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Show Alternate Folds H
Flybase annnotation
intron [Dpen\GL15815-in]; CDS [Dper\GL15815-cds]; CDS [Dper\GL15815-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
V057 V050 V111 M021
TCACCGAGGCGGTGCTCAACTGTCGCGTAGGCATGCTCAAGGACAAGACGGTAAGTCGACACTCCACAGGCAGCCGGAAAGAATCCCCCAGTTTATGGCGTGTACTACTTCCAGGTTATGTGGGTCAGACGCACCACCGAAAAGGTGTCGCTGCTAACGGTGGG
Read # Hit Total head head male embryo
dekdkkkdkokdkkdkkkokkkdkkkokkkhkkhkkkkhkkkkkdkokhkkdkrdkkdkrdkrdk (.. (OO CCCCCCCe e e e (e 1)) e e )))) L)) ) L)) ) ) i )))) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body
............................................................................................ TTATGGCGTGTACTACTTCCAG . « v e v e te et te e e e e et e e ee e eaeneenenenaea. 22 0 1 27.00 27 14 12 1 0
............................................................................................ TTATGGCGTGTACTACTTCCA . « t e e e et e et ee e e e e en e e eneeaeneneeaeneenenenaea2l 0 1 18.00 18 11 7 0 0
........................................................................................... TTTATGGCGTGTACTACTTCCAG . & ¢ v vt et e te et e e e e e e eieeneaeaenaeaeneeaenes 23 0 1 10.00 10 3 6 1 0
............................................................................................ TTATGGCGTGTACTACTTCCAGH . - - ot ittt i it it e e e e e 23 1 1 7.00 7 1 6 0 0
........................................................................................... TTTATGGCGTGTACTACTTCC A ¢ et et e ettt ettt e e e et e et te e ea e eiaeneenen. 22 0 1 7.00 7 1 6 0 0
............................................................................................ TTATGGCGTGTACTACTTCC . & v v e et ee et e et e e eneeeeneneeaenaeaeneeaenenaea. 20 0 1 7.00 7 2 2 3 0
........................................................................................... TTTATGGCGTGTACTACTTCC . v e e e v e ee et te et e et e et ie e eieeaenaeaeneeaen. 2 0 1 2.00 2 2 0 0 0
............................................................................................ TTATGGCGTGTACTACTTCCAGH. - o ottt ittt ittt it et et e e e e 23 1 1 1.00 1 0 0 0 1
............................................................................................ TTATGGCGTGTACTACT TCCAM . ¢ ottt ettt ittt ettt e e e e e 221 1 1.00 1 1 0 0 0
Anti-sense strand reads
AGTGGCTCCGCCACGAGTTGACAGCGCATCCGTACGAGTTCCTGTTCTGCCATTCAGCTGTGAGGTGTCCGTCGGCCTTTCT TAGGGGGTCAAATACCGCACATGATGAAGGTCCAATACACCCAGTCTGCGTGGTGGCTTTTCCACAGCGACGATTGCCACCC
Read # Hit |Total
Je ok de ok ek ok e ok e ok ek ok ok ok ke ok sk ke ok sk ke ke sk ek ek ek ko (L (OO (G (e e e e (e 1)) e e ))))a))) L)) ) ) a i )))) L Kk k ok kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x 5jize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate Alignment
|droPer2|lscaffold 22:654800-654963 - |dpe 1180|TCACCGAGGCGGTGCTCAACTGTCGCGTAGGCATGCTCAAGGACAAGACGGTAAGTCGACACT —— === === ———————————————————————————— CCACAGGCAGCCGGAAAGAATCCCCCAGTITATGG-—CEOTGTA———————————————— - _________ CTACTTCCAGGTTATGTGGGTCAGACGCACCACCGAAAAGGTGTCGCTGCTAACGGTGGG
dp5 XL _grouple:9554233-9554396 TCACCGAGGCGGTGCTCAACTGTCGCGTAGGCATGCTCAAGGACAAGACGGTAAGTCGACACT ———— === — === === ————— oo CCACAGGCAGCCGGAAAGAATCICCCAGTTTATGG-—CGTGTA————————————————— - ______ CTACTTCCAGGTEATGTGGGTCAGACGCACCACCGAAAAGGTGTCGCTGCTACGGTMEGG
+
droWil2|scf2 1100000004909:6258571- TcACCGARGCIGTHc TcArMTGTColcTRGGCATGCTIEAANGACAAGACGGTAAG TG
6258628 -
drovir3|scaffold 12472:541612- ThACEGARGCHGTGC TCAACTGTCGCGTGGCATGCTCAAGGAMAAGACGGTAACHECE
541671 =
droMoj3|scaffold 6308:2925135- WrafirrldcacclgaTcToccTiacEcccaccacicaEaace T cilcToe TR CEc THiGG
2925200 +
droGri2|scaffold 15203:11018615- TN GlelC A lelelelelNelehi TEVA T Helfelelelehi C elelol- N lelelNel- VNIl ¥ a NSl ¥ A T/l T CI\A T TACAA TAA AT TACAAATATCTATGACATAT TCGGAAATAT T A A T Nelel T ClF NG - - - - - - BT Tl C - - - Gl A A A T el e T - rtiaccTia reTeceTEACEC A ciaclicaEaace T Cllc Toc T ClEc TG G
11018810 +
droAna3|scaffold 13417:3225673- a2 CcTEATCTGGRATAGACGCACNecceAAAAGG TR Clc Tl8c ThiA Clic TG
3225728 +
droBipl|scf7180000396798:27115- a2 GcTEATGTGGRATAGACGCACNecceaAAAGG TR Cllc Tl8c ThiA Clic TG
27170 +
droKikl|lsc£7180000302517:832064-
832237 -
droFicl|lscf7180000453872:676940-
676994 -
droElel|lsc£f7180000490777:7830-7892 GTCE------—-[ial
+
droRhol|scf7180000779586:52912- TcaclcallccileTceTcancTacclloTiicelaTccTcAaAGGACAAGACGTAAG TIENECEICE]
52975 -
droBial|lscf7180000302126:1078619- TcaclgeailcceeTeeTCAACT GG TEGCRATGC TCAAGGACAA A CHGT ARG T
1078674 -
droTakl|lscf7180000415289:14542— TCAClEGAGGCGGTGCTCAACTGECcGHGTEGGHATGCTCARGGACAA A CEGTAAGTEIA
14601 +
AroPugt[soi1180000408052:17502¢- PG T T —— B B oA 0o T8k 101000 TR oRe ol (B B0 A 00 T CRC TR TEP RO TGS
175896 -
am3 lchrx:15961783-15961844 + | |ThacEcaeceeTecTecaniiTclccicTdcciaTecTeanceaiaaacicTarGTEACECH

ldrosim2|[x:15089396-15089457 + |

|ThaclEeaRecileTecTeaniiTclcclcTlcciaTecTecanceacarlacicTarcTEACECH

ldrosec2|lscaffold 47:14235-14296 + |

|ThiacEeaRecileTecTecaniiTccclicTdcciaTecTecanceacaalacicTarcTEACECH

ldrovak3|[x:10110079-10110138 + |

|ThaclEeaeceeTecTeaniircccicTdcciaTec TiiaaceacAA Al TAAG T Cl

droEre?2

scaffold 4690:11114908-

11114977 -

T T e e ——— EmCoAGC T 16T6G0ToA RO oRA R B A CC TR OGO TRO TEACR TR

Generated: 09/08/2015 at 1146 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_22:654800-654963
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_22:654800-654963
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1180.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:9554233-9554396
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:6258571-6258628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12472:541612-541671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6308:2925135-2925200
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:11018615-11018810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:3225673-3225728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396798:27115-27170
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302517:832064-832237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453872:676940-676994
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490777:7830-7892
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779586:52912-52975
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:1078619-1078674
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415289:14542-14601
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409092:175824-175896
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:15961783-15961844
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:15089396-15089457
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_47:14235-14296
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:10110079-10110138
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:11114908-11114977
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[View on UCSC Genome Browser {Cornell Mirror}]
dpe 176 |scaffold 15:1690640-1690711 + |candidate | Canonical miRNA |intron
Legend: mature Star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Show Alternate Folds
Flybase annnotation
intron [Dpen\GL16589-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
CTCGTCCTGCAAACTGAGACGGGGCGGGAGGCCCGTGGGTCCCTGGCCTGTGCCGCCTGTAGTCTGTAACCACAATCTGTTAAGGATTTTCCACACGTGGCGGCAGGCTACAGGTGCTGCAGGCCAGTGCCCCCGATGCTCTCGCCACCGCCACCGTCGACGCTCAATCTAG
Read # Hit |Total
e e ek ke sk ok ok ok ok ok ke ke sk sk sk ok ok ok e e s sk skesksk ke ok kL ((CCCL L CCCOOCCCCC COCOOEeeee. . ceeeeeeed. ... ).l ))))-))))))))))))))-)))))))))))))) ... Frkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** size Mismatch Count Norm Total
.................................................. el ot ot eTof ol e -\ e o4 e Ti10-V-N o] 23 AN 0 1 50.00 50
.................................................. TGCCGCC T GTAG T C T GTAACC A s« v v v e e e e e e e e e e aeee e e e e e e aaaeeeeeeeeeneneeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeneeeeeeeeeeneneaaeeeennnaaaa22 0 1 36.00 36
.................................................. TGCCGCCTGTAGTCTGTARCCAC . « 4 vt e e e e e e e e et e e e e e e e e et e e e e e et eeee e et tteeeee e et tteeeeee e etteaaeaeeeettaaaaaaeeennnaa 23 0 1 6.00 6
.................................................. el ot ot eTof o e - e o4 e 110NN 24 O BN 0 1 5.00 5
................................................. GTGCCGCCTGTAGT CTGTARCC « 4 v v e 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 et eee e e e eeeeee et eeeeeeeeeeeeeeeeeeeeeeetnaaaaeeeenennnanna 22 0 1 3.00 3
.................................................. elofo]eloloh el -Neli o el - V-NoT o - N PO~ S 1 2.00 2
.................................................. el oTeteTof ok el -\ ehi Kok e tiy-V-N el o) o) N~ SN 0 1 2.00 2
................................................... el oToT el ol ol el - e i K o e 110 V-X ol o7 NP~ I 0 1 2.00 2
................................................. GTGCCGCCTGTAGTCTGTARCCAC . &« 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 et eeeeee e et eeeeeeeeeeeeeeeeeeeeeeeaaeeaeeeeeeaaeaaaeeeennaaana 24 0 1 1.00 1
............................... ol ef et et elel el ool ok e et ot ek ¢ O K- I o 1 1.00 1
Anti-sense strand reads
GAGCAGGACGTTTGACTCTGCCCCGCCCTCCGGGCACCCAGGGACCGGACACGGCGGACATCAGACATTGGTGTTAGACAATTCCTAAAAGGTGTGCACCGCCGTCCGATGTCCACGACGTCCGGTCACGGGGGCTACGAGAGCGGTGGCGGTGGCAGCTGCGAGTTAGATC
Read # Hit |Total
ke ek sk ok ok ok ok ke ke ke ek sksk ok kel ok ok ok (- - CCCCCCOOCC COCCCOOOECCCCC. . ceeeeeee. ... )))¥) ..ol ))))-))))))))))))))-)))))))))))))) ... FrRIKKEEIII KKKk kKKK KKk k**kkkkkkkkk*** size Mismatch Count Norm Total

Show Alignment With Reads “

Re-alignment of all predicted orthologs
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Hairpin partition Mature
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head embryo head male

O O O O O O N P W u

droPer?2|scaffold 15:1690590- |dpe 176
1690761 +

CTCGTCCTGCAAACTGAGACGGGGCGGGAGGCCCGTGGGTCCCTGGCCTGTIGCCGCCTGTAGTCTGTAACCACAATCTGTTAAGGATTTTCCACACGTGGCGGCAGGCTACAGGTGCTGCAGGCCAGTGCCCCCGATGCTCTCGCCACCGCCACCGTCGACGCTCAATCTAG

dpb XL group3a:1196731-
1196902 -

dps 3582 CTCGTCCTGCAAACTGAGACGGGGCGGGAGGECCGTGGGTCCCTGGCCTGTGCCGCTGTAGCTGTAACCACAATCTGTTAAGGATTTTCCACACGTGGCGGCAGGCTACAGGGCTGCAGGCCAGTGCCCCCGATGCTCTCGCCACCGCCACCGTCGACGCTCAATCTAG

droSec?2|scaffold 15:683877-
683908 -

PASS/FA

Generated: 09082015 at 07:49
crit.loop
crit.mor
crit.half
crit.total
crit.pairing
crit.top3
crit.tptop3
crit.uri
crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_15:1690590-1690761
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_15:1690590-1690761
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_176.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:1196731-1196902
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3582.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_15:683877-683908

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 937 scaffold 19:122790-122880 + |candidate | Mirtron |intron

Legend: mature star [{iTE)iBi(d BT Vgl (i _
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Show Alternate Folds
Flybase annnotation
intron [Dper\GL.27249-in]; CDS [Dper\GL27249-cds]; CDS [Dper\GL27249-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
V111 V057 V050
CGAAGGAATCTTTTCGCGACAGGCAGACACAGGAGCTGGAGGTCATAAAGGTGGGTGGCGTGATGGTGGGGGCGGTCGGGTTGGGAAAGCTGTTGCGCATTTGGCAAATGACGAAATAACTGCGGAGTTTTTCATTTGCAGGCCATCTTTGGAGCAGACGTAGAGGATCTGCGGCCACAGAGCGATCCCAA female
Read # Hit |Total male head head body
Ikkhkhkkkhkhkhhhkkhkhhhkhkhhhkhkkhhkkkkhhkkkkhhhkkkhhkkkhhkx COCCCCCCCCe oo (e e ))) e ININII)) e COCCCCC(e e (CCCaeaa))))u)))))))) . Hkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k***** gjze Mismatch Count Norm Total body
.................................................. el elelel Jelelol el el Vel ekl cleTcle TN PP~ AN 1 7.00 7 6 1 0 0
................................................................... efe]eleelo]eleli o] ele] el il cle e N PR - BN 1 6.00 6 5 0 1 0
................................................................... ele]ele]ele]eleli o] ele] el il cleT ey U PR A BN 1 3.00 3 3 0 0 0
.................................................................. uelelelelelole el ol el et e c]e PO S ¢ 1 2.00 2 0 1 1 0
................................................................... ele]ele]ele]elel el ele] el il cleT ey V. NP P~ 0 BN 1 2.00 2 2 0 0 0
.................................................. ehelelehelelole eV et el elecle Lo - SR 1 1.00 1 0 0 1 0
................................................................... ele]ele]elo]eleleleleled il eleley- V. . PN PP~ X0 B 1 1.00 1 1 0 0 0
Anti-sense strand reads
V057
GCTTCCTTAGAAAAGCGCTGTCCGTCTGTGTCCTCGACCTCCAGTATTTCCACCCACCGCACTACCACCCCCGCCAGCCCAACCCTTTCGACAACGCGTAAACCGTTTACTGCTTTATTGACGCCTCAAAAAGTAAACGTCCGGTAGAAACCTCGTCTGCATCTCCTAGACGCCGGTGTCTCGCTAGGGTT
Read # Hit |Total head
khkkkkkhkkhkhkkkkkhkkhkhkhkhkhkhkhkhkkkhkkhkhkhkhkhkhkhkhkhkkkhhhkhkhkhkhkhkkkkkhdk = ((((((((((. .. ((( ...... ))) ...... )))))))))) ..... (((((((( ...... ((((. .. .)))) . _)))))))) LD okkkkkkkkkkkkkhkhkhkkhkhkhkhkkkkkkhkhkhkkkkkkkkkkkhkkhkkkkkkkkk* gjze Mismatch | Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroper2|lscaffold 19:122740-122930 + |dpe 937|CGAAGGAATCTTTTCGCGACAGGCAGACACAGGAGCTGGAGGTCATAAAGGTGGGTGGCGTGATGGTGGGGGCGGTCGGGTTGGGARAGCTG-———- TTGCGC--—-—-—-—- AT----- TTGGCAAA--—-————— TGACGAAATAAC-TGCGGAGTTTTTCATT---TGCAGGCCATCTTTGGAGCAGACGTAGAGGATCTGCGGCCACAGAGCGATCCCAA
ldp5 |2:4420268-4420458 + |dps_350|lcGAAGGAATCTTTTCGCGACAGGCAGACACAGGAGCTGGAGGTCATAAAGEEGEETCECETCATEETEEEECCGGTCGGGTTGGGAAAGCTG————~- TTGCGC--—-—-—-—- AT--—-- TTGGCAAA—-—-————— TGACGAAATAAC-TGCGGAGTTTTTCATT---TGCAGGCCATCTTTGGAGCAGACGTAGAGGATCTGCGGCCACAGAGCGATCCCAA
droWil2|iscf2 1100000004921:3263050= RcinaSRcHE AU G G XE A SHlA N CRENCEENE et e el ————————————————_—_______________________ ;R - - e e ettt - ~ ~ el C 13 THT T TG G8G CAGARG TAGAGGATHTGCGGCCACAGETNA N NIEE
3263149 +
drovir3|scaffold 13047:12623658- ccarilerarclgrrrecceallaciicacaceaccalliTccallcia TA A AGEENAC TEESNY ThRNA TlECGYaS - - EEEEE - - —-—-——-- AT----- TTo AR - -—————-- TGANGAAAT/E A -l piA T T- - - ToiaGccATRT T8 GldccBcaflc TlecaccaTc Teldcccclgcallac il Tleclenld
12623822 +
droMoj3|lscaffold 6540:29212356- CGAAGGAATCIITTTCGCGAINSGRC A A CACAGG A CTGGAGG TR TA A AN G T N T et T cL. U y.Xe ~ 7./ — — — - — - — B — CCCTACHNEA AT/ TGANGAAAT AN -G R . CATT---TecaciccaTRT TG cEcEecafic e Al alde TN cclic acacciaTlgcleile
29212516 -
droGri2|scaffold 15074:2109837- ceaalleaarcidrrrccecacaciicallacacalNc AT GGANGTHA TA A AGGTCI\C/deYe TGAWGAAATAAR- TGCEG/s T ammese T T - - —[d\caciiccaTiIr T8l clicificAcGTEGAGGATC TGCGc clgcacacciXeTEc clde
2109995 -
droAna3|scaffold 13340:5104990- cldaaccaaTcTrTTCccAlScACcAl A CldcacGAGTGGAGG TIATAAAGESNNCE iNen B TRACAGGTCCG--GTCAGA-CA- - [NERET A GREEINI XLV TA T AR - TC TC THCIEENNICERN G T TINE T/ TINA TSNl Ne G Cleh\ T[eli lINetelN il A el /e c A n alc TR GC
5105160 +

cllaaceaarcTTTTCGCGAEGCARACEcAGGAGHTGGAGGTIATAAAGEENACE

droBipl|lscf7180000396359:90513-90683

TT GG - NIk Nl et o XeTolte) N 7. 2 — — —pgNe - — - TGACGAAAT AN - TRETSING T TT TTCATT - — - THEIA GIICIA T T T T GGAGEHYGACGTIEGAGGATC THAGGCCACAGHEaNA TN

CGAAGGAATCTTTTCGCGASGACAGACECAGGAGHTGGAGGTIATHAAGCTACE

droKikl|scf7180000302268:105199-
105362 -

TTCLV- - - —————- --Gcccaji-Ea - - - - BEEEA A TAGININIENYNic TR C T TcTCCCc NS GINGERE C C TiNelelel A skl C/ele clélc Cleh Tleli clNetel N TielslelA Mol c /N e A iR G c C

cllaaceaaTclgrTccccald8cGCAGACECAGGAGHTGGAGGTIATAAAGGT GG

droFicl|lscf7180000453782:92158-92314

droElel|lscf7180000491194:1241263—
1241422 +

CGAAGGAATCTTTTCGCGAISGRCAGANECAGGATGGAGGTIATAAAGGTINGGT

droRhol|lscf7180000777206:98103-98260 CGAAGGAATCTTT/cGCccAlgscECcAllacldcaccaAiTcGAGGTIATAAAGE TN

clracealgrcferTfeccccadecccalladecAGGAGHTGGAGGTEATARAAGETELCE

droBial|lscf7180000302113:92598-92756

droTakl|lscf7180000415286:361451- cldaaccaarcrridcclgcaldecccallacficaccallcTrecaceTcaTar NG TCLNCE

361610 +
droEugl|lscf7180000409243:21474-21631 claaccaarcrridcccoaldsceeacaclcaccaiTccaceTATAAANGTCECE

+
|dm3 lchr3r:27221729-27221894 + || [BracearTcfErcccca@acccANacEcAceACHT GGAGCTHATAAACETCIAEACG

ldrosim2|3r:26513472-26513634 + | [<BracearTcEriEcdgcaBacccaNacEcaceaclTceAGCTHATAAAGETCRCEGES

::.nnT

GTG

- Tnmnn'ﬂ

clcTcTi---A---fi

| [ [ | ~
SRa ey i e e tep ey i A p e I TREGARTC R B A A C T o ACE T T AR AT G G CC o

droEre2|scaffold 4820:760014-760176 ciiaaccaaTcgrTccccadecccalYacEcaccAGTGGAGCTHATAAAGETEINCNCENG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_19:122740-122930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_19:122740-122930
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_937.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:4420268-4420458
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_350.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:3263050-3263149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:12623658-12623822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:29212356-29212516
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2109837-2109995
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:5104990-5105160
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396359:90513-90683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302268:105199-105362
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453782:92158-92314
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:1241263-1241422
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777206:98103-98260
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:92598-92756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415286:361451-361610
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409243:21474-21631
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:27221729-27221894
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:26513472-26513634
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:6026877-6027039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:28153087-28153254
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:760014-760176

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dpe 1581 |scaffold 4:2939237-2939313 + | candidate |Mirtron |intron
PSR E SRS P Tdmis match in alignment _
Predicted structure
@ © Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds
Flybase annnotation
intron [Dper\GL17459-in]; CDS [Dper\GL17459-cds]; CDS [Dper\GL17459-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V111 V057 V050 M021
TGCAGCTGCCAGACGGGAGTCCCATACCCTGCATACTGCTGGCCAATAAGGTGAGTGGGCGGCGAGGAGTGGGAAGCGGGACTGAGGTGGGATGAGACTTTCCTAATTGATCCCTTTGTGT TCGTAGTGCGATCAAGAGAAGCAGGGCATCATCACGAATCCGGAGAAGATGGATGA female
Read # Hit |Total male head body head embryo
khkkkkkkkkkkkkkkhkhkhkhhhhkhhhhhhhhhhhhhhhhhhhhhhhhhdd ((((((' (((( ........... ((((_ (((_ . ((((( ........ ))))) .))) ')))))))))))))) L kkkkkkkkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhkkhkkkkkhkkkhkkkkkkkkkkk gjze Mismatch Count Norm |[Total body
...................................................... el ele]elofelelelesNeT el el el c]e NN PP B N0 1 9.00 9 7 1 0 1 0
...................................................... elielelelefeleleleyNeT el el le]e NP 4 o N O 1 4.00 4 4 0 0 0 0
.................................................................... el eleley.V-Nelo]elelesNo ey Ne el eTcle. NP PP~ SN0 1 2.00 2 2 0 0 0 0
...................................................................................................................................................... CATCACGAATCCGGAGAAG........ 19 0 1 1.00 1 0 0 0 0 1
...................................................................................................................................... AAGAGAAGCAGGGCATCATCACGA . « v v v evevnenenen.. 24 0 1 1.00 1 0 0 1 0 0
....................................................... i elelelolelelole).Neley.Nelic e ey NN PP I B ¢ 1 1.00 1 0 1 0 0 0
.............................. el0) N0 Yok elok el etole. VN V. NP AP B ¢ 1 1.00 1 0 0 1 0 0
.................... CCCATACCCTGCATACTGCTGGC « ¢« ¢« e e e 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 et et e e et e e e e e et e e et e e e e e e e e e e e et e e e e e e et e e en e e e eaeneseeaenenaeaeneneeaeaenaeaa23 0 1 1.00 1 0 0 1 0 0
........................................................................................................................................... AAGCAGGGCATCATCACGAATCCGG. « v vveevnen.. 25 O 1 1.00 1 0 0 1 0 0
.................................................................... GTGGGAAGCGGGACTGAGGTGGG - « - « « « c e« e e e s e et e e as e naeasaseeensasoeeneasoenneasaeeeensaeeaeaeareaenearoaeacnncansaaa23 0 1 1.00 1 1 0 0 0 0
............................................................... GAGGAGTGGGAAGCGGGACTGAGGTG « « + t e e e v et e et ete e et e ee e e ettt et e e et e e e et e e ettt e et ea e eieaenenaeaenenneaes 26 0 1 1.00 1 1 0 0 0 0
...................................................... el Jetelelofeleloler Vet el el e c U OO I : IR0 1 1.00 1 0 1 0 0 0
....................................................... i elelelelelelole).Neley.Neli el e c U PR SN ¢ 1 1.00 1 0 0 0 1 0
.......................................................... ele]elelelelNele) Neh eleTcy.V.Ne e cle] cl. PP -g¢ S0 1 1.00 1 0 0 0 1 0
........................................................................................................................................................ TCACGAATCCGGAGAAGATGG. ... 21 0 1 1.00 1 1 0 0 0 0
............................................................... &-NeleyNeli eTeler-V.NeToleTeTe! - - AR OO B 20 0.05 1 0 1 0 0 0
Anti-sense strand reads
M042
V050 V057
ACGTCGACGGTCTGCCCTCAGGGTATGGGACGTATGACGACCGGTTATTCCACTCACCCGCCGCTCCTCACCCTTCGCCCTGACTCCACCCTACTCTGAAAGGATTAACTAGGGAAACACAAGCATCACGCTAGTTCTCTTCGTCCCGTAGTAGTGCTTAGGCCTCTTCTACCTACT female
Read # Hit |Total head body head
kkkkkhkhkhkhkhkhhhkhkhhhkhhhhkhhhkhhhkhkkhhhhhhkhhkhhhhkkhhkdhhhk COCCCC CCCCe e e e COCC CCCe - (O e e 1)))) D)) )))))))))))))) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droPer2|scaffold 4:2939187-2939363 |ldpe 1581||TGCAGCTGCCAGACGGGAGTCC---CATACCCTGCATACTGCTGGCCAATAAGGTGAGTGGGECEECE-A-—————————————————————___ GGAGTGGG----- AAG-CGGG-ACTGAGG---—-—-——-- TGGGATGAGACTTTCCTAATTGA-——————————————————————— TC--—-C—=-=CT-——————————————— T-TG---TGTTCGTAGTGCGATCAAGAGAAGCAGGGCATCATCACGAATCCGGAGAAGATGGATGA
+
dp5 |3:14676481-14676650 - | |TecAGCTGCCAGACGGGAGTCC---CATACCCTGCATACTGCTGGCCAATAAGGTGAGTCCEFNGCE-8- -~~~ -~ ———————————————_ G — — = = = AAG-CGGG-[§CTGAGG-----—-—-—- TGGGATGAGACTTTCCTAATTGA-————————————————————— TC---C-—=—CT-——————————————- T-TG---TGTTCGTAGTGCGATCAAGAGAAGCAGGGCATCATCACGAATCCGGAGAAGATGGATGA
droWil2|lscf2 1100000004954:5258551— TCAGCTGCCHGACGGAGT/EC---CATACCCTGCATAWTGCTGGCRAATAAGGT AN NI\ G- fy-T - - - - - - - - GTGAECI CAAA A N - B — — [ — - — — — A - —-—-————————— - B GG A AAGA A A T TAA T TR T G TC---C-——-g-——————————————- T-Th- - - SeGEAGTGCGATCAAGAGAAGCAGGGHATINGTCACGEAEcccallaal\aTGeATGA
5258716 -
drovir3|lscaffold 12823:1750766- T@CAGCTGCCAGACGGEAGTCC---CATACCCTGCATACTGCTGGCCANMAAGGTGAGTGGGCEECIN-A-——-—-- GAREEACAGCTATTCARE- - - —-—--|
1750932 +
Aroto)3lacatrold 6426:1045505- e e ===
1045575 +
droGri2|scaffold 15245:16286534- THCAGCTGCCHGANGGEAGTCC---CATACCCTGCATACTGCTHGCCAATAAGGT GG TINNC N W~~~ ——————————=——-—-—--—- ——————--]
16286694 -
droAna3|lscaffold 13266:6113379- TGCARICTGCCAGACGGEAGTCC---CATACCIITGCATCTGCTGGCCAATAAGGTGAGTLIN S CHN-A— - — - [TV el ———————————- ———————]
6113536 -
droBipl|lscf7180000395839:270417- TGCAIRcTGCCAGACGGEAGEcC---caTacciIrGeaTcTGeTGGCCAATAAGGTCECTINYSC Cleleiy-{o- - — - gty Nl - — - ———————- ———————]
270574 -
droKik1|lscf7180000302476:2343984~ TGCAGCTGCCEGAWGGEAGTCC---CATACCIITGCATCTGCTGGCCARTAAGGTGA G NN . - ——————————- CCCAAATTCTGAC/EATIIAA A NN T A e c T e el e A e rleclTiAT-- - - - - - - - - - -]
2344159 +
Grorioi[sof1180000453851 1215757 e e - =
1215835 +
droElel|lscf7180000491001:886775- FCAGCTECCGEAETCCMCATACCECATETGTGGCAAAAGET‘G@GCG—A —————————————————————————
886867 +
droRhol|scf7180000779976:711295- 2 GCTIACENe C GIXS AN c cIX¥cA TAldcch¥ic A Tl T clgT o ENa AlRa A G TN TN g\ e ce-A - - - - -
711438 +
droBial|scf7180000301506:1666669- TGCAGCTGCCEGANGGEAGTCC---caTlccldTccaTgcTecTGGCCARTARNGTGAGTCLRE NG IS VYU I NV Xy VYV YS YelI - ———- ----[lecrT]
1666852 +
droTakl|scf7180000411009:19927- TGCAGCTGCCAGAMGGEAGTCC---CATHCClETGCATECTGCTGGCCAATANNGTGACTC R - ————————————————-—"—"—"—"-—- -]
19983 +
droEugl|lscf7180000409183:708801- TGCAGCTGCCAGACGGEAGTCC---CATHCCETGCATcTGCTGGCCART ARG TGACT N - —————— - T e N —
708987 -
dm3 llchroR:5066205-5066384 - | |recaceTeecEeaccc@acTec---cathcclarccaTcrecrecccaaTaae T 6T LNECECH - ALV NI L TN N XelT XT NIl .t ———- ----A-—-ATRRN- - -B----F----—--]
ldrosim2|l2r:5869540-5869720 - | |TecacereecEeacea@acrec---caticcBrecat@erecTecccaaraneTRACTCIHCECH-2 -GS N NNl elelel T Y- ———— ----a---ATRRM---B----F------]
droSec2|lscaffold 1:2698673-2698851 TGCAGCTGCCEGACGGEaGTCC---CcAaTlcclgrccaTcTeecTeeccAATAANG T A GT ARGl - A TN 3 S VN NI NI NTeleh g N - —— - --—-a-—-ATEEE- - BB —————
larovaks|l2n:17721644-17721839 - I |TecallcreeceaceaacTec---caTicclgrccaticreereeccaaraaNe TR CT G- (1IN N T T N T [ T NI - - [ A-—-ATGTT---F----F-----—- BT TTTTTAANETAINe C T T T T A T A A e CC T T TGCT A - R L ek G T TheeA G TGecldcAlcallaaccaGeceaTATRA CGlaEc cldcacaacaTGGATGA
droEre2|scaffold 4929:17589436- TGcallcTGecGacGaaGTCC---CATHCCETGCATEC TGCTGGCCAATAANGTINACTCIRENC/ g A - [N E SNV VN NeleleTelele fi - - ——- i e X — — i i DI — — — — —————— ey — — = = = = = = = GTCTTTATTTTT TR TATTAAAAC-GCR-TGT TS - R LR qoetebi T ThYelen GTGCGABCAEGARAAGcAGGGCATCATIACAldaldccllcaGarGATGGATGA
17589614 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:2939187-2939363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:2939187-2939363
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1581.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:14676481-14676650
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004954:5258551-5258716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12823:1750766-1750932
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:1045508-1045575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:16286534-16286694
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:6113379-6113536
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395839:270417-270574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:2343984-2344159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1215752-1215835
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491001:886775-886867
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779976:711295-711438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1666669-1666852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000411009:19927-19983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:708801-708987
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5066205-5066384
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5869540-5869720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2698673-2698851
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17721644-17721839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17589436-17589614

