok ke sk ke ok ke ok ke ko ke ks ke ek ke sk ko (( (L (((CCCCCCC(e e e (CCCe e e e, 1))) 2 )))) ) )))))) L)) kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total body
................................................................................................... TGCATAATTCTTTCGTTTTAGA . « « e e v e et ee e e eee e s e eeenacneeneeaenaenaeneeas 22 0 1 3.00 3 1 0 0 2 0 0 0 0
................................................................................................... TGCATAATTCTTTCGTTTTAGH. . . oot e i ee e 221 1 3.00 3 0 1 0 2 0 0 0 0
............................................................................................................................ ATGAATCGGAAGAAAGCTC . ¢ vt e e e eneeaeeaenaenaea. 19 0 1 2.00 2 0 0 2 0 0 0 0 0
.................................................................................................. CTGCATAATTCTTTCGTTTTAG . ¢ « v e e e ee ettt te e e et e e e ie e eeaenaennenees 22 0 1 2.00 2 0 0 0 0 2 0 0 0
................................................................................................... TGCATAATTCTTTCGTTTTA ¢ e e ve e ettt ee e e e e et e e eeeeneneeaenaeneeneea. 20 0 1 1.00 1 0 0 0 0 1 0 0 0
................................................... TAATTCGAAGGATTATATC . « ¢ e e v e ettt e e e ettt e e e e ettt et e e e e et e e e e e et e e e e e et e aeene e aaeneenaeaeeaenaennenea 19 0 1 1.00 1 0 0 1 0 0 0 0 0
..................................................................................................................................... AAGAAAGCTCGTCGGGAAGA. « v v v vevneneen.. 20 0 1 1.00 1 0 0 1 0 0 0 0 0
................................................................................................... TGCATAATTCTTTCGTTTTAG : « ¢ v e e e e et ea e e e e eneeaeeaenaenaeneeaennenaenaea. 2l 0 1 1.00 1 0 0 0 1 0 0 0 0
............................................................................................................................... AATCGGAAGAAAGCTCGTCGGGAR . ¢ ot veveenenen.. 24 0 1 1.00 1 0 0 1 0 0 0 0 0
................................................................................................................................. TCGGAAGAAAGCTCGTCGGGA . « v vt veveennensen.. 21 0 1 1.00 1 0 0 1 0 0 0 0 0
.............................................................................................................................. GAATCGGAAGAAAGCTCGTCGGGAR . ¢ vt eeeeeeeeeen.. 25 0 1 1.00 1 0 0 1 0 0 0 0 0
...................................................................................................................................... AGAAAGCTCGTCGGGAAG. « o v v v eeevnen.en. 18 0 1 1.00 1 0 0 1 0 0 0 0 0
................................................................................................................................. TCGGAAGAAAGCTCGTCGGGAAGE. .« vt vvevennen.. 24 1 1 1.00 1 0 0 0 0 0 1 0 0
.............................................................................................................................. GAATCGGAAGAAAGCTCGTC . v e v v e eenevncnnenaen. 20 0 1 1.00 1 0 0 1 0 0 0 0 0
..................................................................................................................................... AAGAAAGCTCGTCGGGAAGAA. .o vvvevnen.e... 21 0 1 1.00 1 0 0 0 0 0 0 1 0
Anti-sense strand reads
SRR553488 SRR553485
SRR618934
M024 RT 0-2 Chicharo_3
TGCACCACTACGACTCACGACGTGTGCTATAATAGT TCGTCAAATTAGGCCATTAAGCTTCCTAATATAGTGTAAATTCTGTAAATAATTAGCAAGCAGACGTATTAAGAAAGCAAAATCTCACTACTTAGCCTTCTTTCGAGCAGCCCTTCTTTAACAGTGAACCAAAG dsim w501 hours day-old
Read # Hit |Total ovaries |male eggs ovaries
ok ok ke ok ke ko k ok ke ok ko ke sk ke ke ke ko (L (OO e e e e e n . A 1)))2)))) . ))))))) L)) Sk kkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkk*k*k*x* 5jze Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosim2|[31:17383878-17384047 - dsi 16212||ACGTGGTGATGCTGAGTGCTGCACACGATATTATCAAGCAGTTTAATCC---GGIAATTCCAS S usssassans AGGA=--—TT————————————————————— ATATCACA-—-TTTAA-——-——————————~- GACA-—-——-————————————- T-——————- TT—--—-—- A—---TTAATCGT--————-——-———————————— TCGTCTGCATA-——————————————————————— ATT------ CTT-TCGTTTTAGAGTG--—-—- ATGAATCGGAAGAAAGCTCGTCGGGAAGAAATTGTCACTTGGTTTC]
droSec2|lscaffold 0:9850468-9850639 ACGTGGTGATGCTGAGTGCTGCACACGATATTATCAAGCAGTTTAATCC---GGIARTICCASSS=ssssaaas P AGGA———TT—————————m—mm oo ATATCACA-—-TTTAA-——-——————————- GACA-—-——-————————————- T-——————- TT---—-—- A----TTAATCGT--—=-—=—-—=—————————————— TCGTCTGCATA-—————=————————————————— ATT------ CTT-TCGTTTTAGAGTG----—- ATGAATCGGAAGAAAGCTCGTCGGGAAGAAATTGTCACTTGGTTTC
|am3 lchr31:17803764-17803935 - | |ACGTGGTGATGCTGAGTGCTGCECACGATATTATCARAGCAGTTTAATCC - - -GG EAATTINIAS=========as AT —,— PtP-- ATAECACE---TTTAA-—————————————- BAaCA-——-- - T-——————- TT--———-- A-——-TTAATHGT-—-—————————————————— TCOECTGCATA- ————— - ATT----—- WrT-TcfTTTTAGARTG---——- ATGAATCGGAAGAAAGCTCGTCGGGAAGAAARITGTCACTTGGTTTC]
droEre2|[scaffold 4784:16058537- ACGTGGTGATGHTGAGTGCTGCECACGATATTATCAAGCAGTTTAATCC- - -GCRAAGS YR == ======= T A AT A A 1 ATAICACH---TTTARQ-—-—-—-————-——- - —————————————————— B----—--- ------- A-—--TTAATHGE------—-—————————————— TEGTCTGRATA- -~ —— - - — o= ATT------ ErThTiETTTTAGATG------ ATGAWTCHGAAGARAGCTHGTCMGGAAGAAATTGTCACT TGGTRITC
16058704 +
ldrovak3|[3L:16252955-16253121 + | |2cGTGGTGATGHTGAGTGCTGCECACGATATTATCAAGCAGTTTAATCC - - - GGRANSNE-— ===~~~ T — — AATINSCA--- T AR - - ————————————— g®-------—----- - i — Tfg------- i G TCT A TA-——— = ATT------ AT TN T TTTAGAG TG~~~ -~ ATGARTCHGAAGAAAGCTHGTCGGGAAGAAATTGTCACTTGGTRTC]
droEugl|scf7180000409471:1750192- AlGTGGTGATGCTGAGTGCTGCMCACGATAT TATIAAGCAGT TTAATCC - - - GGl CAllelepy A= == == AT T AT AR - — T T G~ T ACHTATTATT - - — - ——— - - - — - B A T TCT T TCT T TAT - - - - A TATCHAATAA A - T - — - — — A T T CA - —— - — - R —-AlAATTEE - B AT TAINACINEI AR ATGAATCHGAAGAAAGCTCGTCGGGYGEAAMTGTCACTTGGTgTC
1750373 +
droBiallscf7180000302193:1120695- AlGTGGTGATGCT@AGTGCTGC/@CACGATATTATCAAGCAGT TAATCC---GGRAN NN NN NN L Ly R e T -~~~ TTAAATTATATTATTE - - -ASTTTERE- - - — - EEEEEEE AT T2 A T T e R TT--—-—-- A--—-BranfllGT-— - - - TR eh I — ——— ———————————————————- ATTR----- TiiCERT TR ECTNEIN A ClEREE ATGAALNEGAAGAAAGCTCGTCGGGIAGAAATTGTCACTTGGTGTC
1120884 -
droTakl|scf7180000415794:30970- ANGTGGTGATGCTRAGTGCTGCMCACGATATTATCAAGCAGTTISAATCC - - -GG oAl ey N S = == S el R s G = === TTAAAATCAATTGTAH- - -GANATEEE- - - - - EEEEEE GG AT GTT G e I Ty - - -A-—-—TTAATRINT - - —- - AT T T i — — = == == ==—=————————————- ATTH----- AlARA TTIGIAITNCIA IR ATGAAIXGNCAAGABAGCTCTCGGGHECEAATTGTCACHTGGTRTC
31159 -
droElel|[scf7180000490993:726155- AGTGGTGATGHTGAGTGCTGCECACGATATATCARNCAGTTEAATCC---Go AN N T N e L - P - - - ——————— BN - [N\AACATA R - - - ———————————————— T T TC TR A A T T T TAA N A - N - — e TN EcToeTfg----- - - —-—-———————- NS EATTIN- ————I\r - TG TTINAGAGTG-- - - - - ATGAETCHCHAGARAGCTCIT CCIRISGAAAT TG TCANT TGGT/@TC
7126336 -
droRhol|scf7180000779490:118108- AlGTGGTGATGCTGAGTGCTGCMCACGATATMATCAANCAGTTTAATCC---GGHaA g = e PV CTTAGE e — — T — — — — = = = == == == — = — - — R GCAAATACCCAATATCEE-TRTA---—-—-- AGTCATATTTCAAAATTAAATTNYE - Sile@ \A/\GACAATCTTATAACATAATCGAAD A -EETAT TGIEEUNTEAiA CINI A IUeEEEEEs ATGAATCHGAAGAEAGCT CHTCHGGAAGAAATTGECANTTGGTTC
118321 -
droFicl|scf7180000454107:1398481- ACGTIGTRATGCTGAGTGCTGCMCACGATATTATIIAAGCAGT TTAATCC - - - GGEANG NS VASESsassasasses \- - -CCA-JITTCAAACATTACTTCTTAGAAAAAATATCAG.ANCARNTITTT - - - - - EEEEEEEEEEEE — - CCCTGCCTAATAGAGTCTTAATTTTTRRENAA T TACAA N B i - - - - - - EEE e T ] — — — = = = = = = == == == — === == —— ATH--EREEeT T- TG T TN AGAIITG- - - —-- ATGAWNCEGAAGAIEAGCTCGTCHGGIAGARATTGTCACTTGGTIATC
1398694 -
droKik1|scf7180000302626:224926- AGTGGTGATGCTGAGTGCTGCMCAWGATATTATCAANCAGTTTAATCC - - - GGlEAT VI Xe=aanas T C T R - — — — e — - - — - — T AT C- - - - — - — R e T TAATCCTINGATCREEE - B —[N\C TCGAATTATATTT TAREEEEEEEE - —— - - — — e Brr------ e -TCCTTAGAIITG-—-—-- AlGAldecHGeGAAAGCIETCGGGIAGARATTGECAWTTGGTETC
225090 -
droAna3|scaffold 13337:5371906- AGTGGTGATGCTEAGTGCTGCMCACGATATMATCAAGCAGT TTAATCC - - - WGEARI NN -~ ———————————- = = T A e A A - B — — - — e B~~~ —————=—=——=—=——— W TATTTAATAAATTTTRE-ARTA---—-—-- AATAATATTTCAREEEEEEEE it — — = = = = === == === —————————— - —--—- AAIECTTIRICiFNEICClEREEE arcaiecicalcaldaccaiTccecacaraTTeTCATTGGTTC
5372070 +
droBipl|scf7180000396371:696689- aflcTGeTGATGCTHAGTGCTGCMcACGATATATCAA CARTTTAATCC - - - W EAMING NS ==~~~ T - — AT A A CCTAGREEEEE it~ — it — — — = == == =—===—= - - — - B . TACCINAATACCEE-TATG---—-—-- AATAATAATCCAREEEEEEEE it — = = = = == == == === —————————— - ---—- N\ [T leracadedc - —---- arcagNicaacaleadirclirccecacaanfdrcTcacTTGGTRTC
696852 +
dp5 XR_group6:10676213-10676380 AGTGGTGATCHTGAGTGCEGCMCACGABATTATCAAGCAGTT@AATCC- - -GC Al A= == === == R GATCAGGG N IAINSCTGA - - - - - R = — — INCATCCR A A A T C A G C N el TRELEIC Tl — ———————————————-——————- - ——— TGCIECECIiGIICINEAC ClEREEE ATGAESCANNTA GClgcAcceoliacearldTcTcacTTGGTRTC
droPer2|lscaffold 20:588462-588629 -| [aBcTecTeaTcreacTccgccScaceaBaTTaTCAAGCAGTTRAATCC- - - GOl QIR M === R —— —,— ,—,———-AEL GATCAGACINIAINGCTCA - - - - - = — — — T — T[eLNele - - [NV I e - - A~ -~ [T AATCGT -~ -~~~ —— == LT T S ] — — — — - TG CEClGHICINEC Cl—— ATCAINIGAANTeA ccleclc ceciiacEaareTcacTTeaTRTC
