ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}

dgr 73 scaffold 15245:8244401-8244465 + |candidate|| Mirtron ||intron

Legend: mature star [oit e Nl Rl gt 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 H
Flybase annnotation
intron [Dgri\GH21446-in]; CDS [Dgri\GH21446-cds]; CDS [Dgri\GH21446-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M041
V109
GGCCTCGAGCCTGAGACTGGCAAGGTGCTGTACGAATGGGGTAAAAACATGTAAGCGAAATCTATTGCATTTAATTCCATTTAAGTGGTTAATTTGAAATTCCT TTTGCTTACAGCTTTTACATGCCCCACGGCTTGAGCATCGATCCCGAGGATAATGTGTGGG female
Read # Hit |Total body male
Jek ok ok ke ke sk ke ke ke ke ke ko ke ke ek ke ke ke ok ok ( (e (- (e ennt (CCCeea)))) et 1) L)) ) e ))))))))) ) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*k* gjize Mismatch Count Norm Total body
............................................................................................ TTTGAAATTCCTTTTGCTTACA . « + e et et et et e te et e et te e eteeaeneaenenaenens 22 0 1 17.00 17 17 0
............................................................................................ TTTGAAATTCCTTTTGCTTACAG . « ¢ e v e te et e e emeeaeneteenenaeaeneeeenenneaeas 23 0 1 11.00 11 9 2
............................................................................................. TTGAAATTCCTTTTGCTTACAG « « + t e e et e ee et te e et te e ie e eeeeneeenenenne. 22 0 1 5.00 5 5 0
............................................................................................ TTTGAAATTCCTTTTGCTTA & e e ettt teea e e ee et e eaeeeeenenaeaeneeaenenneaea. 20 0 1 2.00 2 2 0
............................................................................................ TTTGAAATTCCTTTTGCTTAC . « v v e e e et e e et e ee et e et ee e eeeeaeneeaenenaeaen. 2 0 1 2.00 2 1 1
............................................................................................ TTTGAAATTCCTTTTGCTTACAM. . .ot i i i i 231 1 1.00 1 1 0
............................................................................................. TTGAAATTCCTTTTGCTTACA . « v vt ettt et e et e e et te e ee e eaeneneeaenenae. 20 0 1 1.00 1 1 0
.......................................................................................................................................... GCATCGATCCCGAGGATAAT....... 20 O 1 1.00 1 1 0
............................................................................................ TTTGAAAT TCCTTTTGCTTACAR . - ¢ ot ottt ittt et it ittt ee et enieeenenaeae. 23 1 1 1.00 1 1 0
Anti-sense strand reads
M041
CCGGAGCTCGGACTCTGACCGTTCCACGACATGCTTACCCCATTTTTGTACATTCGCTTTAGATAACGTAAATTAAGGTAAATTCACCAATTAAACTTTAAGGAAAACGAATGTCGAAAATGTACGGGGTGCCGAACTCGTAGCTAGGGCTCCTATTACACACCC female
Read # Hit |Total body
Tokkkokdkkdkdkkkkkkhkhkkkokkkhkhkkkkkkdkhdkkdkkdkkdkrdkrdkr ((((((CCCCe .- (CCo(Ceennnn. (CCCeaa))))een . 1) .))) e )))))))))) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 15245:8244352- dgr 73||GCCTCGAGCCTGAGACTGGCAAGGTGCTGTACGAATGGGGTAAAAACATGTAAGCG--AAA-—-—-TC----TATTG--—-C—-——— e T-———m - AATT----—-—--- O, eH ATTTAAGTGGTTAATIT-——-- GAAATT--CCTTTTGCTTA-CAGCTTTTACATGCCCCACGGCTTGAGCATCGATCCCGAGGATAATGTGTGGG
8244515 +
drovir3|scaffold 12875:15075631- GCCTHGAGCClEGACTGGC8ARNGTGCTTACGAATGGGGTARAAACHTGTAAGCG—-[88Aa--—-TC-—--@ATTG-—--|-—--- - B-----—----- - —-—-—---- - — e TTCATTATTRGIG TSN TECINACAIEEEEEE ealTle- - cClerTTGCTTle-CAGCT T TTACMHTGCClgCACGGCTTGAGCAIGAT CCCGAGGAAATGTITGGG
15075793 -
droMoj3|lscaffold 6496:8765794- cictilcacecleachiclEcccarNe TR C TR T ANEA TGGGG TAAA A ARBIT G TAAGERY - - VYN TR - —FiT A e YeiC — - — - — AT Tm—m—m—mmmmm oo IIGCTGTTGREE- - — - T T T e - - ———————————TlcAEEEEE Efehia Tl BT TleThiClET A-CAGC T TTTACATGCCCCANGGHT TGAGCATIGATCCCGAGGATAATGT®TGGG
8765955 +
droWil2|lscf2 1100000004514:837329- cictilcaceclgciacTocifdrlc ThicTTACGAATGGGCEAAA A ARBITGTAAGCIY- - A A NN TR - - BT TG----Cc--—-- g IIGCAGATGGTT- - — - EEEEE T G e e — 2.8 S - —bicTleler T TA-cAGCTTlTACATGCClc ANGGIT TG A NE TEGAT CCCGAGGATAATGTGTGGG
837488 -
dp5 |3:10920149-10920304 - | | rEcacceTddacsccddscTlaciNTaccaliTceecAAAAACHTGTAAGCH- - [dhife- - - - AT T A [Reb el C - — - - - e CACAAATCREE - - — — T GO R T e — ¥-XeT\A ARINT — (e THCETe- CAGC T TTTACATGCCRCACGGCET GARMETEGATCCCGAGGARAATGTRITGEY
droPer2|lscaffold 4:6243714-6243869 caiGENeleelie c AlNslClelelelc G cleliic/eln AlNSIeR T ilelelele CEV NN NN TiNelU-NNels TR C TGEERE - - ABATAR - - - CTGT[EEEEE AT — -~ — o ACAAATCRER]- - - - EEEEEEE T G e m--mAAmT——ECTTTHCT—CAGCTTTTACATGCCECACGGCTGATGATCCCGAGGAEAATGTTGG
droAna3|scaffold 13266:15347741~ Ryl -t Tfec T Til-caccTTlrAcATGCcCclcaccocroaddeTEcATCClGAGGATAABGTIT GGG
15347851 +
droBipl|lscf7180000396547:1703807- AAACTE BaaaTT- -\ WeThl-cCAGCTTTTACATGCClCACGGCTcAeTEcATCclicAGcAldA ARG THTGGG
1703880 -
droKikl|lscf7180000302476:2826794- AAZ - - - - - — - - - - - -[NAcjfiia aa AGAINAT ClERISISi clic ABlc c cC TENEIRN ChENSIXeletel o [Sh\Glelelel Ci A I C B Gl Gl Nleleleler-NetelN C VA C ek cielele]
2826960 +
e Rkl Y AL GCEE LRV L LR | I C Glohi Glel-Neleehie C[efNe clelelel ¥\ n Elidele n A lUNeIer\ T ilelelele A FVAGI NN TiNelv-NNE T 2 B CIEEE » SRRl C AlCEEIA Cl8TA A C TN T TCTGTGT TCAGTCAAAAAGT TTTCTAAATGTATAINGCAATGTRER - - — - EEE e T T A GGAAGAGAT TACATGGAGCTAATTACT R - — - — - — - ——-————-——-—-FEEEE. — pirle- -fehirlerleccldea-fiacc rrrTAaCATGCCllcalicee TToAETEGATCCcGAGGAR G THITGGG
895098 -
droElel|lscf7180000491107:1241030- - - e\ -caccTTrAaCcATGCCgcaficeeTToAlCETEcABccceacaAlga G TT GG
1241091 -
droRhol|lscf7180000777200:35411- BaaaTT--ERTTT T CeA-caccTTrACATGCClgcAficclT T clETcoalccecallcalga o TG e
35481 +
droBial|scf7180000301506:853419-
853495 -
droTakl|[scf7180000415870:413520- Eaier- - cliltfdrfd\clea -caccTTlracaTcecicaficcifdTcaldclaTcalccceaccrda G TT GG
413588 -
droEugl|lscf7180000409209:326445- e — — = — = aajfer--ciderrriiTlell-caccTTlracaTcccicaficocrcaldcETEcAlccecoacorldraBc THTGGG
326515 -
am3 lchror:5849046-5849117 + || B — — — — = ARl - AR CieA —cagir T TACATGCCRc Al e BT ARCETEcABc cecARc A Al THT G ol

larosim2|l2r:6625550-6625621 + |
droSec?2|scaffold 1:3458841-3458912

e = = = = = ARl - CRMTMEACRIEA -cacmT T TACATGCCCCAlGGCRT G ARCETBGABc cec ARG A A THT GGl
e = = = = = A ARTe- -~ TN [SEACEISA - CAGRI T TTTACATGCCCCARGGCYTGARCETECARBCCCGARGARA ARG TRT R

droYak3|ZL:18475813-18475927 + FcrEcaceccacilcecaniloToc¥IralicaldrccecdangaaclTeTAACIEY- - Alfel- - - - - - - I\ ET- - —-C- - [ R- ———-————————— o B-—---——- — - — B T TG C A CGG T R e -ErrrdecTicTTAN g~ - T T--gcidrTrclyT - ca
GAA——CETTEC@A—CAGETTTTACATGCCECAGGTEACTGATCCGAEGAEAATGTETGGE‘

droEre2|scaffold 4929:8519046-
8519117 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:8244351-8244515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:8244352-8244515
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_73.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:15075631-15075793
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:8765794-8765955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:837329-837488
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:10920149-10920304
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:6243714-6243869
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:15347741-15347851
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396547:1703807-1703880
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:2826794-2826960
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453858:894881-895098
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491107:1241030-1241091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777200:35411-35481
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:853419-853495
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415870:413520-413588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409209:326445-326515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5849046-5849117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:6625550-6625621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:3458841-3458912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:18475813-18475927
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:8519046-8519117

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
der 299 |scaffold 15110:6486696-6486758 + confident-exception | Mirtron |intron | - o hmsssriconcii

Legend: mature star [(i18) iie1(d §1 1T it mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 6,486,650 6,486,700 6,486,750 6,486,800
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dgri\GH 16 149-in]; CDS [Dgri\GH 16 149-cds]; CDS [Dgri\GH16 149-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads “
M041
V109
AATTGAGCCCATTAACGATGCCTCATCCTCAGCAGTTTGGTCCTCAATTGGTAAGCAGTAGAAATATGTAAATGTAACTTGGATTTCATTTCCAATTTCTCCTATGCTTGCAGCGGCCAGCAAATCGCAGAAGGGCAGCCACAAAGACCAGCGACAAATGGTC female
Read # Hit |[Total body |male
R e O N A A N € 1))))))D)D))) i u)))))) ) L Sk kkkkkkkkkdkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total body
.......................................................................................... TCCAATTTCTCCTATGCTTGCAGH . « vttt e e e e eee e 241 1 13.00 13 8 5
........................................................................................ TTTCCAATTTCTCCTATGCTTGC ¢ « ¢t e et e e ee e ee e e e e e e eee e eaaenaenaanaanaanaanaa 23 0 1 8.00 8 8 0
........................................................................................ TTTCCAATTTCTCCTATGCTTG ¢ « e e v e te e te e e e e e e e e e ee e e e enaeaennenaenaen 22 0 1 6.00 6 6 0
........................................................................................ TTTCCAATTTCTCCTATGCTTGCA . « « e et e e ee e ee e e e e e e ee e eaaenaenaenaanaanaanaa 24 0 1 3.00 3 2 1
........................................................................................ TTTCCAATTTCTCCTATGCTTGCAG « « e e v e e te e et te e e e e e eeeieeaeneenaenaenaenaenaen 25 0 1 3.00 3 3 0
.......................................................................................... TCCAATTTCTCCTATGCTTGCA t ¢« e e et e et et e e e e e e ae e eaaeiaeaenaenaenaanaans 22 0 1 2.00 2 2 0
........................................................................................... CCAATTTCTCCTATGCTTGCAGH . « ¢ o vt it et et ittt it it i e i 231 1 1.00 1 1 0
......................................................................................... TTCCAATTTCTCCTATGCTTG ¢ -« e e e e et e et ee e et et ea e e eeaeeaeeaenaennannanaaa 2l 0 1 1.00 1 1 0
......................................................................................... TTCCAATTTCTCCTATGCTT .+« e e e e e et et et e et et et e e ta e ee e iaeeaaiaanannenaa 20 0 1 1.00 1 1 0
.................................................. GTAAGCAGTAGAAATATGTARATG . « « « ¢ e e e e e e et et e e et et e e e et e e e e e e e e e e e et et et e eeaeeaeuaeuaeeaenaeuaennenaanaa 24 0 1 1.00 1 1 0
.......................................................................................... TCCAATTTCTCCTATGCTTG e « ¢ v e e e e et e et e e e e e e e e ae e eaaanaanaanaenaanaanaans 20 0 1 1.00 1 1 0
.......................................................................................... TCCAATTTCTCCTATGCTTGCAGE . « ¢ vttt ettt et ettt eie i 241 1 1.00 1 1 0
........................................................................................ TTTCCAATTTCTCCTATGCTTGCAGH. - ¢ ittt i i e e e e e 261 1 1.00 1 1 0
.......................................................................................... TCCAATTTCTCCTATGCTTGCAGHE . -« ¢ vttt ettt et ee e e eee e 25 2 1 1.00 1 1 0
........................................................................................... CCAATTTCTCCTATGCTTG e &+ e e e e et et et et e e et et eaetaeaeeaeeaenaannanaaa 19 0 1 1.00 1 1 0
.......................................................................................... TCCAATTTCTCCTATGCTTGCAME. . . oottt e e e e e e e e 242 1 1.00 1 0 1
.............................................................................................. ATTTCTCCTATGCTTGCAG . + ¢ e e e et et e et et et et te e eaeaenaanaenaanaana 19 0 1 1.00 1 1 0
........................................................................................ TTTCCAATTTCTCCTATGCTT . ¢ v e et e te e te e e e e e e e et ee e eieenenaenaenaenaenaen 2l 0 1 1.00 1 1 0
......................................................................................... TTCCAATTTCTCCTATGCTTGCA . + « v v ettt e ettt e et e e et ta e te e iaeiaeiaeaennenaa 23 0 1 1.00 1 1 0
Anti-sense strand reads
TTAACTCGGGTAATTGCTACGGAGTAGGAGTCGTCAAACCAGGAGTTAACCATTCGTCATCTTTATACATTTACATTGAACCTAAAGTAAAGGTTAAAGAGGATACGAACGTCGCCGGTCGTTTAGCGTCTTCCCGTCGGTGTTTCTGGTCGCTGTTTACCAG
Read # Hit |Total
Ikkkdkkdkokdkokdkokk koo koo okkdokkdkkdkkdkkrdkkrdkk ((((( (.. (COCCCCC (e e e e e 1)1)))S)))))))) e t))))))) . Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x* 5jze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|lscaffold 15110:6486646- dgr 299||AATTGAGCCCATTAACGATGCCTCATCCTCAGCAGTTTGGTCCTCAATTGETAAGCACTASGARASS====asaas TATGT---——-——-——- ADA---——-—- TETAACTT---——-——- R GATTTCATTTCCA-—=-- A----TT--TCTCC---TATGCTTGCAGCGGCCAGCAAATCGCAGAAGGGCAGCCACAAAGACCAGCGACAAATGGTC
6486808 +
drovir3|scaffold 13049:6249863— AATTGARICCATTAACGATGClTCATCCTCAGCEGTTTGGTClTClA T T GETARI AN RAIjs=sssssssas TR -—-—-- TACAATTTTAEE e TE--—--- ATATTAATTATAAGTTTTACTCONAIMNTINGNGA T EEEEE A--—-TT--TleTR- — [T T TGHiAGC GGCCAGCAAATCGCAGAAGGGCAGICACAAAGANCHGCGECARATGGTY
6250044 -
droMoj3|lscaffold 6680:4565549- AATTGAGCCCATEAANGATGCHTCATCITCAGCAGTTTGGT CRTClA TIGETAACCEC/ - fyAA========c—C TN Y- ---- TTREEE-— GTGCAAGTAT--CG- -jii-EEEEE T A T CR R T g 4, ~ = = = = A--—- T Tl TeRb]- - - TH{eGCTTGCAGCHGCCAGCAAATCGCAINAAGGGEAGHCACAAEGALRRNGCGCARATGGTH
4565709 -
droWil2|scf2 1100000004540:1253970- EVNAGIER 2 o6 A FN RN T/FNdeleleliler-Xiel » i¥e G ele T ehi G¥elehle A e VNlie e . VT E T T T - - EAGT TTTGCEES = CAANGIA - SAAAATATG TR T TESEE e T Al - - - - - A T T CE - R et v b~ — T i — - — et i — —[eA TRy ThA GG A GCARATClECAGAAINGGCAGCCACAAAGANCANCGIIEAAATGGT]g
1254133 +
ldps |XR_group8:9011616-9011774 + | |2aTcaBlcccat@aaceaTcecTcgrcrciccacTldreeTcrcflar TR ARG N === iciinlic— TTGCAATTTAESSEEEE - -2/ - —— C T C L — e v~ A — — — [eIrileTeemC - - -[derhicEriicAaccfdcccaccanaTcccaBaARGeacccacAAAGARC ANCCIEAAA T GG TH |
ldropPer2|scaffold 50:194799-194959 - | |l2aTcalcccat@aaccarcecTcrcrciccacTidreeTcErcldar T ARG Y= C -~ —====s iGHAIGEEEE TTGCATTTTACEEEEES . R TR -——-—- T CC R e 12 LT Xia - - - —fdrilerlledlc - - -[derhicletiicaccldcccaccaraTcecallaallocllacccacaaacaicAlicciferaaTce Tl |
droAna3|scaffold 13337:8046861- aaTEGANECCATRRACGATGCHTCHTCCTCHGCAGTTTGGTCRTCl8A T T GEHEAC A= CARASSSssaansas iica--EEEEEEE TAAACTATAAEE ST - ——C- - |- 1 T 2 R - - - — - —— —— - - TG ACT T CEEEA TAJIA C - TEEEN T G TN T T/NES CEIINITNINNE C N~ [NNEEEIINE T NIV NI C[slelc GINGEUNelehi T|
8047019 +
droBipl|scf7180000396541:202797- aaTEcalNeccaTiaaccaTcclTcliTceTcecacTTTGeTCATClEA TT BT AN S CAR S S = =aaaaa Tl —— - ———— [ XL R - - —--—- BRTAACTR--—--- o8- e v ~[eh ffia — - - - LR NACIR- - - Tifelic TTiliAGCldcccaceanraTcldcallaacGeeacecacanlgdcaccaABCGller A TGGT]g
202953 +
droKik1|scf7180000302474:393568- AATINGAGCCCATTAACGATGCCTCETCRTClGCAGTET o TClT ClA T8 B AR G A T N fe L p Ak e —— - — R HAAR-—-—---- AECTTTIHEEEE T T A T - = — = = = = — = — - GC it A-——- T TR O Tl A T ThEA G CliGCCAGCAAATCGCAGAAGGGCAGHCACAAGGACCARCGIEABATGGTH
393727 +
droFicl|lscf7180000453833:771925- ’EATTGAHCCCATTAACGATGCCTCITCETCEGCEGTITGGTCHTCEATTGGTAAG MAGTIEE AAA - —————————- TN — - ———————- ACINATAAAREEEIS - — CIY- - [i{- B T A T C R e B 4 A — — — = = A----17--TleThE- - INrhksNEEiacclicciiaccaaaTcldcallanceceacecacanfgcaficAldcceAEA TG T
772079 -
droElel|lscf7180000491268:95259-95416 ATTGAGCCCATTAACGATGCCTCTCETCGCAGTTGGTCETCATTGGTEAGEATE—QAAA
al
droRhol|[scf7180000779204:236111— EaTTGAGCCRATTAANGATGCCTCETCETCldccaGTErGeTCTCAATTGETARCEEYS TN/ \AAe
236267 -
droBialllscf7180000302428:10526966- EATTGAGCCCATEAACGASGCcTCErClgTcccacTrccTecTCfda TTCETARGC/ ekl -LYAl]
10527127 -
droTakl|[scf7180000414445:120146— [EATTGAGCCCATTAACGATGCCTCETCrcldccacT@raeTciiTcleaTTcETARC Iy AR
120306 +
droEugl|lscf7180000409524:68755-68909 ATTGAGCCCATTAACGATGCETCTcTcGCAGTTTGGTCETCEATTGGTAGEATE—GAAE
+
|dm3 lchr31:8592817-8592980 - | | NI N etelet el C e c e c eI N celeh e A e el el Y e T GClICEAGTG T TTCTCTATAACT A - Fan A - — - - - - - —- - oA A T -—---—-———-AlaccEETTATG- - - - - - - Taciiccclian A TINERICESINST NN XTe n A N Nelele TINCII TN CleTNSIer\ C Sfelc GIA G elehi T| |
ldrosim2|[31:8382351-8380514 - [ [BaTreaccccarTaaceaTcecT@rcErcBGCAGTTTGGTCRTCHAT TG eI ARG IR EIE (e TN N XLy N TV VYA == B e = TNV e |- —————————-——-——-—--- D\ XTs)- - [T N i - - BT Yo re oYY accBcccaccaaaTceaBaacecacecacangcaccaAfcclErEaTcoTH |
ldrosec2|scaffold 0:871693-871856 - | [N Y S N eelehe C e C IS c e i elehye A e T Ee ey ¥\ TG ClIC R TGTG T TTCTCTATAACT A - FAR A A - — - - - - - —- - oA A T ------—--—-AllaccBRTTATG- - BB~ - - - - TACliclicAA AR TINS CISIINEII VNS A SN N Nelele /NI NE-VA G T NeleI A Cl8¥e|c A GENeleli |
ldrovak3|31:3320417-3320577 + I [ R Y XSS N TeIos C i C e C e C Y eleiys A e T RS e e V e TGClICEAGTGT TTCTCTATACCTHA-FAAATE R R - - - FEE e ——————— - 2 A T C - --—-—-—-—--AlaccEETTATG- -B8 - - - - - TATj{TCC8AAAT/NES /Il NI NN Nilelelei\ -V Nelele iNeITeh-NeE-VA C/eh-Xelo\ C ole c I N-V-Xelehi T| |
droEre2|lscaffold 4784:5454224— ’EATTGAGCCCATTAACGATGCCTCETCETCEGCAGTTTGGTCETCEATTGGTAAGTI— GTGTTTCTCAATACCT/NE-EHanA e — - B o - — - —— — - A A A A T C R - B --—-—-—-—--AlfacclEcTaTGc- -B&8 - - - - - TATj{TCC8AAAT/NEIS C/II NI NN Nile T/F\n VNelele T:NeITeh-NeE-VA C[eh:XeIo\ C ole c I GLXelehi T|
5454387 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:6486646-6486808
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:6486646-6486808
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_299.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:6249863-6250044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:4565549-4565709
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004540:1253970-1254133
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:9011616-9011774
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_50:194799-194959
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:8046861-8047019
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396541:202797-202953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302474:393568-393727
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453833:771925-772079
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491268:95259-95416
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779204:236111-236267
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:10526966-10527127
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414445:120146-120306
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409524:68755-68909
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:8592817-8592980
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:8382351-8382514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:871693-871856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:3320417-3320577
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:5454224-5454387
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Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH16046-in]; CDS [Dgri\GH16046-cds]; CDS [Dgri\GH16046-cds]
Repeatable elements
|Name HClass “Family H Strand‘
| (TA)nH Simple repe at“ Sirnple_repeat“+ ‘
Sense Strand Reads
hide 3p reads H show mid mismatch reads‘
M041
V109
AGAATGCGATGTTGTATGAGAATCATCGCTGTTCGCTGGAGCATATTCGGGTAAGGTGTACCAAATCTTAATTCCATATTTCTTTATAATCTATATGTATATATATATATATATTGTCTGGAT TCGGTGCACCTACAGAGTAAGGCGCGCAACGATGAATCCGGTTCAGAGGATAGTGTGGATGAGCG female
Read # Hit Total body male
dek ok ke ok ok ok ke ok ok ke ke ok ko ke sk ke ok ek ek ke ok ok ( (L (OO (e e e e e e e e e e COCCC COCCCCCC eI ) ) o)) ) ) o)) ))))) ) ) ) ) . Sk kkkkkkkokkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkx**x*x* gjze Mismatch Count Norm Total body
.................................................................................................................... TCTGGATTCGGTGCACCTACAG « « ¢ e v e ee e te et et et e e ta e eieeaaeeneenneenae 22 0 1 19.0019 19 0
.................................................................................................................... TCTGGATTCGGTGCACCTACA . ¢« e ettt et e e eee e ee e eaeeaeeneenaeeneenaeeneenaea 2l 0 1 6.00 6 5 1
............... AT GAGAATCATCGCTGTT ¢ &+ e v e et e ettt te et e e e et e e e e e et et e e e et e e ettt e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e, 180 1 1.00 1 1 0
...................................................................................................................... TGGATTCGGTGCACCTACAG . - « ¢ e e ee e ee e et tneeeaeeneenaeenaenaeennenaeenaes 20 0 1 1.00 1 1 0
............. el eFXe). NN o N o] o} T 1P : N 1 1.00 1 1 0
.................................................................................................................... TCTGGATTCGGTGCACCTACAGH. . .. oo i i i i i i e iie e 231 1 1.00 1 1 0
.................................................................................................................... TCTGGATTCGGTGCACCTAC . + v vt ettt e e et eee e et ee e iaeeieiaeneenaeenae 20 0 1 1.00 1 0 1
Anti-sense strand reads
V109
TCTTACGCTACAACATACTCTTAGTAGCGACAAGCGACCTCGTATAAGCCCATTCCACATGGTTTAGAAT TAAGGTATAAAGAAATATTAGATATACATATATATATATATATAACAGACCTAAGCCACGTGGATGTCTCATTCCGCGCGTTGCTACTTAGGCCAAGTCTCCTATCACACCTACTCGC
Read # Hit Total male
de sk e sk e ke ke ke ke ke ke ke ok ek ok ek e ke ok ek ek ek ek ek ek ek ko (L (OO (e e e e e COCCC OO D) o)D) ))))))))))) . kkkkkkkkkkkkkkkkkhkkkkkkkhkkkkkkkkkkkkkkkk****k*k**** size Mismatch Count Norm Total body
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 15110:4765428- dgr 291 ||[AGAATGCGATGTTGTATGAGAATCATCGCTGTTCGCTGGAGCATATTCGGGTAAG-—-———-— GTGT--——-—=———————————————- ACCAAA-TC--—-TTAA--TT-—-———-——-— CCATATT-T———————————————————m——m o T T T — —— = = —mm —m o oo ATAATCT----ATATGTATATATATATATATATTGICTG=GAT-——————————--—--——=- TC-——-—-- GG-TGCACCTACAGAGTAAGGCGCGCAACGATGAATCCGGTTCAGAGGATAGTGTGGATGAGCG
4765615 +
drovir3|scaffold 13049:8992972- dvi 19091|AGAATGCHATCETMTATGAGAABCATCGCTCETCGCTGGAGCARATIN G GTldAG—-—-—--- T TG 2 e e - —— - -E- - GTGH- - - - - - B B-ee-e-----------——————————————— A C CR R e e - B - ——————— AT Tl TTCEEEEA ATATTTAT TAARGGARACEA CEACT G TEANTINNA TN -Nelelolelole T-VNSIS A C eFNGilelelele » e GlelNeler\CT:NE C el T[N del Nelole]
8993135 +
droMoj3|lscaffold 6680:6351449- acanrEccEaTcETiTATGAGAASCATCGCTGETColTGGAGCAATRCGI cTAlgG—-—-—--- TCleAAAAAGGCAGAATATCGTAAT TANA T NI R A i - — i — — e - - e - = — — e e e B~ — — -~ it — o — = == === == == == =———— B------- TTRUIAT TSehiG I NelNA CINA o C/SJelFNA T XlelNGIle T ele il Gl Neler\CENE C el CehN¥el Nelote]
6351604 =
droWil2|lscf2 1100000004511:6462404- AlaarccaTcrldraTcacaaTcaTceeTegrcdeTceacecaaTTCGeeTAAGI NSNS XT BTN - By - B B - ———————- - - a A - - e - — - R T T T TCAACH e e - —— - - — - ———— B NAATAREEA A CGATGATCGAT Tttt - thyechTidiacAINdr AcelfscGecancGaTGAlgTCliGERTCldcARcATAGEG TR GATGAGCG
6462569 -
EEE |IXR_group6:7782070-7782235 | |acaarccfdarcit@iraTcacaarcarcofircirclcrecaccararfdecicTanc-------- A T - i cr e - - ————-———- ccahf-@----——-- - S C 2 ————-———-—-—e—- e —--e-_ -~ - ——————————————————------——-FaGCcATAREEEA ATACTGATCAATCTTRC TAA TR T TGT TIINSNIAA CINNEIelsc A e VNS SN Chlslslelel cifel il N SNk dehi TN Yer-Nelele]
ldroPer2|lscaffold 27:673339-673504 +| |lacaaTccEarc@r@raTrcacaarcarceliredrcicrecaccarardeclicTaac-------- T CC A T A —————-F--GTCE- - - - ccafe-fg-—--—- - S C 2 T - - -------—-------—------———-- - -FAGCATAREEEA ATACTGATCAATCT TRCTAATRIT TGT TR G eIA CINNelelslc A S [N NSNS A CIIslelele Clls GletC /S N T Nel et clI N yerNelele|
droAna3|scaffold 13337:14792681- acaATGCEATCETETAMcAGAAScATCGCTGTTCHC TR GAlicAldATBcGGeTARG-------- A C T e AN - B R B T T - —————-——-— - — - — - - R e — - — - T R e - B - — - ——————————————————— - - BrTliTcAREEEA TTCCTCATTAAAATGRCTHTCEC T T TP NG NEIA CINNelele T[ole 2 [N A ClI NGNS rlele cife cleh\ [ CINEl el iele) Nel-Nelele]
14792838 +
droBipl|scf7180000396390:285643- acanrdccEaTcETETATGARNAASCATCCHTGTTCHCTGGARCAATECGGGTARN- - —-—--- TTC]
285802 +
droKik1|scf7180000302486:2460186- acarEccEaTcErEracacarEcaTcGeTCETCcTeGAGCAlAT T GGG TEAG- - - - - - - -
2460382 +
droFicl|lsc£7180000453807:1022102-
1022167 +
droElel|[scf7180000490564:660262- AGAARGCEATCETGTARGAGAABCATCGCTGTTCGCTGGAGCATATTINGGGTEAG--—-——-—
660350 +
droRhol|scf7180000776514:61802- acanrccaTcETETABGAGAASCATCGCTGETCGCTGGAGCATAT TINGGGTIEAGIIINEY- - - R
61878 +
droBialllscf7180000302428:7904001- acanrdccEaTcEreTacacarEcaTccTcErccTeeaccadaT i GeeTlEAG- - - - - - - - TCTG
7904129 -
GroTari[sef1180000415260 166472~ BT G T A = == =T I IS = e B I A TG b = 0o CEomIgoRcA SR A 00CR GO oA TaR BT C0GaRT CAGAROATAGROTGOATGRGCS
166582 -
droEugl|lsc£7180000409711:1719319- AGAATGCEATGETHTAMGAGAATCATCGYTGTCldcTldcAlcABAT T\ GGeTEAG- - —-—--- BreTh)---—-----—--—- - ———- - —— BT A - - cheeNe-8- - - - - - - - - g ——————— . ——-——..C..—(—_.—— ——- - —— - - ——————————————————————— - _BAGCATACTCCATTACTCCTTAATCTTTATAAT TIT TG T T{iGINEINA CINNEee TN NNTNCINE T ele ~ [fel TSN T/ INE Cllilele VNI Nelele
1719489 +
|dm3 lchr31:9862373-9862595 + | |acaaTccfdarcirEiraScacandealcccTclirclerecalicaliaTTRcceTEA CIITNEIY - - - - - - - - - - - ——-—————-———- ---—--B--GTcAlNAGGGATCRREEEE - GAIACTCATTTACAGT TCTGGACT TTACTATAT TGT TAAT T TCC ol - TCATATCTTGAAATRAAGCT TN A TAA T TA R TIT - - - — - - — - - - - —— - —— - — [T - - - - Ic-hiiciiTACAGANEAaGecBicceanceaTeanTCcceeRTcEeAlicaTAGEGTGEATGAGC |
ldrosim2|31:9621949-9622189 + lasi_21166|acanTccEarc@r@ralcacan§cafcccTcrcerecaficABATTRG GG TEA NN - - - i - ———————-—----------- - - - - - -B--GTCAIIINNGGGATAREEEEEEE. — TAIACTCATTTACAGGTCTGGACT TTCCCAGAT TGT TAAT T TCC Til- BT T TATAAAATAAGAC TATCTAATCTTGAAAGAAAGCT TiRNNATAAT TC U TIT - - — - — - - — - — - — - —— —— - — - - T - - B------ F¥iGc- TifechirEcacAEA A GGCBcGCAACGATGARTCCGGRTCBGARGATAGTGTGGATGAGC|
droSec2|scaffold 0:2094778-2095018 aGAATGCEATCETETARGAGAASCAcGcTGTClcTGeARcAMAT TRGGGTIEA G- — - D - ———————————————————-~- - — - - -F- - GTCAIINAGGGATAREEEEEEE. — TACACTCATTTACAGGACTGGACTTTCCCAGATTGTTAATTTCCT{li-BETTTATAAAATAAGACEEEEEEEEEEE TATCTAATCTTGAAAGAAAGCT THUNNATAAT TARTIT - - — - — - - - - — - — - —— —— - — - [T - - EE B------ LNiG- ThiNeiTlEcAGAYer AGGCcGCAACGATGARTCCGEATClEGANGATAGGTGGATGAGCG