ID: Coordinate:

dpe 171 | scaffold 26:513387-513437 + | candidate | Canonical miRNA |CDS

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star (IS iz1(d 811 fg a1 mismatch in read
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Small RNA-seq Read Density Read size distribution Condition-specificity
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Show Alternate Folds “
Flybase annnotation
CDS [Dper\GL13392-cds]
No Repeatable elements found
mature star
1. scaffold 8:473873-473890 +
2. dpe_ 171 scaffold 26:513419-513436 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
MO21 v042 V111l v057
TCCAGCTGCGAGAATTCGAGCGCTGTCGTCTGCTCTACGAGAAGTTCCTTGAATTCGGACCCGAAAACTGCGTAACCTGGATGAAATTCGCCGAGCTGGAGAACCTCTTGGGCGACACGGAACGGGCAAGGGCCATATTTGAGCTGGCCGT female
Read # Hit Total embryo embryo body male head
kkkkkkkkkkkkkhkdkhkkdkkkhkkhkkkdkrkdkrkx  (((((. (CCCCCe oo CCCCCe oo (CCCC. ... (T 1)) I ) MY Y)Y hhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x | gjze Mismatch Count Norm Total body
.................................................................................. GAAAT TCGCCGAGC TG s « e e et et et e te e ettt et see et teeanaanaenaana 18 0 2 25.00 50 47 2 1 0 0
........................ Gl C G T C T Gl T C T A C G A G A R . .t i v e e e et e e o et e e o e o e e e e o et oo o e o e oo o e s oo o e s oo aeseeeeeeseeeesesaeeneseeeeseeaeseseeeeseeeesesaeeeseeeesenaaeas 19 0 1 2.00 2 2 0 0 0 0
.................................................................................. GAAAT TCGCCGAGC TGO + v v v vt ettt et tee ettt et et et e s seeteineena. 18 1 2 2.00 4 4 0 0 0 0
.................................................................................. GAR AT TCGC CGAGC TGGAG .. v v i et et et e e e et aeeseeeeeeeeaeeseeeneaseeeeneeaaaal9 0 2 1.50 3 3 0 0 0 0
.................................................................................. GAAATTCGCCGAGCTGGAGA . « v ettt ettt et et et st et e teesaesaeenaen 20 0 2 1.50 3 0 2 0 1 0
.................................................. GAAT TCGGACCCGA AR A C TG G T« v v v e v e et e e e et e e e aease s aeeaeeaeeseeseeeseenseenseeeeeeeeeeeeneeseeneeneeneaaa 23 0 1 1.00 1 1 0 0 0 0
........................................................... CCCGRAARACTGCGTARACC TGO AT A e & v v vt et et e e et ee s te s aesaeeeeeeeeeeeenseeeeeaeeeeeeeeeeeaneenanneaaa 25 0 1 1.00 1 1 0 0 0 0
....................................... GAAG T T C C T TG A AT T C GG A C C C e v vt e et e e e et e o et e et oo e o e oo oo oseseaeeseeeeeeseeseseeeesessesesessasessesesessasessssanees 22 0 1 1.00 1 1 0 0 0 0
........................... GTCTGCTCTACGAGAAG T TC T T G AR T T e v v e e e e e e e e e e e e ee e ae e ae s aeeaeeaeeeneeeeeeneeneeeaeeeeeeeeeeeeneeeneeneeeeeoeeeeeeneeneenaenaa 28 0 1 1.00 1 0 1 0 0 0
.......................................................................................................... CTTGGGCGACACGGAACGG . v v v vttt eveeesnnenaennaaa.. 19 0 1 1.00 1 0 0 1 0 0
.................................................... ATTCGGACCCGARARACTGC « v e e v et et e e e e e et e e e e e e et e ettt et ettt ettt sttt e e et e et e ieeaenea 19 0 1 1.00 1 1 0 0 0 0
................................................................................... AR AT TCGCCGAG C TGGAGA A . vt i it et et e et e et eeeeseeeaeeseeeaneneeeaneeaaaa. 20 0 2 1.00 2 2 0 0 0 0
.................................................................................. GARA AT TCGCCGAGC T GGA G A A . &t it et i et ettt ettt esaeeesaeeeneseneenaneanas 21 0 2 1.00 2 0 0 0 2 0
................................................................................... ABATTCGCCGAGC TGGAGA . + v v e vt ettt seesaesaeeneeeeeenesnesneeneeneennae 19 0 3 1.00 3 2 1 0 0 0
................................................................................... AR AT TCGCCGAG C TGGA G . v v v v e e e et et e e e et e oo eeeeeeeaeeeeeeaeeeeaeeeaeaaaa. 18 0 4 0.50 2 2 0 0 0 0
.................................................................................... AATTCGCCGAGCTGGAGA . + v e ettt it ettt st et et et et saeaneeea. 18 0 3 0.33 1 1 0 0 0 0
Anti-sense strand reads
v042 V057
AGGTCGACGCTCTTAAGCTCGCGACAGCAGACGAGATGCTCTTCAAGGAACTTAAGCCTGGGCTTTTGACGCATTGGACCTACTTTAAGCGGCTCGACCTCTTGGAGAACCCGCTGTGCCTTGCCCGTTCCCGGTATAAACTCGACCGGCA
Read # Hit |Total embryo head
Kkkkkkkkkkkkhhkdkhkkdhkkhkhkhhkdkrkdrxxx (. (CCCCCe oo CCCCCe oo (CCCe ... ((C.vonn.. 1)) .M ) MY )Y hhkkkhkkkkhkkkkhkkkkhkkkkkkkkkkkkkkkk*x*x*x gize Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species | Coordinate ID

Alignment

|droPer2 Hscaffold_Z 6:513337-513487 + ”dpe_l7l “TCCAGCTGCGAGAATTCGAGCGCTGTCGTCTGCTCTACGAGAAGTTCCTTGAATTCGGACCCGAAAACTGCGTAACCTGGATGAAATTCGCCGAGCTGGAGAZ—\CCTCTTGGGCGACZ—\CGGAACGGGCAZ—\GGGCCATATTTGAGCTGGCCGT

EEE |XL_groupla:157500-157650 - || |TccAGCTGCGAGAATTCGAGCGCTGTCGTCTGCTCTACGAGAAGTTCCT TEARTICCCACCCCARRACTGOGEAACCTGGATGAAATTCGCCGAGCTGGAGAACCTCTTGGGCGACACGGABCGGGCAAGGGCCATATTTGAGCTGGCCGT

droWil2|lscf2 1100000004590:587622- TicalMiTcccacaET TicARCcliTcTealdcTae TRt AlGARA AR THiC T TEARTTCCEHCCINCARARITEICT/SA cc TcGATCAAET THGCCEAGCTINGAG A AllC TIXSTEN G GCGACACGGAACGGGCAGGGCIATHT TBGAGC TGGCCGT
587772 +

drovir3|scaffold 12928:5641517- TICAGCTGCGHGAATTHGAGCGCTGTCGTHTGCTRTANGARAAG T THC T e AR T CClEcCCE A ARNTEHIE T~ ClAT GGATCAAAT THGCCCAINC TCCAGAACC TRETGGGCGARACGGAACGHGCARGGGCCATHT TBGAGC TGGCCGT

— ] ] [ [ [

5641667 —

droMoj3|lscaffold 6359:4165941— TRCAGCTGCGEGAATTCGAGCGCTGTCGYCTGCTCTACGAGAAGT TCCT AT TICEECCCCAARCTEHET/SA CCTGGATGAAATTCGCCCAGCTGCAGAANC TESTGGGCGACACGGAcolccdccaecaTT TcAGCTGGCCGT
4166091 -

droGri2|scaffold 15203:1524378- TERACAGRTGCGHGAATTCGANCGCTGTCGTCTGCTCTACGAGAAGT TCCT/ECAlE T TICEECCCeAARNTEIETS A cllTccaTcAAET THGCCEAGHTGEAGA A C TS T8 Gcoaiiccealgc cliccecldccliaTiT TG AGC TGGCCGT
1524528 -

droAna3|lscaffold 12929:2036562- TCCAGHTGCGHGAETTCGARCGCTAECGEcTGCTETACGAGAAGT TCCT/EeAl T TCCEECClE A ARCTEHETSA CC TGGATCAAGTTCGCCCAGCTGEAGAACC T/ESTGGGCGACACGGACGGGCdccClATHT TGAGC TGGClgGT
2036712 +

droBipl|lscf7180000396434:33627- TCCAGHTGCGHGABT TCGAGCGCTGTCGYCTGCTCTACGAGAAGT TCCT/ECAEETCCEECClECAARCTECLNS A CleTcGATCAASTTCGCCCAGCTGEAGAACC T/ESTGGGCGACACGGACGGGCAMGGGCCATHTINGAGC TGGCENT
33777 +

droKikl|lscf7180000302696:1647443- TCCAGHTGCGEcATTCGAGCGCTAECGEcTGCTETACGAGAAGT TCC T geAlE R TIICEECCCEACARCTEHCTSA CCTGGATCANET THGCGAGCTGEAGAACC THETGGGCGACACGGACGGGCddcceecaTT TG AGHTGGCGT
1647593 +

droFicl|lscf7180000453901:894986— THCAGCTGCGAGAETTCGAGCGYTCECGEcToeTaTAlGARNA AT Thic TecAle T TiicehiCClec A ARLITElETEA cc TccaTEAAATTCGCINGAGC TIHIGAGAACC TIAT TGGGCGACACIGAlccliccdclicccaTiT TG AGC TGGCCaT
895136 -

droElell|lscf7180000491001:1702917- TCCAGCTGCGEGAETTCGAGCGCTAECGECTGCTETACGAGAAGT TCCT/ECATTCCEECCCCAARCTECETSA ClTGGATCAAGTTCGCCCAGCTGCAGAACCTCMTGGGCGACACGGACGGGCdcceCcATT TGAGCTGGCCGT
1703067 -

droRhol|lscf7180000779506:219092— TCCAGCTGCGEcAETTCGAGCGCTAECGEcTaeTlgTACGAGAART TCCTECARTTCCECCLICAARCTECETSA CCTGGATCAAGTTCGCCCAGCTGCAGAAC TCTGGGCGACACHGAECcGGGCgaceaecATlT TGAGC TGGClgGT
219242 -

droBialllscf7180000301760:2126267- TRcaceTeeadcalgrTeceaceaeTaldccEc T THTACGAGAAGT TCCT/CAE T TG CRICClECAlEAACTECET/eA CCTGGATCAAATTCGCCGAGCTGCAGAANC T TGGGCGACACGGASCGGGCAAGGGCCATHT T@GAGC TGGCHGT
2126417 -

droTakl|lscf7180000415195:26227- TCCAGCTGCGEcalgTTceAaGCaCTCldccEcTaeTlgTACGAGAAGTTCCT/CAE T TICElECCCEAlEAACTECET /e CCTGGATCAAITTCECCCAGCTGEAGAACCTCTcGCceACACGaAl cclcC@AGGGCCATHT Tl8GAGC TGGCCGT
26377 -

droEugl|lscf7180000409048:33477- TRcaceTiicclicaaTreoaliccercldeci@rccTiiTACGAGAAGTTCCT/ECAETTCERCCINEAlEAACTECE TN~ ccTcGATCAA T TCechcacC TG AGAAlic TiXdTGGGceaCACGaaldcceeeanGeGCCATHT Tc AR TN G ClG T
33627 -

|dm3 lchrx:2142337-2142487 - | [rBcacirecclicarTceacccCT e GRRTGCTETACGAGAAGT TCC T/ HEA I THCCACCECACAANTCHGTSA CI T GGA TGANST THGCCCAGCTCGAGAANC TET TGGGCGACACGGARCGGGCEACRGccATHTI TEGAGC TGGCEGT

[drosim2][x:1979913-1980063 - |

[rBcacirccocarTceacccc T T GCTETACGAGAAGT TCCT/HEACRIECACCECACAANTCHETSA CIT GGATGANST THIGCCGAGCTGGAGA ANC TBT TGGGCGACACGGARCGGGCEACRGccaTHr TRGAGC TRGCEGT

droSec2|lscaffold 10:1928265-1928415

THCAGHTGCGHGATTCGAGCGCTCECGEATGC TTACGAGAAGT TCCT/ECAETTCEACCIC A ARNTCHCTeA CIT GGATGAAIT TIGCCGAGC TGGAGAANC TET TGGGCGACACGGARCGGHClEaGlcceaTlT TldGAGC TIXGClEGT

[arovak3|x:6186795-6186945 + |

|ﬁECAGETGCGﬁGAETTcGAGCGcTGECGECTGCTETACGAGAAGTTCCTEGAATTEGGACCQGAQAAETGEGTEACcTGGATGAAQTTCGccGAGcTGGAGAACcTQTTGGGCGACACGGAQCGEGCQAGQGCCATETTEGAGCTGGCEGT

droEreZflscaffold 4644:2107421-
2107571 =

THCAGHTGCGlcABTTCGAGCGCTAECGcToeTlgTACGAGAAGT TCCT/ge AR TiICCACC e C A ARLITCETeliA CC TGGATCAAGTTCCGCCCAGCTGCAGAAC T8 T TGGGCGACACGGAACGGGCEAGIGCcCATT TGAGC TGGClgeT

Generated: 09/08/2015 at 07:51 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_26:513337-513487
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_8:473873-473890
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_171.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_26:513419-513436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_26:513337-513487
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_171.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:157500-157650
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004590:587622-587772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:5641517-5641667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:4165941-4166091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:1524378-1524528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12929:2036562-2036712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396434:33627-33777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302696:1647443-1647593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453901:894986-895136
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491001:1702917-1703067
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779506:219092-219242
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:2126267-2126417
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415195:26227-26377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409048:33477-33627
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:2142337-2142487
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:1979913-1980063
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:1928265-1928415
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:6186795-6186945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:2107421-2107571

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dpe 137 |scaffold 13:191103-191176 + |candidate | Testes-restricted ||intergenic
Legend: mature star mismatch in read
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Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
V1lil
CAAGACCAGCCGTGGGCGAAAAGACCCCGGAGGACAATCATTGGAAGTCCGGTAGTTTTATCCAGTGTACCAGCTCTTAAGTGATTTCATTTCTTATAGCGAGTACACTCGGTAGACCTACACGATCATTCTCCATCATCGGTCAAGGATCAATACTGTTCCATTTGGTGTGTG female
Read # Hit |Total male body
*******************************************. . (((.. ((((. ((((((_ (((((((.. (((.. ((((. (((.. _))) .)))) .))) ..))))))) .)))))) _)))) . .))) ..... khkkhkkhkkhkhkkhkhkkhkkhkkhkkhkhkkhkkhkkhkhkhkkhkhkhkkhkhkhkkhkhkhkkhkhkhkkhkhkkhkkhkkhkkhkk size Mismatch Count Norm Total body
.............................................................................................. TATAGCGAGTACACTCGGTAGA . « v v vt e e et ee e o tee e e tee e ettt ttee e tteeetieeesiaaeenanaaaa 22 0 1 15.00 15 12 2
.............................................................................................. TATAGCGAGTACACTCGGTA e + v v v v e e e e e e e et eaeeeeeeeeeenaaeeeeeeeeenaaaaeeeeennnnaaaa 20 0 1 5.00 5 4 1
.............................................................................................. T AT AGCGAGTACACTC GG T e + v v v vt e e e e e e e et teeeee e e et teeeeee e seaeaaaaaaaesannaaaaa 19 0 1 3.00 3 2 1
.............................................................................................. TATAGCGAGTACACTCGGTAG . & v v v e e e e et ae e e tae e ssaeeesneeeeneeesnseeeeaeeeenaeenennaaaa2l 0 1 2.00 2 0 1
............................................................................................... ATAGCGAGTACACTC GG TAGA . e v e e e ettt teeee e et tteeeeeeeeeeeaaaaaeeeesnnnnanaeaaaa 2l 0 1 2.00 2 2 0
............................................................................................... ATAGCGAGTACACTCGGTAGE . « « o e vttt e e et ee e teee et tee e e tee st eeaeeaeaeaeananena. 2 1 1 1.00 1 1 0
.......................................................... T AT CCAGT GTACCAGC T C T T . & o v vt ittt e it e ettt e e et ee e et te e ettt eee et teee s teee e eeee e teee e teeeeeeeeeaeeeaaeeesaeeanneaaa 21 1 1 1.00 1 1 0
.............................................................................................. TATAGCGAGTACACTC GG . « v v v ettt e ee e e et tteeeee et teeeeeaeeeeenaaaaaeeeesennaanaaa 18 0 1 1.00 1 0 0
.............................................................................................. TATAGCGAGTACACTC GG TAGH. -+« - e ettt ae e eaeeseaeeseaeeseaeeseaeaseaaaseaaaneeannaaa22 1 1 1.00 1 0 0
.......................................................... TATCCAGT GTACCAGC T C T T ARG . « v v it ettt e e et e e et e e et e ettt e ettt e e et e ettt ettt et ettt ettt ettt e e et iie e 24 1 1 1.00 1 0 1
Anti-sense strand reads
M021 V057
GTTCTGGTCGGCACCCGCTTTTCTGGGGCCTCCTGTTAGTAACCTTCAGGCCATCAAAATAGGTCACATGGTCGAGAATTCACTAAAGTAAAGAATATCGCTCATGTGAGCCATCTGGATGTGCTAGTAAGAGGTAGTAGCCAGTTCCTAGTTATGACAAGGTAAACCACACAC
Read # Hit |Total embryo head
AR R R e L N R N I N N T D R I D D D I D D e D D D D D D I D D D D D I D D D I D D kkkhkkkkkhkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk**x*x*x gize Mismatch Count Norm Total
............................. T T G T TAG T ARCC T TC t o e e e e e e e e e e e e e e e e e e e ee e e e e e e e aaaeae e e e e aaaeeeeeeeeeeeeeeeeeeeeeeeeneeeeeeeeeeeeeeeeeeeeeeneeeeeeeeeeeneeeaeeeeeennanaanaeaaaa 18 0 1 1.00 1 1 0

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species |Coordinate ID Alignment

droPerZ|scaffold 13:191061- |dpe 137

191219 +

GCCGTGGGCGAAAAGACCCCGGAGGACAATCATTGGAAGTCCGGTAGTTTTATCCAGTGTACCAGCTCTTAAGTGATTTCATTTCTTATAGCGAGTACACTCGGTAGACCTACACGATCATTCTCCATCATCGGTCAAGGATCAATACTGTTCCATTTG

dpb XL _grouple:8373149-

8373307 =

dps_3833

GCCGTGECGAAAAGACCCCGGAGACAATCATTGGAAGTCEGGTATTTTATCCAGTGTACCAGCTCTTAAGTGATTCATTTCTTATAGCGAGTACACTCGGTAGACCTACACGETCATTCTCCATCATCGGTCAAGGTCAATACTGTTCCTTTG

PASS/FAIL
Generated: 097/0-8/@015 at 08:17 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:191053-191226
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:191061-191219
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_137.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373149-8373307
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3833.html

ID: Coordinate:

dpe 2494 |scaffold _7:1854096-1854158 - | candidate | MiRNA | intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
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Show Alternate Folds H
Flybase annnotation
intron [Dper\GL13618-in]; CDS [Dper\GL13618-cds]; CDS [Dper\GL13618-cds]; utr3 [utr3 plus 6715]; utr3 [utr3 plus 6716]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
V057 M021 V050
GGCCTGCGCGGTGGCTACAGCACCGTGGAGAGTCTGAGTAATCGAGACAGGTGAGCT TGCTATTACTCTTTTACCTCATTCGATGAACTGAAAGTAATGGTTATACTCCAAAGATGTCGAGTGGGCCAGATATCCCTATACGATGGCCCGCTGGCGCAGTTCG
Read # Hit Total head embryo head
de sk e sk e ke ke ek ke ok ke ke ok ok ke ok ek ek ek ek ek ek ke ke ko (L (OO CCCC - CCCC--)) o)) e e )Y e dhkkkhkhkkhkhkkhkhkkhkhkkkhkkkhkkkkkkkkkhkkkkkkkkkkkkkkkkkkx*x**x gize Mismatch Count Norm Total
.......................................................................................... AAAGTAATGGTTATACTCCARR . « « e e e e e teteeeee e e e e taeaeaeeneeasaeaenenneananas 22 0 1 1.00 1 0 0 1
Anti-sense strand reads
M042
V057
CCGGACGCGCCACCGATGTCGTGGCACCTCTCAGACTCATTAGCTCTGTCCACTCGAACGATAATGAGAAAATGGAGTAAGCTACTTGACTTTCATTACCAATATGAGGTTTCTACAGCTCACCCGGTCTATAGGGATATGCTACCGGGCGACCGCGTCAAGC female
Read # Hit Total head body
R e L N N N e D D D e D D D D D D D D D D D D I B B I dkkhkkhkkhkhkhhkhkkhhkkhhkkhkhkkkhkkkhkkkhkkkhkkkkkkkkkkkkkkk*** gize Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 7:1854046-1854208 ||dpe 2494 [GGCCTGCGCGGTGGCTACAGCACCGTGGAGAGTCTGAGTAATCGAGACAGGTGAG-———-—-————————-———————— S e e TG = = = = = = m o o - TATTACTCTTTTACCTCATTCG-A--—-T-—-—GAAC--—-—-—————————-———— T-GAAAGTAATGGTTA--T--ACTCCAAAGATGTCGAGTGGGCCAGATATCCCTATACGATGGCCCGCTGGCGCAGTTCG
dp5 [2:1700132-1700294 - ldps 297 |l66CCTGCGCGGTGGCTACAGCACCGTGGAGAGTCTGAGEMAATCGAGACAGGTGAG- == ———————————————————— S e O e e e TATTACTCTTTTACCTCATTCG-A--—-T-—-—GAAC-——-—-————————————— T-GAAAGTAATGGTTA--T--§CTCCAAAGATGTCGAGTGGGCCAGATATCCCTATACGATGGCCCGCTGGCGCAGTTCG)
droWil2|lscf2 1100000004902:9560729- corcecilecraciracaciaclcrilcalacTeTiacEAATCOlcaAlAGE TEAG- - - -~ - - - - ACAA A TATTAAGAAATCGCTTTACAAAAACCCTTAACGAA - — — R e e e e — — — ~ E— — — - — == —=—=—=—=—=—=—=~— -B- - - - -firTcaaai#lcTcTecEcAT TCINEGIeide Cleielele c/INAINEXTe T TIXUN T[eh:Xele cofel~ Shilelele c /SNl T
9560897 -
drovir3|lscaffold 13047:838440- dvi_14987(ceccTeccecacaiIracaciacceTldcaacTcTcAcEAAccEcaCAGGTGAG- -~ -~ -~ - - - I -—————————- GT T T AA T TAGG R = — R e - e 2 i TelC eI A — — - — T — - — —AAC-—————————————————— T-GAANTANSIC TR e- -[SXatldacaTcTcocTececcaRaTrciMrEraflcaTcolccaldrceceeac T TG
838604 +
droMoj3|lscaffold 6540:4833480- cecrcecgccleciracaciacciltcadacTeTiacaaBccldcacaceTeAG- - - m - - - By - — - ———————————— GTCTGC AT AGA R BB ———mmmmmmmmmmmmm e ——————— D — — — — - — — — GAAATCATATTTAGCCAACHAAN- - - - —TiiccciiTGGCETCAAAGACINENNelele celelele s F\AINITINS NG ¥l Nele c slele T elelelelel-Nehl yele
4833642 +
droGri2|lscaffold 14906:5471125- celMiTceclgcceclitacacecaccoTlcaldacTcToacEAATCOcACAGGTCAL NI NEE NN - ———————————- - -—------———— - GCAGA L A T R = — R e e T A T C R - - - - - A T A C T - - — - - B A Tl A 2 R - — — B -B- - - - - G- Tj¥eaGicc TGRECACGT TTING e c/dfe clelelele c/INAINN Tidelc TiUNUNTer-Xiele cIofel~ ShileleleleleFNehLii T &
5471290 -
droAna3|scaffold 13340:4642488- GGeCTlcGEeaIGGCTACAGCACCGTGGAGAGTC TGACEAAT CGEGACAGETRIAG-— -~ -~ = - = - - —— CTe-———— - = — R e e e e A GCHcA A I A T S T C 2 - - - B B — — — e -B- - - - TigATjdele cliTaccEEcalTE T CINEGilehdslelNelnelete » SN I Tiel i CIUNTeF\Celel n Sfel cshielele T SFNeh i T &
4642638 -
droBipl|scf7180000396359:547741- ccecTldcclgecileccTacaceacietilcacacTeToacEaATClgcACAGETIIAG -~ -~ - - - - CTfRy--——— -~ = — R e e A GCiic AN A Cl TS TN - - - B B — — — e -B- - - - Tl Tj¥ele cliTaccE A c TR T CINEGiehdsel Nelnelele c/SFNA I Tiel n i CIUNTeF\C[ele n Sfel cshielele T SNl i T &
547891 +
droKik1|scf7180000302388:1662080—
1662302 -
droFicl|scf7180000454106:1779545~-
1779599 -
droElel|scf7180000491194:589942—
590005 +
droRhol|lscf7180000779488:631857— GGCCTECGCGEINGGCTACAGCACCGTGGAGAGTCTGAGEAATCGAGACAGGTRIAG
631912 +
droBial|scf7180000302402:4312524- GGCCTECAEGGIGGCTACAGCACCGTGGAGAGTCTGAGAATCGAGACAGGT Gl
4312576 +
droTakl|[scf7180000415310:607043—- GGCCTEcAlEGEI\GGCTACAGCACCGTGGAGAGTC TGAGAATCGAGACAGGTIAG
607099 -
droEugl|[scf7180000409881:258714— GGCCTECGEGGIGGCTACAGCACHGTGGAGAGTCTGAGEAATCGAGACAGGTAG-— -~ - =~ === ——— - - - ——— GATGGACTTTATAAGREEEEEEE T A G T R — — — R e T GTATATCTCAGATTTTAGTGGTAGCTCTTAGGTGAGCTCTGTIGCHIC-----—- - T/ T Tiia - - B - EEE - B — — — B BT AA TSN NI Te- —iTileAlNAGA TG TCGAGTGGGHCARA T TClc Tt ACcAldccljc chifiTcGclicAG T THG
258914 +
|dm3 lchr3r:20532592-20532768 + | |ceccr@ccEecReccTacaccaclGTGGAGAGTCTGACEAATCGAGACAGGTINEG-— -~~~ - -~ -~ ————————————— T G — — — [ . 2 TGCGATTGAC'T C 2 S --—-———-F--------—----a-[BRICAAC- - - -GGTGACTATTTTTGACTATHATTGACITH- - - -ArrilmeT AN TN eeXeT elete T/ el A N CileA S T NSeT C e riE e T Helels T A R TE]
ldrosim2|3r:20049958-20050154 + lasi 2017 [lceeccT@ccgeclleccTacaceaceTeeacacTeTcaGEAATCGAGACAGGTNEG-———— - === - - - - ———————— TGGCGGAATCAGT TAG T T TG A ACACCT T TAACGAGC THT S TGGG A .Y, ii.'I-HPHPASkRhn TGCAAT TGCCTAA A R .. e T ety o — — — T[Sl oI~ — —— —————————————— B-cleaRrAAT TR T - JSciccAAGATGTCGAGT GGG ARA TR CRc TBTaccaBecliccafireGclic AR THG
droSec?2|scaffold 0:20870913- GGCCTEcAlEcEI\GGCTACAGCACHGTGGAGAGTC TGAGEAATCGAGACAGGTINEG-—-— -~ - ———————————————— TGGCGGAATCAGT TAG e T T T TR A ACACCT TTAATGAGC THT ST GGG A R T TGCAAT TGCCT A e e - R — — e -B- - - - - - - T Tl - Aa ThEE CEA M T NI NlehldeINellelele T S\ i Cile A Sl iy NTer\Clele Tfeldfe idelelel /)N~ il T €
droYak3|SES£5564648-25964807 - ceecTlccleceGGliTACAGCACCGTGGAGAGTCTGAGEAATCGEGACAGGTIAR- - -~ - - - ———— - = S e _sa—a———Aa  —-—he e — e  ——— e i N e - T TG 2" T GCAATTTCCT A G D T ety O — — — — T(of GOl Y — — — — —— — —— ———————— B-SeaNrafircerrhgdyT- -fENrccifdacaTcTccacTeecccARaTlgTclc T AccABc e ol caciic Al Thic
droEre2|lscaffold 4820:7525545- GGCCTECGCGEGGCTACAGCACCGTGGAGAGTCTGAGEAATCGAGACAGGTRAG-————————————————— - TGGCGGACTCCATGAGGTGTCGAATCAGG R - — R i e CAATATCCCAAA S - — - —— - -—--—— - ———— - AT CACHIGA T C- - - - A B-SieaiiraaTclirRsile- -fdeTifesdiacaTcTCcGAGTGGGHcAAT/dT Clec TlgTACGARGGlc colTcGclic AR T THIG
7525728 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:1854046-1854208
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:1854046-1854208
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2494.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:1700132-1700294
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_297.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9560729-9560897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:838440-838604
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_14987.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4833480-4833642
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5471125-5471290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:4642488-4642638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396359:547741-547891
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302388:1662080-1662302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:1779545-1779599
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:589942-590005
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779488:631857-631912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:4312524-4312576
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415310:607043-607099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409881:258714-258914
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:20532592-20532768
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:20049958-20050154
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_2017.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:20870913-20871092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:25964648-25964807
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:7525545-7525728

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2496 |scatfold 3:3931099-3931174 - | candidate | Canonical miRNA | intron

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

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition -~ Sense -# Antisense Mature
Hairpin partition Mature
Show Alternate Folds
Flybase annnotation
intron [Dper\GL27370-in]; Antisense to intron [Dper\GL22146-in]; intron [Dper\GL27370-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
V050 V057
TATCTGCATGTGTCACCGTATCTGTATCTGTATCCTGTATCTCCGTGCTTCGTTAAATACT TCGAAATTGGTTAAGCGTTTGT TGTGCTTATTAAACTGACAAAGCTTTGCCGTGCTTGAGGTAGCCCTAATTGATTCCACAAACGACATCACCTGAAGAGGATGAGTGACACACA
Read # Hit Total head head
khkkkkkkkkkkkkkhkkhkkhkhkhkhkhkhkkhkkhkhkkkhhhk (((_'(((((('.(((((((('_.((((.(((('(((((((( _________ ))'))))))))))_))))_'_))))))))'_'_)))')))_'_)))***********************************sizeMismatchCOuntNorm Total
............................................................. TCGARATTGGTTAAGCGTTTGT .+« v v vt ettt e ettt ettt e e ettt e ettt et e ettt ettt ettt ettt et ie i iia e 22 0 1 1.00 1 1 0
Anti-sense strand reads
ATAGACGTACACAGTGGCATAGACATAGACATAGGACATAGAGGCACGAAGCAATTTATGAAGCTTTAACCAATTCGCAAACAACACGAATAATTTGACTGTTTCGAAACGGCACGAACTCCATCGGGATTAACTAAGGTGT TTGCTGTAGTGGACT TCTCCTACTCACTGTGTGT
Read # Hit Total
khkkkkkkhkkkkhkhkhkkhkkkhkkhkkhkkhkkhkhkhhhhdk (((._(((((('.(((((((('_.(((('(((('(((((((( _________ ))_))))))))))_)))).__))))))))__'_)))'))).__)))***********************************sizeMismatchCountNorm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldroper2|scaffold 3:3931049-3931224 - |dpe 2496 |[TaTC------ TGCATGTG-—--—~- TCACCGTATCTGT--ATCTGTATCC-TGTATC-TC-—C——-——-—- GTGCTTCG-TTAAATACTICGAAATTGGTTAAGCGTTTGTTGTGCT--~TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACARACGACAT - ————- CACCTGAAGAGGATGAGTGACA-—~-CACA-——--—- |
laps |2:21156552-21156727 - ldps 3835 |rAaTc------ TGCATGTG-—---- TCACCGTATCTGT--ATCTGTATCC-TGTATC-TC-—-C——-———- GTGCTTCG-TTAAATACTICGAAATTGGTTAAGCGTTTGT TGTGCT--—-TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACARACGACAT - ————- CACCTGAAGAGGATGAGTGACA-—-CACA-—--—- |
droWil2|lscf2 1100000004943:14640085- TATlg------ TGRETIATG-—---- i - - - - TGN GINGINE - - - - - B - - |- - -F- R TR (R eI XS T TAAATACTICGAAAT TGN TAAGCGTTTGT TG T G TS T T8l - AT GA CHiARGC T TR CHI TGC T TGAGG TAGC CIC TAA T TGT T C C i~~~ — -
14640210 +
drovir3|lscaffold 12855:6808860= dvi 24643 (Tlgdrlg-—---- e T GINe - - EEEEE e - - P B --B-—---—-- BreclTigigldTAAATACHIIGAAATTGGTTAAGCGTTTGT TGTGCT -~ - TATA-AANTGACEAGC TTIRCHGTGC TTAGGTAGCC-[FTAATTGYTTCIR CA A Clld- - LN - -  — ~ IS~~~ — —
6808977 -
droMoj3|lscaffold 6540:25792876- dmo 3123 |rAT@g------ TGINETGTG-—---- i - - - -GGV TIGINE - - - - - B - - - - - -F- -EE e GRS T AAATACTECGAAATTGGTTAAGCGTTTGT TGTGCT - - - TAT[MARA AT GACAAMGC TTERCHG TGC TTGAGGTAGCC - JTAATTGHT TCACAfdCfCdS - - e - R CECIRCHGEA T GIGEGACA - - - e - - — - -
25793033 +
droGri2|lscaffold 14906:2963113- dgr 468 |(olgm---—--- e — — == == e - - P B --B-—---—-- e - T AAATAC TTCIEAATTGGT TAAGCGTTTGTTGTGCT - - - TATA-AANTGACAARGC T TRRACHATGCTTGAGGTAGCC-[PTAAT TGHTTCiA CAAECHECSe- (el - i e Gl GG C R TR TCTR- - -GRuEEE
2963230 -
droAna3|scaffold 13340:3669057—
3669165 -
droBipl|scf7180000396712:683548—-
683670 +
droFicl|scf7180000454055:1329863—
1330018 -
droElel(scf7180000491280:3121559-
3121704 -
droRhol|scf7180000779501:512608-
512757 +
droBial|scf7180000302136:2259470~-
2259620 -
droTakl|lscf7180000415257:293341~ Tleri------ TGClETCm-————- e G TS T C TG Tl T CC- TG Tl - - ——-—-- GTRCTTHGHETAAATACTICGAAATTGCMEAAGCGTTTGT TG TG /- - -[daTlen - AANTGACAAMGC TTRGCERITGC TTGAGGTAGCC - PR AT TGHT TCA C AR C G A N N - - - it | GEAGISRAEIC A — - — LA — — — — — —
293492 -
droEugl|lscf7180000409798:1138189- TATC-————— e - - — - —-|
1138327 +
[am3 lchr3r:21413231-21413384 - ldme_166  |&&rc------ TGEATGEG |
ldrosim2|3r:20925626-20925775 - lasi 32434 |r@r------ TGCATGE. |
[arosec2]lscaffold 13:201172-201329 - |dse 150 |[dgrc------ TGHATGEG
ldroyak3|[3R:25065949-25066110 + ldya_69  |[TaT@------ Eclgec T ------ TR CEEfETcT--ATCTCTlgrcCc- T TRECRE- - |
droEre2|lscaffold 4820:6629163-6629326|der 1511 |TATfg------ cgrcieie
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:3931049-3931224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:3931049-3931224
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2496.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21156552-21156727
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3835.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:14640085-14640210
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:6808860-6808977
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24643.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:25792876-25793033
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3123.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2963113-2963230
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_468.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:3669057-3669165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396712:683548-683670
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1329863-1330018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:3121559-3121704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779501:512608-512757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:2259470-2259620
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415257:293341-293492
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409798:1138189-1138327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:21413231-21413384
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_166.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:20925626-20925775
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32434.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:201172-201329
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_150.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:25065949-25066110
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_69.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:6629163-6629326
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1511.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 1979 |scaffold 66:228426-228475 + |candidate || Mirtron |intron