droWil2|lscf2 1100000004762:2752685-||dwi 2012 |AHGTGGTRATGCTHAGTGCTGCEcAlGATATIATCAAGCARTTfdAATCC---GolANG TN\ -======c———_ = GAGAGA e GACAREE GA A CH G GAGAGA N GACA---—-——-—————————— 8- ——————— - A-—--franT R - —-—- A CT A ] — — — = = = = = = = = — = — = — = ———— = — = AIXS-- - R\fe-feciNr rrfeac A G- - - - - aldeaniiccealcantac@ACRccAcAdde TG AT TGGT/8TC
2752850 -
drovir3|lscaffold 13049:22202875- ACGTGGTGATGCTGAGTGCTGC/§CACGATATEATIESGCAGTTTAA TG NGNGGI{EANClyA====sasaas s —— - A AT A GCTATRREEEE e — — T — — — = — = = == == ——— - B - -~ === ————————————— JiTGAGTGACHGATAGCEE-TRGA- - - - --—- ACTGATATTTTREEEEEEEE - - —— - B------ - - -B- - aliallFNEccifea e TeclMNEATGccEc TR T T CEcccAAdaNCE T GINGINE ClFN T iliNeleiiA [T
22203041 +
droMoj3|lscaffold 6680:16811876- aflcTeeTHATGCTGAGTGCEGCEcACGAEBAT A TN GCAG T TEAATEN- - -\ ideme === T T G — R — — et GATTCG: A NTIATIATA T AN G T T T I AT ——- A-——-TTAATIINN -~ — - — oo B T — — — — — — — —AJIAREEEE TCiElecililiic\elcCiler GG TGGGCENGGTCRCHNTINCGGGCAAddecCldcGlGiNecioTilidelehia e
16812050 +
droGri2|lscaffold 15110:21340234- ACGTGGTIATGCTGAGTGCTGCECANGATAT A TIEANCAGTTTAATGNINGCIAAGV A== T C A G - A — — - - —————————————————— GTTCTTATAAATAA RN C R N - - — - B CTGA T A C TR et — — — = = == == == ————————————— - ———- - - -BcalldilFNeccaldacanaciMicccaaT@drerTccTaTAA TEANClEC CIaNE CIA Thilidelehia e
21340399 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302626:224926-225090
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Genomic Position
Hairpin partition -#- Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
utrS [utr5_minus_11586]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR553488 SRR553485 SRR553486 SRR553487
SRR618934 M053
RT_0-2 GSM343915 Chicharo_3 M023 Makindu_3 NRT_0-2
CCCAAAAAAAAAAAAAACCGAAAGAAAAATGGAGCAAAAGTGAAAAACCTGTGAGTGTGTGTGTGTGAGCGGGAGAGAGAGAGTGGGGGGAAAAGCTAAAATTAATTTTTTGT TTTTAT TTCCAAGGCGCGCACTGGTGTGTGTGTGTCGTCGACGTCGTCGCETCGCAAAATCGGATTTCGTAAAACGCATTTAATTGT TAACAGCAGCAAAAACGTGTATAATTTACCTGACTTTTCTACATCTCACT TACAGT TAGTAATCAAATTGCACAAAATGCGAGAGAGGAGAGCAGATCAATAATA dsim w501 hours day-old day-old female hours
Read # Hit Total ovaries | eggs embryo ovaries head ovaries |body | eggs
dekddkokdekdkkdkokdkddkokdokdkh ko kk koo kbbb kb ko bk bk ok sk bk bk ok ks bk ko b sk ko ke sk e sk bk ok sk sk ke ok b sk ek ke sk e sk ek ke sk ek ek ek e (- (CCCCCCCCCCCCC. .. .. A T 1)INIID)SIN)) e I ) D)D) ) L)) L)) ) ) ) ) ) ) ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total
.................................................................................................................................................................................................................................... TTTTCTACATCTCACTTACAG . « v et et et et et et et eeeeeeeeeenenenenenenenenenanaas 21 0 1 1.00 1 0 0 0 0 1 0 0 0
................................................................................................................................................. ielifelife) Nekifelifelelelifelel- VNV Niulofc ) NU NP~ ¢ 1 1.00 1 1 0 0 0 0 0 0 0
.................................................................................................................................................................................................................................... TTTTCTACATCTCACTTACAGT « + vt et et et et et et e eeeeeeenenenenenenenenenenenans 22 0 1 1.00 1 0 0 1 0 0 0 0 0
..................................................................................................................................................................................................................................... TTTCTACATCTCACTTACAGT T . ¢ o v et et e teeeteee e eeeeeeeeeeneeenaneneeennnneas22 0 1 1.00 1 0 0 1 0 0 0 0 0
..................................................................................................................................................................... o ele Nk i ol VWV No7 cTo7.- N PP N ¢ 1 1.00 1 0 1 0 0 0 0 0 0
.................................................................................................................................................................................................................................... TTTTCTACATCTCACT TACAGH . & v ittt ettt ettt ettt ettt et et eieeeen.a 22 1 1 1.00 1 0 0 0 1 0 0 0 0
...................................................................................................................................... MGEIPEHIEIGHIIGIIEIIEITEN & 0 & 0 & 0 4o 6o 0 & 0 0 08 0 & 0 & e 06 06 060 60806060 6066 6o 60660 6o 6 GGG G GGG G e G GG G G 8 e DG 86 e 6 a6 e S 0 0 e S B b s b b o e b a0 LB B 9 0.11 1 0 0 0 0 0 0 1 0
............................................................................................................................................ el e e el el el Nkl el ele el PP~ N ¢ 9 0.11 1 1 0 0 0 0 0 0 0
Anti-sense strand reads
SRR553486 SRR553485 SRR553487 SRR553488
SRR618934
M023 0001 Makindu 3 Chicharo 3 M024 NRT 0-2 RT 0-2
GGGTTTTTTTTTTTTTTGGCTTTCTTTTTACCTCGTTTTCACTTTTTGGACACTCACACACACACACTCGCCCTCTCTCTCTCACCCCCCTTTTCGATTTTAATTAAAAAACAAAAATAAAGGTTCCGCGCGTGACCACACACACACACACTCACACCCACCTTTTAGCCTAAAGCATTTTGCGTAAATTAACAATTGTCGTCGTTTTTGCACATATTAAATGGACTGAAAAGATGTAGAGTGAATGTCAATCATTAGTTTAACGTGTTTTACGCTCTCTCCTCTCGTCTAGTTATTAT day-old day-old hours hours dsim w501
Read # Hit Total head Testis ovaries ovaries male eggs eggs ovaries
e ok e ok ok ke ke ok e ok e ok ek ke ke sk ok ek ek ke ke ke ke ke ke ke ke (O CCCCCCCCCCCCC(. .. .. COCOCCCCCC (OG- (... ... 1)))D))) )N ) s D)D) D)D) D)) L)) L)) ) ) ) ) ) ) kR k ek k ks k sk ok ek ke ko ko ko ke k ek ke ke ko ke ke ko ko ke ke ko ko ko ko ko ko ko ko k ko k ok ok ok k ko k ok k ok kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x gjze Mismatch Count Norm Total body
............................................................ 00X 03X o3 Yol of o] o ol ol o}l o PP - B0 1 1.00 1 0 1 0 0 0 0
....................................................................................................................................................................................................... e ol i e o0 o7 P N I 1 1.00 1 0 0 1 0 0 0
................................................................................................................................................................................................................................... (€1:.V:-Ne7- Gl ehiy-Ne7-Xed eV 1 NP~ R 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
ldrosim2|x:4632286-4632584 - ldsi 9319 S Y e —— A--AAAA--AAA--—-- AARACCGA--—=-—=-—=-—=~— AAGAA-———=——=-——~— AAATGGAGCAAAAGTGAAAAACCT--—-- GTGA--G-=—=——=—=——=——————————— TGTGTGTGTGTGAGCGG—-~-GAGAGAGAGAGTGGGGGGA -~~~ AAAGCTAA= —— === — == == == == = = = = = AATTAATTTTTTGTTTTTATTTCCAA--——-—- GGCGCGCAC----TG-=—=—=—=—~~— GT-—-—=-—-- T —e—e—eeS,-cHiH!HS®ERH GTGTGTGTGTGAGTG--TGGG T~ —=—=— === === ——————————— -~~~ GGAAAATCGGAT TTCGTAAAACGCATTTAA-———————-~ TTGTTAA———=—=——=——=——=——————————————— CAGCAGCAAAA--—-— ACGTGTA--TAATTTACCTG-ACTTT----TCTA---C--ATCTC-—--—--- AC--—--- TTACAGT TAGTAATCA-~AATTGCACAAAAT — = — = — == == == == = = = = = = = O — —— " ———_.—.—L —a—e—-a e i A —sit i i iiiiinIns G---AGAGAG----=--=--—-—--~ GAGAGCAGATCAATAATA|
droSec2|[scaffold 4:1770743-1771037 CCCAA—=——=—=—=———————————————— A--AAAA--[gAR--——- AAAACCGA--—=-—=-—=-—=~— AAGAA-—=-—=-—=-—~~— AAATGGAGCAAAAGTGAAAAACCT-—-—-- GTGA--G-=—=—=—=—=——————————— TGTGTGTGTGTGAGCGG-—--GAGAGAGAGAG TGGGGGA—~~AAAGCTAA —— === —— = — = — = = = = — = = = = o AATTAATTTTTGTTTTTATTTCCAA-——-—~- GGCGCGCAC----TG-=-—=—=—=—~-~ GT---—=-—-- GT === == —m—m—m—m—m—m GTGTGTGTGTGAGTG--TGGGT =~ === === === === ———————————— GGAAAATCGGAT TTCGTAAAACGCATTTAA-————————~ T — CAGCAGCARgAA---—- ACGTGTA--TAATTTACCTG-ACTTT-—--THTA---C--ATCTC-—-—--- AC------ TTACAGTTANTAATCA—~AATTGCACAAAAT -~ — = — = — = = — = — = = = = - A AN i A G---AGAGAG---—-—-—-—-—~ GAGAGCAGATCAJTAATA
+
|dm3 lchrx:4976223-4976519 - lsblock177188|cCCAR—————————— A — A — - — - — AAAACCGA-——=———-———~ AAGAA-—-=-—————~ AAATGGAGCAAAAGTGAAAAACCT-——-- GTGANG-— -~~~ - TGTGTGTGTGTGAGHCIEleIGAGAGAGAGAGT GGGGGGA-—~AAAGCTAA— —— === — == == == = = = = = o o o o AATTAATTTTTTGTTTTTATTTCCAA--———~ GGCGCGCAC----TG-=-—-=——-——~ GT---—=-=-—~ T CTGT G TGTGAGTG--TGGG T~ ———————————————————— GGAAAATCGGATTTCGTAAAACGCATTTAA-————————— TTGTTAA-——=——=—=—==——=————————————— CAGCAGCAAAA--—-—- ACGTGTA--TAATTTACCTG-AWTTT--—-TCTA---C--ATCTC-—-—-—- AC-—--—- TTACAGTTAGTAAT CA-~AATTGCACAAAAT — = — == — == = = — e e N it =H A A A ., i, G---2AAGAG------------- GAGAGCAGATCAATAATA
droEre2|scaffold 4690:2335757- CCCAA—————=———=———————————————— - A ————— AAAACCGA-—————————- AAGAA-————————- AAATGGAGCAAAAGTGAAAAACCT-——-- GTGA-—G-——=——=——=——————————— TGTGTGTGT GG R~~~ G AGEGAGAGT GGGGGGA -~ — AAAGC T A A~ — = — == == == == = — ———m oo AATTAATTTTTTGTTTTTATTTCCAA—-———- GGCGCGClgC—-—-Th--—-—-—-—-- GT--——-=-—~- e GTGT MG TGEGAGTG—-TGGG T~ ——— === ————————————— GGAAAATCGGATTTCGTAAAACGCATTTAA-————————— TTGTTAA-—————=———————————————————— CAGCAGCAAAA---—- ACGTGTA--TAATTTACCTG-AWTTT--—-TCTA---C—-ATCHE-———--—- O TTACAGTTAGTAAT CA-~AATTGCACAAAAT — = — == — === = = = = = = o o = O e G---AGAGAR-—-—————————- GAGAGCAGATCAATAATA