droYak3|3L:9837719-9837894 +

[Felc-ThptgNitlacacai¥er accldcceanceaTearTcGGTClGAlGATAG TG TGATGARCG

droEreZ|scaffold 4784:9852110-

9852171 +

——————— - ThpeciTiEcAGAINEA AGGCBCGCARCGATGAATCCGETClEGANGATAGTGTGGATGAGCG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:4765428-4765615
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:4765428-4765615
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_291.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:8992972-8993135
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_19091.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:6351449-6351604
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:6462404-6462569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:7782070-7782235
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_27:673339-673504
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:14792681-14792838
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396390:285643-285802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302486:2460186-2460382
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453807:1022102-1022167
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490564:660262-660350
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776514:61802-61878
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:7904001-7904129
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415269:166472-166582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:1719319-1719489
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:9862373-9862595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:9621949-9622189
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_21166.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:2094778-2095018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:9837719-9837894
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:9852110-9852171
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dgr 388 |scaffold 15126:1982631-1982694 - | confident-exception | Canonical miRNA ||intron
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Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
m —
- = " S5 ¢040E WD » oo » o »
o u — E aens & aEb am B L 1] L L
- "~ 3
© \ B o
0 5 c
o o — © 5
) o D o - =
] [ C 5 ]
— _% [ %
™ O
E ) — w0
o ooy ™ c
H L o To Wiy Q
o © 5
o = —
cc
— — J
m = o - % - .
o - I E" ] ¢
]
| | I | - Qﬁx a .
; b o - *® .
1882750 1882700 1982650 1882600 o | | I | N | .
. - &
Genomic Position 20 o1 o9 09 & | | I I
Size Condition 1982750 1982700 1982650 1982600
Genomic Position
Hairpin partition - Sense - Antisense Mature -# Star
Hairpin partition Mature = Star
Show Alternate Folds
Flybase annnotation
intron [Dgri\GH13340-in]; CDS [Dgri\GH13340-cds]; CDS [Dgri\GH13340-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M041
TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAAGCGGTGAGTAGAAGGAGCGGCAGATCAATAGATCTAGACCAATGATTCCCCCCTCTCTTCTACACAGGTACGCAACATGATGCGCAAGTCTCAGCATTACACACGTACCACAAGCTG female
Read # Hit |Total body
e L L L R T T T P, )N - ) I D)) e D)) e Kk kK Kk KKK KKK KKKk KKKk Xk kk Xk k¥ **** Sjze Mismatch Count Norm Total
............................................................................................ TTCCCCCCTCTCTTCTACACAGH. -« oot e e e e e 231 1 3.00 3 3
........................................................................................... ATTCCCCCCTCTCTTCTACA . « e v et e et eeee e e e eae e taeneeaenenaeaenenaenenneaes 20 0 1 2.00 2 2
........................................................................................... ATTCCCCCCTCTCTTCTACACAG . « + e e et te ettt te et e e et teee e eneiaeneneeae. 23 0 1 2.00 2 2
........................................................................................... ATTCCCCCCTCTCTTCTACACA . « « et e et teea e e e eae e ta e eteeneneeaenenaenenneaes 22 0 1 2.00 2 2
........................................................................................... ATTCCCCCCTCTCTTCTACACAGH . « ¢ vttt ettt et et ittt ee e eeeea e 241 1 2.00 2 2
............................................................................................ TTCCCCCCTCTCTTCTACACA . « v vt ettt e et et e e eee e eeeaenaeaeneeaeaeneeas 2l 0 1 1.00 1 1
............................................................................................ TTCCCCCCTCTCTTCTACAC . & e v et et et e eee e e e e aeneeaenenaeaenennenenneaas 20 0 1 1.00 1 1
.................................................. GTGAGTAGARGGAGCGGCAG . & ¢ v vt ettt e e ettt et et et e et e e e e ettt e e e e e e e et et e et e e et e e et 2000 1 1.00 1 1
............................................................................................. TCCCCCCTCTCTTCTACACAGH . - - oottt e i i i e i e e e 22 1 1 1.00 1 1
Anti-sense strand reads
AACGTCTTAGCACTCCTCGTGCTAGCTTAACGCGCAGAAACCTGTTTCGCCACTCATCTTCCTCGCCGTCTAGT TATCTAGATCTGGT TACTAAGGGGGGAGAGAAGATGTGTCCATGCGTTGTACTACGCGTTCAGAGTCGTAATGTGTGCATGGTGTTCGAC
Read # Hit |Total
g I I T N N O O O O ))))) D)) )) i ))) e Kkkkhkkkhkkkhkhkkhhkhhhkhkhkhkkkhkkkk*k*k*** size Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|lscaffold 15126:1982581- dgr 388|ITTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAAGCGETGAGT-AGAAGG-~~~~—~—-—-A-—-—-—-GCGGCAGATCAATAGAT---CT----—-- AGACCA-ATG--—-———————————- ATTCCC—=—CCCTCm— === == — = — = — = — o TCTTCTACACAGGTACGCAACATGATGCGCAAGTCTCAGCATTACACACGTACCACAA--—G——————— CTG-—-—————————————
1982744 -
drovir3|scaffold 12963:15870340- TTGCAGAATCGRGAGGAGCACGATCGAATTGCGCGTCTTGGACAAAGCG
15870497 +
droMoj3|scaffold 6500:18874475- TTGCAGAATCGRGAGGAGCARGATCGAATTGCGCGTCTTTGGACAAAGC GEEL
18874631 +
droWil2|lscf2 1100000004516:3647030- TTGCARRATCGTGAINGAGCANGATCGAATTGCGCGTCTTTGGACARAACLCET ACE oA TGAATATATATATGTEUA-—---—-EE- - CTTATAT--|ATGTRTATACAAT TTAA S T — - — - G - — T T C T T GATGIATT TN AN VT NdST Nilelele T/:V-Ne /ol G G/elNi NI -NeI:\ EhU-NCICI-XCF- Ve A 2. C A T/SiNeCAACAACCACAGCAR
3647218 +
dp5 l4_groupa:2969460-2969630 - || |TTecacAATCElGAGAGCACGATCGARTTGCGCGTCT@TGGACARAGCC NN O L — CTCCTGAATAECGTTHAA----—--FE8- - GATTTCC- - T T TR T CACT AT AR T A e R - — — — — T G - — oo oo e o o e T T/ B SNAGG TACGCAACATGATGCGIAAGTHTERGC AN A CcACificTACCACAA - - - [XIIS NNV i - - - - - |
droPer2|lscaffold 10:1984484-1984654 TTGCAGAATCGRGAINGAGCACGATCGAATTGCGCGTCT/MTGGACAAAGCCEI NG Lo CTCCTGAATAECGTTIAA---- - B - GATTTCC- - AT T TR TIiCACTATAA T A S C - — - — — B — G - — ST ENAGC TACGCAACATGATGCCHAAG TR TG CAN A CACkficTACCACAA - - - (XIS VRN TG - - - — - —————————
droAna3|lscaffold 12916:14616914- TTGCARRATRGRGARGARcAcGATGAATTGCGCGTCTMTGGACAA AN GETLNAC =L EY MNwverg-—-- - -
14617087 -
droBipl|scf7180000396572:2365045- TTGCAAATINGGARGAcAcGaTCGAATTGCGCGTCTTGGACAA ARG T RCT=E ARG TTEATCATEAD AGIATCCTAT -l - - B - - - —TTal- - EEEEEE T2 T — - —— - R T — — — — - - VR A T T ALYICAGGTACGCAACATGATGCGIAAG T i T/deirl\alic TACCACAA - - - [XIIS NI CTG- - - - - - - -
2365215 +
droKikl|sc£7180000302472:2551454~- TTGCAAATCGGAGGAGCANGATCGAATTGCGCGTCTMTGGACAAAGCG CT---- -ACTHAGATATAATAINITINNCCAGATGC-CREEEEE INE - - - cal)- - EEEEEE. T2 R T — - — - — T - — — — — e T BTl — LN NN T C T ACAGGTACGCAACATGATGCGHAAGERNEG CRTelA CANG TACCACA A NS VNN C TRy - - — - ——————————
2551629 +
droFicl|lscf7180000454111:191768— TTGCAGAATCGEGAGGARCANGATCGAATTGCGCGTCTETGGACAANNACETLEY ¥¥\crg-—- - -
191931 -
droElel|scf7180000490971:100941- TTGCAGAATCGEGAGGANCANGATCGAATTGCGCGTCTTTGGACAAANC GO N ERTLe
101110 +
droRhol|lscf7180000780122:14387- TTGCAGAATCGTGAGGARCANGATCGAATTGCGCGTCTMTGGACAAANCG ccc--- TCCAEAGTTAT--C---TIT--AGCARE- - AATTGTT - -[NA TECEGI- EEEEEEE CRE R A T - — - — - BT A S - — - e T Tty — - - Thir TXeANANA GG TACGCAACATGATGCGAARNTHTIlEGCATelA CAllGTACCACAA - - - [XJIT¥N¥ c TG - - - — - - -
14558 +
droBialllscf7180000302422:2356985- TTGCAGAATCGRGAGGAGCANGATCGAATTGCGCGTCTMTGGACARALCG clc--- CACAEAATTAC--T---TINY- -AGCTGC-CRERIGTTT - - GT TLGFUNEC T C R - - — TR — — — - Bk -\ - — - Tl Il eC AGG TACGCAACATGATGCGHAAGTCECEGCATEACAlGTACCACAR - — - (NI V¥V CTG- - - - - - - - - - ———
2357155 +
droTakl|lscf7180000415385:218637— TTGCAGAATCGRGAGGAGCANGATCGAATTGCGCGTCTMTGGACAAANCCETLNE CTCAEAAATAA--T---TTT--AGCCGC-CREEIAAAT - -[YaATEGEY- - EEEEEE T R G———— B CE - - — - - E R b iTel- - —JE VN B el XelelCleCAGG TACGCAACATGATGCGHAAGTIReCEccATeMAAccTACCACAA - - - [XIAT ¥ CTG- - - — - - - —-
218808 -
droEugl|lscf7180000409554:3785374- TTGCAGAATCGRGAGGAGCANGATCGAATTGCGCGTCTTTGGACAAALNAG AC--- CAAREAGTCTT- /- - - AN - - Al AR - AR A G- — - — - [N - — = — — — CCATATAATTATGCCCATCCTTREECGAT - TACTCATT /NI NI VNI NI Nilelele TIV-Neli Gl T Gl C G TI A el Neloh NG N 1, C C G A 2 2 2 S e
3785548 -
|dm3 lchr2r:10766074-10766240 - | |TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTRITGGACAAANNG TET--- CGCTEGGAAARESGAGHALNACH ALY IR ) N —— - B B T R R — — — — T G T G T - SRR EPIAGG TACGCAACATGATGCGIAAGTITHECC ANTEIeC ANGTACCACAA - - XN NN NACT G-~~~ —————————— - |
ldrosimz|l21:10442194-10442360 - | |[TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAANAGETCAN (T TGCTHGGAAAECEGAGHAINCI A | —— T F- BT a2 e T — — — — T C T GO BEReE TRERICAGGTACGCAACATGATGCGIAAG THEREGC AT EC ARG TACCACEA - - - (XIS NNNAC TG -~ ————————————— |
droSec2|lscaffold 3:6184588-6184754 TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAALNAG Tlec--- TGCTHAGAAAECHGAGHAINACIAINCEEE Al - - —-B- - BT AT o T G - — - — - BT C T e R TR IC AGG TACGCAACATGATGCGIAAG THYeREGCA T/ e c AlNGTACCACEA - - - (XIS V¥V CTG- - - - - - - - - - ———
droYak3|ZL:7171321-7171487 - TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAAGLHGET TleC--- TCCTEAGAAAACEGAGCRINICCAINCEEET A REEEEE - - - B - B an T R o G - - — - — T G T Sl B TR B RNAGG TACGCAACATGAT GCGIAAG THISIEGCAT/EA CAGTACCACAA - - - [XIIG NIV CTG- - - - - - -
droEre2|scaffold 4929:14664786- TTGCAGAATCGTGAGGAGCACGATCGAATTGCGCGTCTTTGGACAAAINAGEHY Tlec--- CACTEAGGAAACHGAGHGINACCAINCEEET A EEEEE - — - TCRTGTGCAA TR C R T G - — - — BT G T Gl O et E e e B TEEEBNAGG TACGCAACATGATGCGIAAG THYeRREGCATECACANGTACCACAA - — - XIS NIV CTG- - - - - - - - ———————
14664957 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:1982581-1982744
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:1982581-1982744
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_388.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:15870340-15870497
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:18874475-18874631
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004516:3647030-3647218
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:2969460-2969630
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:1984484-1984654
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:14616914-14617087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:2365045-2365215
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302472:2551454-2551629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454111:191768-191931
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490971:100941-101110
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780122:14387-14558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2356985-2357155
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415385:218637-218808
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:3785374-3785548
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:10766074-10766240
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:10442194-10442360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:6184588-6184754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:7171321-7171487
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:14664786-14664957