Legend: mature Star 3 g R R Aot 0 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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dpe_1979_annot [-0.3]
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL16653-in]; CDS [Dper\GL16653-cds]; CDS [Dper\GL16653-cds]
No Repeatable elements found
mature star
1. scaffold 2:6924566-6924585 + 1. scaffold 2:6924540-6924559 +
2. dpe_1979 scaffold 66:228454-228473 + 2. dpe 1979 scaffold 66:228428-228447 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
M021 V111l v042 V057
TTTAAACGCGAATTCAGATCAAGAAATAAACTAAAATGGCTTTTGGTGATGTAAAGACCCCACAGGGACTAAAGGAGTTGAACAACTTCCTGGCCAACAGCAGCTACATCAGCGGATACCCGATTTGTCTGTGTTCGATTCCCTGGGCAA female
Read # Hit |Total embryo male body | embryo head
hkkhkhkkhkkkhkhkhhkkkkhkkkkkhkkhkkkkkkkkkhkkkhkkrkkkkrrx CCCCe e e e e ))) ) hkdkkkdkkkkkkhkkkkkkkhkkkkhkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total body
.............................................................................. TGAACAACTTCCTGGCCAAC . &+ v vttt et et e e e et e e e e e e et taeaeaeneneeaeae 20 0 2 11.50 23 23 0 0 0 0
.............................................................................. TGAACAACTTCCTGGCCAACAGC . + v v v e e e e et et et eteee e e eeeeeeeaaeaenenenneaeaea23 0 2 8.00 16 15 0 0 1 0
............................................................................ GTTGAACAACTTCCTGGCC . « e v e e et et et et e e et et e e e e e e eeeeeeaaaaneneneeaeaa 19 0 2 4.50 9 8 0 1 0 0
.............................................................................. TGAACAACTTCCTGGCCAACAGCAGC + ¢ v v e e ettt e e e e e e et taeaenenanaeaeaes 26 0 2 4.50 9 7 0 2 0 0
........................................................................................... GGCCAACAGCAGCTACATCAGCGGAT . ¢ vt v e v ee et eeeeeeeneneneneeaeaes 26 0 1 3.00 3 3 0 0 0 0
............................................... GATGTAAAGACCCCACAGGGA . + « vt et et e e e ettt et et et e e ettt e e e e e e ettt e e e e ettt et ettt e 210 2 3.00 6 0 2 1 3 0
.............................................................................. TGAACAACTTCCTGGCCAACAGCAGCTA . ¢ v e v e e et ee e te e e eaeeeeaeaeaeneneneeaeaes 28 0 2 2.50 5 5 0 0 0 0
........................................................................................... GGCCAACAGCAGCTACATCAGCGGATAC . ¢ v e vt v e e e e e ee e eneneneneeaeaas 28 0 1 2.00 2 2 0 0 0 0
.............................................................................. TGAACAACTTCCTGGCCAACAGCAGCT « v v v e e e et e e e e et eeeeeeeiaeaenenanaeaeaea 27 0 2 2.00 4 4 0 0 0 0
.............................................. TGATGTARAGACCCCACAGGGACT « « + v et et e e e e e et et et e e e e e e et et et et e e e e et et e e e e eaeneeetetaeaaaeneneuneaea 24 0 2 1.50 3 0 0 2 1 0
.............................................................................. TGAACAACTTCCTGGCCAACA . « « vt et et et e ettt e e e e ettt taeaeneneneeaea 20 0 2 1.50 3 3 0 0 0 0
.............................................................................................. CAACAGCAGCTACATCAGCGGAT . « v vt v e ee e eneeeeneaenenenenneae 23 0 1 1.00 1 1 0 0 0 0
.............................................................................. TGAACAACTTCCTGGCCAACAGCA . « v v vt et e et et e e e e et et taeaenenanneeeaea 24 0 2 1.00 2 2 0 0 0 0
.................................................................... CTAAAGGAGTTGAACAACTTCCTGGCC t « ¢ e e e e e e e et eteteteeeeaeeeeeteeaaneneneeneaeaenenenneaa2] O 2 1.00 2 2 0 0 0 0
........................................................................................................................ CGATTTGTCTGTGTTCGAT . .. .v.v.n.. 19 O 3 0.67 2 2 0 0 0 0
............................................................................... GAACAACTTCCTGGCCAACAGCAGC s « v v v et et et et e e e et eeeaeaaeenaneaeanananas 25 0 2 0.50 1 0 0 0 1 0
............................................................................ GTTGAACAACTTCCTGGC + « v v e e e et et et e e e e et e et e e et e eeeeaeneneaeaeanana. 18 0 2 0.50 1 1 0 0 0 0
................................................................. GGACTARAGGAGTTGAACA . « & e e ettt et e e e e e et e teeeea e e et e e tetaeneneaeeneaeaenenenneaeaa 19 0 2 0.50 1 0 1 0 0 0
............................................................................ GTTGAACAACTTCCTGGCCARAC . &« v e v et e te e e e et te e e aeaeneeeeeaeaeneneneeaeaes 22 0 2 0.50 1 1 0 0 0 0
.............................................................................. TGAACAACTTCCTGGCCAACAGCAGCTAC . « vt v et et et e e eeteteeeeaeeanenenennanaa 29 0 2 0.50 1 1 0 0 0 0
............................................... GATGTAAAGACCCCACAGGGACT .+« v v e e e e et et et e e et et e e e e e e et e e e e e e et e e e e e et eeeaeataeeneaeasaeaneneaea23 0 2 0.50 1 0 0 0 1 0
................................................ ATGTAAAGACCCCACAGGGA L + « v e et et et e e et et e e e e et et e et e et et e ettt e ettt ettt ettt 200 2 0.50 1 0 0 0 1 0
..................................................... AAGACCCCACAGGGACTARAGGAGTTG w + « « e e e et et et e e et et e e e e e ae e e e ae e eeteneaeaeaeaeeneaeaeaeenenennaeaa2] 0 2 0.50 1 0 0 1 0 0
................................................................................... AACTTCCTGGCCAACAGCA .+ & vt v et e te e et e e e ettt e e teteeeaeaeaaneneae. 19 0 2 0.50 1 0 0 1 0 0
............................................................... AGGGACTAAAGGAGTTGAACAR . « o« et et et e e e e e et et e e e ae e ee e et aeaeeeeneaeaeaeeneneaeanaeenenanaa22 0 2 0.50 1 1 0 0 0 0
............................................................................................. CCAACAGCAGCTACATCAGCGG e v vt vt e eeeeeeeeeneaeaeananananes 22 0 2 0.50 1 0 0 1 0 0
.................................................................... CTAAAGGAGTTGAACARC . « + « v e et et et et e e et et e e e e aaeteeeeeaeaeeeeneaeaeaeeeeneneaeaea 18 0 2 0.50 1 1 0 0 0 0
.............................................................................................. CAACAGCAGCTACATCAGC . + v v e e e eee et eeeeeeeaeneaeaeneanaa. 19 0 2 0.50 1 0 0 0 1 0
.................................................... AAAGACCCCACAGGGACTAR . « e et et e e e e et et et e e e e et et e e e e et et et e e et e e eeteeaeaeaaaeaneaeneaaaa 20 0 2 0.50 1 0 0 0 1 0
Anti-sense strand reads
V057 V042  M021
AAATTTGCGCTTAAGTCTAGTTCTTTATTTGATTTTACCGAAAACCACTACATTTCTGGGGTGTCCCTGATTTCCTCAACTTGT TGAAGGACCGGTTGTCGTCGATGTAGTCGCCTATGGGCTAAACAGACACAAGCTAAGGGACCCGTT
Read # Hit Total head embryo embryo
hhkkkhkhkkhhkhkhkhkhkhkhkhhkhkhkhhkhhhkhkhhkhkhhhkhhhkhhhkhhkkhkhkkhkkhkkkx (CCCe e e e ))) ) kkkkkdkkdkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkkkhkkkkkkkkkkkkk*k**x**x gjze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroper2|scaffold 66:228376-228525 + |dpe 1979[|TTTAAACGCGAATTCAGATCAAGAAATAAA-———- CTAAAATGGCTTTTGGTGATGTAAAGACCCCACAGGGACTARAAGGAGTTGAACAACT TCCTGGCCAACAGCAGC TACAT CAGC GG AT A= = — = = = — = = = = = = = = = = CCCGATTTGTCTGTGTTCGATTCCCTGGGCAA |
EE 13:6701390-6701506 + | [TTAAACGCGAATTCAGATCAAGAAATAAA ————— CTAAAATGGCTTTGGTGATGTAAAGACCCCACAGGEACT[EAAGGAGT TGAACAACT TCCTGGCCAACAGCAGC TACAT CAGC GA g A~ — = — = — = = = - — = — — — o oo o B |
droWil2|lscf2 1100000004513:6434097- P 2 A AT T AAAATGGCTT THGGTGATG TMAAGACCCCACALNGCACTSAA GGAGT TGAACAACT TCHTGGCCEAC AL CAGC TACAT CAGH GO T A — - — -~ - = — - — oo e
6434196 +
drovir3|scaffold 12799:450880- TTTAAACGCGAATTHARRTNIA 7 [NRNeTen A AT NN T AA A AT GGCIIT T TGGTGAT G TIAAGACCCCACAI N CEEC TfoA A GGAGT TGAACAACT TCCTGGCC EAC A C A G  TACA TCAGC GO T A - — = — = = = - = - — = — o oo NI S YNl cCGATT TG TCEG TG TTHGAT/ECCCTGGGCAR
451045 -
droMoj3|lscaffold 6496:22618048- TTTAAACGHGAATTRARA A AN ARA T A A TSN T A A A A TGGCITTGG TGA TG TIRARGACCECACA N ECldC oA 7 GGAG T G AACIAC T TCCTGGECCAACA L C A GC TAC AT CAGC GG A= =~ — = — = = = = = = = m = o o o o e — Y
22618168 +
droGri2|scaffold 15112:4741263-
4741506 -
droAna3|scaffold 13266:13843383—
13843486 -

droBipl|lscf7180000396759:2292629-

AJETINN

2292880 +

droKik1|lsc£7180000302470:1169250- 2 AACGCGAAT ThiASelslc A [ENA A A A e B T AAAATGGC TT T8GGTGAT G TEAAGACC CC/elliCCACTI®A A GGAG T I GAACAACT TCCTGGCCAC AL CAGC T AC AT CAGC AT A~ — = — = —— —— - — - — oo o e
1169366 +

droFicl|scf7180000453948:2676194- TTTAAACGCGAAT TiAlecAEc 2 A A A SN T AAAATGGCT TT(8GGTGAT G TIAAGCACCCClECACECACT{®AAGGAG T IGAACAAC T TCC TGGCCgAC AL C AGC T ACA TCAGC G T A — = — = = = = = — —— — — — o o o - e ————
2676313 -

droElel|scf7180000491214:1613825- T AAACGCGAATThA e C AlENA BRI~ A Al S T A A AATGGC TT TGGTGATG TEAACACCCCIECACECACTEAA GGAGT TGAACAACT TCCTGGCCEAC AL CAGC TACAT CAGC GOl T~~~ =~ — = — = —m—mm - mm oo oo o e
1613941 -

droRhol|scf7180000780084:585839- M TARACGCGAAT Ty eleeC LA BRI A A AT S T AR AATGGC TT TGGTGATG TEAAGACCCCECAGCCACTMAA GGAGT TGAACAACT TCHT GG CCEAC A CAGC TACAT CAGC GO T A~ — = — == = = — - — oo e
585956 -

droBial|lsc£7180000301506:2176955- ETTAAACGCGAAT ThiASelslc A[ENA A A Al Bl T AAAATGGC TT T8GGTGAT G T/EAAGACCCClECACEEACT/EAA GGAG T I GAACAACT TCCTGGCCAC AL CAGC TACAT CAGC AT A= — = — = —— = — - — - — —— oo o e
2177074 +

droTakl|lsc£7180000415389:286286- FTAAACGCGAATTEACA@AEAAATAAAATGGCTTTGGTGATGTEAAGACCCCCAGGGACTEAAGGAGTTGAACAACTTCCTGGCCACAECAGCTACATCAGCGGTA ————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————— B
286404 +

droEugl|scf7180000409672:2380020- e TAAACGCGAATTHA S C A/ B~ 2 Al S T A A AATGGCTT TTGGTGATG THHARCACCCCECAINGCACTEAA GGAGT TGAACAACT TCIT GG CCEAC A CAGC TACAT CAGC GElg T A -~ — = — ==~ — — - — oo e
2380137 -

|dm3 llchr2r:12755780-12756043 + || RN riccciical- - -N¥cccaT TN NN A i C e erc/ CCA R G e E e e VNN I VX6 G C BRIl Tele Gl N A T N S N ST el le GiIAA GCA I GCGTCA TR T AA ATGTGAGG T TATGTACGACCTCACCACGTCGGCAGATGTAT TGATCGAATAAT TTTCTACCCA R TTACTATACTCCCATTAGATATACTCCCAGCAAGGHYNICiNeiNeC eiVeliNelelNice T/Shlelelclel V.

ldrosim2|2r:13406596-13426848 + [P - - YNNI NS T i c cciical)- - - [¥¥ceca T TN NN e c e aNep G/ cC RS c o e ol o IR INe TN E e R e el N A S e S N T el cigaa GCACIRm G CGTCA TR T AA ATGTGAGG T TATGTACGACCTCACCACGTAGGCAGATGTAT TGATCGAATAATTTTCCACCCA RS TTTCTR Gl T AGATATACTCCCAGCAAGGHUENICiNeifelC/elilehiiNeIeNiG/S T Sileleleler.V

droSec2|scaffold 1:10260210- - - VNNV TINC CCONCAI- - - EVNACGCAT TINNNNNilelelehlihiC eleierNideliiG . \C Cl\ele/elo o e cler.\ohi G Il NeCielVNe G Cehilelehlelclele T \eh\n Sh-NelohW NI Nd&) Nelelele CivA G CACREIGCG T CATRERRITAA AT GTGAGGT TATGTACGACCTCACCACGTCGGCAGACGTATTGATCGAATAATGTTCTACCC G TAGATATACTCCCAGCAAGGEHNICINeieC chielbiele:NiG e T ehilelelele).VN
10260462 +

droYak3|[2R:16219902-16220153 - | [cERNSNESN S T i c cciiical)- - - [ ceca T TN NN e c eI e G/ c C e O e o o RN [ VX6 o C e el G e A S e S N T Nl ele cida G CA IR G C G TCC T A A A ATGTGAGG T TATGGACAACCTCACCACGTCGGCAGTCGAAT TAATTGAA TIREC TAT TACCCA R TTTCTREEE R rAGATATACTCCCAGCAAGGHUINICiNelelCleliehbNSIerNiC S T ShVeleleler:V-

droEre2|(scaffold 4845:13096025- ’ETTAAACGCGAATTEA@E@CAEE%HEHAAACGCATTTAAAATGGCTTTEGGTGATGTEMBEACCCCECAGGGACTEAAGGAQTTGAAC@ECTTCCTGGCCEACAECAGCTACATCAGCGGETA‘GCAC——GCGTCA e AAATGTGAGGT TATGAACGACCTCACCACGTCGGCAGACGAATTAATGGCAREEIT TTATTACCGAREEEEEE TTTCT R GEREETAGATATACTCCCAGCAAGGHUINICiNEiTeC/ENEl NG T SielelclelV
13096276 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_66:228376-228525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:6924566-6924585
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1979.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_66:228454-228473
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:6924540-6924559
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1979.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_66:228428-228447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_66:228376-228525
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1979.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:6701390-6701506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:6434097-6434196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12799:450880-451045
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:22618048-22618168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:4741263-4741506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:13843383-13843486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:2292629-2292880
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:1169250-1169366
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:2676194-2676313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:1613825-1613941
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780084:585839-585956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:2176955-2177074
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415389:286286-286404
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:2380020-2380137
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:12755780-12756043
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:13426596-13426848
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_2006.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:10260210-10260462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:16219902-16220153
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:13096025-13096276
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[View on UCSC Genome Browser {Cornell Mirror}]

dpe 581 |scaffold 1:6979504-6979588 - | candidate || Mirtron |intron

Legend: mature - mismatch in alignment] _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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dpe_581_annot [-26.7]
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL18644-in]; CDS [Dper\GL18644-cds]; CDS [Dper\GL18644-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V111 v042 M021
CGCTTTCTCAATATGCTGCCGGCGCGCATGGCATCGCATGATAACACCAGGTGAGAGACAGAAAGCAGTGTGGAAGGATCATCGGGAAAGAGTCCTTCCAGTCCTACAATTGCATTCATTGCTGTTCTCACACAGGAGCACCATAGTGTTCTTTGCCGTCTGTGGTCTAGATGTACTTAATTCGT female
Read # Hit |Total male body §embryo embryo
R R e N (N I N e T IIIINIIID)) e e 1)I)INDDD))))))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**kk**** gjze Mismatch Count Norm Total body
.................................................. ehelNedNe) No N3 V.V Nelo Ne il el ele.V-Ne PO~ S 0 1 4.00 4 4 0 0 0
.................................................. GTGAGAGACAGARAGCAGTGTGGAR . « &« v vt e et ee e et et et te e e e et e e e et e e e et et et et et teea et e e et e e eneaeeeeneaeeeeneaeeaeneneeaeaeneaaeaenea25 0 1 2.00 2 2 0 0 0
........................................................... AGARAGCAGTGTGGARGG « « « « e e e e e e e et et 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 e e 180 1 1.00 1 1 0 0 0
.................................................. GTGAGAGACAGAAAGCAGTGTGGA « « « & ¢ e vt e et eee e e e s e e et e et e e a e e e e a e e e e et e teea e e e ta e e e eaeneaeeaeneaeeaeneneeaeneneeaeaeneaneaenae24 0 1 1.00 1 1 0 0 0
.............................................................................................................. TGCATTCATTGCTGTTCTCACACEA. « o ittt ittt ettt et e e e e e 25 2 1 1.00 1 0 1 0 0
.................................................. GTGAGAGACAGAAAGCAGTGTGGRAGG - « « « ¢ ¢+ o et et s st te e asae o e easoesaeasaneeensaneeensaseeeneasoeeneasaaeeensoeseeasaneacnsaroacncancaraaaraa2l 0 1 1.00 1 1 0 0 0
................................................................................................................................................... GTTCTTTGCCGTCTGTGGT ¢ v v v v v e v eveenenen. 19 0 1 1.00 1 0 0 1 0
................................................................................................................. ATTCATTGCTGTTCTCACACAG . ¢« ¢ v e e et u e e te e et e eaeneeeeaeneeaeaenenneaenaea 22 0 1 1.00 1 0 0 1 0
............................................................ GARAGCAGTGTGGARGGAT « « « v e e ettt e te e et et e e ettt e e e et et e et et e e e e e e e e e e e e e e e e e e e 190 1 1.00 1 1 0 0 0
................................................................................................................... TCATTGCTGTTCTCACAC . + « e e e et tete e et e e eneee e enenetaeneneeaeaenneeena. 18 0 1 1.00 1 0 1 0 0
......................................................... FNoF-NeTV. . XeToF- el e el VX OO PAPAPUPRS  J O 1 1.00 1 1 0 0 0
................................................................................................................................................... GTTCTTTGCCGTCTGTGGTCT . « e e v e e veeaen-o. 21 0 1 1.00 1 0 0 0 1
Anti-sense strand reads
M042
V111
GCGAAAGAGTTATACGACGGCCGCGCGTACCGTAGCGTACTATTGTGGTCCACTCTCTGTCTTTCGTCACACCTTCCTAGTAGCCCTTTCTCAGGAAGGTCAGGATGT TAACGTAAGTAACGACAAGAGTGTGTCCTCGTGGTATCACAAGAAACGGCAGACACCAGATCTACATGAATTAAGCA female
Read # Hit Total body male
A e e N N T IIIINIIID)) e e 1))))))DND)))))) ... kkkkkkkkkkkkhkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kkk** gjze Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|lscaffold 1:6979454-6979638 |dpe 581 [CGCTTTCTCAATATGCTGCCGGCGCGCATGGCATCGCATGATAACACCAGGTGAGAGACAGAAAGCAGTGTGGAAGGATC-—~-A-—--TCGGGAAAGAG-~TCC-TTCCAGTCCTACA--—=-=—-—-—=--—~- AT TGC R AT T CCTCTICT==CACACAG GAGCACCATAGTGT TCTTTGCCGTCTGTGGTCTAGATGTACTTAATTCGT
dp5 ll4_group3:5486431-5486615 - |dps 1571[|CGCTTTCTCAATATGCTGCCGGCGCGCATGGCATCGCATGATAACACCAGGTGAGAGACAGAAAGCAGTGTGCAAGGATC----A-—-TCGGGAAAGAG--TCC-TTCCAGTCCTACA-———————-————-— AT TGC AT == === == - _CATTGCTGTTCT--CACACAGGAGCACCATAGTGTTCTTTGCCGTCTGTGGTCTAGATGTACTTAATTCGT
droWil2|lscf2 1100000004585:1586433~ ceoerTcTceasTcliTccccecMEaTeccyrcldcaTcaTaacaciNdcETA T T s C8 T TTTCITCCTT ATAATCTTTLCATCT [ NAAGGAGCACCATAGTGTTCTTTGCCGTCTGGGTITAGATGTANT/EAAT TCIT
1586593 -
drovir3|lscaffold 12963:15738637- CGCTTTCT/eA TG TGCCHGCGCGCATGHCETCGCATGATAACACCAGETIA AT i GTTC-F¥NeGTR - - - —————————] TIGTTAACTTAAATATGACTATTACTTATACTGTCTGTTGTAMN - - - - [Tl TIE=A/ A GAGCACCATHGTGTTHTTTGCCGTCTGTGGEYCTMGATGTECcT/dAASTCCd
15738812 +
droMoj3|lscaffold 6500:18736057— ceerTcTleaBTeiTcccaeeeeGeATlcETcllcaTcaeacACCAGETINAGA T TGA Jge---¥%--o-g------------ -----------\ -« «~—««—~ (= PN N =S ACAIAGGAGCACIATAGTT THTTTGCCGTC TG TGGEC TlEGATGTlgC TRA AldT ClfY
18736217 +
droGri2|lscaffold 15126:2104480- cGCTTTCT/EeABNTGHTGCCGGCGCC T GlicETcocadcalaaCACCAGETCAGH TCATAACTAATAAGTAAAAGTELASTHT GAGCACRATHGTGTTIT TTGCCGTCTGEGGRTEGATGTACTAASTCCd
2104647 -
droAna3|scaffold 12943:2684202- cclgrrreTlaaTrldcrecclecedgaTecreceaTcadaacaccceTA TCATACTETiIT GAGCACCATHGTGTTCTT[EGCHGTCTETGGTCTGATGTHC TEAAET CldT
2684358 +
droBipl|lscf7180000396535:2081747- coyrTecTeaaTTlc TecclleclicclgaTcccrcceaTcadaacacclceTIA TCATACTELTiIT GAGCACCATHGTHMT TCTTEGCHGTCTGTGGTCT/ECATGTHC TiAABT CldT
2081906 +
droKikl|lsc£7180000302271:57122~ cGirTcTCAATTGCTGCCGGCICEEATGGCYTCGCABGATAACACCAGGTGAGH e GCACEcTEcGINE CleRENee RN AJCHIA TIC TGAAT T GAGHACCATHGTMTTHTTTGCHGTETGEcGEcTldcaTGTcTldAA T Tl
57283 +
droFicl|lsc£7180000453842:1308046- coidrrreTRAATETcTGCCGGCCGCATGGCYTCGCATGATAACACCAGGTGAGA GRERLNSC T TCCIT T[eRR - - CTTTTCGRGT TAAACCATATTECHT, GAGCACCATHGTGTTCTTTGCCGTHTGEGGTCTEGATGTECcT/dA ST /e
1308204 -
droElel|sc£7180000491046:2610330~ CGCTTcTCAATHTIICTGCCGGCHCGCATGGCYTCGCATGATAACACCAGGTGAGH G GTGGITCTETCINTCAREINIGNe - - - - - - - - - -EEEECTTTCCAR ATAACCATTLTCCCT GAGCACCATHGTGTTCTTGCCGTCTGTGGECTEGATGTECT/dAAET Cld
2610498 +
droRhol|scf7180000778395:4564-4720 CGCTTECTCAATATGTGCCGGCHcClATGGCrcldcaTGATAACACCAGETIIA GG RS C TN\ TE C- B - — - —-— - — - — - -EEEECTTTTAGGCG ATAATCATTETETCC GAGCACCATHGTHT TRTTEGCCGTCTGTGCECTaGATGTlgC TTAA ST C/lS
droBial|lscf7180000302188:1528438- cclgrrecrcaaTlridcTecclecliccearcacBreGeaTGATAACACCAGETINEGH G e CTTGCICTAREN- - TEAAACATELT GAGCACCATHGTRTTCTTEGCCGTCTGEGGTCTlgcATGTlEC TEAAST C/lE
1528593 +
droTakl|scf7180000415705:255195- cclgrrecrcaaTridcTeccldccijcccarcac@rcccaTcaTaacACCAGETINECH GG e ele T A TCIYT T AR - - TTAACTTGGTT GAGCACCATHGTMTTCTTTGCCGTCTGEGcEcTlacATGTlgC TlEA AT C/ele
255353 +
droEugl|scf7180000409005:824577— ceirrlec Tia A Tldc TeccliG ClicGlA TGGC BT CHCATGATAACACCAGE T CA G R € — - — - A - = - T [ G A LN - T cTTATTARGCEGM- - - - GAGHACHATHGTGT TCTTEGCHGTCTGTGGTC THGATGT/EC TEAAST /s
824727 +
am3 llchr21.:4945964-4946120 + | lccirrldeTiiaaTrfdc TeccileclicceaTeecfdrececacaTancaccacETACH felc - - — - A— - - Tl IR — — T e —— — — — Y VYehy - TTAACCAT GAGCACCATHGTGTTCTT/dcccGTCTCdcccTlecAaT e Tlac TAART AT
ldrosim2|21:4759620-4759776 + | |ccidr e taaTldric TaccBeclicacaTeecrcicalcaTanliaccacETNACH Gl ¢ C TAGCGTCARIN - -A--- - - - - - —- - —-FEEETTTTCCTRTG CTAACCAT caceaciaTiicTerTCTTlGCCGTCTCEGGTCTEGATGT/EC TiEAARTCIYT
droSec2|scaffold 5:3032669-3032825 ceiirrlecTiaaTlTlc TecclicciicccaTecgrcldcacaTaacaccaceTiA Gl i CTAGCCTCARRIN- -A- - - - —-— - — - —— T TTTCCT ATAACCAT GAGCACCATHGTGTTCTTEGCCGTCTGEGGEcTlgcAaTGTlEC TleaaET ClT
+
ldrovak3|l2L:10580860-10581016 - | [cirrreTiiaar@rfdcTeccileclicceaTeclgrecccacaTancaccacETNACH G e CrleGCCTCARMIN- -A--—-—-—-—-— - - BT TTTCCTRTG TTAACATT GAGCACCATHGTGTTCTTEGCCGTCTGEccEcTlgcATGTlEC TEAAET CIT
droEre2|lscaffold 4929:5022309- cGirrdcTiaaTTcTecceclicceaTcecgrcecaldeaTaldcacaceTiA Gl i T CTEGCCTCIE RN - - A- —- - - - — - —- - - - EEE T AT TCC T GTAACCAT GAGCACRATHGTGTTCT TGCCGTCTGEGGTCTEGATGTEC TleadTCidT
5022465 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:6979454-6979638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:6979454-6979638
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_581.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:5486431-5486615
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1571.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:1586433-1586593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:15738637-15738812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:18736057-18736217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:2104480-2104647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:2684202-2684358
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396535:2081747-2081906
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302271:57122-57283
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:1308046-1308204
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:2610330-2610498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778395:4564-4720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:1528438-1528593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415705:255195-255353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409005:824577-824727
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:4945964-4946120
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:4759620-4759776
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3032669-3032825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:10580860-10581016
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5022309-5022465
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Show Alternate Folds H
Flybase annnotation
intron [Dper\GL21668-in]; CDS [Dper\GL21668-cds]; CDS [Dper\GL21668-cds]|
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V057 V050 M021 V042 V111
AGACCAGCCAGGCCCTCATGTACTATGCTACGCACACGGCGCAAATTGAGGTAAAGATCTATGAACATTTCAGGGATTATCTTCCACATCTTCGTGTACATTTTTCTTTATAGAT TGTACGCAATGATCGTACGCTGGAGCAGATTGTCTTTCCCATACCCGA female
Read # Hit |Total head head embryo body |embryo male
de sk de ke de e ek ek ke ok ke ok ek ke ke ke ke ke ke k (((((( (... (CCCCC(C.. ... (C(...... 1)) e 1)))L))) . u))))))) . Ekkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
.......................................................................................... TTCGTGTACATTTTTCTTTATAG . « « e v e e e e ee et et e te e e eee e eaenaeeeneenenaenaen. 23 0 1 11.00 11 4 4 1 1 0 1
.......................................................................................... TTCGTGTACATTTTTCTTTAT « « e v e ettt e e e e e e eeneeneeneaaenaeneeaeeaennens 2l 0 1 6.00 6 3 3 0 0 0 0
.......................................................................................... TTCGTGTACATTTTTCTTTATA . « v e e et e e ee et et et e e et ee e e te e ee e enaaennenaen. 22 0 1 2.00 2 0 1 0 1 0 0
............ oo ok o) Vel -Nokid- il eloky-No] ele)-\oF-N o clc T - AN 1 1.00 1 0 0 1 0 0 0
Anti-sense strand reads
V057
TCTGGTCGGTCCGGGAGTACATGATACGATGCGTGTGCCGCGTTTAACTCCATTTCTAGATACTTGTAAAGTCCCTAATAGAAGGTGTAGAAGCACATGTAAAAAGAAATATCTAACATGCGTTACTAGCATGCGACCTCGTCTAACAGAAAGGGTATGGGCT
Read # Hit Total head
e e ok e ok ok e ok ok e ok ok ok ok ok e ok ek ok e sk ke sk ke ok ok e sk ke sk ke sk ek ek e (((((( (... (- (... .. (((...... )) e 1))) L)) ). u))))))) L L kkkkkkkkkkkkdkkkkkkkkkkkhkkkhkkkhkkkkkkkkkkkkkkkkk*kk** g5ize Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droPer2|lscaffold 3:4016921-4017083 |ldpe 1374|[AGACCAGCCAGGCCCTCATGTACTATGCTACGCACACGGCGCAAATTGAGGTARAGA————————————————————————————_— TC————————————————— TATGAACATTT—-CA-GGGA—————————— == — ==~ — TTATCTTCCAC--——-————-——-——————— ATC-TTCGTGTACATT - ————————————————— - TT--TCT-TTATAGATTGTACGCAATGATCGTACGCTGGAGCAGATTGTCTTTCCCATACCCGA
dp5 |2:21235105-21235267 - | |AGACCAGCCAGGCCCTCATGTACTATGCTACGCACACGGCGCAAATTGAGGTARAGA -~ ———————————————————————————_ TC————————————————— TATRIAACAT TT—-CA-GGGA——————————— = — == — =~ — =~ — = __ TTATCTTCCAC--——-———————-——————— ATC-TTCGTGTACATT - ———————————————————————— o TT--TCT-TTHTAGATTGTACGCAATGATCGTACGCTGGAGCAGATTGTCTTTCCCATACCCGA]
droWil2|scf2 1100000004521:6611707- AaclErclcAGGCHCTRATGTACTATGCEACGCACACGGCHCARATTGARNGTAAEE- —-—----—-- TTAATATAACCGGACAAGAN- EEE e e — — o~ I — — — — = — = — = = e — — = = = = = = = = = m — — = = - - TGAARITHI- - - - - -[IEEEEEE T T A AR C e o TN T TeAGA TTGTHCGCAATGATCGEACTGeAaGC AT TG TT TldCcCcCcaTACCCGA
6611863 +
drovir3|lscaffold 13047:16674212- I\AENC/ A [NE I NElEle . SNl VNI C/ele n [NIII NI NIelelel [T V-V N TN NeTeLy\ CINE T CAGAACAAATGCTAATAAAAGCGT TCRREC 8 TAGCAGCT TTACATAATAT - - - - — - — - -l ANGAATGTTAATTAGATAACATAATAGTTGTCAACTTACCACAATATGTCATAINNNL- IiC/HGIY- BRI TTTGRE- - -B- - - —-—- - - -[licTTEATTCCGAREEEEEEEE A pepyeleb - — [felTfe- -\ -T{leleacaTToThicGcAATGATCAMACicTGGaRcAlaT TG T{T TTCCCATACCHGA
16674464 -
droMoj3|lscaffold 6540:12980062- alaccacicalfecfjcTcaTeTacTadecRaccaiaceecilcaraTcAGeTABAGH- - - - - - - - - - - - - — - TC————————————————— R - — - - —— - — - B A e T T T T - la - TC - R AATTEE- - -B- - - — - -[ATGIEEEEE e TTTAATAACTCATTCTREuARTCTRASTERE CIEEC AIFEIC G CINEEUTNeli T eIk V NS NCSle /X!~ ShVeleh:NelerN A Nilidelii A il C SISIiN¥Nele T /S
12980229 -
droGri2|scaffold 14906:3092154- acacilaciicaceepjcrcareracTaTecilacceacacilocfdcaraTToAGETAARIA - - - -~ - - — - m - I —._—,—,—,—————_~—_. GINE- - - — - — - B - - AT A A e e BraTRT TR AR - - - - ————- A TGA T T A A T{liC Gl A Cl O-IV - oIV -rfeleacaTTeTlcGcaaTGATCGEAC cTGeAGCA A TG TR T TTCCCATACCEGA
3092316 -
droAna3|scaffold 13340:3831920- AcaccacicacGeicTEaTeTacTABGCEACHcACACGGCACABATTGAGG T ARYE RN - - — - — - — = —— === ——————— - — - Th--------—-——-———- C--—————— B — e e — - — - - - - — - — GREEEE cCTTGRE---B----------licTGEGTTTTAAATCATAAATTATEEETEGCCHTHTEEEINE GG Tt biC iy NI Nleii T SIelelVAC/ENele C/Ne C/Silel NelFNINT el il i Lxeleler-Ni T [Sfe /el
3832078 -
droBipl|scf7180000396570:676482— acaccacicacecictEaTeracTacclEaciicacaclccilcaaTTeAaGGTAR RN - — - —-—-— - - —————— - ff- ———— - - B N — e e — — — — — - — - — - GREE GTTTARE---B--------—-[iAAGEAATTTAAATAATTAATTATERE TR TCCRTE TEEEUEEEA TIEiC Cl NI T el VN TerXidele CINE C T~ I NI NI N kilehileli Li¥elole) Vi efel e
676639 +
droKik1|scf7180000302461:787497- AGACCAGHCAGGCHNTEATGTACTATGCEACGCACACGGCECABATTGAGGTAA A - —————————— TTGTTCATCCTGGTCTCAIN- B - - - — B N C A A T e T T T T R — — = === == == === ——————— e e — — = === == === ppye- —— LRV - ——— I o - rleeeacA T TG TlcGcAARGATCGBACEcTGGAGCAGAT TG T[T TccCcAThC CllcA
787655 +
droFicl|[scf7180000453850:761618— AcacfgaciicaceeecTATGTACTARGCEACGCACACHGCcABATTGAGG T/gNee - — - — - — -~ - — === === —————————————— Bc-----———— - - - B — e e — — — —— ———— GATCCTCATCTTCREIATREEESY- [ - — - - —[iT- - - -EEEEEEE NI NTL IV eTele - — - b - 71— -[der-TT/eacAT TG TcGCAARGACGEA CliC TGGAGCAGA TG TCT TTCCCATICCCGA
761778 +
droElel|[scf7180000491021:87665- AGACCAGHcAGGCCCTEATGTACTARGCMACGCACACGCEcAEATcAGG T/ Ry - —-—-— - - - - - - - === === - - ——— - - - Al - — - — - — - BT CC T C A - R e I — — — = — = = == == == cccTTRE---B------—--—- CCAATAACTTTAACTCEEEEACATAREEE [elfel felely- - - T T [T [l TAGA T TG THCGlEAAGATCGACGCTGGAGCAGATTGTCTTTCCCATHCCCGA
87825 -
droRhol|scf7180000776528:12432- AGACCAGHCAGGCHTEATGTACTABGCEACGCACACEGCcABATTGAGC TEA A RN - — - ———— - - B ----—-—-—-—- - - - - TS T A A A T G T CC T T e T e SICI- C- - — - -EEEEE A C TR A I B Tl C A A T e T - — - — - — st e B[l - IXSII NN - Felr - rTATAGATTGTHCGCAAEGATCGACHCcTGGAGCAGATR G TCTTTCCCATHCCCGA
12600 -
droBial|lsc£7180000296948:19651- acacilrclicaceciMrEaTcTAlTAMGCBACGCcAaCACcccaAlgaTTGAGG Tl AAGY- - - - - - - - - - ~,sN——— G- - —— - — - S G T CC T TR TTATRT R - -—--—-——-———-——-—-—- - --B- - —- - - TGII e TTAACTAREERATCCTGTGTRGC ittt @Xrle--Ti\r-rrgracaTreTiccaaeaTcclachcTeeaccalaTilcTeTTTCCCAT/dCCCGA
19815 -
droTakl|lsc£7180000415754:446457- acaclgaclicaceeecTlEaTGTACTAMGC@ACGCACACHGCGCAATTGAGGT/E AR - - — - — - - - - - - 2 AG--- - —- - — - BRI G T CC T e TTAT G AR - —-———————————————- - --B--—---ACT- -CE e NS N VXTI NI STy - - — V- RIeg Y- [V - rrferaGAT TG TACGRAATGATCGI A ClC TGGAGCAGAT/GTCTTTCCCATCCCGA
446619 -
droEugl|scf7180000409766:306396- acaciaciicallcccliréarcracTarccaciicacaciccfdcagaTToaceTAN S - - - -~ - -~ - - — - — oo ;- AT-----—-—-BEEGTAA T T TAT TTAAATACA T TCATAT T TA T R e I — — = = == == == === === === - B T T ARIA T T - — - —— - T T A2 - G- -ti\r-rrifacaTTeThcccaalcaAlcceaciiiTGGAGCAGATG TT TTCCCATCCCGA
306565 +
[dm3 lchr3R:1362325-1362485 + | |2acacBaclcaceecir@aTcracTarccfaceecacaccclecaaatfercorle - ------- - - - -~~~ - - - -~~~ -~~~ -~ -~ J|W-- -~~~ -~~~ -~ -~~~ Y- — — - — - — — [T T T ——————, TTATROECIAN - -~ - ———————————————— arcE¥ceTRATAATE- - - - S-i¥N-————oFNlTrTETAcA T ThccaalcaTcddachicTicaceacaTicTeTTTCCCATlCCCGA)|
ldrosim2|[3r:1257078-1257237 + I |2cacRaclcaceectEaTeTacTaccEacccacachccBcrBaTRcaceTEa - - - - - - - - - - - - - - - - - - 7 — Y- — — — — — — — [T T TTATRTECHAR----------—-———-———- arcE¥ceTATAATE- - - C-I¥-———— i -ErfracarreTiccaaBcarcodaclc reeacecacaTiieTeTTTCCCATHCCCGA|
— A Al Al A A e fe, i i iimn o mo o 0o o o o o ———— — — —  — e ——————— A A  — — —  — e A A om m 7 mial ‘al m A Ll m nr m: A |
ISR 3 o= R RO C T AR T G T e TR RO ECRCAr tegeiefeteteteteieieieieieitetetefefefefeieieieieieieisieiatatetefefefeietete T G gy ittt RS iR STkt A (A R R T T T R A A T A e T A CAC RN T O T P PO C LA T O rER
droEre2|scaffold 4770:1630303- acacilacljcaceecyrgaTeracTalccacccacacicccaEaticaco T @M - - - - - - - - - - - - B e GG—-—-— - — - - B T e T TR e TTAT|RSECHARN- - - ————————————————— arcriiceT@ralETT-- - - - - T -\ -G a T o TG A ABGATCAldaclic TGeAaGCAGATI G TCTTTCCCATRCCCGA
1630460 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4016921-4017083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4016921-4017083
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1374.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21235105-21235267
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:6611707-6611863
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16674212-16674464
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12980062-12980229
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:3092154-3092316
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:3831920-3832078
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396570:676482-676639
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302461:787497-787655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453850:761618-761778
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491021:87665-87825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776528:12432-12600
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000296948:19651-19815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415754:446457-446619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409766:306396-306565
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:1362325-1362485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:1257078-1257237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_234:14998-15157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:1775192-1775349
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:1630303-1630460
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dpe_2478_annot [-12.5]
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL23696-in]; utr5 [utrS plus 10181]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
M021 V111 v042 V050 V057
AGTGACCAAGTGATAAGTGTGCGTGTGCGTGTGCGTGTGTCTTACCAAAGAACTCTGATAAAGTGTGTTTGTTTGCTGGCTACGTTTGTGT TACATGATGCCCTTTATGGATTCCAAGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTAATCAACTCACAAATGT TCAGCAAGACAACACGTCAAAGCAAACAACAAGTAAATGTATCTAATAAACTGCCAGTATGATATATCTTTCTCCAAATAA female
Read # Hit |Total body |embryo male embryo head head
dhkhkkhkkhkhkhkhkhkhkhkhhkhkhkhkhkkhkkhkkhkhkhhkhkhkhhkhkhhkhkdhkhkdkxx [ COCCCCC- (.. ... (CCCeeennn.. 1))))))D)))))))) ) ) hkkkkkkkkkkhkkhkkhkhkhkhkhkhkhkhkhhkhhhhkhhkhhkhhhhhhhhkhhhhhkhkhkhkhkhkhkhkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*k******* 5jze Mismatch Count Norm Total body
.............................................................................................................. ATTCCAAGTGTATCTGTCTATA . « .« vt et et et et et e et et et et et et e e e et et e e e e ettt e et et e e e e e et e e e et e e e e e e e et e e et ettt et ettt et ettt e e 22 0 1 3.00 3 0 3 0 0 0 0
.......................................................................................... TTACATGATGCCCTTTATGG « « « v v v et e e e e e ettt e e et e e e e et et et e e et e e e e et ettt et et e e e e a e et et et et e e e e et et e et et e e et et et e et et e et e ettt e et ee e et eteeaeaeneneneaeaeaena 20 0 1 2.00 2 1 0 0 1 0 0
................................................................. TGTTTGT TTGCTGGCTACGTTTGT « « « v e v e e et et et et e e et et e e et e et e e et et e e e e e e e e et et et et e e e et e et e et e e e e e et et e e et et e e e e e et e e et e e e e e e e e e e e e e e e e e e e e e e e e 240 1 1.00 1 1 0 0 0 0 0
................................................................. e e el e e el ol o c <20 BN 1 1.00 1 0 0 0 0 1 0
............................................................................................................................................................................ ATGTTCAGCAAGACARCACG . ¢+ ¢ ettt et et et et e e et ettt e e e e en e eeeteeaeaeneneaeeneaea 20 0 1 1.00 1 0 0 0 1 0 0
........................................................................................................................................................ GTAGGCTAATCARCTCACA . « et et et et et et et et et et et et et et ettt e e et et ettt ettt ettt e et ettt 190 1 1.00 1 0 1 0 0 0 0
........................................................... AAAGTGTGT T TGT TTGCTGGCTACGTT .+ « v v e e et e ettt e et et et e e e e m e et e e et et e e a e et e et et et e e e e a e et e e et e e e e et ettt et et e e e e et et e et e e e e e et et et et et e e e et et e e e e e e e ettt eaeneneaeaeataeneneneae 2] 0 1 1.00 1 0 0 1 0 0 0
......................................................................................................................................................... TAGGCTAATCAACTCACARATGTTC . + v vt e ettt et et et et e e et e e et et e e et ettt e e e ettt tetaeneneneneeaeae 25 0 1 1.00 1 1 0 0 0 0 0
................................................................. e e G e e e el o N e i i c - BN 1 1.00 1 1 0 0 0 0 0
..................................................... TCTGATAAAGTGTGTTTGTTTGCTGGC ¢ « ¢ e e e e e et et et et e e et et e et et et e e et et e et et et e et e et e et et e e e e e e ettt e e e e e e e e e e e e et e e e et et e e e et e e e e e et e e e e e e e e e e ettt e e e e ettt 2T 0 1 1.00 1 1 0 0 0 0 0
.................................................................. e e et o e eToliuy o7 ] i 4 A~ B 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................................................................................... AATGTTCAGCARGACAACACGT . « v vt vttt et et et e et e et e e et ettt te et e e ieiaaenene. 22 0 1 1.00 1 0 0 0 0 1 0
........................................................................................................................................ CARARAGGGCCCATCATGTAGGCT . « e e v et et et et e e et et e e et et e e et a et e et e e e e a e et ettt e e e e en et e ee e teeaeneneaeaaeaeaeaenea 23 0 1 1.00 1 0 0 1 0 0 0
................................................................. el e i e e e el o Nt i il c R~ B 1 1.00 1 0 0 1 0 0 0
................................................................. e e G e e e el o N c i N~ N 1 1.00 1 1 0 0 0 0 0
................... i eTol ek el ele el el ele] el NP 1 - I 0 2 0.05 1 0 0 0 0 1 0
Anti-sense strand reads
M042
V042
TCACTGGTTCACTATTCACACGCACACGCACACGCACACAGAATGGTTTCTTGAGACTATTTCACACAAACAAACGACCGATGCAAACACAATGTACTACGGGAAATACCTAAGGTTCACATAGACAGATATGTAGGTTTTCCCGGGTAGTACATCCGATTAGT TGAGTGTTTACAAGTCGTTCTGTTGTGCAGTTTCGTTTGTTGTTCATTTACATAGATTATTTGACGGTCATACTATATAGAAAGAGGTTTATT female
Read # Hit Total embryo body
hkkkkkhkhkhkhkhkhkhhkhhkhkhkhhhkhkhhkhkhkhkhhkhhkhhkhkhhkhhkhhhkhhkhhkhhhhkhhhhkkhhhhhhhkhhkhkhkhkhhkhkhhkhhhkhhhhkdhhhhkdhhhhdhhkkhkkhkkhkhkx [ COCCCCC- (.. ... CCCCe e e een 1))))))))))))))) ) ) Kk kkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkk*k**** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 0:1112031- dpe 2478 [AGTGACCAAGTGATAA----—-—-———-—- GTGTGCGTGTGCGTGTGCGTGTGT Cm = == == == — = — = = = = — = TTACCAAAGAACTCTGAT-AAAGTGECETTCTTTCCTEE=CTACCTITCTGTTACATGA-————————— T-GCCCTTTATGGATTCCA-—=——————————————=- AGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTA-ATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAG T AR~ — = — = — = —— —— = — = — o o ATGTATCTAATAAACTGCC-AGTATGATATA-——-—-—-—- I R TTTCTCCAAATAA
1112287 -
dp5 l2:7251435-7251685 - ldps_3824 [[AGTGACCAAGTGATAA--———--————-—- GTGTGCGTC T GCGT GTGT Cm = = = = = = = = = — = = = = = = — = o e TTACCAAAGAACTCTGAT-AAAGTGECITTCTTTCCTEE-CTACCTTTCTCGTTACATGA-————————— T-GCCCTTTATGGABTCCA-————————————————=- AGTGTATCTGTCTATACATCCAAAAGGGCCCATCATGTAGGCTA-ATCAACTCACAAATGTTCAGCAAGACAACACGTCAAAGCAAACAACAAG T AR~ — = — = — = — = — —— = — = o o ATGTATCTAATAAACTGCC-AGTATGATATA-————-—-—- Tmmmm—mmm C-—-—-————- TTTCTCCAAATAA
droWil2|scf2 1100000004902:91361-ldwi 5413 |[SelemniginARTINA RN -—--—-—-—-—-- e — — — = = = = = = = = = GTGCTCTCC - Gy-EBXE I ErcarcTcTAE- AAAGTGECTITCETTCCTCOCTACCT I TC TG TTACA TG AR - — - — - - L G T — — — ——————————————— e |~ S G G C AT ClET G TAGGC TRENA TRA AT CACAAATGT TCAGCAAGACAACACGTCABAGHAAACAACAAGE A - -~ - - - - — oo CAR A - ———————————[¥Neaa - B - — - —AICINT L Cm—mm— = TR C T Cl——
91556 - \
drovir3|scaffold 13047:936568- dvi 24633([ARNTH CTTATATCAATAATAGCAAJGH- - - - TTIACEE:
936825 -
droMoj3|scaffold 6540:4939432~- dmo 3125
4939646 -
droGri2iscaffold 14906:5355625=- |dgr 460
5355894 +
droAna3|scaffold 13340:938948- dan 4036
939173 +
droBipl|sc£f7180000394085:58581-
58786 -
droKikl|scf7180000302475:1404906~ -
1405140 +
droFicl|scf7180000453800:2293582— AR
2293756 +
droElel|scf7180000490995:524424- By — — — — — — = — = — = — GCCCAATGGREEIAAACETTCACEEEEEEEEE SIS XTI Ne i e~ caflc TCTGAI- AAAGTGECT T TE T T TCCTCC-CTACCTSTCT GT TACATGA- - — - — - — = —— -
524582 -
droRhol|lsc£7180000777158:35348- B — — = = = = = = = = = = ACCCAATGGREEIAAACETCTACEEEEEEEE e - — B C AC T CTGAR-AAAGTGECTITCTITCCTCE-CTACCIICTHcTTACASGA- — - - - - - - —- AR
35494 -
droBial|scf7180000302402:8304863— ] — — — = = = = = = = = = TTCCATGGREEIAAACGCCTATREEEEEE Sl NTgXe ci\rEncalic TCTGA- AAAGTGECTTTCT T TCCTEC-CTACCTETCT G T TACEcE--—------- -
8305046 +
droTakl|lscf7180000415380:1425470- B — — — — — — = — = — = — TCCCATGGRREAAACH T T T A TR SIS NNeTINe CiXer cafic T TGAl)- AAAGTGEETTTCTTTCCTEC-CTACCTSTCTcTTAC MGl - — - — - —--- -
1425628 -
droEugl|scf7180000409692:688210- AACCAATGGEEEA A AGETCTA T R SIS NeTINe i e~ Al TRTGAI)- AAAGTGECTTTE T T TCCTCC-CTACCTSTCT G T TACATClg- - — - —-—— - - -
688372 +
|dm3 lchr3r:6217145-6217360 + |[ldme 164 -—---——--————————————--SraaccaTTRCcCTATCCAATGGATGCHTCRCATA T S Ne riXe e cAfic T TGAR- AR AGTGEGETTCTITCCTEC - CTACCTETCT G TTEC AR ——---—--- A-
ldrosim2|3r:14862056-14862232 - | m—— ] C o —-e e — - ]Ek SISl Ne LY er cafic TC TGA- A2 AGTGECTITCTITCCTCC - CTACINSITCT o TT/ehyAEcly- ——---—--- -
droSec2|scaffold 0:15728100- dse 143 |ttty - — — — = == == =—=—= By — — = — = = = = = = = = = = = = = = = = = = ==~ ————— [l IS XTI Ne Ci¥er cafic T TGAI)- AAAGTGEETTTCTTTCCTEC-CTACISTET cTTEC A ldcle- - —- - —--- AR
15728276 —