2336039 -
ldrovak3|[x:3486148-3486442 + | (S e —— A--AAAANNAAA - -—-- Y N 2 e AAGAA-————————- AAATGGAGCAAAAGTGAAAAACCT-——-- GTGA-—G-—==—==——=——————————— TGTGTGTGTMAGAGHGE----AGAGAGA A GG GGGGA -~ - AAAGC T AR~~~ = —————m oo oo~ AATTAATTTTTTGTTTTTATTTCCAA--———- GGCGCGCHp--—-fef--------—-- -------- GT === === —————m——m e —— GTCT MG TGTGAGTG—=TGGG T~ — === —=————————————— GGAAAATCGGATTTCGTAAAACGCATTTAA-————————— TTGTTAA-—————=——==———=—————————————— CAGCH~RA AN NNe CCEcTA- - TAAT TTACKT G- AWTTT-———-TCTA---C--ATCRM-————-—- AC-—--—- TTACAGTTAGTAAT CA-~AATTGCACAAAAT — = — == — = = = = = = = o o G e T ---rcacal----————————- &GAGCAGATCAATAATA)
droEugl|scf7180000409548:787896~- cecfdn———-—-—— A--AnpE--EAn-—-—-- AAAACCGA-——=———-=-——~ AAGAA-—--—————~ AAATGGAGCAAAAGTGAAAAACCT-—--- GTGH--G-——————————————————— TGTGTGTGTGTGACH I — — e R G T GGGGGGA—— = AAAGC T AR~ — === — == == == = — = — —— —— AATTAATTTTTTGTTTTTATTTCCAA--———~ Slelelelelele IS T A CliTREREEEEEE GT---—=-=-—- s CT G TGEGHG TG —— TGGG T — = —— == ————————————— GCAAAATINYGATTTCGTAAAACGCATTT/@A-—-—-———-- TTGTTAA-——=——=—=——==———=——————————————— O . 7\ — — — — — ACGTGT[el-TAATT TACCTHAACTTT--—-TCTh—-—-fi—-Alchm-—-—-—- By ————- TTACAGT TAGTAATCALNN A AT TGCACAAAA T~~~ ——————mmm oo T ————————SHSs._Hhiailbsi i~ k- eh-_,_a-_ i iyiinbio'riiiv X \rGAGAl-—-—-—--———-—- GAGAGCARATCAATAETA
788181 -
droBiallscf7180000301760:317145- cCCAfg--—-—-—-— - - - A —-—-— AAAACCGA-——————-——- AAGAA--—-————-- AAATGGAGCAAAAGTGAAAAACCHY----- [ehle TRE T GCTTGTATGCGAGRREEEE TGTGTGT Gt CllC i — — — e B R G T GGGGGGA -~ — AAAGC T AR~ — === — = — = — == = = = — —— oo AATTAATTTTTTGTTTTTATTTCCAA--E\---GGCGeaclge-—--f-------—-—- GT-——-—-—- T GTGTGTGTGTGHGEG—-TGGGT -~ ————————————————— GGAAAATCEGATTTCGTAAAACGCATTTAA-————————— TTGTA- - — - caflcallcanan----- ACGTGT[g--TAATTTACCTG-[SyT/eh—-—-ThT/e--—cLtiaTcRm-———-—- y--—-—- TTACAGT TAGT At~ —AAT TGCACAA A T~~~ — = - — - — - — oo o= R - - i L inoRFPLo G---Fercaf---------—---- GAGAGCARATCAATAATA
317435 -
droTakl|scf7180000415352:1030738~ CCCAA—=———==——==————————————————— A-— - A ———— — AARARNCGA--—-—-—-—-- AAGAA-—-—-——=-——~ BAATGGAGCAAAAGTGAAAAACCE----- GTGR--G-——————————————————— TGTGTHT T R~~~ Ea G T GGGGGGA—— = AAAGCTAA— —— == == == == = = = = — = = o o o AATTAATTTRTTGTTTTTATTTCCAA--IN---GGeeoeaclge-—--f8---—-—-—-—- B GT === === —=——m——m——m— CTC G TCIG TG —~ TGGG T~ — = ——————————————————— GGAAAATCGGATTTCGTAAAACGCATTTAA-————————— TTGTTAA-——=——=—=——==——=—————————————— callcallcanfEn----- ACGTGT[g--TAATTTACCTG-ANT T TRESEITC T~ I\ -ATiiTc-—-—-—- R TTACAGT TAGTAATCA-—AATTGCACAA AR~~~ —— === ==~ — - oo N 48 —5—He e e i e s Y  —]e €---ncncafy------------- GAGAGCARMATCAATAATA
1031012 +
droElell|lscf7180000491272:492333~ cecel-————-— - CEECG- B - EV AAAACCGA-——=—=———-=-—~— AAGAA-—=-———=———~— AAATGGAGCA[EAAGTGAAAAACCT—-—-— GTGH--G--—————————————————- TG i — — - i C WG G GGGGA === AAAGC T A A = — === — = = == = = = = = — AATTAATTTTTTGTTTTTATTTCCAA-————~ GGCGCGClep-—-—-L--—-—-—-—-- B-------- - R e I T GT GRYGT G= = TGGGT === === === == === ————————————— GCARARTCGAT T TCGTAAAACGCATTTAA-————————— TTGTTAA-—————=—=————=———————————————— TIAS- - -[Y- [N ACGTGEeETAATT TACIITG- AT TT———~TCTA--—C—-ATiEE-—————- Ap------ T@ACAGTTAGTANECA--AAdTGCACARARI - - - - M------ - —————_—————— ce-Ralacal------------- GallaccaRaTcAATAATA
492591 +
droRhol|scf7180000776532:19434~ TTACAGTTAGTAAECA--AETGCACARAAN - - - - Me---—- - aGaly------------- GAGAGCARATCAATAATA
19694 +
droFicl|scf7180000454045:81374~ TTRCAGT TAGTAATHA -~ AAT TGCACAAAAN- - - m oo T e e G---AGAGAf------------- GAGAGCARATCAATAATA
81643 -
droKik1|sc£7180000302469:618934- oo C I it A — A ————— AAAARNCGA--—-—-—-—-- AAGAA-—--——=-——~ AAATGGAGCAAAAGTGAAAAACHT--—-- GTGHY--G--—-—-—-—-—- Ne--—-—- TGTGTGTCT R — — — i G T GGGGGGA — == AAAGC T AR~ — === — == == == == ——— AATTAATTTTTGTTTTTATTTCCAA NI NS ChlCHICLNe - — - [ —-—-—-—-—- Tl - - —-—- G TGTGAGATCTCCTGAATAGGT T T R - — - — - — - — - e e el T el B IGA T T T CGTAAAACGCATTTAA— - -4 —-—- TTGTTAA-——=——=—=——==———=——————————————— TIA2 - - -[RVN R ACGTGTg--TART T T A i i —— — i — - - —————- BCc---—--—- LN N RUNe - [Y- ¢ c o N eI NS NN N A TA TACCTATATATATATATATATATATAGAR CAA A TGAAGCAACA A A S o e T e -[ENINe A CGGAGGACAAT TININTGAINT NN - - -
619257 -
droAna3|scaffold 13417:338702- A CCTCGCCTCCCTTCTTACCGCCCACCCACCGIENNNAGIV R TN~ 2 A TCAGGAGAGIAINIAA A A A A GTAGEV NI NITNNGINENE GEVAC - - - - EEEE. BGA-—G———————————————————— TGT G T - — - - I ClE G G GG GEA — = — AR AGC T A A~ — = == == == —m —— o o AATTAATTTTTTGTTTTTET T Tl ————- - - - - -[ETGTEEEEGe c TG R TGTEIGTGTGAGTIGCGTGAGA R GACGTATGTG T iNei - - [N e NehNe TG A e T el [ NS \CCARAAlECECAT T TCGTAAAACGCAT TTABE NN - - — - - I TN A A 2 T2 2 C2 R Naicallcafan-—---- ACGTGT - - e - - — - — - - - -BRrCc-———--- - iR NNEILINE A - [Y- B R VNI NI YNV G A CGREA A T TAREEEIA GGTATGTAAATGGAGGAAATGAAREEEEEA A [J8cAAGGAAACGGAGAAGGATGATGAACGGCGAAGAAGAAGCAGCAGTAGCAGCAGCAGCARGAAGCAGCAGC-ERE- — - —[YTEEEEEEEEEEE Macrllc@laTCcAATAATA
339142 -
droBipl|sc£f7180000396573:132722~ CCCAA—=———==——==—==————————————— E--ananf¥Ernn-—-—-- IATIN A Nn A A TCCGGAGAIN AN R AAATGGAGCAAGNGTCEAA A I - — - - = — I TGT G T i~ — — s MGG GGGGA—— = AAAGCTAA— —— == == == == == = = = = = = — o AATTAATTTRTTGT TR T T[T TTCCAA--—-—- CT{dlelelelec G TG TiiA G TGC T A AG T G T ehNG TG T el e G TGTGTGTGTGHGTG-~TGRGT -~~~ ———————————————————————— GGAAAACEE NNV A TE S NN VN NIII NN AC TAA T T TR G C IV VA AATAATAATAAAATCAACAACTACAANATA Y- - - EEEEE AC R - e e~ — - TTGT- G-I T] R - ———- TTACAGT TAG gARC[8- - AAT TGCACAAA AT~~~ —————————m oo oo = R e - — — —— B
133010 +
dp5 XL_grouple:6745429-6745796 A G ————,-e CECG— - B - LV algaaccer----------- A —-—-- apferceaiaaAAcTCEEA A CTENEE G Tely - - G- - - — - - - - — - - - ——— - —- TGTGTGTGTGTGHGCCR- — - -~ i G T GGGGGGA= == AAAGC T AR~ = — = = = = — = = = = — = — = — o AATTAATTTTTTGTTTTT/ET TNCLEEN------ Eccoficcly--------------- GT---=-——-- e e ——————_€_—— A ehleliel |nllehiccallc T CleAEGGGGGATATGCATATTTGTTAATGTGCTAGGE e - - - — - - AAC/H N C TN YN N Ne A g T T A TA T TA T A T Cl A N e TTAM--—-C- N TTTAT-—-- W - —- - - - —- - AA-TAAJIGTGT---TTGT-G- T TCTTTTGT/ATCCAAAAINNG NI - Le - 1N - T C R N Vel e) e NN N Y . B e ellg------———--— ¥ GGAGAAGCAGAAGCAGCAGCAGCAGAAGGAAGAAGCAACAARTIA/NAINCEEEEEEEEETE. GAGAGEAIATCAATAATA
droPer2|scaffold 25:81188-81542 - | ccr-----—--—- - - - —-—-- afdaaccer--—----—-—-- A ——- aAffeTceAlgNAAAAGTCgeA A CTINGS NG TCR--R--—-—-—-—-—————————- TGTGTGTGTGTGHGC G- - — — G T GGGGGGA === AAAGC TAA— — = = — = — = = = = = = = = = = — o o AATTAATTTTTTGTTTTT/ET TICEER - - - Ecccopccey-—--fy--—--------- B---—--—--- - - - — - — - e TA e ClE A GGGGGATATGCATATTTGTTAATGTGCTAGGE = - - - - — - AAC/EC T/ NVNNIE A NGV T TA TA TREEE I I N e TTCE---C- I TTTAT-- - - — - — - — - —- - AA-TAJEIGTGT-- - TTGT - G-I T TCT T T TGT/ATCCAAA ARG eI - INe - BV - T C R N e e NN NN B AT GGAGAACACGGA . ~ GGAGAAGCAGAAGCAGCAGEEEICAGAAGGAAGAAGCAACAARG A A R GAGAGEAATCAATAATA)|
I
arowi12[scf2 1100000004515:1418353- T ..kb -~ »Epa- - B AEREERP AR - AR~ - - PaaTop - - R AATGGAAATGTGT Ut Co B S SY ~ NE LU GGG G2 GA GA G GAAA GACT TARAGAT CAAT CAAATAAT T TACT TAAGCAAGCIEERERIE CUcH~~~—~ NN ———— - SRR = S -—,HH: ATOTOTGTGTGRTG-~TGRGT- - -----------------oooosoooooo G - R -H . R e R - D ~—,----- B - S
1418547 +
Grotio}3[scalfold €473:8803345- B Pl B PRCRE - N EEca e TTGTGTGTGTCA e~~~ GAGAGAGA G OBIOHOmoA ——~AER COTRE -~ e = = e e s e e T B B = T
8803467 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4632286-4632584
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4632286-4632584
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_9319.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:1770743-1771037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4976223-4976519
http://compgen.cshl.edu/~jmohamme/static/dm3/html/sblock177188.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:2335757-2336039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:3486148-3486442
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409548:787896-788181
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:317145-317435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415352:1030738-1031012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491272:492333-492591
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776532:19434-19694
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454045:81374-81643
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302469:618934-619257
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:338702-339142
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396573:132722-133010
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:6745429-6745796
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_25:81188-81542
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:1418353-1418547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:8803348-8803467