ID: Coordinate:

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dgr 357 |scaffold 15112:1887940-1888004 - || confident-exception | Mirtron |intron

PSR el Eigmis match in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity

Conservation
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1888050 1888000 1887950 1887300 o I | | \qf\Q \q}g -
. . 4 QP
Genomic Position 20 o1 20 ¢ | | I I
Size Condition 1888050 1888000 1887950 1887900
Genomic Position
Hairpin partition - Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH22773-in]; CDS [Dgri\GH22773-cds]; CDS [Dgri\GH22773-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch readsH
M041
V109
GCCCTGTACAATCGCCAAGGGCAGCTGGTGCAGCGCATCATCCTATCCGGGTAATATATAGAGGGATTAAGCACACCATAAACAAGAAATGTGTTTAAGCTTATGTATATTTCAGTTTGTGTTCGGGTTTTGCCTGGGATGCGGATGGGGAACTCTTGGGCATCA female
Read # Hit Total body male
Kkhkkkkkkkhkhkhkhhhhhhkkkkhhhkkkkhhhhkkkrkrhrkkrkrx (OO CCC - (OO e e e 1))INNDDD L)) L)))))))) L kkkkkkkkkkkkkkhkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total body
............................................................................................. TTTAAGCTTATGTATATTTCAG . ¢ ¢ v v e e et e et e e e et e e e e ettt 22 0 1 16.00 16 11 5
.............................................................................................. TTAAGCTTATGTATATTTCAG . « v v e v e e e et e e eeeeeeeeeeananeeeeennneeesennaneaaaa 2l 0 1 4.00 4 4 0
.............................................................................................. TTAAGC T TATGTATATTTCAGT « ¢ ¢ e v e e ettt et e e ettt e ae e teeieaaaeeeeaaaneeea. 22 0 1 2.00 2 0 2
.............................................................................................. TTAAGCTTATGTATATTTCA . &« v e et e e e et e e ee e eeeeesaeanaeeeeeaanneeeennaneeaaaa 20 0 1 1.00 1 1 0
............................................................................................. TTTAAGCTTATGTATATTTCA . « v v v e e oot e e eeeeeeeeseaaneeeeeaanneeeeaanneeennaas 2l 0 1 1.00 1 1 0
Anti-sense strand reads
M041
CGGGACATGTTAGCGGTTCCCGTCGACCACGTCGCGTAGTAGGATAGGCCCATTATATATCTCCCTAATTCGTGTGGTATTTGTTCTTTACACAAATTCGAATACATATAAAGTCAAACACAAGCCCAAAACGGACCCTACGCCTACCCCTTGAGAACCCGTAGT female
Read # Hit |Total body
Kkhkkkkkkkhkhkhkhhhhhhkkkhhhhkkkhhhhhkkkrkrhrkrrrrx (OO CCC - (OO0 e e e e 1))INDNDDD L)) L)D)))))) L. kkkkkkkkkkkkhkkhkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate iD Alignment
droGri2|lscaffold 15112:1887890- dgr_357||GCCCTGTACAATCGCCAAGGGCAGCTGGTGCAGCGCATCATCCTATCCGGGTAATATATA--GAGGGATTAAGCACACCATAAA--——CAA-—-———— GAAAT--—--—-————- G--T-————====————- GITTAAGCTTATGTATATTTCAGTTTGTGTTCGGGTTTTGCCTGGGATGCGGATGGGGAACTCTTGGGCATCA
1888054 -
drovir3|scaffold 12875:4364455- cclgreracaarceecaldecldcallctiicTecaceeeATATIMTEC CGGGTAATET ARG
4364609 +
droMoj3|scaffold 6496:13202285- GCRCTIITACAATCGCCAAGGCAGCTGGTGCAGCGCTCA T T ABCCGGGT AR SA TeA - — A et T (C1SE 5 7% JeF.\ 7 i
13202436 +
droWil2|lscf2 1100000004514:1352878- €A TNIA TEVNIIE T[S NG efe T(e)\~ A ldelelii C/SFNElelele C il TNl A Sl T G/SelelelelAG G Cj¥NA TREIT CC - - - - - - — - — -[JNAS T AR\ T CEEEEICV
1353038 -
ldps |3:6564711-6564874 - | lccElrcracaaTceccalgecficallcreerecaceceatiaTccTRECRGGeTAAEAIINE - - |

|droper2|scaffold 2:6785522-6785685 || lccElrcracaaTceccalgeclcallereerecaceceatiaTccTRECGGeTAAEAIINE - -

droAna3|lscaffold 13266:9899819- cclgcTeTacanccecalgceecaceTeeTcealccecaTiaTceTeCGGo TR T(elee - —FXeky
9899973 +

droBipl|lscf7180000396427:1042771- GCRTGTACAABICGCCAGGGCAGCTGGTGCAGCGCATHATCCTRECGGC T A Tlelee - —IXeky
1042926 +

droKikl|lscf7180000302471:1643431- GCcCcCTGTARAABCGCCAGGGCAGCTGGTGCAGCGCATCATHC THeCGGcTANEE T(ele - -INie
1643586 -

droFicl|lscf7180000454039:669937~ GCCHTGTACAATCGCCAGGGCAGCTGGTGCAGCGCATCATINCTTCRGGG Tl TATA - -
670088 -

droElel|scf7180000491201:1828879- GCCCTGTACAASCGHCAlGGGCAGCTGGTGCAGCGCATCATICTTClcGGTHASA Tl - - (X 2
1829035 -

droRhol|lscf7180000780066:262399- GCCCTGTACAATCGCCAEGGGCAGCTGGTGCAGCGCATCATIAC TTCRAGGGTAA/EAlA/EA - -l GTCTAGEE G R cprfg---------- -TcGCcgccaREAATAA RS- - —-IN-—-—- AcThicGTClicNEcclicieiltelelele A iliclee A ideleeic c AgdNcgecldNc Tiic Clic/HeetiTI
262551 +

droBial|scf7180000302143:2871480- GCRCTGTACAASCGCCAlSGECAGCTGGTGCAGCGCATCATHCTTCRGGGTlEA eeln /g - - GiTCCCEEE ALV clynem-------- TATTR-EECACEETTCATRE- - - - I\~ - - - —GilehiTC Tjic C[NEA CliciVeiNeelele ATl C/SSNe e C C A A [SR\CIHECIAC TilA CINElle s Uely
2871631 -

droTakl|scf7180000415910:126969- GCcCcCTGTACAATCGECAldGEcAGCTGGTGCAGCGCATCATIICTTCRGGGTAA ST AINE - - LYY GGTCCCTRCALV R cerng---------- -TGcCcTACTREAATTARM- — - /Y- ———- TcchiiciiTcacTiNEAClci¥ecileedeific/deiledac cAnScHeCaNCEilG Cileldes ey
127123 +

droEugl|lscf7180000409474:2575308~- cecyreTacaarcolgcacailcal®irceircecacecearcatiietrcicceTAn T AlRA - -INE R ey - - -pnfg------- - — — ATTATGAACAGTREIAATAARM- — - —[\--—-— TcleiciicchicNEichia iNeltidelele » iliiCele TiNelelerXiC A A AGele C /A T Tl A ClYElelelel NI
2575460 +

am3 llchr2r:15378968-15379130 - || lecccreracaaTcellcalgecicallcreerecacecearcatiieTr cliccGTEARETATE- - ATCTCRRTICGTAATRE- - - - -AARTGARATAATGACCAGTREAATGGRE- - - -IY- - - - -[NiclicliT clicENecclyeie cifeaeeaiCiESISiNeleler\c c A A A G e T/ C /il G Clielele NIy |

ldrosim2|2r:16030244-16030406 - |
droSec2flscaffold 1:12897515-12897677

lecccreracaaTcogcagecicallcreerecacecearcatieTirclicccTEARErATE- -
ceccyrcTacaarcelgcagcadcallcreeTocapjcccarcatiie TiTclicee TEASTAT/E - -

AT PR TGTAAT - - - - - AARTGARATAATGACCAGTRRAATGGRR - - |- - - - -[NiccclinilicINE ccileeiie e i s decca g c e rig e cldae e

ATCCCRRRRRITGTAATRY ——— - AARTGARATAATGACCAGTREAATGGRE- - - - -[NichriircacXecCHEHEI CEEANCESRIEEEC c AT LSRG CHIEE IR

droYak3|ZR:13796718-13796873 +

ceceeTeTacAATCGlgcAldccldcallcTeeTeeaceeeaTcaTIcTlETClgcco e e rAA - -

droEre2flscaffold 4845:9577881-
9578036 -

GceceTGTACAATCGEcAldccldcalcTeeTeecaceeeaTcATIcTHTClgcGaTlEA 8T AINE - -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:1887890-1888054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:1887890-1888054
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_357.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:4364455-4364609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:13202285-13202436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:1352878-1353038
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:6564711-6564874
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:6785522-6785685
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:9899819-9899973
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:1042771-1042926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:1643431-1643586
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454039:669937-670088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:1828879-1829035
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780066:262399-262551
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:2871480-2871631
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415910:126969-127123
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:2575308-2575460
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:15378968-15379130
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:16030244-16030406
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:12897515-12897677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:13796718-13796873
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:9577881-9578036

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dgr 137 |scaffold 14846:172260-172323 - |confident-exception|| Mirtron | antisense_to_3pUTR

PSR v Tigmis match in alignment] _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
Te) —
o —-— - 4 8eanes & s & * 708 D EEE 80
« " 28 0 son®w » 0@ *HBEE DB &0
D
Q o =
- 3
w2 o 2 - c
O ks o
] @ =
v c s ©
o o © c
—_ O - = =
5 g o = £ "
= o
— =
© c
-
o
r o = 0
o . .
o — I I ::"‘l 1
] 5 :
I | | » » 5
172350 172300 172250 I I I @ a° .
: . & G4
Genomic Position 03 o4 o5 ¢ W I I I
Size Condition 172350 172300 172250
Genomic Position
Hairpin partition - Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
Antisense to utr3 [utr3_plus 5924]; intron [Dgri\GH19675-in]; CDS [Dgri\GH19675-cds]; CDS [Dgri\GH19675-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
V109
CAGCCCATTCAGGTCTTTGTCCAGCCATCCGATAATGAACTGGTGCCCAGGTGAGTCATCAACATCCTTTTGACTGCTCCAAAAGCTTTACTCAGCGATCTTTTTGGCTTACAGACGCGGAACTGGCAGCAATCTGCCCATGGCAATGAAGTACCGTACGCTGA female
Read # Hit |Total body male
Kk okkk ek ok ok ok ok ok ke kok ke k ok ke ko ke dek ok ke k ke k ok ((((((( (.. ( (o (CCC(eennn.. (((C..... DD I 1) 2))) ) ) au)))))))) . ckEkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkk*k*k** 5jze Mismatch Count Norm Total body
............................................................................................ CAGCGATCTTTTTGGCTTACR . « e e e e ettt et e e et e e et e e ta e iaeiaeaennenaaa 2l 0 1 10.00 10 8 2
............................................................................................ CAGCGATCTTTTTGGCTTACAG . - « ¢ e e e ettt e e eaeeeeneaaeeaeaneeaeaaeenenaeea 22 0 1 10.00 10 7 3
............................................................................................. AGCGATCTTTTTGGCTTACAGH . -« o vttt e e e e et e e e e 221 1 5.00 5 4 1
........................................................................................ TACTCAGCGATCTTTTTGGCTTACA . « e e v e et et ee e et et e eieeaenaenaenaenaenaenaenaeea 25 0 1 1.00 1 0 1
............................................................................................ CAGCGATCTTTTTGGCTTACAGHAA . . . . . ittt ittt ittt it ittt e e 25 3 1 1.00 1 0 1
............................................................................................ CAGCGATCTTTTTGGCTTACAGH. .« ot ittt i i et i e et i e e e e 23 1 1 1.00 1 1 0
Anti-sense strand reads
GTCGGGTAAGTCCAGAAACAGGTCGGTAGGCTATTACTTGACCACGGGTCCACTCAGTAGTTGTAGGAAAACTGACGAGGT TTTCGAAATGAGTCGCTAGAAAAACCGAATGTCTGCGCCTTGACCGTCGTTAGACGGGTACCGTTACT TCATGGCATGCGACT
Read # Hit |Total
ek ok ke k ok ok ok ok ok ke ko ke k ok ke ko ke ke k ke k ok ((((((( (.. (Co (CCC(e ... (C(C..... ))) e 1) 2))) ) ) o)) )))))) . kEkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 14846:172210-172373 |ldgr 137 [[CAGCCCATTCAGGTCTTTGTCCAGCCATCCGATAATGAACTGGTGCCCAGGTGAGTCATCAACATCCTTT-T--—-GACTGCT--C———=-—=————-———- CA--—--A-AAG-CTTTACTCAG-—------ C-GATCTTT-TTGG-C-T--TACAGACGCGGAACTGGCAGCAATCTGCCCATGGCAATGAAGTACCGTACGCTGA
drovir3|lscaffold 13047:18149266— CAGCCCATRCAGGTETTTGTlECAGCCETCCGATAAGACTGGTGCCCAGG T NEGT Cll iy N - - — X T Cel - - [FNNXT Vel - - - el -[Xen - fniy- B\ T R i Tel- - — -\ - XS\ - BTk~ T - - TfCAGACGCGGAACTGGCAGCAATCTGCCCATGGCIATGAAITACCGTACGCTGA
18149430 -
droMoj3|lscaffold 6540:13580336- CAGCCCATECAGGTETTTGT/ECAGCCHTCCGATAASGAACTGGTGCCCAGGTINEGT C A A T Clele|T T - T - - - - i CiNe - — - —————-—-—-—-—- BNels- EalY- crfedNa c TiNARETel- - — — -l Th - W T Xe - T -~ TfeNAGACGCGGAACTGGRGCAATCTICCCATGGC/@ATGAAGTACCGTACGCTGA
13580494 +
droWwil2|lscf2 1100000004902:10947651- caflcclrrrcacergrrreTcallccrcldcAlda A TeAC TG TGCCCAGE T R G T C A e T T — T/L.Neleb i~ C i — B~ ——-—-——-—-—---- - -B-Er- A e AN N N (T XTI NG NN el V- T - TACAGACGCGGEACTGGHAGCAATITEACCCATGGCATGAAGTARCGTACHCTGA
10947810 -
ldps |2:13317148-13317308 + | lcacccearTcaceTgrrreTEcacecldrcicaracacTee TR ClAGC TR G T i ———— Ch T e ep ge C ek - - e - - - - - - ——-—---- e - - - -E-Eac- e c TEAE - - — - e N - Wr&e-fi- T - tlecacARciceaaclcccaccaaTcTiecleaTcacfdaTcanc TACACEA ClTGA |
|droPer2|scaffold 0:7133482-7133642 - | lcacccearTcaceTgrrreTEcacecldrcgcaracacTee TR ClAGC TR G T ———— T T e fe (e - - e - - - - - ———------ e - - - -E-eac-elea c T/eA - - — [ I NS T - Wrele-fi- 7 - rlecacAl\ciceaaclcecaccaaTcTiecleaTcecldaTcanc TACCEA CllTGA |
droAna3|lscaffold 12911:2549497- callcccarcaceTlgrTToTicAGC CETCEGATAMSGAACTGGTGCCCAGGTINEAT Cl T T — T - — - e - L - L e ST VNl Te - - (el - — - A - AAl-EAr T TACTHARETE- - - -SSRV T - M Tec-E\-T- —TlecAcACGlgccAACTGGCAGCAATCTHCCCATGGCEATGAAGTACCGEACMC TGA
2549660 +
droBipl|scf7180000396714:556628~- CAGCCCATECAGGTETTTGTCCAGCCHTClEGATAISSGAACTGGTGCCCAGG Ti NN TN T I 1 T - T {ele - i~ — R LY e PV L Jel - - (el - - —[e- A Al @R\ AC TiAlTel- - — ~ [V NN N i - BTl T - TflCAGACGIGGAACTGGCAGCAATCTHCCCATGGCATGAAGTACCGEACIECTGA
556792 -
droKikl|scf7180000302466:582656- CAGCCCATECAGGTETTTGTCCAGCCETCEGAMAATGAACTGGTGCCHAGGTGAGT ClT ey - N L TR TR ele - — - — - —— - —————— B - —-a-anc-ErT Al TR - = L e G £~ T - ~ TCAGECGGGAACTGGCAGCAATCTIICCCATGGC[8ATGAAGTACEGEACHCc TGA
582812 +
droFicl|lscf7180000453912:579374~ callccl@ATTCAGGTETTTGTCCAGCCATCEGAIAAGAACTGGTGCCCAGGTGAGT/CH T R T & The Ry G AT ciYe - - — - — - —————————- Boeile-B-22l- cTTR A C TR - — - [d-[IeLeA TN NN- T C el T- - TR GG\ GGAACTGGCAGCANCTGCCCATGGCATGAAGTACCGACGCTGA
579539 -
droElel|lscf7180000491047:1063949- CAGCCCATTCAGGTETTTGTHCAGCCATCIEGAMAATGAACTGGTGCCCAGG TR T N Y - Th e NN B i I - e — - — - —— - ——————- B - -2-2AaG-crTRENTNAIeTel- - — (- R Na T T i e Th - B TS TR NA GAC GCGGAACTGGCAGCAATCTICCCATGGCMATGAA T AljccldaCGCTGA
1064114 +
droRhol|lscf7180000779202:44797-44961 CAGCCHATTCAGGTETTTGTCCAGCCATCEGAMAATGAACTGGTGCCHAGGTIAGTIN N T - TRELN SRS ThE e - -fee - — - —————————-- e - —--A-Aa-fT T TARTEARENE- - - —fy-{gNalkirer- TG - RiT - - ThicAGEccliccaAcTGGecaGcAATGecccaTeecAATGART AR CldACGC TIIA
droBial|scf7180000302402:2886722- caGcccATcAGGTETTcTCCAGCCATClGAMAATGAACTGGTGCCIR GO TCAC i T - LNt i Tipdel - [ - — - — - —— - ——————- Retele- - AR\nfehleliT Ti\a c TiNAREEN- - — -[e-f-F\aliTler - T T L\ BT ileThNA G\ ccaacTGGcaGeaATCTGCCCATGGClATGAAG TARCCldACGC TGA
2886886 -
droTakl|scf7180000415380:1009153- CAGCCCATMCAGGTETTTGTCCAGCCATCIEGAMAATGAANTGGTGCCCAGG TGN A e Y - Sy b deb rpcle - - - - - — - —— - ——————- Be- - -2a AT T AR TINAIel- - — e[S NA Th /T - T T L\ BTl NA G GEGGAACGGCAGCAATCTGCCCATGGCATGAAGTARCGMACGC TGA
1009320 -
droEugl|lscf7180000409584:433635- CAGCCHATMECAGGTETTTGTCCAGCCATCIGATAASGAACTGGTHC CHAGG TR G Tl T i T T - B - — SR R Tipe - - — - — - —— - ——————- LV ten AlY- clr i TiNAelel- - — - clgNa Tl - T NN- BNl ThNA GG\ cGancTGGAGCAATCTRC CCATGGCATGAAGTACCGACGC TGA
433801 +
am3 lchr3R:10091227-10091395 - | lcaccceatf@cacerigrrfdcTecaceclgrccealraTcARCTGETIC CCAGC TG Tk N ———————T L - TR A b e - e - - - - - —————-—--—- BN~ -[Sa k- T AR TE AR - - - - NelepyTle T - T ThiG - MR TieTiiA ccEccaacTGaljaccAaTC TR cceaTeGCAaTGAR G TARC GEA CHc THA |
ldrosim2|3r:11117040-11117208 + ldsi 30821 |lcaccccatcaceTfgrTEcTccacecreceaaaTeaac e TRCCRGG TRAG T N ——— - TR T ige - - e - - - - - - - - - ———-—- -I\canGEECIATR AN TG T T TR GET GACG TiGIELEI TR - THT Gl T TN a e cleler-V-Xelele /Neler:VAC/shix lelel Nilelele c/Ner-VNel ¥\ r(efe /XS T Sy T/ |
droSec2|lscaffold 0:11948639-11948808 CAGCCCATECAGGTETTEGTCCAGCCETCCCAAATGAACTGGTGCCCAGGTIAG T/ T TEE ek g A I ThEe - —fde - — - —-—————————- -I\canGIECGTRAENA TG T T TR GETGACG THGH TR T TR - ThT Gl T TINEa e cleler:V-Xeliele T/NeleEVAC/shix Slele Nilelele c/NleF NNl ¥\ r(efe /NS T Sy T/
droYak3|3R:16356425-16356593 + CAGCCCATHCAGGTETTEGTCCAGCCATCHGAMAATGAACTGGTICCCAGGTHA G T/ i - e T Cle - -y - — - ————-———————- BaEXele~ - Sr - cTT T AR T/ AR - — - E- Xt Tl T - BT c G- RTileTipA cgNcEccaacTeelaccAATC TRICCRA TGGC@A TGAAGTACCGEACGCTGA
droEre2|l[scaffold 4770:9624433-9624601 CAGCCCATEcAGGTETTEGTCCAGCCATCHGAA ARG AlCTGGTICCCAGGTHA G T/ i T - TEE SR\ A TR e -~ - — - — - —-—-—-—-—-} GCACGHEECATRSENT cGIAT TGEEEEGEAG T CliTjiAIE GINelel - T T GIT TINE G A S Gl NNiele TINEIer-V-Xileli A $fel~ Iielelel CXie)-VNeh -\ 7 [sle n -Xlelehin
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14846:172210-172373
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14846:172210-172373
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_137.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:18149266-18149430
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:13580336-13580494
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:10947651-10947810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:13317148-13317308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:7133482-7133642
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:2549497-2549660
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396714:556628-556792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302466:582656-582812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:579374-579539
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:1063949-1064114
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779202:44797-44961
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:2886722-2886886
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1009153-1009320
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409584:433635-433801
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:10091227-10091395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:11117040-11117208
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_30821.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:11948639-11948808
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:16356425-16356593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:9624433-9624601
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[View on UCSC Genome Browser {Cornell Mirror}]
dgr 61 |scaffold 14906:4606565-4606625 + || candidate | Canonical miRNA || intron esron S enone B ComellM