N

|droYak3”3R:10242949—10243088 + ”

droEre2|scaffold 4770:15403128-
15403280 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112031-1112287
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112031-1112287
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2478.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:7251435-7251685
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3824.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91361-91556
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5413.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:936568-936825
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24633.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4939432-4939646
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3125.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355625-5355894
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_460.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938948-939173
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4036.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394085:58581-58786
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404906-1405140
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293582-2293756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524424-524582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35348-35494
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8304863-8305046
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1425470-1425628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:688210-688372
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6217145-6217360
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_164.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862056-14862232
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728100-15728276
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_143.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242949-10243088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403128-15403280

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2483 |scaffold 9:2666497-266658S - | candidate | Canonical miRNA || CDS
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Show Alternate Folds H
Flybase annnotation
CDS [Dper\GL24870-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
M021 V042 V050 V111 V057
AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCGAAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGACTCGGTTGAAGAGTTTCCGGTCACA female
Read # Hit |Total embryo body |embryo head male head
ok e e ke ke sk ok ok ok ok ok ke ke sk dkok ok ke e ke ok ok (L (CCCC. ... O P O O O O G G G o o O O O O O G G o o P O O O G G O X (PP ))))))))))))))))))))-))-))))) ) e )).))))))) KEFkdkkkkkkkkkkkkkkkkkkkkkkkkkkkxx*x size Mismatch Count Norm Total body
................................................................................... GCTGGACARACTGAATCC « v e e e e e ettt et e e e e e ettt e e e e e e ettt et e et ettt e e e e e 18 0 1 8.00 8 8 0 0 0 0 0
....................................................................................................................... CATACTAACGCAGGGCTGTGATCCC G Tt v v e e e e e e oo eeeeeeeeseesenanaaaeeeennnnnaaaa 2] 0 1 4.00 4 4 0 0 0 0 0
............................................................... N el e] 0V et otk €] e e o221 O 0 1 2.00 2 2 0 0 0 0 0
........................................................................................................................ ATACTAACGCAGGGCTGTGATCC e v v v e e e et teeeee e e s aaaaaeaaeeeesennnaannaa 28 0 1 2.00 2 2 0 0 0 0 0
....................................................................................... GAC AR A C T GA AT CCGG G e v v vt et e et et e et et e et e ae e e oeeeseeeeseeaeseeaeeeeaeeesaeeesaeeeseseesesaesenneeasasl9 0 1 2.00 2 2 0 0 0 0 0
........................................................... CGAGATTGGCARGCETCTEGETGGEC - « - - - - = w e e e e e m e e e e e e e e e e e e e e e e e e e m e e e e e e e e e e e e e e e e e e e e e e e e aaaa ... 24 D 1 1.00 1 0 0 1 0 0 0
........................................... ole) N e1e1ey-V-Ne) N ok el ofeToter-Ne)-Ni i e e 0N 70 AR O 1 1.00 1 1 0 0 0 0 0
................................................................................... GCTGGACARARACTGARATCCGGC « + v v v v e e e e e e e e e e e e aeeee e e e e eananeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaeaaeeeenennaaaa2l 0 1 1.00 1 0 1 0 0 0 0
.................................................................. eletor:V-Yelof el ol e] el eteTof el ol €] -0 NP 720 B O 1 1.00 1 0 0 0 0 1 0
............................................................................................. ohi €7 VN o] of €] e o] el o] 7N oo kil e 21 O N | 1 1.00 1 0 1 0 0 0 0
........................................ eletotofe)-Nelele).V-NeT-N ki elol el el c-N e NP~ S O 1 1.00 1 0 0 0 1 0 0
........................................... CGACCGAAGATCT G G GAGAT TG e « v v vt e e e e e e e e e et e e e e e e e e e e e e eeee e e e e e eeeee e e e teeee ettt teeeee e teeeeeeeeeeeteseeeeeeeeetesaeaaeeeiiinnnaana 24 0 1 1.00 1 1 0 0 0 0 0
....................... i elodi-Yofelele] o] e-Nel el eTotinelel o] ol e o - SN 0 1 1.00 1 0 1 0 0 0 0
.................................................................................................................................................... TGCTCATCCAGCGGGACTCGGTTGAAG . + v v v e eeenenn. 27 0 1 1.00 1 0 0 1 0 0 0
......................................................................................... CARACTGAATCCGGCGCGACCTTC G e v v v e e e e e e e e e e e aee e e e e e aaeneeeeeeeeeeaaaeeeeeeeeeeeeeeeeeeesennnaaneeennaaa24 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
V111 V057
TTACTCCGCCTCCGCGTACGGAAACGATGCCGGGTCCCGACCGGCTGGCTTCTAGACGCGCTCTAACCGTTCGCAGACCACCGCGACCTGTTTGACTTAGGCCGCGCTGGAGCGTAACGGTATGATTGCGTCCCGACACTAGGGCACGACGAGTAGGTCGCCCTGAGCCAACTTCTCAAAGGCCAGTGT
Read # Hit |[Total male head
ok e e e ek ke sk ok ok ok ok ok ke ke e ke sk skok ok ok ok ke e s sk sk ok ok (L (CCCC. - e O P O O O O G G G o o O O O O O G G o o P O O O G G O X (PP ))))))))))))))))))))-))a))))) ) e ))2))))))) SEEkkdkdkkkkkkkkkkkdkkkkkkkkkkkkkkk** size Mismatch Count Norm Total body

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species | Coordinate ID Alignment

|droPer2 |!Scaffold_9 :2666447-2666635 - ”dDe_Z 483 ”AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG———AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA———CTCGGTTGAAGAGTTTCCGGTCACA |

laps |XR_group6:4377266-4377454 - |dps 3829 |AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG---AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCECTEEACAAACTCAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA---CTCGGTTGAAGAGTTTCCGGTCACA |

droWil2|lscf2 1100000004511:5276750- [dwi 5417 |[AATGAGGCGGAGGCHCATGCCTTTGCEACHGEccAGeeeTaGCCaCG---allcaTcTGCcaccaGATTGGCARRCGTRTAG T ccTecAEAAAcTNAATCCINNeicclgccilcGCATTGCCATACTAACGCAGGGCTGTGATCCEGTGHTGCTCATHCALNNNNGA - - -l{TCGGTTGAAGAGTTTCCGGTHACA
5276938 +

drovir3|lscaffold 13049:22492152- dvi 158 |anfdcaceeeeaceeceasceTTToCEacCHGCEcANGclTcccceccoMmlcATCcTGCGHGAGATTGGCAAGCCMcTeGTccEeTealaAAcTAATINC GolgccoaccidccecaTToecaTACTACGCAGGGCTGTGAccceTeeTGe TRATIRCAGCIYCA - - -fiTcocTerEcacTTTCcldeTlgACA
22492343 +

droMoj3|lscaffold 6680:17099712- dmo 114 |ancallccllcacaclcaTcccTTTocEacceclcallcceTocccecco fiedecATCcTGCGHGAGATTGGCAMNCGTHTGGTGGClleTeecaraiNrEaaThCINGENGcoaccllcceaTToecATACTEACGCAGGGCTGTGAccCcGTGCTGCTCATCCAGCINEGA - - -ci¥ ccTerEcacTT8cceeTCcACA
17099903 +

droGri2|lscaffold 15121:203613-203807 |ldgr 465 |[AATGAGGCGGAGGCCRAEcclTTTGCEACGaCcrllcceTocgceccciMealdcaTcTeColGAGATTGGCAgGCGTCTGGTHGCECTGEACAAANTGAATINCIAGCGCGACCEICGCATTGCATACTMACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCINGAMgeRtecGcTerEcAGTTleC i\ G ThiACA
+

droAna3|lscaffold 13337:4137395- dan 4038 |ancaceeeeaceeoeagecceTTleccaNsccccaciiceTececoalguc---ecaTcTccellcaGATTGGCAAGCgCTGGTGGCElTicACAAldcTeAAlRC clicciclEccldccecaTTaecATHCT8ACGCAGGGCTGTGATCCCGTGCTGCTCHTCCAGCIIGGA---CcTCGoT/EeAgcAGT T8ccGGTCACA
4137583 +

droBipl|lscf7180000395450:265900- AABGAGGCGGAGGCGCAGceTTlccacceccaciiccTaee oG- - -[eGATCTGCEAGAGAT TGGCAAGCAEC TGGTGGCOlIlscalaAc TcAATINCCINNNecc recilaTTeeccaTiic TlacGeacaelTGcaTCcccaTGe TG TCTcCcAGClGGA- - -cTCcaeTdealdcac T TccGaTCAC
266088 +

droKikl|lscf7180000302272:666717- AATGAGGCGGAGGCGCAlgeccTTTGCacccccal¥¥NATGeecoalgcc---algcaTcToeclcacaTTeecanldccTeTeeTaaciN M GeAacAAACTAATCCcGealgccllcceaTTeecaTlcTlacceaceeiTeTGATCCCGTcTGeTCATCCAGCGGA- - -fTCcocT/dealdcaldr TccaeTeaca
666905 -

droFicl|lscf7180000454048:724234- AATGAGGCHGAGGCECAlgcccT TGN CACIY TG CCldnldcG- - -[d8GATCTGCGCGAGATTGGCAAGCGRC TGGTGGCELM GGACAAACTGAATCCGGCGCGgcclgcGeaTTGCCATACTACGCAGGGCTGGATCCCGTcTGeTCcATCCAGCGGA- - -TCcoeT/dealdcacTTcceeTcaca
724422 +

droElell|lscf7180000491255:1412089- anfdeaceeaeaceccaldeceTrccalsceccaciBlcTeeecldnldcc- - - [EGATCTGCGCGAGATTGGCAAGCGEC TGGTGGC NI GGACAAIICTGAATCCGCGCGACCCGCATTGCCATACT[@ACGCAGGGC TGGATCCCGTGCTGCTCATCCAGCGGA - - -HTCGGTHEAEGAGT TMCcCGGTCAC
1412277 -

droRhol|sc£7180000769477:967-1151 + || |22BcaceceeacecReaBeccTTccEAcccccacMcTeeccRAEcG- - -[8GATC TGCGCGAGATTGGCAAGCGRCTGGTGGCECTEEACAAACTGAATCCGGCGCGECCECGCATTGCCATACTEACGCAGGGCTGEGATCCCGTGCTGCTCATCCAGCRGGA---HrcccTdeacacTrfEccocT

droBial|scf7180000302193:2253856- AnGAGGCGGAGGCRCAdcccTTccacccccaciclTGGCCldnlgcG- - -[d8GATCTGCGCGAGAT TGGCAAGCGlEC TGGTGGCOIIEGACAAACTGAATCCGGCGCGgccldcGeaTTGecATHC TACGCAGGGCTGGAlMCcccGTGCTGCTCTCCAGCRGGA - - -lrecceTdealdcacTTccGeTCACK
2254044 -

droTakl|lscf7180000415706:66147-66335 anfecalSicceacecicaldcceTTEccacceccaciiciiTceccldnldcc- - -[gGATCTGCGCGAGAT TGGCAAGCCEIC TGGTGGCECTCCACAASCTGAATCCGGCGCGlgcclecceaTTeecaTc TlacGeAaGGeeTGEGATCCccaTlc TG TCATCCAGCIAGGA- - -cTCcoaTdealdcacTTccaeTCAC

droEugl|lscf7180000409711:6101265- ancacceceaceecallcceTTEccacceccaci¥BiTceccnledic - - -EecATC THC GHGAGATTGGCAAGCGTCTGGTGGCENTGElecAAANTINAATINCCl\ccealdcclécceaTTochaTlc TlacceaceeeTaTGaTCclcTlc TecTiaTccAldciGGa- - -cTeoeTiNdAldcac TTccaeTCAC
6101453 -

lam3 lchr31:13013576-13013764 -  |dme 245 |aaeacececacechcalecEr riccalcccccacd¥arceeciplgcc---EacacreccecacaTTeccanceafieTeeTocceMecAgAAINYAARcccllccedgccEcecarTeccatiicTacccaceeeTeearccicTierecTiiatilcaccieca- - -ircecTEeaEcalrTicceeTcac |

ldrosim2|31:12704025-12704213 - ldsi_ 32458 ||laafeacecccacecicaBccEr rdccaMcccccacd¥arccecnlgec- - -HacafcTeccceacaTTeGCAAGC T GG TGGC O CCAEANTN Y AARICCcocacalgccBescaTTeecatlicTacceaceeeTeearccicTierec TiaThicaccleca- - -frcecTdealgcacTTcceeTCacE |

|4=‘—\69-C-§. 0”3@3#94-9!—@*&4-%4—;4—244-2-2-44—“,53@—1—9-44—' a3 Walatalalal Watala N\sccconciery Y GG C! T(:(“(:(‘(:Ar:"TTQQPAAQ(‘Q%E&SE&G&G“TGGA INGAAALVAC(efe GratarabNulnFatatat bl e Walatal Walatatah Yol /ol Nafats A arilcacciNsaa T cggpone

droYak3|3L:13002479-13092667 - dya 1798 |AAMGAGGCRGAGGCHCAEEC T TG CMEAGGCCCAGRINET GGCCBAC G- - —|HEGABC TGCGCGAGAT TGGCAAGCGHIN TGGT GGC G GCASAAT Y VA A CGCGCGECJ8CGCATTGCCATSC T8ACGCAGGGC T GEGAT CCRGTEC TGC THA TECAGCRIGGA — - ~TCGGT GAGTT[8CCGGTCAC

droEre2|lscaffold 4784:13021109- der 1523 [anfdeacccceacechcaldeceTriccaNcceccacd¥erccecldaldcc---decaldcTeccccacarTeccaaceciicrecTecceidrccaldaald¥NaalticccilccccacclgccecarTeccatldetlacceaceeolTaldcaTcclicTecTeTCATCCAGCGGA - - -HTCcecTHeAEGAGT Tl8cceaTCACK
13021297 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9:2666447-2666635
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=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=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
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=droKik1&position=scf7180000302272:666717-666905
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=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=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=droEug1&position=scf7180000409711:6101265-6101453
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=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=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=droEre2&position=scaffold_4784:13021109-13021297
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1523.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}
dpe 2499 scaffold 71:76743-76838 - | candidate | Canonical miRNA ||intergenic

Legend: mature star [t Nl RIa o mismatch in read
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dpe_2499_annot [-56.8]
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dpe_2500 scaffold 168:19097-19118 -
2. dpe 2282 scaffold 71:43517-43538 +
3. dpe 2497 scaffold 71:55879-55900 +
4. dpe 2498 scaffold 71:59528-59549 +
5. dpe 2499 scaffold 71:76756-76777 -
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
V057 v050 V111 v042
ATCAAGGAGAAAAATAAAGAGAAAGCAAATACATACGTACATATGTACATTTGTTTACTTATTACCACCAATTTCTGGTCTCTCTATTTTGTATTGCGTTTGTTGTATACGCAATACAAAATGGAGAGACCAGAAATTGGAAGAACCTGGAAGAAAGATTCACACCATTCTGGACGACATCTAGTTGAAGAGCAAT
Read # Hit Total head head male embryo
Fkkkkkkkokkokkkokkkokokokokdkkdkkkkkdkkdkkdkkkk, ((((--.-2))))..nnnnnn (CC o cecccccccccccccccccccccccccccccceec e )))))))))))))))))))))))))III)))) e 1)) ) L)) .. Rk kkkkkkkk kX kkkkkkkkkk** size Mismatch Count Norm Total body
............................................................................................................... CAATACARAATGGAGAGACCAG . ¢« v v v v et ettt ettt ettt e eaeaaaaaaaaaaaaaa 22 0 5 1.40 7 2 5 0 0
............................................................................................................... CAATACAAAATGGAGAGACCAG A . « v v vttt ettt eeeeeeeeeeeaaaeaaaaaeanenaaaa 23 0 5 0.20 1 1 0 0 0
............................................................................................................... CAATACAAAATGGAGAGACCAGH . « ¢ ottt ittt et ettt ettt ettt ettt et et et ettt e e e e 231 5 0.20 1 1 0 0 0
................................................................................................................. AT ACA A A AT GGAGAGACCAGA . « v v v vt eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeaaaa 2l 0 5 0.20 1 0 0 0 1
................................................................................................................ AATACAA A AT GGAGAGACCAG . & e e e e e e e e ee e et eeeeeeeeeeeeeaeeaanaaaa2l 0 5 0.20 1 1 0 0 0
............................................................................................................... CAATACARRATGGAGAGACC A . + v v vttt et ettt ettt ettt e e e eeeeeeeeeeeeeeeeeeeeenaaneannaaaaa 2l 0 6 0.17 1 1 0 0 0
............................................................................................................... CAATACAAAATGGAGAGACCAE . . ¢ ot ittt ettt ettt e e e 221 6 0.17 1 1 0 0 0
Anti-sense strand reads
V057 M021
TAGTTCCTCTTTTTATTTCTCTTTCGTTTATGTATGCATGTATACATGTAAACAAATGAATAATGGTGGTTAAAGACCAGAGAGATAAAACATAACGCAAACAACATATGCGTTATGTTTTACCTCTCTGGTCTTTAACCTTCTTGGACCTTCTTTCTAAGTGTGGTAAGACCTGCTGTAGATCAACTTCTCGTTA
Read # Hit Total head lembryo
kkkkkkkkkkkkkkkkdkkkkdkkkkkkkkkkkkkkd, ((((--.-))))...nnnnn. (CC . cecccccccccccccccccccccccccccccccec e )))))))))))))))))))))))))))))))) e 1)) ) ))) L. RRRRR R R Rk ok kkkkkkkkkkkkk** size Mismatch Count Norm Total
............................................................................................................... Gl A TG T T T TACCTCTCTGG T e « v v v v e e ettt et ettt ettt et eeeeeeeeaaaaaaaaaaaaeaaa 2l 0 6 0.17 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|droper2|scaffold 71:76693-76888 -|dpe 2499|[ATCAAGGAGAAAAATAAAGAGAAAGCAAATACATACGTACATATGTACATTTGTTTACTTATTACCACCAATTTCTGGTCTCTCTATTTTGTATTGCGTTTGTTGTATACGCAATACAAAATCCAGAGACCAGAAAT TGGAAGAACCTGGAAGARAGATTCACACCATTCTGGACGACAT-CTAGT -~~~ ~————————————-— GAAGAGCAAT
dp5 Unknown group 61:9866- ATCAAGGAGAAAAATAAAGAGAAAGCAAATACATACGTACATATGTACATTTGTTIACTTATTACCACCAATTTCTGGTCTCTCMATT TTGTATTGCGTTTGTTGTATACGCAATACAAAATGGAGAGHCCAGAAAT TGGAAGAACCTGGAAGAAAGATTCACACHAT TCTGGACGACAT -CTAGT T-————————————————— GAAGAGCAAT
10061 -
droWil2|lscf2 1100000009464:785- AGGINE - - - - — - — - - — - — - — - - — - —— — - IXGAT AT VNTINNVA T GilA C AFIAINT A AJNA GINT TINA ST ClliiNEA A 2 A TVEC 8 ARV ClL
857 +
drovir3|scaffold 13049:24530307- A2 ErcealgaiNecTicGT
24530386 +
droMoj3|scaffold 6541:837165-
837218 +
droAna3|lscaffold 13417:2735035-
2735094 +
droKik1|lscf7180000301710:307070-
307131 +
droElel|scf7180000490899:17114-
17193 +
droRhol ||scf7180000763762:2133-
2184 +
droTakl ||scf7180000414127:24235-
24275 -
|dm3 lchru:5769325-5769363 + |

| | |
] e e L e

droEre2|scaffold 4690:12104483-
12104521 -

GAARYNE - - - - -[NNACIVNNEIA NG A IV YNNI NV~ (TN - G
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:76693-76888
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2500.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_168:19097-19118
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2282.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:43517-43538
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2497.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:55879-55900
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2498.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:59528-59549
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2499.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:76756-76777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:76693-76888
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2499.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_61:9866-10061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000009464:785-857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:24530307-24530386
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6541:837165-837218
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:2735035-2735094
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301710:307070-307131
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490899:17114-17193
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000763762:2133-2184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414127:24235-24275
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:5769325-5769363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:22766038-22766112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:14294583-14294631
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:12104483-12104521