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dsi 32434/ 3r:209256477-20925742 - || candidate | Canonical miRNA ||intergenic
Legend: mature star (08 iEYed (BTRT I T _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition -e- Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds ‘
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
SRR553487 SRR553485 SRR553486
NRT 0-2 M023/GSM343915 Chicharo_ 3 Makindu_ 3
CTTGGCAGCTGTGCGTCTGTATGCATGTGTATCTGTGTCCTGTGCCCTGTGTCCTTTGCCTAAATACT TCGAAATTGGCCAAGCGTTTGT TGTGCACTTTAAAT TGACAACGCTTAGCTGTGCTTGAGGTAGCCAAACTGTTTCTACATGCGAAAAGGGTTCTCAAATCATCCTGTGCATCCTTGTGCCATGATTA hours day-old  day-old
Read # Hit |Total eggs head embryo ovaries ovaries
AL SRS A SRR AR LR AL RS LR E S S S O O OO O O GR O (f (P COCCCCCCe o OO Ol e )N I e )))) L)) i l)))) L EEKEKKKK KKK KKK KKK KKK KKK KKK KKK KKK *X* 5ize Mismatch Count Norm Total
.................................................................... TCGARAT TGGCCARGCGTTTGT . + ¢ e e e e te e ue e ettt e e e e e e e et et e e e e e e e et e e e e e e e et e et e e e e e e et e ettt te ettt 220 1 2.00 2 1 1 0 0 0
Anti-sense strand reads
SRR553485 SRR553487
Chicharo_3 M025 0002 SRR902008 NRT_0-2
GAACCGTCGACACGCAGACATACGTACACATAGACACAGGACACGGGACACAGGAAACGGATTTATGAAGCTTTAACCGGTTCGCAAACAACACGTGAAATTTAACTGT TGCGAATCGACACGAACTCCATCGGTTTGACAAAGATGTACGCTTTTCCCAAGAGT TTAGTAGGACACGTAGGAACACGGTACTAAT day-old hours
Read # Hit |Total ovaries embryo Head ovaries eggs
R L L L U N O GO O G O O € A, R N I N T )IIIINIIY I e I ) e 1))).))) .. )))) . KR EER KKKk KKKk Kk kkk KKKk Ak kX Xk XX k*** Size Mismatch Count Norm Total
................................................................................................................................................. TGTACGCTTTTCCCAAGAGTTTAGTAG . « ot v v veeeenennenenenae. 27 0 1 1.00 1 0 1 0 0 0
............................................. GGACACAGGAAACGGATTTATGARGC « « + ¢« et et e e e ee e et et et e et e e e e e et et e e e e e et et et e e e e e et et e e e e e et et et ae e e et te e eeeeneneaeaenaenaenaea 26 0 1 1.00 1 0 0 0 1 0
....................... GTACACATAGACACAGGAC . + ¢« vttt e et ettt ettt et e e e et e e e e e et e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 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
.......................................................................................................................................................... TTCCCAAGAGTTTAGTAGGACACGT. . . vvvueuenen... 25 0 1 1.00 1 1 0 0 0 0
................................................................................................................................... CGGTTTGACAAAGATGTACGCTTT . o e v v e et e e eieeieeneeneeaenaenaennenees 24 0 1 1.00 1 1 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
ldrosim2|[3r:20925597-20925792 - ldsi 32434[CTTGGCAGCTG-—————————————————————————— TGCGTCTG—=--——————- TATGCATGTGT———————————————————————— ATCTGTGTCC---T--GTGCCCTGT-——-————~- GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA-—-CTTTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC-—AAACTGTTTCTACATGCGAA-——————— A—-A--GGGTT-—-C—=TCo——————————————————————— AAATCATC-—--— CT--GTGCATCCTTG---TGCCAT----GATTA|
ldrosec2|lscaffold 13:201147-201342 - |dse 150 [cr@eccaceTG-—————————-——--—oo————_ TGCGTCTG---—-——-—- TATGCETGTGT-———————————————— - ATCTGTGTCC---T--GTGCCCTGT-—--—-——~ GTCCTTTGCCTAAATACTECGAAATTGECCAAGCGTTTGT TGTGCA-—-CRTTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC-~AAACTGTTTCTACATGCGAA-——————— A--A--GGGTT---C——[§C-——-————— - AAATCATH----- CT--GTGCATCCTTG---TGCCAT----GATTA|
|dm3 lchr3r:21413202-21413397 - |dme 166 |lcTeccaceTo-—--------oommm TGCGTCTG-—--—-————~— TATGCETGTGT--———————————— - ATCTGTGTCC---T--GTGCCCTGT-—--—-——- GTCCTTTGCCTAAATACTTICGAAATTGGCCAAGCGTTTCTTGTGCA-—-CIATTA-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC-~AAACTGT TTCTACATGCGAA-——————— A--A--GGGTT-—-C—-TC-——-—————————————————————— AAATCATC----- CT--GTGCATCCTTG---TGCCAT----GATTA|
droEre2|scaffold 4820:6629144- der 1511 (CTEGGCAGCTG-—--—--—————-————mmmmm TGRGEC TGl e e e T GClg TG TG T - —— - — = - == === ———— - —————— ATCTGTGTCC---T--GTGCCCTGT-—--—-—-- GTCCTTTGCCTAAATACTICGAAATTGGCCAAGCEETTGTGTGCA-—-Cl AT TA-AATTGACAACGCTTAGCTGTGC/@TGAGGTAGCC--AAACTGT TTCACATGCGAA-——-——-— A--A--GGGTT---C-—-Tfg-—--—--———— oo egrcarc----- CT--GTGCATCCTTG---TGCCAT----GATTA
6629349 +
ldrovak3||3R:25065930-25066147 + ldya_69 |cteccaceTG-—-——mmm oo oo TGHGEC T Gl e eReIee T AT GCl T GT GT — —— ——— = ——————— = —— = —————— ATCTGTGTCC---T--GTGCCCTGT-———————~- GTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCA-—-L¥ T T/8- AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC-~AAACTGT TTCIACATGCGAA-——————— A--A--GGGTT---C— M- ————— oo LlShyeleleleln TC A T CleeRC T - - GTGCATCC T TGI@ET GCCAT-- - ~GATTA)|
droEugl|scf7180000409798:1138164- CTGGCAGCTG- === === == —— - mmm o mm LG T~ —— - —-—-- -ISVET GINEINeliA TC TG R e lECTGTGTCC---T--GTGHCCTGT- - - - ———- - GTRCTTTGCCTAAATACTICGAAATTGEIAAGCGTTTGT TGTGCY- -~ CIAT8A-AATTGACAACGCTTAGCTGTGCTTGAGGTAGCC—-AARNTGTTTCLRNCA TR — — — - — - — R - - — - — - B B B CATTATCTGCATCTGCATC TG - ChUNNGIEEEEE CT--&GCATCCTTG---TGCCAT----GATTA
1138368 +
droBial|lscf7180000302136:2259442- cTleccaceTG-— - BeccEcTe---------- TATGCETGTGT--——-——————————————————- ATCTGTGTCC---T--IN8CHCCTG T YN E G TEC T T TGCCTAAATACTICGAAAT TN CCAAGCGT TTGT TG TGCY- - - ClATEA- AATTGACAACGCT TAGC THTGCTTGAGGTAGCC- - AAAEGT T TCMACATGCGAA - - —-———- €--a--ceoTlg---c—-Tg----—----- - - -GG- - -[ii- R B E8TGCATCCTTG---TGCCAT----GATTA
2259637 -
droTakl|scf7180000415257:293315- cricecaceTcdg------------- e - - Welife- - TeiGTlgTG- - - - —-—--- TATGCgTGTGT———————————————————————— B C - —-T--GTGlCCTGTgN------- GTRCTTTGCCTAAATACTICGAAATTGGCCAAGCGTTTGT TGTGCY-—-CIATA-AATTGACAACGCTTAGC THTGCTTGAGGTAGCC--AAANTGTTTCIAACATHCGAA - - - - - —— - @8--A--celdrge-c--lg------—--—-—-- - - —- SANTIATC-—--- CT--@TGCATCCTTG---TGCCAT----GATTA
293519 -
droElel|scf7180000491280:3121527~- criccecaceTclg)----- TGCGTTAGTGTGTGTGTGTGIRETICHIGINCEE TR GINE T Gl e ATCTGTGTECEET - - GTGIRETGT - - — - - — - —- GTECTTTGCCTAAATACTICGAAATTGGCCAAGCGTTTGT TGTGHS- — - CIATA- AATTGACARCGCTTAGCTGTGCTTGAGGTAGCC--AAANTGITTCTACATGCAA - - - - - —— - a--g--cGeTR---B- B-------------—----———————- - — — — — CT--@TGCATCCTTG---TGCAT----GATTA
3121735 -
droRhol|scf7180000779501:512609- crlceclgecTofd}------—--—--—-— - - ——— TGCGTCLNg-------—-- B CEET GTGT ~——— === ————————————————— ATCTGTC -~ - - CCTClg--—------ GTgCTTTGCCTAAATACTICGAAATTGCCHAAGCCTTTGT TGTCHS- —-CIATA-AATTGACAANGC TTAGCTGTGCTTGAGGTAGCC--AAANTGTTTCTACATHCIAA — - - - ———— B--RB--cecll---B--H-—----—-————-——— - - DT C — = == CT--ITGCATCCTTG---TGCCAT----GATTA
512782 +
droFicl|lscf7180000454055:1329831- crlcecacrciiNate- - ----- - - - - - —-——————- - ATEeClEcA TG TG TGCGIGINE Gl - - [ ATETGTC - - -B- —RTchimaee T - - - —-———- GTCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCE---CRT@A-AATTGACAACGCTTAGCEGTGCTTGAGGTAGCC--AAANTGTTCTACENGC A A - — - - - - - - - R elele Gl A C A A C G A GG R e - -INTGCAREEE cT--frccaTccTTf@---TGCCAT----GATTA
1330036 -
droKik1|[sc£7180000302639:1624806- CTGCAGCTG-— -~ === == ——m TG TR ———-—-—-- - - - [ G el R e i clec C - - - TfecEclc cTe T - - - —- - GT/EmT TTGCRTAAATACTICGAAATTGGCCAAGCGTTTGT TGTGCH- - - T[@A - AAT TGACAACGCTTAGCTGTGCTTGAGGTAGCC—-AAANTGT TTCiACA cGldg-------- AYerdg\ceerlg---c--l-------------—-—-————————- -GG- - -[GEEEE CT-eTGCATCCTTG---TGCIX8T----GATRA
1624992 +
droAna3|scaffold 13340:3669019- C Tl T G— = — === == ——————————————————— e - - GG C R TATECETGTGT--— -~ - - - BrErcTcm- —-R--Rroe - - —- - - ——- CLNReTTGCCTAAATACTICCAAATTGCCHAAGCCTTTCT TG TN - — - [NeleA - AAT TGACAANGC TIIRGC TG TGCTTGAGGTAGCC- - ANGATINENT CTAC AL TR — - — - — - — - R e Te . — - — B — B i C — — = == CTRIETGCATCCTTG- - - [t - - —
3669178 - \
] [N Prp——— -
droBipl|lscf7180000396712:683529- A C T C T G C S TR TGCOIYe-—-—-—-—-- eaTlcereTeT---- - CliGINElVE - - - EE B — - — - [V GLXeCReTGCCTAAATACTICGAAATTGCCHAAGCGTTTGT TG TCLN- - - T(le- AATTGACAANGC TRIRGCTGTGCTTGAGGTAGCC—-ANGATGENATCTAC ARG AR -~ - — - - - - B--A--col - - - ittt C — = = == CTRITGCATCCTTG- —- T/l - —— - --—--]
683692 + \
B l2:21156503-21156761 - laps_3835 |[ErElccEsc /e eR e - - - - - - CT A R T G T - - — - - - - -[&- - AleilA TCTGCATGTGTCACCGTATCTGT/NNSINEINA INIeEEEREelNA T[Sl C C R GTECT TSGR TAAATACTICGAAATTGCIIAAGCGTTTGT TGTGCH- — AT TA-AATGACANNGC TTHGCBGTGcTTGAGG TAGC C-[diA A TGRT T Clda C ARNAC G A /ST Nl deln [N - - GG T[S NeR T Ner\ CLXT X Tt Nl Teb el Jel el el Jebdel - — - - - - - - - T TR Er--GTceTicTTG- - - TeldgeTiddeacA TR