Legend: mature Star mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH19097-1n]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M041
V109
GTTCTCTAGAGAGAATGCCCAAATTGAAACAATAGGTCGAAAAACTGCTTTCATGTCGAGAACTGATTAGTCGCGTATTTTGT TTGACGACTTTAAAGCTCTCAGCTTGCAACCAGCTTTTGCGGCACACTCCAATTCCTTTAAGCTGCACACACACAATA female
Read # Hit Total male body
R N N (N N N I N N T 1) D)D) et D) )))) )0 ) ) D)) ) ) L)) ) ) L)) ) Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*x* 5ize Mismatch Count Norm Total body
.................................................. TCATGTCGAGAACTGATTAGTCG « « + v vt e e et et et et e e et et et e e et et et e e et e et e e ettt ettt ettt et ettt e 23 0 1 7.00 7 5 2
................................................... CATGTCGAGAACTGATTAGTCG . « & e v e e e e e et et et e e et et et e e e e et et et e e et et et e e ettt e e et te e e eteeaenenaeaenen 22 O 1 3.00 3 0 3
.................................................. TCATGTCGAGAACTGATTAGTC . « e e e et et et e e e e e e et et et e et e e e et et et e e e e e et e e e ettt e e et ettt et et e eaeaeeeeee 22 0 1 2.00 2 1 1
.................................................... ATGTCGAGAACTGATTAGTCG M + « + v e e e e e e et e e e e e e et et e e e e et et e e e e et e e et e e et et e e et e e e eeeaeaeeeaeaaeaeaneaeaaa2l 0 1 2.00 2 2 0
......................................................................................... ACTTTAAAGCTCTCAGCTTGC . + v v v et e e et e teee e et e te e e et eaeeeneaeaenena. 2l 0 1 2.00 2 0 2
.................................................. TCATGTCGAGARCTGATTA . « ¢ et et et et et et et et e e et et e e e e et et e e e et e e e e e et et e et ettt e et ettt e e ea e 190 1 1.00 1 0 1
................................................... CATGTCGAGAACTGATTAGTC « & ¢ e v e e e e e e e e e e e e et et e e e e e e e e e e et e e et e e e e e ae e e e et aeaeeeeeeeeaeaeaeaeaeaeeeeaenanaa 2l 0 1 1.00 1 1 0
................................................... o8N ek ofeT-Ne V- ok e X1l -l 4 O B0 1 1.00 1 1 0
.................................................. TCATGTCGAGAACTGATTAG . « ¢ v v e et e e ettt e e e e e e et et e e et et e e e e e e et et e e e e et e e e e et te e e eeeteeaaneneeanaenena 20 0 1 1.00 1 1 0
Anti-sense strand reads
M041
V109
CAAGAGATCTCTCTTACGGGTTTAACTTTGTTATCCAGCTTTTTGACGAAAGTACAGCTCTTGACTAATCAGCGCATAAAACAAACTGCTGAAATTTCGAGAGTCGAACGTTGGTCGAAAACGCCGTGTGAGGTTAAGGAAATTCGACGTGTGTGTGTTAT female
Read # Hit Total body male
R R N N I R T T N e N N A 1) S)D))) et D)D) )) L)) L)) L)) L)) ) L)) ) ) L)) ) Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/ Coordinate ID Alignment
droGri2|lscaffold 14906:4606515- dgr 61||GTTCTCTAGAGAGAA--—-- TGCCCAAATTGAAACAATAGGTCG-—AAA—————————————————————— A--ACTGCT--------- TTCATGTCGAGA--—-—-~— ACTGATTAG---—--=-—-—————-—-- TCGCGT---ATTTTGTTT-G-ACGACTITAAAGCTCTCACGCTTGCAACCAGCT-TTTGCGG—-CACACTC--CAATTCCTT
4606675 +
drovir3|scaffold 12822:3065149- AT TCTCTAGAGAGAL e - TGCCCMAT THAAACAATAGETIXE- - ARA - - - - — - — o — oo A--ACTGHT-----—--- cc@AGECHENTATTTCCAA - - - TTAGATEE CAREEEEEEE AR - - - - CITRE CIlCINECINC T TC
3065310 +
droMoj3|scaffold 6540:7333670- T TCTCTAGAGAGAA--—-- ISSSINCIACI TINNNFNNFNE A G T TAANNCAA AGAGCAAAGCAAAAGCAAATCAANSCEINTGACGCGTCICEGGEI- EGE SRt - - -E@NIGINETCACAGTTTATGATGGCC- - - - - B
7333834 -
GroWi1Z[sct2 1100000004558:2801231 G TERNCT AP TP T A Yo A CRST AT CG—~ARA———————————————====——- A—-ACTGEE- T e B R B
2801277 -
905 KR oroupeisrerae-ararine o oD s o (O R - e EEEREE R S e b e S S e
[droperafscaffold 13:437408 43756 o |V I e NIV DN I ThcapTATT AN NICTEATARRTCTICTCANG S T - B § B ]
droAna3|lscaffold 12911:3259950- ccAAAAAITHA - - - - EEEE —-——————-ATGIY-A-- - - - - - - - - - EEEEE AGTGAAATGREEGAAINGG- - - - — - EEEE i — = == === et — — = = = == === === GerjfealccrcG---------- -B- - - - - -liciclic[ishiTTAGHCCEGHA GG cilililelec ARRIN T Clolii TRE I TIINSISG - GTGAGCCGTGARREEGGTCCTGGTGAAGATCGGAAREEEEETCGGGREEA TCGGGACGTAGAGAACGT TAGAGTCAGACACCCAGGGAACGAGCAGACGHEE A AlS T N NG 2 L
3260145 +
droBipl|lscf7180000396640:124528— eiiccacecTCT/NAGEEEEE TloC ClEn A A T e — — i~~~ ————-—-—-——=——————-~— - - — - — — — e~ — == === i — — = = = === === === === - Q- BB - BB\ - - A -GTAAGCCAAGAGGAAGGTCCTGGTGAAGACCAGAACCTAGATCGGGAGCATCGGGACATTGAGATCGT TAGAGTCAGACACCCAGGGAMACGAGCAGACGEEEA AlS T o e e TG 2 Cl
124675 +
aroKik1[sci1180000302778:299483- Bcanca ¥ AAcAlRETacancAcAACAGAEEREREEE B EEEEEE - B R B B B -
299517 -
droFicl|scf7180000453912:1057211- AAAAARMA - - - - - -EEEEE - -[&l8a - - - - ATGINNINGIGAAGGTGGITINAGAAAAGAGTGTAATGRERIGAATGG - - - - - - it — — = == == ] — — == == === ===~ AGcGcEaRAlGcaACiici¥ell-liTEciNeA cGelilicecATC AT AN AN G Nels R A G A A B GG GG C A A GA Gl A C A Gl C R e e B AN TN NGy - - -\ clicacacacan-[dg-—-—-—--—-———————-
1057376 -
droElel|lscf7180000491008:193687~ AAAAAAAMA - - - - - - EEEEE iAIen - - - - ATCINNINNEGAAAA TREFV YA GGAACGAGTGGAATGRREIGAATTA - - - - - - EEEEEEE e — — = == == e — — — = == == == === GGeGi¥ealeaaGcalNCiiciTell- WTfdcGTAGGGNGCCATCGC U A IEeT Tl ele C R NA G A A B G G AG A C AR A Cl A C A A I C R e e e AN TN L - - -\ clicacacacan-[dg-—-—- - - - - - ————-——--
193850 -
——
G7oBia1[saf1180000302136:237133- anannncll B ATGEANGEGAAGGTOORTHAGGAACGAGTGGAATCREGTA T2 N - R ST - mGanccAlEaTARGCARCHERICHT BclvA oo GecAE ol A L T o CH I o2 Tl o R GEcanGCAGACTRERCAST RTINS o s
237295 -
droTakl|lscf7180000414373:159442~ AAAGAAAMNANA - - - - EEEE ---la- - - - ATGINNINGHGAAGATGGTIAGGAACGAGTGGAATGREEEGTATGA - - — - — - R i — = == === ] — — — = = = = = == === GGcaile-ajiccalciicileliciiTleccTAGGGlIGCCARC G AT L IEo G Gl Nee CRIRA G A A A A GGG A C ARG ClY A Clo Gl C R e e GINNASA CAAGCAGACTREEC A S Cl NN N G R
159608 +
——
droEugl|lscf7180000409798:500599- acaaaAcGARaNcGaaaaaAn[EA - --- ATGINNINGIIGAAGAATGGINIAGGAACAAGTGGAATGRERIGAA - BB - - - - - - BRI - — == === ] — — — = = == == === === == - - - - -llccal\clici¥eciiiiTeccacEcliiicccaaliGiidaSilieeiG GloNee cRIlRiA G A A B GG T A CAGAGCl A ClE G C R e e T GINNAA CAAGCAGACTCCTCA ST NN N N G R
500769 +
|am3 lchr3r:19891599-19891777 - | [rcarnnnlY-------EEEEE - - — - — - - - - ATTINNINGHGEA GG TGV AGGAACGAATGGAATGEEEIGAATAG- - — - — - EEEEEEE - — == === ] — — — = = = = = = = = == accaliTaMeNccARNCHcileliTEccTAGGGIlIGCCAACGCH. ARAIEING s CRINC A GA ARGl GG TC ARG Cl A A Gl C R e e ci¥aEacanccacacoac AR TINSNIXI T RcecTTGAGATGAGARGAGCG]
ldrosim2||3r:19430864-19431041 - | [E€r2nnnnlN-------EEEE. - - — - — - - - - - TTINNINGHGEA GG TGCIN N\ AGGAACGAATGGAATGRERIGAATAG - - - - — - EEEEEEE i~ — == === it — — = = = == === === accaliTaeiiccaiclicifelfiliiTeccTaGGGIlicecAACGCH ATl G Nl cRlNC A G A A R Gl G GEC ARG Cl A A Gl C R e cI¥\a®acanccacac GGCTTGAGATCAGGAGAGCG
droSec2|lscaffold 0:20233044- G N e — — — — ATTINYINGIGEAGGTGGIYNAGGAACAGATGGAATGEEREIGAATAG- - - - - - EEEEEEE - — == === ] — — — = = = = = = = = == accaliTaMenccARNCHcileiliiTEccTAGGGIlIGCCAACGCH A MIEIEINGCNA S CRIENC A GA A B GG GlEC ARG Cl A A Gl C R e e e cI¥\a8acanccacac GGCTTGAGATCAGGAGAGCG
droYak3|3R:Z6609951-26610115 + AAAA--—--—--—-—- - - - - - - - - —TTINNINGIGEA GG TGCINNIAGGAACGAATGGAATGRERIGAATAA - - - - - - it — — = == == e — — — = == === ===~ accciiTASARGCANCHCINEINITIECGTAGGGITIGCCAACGCH A A TG CINEsc R clicAGA AR Gl GG A G AR G Cl A A Gl C R e GI¥\alacancecacaCGEEEC AR TN NI NI TR GGCTTGAGA T CREEEEEE
———
droEre2|scaffold 4820:8165314- AARA-----—-—-—- R - - — - — - - - - - TTINNINGHGEA GG TGN AGGAACGAATGGAATGREEIGAATAA - - - - — - EEEEEEE e — = == === ] — — — = = == === === accaliTaaliccalclicifeifiliiTeccTaceGilicecaaccCH AT G CNdecRciicaca ARGl GG C ARG CI A A Gl C R e e e En AR CIXTNNETINENeLE - - - T\ clicacacacaly-dg------—--—-—-—-—-—-
8165469 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:4606515-4606675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:4606515-4606675
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_61.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:3065149-3065310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:7333670-7333834
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004558:2801231-2801277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:8747360-8747389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:437498-437588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3259950-3260145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:124528-124675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302778:299483-299517
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:1057211-1057376
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:193687-193850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:237133-237295
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414373:159442-159608
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409798:500599-500769
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:19891599-19891777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:19430864-19431041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:20233044-20233222
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:26609951-26610115
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:8165314-8165469
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[View on UCSC Genome Browser {Comell Mirror}]
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Sense Strand Reads

hide 3p reads H show mid mismatch reads H

M041

V109

AGACGACAAAATGAATATTAGTTTATAGAAATGTTATTAATAGGATTTTAATATTAACTGAACTGCTGGCAATATATAATATCCAATTTGCGACCAACTCAGTTGATAT TAAAATCCGTTTTTTAACCACATTTTGTCCTAAGCCGATACTTGACTTGCCA female
Read # Hit |Total body male
khkkkkkkkhkkkhkhkhkhkhkhkhkkhkhkhhhhhhkkkkhkkdx (((((((((((((((((((.. ((... (((( ............... )))) ...)) ..))))))))))))))))))) ........ khkkkkkkkkkkkhkkkkkhkkkhkkkkkkkkkkkkkkk*x*x gjze Mismatch Count Norm Total body
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Anti-sense strand reads

TCTGCTGTTTTACTTATAATCAAATATCTTTACAATAATTATCCTARAAT TATAATTGACTTGACGACCGTTATATATTATAGGT TAAACGCTGEGTTGAGTCAACTATAAT T TTAGGCAAAAAATTGGTGTAAAACAGGATTCGGCTATGAACTGAACGGT
Read # Hit Total
hkkkkkkhkkhkkhkhhkkhhkhhkkhkkhkkkkkhxkkkdk N O e O D) - AN e kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*kk** gize Mismatch Count Norm Total

No data available in table

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droGri2 |lscaffold 15074:5989685- [dgr 58 |[AGACGACAAAATGAATATTAGTTTATAGAAATGTTATTAATAGGATTTTAATATTAACTGAACTGCTGGCAATATA---TAATATCCAATTTGCCACCAACTCACTTCATATEAAAATCCGTTTTTTAACCACATTTTGTCCTAAGCCGATACTTGACTTGCCA
5989845 +

droVir3|scaffold 13047:2413955-
2413900 +

TTISNWAT AGIRTEU TS T C TR E A A/ AT T/ VATAR)

T 22 GV TECHA T TRRA G TRHET T

droMoj3|scaffold 6540:15238222~
15238297 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:5989685-5989845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:5989685-5989845
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_58.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:2413955-2413955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:15238222-15238297

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
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Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH19128-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M041
V109
CCATGACCCAGTGATAAGTGATATGTGATTGGTGCCTCTCGCACGAAGAGAAGTCTGAGAAAGTGTGTTTGTTTGCTGGCTACGTTTGTGTTACATT TCGAACTAACGCCAGCAGCTGCTGCTGCTGCTCCTGCTGCGGGTGCGTTCGTCATGTAGGTTAAGCAACACACAAATGT TCAGCAAGACAACACGTCAAAGCAAGCCGCAATCGATCGGGTTTATATATGTGTATAATACATAAAAAATATATTTATCTG female
Read # Hit Total body male
dkkhkhkhkhkhkhkhhkhhhkhhhkhhhkhkhhkkhhkkhhkkhkkhkkhkkhkhhkkhkrkk O e e e T T e D e D D D D O DD D I D D D D D D D B D ))))))))))) ) kkkkdkkhkkhkkhkhkkhkokhkhkkhkkhkhhkhkhhkhkkhkhhkhkkhkkkkhkkkkkkkkkkkkkkkkk*k***x** gjze Mismatch Count Norm Total body
................................................................. B e e i et e et ol X o] e 5 A 1 2.00 2 2 0
................................................................. B e e i e o e T ol X o] e N BN 1 2.00 2 2 0
............................................................................................................................................. GCGTTCGTCATGTAGGTTARGC . &+« ettt ettt ettt et et e et e e e et e e e e et e e e e e e et e e e e e e ettt ettt et ee e 220 1 1.00 1 1 0
.......................................................................................................................... TGCTGCTCCTGCTGCGGGTGCG e &« v e e u e e et e e et et e e et e e e et e et e et et e e e et et e et et e e e et e e ettt ettt et ettt ettt i i ieea e 220 1 1.00 1 0 1
................................................................. TGTTTGTTTGCTGGCTACGTTTGTG e « ¢ v v et et e et e et ettt e e e e e et e e et et e et et e e et e e e et et e e e et et e e e e e e e et et e e e et e et e e e e et e e e e e e e e et e e e e e e e e e e e 0 250 1 1.00 1 1 0
...................................................................... el et el el el o)X e el i e s - N O 1 1.00 1 1 0
...................................................................... GTTTGCTGGCTACGTTTGTG w + ¢ e e v e e et et ettt e e e et e e et e et e ettt e e e ettt e e e e e e et et e e e e e e e e et e e e et e e e e e e e et e e e e e e e e e e e e e e e e e e e 200 1 1.00 1 1 0
......................................................................................................................................................................... CARATGTTCAGCAAGACAACACG . « « e et ettt te e et et et et et e et e et et ee et 23 0 1 1.00 1 1 0
Anti-sense strand reads
M041
GGTACTGGGTCACTATTCACTATACACTAACCACGGAGAGCGTGCTTCTCTTCAGACTCTTTCACACAAACAAACGACCGATGCAAACACAATGTAAAGCTTGATTGCGGTCGTCGACGACGACGACGAGGACGACGCCCACGCAAGCAGTACATCCAATTCGTTGTGTGTTTACAAGTCGTTCTGTTGTGCAGTTTCGTTCGGCGTTAGCTAGCCCAAATATATACACATATTATGTATTTTTTATATAAATAGAC female
Read # Hit Total body
dhkkdkhkhkhhhhhhkhhhkhhkhhhkhkhhhkhhhkhhhkhhhkhhhkkhkhkhhkkhhkhhkhhkhhkhhkhhkhhkhhkhhhhhkhhkhrk [ A e e e D e D D D D IO D D D D D D D D 0 D D D D I ))))))))))) ) hkkkkdkdkkdkdkdkkdkkdkkdkkhkkhkkkkkkkkkkkkkkkkkkkkkkkk***x gjize Mismatch Count Norm Total
................................... €3N ey e e el elohil ol ol o).\ c PP~ O 1 1.00 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|lscaffold 14906:5355623- |ldgr 460 [CCA-TGACCCAGTGATAA----- GTGATAT G T~ == === == === === —m —— o GA-—TTG-==GTGC— === — = ———— ———— CTCTCGCACGAAGAGAAGTCTGAG-AAAGTGIGTTTCTTTGCTGG-CTACGTTTGTGT TACATTTCGAA--CTAA—-—-CGCCAGCAGCTGCTG--CTGCTGCTCCTGCTGCGGGT RS Sm s =ssaaaananoonns GCCTTCCTCATCTAGCTTA=AGCAACACACAAATGTTCAGCAAGACAACACGTCAAAGCAAGCCGCAATCGATCGGGTTTATAT -~ ~AT-————————————————— GTGT-ATAATACA--————-————————————~— TA-AAAAATATA--——-——-———- TTTATCTG
5355879 +
drovir3|scaffold 13047:936601- dvi 24633|cclg-TGACCCAGTGATAA----- e C A G T - - - B GCTTGGTGCTCCGCGAT TTGTGATATGT AR A A el e o CT R C TR CGAREEE. LN el BETetele » S|A G A AT C TGAG-AAAGTGIGT TTCT T TGCTCI-CTACGT T TGTGT TACATHECCAA - (STl - - - CACEGCHGC TG - - R TCCTCATCTACINT TA-ACRA ClecfcaraTcTTCAGCAAGACAACACGTClAAGCAAGCCGCAARNGATCOI A TRe e T -~~~ — — = —————————— BT T QT AATACA- -~ - - ——— - - -E--clAcli- - - EEErcAGTINGA - - - -[IehA)
936863 -
droMoj3|scaffold 6540:4939388- dmo 3125 |(fclg-TeaigianRTGATHN----- GTGATHT G- yee - 8- — - — - — - — - - - - - AT - - - - - - EEEEE TCAGTGGCTREEIATECGAREEEE XS R G C A X A AR TC TR G- AR AGTGEGT T TCT T TGCTCG-Cl@ACGT TTGTGT TACATENNGAA — - LA T[ole- - - -HGHC A GCHGH T GO - - Dy - sossssss e TG T TCETCATCTAC. NI TASACC AL ClECACAAATGTTCAGCAAGACAACACGTCAAAGCHAGCCGCAA NI TCGINATT T AR - - — - - ———————————————— - - —-B- - - -WATINCACCGATATATATATATATANNTI T TININTEEEE R TRATATINED|
4939648 -
droWil2|scf2 1100000004902:91360-|dwi 5413 [ENNE- TGl ittt - B - TG C A A e TR e NChcAAGAGAARTCTIAG-AAAGTGIGT T TG T T TGCTGCICTACGT T TG TG TTACA T G NN A e T - - e e T - - Ll CRRC N E CleTC T AC S ThE N g~ ALBICACAAATGT TCAGCAAGACAACACGTCAGAGHA AN C A A N e — — — I~ ———————————-——-—- - — - B - - Er-anafaTATE----—-—-—-—- TTTCT
91545 -
dp5 l2:7251446-7251687 - ldps_3824 |ccareaccilacTearan c TR G T I L TN T NI N IS NN NN e lel L T CATE TAC ST A= ARl A A ClyCACAAA TG TTCAGCAAGACAACACGTCAAAGCA AN C A A N e — — — — [T~ ————————————————~ GTiRr-EraaTallA-— - - - --f--------- CTGCCAGTATGANAENNSHT
droPer2|scaffold 0:1112046- dpe 2478 (ccalgreaccilagTGaraa LN TN G T S I T X T XTI N Lol N N N N e Tl e T CAT C TAC ST A=Al A A Cl{CACAAATGTTCAGCAAGACAACACGTCAAAGCAANCENC A A N N — — -~ T il
1112289 -
droAna3|scaffold 13340:938933- dan 4036 (cca-lgealicilec Ty
939161 +
droBipl|scf7180000394085:58574~ CCA-EGAC
58790 -
droKikl|lsc£7180000302475:1404878- cclg-TeacccacTGATlHA
1405080 +
droFicl|lscf7180000453800:2293554- CCl¥-TGACCCAGTGATHA
2293744 +
droElel|scf7180000490995:524425- CCA-TGACCCAGTGATHALIENGTCATA LTINS el e 2 - — —
524620 -
droRhol|scf7180000777158:35349- ccld-TGACCCAGTGATAA----- N C Ti{ A CAGCCCA A R e
35527 -
droBial|scf7180000302402:8304830- ccl-TeacccacTeaTA----- N TG A CGGCCCA A C R
8305025 +
droTakl|lsc£f7180000415380:1425466- cclg-TeacccacTeaThA--—-- SN Tl A CAGC T CA A R
1425661 -
droEugl|scf7180000409692:688169- cclg-TeacccacToaTA--—-- S N Tl A C A GC T C T 2 R e~ — AC
688367 +
|dm3 lchr3r:6217123-6217325 + |ldme 164 |cEB§-TGacccacTeATHA----- TN T A A CAGCTAACKCATTCCT R —,—.,—:! o
ldrosim2|3r:14862091-14862257 - | l[cca- Thiglc C———— - - - - - — - —— — —— -
droSec2|lscaffold 0:15728135- dse 143 |[cCA-TilCC Rt — - —— == — - -
droYak3|3R:T0247931-10243092 + CCA- T — — —— —— - —— — —— T
droEre2|scaffold 4770:15403140- [ A TR - - - - - == e e
15403289 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355623-5355879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355623-5355879
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_460.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:936601-936863
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24633.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4939388-4939648
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3125.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91360-91545
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5413.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:7251446-7251687
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3824.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112046-1112289
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2478.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938933-939161
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4036.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394085:58574-58790
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404878-1405080
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293554-2293744
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524425-524620
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35349-35527
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8304830-8305025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1425466-1425661
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:688169-688367
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6217123-6217325
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_164.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862091-14862257
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728135-15728301
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_143.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242931-10243092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403140-15403289
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[View on UCSC Genome Browser {Cornell Mirror}]