ID: Coordinate:

dpe 2500

scatfold 168:19081-19193 -

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

candidate | Canonical miRNA || intergenic

Legend: mature Stat mismatch in read
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dpe_2500_annot [-7.5]
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dpe 2500 scaffold 168:19097-19118 -
2. dpe_2282 scaffold 71:43517-43538 +
3. dpe 2497 scaffold 71:55879-55900 +
4. dpe 2498 scaffold 71:59528-59549 +
5. dpe_2499 scaffold 71:76756-76777 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
V057 V050 V042 V111l
AAATGCAACCCAAGAAAACAATGAATTACAATAAAAAAAAATAGTTCGCACCCAGACATATTTCAAATCGTAATTCGAATTTTAAATCGTTGAAGACTTAAAAAGAGATAAGAGTGCAACAGACACAATACAAAATGGAGAGACCAGAATTTGGTGGAAATAATTCAACATATGTACATATGTATGTGTGTATTTGCTCTCTTTTTTATGATT
Read # Hit Total head head embryo male
AR AL SRS EEEREE LR L LR R LS L s L [ O O N O O O O O O O P (P 1)) et I))))) e )))) e NI INI)) e )) . HEKFEK KKK KKKk KKK K XXk KXk kXX k¥ Xk ¥X** gize Mismatch Count Norm Total body
............................................................................................................................. CAATACAARATGGAGAGACCAG . « « t v e et e et et e e ettt e et et ettt ettt ettt et e 22 0 5 1.40 7 2 5 0 0
............................................................................................................................. CAATACARAATGGAGAGACCAGE . & ¢ ittt ittt ettt e e ettt ettt e et 0231 5 0.20 1 1 0 0 0
............................................................................................................................... ATACAAAATGGAGAGACCAGA . « ¢ v e et e e e et et e et e e e aee e eaeeeeaneeeenaeeeeneeeeneeseneeeaneeennaaa 2l 0 5 0.20 1 0 0 1 0
............................................................................................................................. CAATACAAAATGGAGAGACCAGA . « ¢ v e et e e e et e e et e e aae e e aeeeeneeeeaeeeeneeeeneeeeneeeaneeennaas 23 0 5 0.20 1 1 0 0 0
.............................................................................................................................. AATACAAAATGGAGAGACCAG . ¢« e e e e e e et e e et e e aae e eeateeeaeeeaneeeeneeeeneeeeneaeennneennaeea 2l 0 5 0.20 1 1 0 0 0
............................................................................................................................. CAATACARAATGGAGAGACCAR . « o it ittt ettt ettt et e ettt ettt et 221 6 0.17 1 1 0 0 0
............................................................................................................................. CAATACAARATGGAGAGACCA . + v e v ettt e e et e e ettt e et e ettt e e e ettt et 20 6 0.17 1 1 0 0 0
Anti-sense strand reads
M021 V057
TTTACGTTGGGTTCTTTTGTTACTTAATGTTATTTTTTTTTATCAAGCGTGGGTCTGTATAAAGT TTAGCATTAAGCTTAAAATTTAGCAACTTCTGAATTTTTCTCTATTCTCACGTTGTCTGTGTTATGT TTTACCTCTCTGGTCTTAAACCACCTTTATTAAGTTGTATACATGTATACATACACACATAAACGAGAGAAAAAATACTAA
Read # Hit |Total embryo head
Fhkk Kk Rk Rk Rk kR ko Rk kR [ O O N A O O o O O O P (O (P 1)) et I))))) )))) e NI INI)) e )) . KEKFEKK KKK KKk Kk Kk KAk kkkk kXX k¥ Xk k**k** gize Mismatch Count Norm Total
B o e e ] e ol e X0 N 220 1 1.00 1 1
............................................................................................................................. GTTATGTTTTACCTCTCTGGT « v e e e e e e e e et e e e e e e aaeeeaaeeeeneeseneeeeneeeeneeeaneeeaneeennaas 2l 0 6 0.17 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate Alignment
|droPer2|scaffold 168:19031-19243 - |ldpe 2500||AAATGCAACCCAAGAAAACAATGAATTACAATAAAAAAAAATAGTTCGCACCCAGACATATTTCAAATCGTAATTCGAATTTTAAATCGTTGAAGACT TAAAAAGAGATAAGAGTGCAACAGACACAATACAAAATGCAGAGACCAGAATTTGGTGGAAATAATTCAACATATGTACATATGTATGTGTGTATTTGC -~ =~ ——————————————————— T C T === C T T T T T T A== = — = — = == = — = — =~ o - TGATT]|
dp5 Unknown_group 93:18126- AAATGCAACCCAAGAAAACAATGAATTAINAATAAAARAAAATAGTTCGCACCCAGACATATTTCAAATCGTAATTCGAATTTTAAATCGT TGAAGACTTAAAAAGAGATAAGAGTGCAACAGACACAATACAAAATGGAGAGACCAGAATT[SGGTGINAAATAAT TCAACATATGTACATATGTATGTGTGTATTTGC——————————————————————— T CT === T T T T T T A — = = = — = = = = = = = = = o o = TGATT
18337 -
droWil2|scf2 1100000004822:2783788~ TR A ARATATENTECATITGTATGTGTGTAT/gTCR-- - - - - - - - === == ——————- - R - — - — - — R - -—--]
2783821 -
droGri2|scaffold 8775:922-986 + | TGRSR TR Al TRTG TlecETfETc TETe TeTe T Te- - - - -~ - -~ ==~ === ===~ ——- o i e TG
drohna3[acatiold 13330:1263564- A GEOTAGE T O e - T R =0
1263595 +
droBipl|scf7180000393672:4785-4839 GGEcNa A AR e T A CAT AT AA T AT AT T TG TAT T TG - - — - — - - - - - - == - — - —————— T 2 R A - — - — - — R e e e T BT T
+
droKik1|scf7180000299706:32792- AAATEEAAC
32801 -
droElel|scf7180000491242:121686- ATATGTACATATGTATINTINTGTATTTGC-—-———————————————————— - R - — - — - — R e e =\
droRhol|s6r#186600762342:6638-6688 AR ATV A A A fleln A AWARITNA A T TARJAATAAAR
+
droTakl|scf7180000413465:992-1133 +| [cTccETiiC - - CINNARCN TSV IRl GCAAAGTGTCAGAATATGT TCTGEACT TGIIAA AN TAACTAATAATAATTTAAAGTGTACT TTGTACTCCTATAAAGT TCCAAAGTTGCTATTAATGACCAAAAACAGCACAAA - —-
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_168:19031-19243
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2500.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_168:19097-19118
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2282.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:43517-43538
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2497.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:55879-55900
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2498.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:59528-59549
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2499.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:76756-76777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_168:19031-19243
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2500.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_93:18126-18337
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004822:2783788-2783821
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_8775:922-986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13339:1263564-1263595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000393672:4785-4839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000299706:32792-32801
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491242:121686-121714
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000762342:6638-6688
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413465:992-1133

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2489 |scatfold 6:4047236-4047301 - |candidate | MiRNA || intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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Genomic Position 19 20 21 o5 @
Size Condition
Hairpin partition -e- Sense -e Antisense Mature
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL12021-in]; CDS [Dper\GL12021-cds]; CDS [Dper\GL12021-cds]; utr3 [utr3_minus 803 1]; utr3 [utr3 minus 8032]; utr5 [utr5S minus 9370]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
V111l v057
TTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGGTAGGTACTAGATGGGGGTCCCCATGGATTCGTATTGATCTTTGGTATACCTCCTCTACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA
Read # Hit |Total male head
hkkkkkkkkkhkkkhkkkkkkhhkkhhkkdhhkhkkkkhkkdkhkkdkdkrkkrkkrkdr  ((( (.. (CCC CCCCCC - CCC- (e 1))))S))) i ) )N D)) ) ) ) ) L)) ) ) Lk kkk ke k ok ke k ok ok k ok kk ok kkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body
.................................................. Gl AGG T A C T AGA T GGGGG T« « v v v v e e e e e e e e e e e et ae e e e e et e ee e e eee e aee e eaee e eeeeeeaeeeeeeeeeeeeeaeeeeaeeeeneneeaeneenanaaa 19 0 1 3.00 3 3 0
.................................................. e e e Nk 1 €N e e ] € o O S e b I 1 1.00 1 1 0
.................................................. el Nelely-Nok:YeT:N e e el el o101 ol DA 0 1 1.00 1 1 0
Anti-sense strand reads
V042
AAGAGATAAGCCCAGACGCTGCGACACTAGAATTACCTGCCGACGAACTCCATCCATGATCTACCCCCAGGGGTACCTAAGCATAACTAGAAACCATATGGAGGAGATGGGATTTCCACTGCGACACCCTGATACACGCGATACCCCGGTTGCTAAAGTAGCCGCT
Read # Hit |Total embryo
Kkkkkkkkkkhkdkhkkkkkhkhkkhkhhkdhkkkkhkdkhkdkdkkkrrkkrkxx  ((( (... (CCCCCCCCC . CCC- (e e 1))))))) o)) )))))))) L)) )) L. kR kkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**k* 5size Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
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Genomic Position
Hairpin partition Mature

droPer?2|scaffold 6:4047186-4047351 |(dpe 2489|ITTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGGTAGGTACT--AG

—————————————— ACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA

dp5 l2:28715173-28715338 - ldps_856 ||TTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGEGTAGGTACT--AC

—————————————— ACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGAl

droWil2|lscf2 1100000004902:4958392- TTTgTATTCGGAECTGCGACGCTGTGATCTEAATGGHCGRHCTGC TIGAGETACKITe - —
4958551 +

———————— iR~ coTEACHCTGTGGGACTATGTGCCETATGCRGCCAACGAT TTCTHGGCGA

drovVir3|lscaffold 13047:6995746- TTCTIAT AT CGGGTCTGCGACGHTGEGATCTTAATGGHCGIACTGCTEGAGETAC T/ ————-
6995825 +

droMoj3|lscaffold 6540:2882016- TiCTRTET
2882083 +

droGriZ2|scaffold 14830:2870480-
2870531 +

droAna3|scaffold 13340:11996458- | |TES\TITAETCGGGECTGLGACGETGEGAECT®AATGGECGGCTGCTEGAGGT LY TINC T X .G~~~
11996616 +

droBipl|lscf7180000396691:884694~-
884852 +

droKikl|scf7180000302809:586254~-
586419 +

droFicl|lscf7180000453800:197185~-
197351 -

droElel|lscf7180000491008:2552501~-
2552670 +

droRhol|scf7180000777406:3803-3956

droBial|scf7180000302113:3690220- SV GINITACiVe Cleleileive » T NeIeINelNeNC/Shi CINNINele Clofe c/SiNelehi e NeleliG EleliT Al T C - - CCAT TAL - — - - - BT A C o C TG T Clg - —— - — - —— - — - —— T 2 B B C e G A A A TGCAT TC R — - — — — - — — - — - AJITTGG- - - TREIA A - - R BCHcEAAAGGTGACGCTGTGGGACTATGTGCGETATGGGGCEAACGAMTTCATCGGCGA
3690378 +

droTakl|scf7180000415417:666167- TTETCTAMTCGGGTCTGIGACGCTGTGARCTAATGEECHEC TGC TG AGE GG T A S T ele) N ) N — = — = ———————— -GNy - - - P TINT TN — - [ - - —— - —————————~— BChCEARAGGTGACGCTGTGGGACTATGTGCGETAMGGGGCCAACGATTIATCGGCGA
666324 —

droEugl|lscf7180000409246:62340- TTTCTABTCGGGTCTGRGACGCTGTGARCTTAATGGECGRCTGC TG AGETE NG ThC N oL S T A R — e AAGTCH-------—--—-—-—-BEECATCTGACCATAREEEEEE GCAT T2 g\ 2, - — ~E\ARNC - - TR T - - — - - - - ————— BccirAAAGGTIIACGCTGTGGGACTATGTGCGCTATGGIGCCAACGAMTTCATCGGCGA
62502 -

am3 lchr3R:13716268-13716432 - | |rrErcTaSrceeeTcTcilcEcecTddeaTcTErARGEcccToc Tl A e T g NG T Tl — - - ————————- CATTAGAGCACCTCR-------—--——-—BEETAT) | [ — TENT I N N T N elel f /A AA GG TGACGC TG TGGGACTATGTGC T ABGGGGC CAACGART TCATCGGCGA|

ldrosim2|3r:7551026-7551189 + I |rrErcrarceeeTercleacecrddeaic ARG cEccR e Toc Tldoa BTSN TS T ime - ———- ] — — — === ———~- CATTAGAGCACCTCg-----------—-—ESBTATA-| [ - TENT [N N T S elel f /A AA GG TGACGC TG TGGGACTATGTGCGETABGGGGCCAACGART THATCGGCGA|

droYak3|lv2 chr3R random 203:1002- e A G TIA CGC TG TGGGACTATGTGCGETATGGEGCCAACGAMT TCATCGGCGA
1058 -

droEre2|scaffold 4770:7908850- iGN TACiilelelelieliVelele c/elelehve c /N C/shi CINACele cofel » SherelicldNelelic Alelic TR - -ccachR - - —- - - [ — TLVAT ClENITT NN LT VX Telelc cClerliA GG TIIACGC TG TGGGACTATG TGC YT AMGGGGCCAACGAMT TCATCGGCGA
7909019 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4047186-4047351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4047186-4047351
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2489.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:28715173-28715338
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_856.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4958392-4958551
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:6995746-6995825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:2882016-2882083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:2870480-2870531
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11996458-11996616
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396691:884694-884852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302809:586254-586419
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:197185-197351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:2552501-2552670
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777406:3803-3956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:3690220-3690378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415417:666167-666324
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409246:62340-62502
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:13716268-13716432
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7551026-7551189
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3R_random_203:1002-1058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:7908850-7909019

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}

dpe 2493 scaffold_3:4960766-49608235 + | candidate | MiRNA || intron

Legend: mature stat mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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4,960,750 4,960,800 4,960,850 d
Genomic Position o1 20 23 24 Ky I | |
Size Condition 4,960,750 4,960,800 4,960,850
Genomic Position
Hairpin partition - Sense -# Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL22220-in]; CDS [Dper\GL22220-cds]; CDS [Dper\GL22220-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
M021 V111 V057 V042
AATATCTCCTGTCCGATCCCAACCTGGATGCCATGGAGAAGACAGAGAAGGTGAGTGTTGATGCCAAATGAACCCGCAAATAAGAGTTCTAATTTTGGATATACTCGTAGATTGAGCAACTGGATCTCGACGGCTGTCCCATAGCCGATTTGGGGCTCGA female
Read # Hit Total embryo male body |head embryo
hkkkkkkkhkkhkkhkkhkhkhhkhkhhkhkhhkhkkhkhkkhkrdkkrkrrrr  (((((((..... R T 1))) e et ))))) L)) ))))) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total body
..................................................................................................................... AACTGGATCTCGACGGCT e v vt vt e e eeeeeeeeeenenen. 18 0 1 4.00 4 4 0 0 0 0
...................................................................................................................... ACTGGATCTCGACGGCTGT w « v v e e eeeeenenenanae. 19 0 1 3.00 3 3 0 0 0 0
..................................................................................................................... AACTGGATCTCGACGGCTGTCCCATAGCC. o v vvvvnene.. 29 0 1 3.00 3 3 0 0 0 0
...................................................................................................................... ACTGGATCTCGACGGCTGTCCC. v vt e e e enenennnae. 22 0 1 2.00 2 2 0 0 0 0
.................................................. GTGAGTGTTGATGCCARATGARCC . &« e e e e e e e et et et et et et e e e e e et e e e e et et e e et e et et ettt et et e e eeieneaeaea. 24 0 1 2.00 2 0 2 0 0 0
.................................................. GTGAGTGTTGATGCCARATGARC . « v e e e e e e e e e et et et e e e e e e e e e e e e e e et e e e e e eaeaeae e eeeeeesasasaeaeneneeeeneanananaaa 23 0 1 2.00 2 0 2 0 0 0
............................................................................................................................ TCTCGACGGCTGTCCCATAGC . o v vvvvnenan.. 21 0 1 1.00 1 0 0 1 0 0
................................................................................................................... GCAACTGGATCTCGACGGCH. « v vt v i ieeien .. 20 1 1 1.00 1 1 0 0 0 0
................................................................................................................. GAGCAACTGGATCTCGACGGCT « v e v e v v e e eenencncnenan 22 0 1 1.00 1 1 0 0 0 0
................... o7V Nol ok ele). N et o]e-Niilcle NN PGP I IR O 1 1.00 1 0 0 1 0 0
.................................................. GTGAGTGTTGATGCCARATG ¢ + ¢ e e e e e e e e e ettt et et et e e e e e e e e et e e e e et et e e e e e e e e et e et e e e teeeeaeneaeneueeeeaeaeaeaaaa 20 0 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
M042
TTATAGAGGACAGGCTAGGGTTGGACCTACGGTACCTCTTCTGTCTCTTCCACTCACAACTACGGTTTACTTGGGCGTTTATTCTCAAGATTAAAACCTATATGAGCATCTAACTCGTTGACCTAGAGCTGCCGACAGGGTATCGGCTAAACCCCGAGCT female
Read # Hit |Total body
ekkdekddokdekk ok koo dk ko kk ok ko dkkkdkkdkkdkkr  (((((((..... R T A 1))) e et t))))) L)) ))))) L. ke kkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroPer2|scaffold 3:4960716-4960875 +|dpe 2493 |[AATATCTCCTGTCCGATCCCAACCTGGATGCCATGGAGAAGACAGAGAAGEEGAGTGS == T TGATGCCARATGARCC CGC AR — = — === = = = = = =~ — = = = = = = = = o o o o - ————— AT m —m mm m ARGAG= === === === m TTC---—-—-~ TAATTTTGG--ATATA-CTCGTAGATTGAGCAACTGGATCTCGACGGCTGTCCCATAGCCGATTTGGGGCTCGA|
EE [2:22179601-22179760 + |dps 706 |[RATATCTCCTGTCCGATCCCAACCTGGATGCCATGGAGAAGACAGAGAAGGTGAGTG———TTGATGCCARATGAACC CG A A~ — — = = = = = = = — = — o o o AT == = = = e BAGAG== === === == == = T —— TAATT[§TGG--ATATA-CTCGTAGATTGAGCAACTGGATCTCGACGGCTGTCCCATAGCCGATTTGGGGCTEGA
droWil2|lscf2 1100000004943:15077084- AATATTER T/EClGA TC A AR TG A TGCCATGGAGAAGAC G AL A A G T A G G N et — — — = — = = — = = = = = = = = = = = = = = = - A CARTGTCRE G C C T T T 2 S e £\ A\ 2 Ty - - — - ———————- GCa A R T A T A A T ACA S - = - — - B T R TCACCRTTTCTREE - — - R e - W Th{EA - C TR T AGAT TGAGCAACTGGARMTIN G AllGGl§TGTCCCATHGCCGATTTGGGRTlEGA
15077253 +
drovir3|lscaffold 12855:8364538- A TRTcci¥¥NclEcaTldccanficTcGATGCCATGGAGAAAINEGARNA AGETI\ALNTY- - — T{dlS : : e - - e Tk ¥ekicEA GATEGAGC A c TGGATH TG ANGGC TG cceaTiGC coaBTTGGGEc TG A
8364707 -
droMo3j3|scaffold 6540:23582424- AT~ A CAACTCACRTETGCECINGNIG NN T iNelehXi Tl N T/leleieieleler-Ni T Ele I NiliiNelele A Wil » |EF:
23582584 -
droGri2|scaffold 15074:4959332- e - - e -NcEAcATEcAGCcAACTGGATHTEGANGGC TCaccaTGcceaT T TN GG Tl A
4959493 -
droAna3|lscaffold 13340:22833576- aldTarccrclgclicaTc A ACTHGATGCCATGGAGAAGAC G AN A AGE T A TN — — T et — — — = — = = — = = = = = = = = = == == AT A T A B R C T T T CC T R T AT - - A TR GT AT T T T T AT A C N i -eaI - ai-a i st . ii_r Hiono- N 2 T G T R e - - —-—--- - - - - - - - — -BlTcclicETilA TINT NIV G Tieler\c Tilc/Nelelelehile clole T/NuT el e N cilelele cleli /el
22833737 -
droBipl|lscf7180000396424:1108431- afgradrceTclgcilcaTcca acTCARGCCATGGAGAAGACHG A A A GG T A G N - e tatanttn C C L ot — — — = = = = = = = = = = == = = - 2 T R G C.C T C R T GA T ICA T R GTATEEEEE T T AACT AT A - Bl -~~~ === =========—=————————————— il TTATREE- - - EEEEEE i - - T 2N - ieciiTAcATTGARC AT G AR TG ACGGC TCldcclia TG C coaTETGG G TG A
1108594 -
droKik1|lsc£7180000302634:306069- agraTiitilcTidTccoaTcccAACITHGATGCCATGGAINAAGA CHlG A A A GG T CAGT G~ — [ e — — — = = — = = = = = = = == = - A2 A T T T CAA A T C T T T CGGCATRE - - T C e TCCGACGACATINA - - B R e e - —-—-—-- i - - 2 TATH-WT CeAGATTGAGCAACTHGATHTEGACE GcTldcccaTiicecoaTfdTceciic TlecA
306230 -
droFicl|sc£f7180000453903:220266- aaTATHcTlTCcceaTccRaacRTldcalcccaTceacarlacacacaalleTiiacT
220432 -
droElel|lscf7180000491104:2385502- agraiTiicTldTcceaTclrACTGA TGCHA TGGAGAAGACHEGAGAAGETCA T -
2385557 -
droRhol|scf7180000777661:30991-31045 aaTARRTHCTGTCHGATCCRAACKTIEGATGCHATGGAGAAGACAGAGAAGE T A -
droBialllsc£7180000302411:345590- algradrilcTeTecoaldcclaAchITcATGCCATGGAGRAAGACHGA A ACETCAC T -
345645 -
droTakl|scf7180000415261:515776- agradriicTeidccoaldccaacRTiicaTGCCcATGGAAAGACAGAAAGETGAGTINNE oL - GAARAATHEGTAAAGEEE G T T T TAAA THA TG T CGGTGTRE--EGATTATGAACAAAACGA AR A A T T TACT TCT TAAATGTCCAT TATAGCAT TTAA T R - —— R 7 R e e A\ A BT TTCTRER - — - S - - - - - - - - - BTG A TR TIT CIUNINEREINA TGS NC Tl T Elelehife cslelerNiiC e~ Eh\Clilifelele c /i G e
516001 +
droEugl|scf7180000409759:548067- AgrAN TR TG TCCoATCC A AC TG ATGCCATGGAGAAGACAGA A A GG T CAG T el T ettt — — — — — — — — = — = — = — = = = — - A T [ B CT TAGT R TTTAATTTGTAGEEATGTRE- -EEEEE CTGGACAAAAT T A GATAGGATTCTTCCTTCCAAATGTATAATATREEES CTTRETATCGGCGATCCGTTGACATGIAT--BTCTAAGAAAACATTGTTGAACTGCTCTGTAAT TREEEE AT T T - — i - - T AN -pTikYeA cATTGARCAEC TeABC T GACGGe Taldc cila TG cllc Ae TR G Gl TG A
548325 -
|dm3 lchr3r:614248-614452 - | [T Al (i A S NsIe A I Nel A i C I RIS NeleT N~ SNNS NS T[N A LNelehia Nl T A C Gl T TH ARG NG - - - - - A T TAAGTAT T TTAAAATCAT TTTTGTCCTTTTTTGATTAGTAT T TTATACATTTCATAAATG TR - — R e e e = - — - R T — — — R =——@TE—ET@AGATTGAECACTEGATGAEGGCTGTCCCATEGCEGATEGGTGA|
ldrosim2|3r:548757-548961 - | EEEERARAE (N GEENC Al {ShiA WSSl n [N NS Al T el S et A TS TSN n [N Nl Eh A el T GG G CliT TA AR VN NiA Y- - - - - A T TCAATATCTTGAACTAAGT TTAGTCCTTTTTTAAT TAGTATTTTATACATTTCATAAAAT TS - — R e e e — - — - B e e - —--—-—- e - - N iy - Tigen G AT TGARCAlc TRG A TEG AllG e TGlccila TG clic Al TR G Gl TlEc A
|Ji s ”u S e e i e ” | Nefleelrecerseallrrcleforrccanraclrirere A;aaap@crrﬂmw T m*mwﬂa ATTCAATATCTTGAATTAAGTTTAGTCCTTTTTTAATTAGAATTTTATACATTTCATARAAT
droYak3|[3R: = = AETISNTIC TINTCCGATCCIAACINTI@CATGCCATGGANAAGACIGANAACCTINAGT TT{eTIACCAAATINA A[N\ATAC i

droEre2|scaffold 4770:921631-921701
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4960716-4960875
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4960716-4960875
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2493.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:22179601-22179760
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_706.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:15077084-15077253
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:8364538-8364707
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:23582424-23582584
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:4959332-4959493
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:22833576-22833737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396424:1108431-1108594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:306069-306230
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453903:220266-220432
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:2385502-2385557
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777661:30991-31045
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:345590-345645
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415261:515776-516001
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:548067-548325
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:614248-614452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:548757-548961
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_17146.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:714161-714365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:933342-933537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:921631-921701

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2479 |scaffold 0:1112374-1112546 - candidate | Canonical miRNA | intron
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Show Alternate Folds
Flybase annnotation
intron [Dper\GL23696-in]; utr5 [utr5_plus_10181]
Repeatable elements
lNarne “Class ”Family HStrandl
‘(TCC)n“Simple_repeat”Simple_repeat||+ ‘
Sense Strand Reads
hide 3p reads H show mid mismatch reads‘
M042
MO021 Vv11i1l V057 v050 v042
CGAGAGAGTGTACGAGAGTATATCTAATCTATAGAGTTTTCCATGCGTCAGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCCACCTCTTTCCCAGCAGACGCCATTGTGATGTTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCATTAACCATTGGAACCACTACGAATACGAATATATATACA female
Read # Hit |Total embryo male body head head embryo
AT A A T T L T A L B AT H AL AL RN G B G B E E165 0 O G O O O G O P G G G o O O O G G o O O G G O G G G e G G O O O O O O O (Y (P CC-CCCCCC-CCeeaa))a))))))) e et R D e N R T 1)))))))))))))) D)) ). n)))))) ) ) Kkddkkkdkdkak ke dk ko ke ke k ko ke kkk ko kkkk ko kkkkkkkkkkkkk*k* size Mismatch Count Norm Total body
......................................................... (oL et el el el et eley-Netes-Nel €N e 7N e S 0 1 2.00 2 2 0 0 0 0 0
................................................................. i ehi el e Nele7:N ot el N e\ o7V et i 1 c T~ R O 1 2.00 2 0 0 0 1 1 0
.................................................................................................................................................................................................................. TTCGGGATCTTGTCAACGACG e « e e e e et tee e ettt e e eeieeeeiaeeeannea. 2 0 1 2.00 2 2 0 0 0 0 0
....................................................... ok ot etel el i et e e o7 e 7:X o] €N~ R O 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................................................................................................. TTCGGGATCT TGTCAACGAC . « vt e e e et teee s eeaeeeseeaeaeesanaannnnna 20 0 1 1.00 1 1 0 0 0 0 0
..................................... ool elofehiol N ek 7N ey-Ni ok o7 eTe] el 70 A O 1 1.00 1 0 0 1 0 0 0
................................................................. i eh el el e7:Nof el NN o7V el L 1 e o022 O 1 1.00 1 0 1 0 0 0 0
................................................................. TG T TGCACGACGAGACAGT TG TCC .+ v v vt e e e e e et e e e e ettt e e e ettt e e e e e e e e ettt e e ettt e e e ettt e e e ettt e e e ettt e e ettt 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 e 25 00 1 1.00 1 0 0 1 0 0 0
...................................... RN ofod X el ol ehiol N e e7:Nes-Ni i ol Lo el el L L A O 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................................................ CTTGCARAACGCAGC TG T CTC T G T TG T T e vt e e e e e e e e e e e e e e e et e e e e teeee e eeae s e sseeeeessaaeeesaaaaeenna 28 0 1 1.00 1 0 0 1 0 0 0
..................................... o) X el ol el ol N ek e7:N ey N1 ol o7 el i N R O 1 1.00 1 1 0 0 0 0 0
................................................................. el i eloy-Nole) Nolel-Nel-Nol-Nelii e . U3~ | 1 1.00 1 0 1 0 0 0 0
....................................................................................................................................... AT GAT GAGGAGGAGGAGAGAR G . « « -« e e e n e e e e e e e e e e e e e e aa e e e e e a e e e e e e e e e e e e e e e a e e e aae e 22 0 1 1.00 1 0 1 0 0 0 0
....................................................... N ol el eleleliid e il eley-Xole.No] e U PP~ B 1 1.00 1 1 0 0 0 0 0
............................. i N-Ne) ek s ol o e Tof el o e 7N )N 20 AN 0 1 1.00 1 0 0 1 0 0 0
..................................................................................................... T T T CCCAGCAGACGC AT TG T GA T G T« « v v v e e e e e e e e e e e e e e e e e e e ee e e e eee e e e eae e e e aeee e e eee e e eeee e s eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeseaaeeeinnanena 26 0 1 1.00 1 0 0 1 0 0 0
......................................................................................................................................... (7N} Nele)-Netel-Nel ey -NeT:Ve)-V-X ] e\ e )N~ B 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
V11l1l vO050
GCTCTCTCACATGCTCTCATATAGATTAGATATCTCAAAAGGTACGCAGTCACTCTAGAGCCCAAACAACGTGCTGCTCTGTCAACGAGGTCTGGGTGGAGAAAGGGTCGTCTGCGGTAACACTACAACTACTACTACTACTCCTCCTCCTCTCTTCCTCCTCCTCCCGAATAGGTGAACGTTTGCGTCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAACAGTTGCTGCGGTAATTGGTAACCTTGGTGATGCTTATGCTTATATATATGT
Read # Hit Total male head
AAR AL LA A RRIIIIARAERARIAARAIASAREARRARIIRI I SIERE AR A O O G G G O P G G (o o G G G G A o G O G G o G G G G G G e G P O O G O O O O (Y (P CC-CCCCCC-CCeeaa))a))))) D)) e B 1)))))))))))))))) ) n))))))) ) R kdkkkkdkdkdkd ko k ke kkk ok kkkkkdkkkkkkdkdkkk** size Mismatch Count Norm Total body
........................................................................................... (ohietel el fe]e7:Ned-V:V-Ne] e e 1] L PR~ 0 R0 1 1.00 1 1 0

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droPer2|scaffold 0:1112324- dpe 2479 ([CGAGAGAGTGTACGAGAGTATA
1112596 -

dp5 l2:7251722-7252000 - |dps_3825 |[CGAGAGAGTGTACGAGAGTATA

droWil2|scf2 1100000004902:91557-|dwi 5414 | i
91733 -

droMoj3|scaffold 6540:4939671- dmo 129 (chEN A
4939853 -

drovir3facaffold 13047:936854= [avi 125 [cncEcimm——— CCANRCATCCCGCRCRGIEACCCA - —————— - E— oo
937016 -
ccacBcacTCRER--B--—Rgcca

BT Tt |

droGri2|lscaffold 14906:5355419- (dgr 461 |WrpNcEeTcEicAGARTATA

T———- ABCAACCAANSTARRCAACTA————————— e
5355600 +
droAna3|lscaffold 13340:938709-  |ldan_4037 (CHAGA A e T N A A C GO AGC T G C T CE R BGIE T TCGAT TTCGGGATCTTGTCAACGECGCINNOATE - - -[EA - — - —- T2 - I— R e—— GG HE—
938910 + \
droBipl|scf7180000394085:58792— Sln NS TN - - — - - - - - —- -] LY C o= CALACCCACCTGTCTCTCETTGTE T TCGATTTCGGGATCTTGTCAACGECGCY--BTle-- -8 —-—-—--—-—- BcaTTAREE- B - BECGA------—--—---GGGATTACCATCCIUIGAEN- - - - - -G/
59005 -
droKik1|scf7180000302475:1404681~ C N A C ACC T TC T CRCCI B G N T TCGAT TTCGGGATCTTGTCAACGACGCC - — [ XA NXTe A e - - — - - N-B--—-- AcACECIlc . _ _ _ __ __ _ _ - M\
1404883 +
droFicl|scf7180000453800:2293380- c T~ N ACKICAINC TG TCTCTCETTCT T T TCGAT TTCGGGATC TTGINCAACGACGCEY- - AT/ - — - -fgalfl- - —- - WeN-B----- NTACE-Brg----- T — — — — — —————— M\
2293558 + \
droElel|lscf7180000490995:524615= ccN i TNl ACHICAGCTETCTCTCETTCTT TTCGATT TCGGGATC TTGIACAACGACGC--[ETrfe- - - -fEaifed- - —-- We-g----- TG — - e — — —— ——————— [~ -]
524793 -
droRhol|lsc£7180000777158:35525= (| | ettt ~ """~~~ ~~— TcnETlErercAGT Tl TRCARGC - - -~ GTC-AGTGAGATCTCGGETTTGTTGCACGACGAGACAGT TGC TENIANEC C e — - ————————- A CGRAGAAA AR - C A A B CCINITRY TNALYACHCAGCTGTCTCTCGRTGTT T TCGAT TTCGGGATCTTGACAACGACGCC--AT -~ — -[oARe- - - - TGN - - AGAGCHEC - - [E— - - — - ———— [ T ——————
35700 - \
droBial|lsc£7180000302402:8304633~ TAT--—--——-———— - ——— — - CEgr i\ Erfgreacac T Tl TRCARGC - -~ -GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGT TGCTENAR Glelc C e Cielelel Nmele eI\ - — — - - CEArAAAARAN- R C A o
8304830 +
droTakl|scf7180000415380:1425664- gy — — — — — = = = = = = = = — IR ferEreacacT TETRCARGC----GTC-AGTGAGATCTCEEETTTGTTGCACGACGAGACAGTTGC TN AGECCCmC — - - - — - - —————— ACANAGAAAAN-[ENC  » N , B
1425845 -
droEugl|scf7180000409692:687974- TAT-—-——-— - — - —————— — — - TR ErEreacacT TETHCARNGC----GTC-AGTGAGATCTCCGGGTTTGTTGCACGACGAGACAGTTGC TENAANECCClich- - - Tle - -fy------ ATANAAAAR AN [N o
688182 +
|om3 lchr3R:6216949-6217127 + |dme 373 |IN et ————~——————~————~- B ErETEr cacT g TcARGC----GTC-AGTRAGATCTCEEETTTGTTGCACGACGAGACAGT TGC TN A e CC i - - ————————- GCA A A A T 2 A T C A A . 2 T XAk CAGC TG CTC T GG R IGIE T TCGAT T TCGGGATCTTGRCAACGACGCC——AT[S- - - - /AN
ldrosim2|3r:14862061-14862465 - |ldsi 32455 NN — — — —————————————~— B ErEr@eacacTTETRCARGC----GTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGT TGC TIVARTEICC i - i — — — -~ —— - - GCANAA AT 2, 7 ;, [T TR TNGACICAGETETCTCTCETIGTT T TCGATTTCGGGATCTTGRACAACGACGCC--ATE- - - -EAMg -ridcr T TalcRec]
droSec2|scaffold 0:15728305- dse 1842 (NNt — — — — — — = — = = = = = = = — = e reercAcT T TRCcANGC----GTC-AGTGAGATCTCGEGT TTGTTGCACGACGAGACAGT TG TIN A el c CRlt - -~ ————-—-—- GCARA A A T A A T C A 2 S . 2 T ccN =T XACICACCTETCTCTCETTCTT T TCGATT TCGGGATCTTGACAACGACGCC—-AT/e - - - -[Eally ETA@ATATEAA\
15728509 —
larovak3|3R:10242689-10242919 + |dya_1794 [T TR TNGIACIICAGCTETCTCTCETIGTT T TCGATTTCGGGATCTTGRACAACGACGCC--ATE- - - -EAMg He-B----- AcAEINEACCCA BT AR TA T A AT

droEre2|scaffold 4770:15403299- |der 1519 cCE R TR X ACHCACCTETCTCTCETTC T T TCGAT TTCGGGATCTTGICAACGACGCC--ATe- — - -[gall- —- - - - B----- NFca-TTG