[droper2|[scaffold 3:3931002-3931258 —|dpe 2496 |[ErfERicClEcC THlOaRIeRaeRTeR- - —— —- cTCRRTCREeT - — - - -

droWil2|lscf2 1100000004943:14640087— et Gy~ — = === == === ——————[fg-————— - - TGRNTETG-----———-- TR T GIE TG TGT———————————————————————— GG el - - - R - B — — - — — - — B e \CIT AAATACT ECCAAAT TCLABNAAGCGT TTCT TG T GRENSe ey T Tlen - AW T TGACHARGCT TAC TIAT GC T TGAGGTAGC ClYSRA AT GEIT T C i~ ——— ——— - - - — — — R i - — = == =——=———=————=\
14640209 +

drovir3|scaffold 12855:6808868- I K - — - — - — - — - — - T i — - — — == ===~ ety — — = = == === === ——————— === — it~ — o~ — i T G T - — = —— == —— GTEcETTiRcTAAATACHTRICAAAT TCCRRNAAGCGTTTGT TG TGCH- - - TeA-AATTGACEACGCTTAIC TG TGCTTAGGTAGCC - -jA Al TGET Tl A cAl G R — - ——— - - R — — — i — - — —— B e - -~ i — — -
6808971 - ‘ \

droMoj3|scaffold 6540:25792865- dmo 3123 |[Er/Eerderc------—-——-——-—-——— - TEG TG - - - - - ————- 8T GlETGTGT -~~~ === === == - = ———— - i~~~ e T G T - — === === TR ceTiEc TAAATACTICCAAATTCCIAAGCCTTTCT TG TGCH- —-ATEA s aTTGACAACGC TTAc TG TGCTTGAGG TAGCC--[AAlTG T T TClNACALN G CRl - - - - —- - — - - — - — - R B — R - —— == =——=———=————=‘
25793004 +

droGri2|lscaffold 14906:2963137- dgr 468 GTRCHdeec TAAATACT ICIJEAAT TGCRRNAAGCGTTTGT TGTGCH- - - T@A-AATTGACAACGCTTAICTIATGCTTGAGGTAGCC—-AANTG T TTCi A CA G C R — - ———-- R — — — i — - — - = B e - - e — — -
2963259 - \
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:20925597-20925792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:20925597-20925792
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32434.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:201147-201342
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_150.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:21413202-21413397
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_166.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:6629144-6629349
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1511.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:25065930-25066147
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_69.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409798:1138164-1138368
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:2259442-2259637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415257:293315-293519
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:3121527-3121735
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779501:512609-512782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1329831-1330036
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302639:1624806-1624992
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:3669019-3669178
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396712:683529-683692
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21156503-21156761
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3835.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:3931002-3931258
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2496.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:14640087-14640209
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:6808868-6808971
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24643.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:25792865-25793004
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3123.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2963137-2963259
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_468.html