dgr 464 scatfold 15110:20858179-20858318 - | candidate | Canonical miRNA
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Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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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
M041
V109
ATAAATCAATAACTGCCTTAAATAGTGAAGAGAAGAAGCTTGAATCGGTGAATCAATTCAACT TGAATGAAATCATGGCACAGAAATATGCAACTTGAACGATATCCCGCACTTGTCGCTGGCTATCGTGCAAGTCATCGT TAATGTTGCGTTATCCTGTAGCCGCAAGCAACAATAATCTACCAAATGGTAGT TAATAGT TACACATTGTTTCAACAAATAATACTTTAAGCATARACT female
Read # Hit Total body male
Kkkkkkkkkhkkhkhkkkkkhkhkhkhkhkhkkkhkhkhkhkhkhkkkkkkhhkhkhkhkrkkkkkkrkrkrkrdkrrrr  (((((((ov oo (CCCCCCC oo (CCCCCC. ... CCCCe o ((Ce2))) e e )))) e 1))D)) e e )))))) ) i i i) ) ) ) L) )) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkhkkkkkkkkkkkkkkkkk*k**k*** gjze Mismatch Count Norm Total body
.......................................................................................... CARACTTGAACGATATCCCGCAC . « & e e e et et et et et e e e e e e e e et et et et e ettt et e e e e e et et e e ettt et e e e e e e et et e e et e et et e e et e ettt e 220 1 4.00 4 4 0
.......................................................................................... CAACTTGAACGATATCCCGCA . & ¢ v e et e e et e te e et e et et et et et et et e e ettt et e e e e et et et e e et ettt e e et e et et e ettt ettt e et et ittt e ea e 20 1 1.00 1 1 0
..................................................................................................................................... GTCATCGTTARATGTTGCGT .« e v et e e et e e et et et et et et et e e et et e et et et et e ettt et ettt iiaeaenenenee.. 19 0 1 1.00 1 1 0
Anti-sense strand reads
TATTTAGTTATTGACGGAATTTATCACTTCTCTTCTTCGAACTTAGCCACTTAGTTAAGTTGAACTTACTTTAGTACCGTGTCTTTATACGT TGAACTTGCTATAGGGCGTGAACAGCGACCGATAGCACGTTCAGTAGCAATTACAACGCAATAGGACATCGGCGTTCGTTGTTATTAGATGGTTTACCATCAATTATCAATGTGTAACAAAGTTGTTTATTATGAAATTCGTATTTGA
Read # Hit |Total
Kkkkkkkhkkhkhhhhkhhkhhhhkhhhhhhhhhhhhhhhhkkhhhkkkkhkkkkhhkkkrkhhhkrkrkrrkrdr  (((((((C. .o CCCCCCCe . CCCCCC. ... COCCe o (CCo2))) e a)))) e 1IN)D) e o )))))) ) et )))) L)) ) L Lk ke kkkkkkkkkkkkkkkkkkkkkkkkkkhhhkkkkhkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*k*** gjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 15110:20858129-|dgr 464|ATAAATCAATAACTGCCTTAAATAGTGAAGAGAAGAAGCTTGAATC-GGTGAATCAATTCAACTTGAATGAAATCATGGCACAGAAATATGCAACTTGAACGATATCCCGCACTTGTCGCTGGCTATCGTGCAABRCATCET AR TG T TCCE T TAT CCTGTAGCC -~ = — = == == = = =~ — = =~ = o GCA---AGCAACAATAATCTACCAAATGGTAGTTAATAG----TTACACATTGTTTCAACAAATAATACTTTAAGCATAAACT
20858368 -
drovir3|scaffold 13049:22675495-|dvi 17 | ettt 22 A G C T T GlEAECHING T G A ALl C A A T A ARG AA el T G G C AGAAA TIT GCAACT TINAACGATATCCCGCACTTGTCGCTGGCTATCGTGCAAGECATCCITARTETT e Tiic Te Tl cC- - - - - - - - -~ TTINAAA iAGCAACA=AATGGEGTTAAEAGMTTAEACAM\
22675660 +
droMoj3|lscaffold 6680:17294272- |ldmo 221 - - - - — - — - — - [EAINAGA TGl NI NG i TS VNCL L NG X T Ielofelele) Nol kel olelolneletely-tin T ShNeIe ¥\ /(o) e eh i VN lel ie[o c GGENN T/SieliG Al T ATAGTACAACCACAAATAGTAT TTATAAAAT TGGTAGGCCAGACTAATATAAGAAGT I N Gl - — - — - — - — - — - — - — -~~~ ——— — R — — — — o o oo — ]
1729443 pads/FaIL
crit.star 0
crit.loo 0
Generated: 0&10&&5()15 at 09:51 BM
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 0
rescue.dominant 1
rescue.known 0
rescue.confident 3
rescue.candidate 2



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:20858129-20858368
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:20858129-20858368
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_464.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22675495-22675660
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_17.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17294272-17294433
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_221.html

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dgr 227 |scaffold 14978:1067315-1067384 + | confident-exception | Mirtron | intron
Legend: mature star [fiI&) iz1(d 811 ity lntai1 mismatch in read
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 H
Flybase annnotation
intron [Dgri\GH25212-in]; CDS [Dgri\GH25212-cds]; CDS [Dgri\GH25212-cds]
No Repeatable elements found
mature star
1. dgr 227 scaffold 14978:1067363-1067384 +
2. scaffold 15252:179220-179241 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M041
V109
CGGCGCGGAGCAAGCCGCGCAAGGTGATGTGCTATGTGGGACCGAAACAGGTGAGTATCATCGAGTTGAGTTTAATTAATTGTGCGAAATGT TCAGGCTCAGAATTCGTTGATATTTCAGGTAACCATCAAGGAAATGATATTGAAGTTCATACCCAAGCGTATTGCGAC female
Read # Hit Total body |male
dek ok ok ek ke ok ke ke ke ke ok ke ke ke ke ke ke ke ko k(. CCCCCCCCCC((C. . ... (C(...... 1)) e e ))))))) L)) )) ) L)) ))))) ) L ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total body
.................................................................................................. TCAGAATTCGTTGATATTTCAGH . - ¢ ottt i i e e e e e e e 231 2 5.00 10 4 6
.................................................................................................. TCAGAATTCGTTGATATTTCAG . « e e o e v et et et e eae e e e eenenaeaeneeeenennenenaae 22 0 2 3.50 7 6 1
.................................................................................................. TCAGAATTCGTTGATATTTCA . « t vttt e ee et te e et et te e eeaeneaenenaenen. 2l 0 2 3.00 6 5 1
................................................................................................... CAGAATTCGTTGATATTTCAG . « « « e e e et et et e eeeeeeeeneeeeaeneeaenennenenneaan 2l 0 2 0.50 1 1 0
Anti-sense strand reads
M041
V109
GCCGCGCCTCGTTCGGCGCGTTCCACTACACGATACACCCTGGCTTTGTCCACTCATAGTAGCTCAACTCAAATTAATTAACACGCTTTACAAGTCCGAGTCTTAAGCAACTATAAAGTCCATTGGTAGT TCCTTTACTATAACT TCAAGTATGGGTTCGCATAACGCTG female
Read # Hit |Total male body
Fokkdeok ok kk ko kk ko kkkk ko kkdkkdeokdkkdkkdekdkrdkrk (. (CCCCCCCCC(C. . ... (C(...... 1)) e e ))))))) D)D) ) L)) D)) ) ) ) L KRk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** gjize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 14978:1067265- dgr 227 |[CGGCGCGGAGCAAGCCGCGCAAGGTGATGTGCTATGTGGGACCGAAACAGGTGAGTATC-AT-—CGAGT ————————————————————————— TGA-—--GTTTAATT--AATTGTGCGAAATGTT--CAGGCICAGAATTCGTTGATATTTCAGGTAACCATCAAGGAAATGATATTGAAGTTCATACCCAAGCGTATTGCGAC
1067434 +
drovir3|lscaffold 12963:12587183— CGIcGE\GGAGCAAGCCGCGCAAGGTGATGTGCTATGTGGGACCGAAACAGGTGAGTMTC— AT NCH I — — — — - — =~ — == ———————— ie- - -Xe-- -\ AT T/g-RATTGTGCGAAATGTT- -CAGGCTCAGAAMTCGT TGATIT TTCAGG TEACEATCAAGGARATGATATTAAGTTCATICCCAAICGTATTGCGAC
12587352 -
droMoj3|lscaffold 6500:29345391- cEXIXNGaGcarcCcGCagrAGGTGATGTGCTATGTGGGECCGARECAGGTGAGTAGNEET - -[deald)- - - - - - - - - - - Y- - G- - -[dr/eNeder T - B T TG TGCGAAATGTT - -[gAGGCTCAGAATCCT T A TdT TTCAGG TEA CleaTlAAGGARATGATITTGAAGTTCATACCAA N CGTATTGCldAC
29345563 +
droWil2|scf2 1100000004521:885307- cldcc¥caciarRcclccean e TS BT GCTATGTGGGACCHAAECAGGTGAGTIEG N NTe - —ERAL T NI XTI - [ - - ———-- T TR T GACC - — - - — - — - B8 e rler A AATGTT--[§AGGCTCAGAATTCGTTGATATTTCAGGTAACCATCAAGGAGATGATATTGAART THATACCCAARNCGTATNGCHAC
885481 -
dp5 l4_group3:8815770-8815944 + || |cBBcci®caccancececEaaceTirf@rccrarcreccaccEancaceTeacT A SRR - - - - CC R Taee - - - - - ECE- - - - WA TNYACIGAAATGTT--AAGGCTCAGAARITCGTTGATT TTCAGGTEACCATCAAGGAATGATEETMAAGTTCATACCCAANAGEA TRGC/EAC
droPer2|scaffold 1:10267568- cllicci¥caccancececgrrceTIXTETGCTATGTGGGACCHAAECAGGTGAGT AR - - [ - - [Sfelele.Nelelelel L Jek Jetelele - - — - — - - - - — BRI\l GAAATGTT- - A GGC TCAGAATCGT TGATT TTCAGGTEACCATCAAGGAEATGATETldAAGTTCATACCCAANNGEA TG CldAC
10267742 +
droAna3|lscaffold 12916:6435981- FGGC@GAGCAAGCCGEGAAGGTGTTGCTATGTGGGACCAACAGGTGAGTA——c= ———————————————————— &) - -l - - - GErler i TSI NG A r Aldcle - -IXecccocacaAdT CildTcATT TldcAGG TEACceATAAGGAEATGATARTEA AT TCATHC CRA AGEGEA TG Cl8AC
6436151 -
droBipl|lscf7180000396568:381400- FGGC@GAGEAAGCCGEG@AAGGTGTTGCTATGTGGGACCAACAGGTGAGTA——c= ———————————————————— &) - -EclE- - - cErleea i T daSic A Aldclde - -IXecccTcacardTcifdrcaTTTdcaGG TEAccaTiAAGGAEATGATARTEA AN T TCATHC CA AGEGlEA Tl Cl8AC
381570 +
droKikl|lscf7180000302408:261544— FGGCMGAECAAGCCGEGEAAGGTGTTGCTATGTGGGACCAAECAGGTGAGTAAE——C= ———————————————————— LG - - - [¥XILeln T T/delen TG\ A A TG TSN NEG G CTCACA AT ClIST CAT T TTCAGG TlEACCATCAAGGAEATGAT AT/ AAGTTCATHcCCAAGIGEA TG CldAC
261719 +
droFicl|lscf7180000453949:91940- GGCMGAECAAGCCGEGEAAGGTGTTGCTAGTGGGACCAAACAGGTGAGT@CAE——C= ———————————————————— e - -Ecle- - - XN r g e re relicAaaATCE - -[XececTcacandTcldrcaTrTldcAG G TlgaccaTcanGeagaTeA TS TEAAGTTCAT/dcCCAAGCGlEA TG CldAC
92110 -
droElell|lscf7180000491273:1270200- bckicci¥\callcanceeaeaIance T ETGCTATGTGGGACCHAAACAGGTGAGTEeCAle- - Rl —————————————-—-—-~- e - -TcE- - - X rgerEciciicaaaTcTE - -[XdcccrcacardTcedrcaTidTTTCAGG TEACCcATCAAGGAATGA TS TGAAG T THATACCCAAGEGEA TG C8AC
1270370 -
droRhol|lscf7180000777965:66924- HCHCEENN A\ cancecaldeIa Ao T ETGC TATGTGGGACCHAAACAGGTGAGT/HeeA e i ——————————————————~— [e- - - 7cfg- - -[NNITelTe T/~ TG clic AaaTC TlE- -IXecccicacAATcarcATlT TEcAGe TEAccaTcARGeAEATGA T A AG TTHA TcCCAAINACEA TG CleaC
67094 -
droBialllscf7180000302408:243800- elicEN\c A cancecccfgrace TG ETGCTATGTGGGACCHAAACAGGTGAGT AN - - Cll - — -~ — - —-—-—-—-—-—-—-~— el - - TN XS XTI U IR T/t~ T TGlEGGAAA TG TS - IXEGGCTCAGAATCCT TR TAT TSCAGG TlEaccaTCcArGGAATGAT™ETldAAGTTCATcCcARGRGgaTTGCldAC
243972 +
droTakl|lscf7180000415779:511856— HclcEN\callcarcecclefgaaceTCErETGCTATGTGGGACCHAAACAGGTGAGT g A R - C - — - — - —-—-—-—-—-—-—-~- el - -IXXe- - -BAr TiNdLel T/ A TecEckic A A TG TlE- - IXEGGCTCAGAATCCTCATIT TTCAGG TlEACCATHAAGGAA TGATETGAAGTTIATACCCAAGCCEATTGCl8AC
512025 +
——
droEugl|scf7180000407253:241343~- BN A ccoller AGG TAETTGCTATGTGGGACCEAAECAGGTGAG T IR T - — N - — — —— ——— === ————————— - - -¥e- - - XA RGN T TClecldc AR A TG T - - [XEGGCICAGA AT CMTGATT TlECAGG THA ClA TCAAGGAEATGA TS THAAGT THATACCCAAGRGEA TG C8AC
241513 +
|dm3 lchr21.:2028200-2028370 + | |BcBcE® e R caacccclcEaaceTd@T@TGCTATGTGGGACCRARACAGGTGAGT AT - — ClR——— ————————-—-------—- HE - - -Ecf8- - -NIXe T T2 TecEcHcAAATC TfE - -REGCCTCAGAARTCEETGATT TRCAGC TEACCATCAAGCAATGATRYTEAAGTTCATECCCAAGRACEATTGCRAC |
ldrosim2|[21:1938179-1938349 + lasi 5264 |HclicE¥caRcaaccccRcEraceTdE@TGCTATGTGGGACCEARACAGGTGAGT AT - -l ——————————-—-----—- HE - - -Ecle- - -NEINe T T/ TRCEcHAr AA TG TfE - -XEGGCTCAGAART CEETGATT TRCAGG TEACCATCAAGGAATGATRYTEAAGTTCATECCCAAGRACEATTGCRAC |
droSec2|lscaffold 14:1974672-1974842 HclcENcalcarcecalefganGeTAETETGC TATGTGGGACCHAAACAGGTGAG T|ERRNA T - - Cll -~~~ ————-—-—-—-—-—-~— - - -Ecle- - -IXd e T/ Nel~ recEcidla anToTlg- - [XecccTcacAATcaldrcATlT TEcAGG TlEA cliaTcARGeAEA TGA T Tl A AG TTCATcCccanciclgaT TG CldAC
droYak3|[ZL:2013493-2013663 + bchcEN\callcarcecalcfgrAGe T ETGC TATGTGGGACCHAAACAGGTGAGTING T — - Cll - —————————-—-—-—-—-~- e - -Eclg- - - TGN T clEcicArATGTE - -[XdcccTCcACAAdTCETCATT TldCAGG TEACccATCAAGGAATGA TS TEAAGTTCATHC CCAAGEGEA TG C8AC
droEre2|lscaffold 4929:2075550- HclcENcalcarcecalefgraGeTAETETGC TATGTGGGACCHAAACAGGTGAGTINET - - Cll - — —— - —-—-—-—-—-—-—-~- - - -Ecle- - -[XXXe T TGN reclecicanrATGTE - -[XdcccTcAGAAdTCETGATHT TldCAGG TEACCcATCAAGGAEATGA TS TR A AGTTCAT/dCCCARGEGEA TG Cl8AC
2075720 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14978:1067265-1067434
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_227.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14978:1067363-1067384
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:179220-179241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14978:1067265-1067434
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_227.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:12587183-12587352
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:29345391-29345563
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:885307-885481
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:8815770-8815944
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:10267568-10267742
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:6435981-6436151
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396568:381400-381570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302408:261544-261719
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453949:91940-92110
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491273:1270200-1270370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777965:66924-67094
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302408:243800-243972
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415779:511856-512025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407253:241343-241513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:2028200-2028370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:1938179-1938349
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_5264.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:1974672-1974842
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:2013493-2013663
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:2075550-2075720