15403530 -

ETAATATEAA=\
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112324-1112596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112324-1112596
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2479.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:7251722-7252000
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3825.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91557-91733
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:936854-937016
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_125.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4939671-4939853
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_129.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355419-5355600
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_461.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938709-938910
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4037.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394085:58792-59005
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404681-1404883
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293380-2293558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524615-524793
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35525-35700
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8304633-8304830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1425664-1425845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:687974-688182
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6216949-6217127
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_373.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862261-14862465
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728305-15728509
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1842.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242689-10242919
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1794.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403299-15403530
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1519.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2504 |scaffold 10:2201270-2201376 - || Known Ortholog | Testes-restricted | antisense_to_intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition -#- Sense -#- Antisense Mature
Hairpin partition Mature
Show Alternate Folds ‘
Flybase annnotation
Antisense to intron [Dper\GL2664 1-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M042
V111 V050 V057 M021 V042
GGAATCCTCTAAATATGGCAGCCACTAAAGACAACCAGAGGAGAGCTGTTTCGCCGGACAGTCAGAGTTTGAGTTGATCTCTAGTTACTGGGCTTTGATTCGAAATAAGTAGCTTATTATTCTAGTGATTGAAATGAACTCGACTCGAGTGCCACAAATGCCACATGATGCAAATGGAGCAGTCGTGTTTTAAGGTACAGACTTTGA female
Read # Hit |Total male head body head embryo embryo
it L U (e e O O O e e CCCCCC 2230000220000 ) ) DI D)) e )) . .) ) KRERKAKAXKKKXKA KKK KKXKA KKK XKXK%*% 5ize Mismatch Count Norm Total body
............................................................................................................................................................................................ TTTAAGGTACAGACTTTGA 19 0 1 5.00 5 5 0
........................................................................ GTTGATCTCTAGT TACTGGGCT « - ¢ & e v e e e e e e et e e e e e et e et e e e e e et e e e e e e e e e e et e e et et e e e e e te et ae e ene e eeneneaaeaenneaeneneeaenenneaeaea22 O 1 4.00 4 2 2
........................................................................ GTTGATCTCTAGT TACTGGGCTT . « & e v et e et e et e e et et et et et e e ettt e e e et et e e e et e et e et e et e e et et e e ettt e ettt et et ettt ee e 23 0 1 1.00 1 1 0
Anti-sense strand reads
M042
V057
CCTTAGGAGATTTATACCGTCGGTGATTTCTGTTGGTCTCCTCTCGACAAAGCGGCCTGTCAGTCTCAAACTCAACTAGAGATCAATGACCCGAAACTAAGCTTTAT TCATCGAATAATAAGATCACTAACTTTACTTGAGCTGAGCTCACGGTGT TTACGGTGTACTACGTTTACCTCGTCAGCACAAAATTCCATGTCTGAAACT female
Read # Hit |Total head body
HHKKKK KKK KKK KKK IR IR IR IR IR IRAI*K O T O N N N N A O O P X A A A CCCCCC--ND - DINNNI) NI I e )) . L)) KIKEKKKKK KK KKK KKK KKK KKK KKK KKK XX ¥ X% 5ize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droPer2|scaffold 10:2201220-2201426|dpe 2504|GGAATCCTCTAAATATGGCAGCCACTAA-AGACAACCAGAGGA-——————————————————————————— GA--GCTGTT--TC---—-——-——-——-—- GCC-G----- GACAGTCAGAGTTTGAGTTGATCTCTAGTTACTGGGCTTTG--AT-TCGAAATAAGTAGCTTATTATTCTAGTGATTGAAATGAACTCG-ACTCG--AGTGCCACAAATGCCACATG-—--ATG--——-—————-—- CAAAT-GGAGCAGTCGTGTTTTAAGGTACAGA--—-——-—- CTTTGA
dp5 4 group4:3182289-3182495 - |dps-mir-|GGAATCCTCTAAATATGGCAGCCACTAA-AGACAACCAGAGGA-———————————————————————————_ GA--GCTGTT--TC-=--=—=—=———————-—- GCC-G----- GACAGTCAGAGTTTGAWTTGATCTCTAGTTACTGGGCT TTG--AT-TCGAAATAAGTAGCTTATTAT TCTAGTGATTGAAATGAACTCG-ACTCG--AGTGCCACAAATGCCACATG---—ATG--——————————~ CAAAT-GGAGCAGTCGTGTTTTAAGGTACAGA--—-——-—- CTTTGA
2509
St ER ] E AR Y P R TV LV R SV R ee cI~ Al T TEVACINeels c cA AR TGINT ANA TGIY-BAG TG - ACAREEEEA TGAAAAAGAAAATACCAAAACA TN - - - - B —BEEEEA A TTGEEEETGT - - GAAACTT]E- - [N T T[Nl A C AL NIC ARG EIINAGTEA EcliicAr AGIEC ASY- - - - cccilaldiliic Gl T AlRelicEC NI c - FNNNiA/¥NS c TeR /sl A C Al A A e TR TINATiele TG AlA -BTGGIMACACGTTTTCTATT TEVAT AR S G AlSiC Clileln 2l IF-VNEIElUNGENER ~ 2 ‘CTTTE‘
8626196 -
droAna3|scaffold 12916:11084929- [dan 50 |[cclgr@cTieiianleaTcccAlcRANTgchcAACdddrRcEINe---—------—--- GACTCRECAREEE - - B - - - -CEE-AAAGGACTREIACAGGAAA - -GCGACTTA- -INWeCleNelcAC TI ThlIEINTe A RhiG el E v NChlea E Gl flc TRETIIING T C - - - - [T ARNelshiC Gl ThlehiG e ClelNic - E¥¥Nia c GeiNeleRFNeli T TRl /e CAACCACCTGGCCGAEGEUACINEA AECIlANNNLINCININA 2 A TAA TG T/SRENCET
11085147 +
droBipl|scf7180000396572:742678~- cGlgrEcTiTiA A TGGCANCRART A A A clic AlCldddr BcYe- - - - - - ---—--- GACTTRECAREEE - B — - — -8 AGTACTEEIATTTTAGA - -GCTACATA - - INGWT ClINTA N TI TIGIErNTe Al Gl iV NChlea Ecifilc TRE Gl C TleC - - - - [T cEXelshifiic Al TilileliG € c ThNiC -E¥¥NiA CINS A leRSNeli T TR /S CAACCACCTGGTCGHECEUNCCEAAE CIlANNNINCINGNA A G TAA TG TSIRNCET
742896 +
droKik1|lscf7180000302389:430892- eeci\c ASIec TEVACINHEIINEle AlYA G CCAINETOGINE G G TG [ A A B G TG CEE AACACT/ N - — - — - B Nelelele-—-—-- - T- - cCGAGENeliclec TiiNIeAF CclelialelileaEchiccTREc ABcGec - - ci¥ATcealililc Gl ThlNeiiG/EC/Nic - EVNAC AIN-NCIeleR T[eldeleRE c A A C - - T/CINC GaAcTccCTGCCCRAAGHINCINGA AlCiiAININTLIACINE\A A TGGC TG T[ehi - [
431107 -
droFicl|lscf7180000453932:197508- GGEnENC Tk~ AlA TG e Al CEARN TSR YEA BB C Al clldemG A lNe - - - - - - -f§- - - - - - —————-- TR TR - - - - - BElcféa AccaACEECEEEEEE T/d-B-BETCTE- - GecTCNiic T TN NiEAFcGELINGEAE clicc TRETIEC/A C - - - - Tccealdiliic GiiTNNGECaNIC - INVAC Al YNSRI ECA - - - - - - - -I\G- - - - - - - -CEEE - - EEEE. caTcciEcléccACETECHINENCA e ciia IWINeleLF\CI NN\ ACcTC T TRE - - - - -
197706 -
droElel|lscf7180000490753:30322- eci\c AT c TEVACINHElE TIA TR A A C T AT T NNCA A TEAINA CGCCAGT C TR CATAGT[ - - — - [ - - Xl L Be CleC AGAG T T/ T TCAT CLACEC TTACTCLNCET T/eh - - S - TC Gl e se G C T T TIT TC TG A T/ A A A T A A C TC G- A — 7 e — — — i~ —— — — CAATTACCTC - - -Heecdoccoaldciia YNNI\ AA TG T TG T[ShliCC -
30522 + \
droRhol|lscf7180000778253:33793- geci\caSiiTc TINACINHEE T TR A A jic TA T TINNS TG AINEA C] caacTacCTCCACHEECHINCINEA A[eciia VNI CINNA A C TG T TG T[GiNC CI
33992 -
droBialllscf7180000302422:3830676- eci\cASTRTIVACINHee T c TR A Ajic TG A TTIACE T GEINE - T] caaccaacficG-hEclEcHICiNeA Aldcii ININTICININA A T TG T TG T[SCCACI
3830890 +
droTakl|scf7180000415871:385414- e ciNc AT TINACINVEEIN T T AN AR C T GRT TONNS T/NA NN, CEEEEEE B-------——-- TGTAGTEIEIeCCACTAJICEEEEEEEE A - — XIS T e cEcEcAG T T T TGAT CLC[IEGT TAC TCLCIE TN - - BT - TC Gl g TiiC T T(Sle TH T TC TEGEGA T(oRA A A T A A CTCG- AC T - - Al o+ — — — i~ — — — ~ caACCAACTCGACHEECEHSNC CEaAECilANNNILINCINGNA A C TG T TG TSIGGCE
385628 +
droEugl|scf7180000409063:317438- e ciGGTITEVACINHEle T TR A AC TGIT TINNINA Gl c A CREEEEE B-------—- TACAGTETREeA - - - A2 A .~ — ACGATCTT- - TleclecleNelliic TC Tl NIeAF C Gl el EciilG TREIT ARCEAG - - - - Tcccleeiliic G ThlNSINGEC/NNC - EVNAC AN -NCLeleR Neli T CEEFA A A6 - C[EVNAC- - - - - - - - CEEE - - - EEEE caacTTCCTCGCCREEGEHINCARAA[CIlCININTIIACINTNA A A TG T TG T[RINENET
317656 +
dm3 chr21,:5641129-5641336 + dme-mi r-|(GGEaScTHTHA AMA TGoEANCRARNTEAEA R C AMChA G ALY - - - - - -fg-- - - - ——-- CGTAGTEIEISINC GINT A INCEEE TR B - - - ERecEcEGAGT T T TGAT CL\CSAGTINAC TGLNGENT Tlehy - - BT - [$hG 2 D v\ Gy T T(le Th T T C TG~ (oA A AR GAA CTHGEACTCG- - AR ie A 7 TRt | — — i — - — - CAACTACTTCG/NEIEECEFNCINEA GIECilA NN\ A A T TGATGCT - - —- -
961 \
droSim2|21:5445882-5446090 + dsi-mir-|cclEgadNc TiTiAAEA TGoARCARTNE N Cdec cAaBeAlNd- - - - - - 8- - - —-——————- CGTAA T E T el C Gl A L e -E----- T - - GEGc/eNeiliiaA cc TN NeA T CINEiAM GINE A AIGIG TR TS C T/ - - - - TACGA ThlC G TIRNSIGEC AINIC - [NV NNCIICIeRI NI IIERIIN - - C - - T TGl - - - - - — - -CcTAR- - - B cAACTACCTCGINEIE e cCiNeaGlEcllA VNI A A T TGATGTT-- —- -
961
droSec?2|scaffold 5:3718870-3719078 |dse 357 |[cclgrGcTiTiAAEATccHANCRAN T AR c™eccANAccANS-------f8--—--—-————-- CGTAA T E TR A S T A N - B - - - e cEcEcAc T TN TCAT CL\CSA G TINAET CLNCENT Tlehy - - T - SR G 2 R YN SeLy T T(Sle TR T T C T/~ oA A AEGAACTCG-ACTCG- - AR e A 2 T el 5 Y - e — — — - caACTACCTCGINEelecETATINGA GlECllA NI\ A A TTGATGTT-- - - -
droYak3|ZL:13551974-13552178 - dya 33 |(cclgaEcTiTiA e copamcRAN T iicArccgIaceaNg- - - - - - - - A A TS 2 R e e -E----- e GEeGAGT TN TGATCECIIEc T TACTCIACHET T{ehy - - e - Sk JoE Sy T/l C T /e T T TC TlEGEGA T/mA A ARG AAC TCG-ACT CG- - A e e A T e — — — i~ — — — — CAACCAACTTCINEIEEGESNCA A A CilAINNILINCINGNA A T TG T TG T{SIENC CE
droEre2|scaffold 4929:5729603~- der 35 |(GolgrcTiTARAETGGCARCEA IS AjgicAAClaBGGANY- - - — - - - - B e A R e - - -EEEE T - - GG T ClNGA CCAIIENIe AR C NN NIEAEciG TRE G CRcACH - - - - TTcGlESc GRTINCENGECNNC - NV N NSGNEININSERE G - - C - - TEGIVN - - - - - - - -CEEE - - - EEEE CCAGTACCTCC T C/HINCINEA A ECRAINNNISINCINANA A TTGT TG T/SIGCCIN
5729802 +

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

crit.star

crit.loop

crit.mor

crit.half

crit.total

crit.pairing

crit.top3

crit.tptop3

crit.uri

crit.back

rescue.total

rescue.dominant

rescue.known

rescue.confident

rescue.candidate

AP WWFROFRPOORFRPOOOOO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2201220-2201426
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2201220-2201426
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2504.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:3182289-3182495
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2509.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:8625943-8626196
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_125.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:11084929-11085147
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_50.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:742678-742896
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302389:430892-431107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453932:197508-197706
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490753:30322-30522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778253:33793-33992
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:3830676-3830890
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415871:385414-385628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409063:317438-317656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:5641129-5641336
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme-mir-961.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:5445882-5446090
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi-mir-961.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3718870-3719078
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_357.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:13551974-13552178
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_33.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5729603-5729802
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_35.html

ID: Coordinate:

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 166 |scaffold 26:563931-563985 + | candidate | Canonical miRNA | intergenic

Legend: mature - mismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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563,880 563,920 563,960 564,000 564,040 o I I I Ay & & &
: - & X
Genomic Position 0 o1 - & | | | |
Size Condition 563,880 563,520 564,000 564,040
Genomic Position
Hairpin partition - Sense -e= Antisense Mature -»- Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M042
V057 V050 V042 V111 M021
TCCTTCCCAACCAAAGAGCCCAGGGAGGAGTTCTGTTTCTGGCGACTCTGCCAGGAGTCACCATGCAATGTGGAATGTGGAACATTTAATGGTGCCTCCTGAGAGAGGCGGCAGGACTGCCATCGGTTGTCTGAGCATTAATCGTCGCGCCTTAT female
Read # Hit |Total head body head embryo male embryo
R N A (N I R T I Y T T 1)))) D)D) ) D)D) ) L)) ) ) L)) ))))) L. kR kkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*x* gijze Mismatch Count Norm Total body
.................................................. CCAGGAGTCACCATGCARTGTG . « « v v v e e et et e ettt et e et ettt et et et et et ettt ettt ettt et e e e 22 0 1 5.00 5 3 0 0 1 1 0
.................................................................................... TTTAATGGTGCCTCCTGAGA . « + v v e v e eeeeeeeeeeeeeenenenenenenenenenenenenaa. 20 0 1 2.00 2 0 2 0 0 0 0
.................................................................................. CATTTAATGGTGCCTCCTGAGR . « + v v e et ettt ettt e e e e iee e aeaenenenena. 22 0 1 1.00 1 0 0 1 0 0 0
.................................................................................... TTTAATGGTGCCTCCTGAGAG . « « v v e v e et ee e eeaeaeneaeneaeaeaeneneneneneaea. 2l 0 1 1.00 1 0 1 0 0 0 0
.................................................. CCAGGAGTCACCATGCAATGTG. « .ttt ettt ettt ettt ettt ettt e e e e ettt et et et et et et et e et 231 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
M042
V050 V057 V042 M021 V111
AGGAAGGGTTGGTTTCTCGGGTCCCTCCTCAAGACAAAGACCGCTGAGACGGTCCTCAGTGGTACGTTACACCTTACACCTTGTAAATTACCACGGAGGACTCTCTCCGCCGTCCTGACGGTAGCCAACAGACTCGTAATTAGCAGCGCGGAATA female
Read # Hit |Total head body head embryo embryo male
R e N N R N T N O N N 1)))) - )D)D)) A )))D)) L)) ) ) )) L)) ))) L. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*x gize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|lscaffold 26:563881- [ldpe 166[TCCTTCCCAACCAAAGAGCCCAGGGAGGAGTTCTGTTTCTGGCGACTCTGCCAGGAGTCACCATGCAATGTGGAA - —— TG T GG A ———— = — = — = — = — =~ =~ = o o o = ACARTTAATCCTCCCTCCTCAGAGAGGCGGCAGGACTGCCATCGGTTGTCTGAGCATTAATCGTCGCGCCTTAT
564035 +
dp5 XL groupla:108363- TCCTTCCCAACCAAAGAGCCCAGGGAGGAGTTCTGTTTCTGGCGACTCTGCCAGINAGTCACCATGCAATGTGGAANNTGT GEA NI N NIL TN TSI VN S S ST NS NI NS LTV NT X S LI NN U NI VN S NN T L N T JeT NeTel JeTelel Seleleter. N Nelel i felei~ c A FFTARTECTCCCTCCTCACAGA GGCGGCAGGACTGCCATCGGTTGTCTGAGCAT THATCGTCGCGCCTTAL
108595 -
PASSIFAIC
crit.star 1
Generated: 097082015 at 07:50 PM
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 1
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=droPer2&position=scaffold_26:563881-564035
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_26:563881-564035
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_166.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:108363-108595

ID: Coordinate:

dpe 2488 |scaffold 76:243632-243714 - |candidate | Canonical miRNA || intergenic

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star [ 183 B BRI TS T _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position PEN | I I |
Sjze Condition 243750 243700 243650 243600
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
v042 V057
TAGCCACTCTCGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCAGTGCGCCGCTGTGGGCGGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATAATCAATTAACAA female

Read # Hit Total
Kkhkkkkkkkhkhkhkhhhhhkkhhkhhhhkhkkhkhkkkkrkkhkkkx  ((...... I N N T O e O )N DI e )) .. kkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk*k***** 5sjze Mismatch Count Norm Total
............................................................ AGTTGGC T CGCAGCGOT GOA . - 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 s sis20 0 1 1.00 1
.................................................................................................... TGCGCCGCTGT GGG GGAC T T e« 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 e e e e e e e e e e e e e i e s i e siiaaes. 21 0 1 1.00 1
............................................................ AGTTGGCTCGCAGCGGTGGAT...................................................................................................... 22 1 1 1.00 1
............................................................ AGTTGGCTCGCAGCGGTGG........................................................................................................ 20 1 1 1.00 1
.................................................................................................... TGCGCCGCTGT GGG GOACT T G e & v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e s e e s d i i diiaso22 00 1 1.00 1
......................................... CACATACAGGRAGT TCTTCAR ¢ o e e e e e e e e e e e e e e e e e e e e e e e e e e e e s iss 200 1 1.00 1
................................................ AGGAAGT T T T  AG T T GGl T « 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 s 200 1 1.00 1
i e OB T C T G AT TGAC C C T T C G T « o 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 21 0 1 1.00 1
Anti-sense strand reads
ATCGGTGAGAGCTAACTGGGAAGCAAGAGCGAACACATCGTGTGTATGTCCTTCAAGAAGTCAACCGAGCGTCGCCACCTACTTCCACCGTTACCAGGTCACGCGGCGACACCCGCCTGAACTCTAGCCTGTACGCCATTTCCACCTTTCGTGATATGTTGGTAAAGGTATTAGTTAATTGTT

Read # Hit Total
Kokkkkdkhkkkkkhkkhkhhkhkhkhhhhkhhhkhhkhkhkhkkrkrkd (... ... I N N A O e O )XY IIN)) e )) .. kkkkkkkkkhkkkkkkkkkhkkkkkkkhkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total
................. GGGARGC A AGAGC A A C A C AT C G T ¢ v e v e e e e e e e e e e e e e e e e e e e e e a2 0 1 1.00 1
........................................................................................................................ ACTCTAGCCTGTACGCCATTTC & 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 i i eiiaaiaaea. 22 0 1 1.00 1

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

embryo head body

0 0 1
0 1 0
1 0 0
1 0 0
0 1 0
1 0 0
0 0 1
1 0 0
M042
V057 v050

female

body head head

243764 -

drobPer2iscaffold 76:243582- |dpe 2488 | TAGCCACTCTCGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCAGTIGCGCCGCTGTGCGCGCGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATAATCAATTAACAA

1810103 +

dp5 XL _group3a:1809921- (dps 141 TAGCCACTCTCGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCAETGCGCCGCTGTGGGCGGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATAATCAATTAA@A

PASS/FAIL
Generated: 0ov@8/@015 at 07:50 PM
crit.loop 0
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

NOOFRORORRLRFRPOOO



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_76:243582-243764
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_76:243582-243764
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2488.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:1809921-1810103
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_141.html

ID: Coordinate:

dpe 2497 |scaffold 71:55829-55924 +  Known Ortholog | Canonical miRNA | intergenic

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star |51y ed (QTHENIEgi i L _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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55,800 55,850 55,900 55,950 o I | | I _
Genomic Position o 20 o3 o4 I | | I
Size Condition 55,800 55,850 55,900 55,950
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dpe 2500 scaffold 168:19097-19118 - 1. dpe 2282 scaffold 71:43481-43504 +
2. dpe 2282 scaffold 71:43517-43538 + 2. dpe 2497 scaffold 71:55843-55866 +
3. dpe_2497 scaffold 71:55879-55900 + 3. dpe_ 2498 scaffold 71:59492-59515 +
4. dpe 2498 scaffold 71:59528-59549 +
5. dpe_2499 scaffold 71:76756-76777 -
Sense Strand Reads
hide 3p readsH show mid mismatch reads H
M042
V057 V050 V111 v042
ATTGCTCTTCAACTAGATGTCGTCCAGAATGGTGTGAATCTTTCTTCCAGGTTCTTCCAATTTCTGGACTCTCCATTTTGTATTGCGTATACAACAAACGCAATACAAAATGGAGAGACCAGAAATTGGTGGTAATAAGTAAACAAATGTACATATGTACGTATGTATTTGCTTTCTCTTTATTTTTCTCCTTGAT female
Read # Hit |Total head head body |male embryo
khkkkkkhkkhkhkhkhkhkhkhkhkhkhkhhkhhhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhk .. ((_ (((((((((((. (((((((((((((((((((( ......... )))))))))))))))))))) '))))))))))) .)) ..... khkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhhhhhkhkkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkkkhkkkkkkkkk*x gize Mismatch Count Norm Total body
.................................................................................................... CAATACAAAATGGAGAGACCAG . « « v v e et e e et e e et e e et e e et e e e e e e ettt e et eeaeeeateeaneeaaiennnenaa 22 0 5 1.40 7 2 5 0 0 0
................................................................ TGGACT CTCC AT TTTGTAT TGCGT « « « « o e e e e e e e e et e e e e e e e a e e e ae e e e e e e e e e eaaa e eae e e aeeeeaeeeeeeeaeeeneeeaeeeeneeeneeeeneeeneenneeeaneenneenaas 24 0 3 1.00 3 1 2 0 0 0
................................................................ TGGACT CTCCATTTTGTATTGC G . « ¢ ¢ v e e e e et e e e et e e e e e et e e e et e e e et e e et e e et e e e et e e e e e ettt e e e e et e ettt ettt ettt et ettt e e eeenaeeee 23 0 3 1.00 3 1 2 0 0 0
................................................................ TGGACTCTCCATTTTGTATTGC « « « 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 e e e e e e e e e e aa e e aeeeeaaeeeeeeeaeeeaeeeeeeeeneeeaeeeeneeeneeeneeeeneenneenaaa22 0 3 0.33 1 0 1 0 0 0
................................................................ TGGACTCTCCATTTTGTATTG e + o e e e e e e e e e e e e et e e e e e e e m e e e ae e e e e e e ae e e e e e eaeeeaaeeeneeeaeeseaeeeneeeaeeeeneeeneeeaneeeneenaeeeaneenneenaaa2l 0 3 0.33 1 0 0 1 0 0
...................................................................................................... ATACAARATGGAGAGACCAGA . &« « v et e e e et e e et e e ettt et et e e e et et ettt ettt et et 200 5 0.20 1 0 0 0 0 1
..................................................................................................... AATACARAATGGAGAGACCAG . « ¢ v e et e e et e e e et e e e e e e et e e ettt et e ettt ettt et 20 5 0.20 1 1 0 0 0 0
.................................................................................................... CAATACARAATGGAGAGACCAG . . ¢ ot ittt e et e e e e e e .. 231 5 0.20 1 1 0 0 0 0
.................................................................................................... CAATACAAAATGGAGAGACCAGA . « ¢ v e et e e et e e et e e et e e e e e aateeaeeeaaeeeaeeeaeeeeneeaneenaneeaneenneenaaa23 0 5 0.20 1 1 0 0 0 0
.................................................................................................... CAATACAARATGGAGAGACCA . + o v e v e et et et e e ettt e et e e ettt e et e ettt ettt ettt ettt et et 20 6 0.17 1 1 0 0 0 0
.................................................................................................... CAATACARAATGGAGAGACCAR . « - ¢ it ittt it e it e e e e e e e e e e e e ettt 22 1 6 0.17 1 1 0 0 0 0
Anti-sense strand reads
V057 M021
TAACGAGAAGTTGATCTACAGCAGGTCTTACCACACTTAGAAAGAAGGTCCAAGAAGGTTAAAGACCTGAGAGGTAAAACATAACGCATATGTTGTTTGCGTTATGTTTTACCTCTCTGGTCTTTAACCACCATTATTCATTTGTTTACATGTATACATGCATACATAAACGAAAGAGAAATAAAAAGAGGAACTA
Read # Hit |Total head embryo
Kkkkkkkhhkhkhkhkhhhhhkhhkhkhhhhhhhhhhkkhhhhkkkkhrkkrhrhkrkrrrrr (L (CCCCCCCCCC COCCCCECEOEeeeeeeeCe .. )N I . hhkkhkkhkkhkkhkhkkhkhkhkkhkhkkhkkhkkkkkhkkhkkkkkhkkkkkkkkkkkk*k*x**x | gize Mismatch Count Norm [Total
.................................................................................................... GTTATGT TTTACCTCTCTGGT ¢ + o v e v e e e e et e e et e e et e e et e e et e e et e e e et e et et ettt iaaeeaaeenneeea 2l 0 6 0.17 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|droper2 |scaffold 71:55779-55974 + |dpe 2497 |ATTGCTCTTCAACT----AGATGTCGTCCAGAATGGTGTGAATCTTTCTTCCAGGTTCTTCCAA--—-TTTCHCCACTCTCCATTTTCTATTCCCTATACAACAAACGCAATACAAAATGGAGACACCAGAAATTGGTGGTAATAAGTAAACAAATGTACATATGTACGTATGTATTTGCTTTCTCTTTATTTTTCTCCTTGAT
dp5 Unknown_group 61:9866-10061|dps-mir- [[ATTGCTCTTCAACT----AGATGTCGTCCAGAATIGTGTGAATCTTTCTTCCAGGTTCTTCCAA----TTTCHECCACTCTCCATTITCTATTICCCTATACAACAAACGCAATACAAAATGGAGAGACCAGAAATTGGTGGTAATAAGTIAACAAATGTACATATGTACGTATGTATTTGCTTTCTCTTTATTTTTCTCCTTGAT
b 2574a-1
droWil?2 |lscf2 1100000009464:785-857 TiCECAINERRIG A A /NG TENA T/l TR T 2l A AT T A C A TA TG TACIAT ARIAT A T T(EC T T
drovir3 |lscaffold 12912:149129- TATGTACRTATGTETE TR T TRCICIAT TA T T T T/ST C C
149174 -
droMoj3|lscaffold 1686:4262-4311 - || TATRATAREATA TR TR T T TR T T TR TRAT T TAT T TR TR TRy T TR T
droAna3|scaffold 13280:966419-
966474 -
droBipl |[sc£7180000396728:1940258- TCGETITINC - GIEEEE - €caldc TacaTCClGCldec THAN NN A N ThERISNE AN - - - - - - -|
1940308 +
droKikl |[scf7180000301508:18980- TTGETETT————ETGEGTCGAATGGEGTEAATCTTETTCCAGGTETCAMTTCTGCTETCEA
19056 -
droFicl |scf7180000453926:435168- TCHASNEINGTTCGCRERECIINNeC TidifeT T AINAC/HEC T NN Ci¥e IS TR A A TR TN - - - -
435223 -
droElel |[scf7180000490740:25725- A\caaceeen--—---Poml_ B - cataTdracRraridrEr@NcEaYecrcrrradeT T T Ti{ET
25778 -
droRhol |[scf£7180000779271:1863-1914
droTakl |[scf£7180000414127:24235=
24275 +
droEugl [[scf£7180000409205:5001-5058
lam3 lchru:5769325-5769363 - | |
ldrosim2 |21:21894425-21894483 - | |
ldrosec2|lscaffold 5:33210-33268 + || |
droEre2 |[scaffold 4512:969297-969397 IAci¥enjiTcG- TcEERE- - - cldcAaaATGC/HAGeeCc THAINSNIENE CilsldaEalNccliTccl\aacACilNg e CT - - - - TTGlcclieiGAlE T CG -GNV A S c/AG/Y
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Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
laroper2|scaffold 71:55779-55974 + ldpe 2497 |ATTGCTCTTCAACT----AGATGTCGTCCAGAATGGTGTGAATCTTTCTTCCAGGTTCTTCCAA----TTTCEGEACTCTCCATTTTCTATTICCCTATACAACAAACGCAATACAAAATGGAGAGACCAGAAATTGGTGGTAATAAGTAAACAAATGTACATATGTACGTATGTATTTGCTTTCTCTTTATTTTTCTCCTTGAT]
laps |Unknown group 61:9866-10061 + ldps-mir-2574a-1|ATTGCTCTTCAACT----AGATGTCGTCCAGAATINGTGTGAATCTTTCTTCCAGGTTCTTCCAA-—--TTTCHECACTCICCAT TN ICIATTGCGTATACAACAAACGCAATACAAAATGGAGAGACCAGAAATTGGTGGTAATAAGTIAACAAATGTACATATGTACGTATGTATTTGCTTTCTCTTTATTTTTCTCCTTGAT|

larowil2|lscf2 1100000009464:785-857 - |

ldrovir3|lscaffold 12912:149129-149174 - |

l[aroMoj3|lscaffold 1686:4262-4311 - |

ldroAna3|lscaffold 13280:966419-966474 - |

|BrEcEr S R - - - -RcE e rc g arccrRaarcrfErcrrcaccErErEcc i

|droBip1|lsc£7180000396728:1940258-1940308

[rcogriTHCRR oo EoaRcTacATCoRcCREC T NI pT RSN

ldroKik1|sc£7180000301508:18980-19056 - |

[Brrchirhr e - - -Eer e T ClecAA TR TR ATCET THT TCCAGCETRTEHeA NN NAe T T C S C T CpaA

ldroFicl|lsc£7180000453926:435168-435223 - |

|EETRCTCcrEieee- - - -EcaTcEic Tl AccEiecAA TC TgT T CRANAT T T T

ldroElel|sc£7180000490740:25725-25778 - |

TATAT ARFAT A TENTIT T TR T T TR TE T T TA T T TR TR Ti T TER T

e e e

ldroRno1|lsc£7180000779271:1863-1914 - |

|aTBecTC T - - - - GclgcanacTcaTciideccilaNNNEGIING Cie T/YA ARGVGHNE - - -|

ldroTakl|lsc£7180000414127:24235-24275 + |

[lNicaTcTG------ - - TGACEAAATCAIN A e c TNl eheON — - - - - — - - — - |

ldroEugl|lsc£7180000409205:5001-5058 - |

O e - B nEoG T GAA T TR R (A G T TEAA

am3 lchru:5769325-5769363 - I

|CREECTgAAT - TA R TrCT BRI TEA SRS -

ldrosim2|[21:21894425-21894483 - |

|EETRCTCcEr c ARG EIGA TG TG A ARG EgcAATC TT THET CRA GG T T e T

|drosec2|scaffold 5:33210-33268 + I

|EErAc rcErc ARG A TcRHc T e A ARG cEgcAATCTT TS T CRA GG T TS T

|droEre2|scaffold 4512:969297-969397 - I

[ENci¥eAlT cGIN- TR - - -GlEcaaaTcCcHdeC ThiAINNNEETs Cliister At G cliTccllaacacifilg ieCT - - - - TTGlicCilEliGAlETECG - GINNINACEARCIGH
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:43481-43504
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2497.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:55843-55866
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2498.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:59492-59515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:55779-55974
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2497.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_61:9866-10061
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2574a-1.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000009464:785-857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12912:149129-149174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_1686:4262-4311
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13280:966419-966474
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396728:1940258-1940308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301508:18980-19056
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:435168-435223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490740:25725-25778
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779271:1863-1914
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414127:24235-24275
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409205:5001-5058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:5769325-5769363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:21894425-21894483
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:33210-33268
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4512:969297-969397
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_71:55779-55974
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2497.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_61:9866-10061
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2574a-1.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000009464:785-857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12912:149129-149174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_1686:4262-4311
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13280:966419-966474
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396728:1940258-1940308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301508:18980-19056
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:435168-435223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490740:25725-25778
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779271:1863-1914
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414127:24235-24275
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409205:5001-5058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:5769325-5769363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:21894425-21894483
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:33210-33268
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4512:969297-969397
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dpe 2481 ||scaffold 6:2585090-2585191 - |candidate | Canonical miRNA ||intergenic
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Show Alternate Folds
Flybase annnotation
intergenic
Repeatable elements
|Name HClass “Family “Strandl
|T—rich”Low_complexity”Low_complexity”+ ‘
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
v042 V057 v11l1l
AAAACAAAAGAAAAACCCTTACAAACCAAATCCATTCAACAGAAAAAACAATAGAAGAACAAAAAAAAAAGAAAATAAAAAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCTTTGTATGATTAAACAAAAAAAAAAAACCCCAAATTTGTGTTTTTATTTGCATTTTGTAACCGTTTACTTTTTTAGTTGGCGATT female
Read # Hit |Total body embryo head male
R L N O O & O € O € € I I e D D D I D D R D R I D D D D D D 0 B P O O ))))))))))) L)) ) ) Krkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5ize Mismatch Count Norm Total body
............................................................................................................ TGTTAAAGC T T TG T AT GAT TARAC A A A . v et et et et te e te e teeteseeeeeeeeeeeeoeeeeeoeeneeoeeneeneenennaenaa 27 0 1 1.00 1 1 0 0 0
.............................................................................................................. T T AR AGC T T TG T AT GA T TARAC .+ v e v e v et et e et et e e e soeeeeeonseeeeaneeeneeoeeeeeoneeeeaneeenanenneaneas22 0 1 1.00 1 1 0 0 0
................... N7 V-V-N 0100V VX 0700V i1 077X NP~ 3~ S O 1 1.00 1 1 0 0 0
......................................................................................................... AT T TG T TA R AGC T T TG T AT GA T « & v v e e e e e e e e e ee e e et eeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneneennenaaaa22 0 1 1.00 1 0 0 0 1
............................................................................................................ TG T T AR A GC T T TG T AT GAT Tt v v e e e e e e et et e e et et e e e et e te e ee e ee e eeeeeeeeeeeeeeeeaeeaeeaeaaaaa 20 0 1 1.00 1 1 0 0 0
.............................................................................................. T T T AT GAAG T AR T T TG T TARAGC « ¢ v v v v e e et et et et e e te e e e aeeaeeeeeeeeeeeeeeeeeoeeeeeoeeeeeaeeeeeoeeneeaeenananenaaaa23 0 1 1.00 1 0 1 0 0
......................................................................................................... AT T TG T TARAGC T T TG T AT AT TR e« o v e e e e et e et e e et et e et e e et et te e te ettt eeeeeeeeeeeeeneeeneaaaa 24 0 1 1.00 1 0 0 1 0
................................................................................................................................... CAAARAAAAAAAAACCCC AR . & v ettt ittt e te s te e seeeneeeeeneeeeenaeanenanaaaaa 20 0 2 0.50 1 1 0 0 0
Anti-sense strand reads
V111l M021 V050 V057 v042
TTTTGTTTTCTTTTTGGGAATGTTTGGTTTAGGTAAGTTGTCTTTTTTGTTATCTTCTTGTTTTTTTTTTCTTTTATTTTTTAACATGTGCCGAAAATACTTCATTAAACAATTTCGAAACATACTAATTTGTTTTTTTTTTTTGGGGTTTAAACACAAAAATAAACGTAAAACATTGGCAAATGAAAAAATCAACCGCTAA
Read # Hit |Total male embryo head head embryo

khkkkkkkkkkkkkkkkkkhkhkhkhhkhkhkhhkhhkkhkhdk ( ( ( ( ( ( ( ( ( ( (
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......... ))))))))))) L)) ) ) K xkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkk*x% gjze Mismatch | Count Norm Total body

phyloP LRT conservation scores
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2585250 2585200 2585150 2585100 2585050
Genomic Position
Hairpin partition Mature