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Comell Mirror}]
dsi_32458|31:12704075-12704163 - | candidate | Canonical miRNA |CDS
Legend: mature star mismatch in read
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Hairpin partition - Sense - Antisense Mature

Show Alternate Folds H

Flybase annnotation

CDS [31 12703839 12704375 -]

No Repeatable elements found

Sense Strand Reads

hide 3p reads “ show mid mismatch reads “

AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCGGGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGATTCGGTGCAGGAGTTCCCGGTCACG

Read # Hit |Total
e ok ok sk ok ke ok ok ke sk ok ke sk ok sk ok sk ke sk ke ek ke ek ke kR ((((((C. ..t O O O G O G O O G o G G G O G G O G G G G G G G G G O (P O G (P )))-)))))))))))))))))))))))))) L)) ) ) e )))))) .. RkEkkkkkk ke kk ke kkk ko kkkkkdkkkdkkkdk*k*x size Mismatch Count Norm Total
.............................................................. GAT T GG C A A G C GA T TGG T GG Gt 4 v it i e et e et et et et e e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeneeeeeeeeeeeeeoeeeeeeeeeeeeeeenenaneeas 22 0 1 2.00 2
............................................................................................................................................................ CAGCAGGATTCGGTGCAGGA. . . . v v vvv.... 20 0 1 1.00 1
......................................................................... GAT T GG T GGl G AT GG A G A . v i i i i e e e it e e ettt e et e e e et e e e eaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeaeneaaaaa 18 0 1 1.00 1
................................................................................................................................................................ AGGATTCGGTGCAGGAGTTCCCGG. .... 24 0 1 1.00 1
....................................... T GG  C C AG C GGG G A C C T Gl Gl G A G st 4 i v et e e et e ettt e ettt e et e et e e e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeetenaeenaeneaaas 24 0 1 1.00 1
........................................................ Gl G G AGA T TGG l ARG . 4 i i it it et et e et e e et e e e e aeeeeaeeeeeeeeeseeaeeeeeeeeeseeeeeeeeeeeeseeeeeeeeseenseeneeeeeseeeseeeeeseeseeaseneeneeaas 17 0 1 1.00 1
.................................................... A C C T Gl Gl G A G AT TGG A . & i i i et e et et e e et e e e et e e et e e ot e e e e e e eeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeaeeeaeeeneeeeaeeeaaaaa 18 0 1 1.00 1
............ Gl T C AGG C G T T C G  C G A G G e 4t v v e e et e e ettt ettt et e e e e e e aeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeaeeeeeeeeeaneeeaneeeaaaa 19 0 1 1.00 1
.......................................................... GCGAGAT TGG AR G C GA T T GG T GG C t v i i e et e e e e e e et e e et e e e et e e ot e e e e et eeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeneneeeanaeaaaa 25 0 1 1.00 1
.......................................................................... AT T GG T GGl G AT GG A G A A G A R . i i i e i i e ettt e ettt e ettt e et et ee et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeieeieeeianeenanaaa 21 0 1 1.00 1
........................................................................................................................ AT TCTCACGCAGGGC TG CGAT CC T e v i i e e e e e et ettt et et e eeeeneeenaeeeaeeenaeena. 24 0 1 1.00 1
........................................................................................................................................................... TCAGCAGGATTCGGTGCAGGA . . v v v v v v e e 21 0 1 1.00 1
.............................................................................................................................. ACGCAGGGCTGCGATCCAL . & i i i it it ettt e ettt e e teeeteeaeeeiaaneaaaaa 19 2 2 0.50 1
Anti-sense strand reads
TTGCTCCGCCTCCGAGTCCGCAAGCGGCTCCGGGTCGTCACCGGGTCGCCCCTGGACGCGCTCTAACCGTTCGCTAACCACCGCTACCTCTTCTTTTTGGGCCGCGCCGGCGCGTAACGGTAAGAGTGCGTCCCGACGCTAGGACATGACGAATAAGTCGTCCTAAGCCACGTCCTCAAGGGCCAGTGC

Read # Hit |Total
e ok ok ok ok ke ok ok ok ok ok ke ok ok ke sk ok ke sk ke sk ke sk ke sk ke ek kR ((((((. .ol O O O G G G O O G o O G P G G G O G G G O G G G G O G O G )))-))))))))))))))))))))))))) L)) ) ) el )))))) .. RdEkkkkdkkkdkddkd ko k ok kkkkkdkkkdkkkdk*kkx size Mismatch Count Norm Total
......................................................................................................................................... GCTAGGACATGACGAA T ARG . + v i e et ettt et eseaetenanenaeaaa. 20 0 1 2.00 2
......... T C C G A G T CC G A A G C G G v v v v e e e e e et e et e e e e e e e e oo e e e ae o e e aeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneeeeeeeeeaeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeaeeeeeeaeeaaa. 18 0 1 1.00 1
............................................................................................ BT T T T T GGGl C Gl Gl C e v i it e e e e e et et et e et e a et e a e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeaenenaeeaaaa 1l 1 4 0.25 1
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Re-alignment of all predicted orthologs
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12704200 12704150 12704100 12704050
Genomic Position
Hairpin partition Mature
SRR553487
SRR618934 MO053
M025 SRR902009 NRT_0-2 < M024 GSM343915 M023
dsim w501 hours female day-old
embryo ovaries testis eggs male embryo head body |ovaries
body
1 0 0 0 0 0 1 0 0
1 0 0 0 0 0 0 0 0
0 0 0 0 0 0 0 1 0
0 0 0 0 0 1 0 0 0
0 1 0 0 0 0 0 0 0
0 1 0 0 0 0 0 0 0
0 0 0 0 0 0 0 0 1
1 0 0 0 0 0 0 0 0
0 0 0 0 1 0 0 0 0
0 0 1 0 0 0 0 0 0
1 0 0 0 0 0 0 0 0
0 0 1 0 0 0 0 0 0
0 1 0 0 0 0 0 0 0
SRR553488 SRR553486
SRR618934
SRR902009 0002 RT_0-2 M025 M024 Makindu_3
hours dsim w501 day-old
testis Head eggs ovaries embryo male ovaries
body
2 0 0 0 0
0 0 0 0
0 0 0 0 0

Conservation

ldrosim2|31:12704025-12704213 -

”dsi_32458”AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG———GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA———TTCGGTGCAGGAGTTCCCGGTCACG

|droSec2”scaffold_0:5185161—5185349 —”dse_l846 ”AACGAGGCGGAGGCTCAGECGTTCGCCGAGGCCCAGCAGTGGCCCAGCG———GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGA———TTCGGTGCAGGAGTTCCCGGTCACG

|am3 lchr31:13013576-13013764 -  |dme 245 |AACGAGGCGGAGGCTCAGGCGTTCGCCGAGGCCCAGCAGTGGCCHAGCG---GGGACCTGCGCGAGATTGECAAGCGARTGGTGGCGATGGAGAAGAAAAACCCGRCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATIICAGCAGGA---TTCGGTGCAGGART TCCCGGTCACG |
droEre2|scaffold 4784:13021109- der 1523 |[AACGAGGCGGAGGCTCAGGCETITCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTEECAACCCATEETEECEATGGAGAAGAAAAACCCGICGCGERCCGCGCATTGCCATECTCACGCAGGGHTGCGATCCTGTECTGCTATECAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
13021297 -
ldrovak3|31:13092479-13092667 - ldva 1798 |[aaccacGclGAGGCTCAGGCETTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTCECAAGCCARITEGETGGCEATGGAGAAGARAAACCCGRCGCGGCCGCGCATTGCCAT@CTCACGCAGGGCTGCGATCCTGTHCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG |
droEugl|[scf7180000409711:6101265- AACGAGGCGGAGGCRcAlcclrTcecceacaeccaciiafircceciIacic- - -cecalic ThicclicAGATTGGCAAGC ST TGGCGAT GClaeA ALRRA A AN Cl\cGeaaeceaegeaTTGCATEc TcACGCcAGGGe TalGATCC TG Tc TG TTATCc Al AGGA - - -§rcGeTiIcAaGeaGTTCCCGGTCACG
6101453 -
droBialllscf7180000302193:2253856- AACGAGGCGGAGGCRCAGGCETTCGCCGAGGCCCAGINETGGCCCAGCG---GGGANCTGCGCGAGATTGGCAAGCESTGCTCCCCH TG AR ALXEA AlNC CGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGAlcCMGTlc TG Tl TC AGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG
2254044 -
droTakl|lscf7180000415706:66147-66335 aaccalicceaceeTcaceCrTcGCCGAGGCCCAGINGNTGGCCCAGCG---GGGANCTGCGCGAGATTGGCAAGCEETGETCGCEMTGCARAAGNEA ANCCGGCGCGGCCGCGCATTGCCATCTCACGCAGGGCTGCGATCCMGTCTGC TMATCAGCAGGA---fTCGGTGCAGGAGTTCCCGGTCACG
droElel|scf7180000491255:1412089- AACGAGGCGGAGGCHCAGGCTTCGCCGAGGCCCAGEAETGGCCCAGCG---GGGANCTGCGCGAGATTGGCAAGCEYTGCTGGCEATGGARAACKeAANCccellcGeailcclceeaTTGCCATIICTCACGCAGGGCTGCGATCCEGT/aCTGC T/8AT/@CAGCAGGA---TTCGGTGCAGGAGT TCCCGGTCACG
1412277 -
droRhol|sc£7180000769477:967-1151 + || |aaccaceeceacecReacecf@rrececeaceeccacirBrecccaces---66GARCTGCGCGABATTGECAAGCCARTGETGGCEET GGAlAAIEA AlICCGGCGCGGCCGCGCATTGCCATICTCACGCAGGGCTGCGATCCRGTEC TGCTRATECAGCAGGA- -~ TTCGGTGCAGGAGT TCCCGGT
droFicl|lscf7180000454048:724234- anficacGeicaceccacecrTececcaciE¥caciIafiTcGeccAGCG---GGGANCTGCGCGAGATTGGCAAGCCABTGETCGCGAT GGARA ALYNEA ANCCGGCGCGGCCGCGCATTGCCATIIC TCACGCAGGGCTGCGATCCGTCTGC TATCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCAC
724422 +
droKik1|[scf7180000302272:666717- arlcacceeceacecfgcacecrTiiccceaceecca¥aidrceeclgacee---ecalicToeclicacaTreccaalleciferccrecciIaTooala XA 2 aliccaliccceaeciicceaTToecaTcTeacceacecTelcaTccleTcTacTATcAGcAGGA-- - TTCGGTGCAGGARTTCCCGGTCACH
666905 -
droAna3|lscaffold 13337:4137395- dan 4038 [|AACGAGGCGGAGGCEcAGGCETTCGCCGAGGCCCAGIGETGGCClEAGHG---GGGAMCTGCGGAGATTCCCAAGCCEYTGCTCCCCHTEGAAA G ACRCGHCGRGGCCGCGCATTGCCATTCTCACGCAGGGCTGIGATCCEGT/EC TGC T TCAGCAGGA---@TCGGTGCAGGAGTTCCCGGTCACH
4137583 +
droBipl|lscf7180000395450:265900- AACGAGGCGGAGGCgcallccrTecceccacaeeccaci¥adrececlgaciic---ceealic TeccllcAGATTGECAAGCEESTGETCG el Tiec AlA A Glier AR CIRICEN Y G ccliccldaTTGccaTTCcTCACGCAGGGYTGCGATCCMG TEC TGC Tl T8IC AGCAGGA - - - TCGGTGCAGGAGTTCCCGGTCACG
266088 +
EE |XR_group6:4377266-4377454 - |dps_3829 |arfcaceeccaceclgcaccldr TiicciiscccccacEasrcaecEalcs- - -Mcallc TccGcGABATTCECARGC ST GETGGCEdT GoalaalXeA alicceeeaeefiecliceeaTToccatetiacceaceeeTelicaTccleTEc TecTaTEcAGClEsca- - -EBrceeTigrlcac T TccoeTCACH |