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dgr 32| scaffold 15126:5586520-5586579 + || candidate | Canonical miRNA | intron
Legend: mature Star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition -8 Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH 13755-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M041
V109
CGTCCAGCGTTTCTATGGAACCTAAACAACAACATCGTGTTCCGACTTTGACTCCAACTCAGGGCCAGAGTCTGTGTTTTAGCTGGAT TCTGAGTCTGAGTTGGGGTCTGAGTCTGGTCAGTGGCTCCAAGGGCGCATGGGCAATTCTCGCGAAATGGAA female
Read # Hit |Total male body
de ke de ke ok ek e ok ek ko ke ke ke ke ke k ke (L (O CCCCCCCCCCCCCCe - e, Y)Y III)) o IIIIIIIIDD)) L ))))) L)) L)) L. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*¥*** 5ize Mismatch Count Norm Total body
....................................................................................... TTCTGAGTCTGAGTTGGGGTCT « v v e v ettt e et e e e ettt te ettt ta e eeeeaeaeneeaea. 22 0 1 3.00 3 3 0
.................................................. ACTCCAACTCAGGGCCAGAGTC . ¢ e e et e e et e e et et e e et e et e e e e et et e e e et et e e et e e e e e e e e s eeeeaeaeneeaeaeneeneaenenaea22 0 1 2.00 2 1 1
.................................................. ACTCCAACTCAGGGCCAGAGT . - o o ittt ittt et e ettt e e e e et e et e e e e e e e 221 1 1.00 1 1 0
....................................................................................... TTCTGAGTCTGAGTTGGGGTC TR . ¢ « v v v vttt et e te it ettt et e e eeeaeaeeeeeeee. 23 1 1 1.00 1 1 0
Anti-sense strand reads
V109
GCAGGTCGCAAAGATACCTTGGATTTGTTGTTGTAGCACAAGGCTGAAACTGAGGTTGAGTCCCGGTCTCAGACACAAAATCGACCTAAGACTCAGACTCAACCCCAGACTCAGACCAGTCACCGAGGTTCCCGCGTACCCGTTAAGAGCGCTTTACCTT
Read # Hit Total male
e sk e ok ok e ok e ok e ok e sk ke ke ke ke sk ek ke ke ke (L (OO (OO e .. ... Y)Y INI))) o IIIIIIIIDDD) L)) )) L)) L)) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*k*** 5ize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droGri2|lscaffold 15126:5586470- dgr_ 32|CGTCCAG------ CGTTTCTATGGAACCT——-——-——————————~- ARA--—-—-- CAACAACATCGTGTTCCGACTTTGACTCCA=S===== ACTCAGGGC------—-- CAG----- AGTCTGTGTTTTAGC-TGGATTCT———=——=——=-——————————————_ GAGTCTGAGTTGGGETCT - —— ——————— =~ — =~ ==~ ———m o GA-GTCTGGTCAGT--—--—-——--— GGCTCCAAGGGCG--CAT-GG-—--—-~- GCAATTCTCGCGAAATGG--AA
5586629 +
drovir3|lscaffold 12963:12058133- A\TCCAG------ CGTTTCTATGGAACCT————————————————— - ---—- MAACAACATCGTGEECCGACTTTGACTCCA== ===~ AgrcEN G- ---—--- WeG----- A e e — M €\ T'C T'— = — === —— = ————————————————— = - — - - [ NE G C T e A e GA-GTCTGGTCAGT--—-—-—-—-- GGCTCCAAGGGCG--CAT-GG-—-—-— GCAATTCTCGCGAAATGG--AA
12058265 +
droMoj3|lscaffold 6500:20768488- cidrccag------ CGTTTCTATGGAACCT--—————————-—-—-— — — MAACAACATCGTCECCGACTTTGACTCCE-= ===~ actcEleol--------- WeG----- el T Gleln [l G Gl el e A G A G T C clecicreacdNeileTer- - - - - - - - GAEGTCTGGTCAGT-—-—----—-- GGCTCCAAGGGCG--fAT-GG-—-—-— GCAATTCTCGCGAAATGG--AA
20768645 +
droWil2|lscf2 1100000004577:1695569- - - — - - — TEAINIVANEIVNS 2 B BEREE C CCAGEEIA GGIVACA CAGAAINNEG/Nd Tiidei¥eccAan A - Silclic TBe TcEEnn e — — — = = == == B----- e . i~ e — — — — — == === —==—==—=———————-— g — — — — = = = == === = === — == —m == —— = — CTCTATCTCTCTCTTTCCCCACT-CTCEAATABTCAGACTTTAGCTTE - GiHSOVNEIElcldle T /NN T/leEEEEE A ATTCTHGCGAAATGGINEAA
1695720 -
dp5 4_group4:2413607-2413705 - | [E2cle- -Bccacan Al NITNGC - - E—————— AnGINACEEEA cAIYNS IS TielelNec C GGG - - - - - - - - -EE T = === —=—= - —--- e — i — — = — = == ——————————————_____ et — — — — — — — — = = = B i — — — — — — = ——— ellcTccarceGCG--CATRGCEINNEEGCAATTCTCGCGAAATGG-—AA|
droPer2|scaffold 10:1423238-1423336 ciXeccEm-EIXaNGr TeTATGGA - - - - - - —-—--- VYA - - X Al CH T COT el T—— —-——-——— - - ---- =l T e e e e e e — — = = = = = = = = e e i — — — = = = = = = = BeklcTccanceGCG--CATEGCESNYEGCAATTCTCGCGARAATGG—-AA
droAna3|scaffold 12916:7691628- Ale- - — - [CRIE— A e A NSNS I T GAA A GG TCTGGGCTGAGINEEIT GG CINGEGA TISile Ci¥ele A G~ - CACTGTAGGAA N ANAINEEES TTACAAAAATINEATATG]A - - - - CC{-INS TR T TINEIliAGAAAT TATCTATAAAAGT GTAATGT A TIIAAAINEAIA S T CINI TAAGAT TTTTAAGAATAT TTTTGTAAAAATATAT TTARSEIATCCATAT TT T - GTINSAET G C ClEEEEEE T IM\crccanceees--caTldec------ GCAATTCTCGCGAAATGG--AA
7691892 +
AroBip1[[sor1180000396554: 304884~ s B B e B e - BECTC0RA 00000 ~CATEGG- - ~GCAATTCTCG0GARATGG- A
304920 +
AroiFi[soiI1B0000302271 530886 S B OOEEEEmmnmmn e s - TFTOCARGOG0- ~CATERG- - -GORRTTCTCOCGRAATGG -2
539924 -
AroFiollsoi118000045408T:168171- = B e B e B - T TCCRRGO00- ~CATHaG-————~GCAATICTCGCGARATGo- A
168209 -
GroBTel[scF1180000451028 625668 e e I R - B G TCCAAGGGCG- - CATEGG- - GCAATICICGCGARATGG A
625706 -
AroRnoll[scf1180000776634: 1850-1037 === B D = s .,° LS A - B R TG00~ ~CATHaG- - GCAATICTCGCGAAREo0- A
droBial|lscf7180000302261:1182716= - ettty ~ =~ =~~~ ==~~~ - R ettt ~ ~ ~ =~ ~ - - - ——§ e - R GRCTCCAAGGGCG--CATEEG-- -~~~ GCAATTCTCGCGAAATGG--AA
1182754 -
GroTari[sci71B0000415438:260034- = === B OOEEESmmnnmn e BN e - TReTocAAGG00 - ~CAE0- - -GOARTTCTCOCGAAAT G- 2
260972 +
droEugl|lscf7180000409231:288553- Ga-JecEcccacanlEn NGNS NN CIEEA TAAGTCTGGGCTAAGINEETCAGAINNSCINCTildeiNecc Al cllililila - ®APTGGGCAAAAIACACAT TATCAAGGCA EGTA T - - - — - ACCHREN - INee T T i A - S —————————————————_EEA A ACTTCACAGEEEEEE CTTTAGAAATCTACTTCGAGCTCGACTTGTT- TTINSIRETGIEGCAREEEEEEEEE cllcTccAAGGGCG--CATEG------ GCAATTCTCGCGAAATGG--ARA
288772 +
e oo | e S B e e = o e B FPETocRAGaGC6- ~CATEGG-————~GCARTICICGCGRRATG— 7]
Grosinzleliisizizzo-isooazen + | | R = S s = e e B GCTCCARGOGCG- ~CATH0G~———~~GCAATTCTCGCGRRATGG- —AA
ArosecZacatfold 3:1645015-1645053 == = e e = e e SCTCCRAGG0- ~CATHaG- - GCAATTCTCGUGARATGo- A
droYak3|[ZL:19940138-19940176 - e~~~ ettt ~ ~~~ ==~~~ "~~~ - - ettt ~ ~ ~ =~ ~ - - - ——§ - - e~~~ """ GRCTCCAAGGGCG--CATGG- -~~~ GCAATTCTCGCGAAATGG--AA
Arorrezlscatfold 4e28:7135238- === B e B e B - T TCCRRGO00- ~CATHoG- - GCAATICTCGCGARATGo- A
7135276 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:5586470-5586629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:5586470-5586629
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_32.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:12058133-12058265
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:20768488-20768645
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:1695569-1695720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:2413607-2413705
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:1423238-1423336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:7691628-7691892
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396554:304884-304920
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302271:539886-539924
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454087:168171-168209
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491028:625668-625706
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776634:1889-1937
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:1182716-1182754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415438:260934-260972
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409231:288553-288772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:15385749-15385787
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:15023222-15023260
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:1645915-1645953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:19940138-19940176
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:7135238-7135276
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dgr 462

Coordinate:

scaffold 14906:8668189-8668276 + | candidate | Canonical miRNA ||intergenic

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}

Legend: mature Star [t BRI d ) mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intergenic
Repeatable elements
|Name “Class “Family “Strand|
|A—richHLow_complexityHLow_complexityH-i- |
Sense Strand Reads
hide 3p reads‘ show mid mismatch reads H
M041
V109
ATACGAAAAACTAAAAAAAAAAAAAAGTGAACAACCCAACCAACAAAACAATAGAAAAAAATAAACAATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTGTATAATTAACCAAAAAAAAACAACCTGATCTTTGTGTTATTATTTGCTTTATTCCAACATTCTTAGCACCCAAACTGCCCC female
Read # Hit |Total body male
dkkhkkhkkdhhkhkhhkhhkhhkhhhkhhkhhkhhkhkdhhkkhkhhkdhhkkhkhkdhkdkkxx N D D D D I D D D D D D D D D D DD B D I dkkhkkhkkhkkkhkhkhkhkkhhkhkhkkhkkhkkhkkhkkkhkkhkkkkkkkhkkkkkkkkkkk*x*kkx**x | gsize|Mismatch Count Norm |Total body
............................................................... B C A AT TG T ACAC GG T T T G T« v v e e e e e e e e e e e e e e et et ettt e ettt ettt ettt eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneeen 22 0 1 2.00 2 1 1
..................................... AACCAACA AR CAATAGARR . & e e e e e e e e e ettt et ettt et ettt ettt 20 0 1 1.00 1 1 0
................................................................. CARATTGTACACGGCTTTCGT . « - ¢ o e vt et ettt et et et et e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e et et 21T 1 1.00 1 1 0
................................................................ AC A AT TG TACAC GG T TTC G A . &« e e e e aeaeaaaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenenenaaaa22 0 1 1.00 1 1 0
................................................................................................ TCGAAGC T T TG T AT AT TAAC . . o o i e e e e e e e e e e e e e e 221 1 1.00 1 0 1
............................................................... A C A AT TG TACACGGC T TTC G e « v v e e e e e e e e e e e e e e e ae e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenenenaaaaaa 2l 0 1 1.00 1 1 0
...................... A A GT GAACARCCCARCCA « 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 ettt e e e et e e e e e e et e ... 20 0 1 1.00 1 1 0
Anti-sense strand reads
V109
TATGCTTTTTGATTTTTTTTTTTTTTCACTTGTTGGGTTGGTTGTTTTGTTATCTTTTTTTATTTGTTAACATGTGCCGAAAGCATTTCTTTAAATAGCTTCGAAACATATTAATTGGTTTTTTTTTGT TGGACTAGAAACACAATAATAAACGAAATAAGGTTGTAAGAATCGTGGGTTTGACGGGG
Read # Hit Total male
dhkkkkhkkhkhkkhkhkhhkhkhkkhkhkhkhkhhkhkhkkhkhhkkhkkhkkhkhkhkkhkhhkkhkkhkkhkkkkkx T D D D D I D D D D D D D D D D D D D B I Khkkkkkhkkhkhhkkhkhkkhkhkhkkhkhkhkkhkhkkkkkkkkkkk**k*k*k**** gjize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|lscaffold 14906:8668139- dgr 462 |[ATACGAAAAACTAAAAAAAAA--AA-----——- AAAGTGAACAAC-————————- CC-—-—-—-——=— AACC----- AACAAAACAATAGAA-————————- A-————- AAAATAAAC-AATTGTACACGGCTTTCGTAAAGAAATTTATCGAAGCTTTCGTATAATTAACCAAAAAAAAACAACCTGATC-TTTGTGTTATTATTTGCTTTATTCCAACATTCTTAGCACCCAAACTGCCCC
8668326 +
drovir3|lscaffold 13047:1835004- dvi 24634 |AMaGCAES
1835189 +
droMoj3|scaffold 6540:3761891- dmo 3126
3762070 +
droWil2|scf2 1100000004902:4649914- |dwi 5415
4650077 +

laps

l2:27294869-27295026 -

droAna3|scaffold 13340:11049297- dan 90
11049436 -
droBipl|lscf7180000396374:34256-34391
+
droKik1|lsc£7180000302247:250351-
250497 +
droFicl|lsc£7180000454106:2527577~ -d-I-GI¥MXeCcci¥Xe- - ance- - [¥XlerCcARAACAATAGAA - — - — - —— - —- A----[MYEAAATAAAC-AATTGTACACGGCTTTCGTAAAGHAAT T TATIVAACCTTTCTATAATTARCI, A2 A A A RN CC TN - A T TG TG T T T T A T T TG T T A T
2527718 +
droElel|[sc£7180000491212:1154178- B--¥NNe A A A TARAC-AATTGTACACGGCTTTCGTAAAGHAAT TTANIVAACCTTTCTATARTTARCIA, A2 A A AR B CCA - T T TG TG T T T T A T T TG T T A T
1154316 +
droRhol|[scf7180000778307:14064-14204 A--I¥ NN A A TAAAC-AATTGTACACGGCTTTCGTAAAGEAAT TTATCARCCTTTCTATAATTAACI: A2 A A AR A CCTIAI Y- T T TG TG T THT TA T T TG Tl T
+
droBialllsc£7180000302402:7353515~ A---INVeA A TARAC-AATTGTACACGGCTTTCGTAAAGHAAT T TATIVAACCTTTCTATARTTARCIA, A n A a2 AR CRA A - T T TG TG T T T T A T T TGO T T A T
7353651 -
droTakl|[scf7180000414009:179083~ A---IRMYEAAATARAC-AATTGTACACGGCTTTCGTAAAGHAAT TTATFNAACCTTTCTATARATTARIN A 1 2B B B CC Tl - T T TG TG T T T T A T T TG T T A T
179222 +
droEugl|scf7180000409490:80951-81102 ANV A A TARAC-AATTGTACANGGCTTTCGTAAAGHAAT TTATINAACCTTTCTATAATTAACA: A2 A 1 AR A CC TR - T T TG TG T T T8 T T TGO T T A T
+
lam3 lchr3r:4640252-4640392 - |dme 421 Ncci¥- & -anRc--I¥eAACAAAACAATAGAA - - - ——————— A---I¥¥Xeh A ATAAAC-AATTGTACANGGCTTTCGTAAAGAAAT TTANG AECCTTICTATEATTARCCAAAAAAAA NI LA N Y- T T TG TG T T T TAT T TG T T A T |
ldrosim2|[3r:16351736-16351881 + lasi 75 et &7s - IXFY- ¥ CI¥NY- & - — - AACI¥XINNEA ACARAACAATAGAA - —— - - ————— ANYNNNYe 2 A TARAC-AATTCTACANGECTTTCCTAAAGAAATT TAI RACC T TG T AT EATTARCC AR A A AR A A CCTGA - T T TG TG T T T A T T TG C T TA T |
droSec2|lscaffold 0:17217384-17217525|dse 1844 - ote: - LXI - 1N\ LN ¥ - — - —AnBc--[NYSAACAAAACAATAGAA-———-——-—- A-LNNNNe A A A TAAAC-AATTGTACANGGCTTTCGTAAAGAAAT TTATFNAACCTTTCTATEATTAAC CAAAAAA AR I CTGAN - T T TG TG T T T T A T T TGC T T A T
+
ldrovak3|3rR:8702186-8702327 - ldya 1796 et &1 - TN - TN AC IV - -PRC - -I¥YeAACARAACAATAGAA/N - - —————— BNYYYNYe 2 ATARAC-AATTGTACANGGCTTTCCTAAAGHAATT TATINAACCTITCTATAATTAACCAAAAAAAA A C CTIAN - TT TG TG T TR A T T TG T TA T |
droEre2|lscaffold 4770:16945907- der 1521 -- - - -————-—-BccEacalaa e 2 A BEEEEEE BlC - -[XXerACAAAACAATAGAA-————————— A--I¥ NN A A TAAAC-AATTGTACANGGCTTTCCTAAAGHAAT TTATINAACCTTTCTATAATTAAC CAAAAA A A IR C C A Y- T T TG TG T T TA T T TG T T A T
16946043 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:8668139-8668326
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:8668139-8668326
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_462.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:1835004-1835189
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24634.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3761891-3762070
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4649914-4650077
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5415.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:27294869-27295026
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3827.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:2585071-2585227
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2481.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11049297-11049436
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_90.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396374:34256-34391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302247:250351-250497
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2527577-2527718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:1154178-1154316
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778307:14064-14204
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7353515-7353651
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414009:179083-179222
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409490:80951-81102
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:4640252-4640392
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:16351736-16351881
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_75.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:17217384-17217525
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1844.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:8702186-8702327
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1796.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16945907-16946043
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1521.html