Species Coordinate ID Alignment
ldroper2|lscaffold 6:2585040-2585241 —|ldpe 2481 |[AAAAC---A-AAAGAA--AA------ ACCCTTACAAA-C————————————————~— CAA-————————————— ATC------ CA-—---TTCAACAGAAA—--—-- AAACAATAGAAGAA-CA-AAAAAAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTIGTTAAAGCTTTGTATCGATTAAACAAAAAAAAAAA-ACCCCA-AATTTGTGTTTTTATTTGCATTTTGTAACCGTTTACTTTTTTAGTTGGCGATT |
B l2:27294841-27295040 - |dps 3827 |aaaac---a-aaaGaa--AA------ ACCCTTACAAA-C————————————————— CAA-————————————— ATC------ CA-—---TTCAACAGAAA—--—-- AAACAATAGAAGAA-CA-AAAAAAAAAGAAAATAAA-AAATTGTACACGGCTTTTATGAAGTAATTIGTTAAAGCTTTCTATCGATTAAACAAAAAAAAA - AINNCCA-AATTTGTGT TTTTAT TTGCAT T T THTABCCGT TTACTT TTTTAGTTGGCGATT |
droWwil2|scf2 1100000004902:4649898- (dwi 5415 |[AAAALRINSA-AAARNAA--AA----[XISN A CAAAINE- - - - - -[RENNTY- VNN LI T VRN VN R I NN i e - I~ ccancy- - - -INCIEEEEE. AAACAATAGAN e - e . T A A A ~[@AATTGTACACGGCTTTTATIAAGTAAT TN TAAAGC TT TG TATIATTACAAAA A A A A A A A-[CC N R - A A T T T T G T T T T T A T T T G
4650075 +
drovir3|scaffold 13047:1835007- dvi 24634 |Wenfdc-—-a-AnA Nl - -—-—- R - — = == === === === === Enfe----—-—-—————- ANCINEl- -ca-—--[EcancARRmn —--—-- AAACAATAGAANAA - nEANA A A AN A A AR TAA AIAAATTGTACACGGCTT TG TR A AC R AT TN TlEAAGC T T TCTATINA T TAAINA A A A 2 A 2 A R A e A - AT T TG TG T T T T T A T T T
1835158 +
droMoj3|lscaffold 6540:3761878- dmo 3126 |[AAAAI---A-AAAAAINAR-—---- CGA- - AINEVNNA TEEEEE GAAAGAAAGAAGHGEEE e ATGNNS- -ca-—--IX8cAACARAERAINNNNN A nldcaaTacaaa Aldcl-AranA AR AN A AAATAAA-daAT TG TACACHGC TT TRE TR R AGE R A T TTENT TlEAAGCT T TG TATLNA T TAAAINA A A A A A 2 R A A CIE A N T T TG TG T TT TTAT TT G
3762063 +
droGri2|scaffold 14906:8668123- dgr 462 |annGNelder-AAAGAA--AA--—-—- TaE- - G AN N e T A A AR AR A A A A B A 7 G T G 2 [6n 2. cCERISIEREEA Y- - - -[\CIEEE ARACAATAGAA T B 2 AATAAA-[@AATTGTACACGGCTT Tt A AC R AT TN dEAAGC T T TCTATINA T TAACAAAA A A A A AR - ACCIE A -8 T T TG TG T T T TA T T T GOl T T
8668295 +
droAna3|scaffold 13340:11049297- dan 90 Aegan)---2A-2anAE--AR-—---- T A TR G A N - B Brn--—-—-— - ATCINYelicA - - - -[XdcancldmnEn - - ---- AR TAGA N e i 7. A . T AR A ~[@AATTGTACACGGC TT T TR AGTEAT TN TAAAGCST TG TAT.NATTAA/TNAAA A S » - B C A - AAT TTGTGT T T T TAT T T
11049444 -
droBipl|lscf7180000396374:34247-34385 FAAAE———E—AAAEAA——AA —————— - — - - - N e Ean-—-——————————- ATC---[ofehica-—--IXscanc/ealea-—-—-- ANECAATAGAA - i i AATAAA-AATTGTACACGGCT TTHETIAAGTEAT TN TAAAGCET TG TATI AT TAATNA A A A [Sn A R B 2 - AAT TTGTGT T T T TAT T T
+
droKik1|scf7180000302247:250335- ARAACINY-iranGAg--AR-—---- Sccamen CARARC-— - - - - - cE-----------—--- - -iaccaacEAT/ - ACIEEEEE AAACAATAGAAGAA -1 N - A AR AR AAAATAAA-[@AATTGTACANGGC TT TETIAAGTAAT TIINT TAAAGC T T TGTAT,\ATTAAAINAAA A E 1 [l - ARNC CINA - AAT TTGTGTTTTTATT TGCET TE T e C G TINSAC T T T T TG T TGGCGATT
250522 +
droFicl|scf7180000454106:2527562—- aaAnfe-fg-f8-2afcan--An-—---- ClSfe - - CINT NN N G c----------—--- Alc---FXeca-—--[¥ecancldmnEn - ---- AAACAATAGAA - e~ 1Y A A TAAA -[@AATTGTACACGGCTT TETIAAGTAAT TTIN T TAAAGC TTTGTATLATTAAIN A AA A A A A - A CCiCl8- AR T TGTGTTTTTATT TGCET TEY T e C G TN TR T T T Tlelc T TG T T
2527743 +
droElel|[scf7180000491212:1154162- AAAAINIY-[E-AAAGAA--AA--—-—- accpercannlXg----------—-—-—-- Ch-----------—-- ATC------ -caccaacgAGl- - - - -EEEEE BaacaaTA e - - e A LNeA A A TAA A -AATTGTACACGGCT T TETIAAGTAAT TIN T TAAAGCTT TG TAT AT TAAINA A A~ A 1/ 7 Bl - ACCCCA-AATTTGTGTTTTTATT TGCET TE T & G TRV A TR T T T TG T TG GCLgT T
1154341 +
droRhol|scf7180000778307:14047-14229 ArAANN-E-2ancanr}-AR-—--—- accencaanlc-—----—- - ———- R---—-—----—--- B------ -i\accaacNNCI - TCIEEEEE AAACAATAGAA N - e~ A AIXeA A A TAA A -[@AATTGTACACGGCTT TRETI A AGEAAT TTINT TlEAAGC T T TG TATATTAAINA AA A A A A - A CCICA-AATTTGTGTTTTTATT TGClE T/ T e C G TS AR TR T T T TG T TGGCLRT T
+
droBial|scf7180000302402:7353490- ArAANE-E-2ancAR--AR-—--—- ClSle - - CINT NN Y S cCh---—--—----—--- - ---—- B2----[Ecancaghlda--—--- ARICRATAGCA - - i A A A TAAA -[@AATTGTACACGGC TT T TIAAGTAAT TTINT TAAAGC TT TG TATLATTAAI A A A A 2 A A A e - ARNC CINA - AAT TTGTGTTTTTAT T TGCET Th T i C G TN TR T T T TG T TG GCAT T
7353667 -
droTakl|scf7180000414009:179067- ArANNNNLE-AAnGAA--AR-—--—- SccEmTANARARNC- — - - cR----------—--- B------ -iaccaacNNEI - ACIEEEEE AAACAATAGAN T . AIXeA A A TAAR -[@AATTGTACACGGCTT TETI A AGTAAT TTIN T TAAAGC T T TGTAT,\ATTAAAINAAA A 2 A - ACCRCA-AATTTGTGTTTTTATT TGCET TE T eAC G TS AR TR T T T TG TTGGCldAT T
179247 +
droEugl|{scf7180000409490:80938-81127 GINAG A R I Tl ¥ A ALY C G A A A T Clls- - C XS N o ch---------—-—-- - —-—-- -IaccanCTNNCEY- I CIEEE— AAACAATAGAA N - 2 AL AAISAAATAAA-SAATTGTACARGGCT TTMETINAAGTAAT TN TAAAGCTT TG TAT AT TAAINAAAA A A A R - ACCRICA-AATTTGTGTTTTATT TCCET TIN T R G TN A TR T T T TG T TGGCATT
+
|dm3 lchr3r:4640227-4640405 - ldme 421 |aaaaR}---B-anncan--an------ BcCRmEACAAA-C-———————————————— cChE------------—-- - —---- -I\aacan - [FNNGEY- I\CIEEEEE AAACAATAGAN - I i ALXer A A TAAA-[AATTGTACANGGCT T T T A AGIA A T T TN /EAAEGC TT TG TATGATTAACAAAA A A A AR -INCCIXCA- AAT TTGTGTTTTTATT TGCET TE T e C G TLN Al TR T T T TG T TG G T T |
|drosim2|[3r:16351723-16351906 + lasi 75  |aanaR---E-anncan--an------ ScCRmeACARA-C-———————————————— cm---—------—-—- - B NN e B S NS racanTacAn - - 2 A2 AR A AATAAA AR TTGTACANGGC TT T T A A A AT TN TAAAGC TT TGTATGATTAAMCAAAA A A L A - NCCIER - AAT TTGTGTTTTTATT TGCET Ti T e C G TN TR T T T TG TTGGCRAT T |
droSec2|lscaffold 0:17217371-17217550||dse 1844 |[AAAAI}---fg-AnAGAA--AR-——--- BCCRRMEACAAA-C-———————————————— ch---------—-—-—- - —-—-- -I\aacan -[FNNGEY- I IR AAACAATAGAA N - 2 A A AR AATAAA-AATTGTACANGGCT T T TR AGINA AT TN T TAAAGC TT TG TATGAT TAARCAAAA AL A 2 i - BRCEIEA - AAT TTGTGTTTTTATT TGCET TEN T RO C G TLN A TR T T T TIAT TGGCIA T T
+
ldrovak3|[3R:8702161-8702341 - laya_ 1796 |aaaaR---E-anncan--an----[}-BccEmEBICARA-C-———————————————- chm----------—--- - Ba----Mcancafnldn--—--- AAACAATAGAAGAR e 2 AAAANSAAATAAR -[dAATTGTACAGGCTT TETI A AGTAAT TIINT TAAAGCTTTGTAT,ATTAACAAAR A AL A A -CCHCA-AATTTGTGTTTTATTTGCET TE T e C G TN TR T T T TG TTGGCRAT T |
droEre2|lscaffold 4770:16945893—- der 1521 |[AAAAS---E\Eran--An------ BCCRmMEACAAA-C-———————————————— ch----------—--—-- - —-—-- Ba--—-¥cancafgnldn------ AAACAATAGAN - - e 2 A AL A A A TAAA-[AATTGTACANGGCT T T TR AGTAAT TN TAAAGCTT TG TAT, AT TAANICAAA A A 2 A R INC CRICA - AAT TTGTGTTTTTATT TGCET TL TR C G TLN A TR T TT TG T TGGCIA T T
16946068 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:2585040-2585241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:2585040-2585241
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2481.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:27294841-27295040
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3827.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4649898-4650075
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5415.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:1835007-1835158
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24634.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3761878-3762063
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:8668123-8668295
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_462.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11049297-11049444
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_90.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396374:34247-34385
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302247:250335-250522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2527562-2527743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:1154162-1154341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778307:14047-14229
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7353490-7353667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414009:179067-179247
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409490:80938-81127
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:4640227-4640405
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:16351723-16351906
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_75.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:17217371-17217550
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1844.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:8702161-8702341
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1796.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16945893-16946068
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1521.html
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[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2485 |scaffold 2:1608164-1608217 + candidate | MiRNA |intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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dpe_2485_annot [-12.4]
Show Alternate Folds “
Flybase annnotation
intron [Dper\GL11159-in]; CDS [Dper\GL11159-cds]; CDS [Dper\GL11159-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V111 V057 V050 M021 V042
GCGTCCCAAACGGCTGACCGCTCTGACTGAGAACACAGATGATTCCCAAGGTGAGTTGTGCTGTGGGCCAAAGGAGACCAAGACTCACCTTGCACTCTCCCCAGATGCCCCCGACGTCACGGCAGAGTCCTCGGGCCGCCAAAGTGCGCGGTTG female
Read # Hit |Total body male head head embryo embryo
kkkkhkhkhhhkhkhhkhkhhkhkhhhhkhhhhhhhhhhkkhhhhhhkkhhkkhhhkhkkkx CCC- (.. e COCCe - (e e 1))) . )))))))) ) ) Khkkdkhkhkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkk*kk*** gjze Mismatch Count Norm Total body
.................................................. GTGAGTTGTGCTGTGGGCCARAGGA  « « ¢ e e s e et et e et e te e e easoeteeaeasaseeeneasaeeeeuaeasoeeaeaensoeraeneaneaeaanaa25 0 1 3.00 3 1 1 0 0 1 0
.................................................. GTGAGTTGTGCTGTGGGCCRA . « « ¢ e« e e e e et et e e e o e e e e aatat e e aasenseasoeeaeeasaneeaeoeeaaaasanseaaaacaananaua-aa2l 0 1 1.00 1 0 1 0 0 0 0
.................................................. ey Nehii el eloh ek elelelole). V.V N PR~ S 1 1.00 1 0 1 0 0 0 0
.................................................. el es e il el eloli eliileleTelo] ol PGP PO PR B ¢ 1 1.00 1 0 1 0 0 0 0
............................. AGAACACAGATGATTCCCARAG : « &+ ¢ e e e et e e e et et et e e e e e e e e et et e e e e e e e e et e e e e e e e e et et ae e ee et teeeaeneaeeneaenaenaenaeaaa 2l 0 2 0.50 1 1 0 0 0 0 0
Anti-sense strand reads
M042
V111 V050 V057 M021
CGCAGGGTTTGCCGACTGGCGAGACTGACTCTTGTGTCTACTAAGGGTTCCACTCAACACGACACCCGGTTTCCTCTGGTTCTGAGTGGAACGTGAGAGGGGTCTACGGGGGCTGCAGTGCCGTCTCAGGAGCCCGGCGGTTTCACGCGCCAAC female
Read # Hit |Total body male head head embryo
kkkkhkhkhkhkhkhkhhkhkhhhkhhhkhkhhhkhhhkhhhkhkkhhhhhkhkhrkhhhhhhkkkx CCC (. ... CCCC . (e e 1))) . .))))))))) ) Kkkkkkkkhkkkhkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkk**x** gjze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroper2|lscaffold 2:1608114-1608267 +[ldpe 2485[GCGTCCCAAACGGCTGACCGCTCTGACTGAGAACACAGATGATTCCCAAGGTGAGTT-—~—- GTGCTG-TGGGC-C-—-—- - - - - ————- GACCAA---GA-CTCACC--—-——————————- TTG-—-—- CACTCTCCCCAGATGCCCCCGACGTCACGGCA-—= === ————————————————————— GAG---TCCTCGGGCCGCCAAAGTGCGCGGTTG |
ldp5 |3:1434708-1434861 + ldps_934 |lGCGTCCCAAACGGCTGACCGCTCTGACTGAGAACACAGATGATTCCCAAGGTGAGTT-———= GTGCTG-TGGGC-C-———- L N e ——— GACCAA——-GA-CTCACC——-———————————— TTG---—- CACTCTCCCCAGATGCCCCCGACGTCACGGCA=—=——————————————————————— GAG---TCCTCGGGCCGCCAAAGTGCGCGGTTG |
droWil2|scf2 1100000004513:2801067- ccaorcccaalgeciicToachiclc TR AR A ClENTeA TCA LN N R GG TCAGTI:- ———- Anlle AT T TR T - - - AACAAATTCCACTREEEEE AAAA- - - — - R IGIGINTAA TAREEEEE AATTH- - - EEE - A GATTTAT[ECA S AGA T e C T Cle A T S R GAlY- - - T\ cIXicifecccealgacTecoecTa
2801223 +
drovir3|scaffold 12875:1586889- ceoidcccanldechic Teacchclc Thieitelc AlNEA S SCEleC A R ecGTRAGTT----- [l A A e A T T A e G T € C R ciceer---f\a-creaify-----------—-—- TTG--—-- [elelelclelicEcacailciNeic i icEcEcEYe- - - - - - - -~ - -~ - —-————— - ————— cac---fecTci¥dXeccecalgacldcciiccldite
1587036 -
droMoj3|scaffold 6496:4698604- [Eldlen CIINACHE T TGN G T TilA NI Ne I T GA TEGCEN- - - - - - TleiialNallicTGAAAlITAAARATCEARAG TR GINNATE TR TCCATGCRREEE y--—--- i 7, - — — Rt O — — — — ————— ATATH- - -EEEE --ac-[ianATINECACHEGE A EiNe C S e A T e ATCCAGGTECEACACHEANGINE /e /e cilive
4698759 -
droGri2|scaffold 15245:9414646- A CEINACRE CRic TR A TEA THE G THENA G TS G ANEGCIA- - - - - - TElChlerNe EeArARAA - TTHOAARAR - - - ANAACTAAAATAREEEEEEE CTC------pE -IISIeINA A TRIA CTGATCCAT TREINNE C GRERISNGIT C el T/el T/l Nele A T8l G e T[SleC o T 8 2 G C e e GaG---TciTccgNeccccalEacldcciic Gl
9414813 +
droAna3|scaffold 13266:3379784- ceafgcccaaacciicriiaEciicrerealTcAcEAANEcATCAclicAAGETINAGT Y- ———- TiicTGCHCE TR TG TR AR - - - TE R C R c----—-BEE- TRTCTCTACKHAREEEEE TCCTR- - -EEEE - - TC TGS A T A B T GG e A C A NS 2 A S C R e Befi- - - reciicldciiccecaldrifslc ciMGGiTE
3379934 +
droBipl|scf7180000396427:1846735- ccalgeccannceoeTialdficc reaifdcacEa cNec Al e clicArce TG TS - - - - Wreec-Tecoy-g----- Eanfichy- -Feeelelelehy- - - - - - —-—-—- - - — - GIEE - - T- - - TTACE AREEEE TCCGR- - -REEE - - TCTT A A C A e T A A Sl n e el A C S NG 1 2 6 R al- - -TccllcccidccccalgacEcci¥\c Gl i
1846889 +
droKikl|scf7180000302640:268567— ceadeccanfgeciicriicciic e TolgecacEacaNecAldc A ddiclerdcETCAGTI:- - - TCATCCHCE- - -F-Eae —— — — - R i — — i R — — — — == ———————— - —--- - - - - - ----cINeTcEcrrBcdNdeCcTGAEARCAGTACTGACTTCCGACAATCGTCAGCCAINCEREINE Gilea A C TMEAFNGINEC AR TIEEhC]
268711 +
droFicl|scf7180000453955:106246— ceacccanaceicreacciceircleclcacErifatic Aldc AN ClerdcETCAGTI:- - - TGCAGCEIEAT - B - EEEEGINNATCTREEA CCGAGCEEEREE e - - - - - - G--—GT 2 AGACCHEGATTCTIT T T TONE Tilee T(He Gl Ne A C 2 N eele C R ANCEERINSIeINe C A CG T THINNAC /e T T[dleeclic]
106407 -
droElel|scf7180000491265:302934— ccalgcccanlgedecTongciic it clecEcacEriaNecAldc AT ccleracETCACTI:- - TcTEeRcccaARETGGREGE- - -EallTcTTCCGTGCREEEEE GAGT- - - - - -BEE- GEeCECGATEAREEEEE AcGal- - - EEEE e chicEcclicclcaci¥ecacolm- - — - —- - - -—-—-—-——-————————- - - -EEE- - - - - -cT[dedecclNecleT/elede cciix)
303083 +
droRhol|scf7180000779390:20784-20936 cealgeccanlgdeciictialdciicTerclgcToacErifdNec A AldTCcclenEceTEAGTI:- - - - TilclleTCcCACARTGA AR - - - ClEC R C C R - - — - - GEEEIA GRS C/HNTC TR AR A TG AR - — - B - - TCTAT T T T/ e Cleleleln 8l ClelXe A C o el ele e Nele- - - Thic TcacleccoccenNciic et
+
droBial|scf7180000302292:2983537- ceadeccanfgeciic ridicciicldc Teleclc AN ilaNe G Aldc A cleriN e TCAGTI:- - - TACTGERIICTEGCGGACHGICNEE C R A C C T --—-GGCTAA-CACAITGCEAREEEEEA TG TR - — - BT CleidicAcrcljcccldeaci¥dcacocfd- - - - - - - - - - - aldraccaleacacT/dea colYec/derideeciic]
2983702 -
droTakl|scf7180000411052:20260-20423 cealgeccanlgcciictidacciiclc releclecacerifdNecaTc A e cer Al TeAGTI:- - - - TilcEatEccAEARGHECH- - -AfcaceaccaccrT]
droEugl|scf7180000409672:5175967- cclEcccangeciic TRpiciEciNiT GEcldc A G gNecABc A c clddec e TR TN ———- TilecacacTa-BraTlcE- --c@iracaTcaaraTcaracafaaca------EEE- TEaNecATCHT]
5176134 +
dm3 lchr2R:3166497-3166661 + | lcccldcccangcclleTaccliceTclEcca dEr YA Te A e CleABcETCACTRN - === TCCTCERCCATTRTTARAR - - - ABCATTAACGACC R, , CA
[azosin2|zz: 3091042 3992106 - || [EECEEE e~ B N B BRE R e o A A D e I e YA B TCCTGRR CCATTR T TAR AR - - ASCGTTAACGACC p pncT-—- - B PsCECToTRG

e R CCT G AT T T ARAS - -1 T TAAAAGGCC———
droEre2|scaffold 4929:19427227- [E[ele CRIII NG e A Sl CINSIS T 8n Si¥e e N T A G AIMNSNG C e GG E I NE AR A cCTGER CEA TR T TARTE - - - TECTTAAAAGGAAREEEEEEEIA A CT - - - - - -EEE - TN TClEC T T TECEEEEEE ATATH- - -EEEE --TcATTTTINECA A S T[S A N~ C O NS elele e afe- - - rcfercilcldecojcanlgc@ciiceGErE
19427388 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:1608114-1608267
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:1608114-1608267
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2485.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:1434708-1434861
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_934.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:2801067-2801223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:1586889-1587036
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:4698604-4698759
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:9414646-9414813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:3379784-3379934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:1846735-1846889
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302640:268567-268711
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453955:106246-106407
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491265:302934-303083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779390:20784-20936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:2983537-2983702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000411052:20260-20423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:5175967-5176134
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:3166497-3166661
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3991942-3992106
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:810665-810829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15851445-15851594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:19427227-19427388
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[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2484 |scaffold 10:2579999-2580093 + |candidate | Testes-restricted | intergenic
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Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dpe_2484 scaffold 10:2580054-2580074 +
2. dpe 280 scaffold 10:2581065-2581085 +
3. dpe 2507 scaffold 8585:293-313 +
4. scaffold 7193:80-100 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads
AAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGGACAGGTTTGTAACCGTTACTTTCCTTAACTCGTATCACAGCTCTAGCCTGGCAATTTTGCTTGAACAATACCTCTTTTTAGAAAATTTCGAGAAAAGCGCACAAGTTTCAAATGATCGAAGA
Read # Hit Total
Khkkkkkkkhxkkkxkhkkkhkxkrkkkkrxkhxx ..., .. COCCCCC- - COC- e Cee-ceee-cc-ccce.--n.-. M))) o)) )N M) )Y ) e *hkkkkkkkkkkkhkkkkkkkkkkkkxkkkxk*kkx*|sjze|Mismatch||Count|Norm |Total
......................................................................................................... TATCACAGCTCTAGCCT GG A e« v v e e e e e e et e e e e e ettt eeeee e taaeee e eeeaaaaeeeeeeaaaaneeeeennaaa. 2 0 4 2.50 10
......................................................................................................... TATCACAGCTCTAGCCTGG AR . & o e et e e e et e e e e e ettt aae e et taaeeeeeeeaaaaaeeeeeannaaeeeeennnaa 22 0 4 2.00 8
......................................................................................................... TATCACAGCTCTAGCCT GG e « v v v e e e e e e et e ae e e ettt e aeaea e e e eaaeeeeeeeeaaaeaeeeeenaneneeeeennnaa 19 0 4 0.50 2
......................................................................................................... TATCACAGCTCTAGCCTGGCA. . o ottt it e ettt ittt ittt ettt 22 1 4 0.25 1
......................................................................................................... TATCACAGCTCTAGCCTGGC e ¢ v v e e e e e e e et aeee e et eeaaeeaeeeeeaaaeeeeeeeaneeeeeeeenaneaneeeeannaa 20 0 4 0.25 1
......................................................................................................... TATCACAGCTCTAGCCTGGIE. « « « ¢ ottt ettt ettt ettt ettt ettt e ettt ea e 21 2 4 0.25 1
......................................................................................................... TATCACAGCTCTAGCCTGGC . « - v vt it ittt e ettt ettt e e e ettt e ettt et ettt et 201 4 0.25 1
Anti-sense strand reads
TTTCATTCTACACTCATGAGGTGTTTCTTACTAATTTACTTTTAATTCGTTTGTGAAGTTCAAATAATGGTCCTGTCCAAACATTGGCAATGAAAGGAATTGAGCATAGTGTCGAGATCGGACCGTTAAAACGAACTTGTTATGGAGAAAAATCTTTTAAAGCTCTTTTCGCGTGTTCAAAGTTTACTAGCTTCT
Read # Hit |Total
Khkkkhkkkhkkkkrkhhkkhkkhhhkkkhkhkrk ... ..., ... O O G O O G P G G O G G O G (PR G G PR (G (O P G P (O (O (O (P ))) o)) )N ))) ) ) e *hkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kkx*sjze|Mismatch|Count|Norm |Total

Show Alignment With Reads “

Re-alignment of all predicted orthologs

phyloP LRT conservation scores
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Species | Coordinate ID Alignment

droPer2|scaffold 10:2579949- |dpe 2484 |AAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGGACAGGTTTGTAA-CCGTTACTTTCCTTAACTCGTATCACAGCTCTAGCCTGGCAATTTTGCTTGAACAATACCTCTTTTTAGAAAATTTCGAGAAAAGCGCACAAGTTTCAAATGATCGAAGA
2580143 +

dpb 4 groupd4:3552100- dps 41 AAAGTAAGATGTGAGTACTCCACAAAGAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGGCAGETTTGTAAECGTTACTTTCCTTAACTCGTATEACAGCTCTAGCCTGGCAATTTTCTTGAACAATACCTCTTTTTAGAAAATTTCGAGAEAAGCGCACAAGTTTCAATGATCGAAGA
3552295 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2579949-2580143
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2484.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2580054-2580074
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_280.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2581065-2581085
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2507.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_8585:293-313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7193:80-100
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2579949-2580143
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2484.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:3552100-3552295
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_41.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2491 |scaffold 3:7365200-7365254 - | candidate | MiRNA || intron

Legend: mature star [\S)zi(d 81N T30 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 7365300 7365250 7365200
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dper\GL2146 1-in]; CDS [Dper\GL2146 1-cds]; CDS [Dper\GL21461-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads “
M042
v042 V111l
GGCGATACGTATCACCCTCGCAGGACGAAGAGCCGATTGAAGGCTACAAGGTAGGGGAGCTAGTCCGTGATATTGGATTAAGTATTAACACGCTACTCTTCTTAGGTTCGCATTTGGGAAACGGATCAGAACATGATTACTGCCAACAACACGAT female
Read # Hit |Total body embryo male
Kokkkkhkkkkkkkhkhkkkkkhkhkkkkkhkhkkkkhkhkrkknkkrkrkrrkr  (CCCCCC. (CCCe - (CCCCCCen e 1))D))) e ))))))))))) Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total body
.................................................. eV el el el e el ok -\ e L oxof el €N N3~ O 1 1.00 1 1 0 0
.................................................................................... TTAACACGCTACTCT T T TAG e & e v e et ee et eee e eeeeeseeeesnsaeesnsaaesnanennnnanna 2 0 1 1.00 1 1 0 0
Anti-sense strand reads
V057
CCGCTATGCATAGTGGGAGCGTCCTGCTTCTCGGCTAACTTCCGATGTTCCATCCCCTCGATCAGGCACTATAACCTAATTCATAATTGTGCGATGAGAAGAATCCAAGCGTAAACCCTTTGCCTAGTCTTGTACTAATGACGGTTGTTGTGCTA
Read # Hit ||Total head
Kkhkkkkkkkhkkhkhkhkhhhhkhkhkkhkhkkkkrkrhrkkrkrkrkrkd (OO (CCCCe - CCCCCCCe e nn . 1)))D)) i )))))))))) ) L. Rk kkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species | Coordinate ID Alignment
ldroper2|lscaffold 3:7365150-7365304 -[ldpe 2491 |GGCGATACGTATCACCCTCGCAGGACGAAGAGCCGATTGAAGGCTACAAGGTAGGGGAGC ACTC TTCTTAGGTTCGCATTTGGGAAACGGATCAGAACATGATTACTGCCAACAACACGAT |
EEE [2:24722779-24722933 - ldps_774 |[6GCGATACGTATCACCCTCGCAGGACGAAGAGCCGATTGAAGGCTACAAGGTAGGGGAGCE ACTC-TTCTTAGGTTCGCATTTGGGAAACGGATCAGAACATGATTACTGCCAACAACACGAT |
droWil2|lscf2 1100000004943:3056454- GGCGATAMGTATCHCCCTCGCAGGACGAGAGCCEATTGAAGGCTARAAGGTANCS NN BT~ T TAGG T\ CGCAT TTGGGAAACGGATCAGAACATGAT/®ACTGCCAANAACACIAT
3056620 -
drovir3|scaffold 13047:11826677- cGearacerarcacci¥ecicallcaiicaldcallcclaTrealdcccTafiaaceTARNNAGE AT T AR T GC T TTAEG- - - - —-CIAC- -CATAIFATANAATGTAATTCCCTHTEINIGGC/NC AN TRNEIIerC N A TN A VA I N CINNEST VNI VA TINC A FX
11826839 -
droMoj3|scaffold 6540:29947812~ ceeorapcrarcleccecccallcaiicaacaceciYerlEceiicccTAlAAGCTANGEIEIN-— - ——- GO T e TTAREEEEIA TGTGTCAACGGCAGGCY- - - - —~ATG- - TAAlF AT T TTTGEEEE AN TTCLSAGG T TCGCATTTGGGAGACHGATCAGAANATGATBACTGCCAACEANACHAT
29947975 +
droGri2|scaffold 14624:1933647- GGCGATARGTHTClacCiNecGCAGGANGAEGAGCCEATTGAAGGC TAAAGCTIG G RN VNS NN Nl et gy VY- — - - - - - AAASEEEE - L e N Y Y e~ ST A AL C TN =TT X S AN AT R XIAC G Tlec GeaTTTGGGAACEGATCAGAANA TGATIIACRGCCAACAAACGAT
1933815 -
droAna3|lscaffold 13340:11205415- GGCGETACGTATCgCCCTCGCAGGANGAGAGCCCATGAAGGCTARAAGCT/ENCHCHEC—————~ T e e BcE----- B--—-—--- TGAAAAAAT----- e T\ A TNAACACHT === ===~ LRSS\ NTAGG T TeciaTTTGGGABACGGABCAIaAcATGATRACIGCccAACAAACAT
11205571 +
droBipl|scf7180000396691:116173— cGeo@raceTaTclgcccTeccaccaicacalccogrdcarcecTafiarceTA SN - TSk ¥ ¥ - Bc----—-- B--—-——-— - iiAJNAGCAACTIRNNACIFNAIN VA TGECTIEEEEEEE - - T TAGG T TCoMATTTGGGAlEACGGABCAIaACATGAT/EAC\ GCCARCARNACBAT
116329 +
droKik1|scf7180000302475:485175~ GGCGATAMGTHTCcccTcGeaGGACGAlgcaccaTEcAAGGlTACAAGGTALNG S ENCE-—-—-- TAGE-——— == AAAGCACC R CGAAA--—--—-- AT ECEANTAACAIgfs- ===~~~ ACEC-T[eyTTAGGT TCGCATTTGGGAGACGGATCAGAACATGATEACIGCCAACAANACEAT
485331 -
droFicl|scf7180000454096:1341026- cGealgracerlgrccciIrclicaccaccalgeallcci¥er roaldeciTaAlia AcGTANG I ARN- —-—-- T -~ ccff--—--[@----—--- cAGCTAAAN- -CRTAINCI¥NAA N | c¥ S cTc[s cEEmmmme AN S TAGG T TCGCATTTGGGAAACGGABCAGAANATGATBACINGCCAACAACACEAT
1341186 +
droElell|lscf7180000491104:1957834- GGCGTACGTHTCACCCTCGCAGGACGAlGARCCINETEcAlcccTACAAGEGTANG e GC-—-—-~ G A CACCCEE R e o A e A GTCCAASN - - - — - AINGING T TI¥ACIV VNS T c[s cEEEEEE AN NG G T TCGCATTTGGGAAACGGARCAGAACATGATACINGCCAACAAACEAT
1957995 +
droRhol|lscf7180000779594:16115-16272 GGeoTacGTlTCEcccTceacGacGAAGARcCIXETEGAEGGHTANAAGCGTALN XS Al - —-——- Gl R e ccit----- G--—-—--- TACCAAGN- - - - - AINNGIT NI ¥ S cTcTcEEmmaEs AN NG G T TCGL YT T TGGGAAACGGARCAGAACATGATACINGCCAACAAACGAT
+
droBialllscf7180000302098:245591- cGealgraceorircicciircilcaccaceancaleci¥ercaldcciTacarcETiECERYEgNC-— - —-- Necfe--—-— - cg-----fg-----—--- CGGCCAAR- - - - - ARNCRTI TN G\ TaTcEEEmEE AN T \TAGGT TCGCATTTGGGAAACGGARCAGAACATGATTACIGCCARNAANACEAT
245746 -
droTakl|lscf7180000415502:10079-10235 cGealgracerircficccreaeaceacealgcalleci¥er realdcciTAliA AGGT ARG C-— - — - G e ccid----- A CGGCGAAR- - - - - ARNCHGI TN VS TcTcEEmmmE AN T TAGGT TCGCATTTGGGAAACHGATCAGAACATGATACIGCCAACAAACEAT
+
droEugl|lscf7180000409759:146760- GGCGATACGTHTCcccTcGeacGacGAlgcallcciXeTcaldcccTafirAcETALNINSARIN- - - - I Xecfel- - — - -~ === - - BCE-—--- R CGAAAAATI- - - — - AINCIWTITI¥N L0 ¥ NS e Tc T mmm e NN T TAGGT TCGCATTTGGGAAACGGARCAGAACATGATACIGClAACAAACEAT
146916 +
|dm3 lchr3r:212086-212240 + | lccRearaficrlrcacclircccalcaccagealccNarRcacciraiaaceTARNIEC-————- CCE R — s S—.—"§— e —— ——a—e e L Hi.-P.h., Ac----- G-—-————- TGACCAAGIA- - - - - AINAll- - cIET CAGTTTGEEEE S AN ST SFAGG T TCGCATTTGGGAANCGGARCAGAACATGATTACEGCCAACAARACEAT |
ldrosim2|[3r:182962-183116 + lasi 29280 |lceReaTaficTiTcaccfreccalcaficrBeaRcciNgrRcaaccraliaaceTARCEc-———-- C G ... L PR b,HEFIR Acl----- G-——————- TTGCCAASA- - - - - AINAll- - ccliT cAGTC TGRS AN =T SFAGG T TCGCATTTGGGAANCGGARCAGAACATGATEACEGCCAACAAACEAT |
ldrosec2|lscaffold 6:318453-318607 + || lccRearaficTlrcacclircccalcaficacalcciXarRcaaccraiaaceraBSCERIEc-————- ecfe--—-—-— - Rcle----- G--—-—--- TTGCCAAEH- - - - —2lai- - celliliicagTcTcETT T AN =TT eTAGGTTCGCATTTGGGAARCGGACAAACATGATEACEGCCAACAAACEAT |
ldrovak3|[3R:562646-562800 + | leccearacerfirecaccercecalcaccagealeceEdcaEccirafiaaceraBcERsc-———-- e - - - - Hcl--—-- G--—---—- TGACCAAAN-----ATAN- - TN TATCcTARE T AN\ T T{FTACG TTCGCATTTGGGARACGGACAGAACATGAT/EACEGCE A ACAAACEAT |
droEre2|lscaffold 4770:556223-556377 GGeGATAMGTHTCcccTcGeaceacalgcallcciXeTEcAldcclTAA AGGTAE s C-—-—- - el -—-—-— - BCE-—-—- G--—-—--- TGACAAAR- - - - -ATAN- -clgNEicaliTTTaAEEEEEE AN =TT TAGGT TCGCATTTGGGAAACGGARCAGAACATGATACEGCAACAAACEAT

+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:7365150-7365304
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:7365150-7365304
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2491.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:24722779-24722933
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_774.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:3056454-3056620
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:11826677-11826839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:29947812-29947975
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:1933647-1933815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11205415-11205571
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396691:116173-116329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:485175-485331
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454096:1341026-1341186
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:1957834-1957995
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779594:16115-16272
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302098:245591-245746
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415502:10079-10235
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:146760-146916
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:212086-212240
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:182962-183116
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_29280.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:318453-318607
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:562646-562800
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:556223-556377

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2486 |scaffold 4:2526875-2526933 - |candidate | MiRNA || intron

Legend: mature star mismatch in read

Predicted structure

rescue.total
rescue.dominant
rescue.known
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Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 21 22 23 24 25 26 27 28 29 | | I
Size Condition 2526950 2526900 2526850
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dper\GL17035-in]; CDS [Dper\GL17035-cds]; CDS [Dper\GL17035-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V042 M021 V111 V057
CAAACCAATTGCCCAAAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATGAAATACTCCAGCTTTCATTCGAGACTAACGAGTACTTCATGAATTTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTTTCGCCAGCAA female
Read # Hit |Total embryo body |embryo male head
ek ok e ok e ok e ok ok ok e ok e sk ke ok e ok ke ke ok sk ke ke ke sk ke ke ke (e CCCCC (e CCCCa o )I)))) e ))))) o)) ) ) ) ) ) . ke kk ko dkk ek kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk**** gjze Mismatch Count Norm Total body
........................................................................... ATTCGAGACTAACGAGTACTTCATGAATT . « « vt et et et e et ee e e e e eaeaenaeeaeeneeneene 29 O 1 1.00 1 0 0 1 0 0
o) V. i et ool o).V V.- N - NofeT e cTeTe T A 25 |u 1 1.00 1 0 1 0 0 0
.................................................. GTAATCATGAAATACTCCAGCTTTC . ¢« v e e e e e et e et e e et e e e e e e e e e e e e e e e e et et et te e te ittt eeaeeneea. 25 0 1 1.00 1 1 0 0 0 0
.................................................................................. ACTAACGAGTACTTCATGAATTTGCAG . « o« e o e e et e eeeeeeeennaeenaennaeaneeaeeneeneenaeas?2] 0 1 1.00 1 0 1 0 0 0
.................................................. GTAATCATGAARTACTCCAGC . + ¢ v e e e ettt ettt e et e e e e e e e e e e e e e e e e e e e e e e et e ettt it ea e 200 1 1.00 1 1 0 0 0 0
.................................................. GTAATCATGAAATACTCCAGCTT ¢ &+t e e e e e et et e e e e e e e e e e e e e e e e e et et et et te e et te e te et eiaeaeenaea. 23 0 1 1.00 1 0 0 0 1 0
Anti-sense strand reads
M042
GTTTGGTTAACGGGTTTTATGCCCCCCTCGGTTTGGACGTTTTCAAAGTTCATTAGTACTTTATGAGGTCGAAAGTAAGCTCTGATTGCTCATGAAGTACTTAAACGTCCCGAGGCTGTACATGTTTCTCTATTCCCGAAACTCACCAAAGCGGTCGTT female
Read # Hit |Total body
ek ok e ok e ok e ok ok ok e ok sk ke ok e ok sk ke ke ok sk ke ke ok ke ke ke sk ke ke kb kOO (OO (o (a2 )))))) e )))))a)))))) ) .. o kkkekdekk ek kkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkk**** gjze Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldroper2|lscaffold 4:2526825-2526983 -|ldpe 2486|/cCAAACCAATTGCCCAAAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATCAAATACTCCAGCT-—-————- TTCATT--=----=---==-----CGAGACTAACGA---~GTAC---==-=—=--—=--—=~TTCA-—=—-—=-———-——-~ TGAAT-TTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTT--TCGCCAGCAA-~~~ |
laps |3:8642390-8642548 - ldps_1105|[cAAACCAATTGCCCAAAATACGGGGGGAGCCARACCTGCAAAAGTTTCAACTANTCATCARATACTCCAGET - - —————- TTCATT------=--—=--=--CGAGACTAACGA—--~GTAC-—=--—=--—=-—=-—=——~TTCA-=———-————————~ TGAAT-TTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTT--TCGCCAGCAA-——~ |
droWil2|lscf2 1100000004513:3399988- INNAT 21\ T ClElele A G T CINUNA €2 A /A NA Bl TINNG TilE GINGENN A JRESING €L VN T/ NIE VNN NCA AT/A\CACAT TAACCCACHA - e A TN Tl EiA GGGC TCRGACATGTICAAAGAGATAAGIGC T TTGAGTGGITATColicafjcAlg-- - -
3400168 -
drovir3|lscaffold 12823:2274668- cleracRaifgrcoc iGN A cccan AffETINE A NA ARNT T T Clen e AlCATC AR ATICIN RN A g T - — - — - — - ERATT el -1 rccaciXecidcilcacaTeTacaracacEraacilcciNdea e - - Tlecccaccan-—- -
2274825 -
droMoj3|scaffold 6496:1629722- INNAT 2\ T CIESlSAGTT - - - TET[EAAAINSSINNNG Gl A GIN /NN A LA FYNEL Gl G NNV NiTGATA/ TAGEE TEEEE TTCRTT TGCAAATCGRUGNAINET A8 A FNCEGTLINTNNC/ENE GiFNNA A Sleliic G T TECAE C ARG AHe G C/oEVEEEE
1629879 -
droGri2|scaffold 15245:15801041- IN\CEAGTCliCMEAGT T - - - TET[EA A ANAMINNNT GiiA GR\C CIAA IRV LY VG ccElNNicTaARA A G C C R - - & N T T A TG T - G A I G A R TTCA—-[defe- - —— - IN¥NXF\aar-TTiicAGINECi i cafia Te TACAA A GAINE TS NG Cldelen NG T - - TlelsficAGCAR - —- -
15801202 +
droAna3|scaffold 13266:4095861- INNAT I\ cleelstelc TGINA T A8A A A CANA RS CINA T{SIE GGV A RSN €L 7 VXA NS SN N NEcHe cEcBlccAaCCG - ABCAIIAGAAAGTAA TGCGG- - - - - — - - - - - el - Bt i - - NN - T AGiNCicEcacaTRTAlA AAGAGATAAGGGCTMEA G TG G- - THCA GCAl- - - -
4096027 -
droBipl|lscf7180000396427:2540760- SFVNNC GIAc cllelelen c Tl T Alea A A CAINESIS CINA T[N I GEN A IRENTING el VN T/ N NI NG ceccE cRBc cAGCGACHNA AR GAAAGTAACGCGGY- - - - - - - - - - -[NCEEEIeliG - EEEEE PP e PP - — - —---- ehpirEabiT-Tleccaci¥cilciicacaTiIraAlirnancaGATAAGGGCTA G TGOS - ThiGEIAA GC AN
2540930 -
droKik1|scf7180000302471:978930- S CIYNC IV IETSISIIN TN N -Nolele n € T 2 [NEISIFNG AT Tilel GIAGEN A JERING & A T) GV VNNV GlcSe e C ol c TRIGCGACGAAGGCAAGCAACT T TG - - - - - — - — - - — - el N A - — - B le- Wil - T rocaccEclcceaatiiracanldcacaTaaceccrdacEccle- - TlEcdeacclda - - - -
979095 +
droFicl|lscf7180000454039:1812692- cllerjfenelerccciea A Thc CENEca ccclderiic T cEeden AR T T T C AECTAATCATCAAATACT YN IS\ T - S VNS eV N - - === - [ T el ¥ N R TR -—-—-—-—-- NN Teabte- Tlehifi~ coociiciicaliaTcTacAAgcAGAT AN G ClET/lA e Y- - Tcaljcaccan - - -
1812852 +
e —
droElel|lscf7180000491201:775950- e GC CiXega A TARNGINGEENA G cAEn b T GlegiA A AT T T C A TAATCATCARATAINSCLIeTe|Cls - - SN eIV TN - - == — = — - [ GSn e C T 2 R CAACTGRCTGTTGTTTAT TieC TiiAIfNA YA A6 A SIIINT N Nh ¥ N NGNS /-Nelelele ~ i c CINellele 2 CRRGLGJe T T\l V-
776116 +
droRhol|lscf7180000780104:120099- BG--—-—-- TG ci¥eliA A TARGIN G c c Algac e Toledlea Al T TC A GG TARTCATCARAT AN S TECCls - - XTI N - - - AN GA — - — - G TR - - — - —————————————— CliGCTGECTCREEE G Tele- T e AcilccldccGACATGTACAAAGAGATAGGC T TSR G TGOl - TlEch A A — — — -
120255 +
droBialllscf7180000302292:1066895- X2 A CEARIYT G C CIXeRn A TRINGINAGEIAA G C ClEARC TheRReA AR T T TC Al G T AATCATGAAATACSCCACE - - gy AT — - — -G — - NG CTGACCEEEEE TCATINSCCRICINEA A[Sla BT[N T NN SNVAC/ENENN I [elefsl clcleh:Nelifele c CREUNG/E T ALYl V- EEm
1067061 -
droTakl|lscf7180000415401:138550- [aTINNSCACClade~ cTTIAT A S C AN C G ToI T G IV ARG EL VNI ICE N YN i G ST T CEACTAGA TAA G/ A A ——— e — - — - G- - — - — - ———————————- T ThYeRyer ey pgne - -[SleepiT CART- TTfelc Ack¥Ci\chlc Afia TeTACAAGAGATEA GGl T8cAG TG /e - TlEcilerccan-- - -
138720 +
droEugl|lscf7180000409474:1454647- PR32 A CErRAT G C ClXeain A TARGINAGRIARC C AlEARC TheRgiA AR T T TC Al G T AATC AT GARATAC\Crae0 T - ORI N o~ === — - [ T T e e e IICGITGGC TR TGGTANCCRINC TINEA A[Sln SN T ANl SNV C/R-NE-NN CINE A BIehiliVc Cl-Nelifele A A BV G/e T T1:Yelor) - EEE
1454812 -
lam3 lchror:16506344-16506510 + | | EcEr T coci¥efia TaccRlecaceclEaiic TiNA AR T T T C AlC R AR AN ARRTACHCCICT - - TN TN Al - —— - = — — — — — T T —— T TRAREelee - —— - -~ ISR - T T/ 2 E¥¥ NG Alia TG TACAAgcAcATAG G ClgT8cAG TG T - - TRACieAGCAR - - - |
ldrosim2|2r:17075894-17076060 + I |2 A BT o e T ARG N G cCldanlC TINERRA AT T TC A ST AR T S ASCAAATACISC ClRIClS - QoY NACARNT -~ == ——————————- == ——— - T A A G el F N R JNCGT TGCCREEE cacGcaTCRIlICINEA A A ABITIERN TSN E-NCEVACleR:Ner-Ni c Clefelelsl Gl clel T/elifele A it A el T GF-Yelor: V- |
droSec2|lscaffold 1:14060361-14060527 ’EAACA@TGCC~ATAEGEGGEAGCC@AECTM}\AETTTCAGTAATEAGAAATACCCEC——' Al == ———— T A A Gl F N R I TGT TGCCREE S XelleI\aiTel- Trfelc ACIRNNNChlc A TeTACAAEGAGATECGoClgTEcAc TGl - - Ti\cifeaGcAn - - - -
+
ldrovak3|2r:12690102-12690270 - I B2 AcEAER T coclNeA A T AR A G e fdanlC TINEmA A AT T TC AT AATC AT CAAAT ACISC [ NIl NI N A CAT T -~~~ ——————————- = - —— - TG AR e C T 2 BT T GG T CREE cacGCaNChEGICINEA A A A B TIERN TNV F-NEVACleR:Ner-Ni c Clefelelel i c AL Nehele A TR A el T GI-Yelo/: V- |
droEre2|scaffold 4845:10652743~ ’@AACA@TGCC@ATAEGEG@AGCC@AET@AAETTTCAGTAAECATGAAATACCCAG" Al T— - i T AR — — — —GTAR - - — - - GG TGGCTREEEE cACGCAICIERGIC/NEA A A ASTIINTINHLFNI-VC NI Ni C C elelele n il /e NehlelehiiEutii A €  G/:\eler-V-Eur
10652911 +
Generated: 09/08/2015 at 06:10 PM
PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 0
0
1
0
0
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:2526825-2526983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:2526825-2526983
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2486.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:8642390-8642548
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1105.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:3399988-3400168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12823:2274668-2274825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:1629722-1629879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:15801041-15801202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:4095861-4096027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:2540760-2540930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:978930-979095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454039:1812692-1812852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:775950-776116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780104:120099-120255
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:1066895-1067061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:138550-138720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1454647-1454812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16506344-16506510
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17075894-17076060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14060361-14060527
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12690102-12690270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10652743-10652911

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2492 |scaffold 5:4613815-4613876 - |candidate | MiRNA | intron

Legend: mature Star [ g R R A S0 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 23 & A | | |
Size Condition 4613900 4613850 4613800
Genomic Position
Hairpin partition -#- Sense -e Antisense Mature
Hairpin partition Mature
dpe_2492_annot [-16.5]
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL25619-in]; CDS [Dper\GL25619-cds]; CDS [Dper\GL256 19-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
V042 V111
CTGAGGCTGATGAAGGAGACGGTACTGAAGCTGCCGCCGCCACACTACAGGTAGGGATCGGAGGAGTTGCAGGAGATCTTCCATAAATAATAACTCTTTCTCCCTTCCGTAGAACCCTCAAATATCTGGCTGAGCATTTGTACAAGGTCTCGCAGCATCACG female
Read # Hit |Total body |embryo male
dedk ok g ok ok ok ke ke ke ok ok ke ok ok ok ke ke ok (.. (CCCCCCCCC. . (... 1)) e )N ) e hkkkhkkkhkkrkhkhkhhkkkkkkhkkkkkkkkhkkkkkkkkkkkkkkkk**** |size Mismatch Count Norm |Total body
.................................................. GTAGGGATCGGAGGAGTTGCAGG - « - + ¢« v v e et e et e e et et e e et et e e e et e et et e e e e e et e et et et et et ettt 230 1 2.00 2 1 0 1
Anti-sense strand reads
M042
V057 V050 Vi1l
GACTCCGACTACTTCCTCTGCCATGACTTCGACGGCGGCGGTGTGATGTCCATCCCTAGCCTCCTCAACGTCCTCTAGAAGGTATTTATTATTGAGAAAGAGGGAAGGCATCTTGGGAGTTTATAGACCGACTCGTAAACATGT TCCAGAGCGTCGTAGTGC female
Read # Hit Total head head body male
e ok e ok ok ok ok e ok e ok ok ek ok ok e ok e ok e ok sk ek ke ke ke ke sk ek ek ke ke ke (.. (CCCCCCCCC. - (( (e 1)) e I e kkkhkhkhkhkhkhkhkkhkhkhkhkhkhkkhkhkhkkhkkkhkhkkkhkkkkkkkkkkkkkkkkk**x**|gsize Mismatch Count/ Norm |Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species||Coordinate ID Alignment
droPer2|scaffold 5:4613765-4613926 [dpe 2492[|CTGAGGCTGATGAAGGAGACGGTACTGAAGCTGCCGCCGCCACACTACAGETAGGGA— -~ = === ———————— - - TCGGAGGAGTTGC——-—--—-——-— AGGAGATCT TCCAT AR T~~~ = = — = =~ — =~ = = — — — — o o AATAACTCTTT-C-——-—-———————————————~ TCCCTTCCGTAGAACCCTCAAATATCTGGCTGAGCATTTGTACAAGGTCTCGCAGCATCACG
dp5 l4_group5:113083-113244 -  |dps 1710|CTGAGGCTGATGAAGGAGACGGTAWTGAAGCTGCCGCCGCCACACTACAGGTAGGGA= === == ———————————— - _——————————- TCGGAGGAGTTGC—=—-——-——-———— ) c:8crrceaTArrp---------- - ARTARCTCTET-C=—=——————————————— TCCCTTCCGTAGAACCCTCAAATATCTGGCTGAGCATTTGTACAAGGTCTCGCAGCATCACG
Arowi12]5ci2 1100000002521 :000800- T U7 B~~~ —_— e e ==t S G o Ol A T AT GG ogoR oA TT TG TP Ao TgT (oA o ATC A
4000872 +
drovir3|scaffold 12963:1491337- BT GEGHC TMATGAAGGAGACGGTIC TGAAGC TGCCGCCGCCACANT ANSGGTAINGHE
1491437 +
droMoj3|scaffold 6500:28382852- crcfciicTiiaTcAaAGGAGACRGTEcTRAAGC TR CCliccaeclgcacTAAGETAINGHE-———————- T e e -GcEINeAcali- - -TcAGAATCTCTNEACENNSANT/ETCIY- GITGGTTATACCEEEEEEE T R e B------- AT TN NG A T C A C T e Schiyeleci¥Yex clEa chfirlEr algT AT clicEcaccAdT TefdacaaGeTiITCGCcAGCATCACG
28383037 +
droGri2|lscaffold 15126:7014323~ CTGEGHCT@ATGAAGGAGACGGTACTGAAGCTGCCGCCHCCACACT AEGCTAIN G
7014377 -
droAna3|scaffold 12916:9029213- CTGEGGCTEATGAAGGAGACGGTCTGAAGCTGCCGCCGCCECACTACAGGTAINE ThcclETiccacAACHcTAAATATCTGGCl§GAGC A TITACAAGGTETCGCAGCACACG
9029381 +
droBipl|lscf7180000396535:1583118- TicciltficceacaacicTlgaaaTaTcTeccgcrllcadTcTACAAGG TETCGCAGCARCACG
1583274 +
droKik1|sc£7180000302684:1300594~ AAA GCCTTGGREEECATTATCTAAAATTTGAGGATTCTTTAGATAAGACGATINACT T TITIGIEA TGTAAATGAATTAAAATCCAAAATGTCCT TACININNGSNAINYNFNi T ¥elele ClNElINC Ciin NI VNIl CiNIeII Neleh\C I Nee]
1300853 +
droFicl|scf7180000454082:256817- TCRRSATIENSA GAACCCTCAAATATC TGGCYGAGCATTGTACAAGGTTCGCAGCARCACG
256892 -
droElel|[scf7180000491046:3203842- e cEcarccCcTCARATAC TRRNCGAGCATTGTACAAGG TETCGCAGCABICACG
3203895 +
droRholflscf7180000778712:19261~- TCAA
19346 -
droBiallscf7180000302408:670055- crafdciicTiiaTcanrceacaceeTlEcTMAAGCTGCCRccccacacTalAcE TN ee- - - - = - === === -—— - - - CGEATNACIICATTAAAATCT Tl — - - - - — - —--— AT T T e e B------- I - — - A Cl A R e Sl il GAACCCTHAAATATCTGGCGAGCATRTGTHCAAGGT/ETCECAGCACACG
670214 -
droTakl|lscf7180000415115:741064- TAATAAINEN SicceciiNercanrcCcCTHAAATATCTGGCEGAGCAMETGTACAAGGTETCGCAGCABCACG
741136 +
droEugl|scf7180000409752:750718~- HrcEchcTiaTcAAGGAGACGGTACTEAAGC TcClccllccacafiTANSGGTALY A TR X BGEAGlACCCTIAAATATCTGGCEGAGCAMYTGTACAAGGTETCGCAGCARCACG
750876 -
[dm3 lchr2n:19780976-19781141 - | |crcdcicTliaTcanGeaGACGGTgcTEAAGC TGeclccGecacAC TANSGETENGA-—— === —- A ATAAA TSN NN - —————- 2 . W-----—- AT T AT G G C i 2 TIecEAcEacccTiraaTaTCcTGeCcAaGcARBT TeTACAAGGTET CllcAlcAldcac]
ldrosim2|[21:19279121-19279286 - | |cTcEcicTaTcanGGaGACGGTECTEAAGC TGCCRccoecacacTANSGETENCHA- - === ———- Al TN YN TGCCAGGGATREEEEE T2 e C P AT ARCE T T T - TS EIGEAGAACCCTCARATATCTGGCRGAGCART TGTACAAGGTETCGCARCARCACG
droSec2|lscaffold 7:3386456-3386621 crelcilcTiiaTcanlNcacaceaTlgcTracereeciicceecacacTaifeceTigNea- - - - - - ——- Al ATAAA TS NTT V- — - —— - - AT TNl C T G T C i B TS SG/8A GAACCCTCARAATATC TGGCEGAGCAT TTGTACAAGGTETCGCARCAlcACG
droYak3|2R:6243407-6243579 - WrcEcilcTiiaTcaAGcacacGeTgcTaAGC TGl ccliccacaliTAlSceTAIN GE- - — - ————- Al N Y N TGAAGAGAAT TTAA T TA T R B----—-- G TN A T T G T C i A e e T icErcaacceTgaraTaTliTceccaccafrTeTACAAGG TETCGCARCARCACG
droEre2|scaffold 4845:4543853— WrcEcilcTiiaTcaAGGaGacGeTgcTrAGe TG clIccaecacaljTANSceTAIN Gle - ——-————- Al ATAAATRN------ T T T AT T C A T T T e C A TG T TV C T TG T 2 B TG cliacccTilaaaTaTcTGGCcaGcAT TG TACAAGG TgTCGCARCARcACG
4544022 +
Generated: 09/08/2015 at 07:03 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 0
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 2


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:4613765-4613926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:4613765-4613926
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2492.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:113083-113244
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1710.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:4000800-4000872
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:1491337-1491437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:28382852-28383037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:7014323-7014377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:9029213-9029381
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396535:1583118-1583274
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302684:1300594-1300853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454082:256817-256892
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:3203842-3203895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778712:19261-19346
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302408:670055-670214
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415115:741064-741136
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409752:750718-750876
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:19780976-19781141
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:19279121-19279286
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_7:3386456-3386621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:6243407-6243579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:4543853-4544022

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 2490 |scaffold 6:1226922-1227015 -| candidate | MiRNA ||intron

Legend: mature star |51 =y ed (BTHENIEgi i L _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 19 | | | |
Size Condition 1227050 1227000 1226950 1226900
Genomic Position
Hairpin partition -~ Sense -~ Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL12242-in]; CDS [Dper\GL12242-cds]; CDS [Dper\GL12242-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p readsH show mid mismatch reads H
M042
M021 V042 V111 V057
GCCCATGGATGAAGTCAGTCAACAGAGCACGCTCTCGAATGCATCAGCGGGTGAGTGGGGCGAAAGATCGAAAAGCAGCAGGCGGTCGGGGGTTTGCTAGTTGCAAAACTAATTTGTGATTCTGTTCTCTTTTGTTCCACCCAGCATCCGGCGAAGATCCCCAATGCACCACACCAAAGTCGCGCAAGAATGAT female
Read # Hit |Total embryo body |embryo male head
R L N N A (A O (N L T T R 1))) . )) e D)) e IIDDIDD)DD D)) ) ) ) ) L)) kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body
................................. CTCGAATGCATCAGCGGH - « - ¢ o e v e e ettt et e e et e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e, 181 1 2.00 2 2 0 0 0 0
....................................................................................................................................................................... ACCACACCAAAGTCGCGCAAGAAT... 24 0 1 1.00 1 1 0 0 0 0
.................................................. e ey Ned Jelelelelofe). V-V Ne TN o AU ° B ¢ 1 1.00 1 0 0 0 1 0
................................................................................................................................................ CATCCGGCGAAGATCCCCAATGCAC . vt v vveieeeeineneenenaes 25 0 1 1.00 1 0 1 0 0 0
................................................................................................................................................. ATCCGGCGAAGATCCCCAAT . vt vt e e e eeeeeeaenennenee. 20 0 1 1.00 1 1 0 0 0 0
........................................................................................................................... GTTCTCTTTTGTTCCACCCAGH . « -+ ittt it ittt et it et i it e et e e e eeneneea 22 1 1 1.00 1 0 1 0 0 0
........................ eF:Neto) - Noleloli ok oler- V.- felor Nl oF-eTol e c! o Huu AP ~J0 AN 1 1.00 1 1 0 0 0 0
............................................................................................................................ TTCTCTTTTGTTCCACCCAGH. « - ¢ vt ittt ettt et e ettt e e 22 2 6 0.17 1 0 1 0 0 0
Anti-sense strand reads
V057 V050
CGGGTACCTACTTCAGTCAGTTGTCTCGTGCGAGAGCTTACGTAGTCGCCCACTCACCCCGCTTTCTAGCTTTTCGTCGTCCGCCAGCCCCCAAACGATCAACGT TTTGATTAAACACTAAGACAAGAGAAAACAAGGTGGGTCGTAGGCCGCTTCTAGGGGTTACGTGGTGTGGTTTCAGCGCGTTCTTACTA
Read # Hit |Total head head
AR e e L N N A N (T N C T O O N 1))) 2 )) e D)) DI ) D)) ) ) L)) Rk ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer?2|scaffold 6:1226872-1227065|dpe 2490|GCCCATGGATGAAGTCAGTCAACAGAGCACGCTCTCGAATGCATCAGCGGETCAGTCCCEC-——~CGAAAGAT-————— CGAAAAGCAGCAGGCGGTCGGGGGT -—TTGCTAGTTGCA-———— AAACTAATTTGT--GAT-—-—-- TCT--GTTCTCTTTT--GTTCCA-—-—- CCCAGCATCCGGCGAAGATCCCCAATGCACCACACCAAAGTCGCGCAAGAATGAT
dp5 |2:25893285-25893478 - ldps_794 |lccCCATGGATGAAGTCAGTCAACAGAGCACGCTCTCGAATGCATCAGCGGETGACTGEEEC———-GAAAGAT-—————- CGAAAAGCAGCAGGCGGTCGGGGGT-—TTGCTAGTTGCA-———— AAACTAATTTGT-—-GAT-—-—-- TCT--GTTCTCETTT--GTTCCA-—-—- CCCAGCATCCGGCGAAGATCCCCAATGCACCACACCAAAGTCGCGCAAGAATGAT
droWil2|lscf2 1100000011615:456-618 GCCCATGGATGAAGTHMAGT CAACAGAGHACGCTCTCHAATGCATCECCGGETIACTINGEY ST Rielcleln --—-—-—---BcaGTCGIY- - - - -Iaclia BRI CTGAACCINIEE - - - - - - - - - -BETCGTTTREEEE IelCAGCATCCGGHGAAGATCCI\CAATGCACCACACCARAGTCGCGCARNAATGAT
drovir3|lscaffold 12855:10044836- ccilaTceaTcancTiAGTCAACAGAGCACEC THTCA AT GClET CAGCHGC TG T N TN - i A LA Y N e — e e S — B e — — — — — - - —-—-AccanjEEAINCTGAGACITIEENE- - - - - - - - -EETCATGTREEEE WcaceatcileeceaacaTciIcAATGACCACACCARAGTCGCGCARNSATGAT
10044991 -
droMoj3|lscaffold 6540:4000775- ccilatceaTcaacrcacTecaacacacacceTeTcAATGClET CllGCcET O T N T N A A T - - - D — ~ R — — — - — - - - - — - Gl C TGAGG IR - - - - -[§- - - -BETCGT[ETREEE iWecacecaTclEecicaacarccilcaErciiaccaclccaracTcGeGCARNSATGAT
4000930 -
droGri2|lscaffold 14830:1233927- CCl A TGGATGARGTIAGTCAACAGAGCACGCTCTCAATGCAT ClgGCHGETCEc TN NN SN BReA ST NI XTI YT X WecacearcldececeancaTccllcAATGHACHACACCAAAGTCGCGCARNSATGAT
1234091 -
droAna3|scaffold 12911:2122398- CECAGCATCCGGCGAAGATCCHCAATGCACCACACCAAAGTCGCGCAAGAARGAT
2122559 +
droBipl|lscf7180000396714:956857- caGcecaTCCGGCGAAGATCCRCABTGCACCACACCARAAGTCGCGCARNAARGAT
957017 -
droKik1|scf7180000302247:509925- CRCAGCATCCGGCGAAGATCCERCAATGCACCACACCAAAGTCGCGCAANAATGAT
510084 +
droFicl|lscf7180000453912:1952661- GCCCATGGABGAAGTCAGTCAECAGAGCACHCTETCIAATGCATCAGCGGGTCAGTINCINYE-IXTslcA A ANA IR NI Y
1952829 +
droElel|lscf7180000491080:2754692~ GCCCATGGASGABGTCAGTCAECAGAGCACGCTCTCGAATGCATCAGCGGGTNAGTINCEN Y- - —[dlelelelaifelel Jelolelel
2754857 +
droRhol|scf7180000778039:38186~- [SCCCATGGAGAGTCAGTCA§CAGAGCACGCTCTCGAATGCAT CAGCGGETAGINNCIAGC - - - [ScleleAb Sy TiNeTeleTel
38353 +
droBialllscf7180000302113:3895332~ GCCCATGGABGAAGTCAGTCABCAGAGCACGCTCTCGAATGCATCAGCGGGTGAGT NG C -~ G A N N N e — — i G2 — — — = = GIY- - - GINSGECEEARNCTGAT T - - liTA - - - - IRTiCCCREAINNT T/EEEE HecAGCATCCGGCGAEGARCCIACAATGCACCACACCARAGTCGCGCARGAATGAT
3895497 +
droTakl|lscf7180000413103:19756- iecaccaTciiccccancAcI\CAATGCACCACACCAAAGTCGCGCAAGAATGAT
19829 +
droEugl|lscf7180000409562:44183— A TGGARGAAGTCAGTCASCAGAGCACGCTCTCGAATGCATCAGCGGETCACTNCINYY- - —fic/eg Sile T ENY- - - GEliA T RN C TGAT TR - - liGA - - - - TlEN - B ARG T T BNAGCATCCGGCGAAGATCCI\CAATGCACCACACCARAGTCGCGCAAGAATGAT
44347 -
lam3 lchr3r:13523835-13524001 - || [cBccaTcealcaacTCAGTCABCAGAGCACGCTITCGAATGCATCAGCIGETGAGTHGGEC - - - —HANANATE ¥ - - - GINE T RGN C TAATGE - -[TA - - - -[TGGINT T IR T T . clcaGCATCCGGCGARGATCCIICAATGCACCACACCARAGTCGCGEAAGAATGAT |
ldrosim2|3r:7744066-7744231 + ldsi 7745|[ccccATGGATGAAGTCAGTCABCAGAGCACGCTITCGAATGCATCAGCRGETCACTIEEEC - - —fic/deARAT] PN - - cIXiliicccRRegCTAATGY - -[iTA - - - -fiTcAjlA R Tl T TR CIACAGCATCCGGCGAAGATCCRCAATGCACCACACCAAAGTCGCGIAAGAATGAT |
droSec2|scaffold 12:638629-638794 GCCCATGGATGAAGTCAGTCAECAGAGCACGCTHTCGAATGCATCAGCINGGTCAGTIGCC- ——fic/ealiaTE INY- — - GINiiiccCRRIEI\C TAATGR - - [TA - - - - ITGANARETIENT T GEEEE CRCAGCATCCGGCGAAGATCCECAATGCACCACACCAAAGTCGCGIAAGAATGAT
+
ldrovak3|3R:2096666-2096831 - | |clicaTceaicancTcacrea§cacaccacleTiirceaaTccaTcacclcETCACTHECRC -~ —fic/deARATY PV - - - cINliiccCBmENCTAATGE- [T T- - - -liTcAjlARETILI TS T E—— WeIAGCATCCGGCGAAGATCCIACAATGCACCACACCAAAGTCGCGEAANAATGAT |
droEre2|lscaffold 4770:8107116- GCCCATGGABGAAGTCAGTCAACAGAGCACGCTITCGAATGCATCAGCNGGTCAGTIGGIC - - —fieleAfiA TE INY- — - GINiliiccCRRIEI\C TAATGR - - [TA - - - - [TAAIN-FEAIGNT T CEEEE BCAGCATCCGGCGAAGATCCIACAATGCACCACACCAAAGTCGCGEAAGAASGAT
8107280 +
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