ldroper2|lscaffold 9:2666447-2666635 -|dpe 2483 |[arfcaceceeacecEcaficcr riccNEcccccacEasTccccBrlcc---McalcTGCGCGAGATTGECAACCEETGETEECERT GoAA AN EAAlcceeeaeaecicaeaTTaccaTeTacceaceeeTalcaTcclicTEeTacTRATRECAGCEGGA - - -FreceTiEaReacTTlcceeTCACH |

droWil2|lscf2 1100000004511:5276750- [dwi 5417 |[aafGAGGCGGAGGCTCARGCHT THGCCiYGECcCcAcEderccccilnec---calicTcccoccrGATTGECAN NN cTlece T coacaaiYellaraficci¥YekiccaecilcaearTaecaTiicTiaceeaceeeTalcaTcclgeTlerec AT TCANANGA - - - TTCcocTiEA G AG T Thjccaa ThACA
5276938 +

drovir3|lscaffold 13049:22492152- dvi 158 [[aAaccaceeeacecgcaccrriccci¥eicclacal¥aagiTcecccdec oY RcAlic TeccoicacaTTeecAAGCEYTceTlecC T Gia A ALNRTeA Al¥c G cldcccliccilccecaTTaecaTiicTecacccaceee TolcrldcclcTlec TecTTATIcAGeAldeA- - - TTCcecTlcAGGAG T TRc cll\G TiEA Iy
22492343 +

droMoj3|lscaffold 6680:17099712- dmo 114 (laaccallccileaceccaficcrTiiccci¥eccclacal¥adercocccec ciMdeccalic T colcAGATTCECAAMNCCHTTCCTCCCINT clslea ALA el ARBNCINGIA G ccldc cldcaecaTTaecaTiicTecacecaceeeTofcrldcclicTlec TocTaTEcAccAldea - - -¥cc TlcacGcaGcTTCCCGG TCAC
17099903 +

droGri2|lscaffold 15121:203613-203807|dgr 465 |[aaficacceGeaceCglrceclT THGCCiYcccicalYddeTcolec clgec ciMaNcGAlc TGCGlGAGATTGGCAEGC TG THIGCINS T Goalda AleA aAlNcR G coccldccilcaearTaclgaTiicTeacceaceaeTalcaTc e Tlec TecTATcAGc Aldc A Tc s TldcaccaGTTCcclG ThiAC
+

Generated: 09/08/2015 at 08:08 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12704025-12704213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12704025-12704213
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32458.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:5185161-5185349
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1846.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:13013576-13013764
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_245.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:13021109-13021297
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1523.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:13092479-13092667
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1798.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:6101265-6101453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:2253856-2254044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415706:66147-66335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1412089-1412277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769477:967-1151
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454048:724234-724422
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302272:666717-666905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:4137395-4137583
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4038.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395450:265900-266088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:4377266-4377454
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3829.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9:2666447-2666635
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2483.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5276750-5276938
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5417.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22492152-22492343
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_158.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17099712-17099903
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15121:203613-203807
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_465.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dsi 32438|2r:5600499-5600584 + || candidate | Canonical miRNA || 3pUTR