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dgr 461 |scaffold 14906:5355466-5355563 + |candidate | Canonical miRNA ||intron
BRI C Ridmismatch in alignment _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH19128-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M041
ATGTAATTGGCTGGTTGAGATATATATATATATATATATGTATATATATTGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGCTGCTCCAAATGCAAAAACTCGAAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTGACCTCAACCAACCAAACTAATCAACTAATCAACCAATCAA female
Read # Hit Total body
ok ke k kR ko kR kR kR kR kR kR kR kR kR kR (L. N T N T O NI ) e D)D) e )) .. KREKEKKKKK Kk Kk kK kKKK k¥ k¥ k¥ kXkkXk*** 5ize Mismatch Count Norm Total
....................................................................................... TCCAAATGCAARAACTCGARRACGC . + v vt et et e e e e e e e e et et et e e e e e e et et e et et e e e e e e e et e te e e eaeaeaeaeeeeaeanasaenenenaeas 25 0 1 1.00 1 1
................................................................. ek et o) Yole7-Nod el ele]oF Vet ok c o TN 3 S 1 1.00 1 1
............................................................................................. TGCAAAAACT COARARACGCAGCT « + v v v et e e e e e e et et et et e e e e e e e e e et et e e e e e e e e e e te e e eaeaeneaeeeeaeasaeaenenenaas 23 0 1 1.00 1 1
................................................................. TGTTGCACGACGTGGCAGC TG T . - . o ottt ittt ettt e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 241 1 1.00 1 1
Anti-sense strand reads
V109
TACATTAACCGACCAACTCTATATATATATATATATATACATATATATAACACTCTAGAGCCCAAACAACGTGCTGCACCGTCGACGAGGTTTACGTTTTTGAGCTTTTGCGTCGACAGAGAGCTACAAAAGCTAAAGCCCTAGAACAGTAGCCGCACTGGAGTTGGTTGGTTTGATTAGTTGATTAGTTGGTTAGTT
Read # Hit |Total male
R O (I COCCCCOCC O OO0 e GOl e e e e e 1)) ) ) ) NI ) e )) . . KEEER KKKk KKk A KKk K KKK X KK kKX Ak **** 5ize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 14906:5355416- |dgr 461 |ATG---=--—-—-—-—-- TAATTGGCTGGTTGAGA-TATATATA-——————————-— TATATA--—-—-—--— TATATGTATAT-ATAT-TGTGAGATCTCGGGTTTGTTGCACGACGTGGCAGC TG IC AR AT G- = CA A=~ — =~ —— = — = — = = =~ — - AAACTCG--AAAACGCAGCTGTCTCTCGATGTTTTCGATTTCGGGATCTTGTCATCGGCGTG-~~A~Cmm— === == =————————— CTCAACCAACCAR- — === === == == — —m ACTAATCAACTAATCAA----CCAATC-—-—=-———=———-—-—~ AR
5355613 +
drovir3|scaffold 13047:936867- dvi 125 |(oRE------—-—-—--- e - g — — = — = = = = = = = = — - — - — R Tl T SN~ Y e - TG TGAGATCTCGGGTTTGTTGCACGACGGGCAGCTGCTCCAAAT G- — |~ — = — = ===~ =~ =~ =~ = —————— o= CCA A2 T R e e T By T i - AAlACGCAGCTGTCTCTCGWTGT TTTCGATTTCGGGATC T TN cGTG-—-A-f- - - - - - - - = - == ————- clcaaccaliC - ————=—=—-= == == —mmmm—m e e — — — — i~ — — — = ———=-=-=—=—~- i‘
937006 -
droMoj3|lscaffold 6540:4939658- dmo 129 |lhE-------------- et~ g — — = = = = = = = = = = — - — - — R e TG T ¥\ A - TG TGAGATCTCGGGT TTGTTGCACGACGGGCAGCTGCTCCAMATIN- ~Clg-————————————— - -~ e AARCTCE--AAANGCAGCTGTCTCTCGYTGT TTTCGAT TTCGGGATCT THNNNENC GIACGTG-—-A-C-———— == - == - ——————— N Gle ) C 6 - — R e cCINGHGINEAINGEALY- -[IN\GTGA T TIGHGA TR TR A B GRTG
4939827 -
droWil2|scf2 1100000004902:91554-|dwi 5414 |pIG-------—-—-—-- T — D — — === === == == - — - - el Gl A YR dele TiN T A GA TC TCGGGT TTG T TGCACGAMGEGEC AGC8G CTLV YA Rl eleTelClrelehy - —ffelefeep - — - — - — - - CCRC T CT T T G cAEEEE A TGGTAAATAREICCTCCCTRRTTCGAAATTG- TIWATTAT T T/AT e ClliNeiNeiNeiNele Tidel i LENeer Ukt Neleleler-tebibn A T T A[sealsic C 2 B - B - EEE ettt — — — — = = == == == == = — = -GG - - - - - - — - — - e T T e
91739 -
dp5 l2:7251697-7252003 - laps_3825 |Ere-------------- e EFNcNErciiNecAGAETATATETA- - - - - - - — - - ArETATA----————- GI\G T Th{c CINiGCG T CRn/chlerNer X Nehielelelel kil lelel XelerNote ~ [eln SFNe Ti¥elel Iele7:\G - - ACC[FACCTC T TTCCCAGCAGACGCCAT TGTGATGATGT TGTTGATGATGATGATGAGGAGGAGGAGAGA T A G GAGGAGGAGGGCEEEEIEIETE T NTSleA CThIG - —[§AAACGCAGCTGTCTCTCGTGTTTTCGATTTCGGGATCTTGTCARNCGINCC/de- — - A - RN - - — - —- CCATTGRE-----------GIACCACTACGAATACAAATATATATACATTTGTGATCCCCCIGHGH- —-—-—- - - - - - BT - CGC/ R
droPer2|scaffold 0:1112299- dpe 2479 FTG —————————————— erEF\cNercidNecAcAETATATTA- - - - - - - - - - PrETATA--—-————- GI\G T Thic CINiGCG T CRlA/ChNerNer X Telielelelel el hlele)NelerNote ~ [eln SF-Ne T¥elel IeeF NG - - ACCFACCTCTTTCCCAGCAGACGCCATTGTGATREEEEE GTTGATGATGATGATGAGGAGGAGGAGAGA A G GAGGAGGAGGGCEEEEEEIETE ISl CThiG - —[#AAACGCAGCTGTCTCTCGHTGTTTTCGATTTCGGGATCTTGTCARCGcC/dS- — - A -pRINY- - - — - —- CCATTGRE-----------GIACCACTACGAATACGAATATATATACATTTGTGATCCCCCIGHGH- - - - - - - - - - - - EEEEIT - CGC/oREEEEEET
1112599 -
droAna3|scaffold 13340:938711- dan_4037 B TET G TR\ TGAGATCTCGGGTTTGTTGCACGACGRGECAGHTGCILY N e eleb N e~~~ - =~ = ——————— - - - [ GGGGAGCCCHGTAAREAA AREEFEFEEEE c AREEEIA AnGACAAACAREIGCCCACTRECCCAGAAATIN-[hia TEEFNAT/NCIElNISlNelNeiNehiole T INeht bl ele) U L eleleler-UNel titelel N Sfelelele C A T CRFN T CGA T A TR ] — — — — = = = = = = = == == == = m AIGIGA - - - - - - - - - - —-EEEET T TCI{T T TR CTTCGCRGARGEGH
938929 +
droBipl|scf7180000394085:58798~ iTeT Nelelel 7 G T A LNl de - L\ G TGAGATCTCGGGTTTGT TGCACGACGLGECAGHTGCTLY Nl ek S - — —— — = —————=——=——=——————=———\————( (& GGGGAGGREGGAAAAA I C A A A C A e G C C [Nk - TITNTN N\l C Thel- -[dAlNACGCAGCTGTCTCTCGITGTTTTCGATTTCGGGATCTTGTCARCGGCCEY- - -B- ey - - - —- - CCAT TA - - — - - — - — - — — — e e T AA=————EA——————————A
58994 -
droKik1|lsc£7180000302475:1404683- TN~ e T G T A ENElehs - I\ G TG AGATCTCGGGTT TG TTGCACGAC GG A G T G C TN e i e o Loy oy G — — — — = —— — = ———— ———— - _______ B GAAAACAAAAATAATAAAATATAACEEEEEEEEFET LN Telelelele]- [T N NelTeleF \ il - - AARIA ClICAGC TGTCTCTCGITGTTTTCGATTTCGGGATCTTGTCARCCRc N Nl el - - — - — - ——————— ettt — — — = — = == = = == == = — i — — — — i — — = = = === === === EA‘
1404873 +
droFicl|lscf7180000453800:2293404~ it - Ee -G T GAGAT CTCGGGTTTGTTGCACGACGGECAGHTGC LY A el e Clel® - — — — — = — = — = — ==~ -~ -~ - - - ACAAGAAAA e C A T G A A E NI Nl YT\ - LN NeTeleTeT N - — A AfACRHIC AR\ C TG TCTCTCGYTGTTTTCGATTTCGGGATCTTGRC AR CGl el - - A - - - - - — - —————-—- ] — — — = = = = = = = = = = = = = e - — - — i — == === == ====== i‘
2293545 +
droElell|lscf7180000490995:524629- EriT TR NTeee -1\ TGAGATCTCGGGT TTGTTGCACGACGEGECAGH TG C T N A i eTeTel e — — — — =~ = — = — ==~ =~ =~ -~ - ACGAGAAAA e CAREEE B 2 R NI e - [ NI N Neleleler N - — AARVACRICAGC TG TCTCTCGITGTTTTCGATTTCGGGATCT TCRC AN CGllccleY- - -[8- g - - - - —-—-———-—- et — — = — = = = = = = = = = e - — — — i — — — — = === == ==—=—~- i‘
524782 -
droRhol|scf7180000777158:35536- Enerc TN - I\G TGAGATCTCGGGTTTGT TGCACGACGEGE CAGH TG T N A e - - — - ———— - = - - - - - : e - RTINS —[IT XTI N Thd- - AARA ClCAGC TGTCTCTCGITGTTTTCGATTTCGGGATCTTGRC A ccllc e - - A -yl - — - — - ————————— ettt — — — = = = == == == === m e m e m e — — — - i‘
35689 -
droBial|scf7180000302402:8304649- EriTcTReANdedee -G TGAGATCTCGGGT TTGTTGCACGACGEGEICAGHT G C T N i eleT e C e el — — = — = — = — == == — =~ -~ - - - - GAGGACAGAREAAREEAA AR ACEEEEEEEEE CcAREES B 7 e (SNl NIl NI N XLl T N i - - A AfNACHICAGC TGTCTCTCGITGTTTTCGATTTCGGGATCTTGRC AR C G Glele)- - -l - e ey - — - — - — - —- ] — — — — = = = = = = = = = = = = e - — -~ E——— — == === == ==—=== i‘
8304821 +
droTakl|lscf7180000415380:1425671~ it - R G TGAGAT CTCGGGTTTGTTGCACGACGRGEICAGHTGC TN A el e e~ — — — =~ = — = ——— - =~ -~ ——— - NNV &\ JWN NN (TN N TSIl N - - A AfACHICAGC TGTCTCTCGITGTTTTCGATTTCGGGATCTTGRCARCGccldle- - - A - Ngdde - — - —-—-—-—- - - R e e — — — i~~~ — = === ====—=—~- i‘
1425816 -
droEugl|lscf7180000409692:688005~ i - e -G TGAGAT CTCGGGTTTGT TGCACGACGEGICAGHT GC LN A e eTele R eh ]~~~ — = ————————————— - - GTATEEEAAAAAAAREEEEEEE CAAAC A A T C o NN —[IT XTI NN \ T hdi- - AARIACINCAGC TGTCTCTCGITGTTTTCGATTTCGGGATCTTGRCAINCCC G- - - A - (N8 - — - CTTTGAT G- —— - ——— — — [ ——|_,aAiiihii p»— i — — — — i — — = = = === === === AR
688166 +
|dm3 lchr3R:6216967-6217119 + |ldme 373 |~EHE - R —— ——————- LNl de - NG T AGATC TCGGGTTTGTTGCACGACGHGICAGHT GC TN A eTele i~ — = — == == ==~~~ - -~ -~ - - GCcAAAAREEEE R T A A TC AR A A A T BN NeTeleTelel YT N NfeleTeT N - — AlSEA CRICAGC TGTCTCTCGITGTTTTCGATTTCGGGATCT TGRCARC G cClele- - - A - Ny - ————— - - ] — — — — = = = = = = = = = = = e - — -~ i — == === == ==—=== -]
ldrosim2|3r:14862270-14862447 - |ldsi 32455~ g i~~~ =~ — - ———— Nellele- I\ G TGAGATCTCGGGTTTGTTGCACGACGGECAGHTGC TN A S elels|C i~ — =~ =~~~ — =~ =~ =~ =~ = - - — - GCAAAAREEEEEEE TAATCA R A A A R TACACCCCCACAACCCCARTTENGT/NC T/ NIINelieiiehiole TNl bl kNele) N Ll olelelel-uNel e~ oF\ A ol n Sfelc C o N T CG A A T TGAAGACA T TG R - — - - — - — - — - — — — A CCCIGHGH - - — - — - — - — - — - BT T G T 2
droSec2|scaffold 0:15728314- dse 1842 - - - — - ————— el leh e - I\ G TGAGATCTCGGGTTTGTTGCACGACGHGECAGH TGN T R eTeTel R~ — = —— == ——————————— - - - GCAAAATEEEEEEEE T AATCAREEE e TACACCCCCACAACCCCART TEAGTING T/ NeIINeiieiiehiele TiNe bl Enelel N L i elelelerudehkie ~ oF\n ole A Sfelc C oy N T CGAA T TGAAGACA T TG - - - - - - — - — - — - - EE R e NTeTe e e e — — — — B A T - — - —— ——————————- AE‘
droYak3|3RzIU747723-10242921 +  |dya 1794 TR NS - G TGAGATCTCGGGTTTG T TGCACGACGEGECAGHT G Cr N A el A — — =~~~ =~ —— - m - GCA A A A AT C A R A 2 2 LT X NTLeleleT N N NTeLeler N rf— — AleldA CRIC AGC TGTCTC TCCTGT T TTCGATTTCGGGATCTTCRC A C G el - - - A - Il N e N e el X L el P — — — — —— — — —— =~ —————————————————————— ATAE————@T——E——E—‘|
droEre2|scaffold 4770:15403306- [der 1519 |[ATG-------—-—-—-- - - ------fdraccT--B-----IATaATGTATCTTGTANCINNNNAAGTGTCCAGHGTINEI - CHAGCG T CRA EiNe N el elelelel f el el oy el Nele ~ el n S e T i ele | 2\ C - - .G CJE - CC - CAATTAREEEIAAACEEEEE - — — XN Xele]- Telele T N NeTeTeleT N Thib] - — AlehA ClIC AGC TG TCTC TCGTGTTTTCGAT TTCGGGATC T TG AR C LG8 — - A - I N N ey N e T X e — R — — — — — — — —— ——————————————————————————— NTeTe e e e — — — — LA TfE - — - ————————————- A—‘
15403535 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355416-5355613
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355416-5355613
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_461.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:936867-937006
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_125.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4939658-4939827
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_129.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91554-91739
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:7251697-7252003
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3825.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112299-1112599
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2479.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938711-938929
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4037.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394085:58798-58994
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404683-1404873
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293404-2293545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524629-524782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35536-35689
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8304649-8304821
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1425671-1425816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:688005-688166
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6216967-6217119
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_373.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862270-14862447
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728314-15728491
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1842.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242723-10242921
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1794.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403306-15403535
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1519.html
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[View on UCSC Genome Browser {Cornell Mirror}]
dgr 36 scaffold 14906:4172175-4172237 + |candidate || Canonical miRNA || intergenic g e b ComellM
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M041
V109

TCTTTGTAATATGTTTTTTTGTTAATTGCACAAACTCCCGTCGGGATTCGTCTTCAGGGAGGGATTTATAGCTTTCGTTTAGTACTCGCTGTGAATCTCTCCCTGATGCTGAATCCCGACGGGATTCAAAATCTAGACAAATTTAACCTGGAGCCAGCAATAC female
Read # Hit |Total body male
AR R e e e e e e e e O T N N N N N N IIIIIIIIIIIIIIIDDD) c o ))))))))))))))) . . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x* gjze Mismatch Count Norm Total body
.................................................. TCTTCAGGGAGGGATTTATAGC . « & ¢t e e v e ettt ae e et e et e e et et et e e e e e et e e e et e e e ettt ettt ettt ee e 22 0 1 4.00 4 2 2
......................................................................................... TGTGAATCTCTCCCTGATGCTGA . &« v e e etaete e e et e eeeneenetaeneeneeneeaenaenaes 23 0 1 1.00 1 0 1
.......................................................................................... GTGAATCTCTCCCTGATGCTG e « v e e e e e et e eete e e et e ee e eeeeaeaeneneaneaenena 2l 0 1 1.00 1 1 0

Anti-sense strand reads
M041

AGAAACATTATACAAAAAAACAATTAACGTGTTTGAGGGCAGCCCTAAGCAGAAGTCCCTCCCTAAATATCGAAAGCAAATCATGAGCGACACTTAGAGAGGGACTACGACT TAGGGCTGCCCTAAGTTTTAGATCTGT TTAAATTGGACCTCGGTCGTTATG female
Read # Hit |Total body

dkkkkkokkdkokkdkokkdkkkddokkrdkkdkkrrrkkrd (((((CCCCCCCCCC - COCCCCCCEECCeeEed 1)))IIIIIIIIIIIDDD) - ))))))))))))))) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk****x gjze Mismatch Count Norm Total
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droGri2|lscaffold 14906:4172125- ||dgr 36(|TCTTTGTAATATGTTTTTTTGTTAATTGCACAAACTCCCGTCGGGATTCGTCTTCAGCGGAGGGATTTATAGCT TTCGTTTAGTACTCGCHECTCAATCTCTCCCTCATECTCAATCCCGACGGGATTCAAAATCTAGACAAATT TAACCTGGAGCCAGCAATAC
4172287 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:4172125-4172287
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:4172125-4172287
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_36.html
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Genomic Position
Hairpin partition -~ Sense -e Antisense Mature
Hairpin partition Mature
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Flybase annnotation
Antisense to intron [Dgri\GH 18982-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
V109
AATAGAATCAAAAGGATGTGATGTGTGTGTGAGTGTGTGTCGAGTACCGGCGCTAAATACT TCTGAATTGGTTAAGCGTTTGT TGTGCTTATCAAATTGACAACGCT TAACTATGCTTGAGGTAGCCTAATTGTTTCAACAAGCT TCCCGCCGGGCTGTGGTTTTCTGTGTGTGTT
Read # Hit ||Total male
***********************************(( ___________ ((( ______ (((((( _____ ((((((((((' (((((( ____________ )))))))))))))))) _____ ))))))))) ____________ ))*********************************** size Mismatch Count Norm |Total body
............................................................. TCTGAATTGGTTARGCGTTTGT « « v v e e v e e ettt et e e et et et et e e et e e et e e ettt e e et e ettt e e et ittt et ee e iaenennenena 22 0 1 1.00 1 1
............................................................. TCTGARTTGGT TAAGCGT TTGT T« « ¢ e e e e e e e e et e et e e e e e et e e et e e e e e e e e e e ea e e taeaeeaeaeaeeaeneeaeneueeaeneeaenenneaanaa23 0 1 1.00 1 1
Anti-sense strand reads
TTATCTTAGTTTTCCTACACTACACACACACTCACACACAGCTCATGGCCGCGATTTATGAAGACTTAACCAATTCGCAAACAACACGAATAGT TTAACTGTTGCGAATTGATACGAACTCCATCGGATTAACAAAGTTGTTCGAAGGGCGGCCCGACACCAAAAGACACACACAA
Read # Hit ||Total
***********************************(( ___________ ((( ______ (((((( _____ ((((((((((_ (((((( ____________ )))))))))))))))) _____ ))))))))) ____________ ))*********************************** size Mismatch Count Norm |Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 14906:2963105- dgr 468 ||AATAGAATCAAAAGGATGTGA-—-—-——-——- T--GT----GTG------ TGTGA--GTGT--—-—-—- GTGTCGA-—-——————————— GTACCGGCGCTAAATACTECTGAATTGGTTAAGCGTTTGTTGTGCT -—-TATCA-AATTGACAACGCTTAACTATGCTTGAGGTAGCC--TAATTGTTTCAACAAGCTTCCCGCCGGGCTGTGG-———————————~ TTTTCTGTGTGTGTT
2963280 -
drovir3|lscaffold 12855:6808843- dvi 24643 ||n R\ AGGATG TG~ —————————~ T--GT----GgJg------ TGEGH--GTGT--—-—-—- e~ — = == == - - rEcchiddic TAAATAC/HTIGNAAT TGGT TAAGCGTTTGTTGTGCT-—-TATCA-AATTGACEACGCTTAACT[@TGC T TMAGGTAGCC--TAATTGETTCAACAAGCECCClcCcGGoleG TG --—-—-—-—-—-- - - - - - j¥eli¥e Clehfeli-|
6808998 -
droMoj3|lscaffold 6540:25792842- SN [V - -[€c I NV NN NlelilelcG TAGGTGTCTACGT/MIA TG T/E A TG TG T Glele TRETeli T iR i — — — == == - -EicTaccoiiccTARATACTECNAAT TGGT TAAGCGTTTGTTGTGCT-—-TATCAINAATTGACAACGCTTAACT[@TGCTTGAGGTAGCC--TAATTGTTTCAACAAGCT TCCCGCCCLGHT GT Gl el Nl Nl e GTGTGTE
25793042 +
droWil2|lscf2 1100000004943:14640097- e — — - = = = = = = = = B--GT----f{TG------ TGTGl--GTGT--—--—--- e - - — - B I LY T A A A TAC T Cl R AT TGN TAAGCGT TTGT TG TG T/ TR T CA - AT TGACHANGCT TAACTATGCT TGAGGTAGCCIIETAAT TGET T (et - - — - = == == == == e
14640209 +