Legend: mature star [ty 1ied LT 111311 mismatch in read
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Show Alternate Folds
Flybase annnotation
three_prime_UTR [2r 5598918 5601140 +]; utr3 [utr3_plus_1952]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR553485 SRR553486 SRR553488
Chicharo_3 SRR902009 Makindu_3 M023 RT_0-2 0001 M025 GSM343915
ACGTTTACTTAGTAGCAAGAATCACACGTTTTTGCAGACGGCATTTTCTATTCGGAAACCTGTATAAAAGGTTTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCATTGCGAAAGGCT TTCTTGGGAGCCGCCGCCCCATCAATCGAAACTGCAGTCGGTTACG day-old day-old hours
Read # Hit |Total ovaries testis ovaries head leggs Testis embryo embryo
e sk e ok ok e ok e ok e ok ek ok ok e ok ok ok ke ke ok ok ks ke ke ok ek ke ke ke ok ke ((((( (... .. R I N N N DDA ... 1)) e ))) e khkkkkkkkhkhkkhkhkhkkkkkkkkkkkkkkkkkkkkkk*k**k*x | gize Mismatch Count Norm Total
..... TACT TAGTAGCAAGAATCACACGTT « & ¢t e et et ee e ettt et ettt e et 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 e 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 e e e e et 250 1 5.00 5 3 0 2 0 0 0 0 0
..... TACT TAGTAGCAAGAATCACACGT « « ¢« e e e e et e e e e e e et e e e e et et et e e e e e e e e e e e e e et et e e e e e e e e e e ae e a e e e e et e e et e e et ee e et e e e e e e et et e ettt 240 1 2.00 2 0 2 0 0 0 0 0 0
........................................................................ TTTGAGCTCCAGTTTGCTGTCG ¢ &+« e v e et e et e e e e e e et e e e e et e e e e e e e e e et e et et e e e e e e et e ettt ettt et 220 1 2.00 2 2 0 0 0 0 0 0 0
............................................................................................................................................................. CCCATCAATCGAAACTGCAGTCGG. .... 24 0 1 2.00 2 0 2 0 0 0 0 0 0
........ TTAGTAGCAAGAATCACACGTTTT « « e et v e ve et et ettt e e e e et e et e e e et e e et e e e et e et e e e e e e e e e e e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e 240 1 1.00 1 1 0 0 0 0 0 0 0
..... TACT TAGTAGCAAGAATCACACGTTT . « ¢ e e e e e e e ee e et et 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 ae e e ea e e e e e e e e e e e e eae e e e e eae e e e eaeaaeaeenaenaeneeneeneeaeeneeaeanennannan26 0 1 1.00 1 0 0 1 0 0 0 0 0
........................................................................... GAGCTCCAGTTTGCTGTCGTG e « e e v e e e e e e ettt e e et e et e e e e e e e e e e e e et e e et et e et e ettt et ee e 200 1 1.00 1 0 0 1 0 0 0 0 0
.............................................................................................................. TGTGGTCCAAAGCCGCCATTGC ¢ &« e e e e e ee e e eeeeaeeaene e eenecaeeaeeaenaennennanaas22 0 1 1.00 1 0 0 0 0 0 1 0 0
......................................................................................... TGTCGTGAGCAARACAGCAARATGTGGT « « o ¢ v e e v e e te e e e et ettt e et et et et ee et ee e eaetaeaeaenaenaenaen 2T 0 1 1.00 1 1 0 0 0 0 0 0 0
........................................................................ TTTGAGCTCCAGTTTGCTGTC ¢« ¢ e e e e e ee e e e e e e e e et e e e e et e e e e e e e e e e e e e e e et et ta e e eaeaneeneaneeaeeneeaeeaenaanaaa2l 0 1 1.00 1 0 0 0 1 0 0 0 0
................................................................................................................................................................... AATCGAAACTGCAGTCGGTT... 20 0 1 1.00 1 0 0 0 1 0 0 0 0
................................................................ TARAAGGTTTTGAGCTCCAGTTTGC ¢ &+t e et e et e et e et et et e e e et e et e e e e e e e e e e e et e e e e e e e e e et e et e ettt ettt et et eiaeaneae 250 1 1.00 1 0 0 0 0 1 0 0 0
Anti-sense strand reads
SRR553485 SRR553486 SRR553487
Chicharo_3 Makindu_3 NRT_0-2
TGCAAATGAATCATCGTTCTTAGTGTGCAAAAACGTCTGCCGTAAAAGATAAGCCTTTGGACATATTTTCCAAAACTCGAGGTCAAACGACAGCACTCGTTTGTCGTTTTACACCAGGTTTCGGCGGTAACGCTTTCCGAAAGAACCCTCGGCGGCGGGGTAGTTAGCTTTGACGTCAGCCAATGC day-old  day-old hours
Read # Hit |Total ovaries ovaries eggs
Fokokkdkkdkokddkokddkokddkokhdkokddkokhdkkddkokddkkddkkrkk  ((((((..... I A I NI )N . 1)) e ))) e hkkhkhkhkhhkkhkhkhhkhhkhkhkkhhkkkhkkkhkkkkhkkkkhkkkhkkkkhkkkkkkkkkkkkk*x***x gize Mismatch Count Norm Total
.............................. ARACGTCTGCCGTARRAGATARGCCTTTG e &+t v e et et te e ee e e e e et e e e e e e et e et e e e e e e e et e et e e e e e e e et e e e e e e e et e et e e e e e e e e e e e e et e e et e e et 290 1 1.00 1 1 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|/|Coordinate ID Alignment
ldrosim2|2r:5600449-5600634 + ldsi 32438|ACG-TT----TACTTAGTA-GCAAGAATCACACGTTTTTGC--A-————- GACGGCAT—-TTT-—-——-——-——-—- CTATTCGG——--—-AARA-CCTGTATA-A-————————————————————— AAGGTITTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATCTICCTICCARAGCCECCASSSEaamaaaans eeG—-——-——- AAAG-GC--—-T—---T-——————- TCTTGGGAGCCGCCGC-——————- CCCAT-CAATCGAAACTGCAGT-CGGTTACG----|
droSec2|scaffold 1:2429395-2429580 |dse 1835 [ACG-TT----TACTTAGTA-GCAAGAATCACACGTTTTTGC--A-—-—-- GACGGCAT--TTT---——--—--——-—- CTATTCGG----AAA-CCTGTATA-A--———————————————————— AAGGTITTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATCTCCTCCAAAGCCECCATSsaaannaanny THECG—--——-—-- AAAG-GC----T----T-—--—-—- TCRTGGGAGCCGCCGC-—-——-—- CCCAT-CAATCGAAACTGCAGT-CGGTTACG---—
e
|dm3 lchror:4791612-4791794 + |dme 379 |acc-TT----TacTTacTa-BcarcaaTcacacerTTTTAE--A------ GACGGCAT--TTT--------—————- CTATTCGG----AAA-CCTRTATA-A—————————————————————— AAGGTTITTGAGCTCCAGTTTGCTGTCCTGAGCAAACAGCAAAANGICETCCARAGCCECCA-===——=======—= ITCCC------—- AAAG-GC----T-——-T-——————- A SN - - - R ——— CCIAT-CAATCGAAACTGCAGT-CGGTTACG-——-|
droEre2|scaffold 4929:17858137- der 75  |[€cG-TT----TACTTAGTA-[SRAAGAATCACACIATTTTTGC--A------ GAGGCAT--TTT----—————————— cTiTTRGG----QAr-EcTeTlgrA-A- - - AAGGEITTTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTCETCCAAAGCCECCA= ===~~~ ~————— ifdcc-------- apac-cly-g--g----8-------- ITIIGIElEle - - - - - - - [cIEEEE cCCAI-JAATCGAAACTGCAGT-CGGTSCG----
17858312 -
ldrovak3|lor:17449448-17449623 + lava_1784 |BHG-TT----TACTTARTA-SHAAGAATCACACRIITTTTGC--A-—--=- GAEGRCAT--TTT-—— - - CElrTRCG-——-FAA-cCTRTETA-A- - - AAGGTITTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATCHAGTCCARAGCCENCA- ==~ —=——===— === AT AEac-cl-B--F----17------—-—- ITHGEEle - - - — - - -[cIoI—— cccAB-EATCGAAACTGCAGT-CGGTTAG-——-|
droEugl|lscf7180000409183:445681- ’@G—T————A—GEAAGAATCACACETTTTTGE——A —————— calgScaT--TTTR------—-—-—-- CTATTCH®----AAA-CR{TGTATA-f§--—-—-——— - -~ AAGGTITTGAGCTHCAGTTTGCTGTCGTGAGCAAACAGCAAAATCGETCCARAINICECCH-—————~—~—————~ Eietc--—-—--- AAAG-GYW-&--B----T--—--—--- THT T GG GG~~~ — =~ - RAcear-aarciiaaacrecacT-leATTRCG----
445854 +
droBiallscf7180000302291:2735848— ’@G—T————A—@AGAATCACACETTTTTGC——A —————— GARGCAT—-TTT—-———————————- cTATTCEN----Faa-clreTlrA-8-—- - - - - - - - AAGGT IO T CAGT TTGCTGTCETGAGCAAACAGCAAAANCTITCClEAACHICCCCY -~~~ BIcCG--—-—--- ArAG-pgd-I\--B----@--—--—--- T TEENG G G C — — — = == — = Accad-IaarceaaacTecacT-HeGTTiEG----
2736014 +
droTakl|lscf7180000415386:451363~- I\GAGHGEEREIC - — - — - - A-LAAGAATCACACIITTTTTGC--A------ GAlgNGCAT--TTT-----————————- cTT TG - - - -R2a-ci{rerlrA-fg-- - - - - - - AAGGTITTGANCCAGTTTGCTGTCGTGAGCAAACAGCAAAATCTIRITCCARAINICGCCA============on PNl ------- AAAG-PgN-IV--B--—-T-—-—-—-- T TG e CGC -~ - ——— - - RAccald-aarciiaanacTeeaGT-WGGT TRRG--—-
451535 -
droElel|scf7180000490483:67747- ’EG—TE————THA—AAGAATCACACETTTTTGC——A —————— GAgCRA TR T TT - - - - - - —- CTHTTIeG----PAr-BdrGTATA-8- - - - AAGGTITTGANCTINCAGT TTGCTGTCGTGAGCAAACAGCAAAATCTCCCCARAINCHIN A== ————= PN - - —————- AAAG-GH-i--B----T--—--—--- T T T GGG GC— —— = == — = RAccad-aaTceaaacTGCAGT-HGGT T - ——-
67915 -
droRhol|scf7180000780108:150187- ‘@G—E————TEA—AAGATEACACETTTTTHC——A —————— crgMAT--TTI- - -—-—-—--—- cTRT TSN - - -B~2 -t reraldn-8- - - - - AAGGTIMTGANC TIMAGT TTGCTGTCGTGAGCAAACAGCAAAATGCTCCHCCAAINICEI Y A=saananananes R RiG-—-—--—- anac-p-R--f----1----—-—--- THT T GGC iC - — - - — - -~ XN \AATCGARACTGCAGT -GG T TRYG—-—-
150354 +
droFicl|lscf7180000453851:1506165- FG—TE————TEA—AAGAATCACACETTTTTGC——A —————— cegccaT--TTTl------—-—-—-- CTHTTRRSN- - --AnA-cEreTAA-A--— - - AAGGTITTGANCTHCAGT TTGCTGTCGTGAGCAAACAGCAAAATCHCECCARAINCCEC A= —==——————————= PN - —————- ar&-GI-\--f----T7--—-—--- THT T GGG GC— ——— == - - Aciird-anfdccaracrecacT-HecTTRG----
1506336 -
droKikl|scf7180000302682:1354886- GAGAAC ——————— p-SiracaaTcacacRrrrrTiXGNEA - - - —- - caleepaT--TTlg-------—-—--—- CTRTTifeG----@ra-ccTeTAldA-[8- - - - - AAGGTIMIEENC TCCAGTTTGCTGTCGTGAGCAAACAGCAAAATCTCE/CAACCCELNC========auauuns lG--—------ aaAlNedGl-I-lr----T7--—-—--- i TIIElEle - - - - - - -[ECEEEEEEE RAcird-aarciaanacTeeacT-lGGT TIEG- - - -
1355065 +
droAna3|lscaffold 13266:1225288- dan 4056 ’EG—TT————TACT=—EAAGAATCACACETTTTTGC—Ami AAAAAAINGA SN T T T TC T TCRT T TCGA N TN A T N T G 2 R ANGGTITTGALNC TRCAGTTTGCTGTCGTGAGCAAACAGCAAAATCTCCECCAAAGCCECC======—=——~ e Tee ce--- - errne-ce-g--1----7--—-—--- T o — — — — — — — — e E-aarciaaacTecaci}-HcT TRG----
1225478 -
droBipl|scf7180000396730:2224846- ’@G—TT————TACTH—EAAGAATCACACQTTTTT@E————EAF“'H AAINEREGIT TATGTTCGATTCGAA NN A A A A A NN G Gl T Cl i C R AAGGTTTTGALCTCCANT TTGCTGTCGTGAGCAAACAGCAAAATCTCCCCARAGCCECCA-——=——————=————= TTEccle----- lernAG- g - - —-T-———-———- ITHGEET - - - -GG TAREEEEEE. TTTCCRANGINSAINNNIIEITNE A »5fe 2 Clil - T/EREEE
2225050 -
dp5 |3:13606079-13606257 - laps 3844 |AMR-TT---- DA A AGAATCACACATTTTTGR--A------ GAlcECEr--Brr------———-———- Erir G- - - - B -Rergrgd-g- - ----- - - ——- ErcrrrTeA I CAGTTTGCTGTCGTGAGCAAACAGCAAAATCTCEINCARAINNICA-====== ===~ iCC T Gl 2 e N TAAGAATITINGA- - - TTAGCC— ccpiifs-eaTcaaacTceacT-HecT TR ----|
droPer2|scaffold 2:8013574-8013752 AN - T - — LN e LA AGAATCACACRT TTTTGI--A-—-—-- capcHcEr--grT-------—-—-——- Erir NG - - - A -eThrere-N----- - - - - - - - - ———- EAGIITTTTeALNCCAGT T TGCTGTCGTGAGCAAACAGCAAAATCTCE N CAAAININNCA= === Tofelec—-—--—-—- P T Glel A S e T AAGAATITIGAE - - - TTAGGE G ccigile-IXeaTciraACTGCAGT -GG T TRREN - —- -
+
droWil2|lscf2 1100000004510:2696663-|dwi 5429 |Akg-EAT----TieeracTAENeAA A R CACACRTTTTTHEY--[6---—-- - — . — — - —=—=—=—=—~- T T~ CEEEE YN A Tl CIiCATAAAA T TGTTCTCT TTGTCAAATGTGEANUENE TATCAAN TNl IS CININTO VININIFININA T €A caAT VN aecTEcEEEm e — — — AATGACCCGRTC-B-TTCACATAATIICCATGAATITIRCC/HE- - - - - - - [ECEEEEEE TTTGGATIGIRSAIN YNNI Nl T/eA CiiGGAREEE
2696874 -
drovir3|lscaffold 12875:1774792- dvi 24661 (ol — - — e R AT CACACIATIA T T T C - —fy- - - - - - cal¥\ccaT--TTfg---------—-——- T T Ce - A I C A S A I T Cl - G HAGEr TTTGALNC TN TIITGCTGTCETGAGC AR CAGCAEA AL NTICTINCARAI N SNCI VA= == A D S (I Xl T T N G - —— —— - —- F - - e A G A Cl TS T GGieGCiiC CLEY N NNV VNI NN Y- canfdciaaacTGeaGT-lGeTTACG-- - -
1774976 + ‘
droMoj3fiscaffold 6496:13717190=  |ldmo 3156 |A - e ettt 8~~~ ~ R R - - TRCANE S A G {E TG Th el (el eIl T T SNl CHR A A TIEl TSR LA T TEAA T T TAAAT TCEC C A C T oy L GAREINCCAR - ply - R CCTHITIICCAA ——— 2 Cmmmmmmmo TTTTARATECEANREGICL Iy Tl - TAAAAG
13717331 -
droGri2|scaffold 15112:3869022- A B — - e  EYA A GAATCACACT TTT TRy —-——- G ——————————-—- - -m2A-ccire-g-—-——---—---—--—---------- TINEAINENEGACE T G TiiC eI NI NI T T NIINCIN A Al T TE NN A TTAAR SRS A TTCATCTACEINI T/ EEE T arnG-p-g--g----fF-------- - - —— - ——-—-TEAAA A TEEEEEEE pfele - L\ ASCIA AACTGCAGT -GG T T - —— -
3869173 +
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