laps |2:21156538-21156677 -

droAna3|scaffold 13340:3669042- e = = = = = = = = == = B--GT----GTG------ THTGY--GTGT--—--—-- ey ger Y- — iJel - — [T ek fehielelC TAAATAC T EC/ A AT TGCTAAGCCT T TG T TG TGRIT - — - TAldCA-AATTGACAANGC TR EC TIETGC T TGAGGTAGC C- - AT AT Cln C 2 1 gy — — — — — = = = = — = = = -]
3669160 -
droBipl|scf7180000396712:683549- e — — — — = = = = — = — BB - - CC/EEIGTCTGEET/CIIEH - - - EEEEEEE G cReIec TAAATACTECNAATTGEETAAGCGT TTGT TGTGIT-- - TATCE-AATTGACAANGC TR EC Tl TGC T TGAGG TAGCC- - AT G T ClA C A g — — — — — = — = — = = = = -]
683665 +
droKikl|lscf7180000302639:1624815- e — — = = = = = = = = = B--GT----GTG------ TG/ - GTCR--—-—-- HcEcE ey yelele Jeleh Tk Tehic T ek sa e T A A A TAC T T C/ A AT TGC[JSAAGCGT TTGT TGTGCT - -~ TATCA-AAT TGACAACGCT TAEC T TGC T TGAGGTAGCC--AAT TG T TTCAACA G C ] — -~~~ — === === -]
1624947 +
droFicl|lscf7180000454055:1329879- et — — = — = = == == B--GT----clec------ i¥eli¥elCRRNell - - GTATGRET/eiNE - - - TGTGCRECEEEE peTEchiecTAAATACTICEAATTCESAAGCCGTTTGT TGTGC- - -BATCA-AATTGACAACGCT TAECMETGCT TGAGGTAGCC—-AAT TGAT TClA ClEA G C i — — —~— -~~~ ——— - -]
1330008 -
droElel|scf7180000491280:3121561- e — — = — = == == = = B--GT----GTG------ &rcly--cTGT----—--- i — — — -~ == - e TEciileec TAAATAC T TG A AT TCCEAAGCGT T TG T TG TGlNe- — - [@ATCA-AAT TGACAMCGCT TAGCTIET GCTTGAGGTAGCC- -RAAT TCIT T CliA CANG C e — — —— = == === == -]
3121680 -
droRhol|scf7180000779501:512618~- ey — — — — — = — = — = — B--6T----BTG------ ClECIRENeliiG TG TA T C T[elile - - — - EEEEE ey - - e Tlechiiielsc TAAATACTIC A AT TGETAAGCGT TTGT TG TGI8 - -8ATCA- AATTGACAANGC T TA g C T TGC TTGAGGTAGCC- -1 A A T TG T T T ChA C A et — — — — — = — = == == = -]
512746 +
droBial|scf7180000302136:2259480- e = = = = = = = = = = B--GR----E------ - -ErGT----—--- i — k- — Yok - pgG TACEEgNeeCc TAAATAC T EC/ AT TN XIS A AGCC T T TG T TG TGCY- - -[@ATCA-AATTGACAACGCT TASCTITGC T TGAGGTAGCC- - A ATIEG T T T oA C ARG C e gy — - — — — = = = = — = = = -]
2259591 -
droTakl|scf7180000415257:293365- ey — — — — — = — = — = — B--GT----GTG------ TRTGE- -G T TG TG TClge- - - —- - B--GleTaciii¥edscTarATACTICENAATTCEEAAGCGTTTGT TG TG 8- - —[ATCA- AATTGACAACGC T TAC T TGCT TGAGG TAGCC - A A T TG T T T C A A C A ettty — — = — = = = = = = = = — -]
293496 -
droEugl|scf7180000409798:1138208- ey — — — — — = — = — = — B--GcT----h---—-- i - - — — ————— i — k- —[sek- -G TACiEgNeec TAAATACT R/ A AT TGETTAAGCGT T TG T TG TG Y- ——[@ATCA-AAT TGACAACGCT TAgC T[T GC T TGAGGTAGCC- - A AT TG T T T C AN C A gy — — — — — = = = = — = = = -]
1138315 +
lam3 llchr3R:21413247-21413378 - ldme_166 | — — ———————— [ _ B - el TG T/ehENYe - -fG TG T Cleheryers - —[olek - - lEhG T/ciEesc TAAATAC T EC/INAATTGEIPAAGCETTTGT TG TGC- - -BATHA - AATTGACAACGCT TAC TETGCTTGAGGETAGCC- B A AT G T T T Ch A C A G e — — — — = — — = — = = — -] |
ldrosim2|3r:20925642-20925773 - [dsi 30434 | — — — ———————— B - - - X T G T/ehE e - - HG TG T Clefiehyelel - - Sk - —[ehic Tfechfgeeic TAAATACT EC/GNAATTGCEAAGCCTTTCT TG TGCIY- -~/ ThlA - AATTGACAACGCTTACT/ETGCTTGAGGTAGCC- - [A AT GT TT CRiA C ANG C g~ — — —~———————~- -] |
ldrosec2|scaffold 13:201192-201323 - [dse 150 |l et — — — — = — = = ——— - --—-- ERels|C T G T/ e - — G TG T Clehferiers - — ool - —[Ehic TechiiNelslc TAAATACT EC/NAAT TCCISAAGCGTTTGT TG TGCY- - -MATHA - AATTGACAACGCT TAlC T/ TGCTTGAGGTAGCC—-[A AT G T T T ClA C AN G C i ————— — —— ~—~—————— e |
ldroyak3|[3R:25065959-25066090 + lava 60 |ttt — — — — = ———— = — - e — — i~~~ — felec TG TN e - - G TG T Cldiepyelsl- - [olehy - -[ehiG Tldciigdelsc TAAATACTICINAATTGCEAAGCGTTTGT TGTGC- - -l T8 - AATTGACAACGCTTAC TETGC TTGAGGTAGCC- - R A TG T T TCAAC AN G C i ———— —— ——~—————— - -] |
droEre2|scaffold 4820:6629168-6629304 e — — — — = = = = = = — B--GT----GTG------ TG T RasG TG T/eNe - -G TG T Clijehiels- -[olefy- -G T/dciffelsc TAAATAC TICIGNAATTCCEAAGCCRT TG TG TGCIY- - -BaTlA - AATTGACAACGC TTAGC TETGClETGAGGTAGCC- - A AT G T T TCAA C AN G C i — — — = = = = = == == = -]
d
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2963105-2963280
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_468.html
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21156538-21156677
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3835.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:3931037-3931174
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2496.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:3669042-3669160
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396712:683549-683665
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302639:1624815-1624947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1329879-1330008
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:3121561-3121680
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779501:512618-512746
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:2259480-2259591
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415257:293365-293496
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409798:1138208-1138315
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:21413247-21413378
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_166.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:20925642-20925773
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32434.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:201192-201323
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_150.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:25065959-25066090
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_69.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:6629168-6629304
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Sense Strand Reads
hide 3p reads “ show mid mismatch reads
M041
V109
CTGTGGCTGCATGAGTTCACTACATATAAAAATGTAATATAATATAAGCCATGGAGCAGAATTTTGCAACTTGGACGACATCCCGCACTTGCGCTGGCTATTGTGCAAGTCATCGTTTATGTTGCGGAATCCTGTGACCTTAACCAACAGCCATCGCAAAGGATTGTTTCAAGATGAATCTGCGAATGAAT female
Read # Hit |Total body male
*hkkkkhkkhkkhkkhkhkkhkhkhkhhkhkhkhrkrx O P G O o P G O G O G GO O G P G G O G (O (N (PO O O G G (O (P I DI )N L)) e Fhkkkkhkkhkkkkkkkhkkkkkhkkhkkkkkkkkkkk**k* | gjze Mismatch|Count Norm |Total body
................................................................. GCAACT TGGACGACATCCCGCAC . « 4 vt e ettt e ettt e e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaeaaaa 23 0 1 2.00 2 2 0
................................................................. (e107:V-Noki i eTey- Vot eT-N ol N o] o] o] e o NP A7 0 1 1.00 1 1 0
Anti-sense strand reads
GACACCGACGTACTCAAGTGATGTATATTTTTACATTATATTATATTCGGTACCTCGTCTTAAAACGTTGAACCTGCTGTAGGGCGTGAACGCGACCGATAACACGTTCAGTAGCAAATACAACGCCTTAGGACACTGGAATTGGTTGTCGGTAGCGTTTCCTAACAAAGTTCTACTTAGACGCTTACTTA
Read # Hit |Total
Fdkdedddk ko ki kkk ko kdkkkkddk ke kdkdk ko kkkk ... CC-CCCC-ceceeeecee-ceceeeee e, CCCCCeCe. ... .. )RR RRRRR ISR R R R R R R R R R R R DR R E IR D R D S B *hkkkkkkkkkkkkkhkkkkkkkhkkkkrkkrxkkkkkx gjze|Mismatch|Count|Norm |Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 15110:20857794- |dgr_466|CTGT-GGCTGCATGAGT TCAC-———————————————— - TACATATAAAAATGTAATATAATATAAGCCATGGAGCAGAATTTTGCAACTTGGACGACATCCCGCACTTG-CGCTGGCTATTGTGCAAGTCATCGTTTATGTTGCGGAATCCTGTGACCTTAACCAACAGCCATCGCAAAGGATTGTTTCAAGATGAATCTGCGAATGAAT
20857984 -
drovir3|scaffold 13049:22675459- |dvi 17 (cIRE-ccTciaBNa Nl XTSI NI NI NG VNNl TeT Vel f Jelel XeTohd Xel JeT.V.N-XeTele
22675632 +
droMoj3|[scaffold 6680:17294612- |dmo 220 |[NEAT-GGCTINN: G E T ma
17294766 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:20857794-20857984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:20857794-20857984
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_466.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22675459-22675632
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_17.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17294612-17294766
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_220.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764284:657-725
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[View on UCSC Genome Browser {Cornell Mirror}]
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Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH 1280 5-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
GTCTAATCAGCTGCACAGTTTAGGGCATTTATAAGAAAGTTCTTTAAGAAGTAGTGATGGGACTCAACTAGAACGAGTGGAATTTTAAAAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCCTAGAGATATACCTCGACTACAAAACAAAATGTGCCCATGATATACAAGGTGGTGGT female
Read # Hit |Total body
AR E SR AR SR AR LS EE L LR LS L L L LS U O O O € I O GO O O G 1IN - )) e ))N) IIII)) e II))) KAKKKKK KKK KKK KKK KKK KKK X KX kX ¥ X ¥**¥*** size Mismatch Count Norm Total
........................................................ ATGGGACTCARCTAGAACGAG + « + « + v e e et et et et e ettt e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e ettt 210 1 1.00 1 1
....................................................... GATGGGACTCARCTAGARC . « ¢« e et e e et e e et e e et e e et e e et e e et e e et et e e e et e e e et e et et e e e et e e et 190 1 1.00 1 1
Anti-sense strand reads
CAGATTAGTCGACGTGTCAAATCCCGTAAATATTCTTTCAAGAAATTCTTCATCACTACCCTGAGTTGATCTTGCTCACCTTAAAATTTTCGTAACGAGCGTGAAGTCTCGGAGTCGTAATGCGGATCTCTATATGGAGCTGATGT TTTGTTTTACACGGGTACTATATGTTCCACCACCA
Read # Hit Total
AR A S S S A LR AR LR LR LR LSS E et Ll LS U O N S O € P O GO & O O G BRI NS DR RS DD D S DR D RIS B D B B B I KAk KKK KK KKKk Kk Kk Kk ¥k ¥k ¥k ¥k ¥ X ¥**¥*** size Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 15203:9467719- dgr_467 |GTCTAATCAGCTGCACAGTTTAGGGCATTTAT-———-—-- AAGAA--—-————- AGTTC---TTT---AAGAAGTAGTGATGGGACTCAACTAGAACGAGT GGAATTTTAAAAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGATATACCTCGACTACAAAACAAAATGTGCCCATGAT —————— ATACAA - — == === = — GGTGGTG----—- GT
9467899 +
drovir3|lscaffold 12970:5369069- dvi 24642|cilcTldgrcacecToeacal}T T TG CRENSSINT A T SN I Ne A Rln — - — - — - - INeeGTTC-—-TTT---AAGAGTAGTGATGGGACTCAMCTAGAACGAGT GGAATIAT TIMAAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGA AT AT A CTA CH R e TR TEC CRlALNG A TR TN A T AR A A - — - - [elelfelelclecTccack
5369255 -
droMoj3|scaffold 6473:4951680- dmo 3154 TIEGCTGCACART TTAGC L N Caca ARG TNNelcldTC- - - TTT- - - ARG AEG TAGTGATGGGACTCARCTAGAACGAGTGGANTINT TRREYAGCATTGCTCGCACTTCAGAGCCTCAGCATTACGCC-TAGAGANA T AR T ClN A C T A g A e e — — — — — — Ci#- ¥\ CTACGT TTCTTTTTTAGTATTATTTTTTCTATAATACCAACTGGT T[ClCHNCIcHNCEEIEEnE GT
— — [ [ (]
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1081358 -
droKik1|lscf7180000302698:307852= ettt -~~~ =~ - et - - e -~ AECHEG TAGTGATGGGACT i C T AGAACGAG T GG A A T T T A A G A TG C T C A C T T A G A G T A AT T A C G L~ T A G A G A ettt ~ ~ ~ =~ R ettt - =
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droSec?
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:9467719-9467899
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Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
V109
ATTTACAATTGGAATAGAGGAATCATCATAATTTGTATATCAATCTATATAATCTTACAATGATTAACTGCCGTCTTGCCGGGCCTGTGGGCACCCAGGTCCAAACAAAAGTTGCCCACATGCTCGGCGATTCTGAGCAGT TAAACTCAGTTTAACTTCATTCACAACTGACATTCCTTGAGAGCTACAGCTACG female
Read # Hit Total body male
KKK KKK KKK A KK KKK IR KKK KA IRKIRKIIRKIK* COCCCCCCEECEC - COCEEe- e . (Ceve))ennnn. 1)) NI D)) eI e KHKKKKKKKK KKK KKK KK KKK KKK KKK ¥ KX ¥ XX %% sjze Mismatch Count Norm Total body
..................................................................................................................................................................... AACTGACATTCCTTGAGAGCTACA...... 24 0 1 1.00 1 1 0
...... AT TGGAATAGAGGAATCATCATA . ¢« « e e e ve e ettt e e e e et et e a e ee e e e et et e e e e e e e et et e e e e e e et e e e e e e e et e et e e et et et e e e e e et e e e e e et et e e et et 240 1 1.00 1 1 0
.................................................................. ol Jelololed okl e ol ofe]ete]o] ol e 1NN PP N ¢ 1 1.00 1 1 0
....... i eled V-G Ney NeTer NN oF- i o A1 o 1 1.00 1 0 1
...................................................................................................................................................................... ACTGACATTCCTTGAGAGCTACA...... 23 0 1 1.00 1 0 1
...................................................................................................................................................................... ACTGACATTCCTTGAGAGCT......... 20 0 1 1.00 1 0 1
Anti-sense strand reads
M041
TAAATGTTAACCTTATCTCCTTAGTAGTATTAAACATATAGTTAGATATATTAGAATGTTACTAATTGACGGCAGAACGGCCCGGACACCCGTGGGTCCAGGTTTGTTTTCAACGGGTGTACGAGCCGCTAAGACTCGTCAATTTGAGTCAAATTGAAGTAAGTGTTGACTGTAAGGAACTCTCGATGTCGATGC female
Read # Hit Total body
KKK KKK KKK KKK KRR KRR AR KRR IRIIRIK* . I R N N N R N A (Covea))ennnn. 1)) NI D)) eI ) e FAKKKKKKKK KKK KKK KKK KKK KX Kk k¥ k¥ XX %% gsjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
droGri2|lscaffold 15252:2029218-  [dgr 469 |[ATTT---------—- ACAATTGGAA--TAGAGGAATCAT-—--CATAATTTGTATAT---—-—- CAATCTATATAA-—-TCT-—--—-——- TACA-ATGA--TTAACTGCCEGTCTTGCCGGECCT-—GTGGGCACCC-AGGTCCAAA-CAAAAGT -~ TGCCCACATGCTCGGCGATTCTG-AGCAGT TAAA- —————————————————————— C-—--TCAGT------—-- TTAA-—CTT-—CATTCAC—————————————————————— AA--—-—-- CT--GACATT-CCTTGAGAGCTACAGCTACG
2029412 +
drovir3|scaffold 12963:14467427- |dvi 24646|AdTT--—-—-—-—-- AT - B - —— - TTINA B - - CIATGHICCA - - - AR calgriragdnE---TcT--—-—-—- (i - sy - -EraAacTecceTCTTCCN S cCCT -~ GTGCLRACINY - AccTCCAA A N R T - ¥ Sic cAcAciNicccaTTC TG-EecacTTEAR-- - —-———————— - - —————- - — - - - BT TTTACHALNA TR TINIGING A TG TAA A CEEEIA TGGGAGEEEEEIEIEEE - - -—-——- We--t¥ecarr-ccrrelgcallcTacacciiace
14467615 -
droMoj3|scaffold 6500:15423853- dmo 3155 |aT/e&----------- INONAcacaTTRECcccalcc-aEcEE - - GINTilecINCGGTAGACAARINGCACIAGCAGCEEE - - - EEEEEEE efelc Al T TAACTGCCETCTTCCINCcCT-—G TG ecce-AGGTCCAA N N Rty - LY ic cacAlcifdciicccaTTCBG-Becac T TEnde - Ea)- o N - HXele - - - - - B ———————— —— - — B — - — — — e e B------- B B TR TR GARC T AC A RSy
15424034 -
droWil2|scf2 1100000004945:407274-|dwi 5419 (A/eelg--------—--- ACAETTIN A WNNI G ANNA TCld /e - - DA A TETGI A ThR- —- —- - - - - - - - —-—-AGITATAAGTTATATCCAGTGIATCGATRERGINATie[SleleliehiiNelsla Elefe T/ohi T T/eila A A GINA TECINEIING NN T TEVNN - iRl C T T TINTING A T C TSl NENeiNes G/ A TN GINA TR CE A C A A CEEREEE T B ———————— —— - - — B — - — - — B------- - --—--F-----———--JiG----A---]
407436 +
dp5 l4_group3:7165330-7165550 —|dps_30  |[aTTT------- ACGCINNGCAACIN AN T AN AT AR A TlSTCGGAIC - - - - - - e cTe A Wep T Clel- — - - - - - - AR S - TTAACTECCCTCTTECIACEccCT-—C TN AccTccAn AR i i cliA c AllcEclicccaTTce-EecacT TEA N -Ha8- - - - ——-- GlccaRERTfsicacC- - TTIAAATCACACHINNA G AT CIlGINTNA AN T2 CAG T —— - - el N Nele - - GACAT T - CCTTGAGAGC T
droPer2|scaffold 1:8612742-8612962|dpe 229 [ATTT------- ACGCININGCAACIY A INIAT AINNA ST AREIA T TCGGAIIC - - - - - - EEEE - - - - - - - — - GEATG TS CEEEEE A - - TTAACTGCCGTCTTCCCEGCCT- -GGG - AceTccann MR Tt AGI CiiA c Al cleciicccaTTCEG-ecac T Tle A - - - - - —- - GEGGAREETECACC- - TTIAAATCACACIENNAAGlA R T GG NS A G A R G T A C A G T R ——A——GACATT—CCTTGAGAGCT\
droAna3|scaffold 12916:9588050- dan 4042 TTT ——————————— A — ~ e - - - - E————— — — = == -IG- -GI\accTEEE - - - R T~ -t cliicccAjSNNNCIIElC Tl Ieh Lielela Ea [ T[ShiEETcielen - —[§G - BT eliRlF VT - — - — - IEEe TS TIXI NG CéA BTNl CleR el NelRici N A c TGATAREARTACCEGACEERTScCcCAAAMACACATCACATCH - GCGSRUEET GIIGIENCE C G CREEEEE - ------- CENGACATT-CCTTGAGAGCH . EmEA CG
9588228 -
droBipl|lscf7180000396580:1442879- - — R e — e — — g — — — — — — — e — — — ol — — — = = = = == - - - -B- - - - BN G IElSeIelIshlleleaEClE TShEtIcilele - - [§G - B TENSE VNN T - - - - —jiTE - ETfeTININC CR G T/HdaNTecleccdNeliicci\acTGarACCARTACGEGATRER TS CTCA - - AllACATCACATCH- GCGINERT GIlGINSE ccCREREEE o C R — C R Cle-IGACATT-CCTTGAGAGC S DREA CG
1443035 +
droKikl|lsc£7180000302246:274506= CCARCCCAGTTACGCGIN--———— BB — - ————— B —————____EEEEE e — — — e — — — — — = — - Eece- - acTeciicTcTTeCINcEeccT--GTo G e -ee TecAn A - R T - A ia c Al claclicceaT TG - o cac T TlEA g - Hadde - - - ey - - - - - —-- - - ——-leGaTcGCACIIINACGIRNC G TGIlGINSECGCAGAGAREAGAGTTCREREEEEEEEE GTAATCEEEEEE cld--cacarT-ccTTGAIAGCTACARREACG
274687 +
droFicl|lscf7180000453924:1051722- Afele--—-------- ACAETEN GAA - -EncAl N - — - R GANCIECEUIT GEEEE GIAGINGGENICG - IR - - - BT CGCCTGGGRTCiNeCERICINN-CElldc il hilele Al cle - FcEEehiaEA - - ST TR TEIINIAT - - - - -[iTEAde TN ccClece T A NENe Clell I NhliGIN ABGcATCCAGRGATGCGAGTRCCREEENCINA cccTTCACACINNACGRILEET GG N C G TREEEEEE ACAGTTCAGTAGTTCAGTACAGTREINCEEEEEE Cl8--GACATT-CCTTGAGEGCT2ARMEACG
1051957 +
droElel|[scf7180000491046:1758541- ey -—-------- acalgrriNcan--EacailaErcall- - - -EeaaaTlecEa Tl - - - - - - GIAGIGGENICGCI R - — R WrecEyerce--graacTecceTcTTeC N RCT - - G TL G C iR -GG TCCAA AR T - Fciiciia cAlecldciicceaT TC TG -EeCcAGT TEA ALY - (SIS VRIS ST NI Ne - - [ec - - - -[scAcL NS IS T A nec T T- - e TlecAc ey - - - - - - -LXLNhpde - — - —————————- AGTEETCCEEEEE Cl8--GACATT-CCTTGAGAGCTARImEACG
1758766 +
droRhol|[sc£7180000780028:158220- ey -—-------- AcAlgeTiNGAlg- -EncaiflaErcaly- - - -EReaaTlcEA Thle- - - —- - EaaTEenTilelen - — - - —-—---- TG GE T Cile cEE NN NChelelelelTeh Leleln Ec/e - SHEEtetiA T T - - ST TR Tl VINAT - - - - - HTEARTRTIATING TG T2 NENNeEcEdNelRicV AR TGATCCAARGACGAGAGEERGIREEEN C/SNAIC CA TCACACIRUNAC GIIEET GIIGINCE C G TREEEEEA C A G T TCREE A GTREINCEEEEEEE Cl--GACATT-CCTTGAGAGCTAREEA CG
158443 +
droBial|lscf7180000302188:2121999- Ade- - - —————- INGG Ciln FAGERGININ T ARNG I AN A B - — i\ AN CIEGINN TR GA CTGCIGIGGINIC GG - — - B THGIAT Ccle CRRl iRV NCIIEls T/ehTehilelsla Elele - SlcEETeilA B - - ST TR T/HeINIINNNA T - - - - - RTRAE TR TG GG T rddegNile el INdicINABccATcCAARGACCAGAGEEE A CEEEELISNelC CACTAGA CIINNACCINEET GIGINE C G TEEEEEEEA C AGT T CREEEEEE G- -2g---—--- 8- -GACATT-CCTTGAGAGC TA e CG
2122228 +
droTakl|scf7180000415438:753053—- A - B B - — e — — — i ———_ == == GINGHIGGINECGCIEEE - - - EEEEEE TG T Cile R CIUNNSIEls T el el hilelea elele - SlcEEellelea - — [T TR T[leiNeFNNAT - - - - —-TRARTRTIAT GG TG T Nlile clel NGV A B GATGCCARAATGAGAGEEEACEEEE /o] - - B INferandecTT--erlEcac - - —--- B e — C e Cl8--GACATT-CCTTGAGAGCTARRTeA CG
753223 -
droEugl|{scf7180000409554:3024242- Adele--—-------- acAgeTiNA A - -Enrcali\aErcall- - - - P e Tl ThiE- - - —- - GIAGCGGENICGCI R - — R TG AR T CIE SRRV -NChlele /el leh ideleln Ec/e - [ShiEEeliia e - - ST GRTelelRlFNINA T - - - - - TEAR TR TIATG T¢cE T NileR e Neliic T/ AR GGATAAA AAGATGAGAGEEE G C /oA ACCATCACA RN NAC G T Gl G R C 2 T A C A G A T TR e -2 --—-—-- He--GACATT-CCTTGAGAGCTAEACG
3024465 -
|dm3 lchr21:3067706-3067929 + |dme 436 |pEIEE----------- acAgerican - -EacaidlnfdTiial)- - - - DT TGEATHT - - - - - - GCGIE G C GG - - - — TR T cife cRRCIUNNSINEl TENelnielea Elele - ChEFTehia e - - ST T ClleiNeehVNAA T - - - - —jiaR AR TSIV T/sife rieleeNilife c/e c NGV A B T GA TGCAARGA TGAGA GG IeE Rt NS NeliC CA TAA CA CIEINNAC G T Gl GINeE cc TREEE CAAT T T ey - -l - —--—- CB--GACATT-CCTTGAGAGCTAEEACG|
ldrosim2|21:20946891-20947114 + lasi_32463|pRER----—------ acagdTican--Eacalfafgrcall- - - -ERer T TcEA T T - - - —- - - leleclEn Tielelele - - - - - - ——-- Tl AT Clife cRRCIEN NS Iele T el el hlelea elelel - ChEEehia el - - [§T TR ClleiNSFVNA T - - - - —-lTRARTETIN G TG Tl Nilie cleR NGV AR T GATGCAARGATGAGAGERE GO CleNelic CATAA CACINNAC IR T GIiGINE cc TREEEE A CAA T T C R ey - - Al -—--—- Cl8--GACATT-CCTTGAGAGCTA e CG]
droSec?|scaffold 5:1224949-1225172|dse 1854 |adfele----------- acalgeTiNGaAA--EacaiflaErcalY- - - -Een T TCleA ThT- - - —- - GCGINCGINICGGCREE - - - R TG AR T Cile R CIIN-NCIIEle T el ek Leleln elele - ShiErehia efe - —[§T T ClElelRslFVNNAT - - - - - TEAR TR TININC T(¢A S el Niile clel el NelRicE VA BT GATGCAARGATGAGAGRERGIREEEE C/SENelic CA TA A CACIRNNAC GEIEE T GIiG/SENCE C G TREEEEE CAAT TC R e -A---—-—-- Cl8--GACATT-CCTTGAGAGC T/CRIEen CG
droYak3|2L:3063707-3063919 + dyva 1801 |EHNel&------—-—-- ACATIGA A - - G - — - - e TecEA T/ - - - - - - GCGIIEGINNCGCIEEE - — - EEEEEEE Ti¥NA G T Ci¥e CERICIVNNCINEle T/SiNehiNeleln Elele - SLiEEeiia ele - - BT TR THENIONINA T - - — - - KT TR TINING TG/ Tl NiiNe Cle NIV A BT GA TGCAARGATGAAAGAGAGREREC SGEINC CATAACA CIRNNNC G T GGG C G TREREEEE CAATTCRE e AGTREINCEEEEEE Cl8--GACATT-CCTTGAGAGC T2 heleCG
droEre2|[scaffold 4929:3115449- der 1527 |pof8----------- ACAETIG A A - - [En A e — - — D T & CEA THE - — - — - —- dercilarielelen - - - —-—---- TilGARNT Cile cCEE CIUNNGIE TElNellielea Elele - SHEETehia e - - [T T CleiNeeENNAA T - - - - —liTEAE TSI TEcE g Nilife clelc NGV Bc A TGCAARGATGAGAGEEEGIEREE CNeliic CATGA CACIRNNAC IR T GIlGINE CG TREEEEEA CAT T T TREE CAGTREINCEEEEEE X -GACATT-CCTTGAGAGCT A DheleCG
3115661 +
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	scaffold_15126:1982631-1982694 -
	confident-exception
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_357
	scaffold_15112:1887940-1888004 -
	confident-exception
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_137
	scaffold_14846:172260-172323 -
	confident-exception
	Mirtron
	antisense_to_3pUTR
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_61
	scaffold_14906:4606565-4606625 +
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_58
	scaffold_15074:5989735-5989795 +
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_460
	scaffold_14906:5355673-5355829 +
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_464
	scaffold_15110:20858179-20858318 -
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_227
	scaffold_14978:1067315-1067384 +
	confident-exception
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_32
	scaffold_15126:5586520-5586579 +
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_462
	scaffold_14906:8668189-8668276 +
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Repeatable elements
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_461
	scaffold_14906:5355466-5355563 +
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_36
	scaffold_14906:4172175-4172237 +
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_468
	scaffold_14906:2963155-2963230 -
	candidate
	Canonical miRNA
	antisense_to_intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_466
	scaffold_15110:20857844-20857934 -
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_467
	scaffold_15203:9467769-9467849 +
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dgr_469
	scaffold_15252:2029268-2029362 +
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs



