ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}
dgr 111 scaffold 14830:672741-672803 - |confident |Mirtron |intron
Legend: mature star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds
Flybase annnotation
intron [Dgri\GH16356-in]; CDS [Dgri\GH16356-cds]; CDS [Dgri\GH16356-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
V109
GCGGCCAGCCGCAGGCACAGCTGGAGGACATGGGACAGACACTGCGCAATGTAAGTGCTTTGGCAATTTCGGTCGTTCTCCAGCGAACCACTCACATTTCCAAAACACTGCAGCT TTTCAGGCGGCTCAACTCGGAAGGACTAACGGAGACGATCGAGCTGCA female
Read # Hit |Total body male
Jde ok ok ke ok ok ok ke ok ke ok ke sk ok ke sk ke ke sk ke ko ke ok ok (( (L (. (e (G e e (O (e e nn e 1)))2))) e )))u))))) L)) )))) L Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**** 5jze Mismatch Count Norm Total body
........................................................................................... TCACATTTCCARRACACTGCAG « « ¢ v e e et e e e e e et et te e ie e e eieee e 22 0 1 456.00 456 447 9
........................................................................................... TCACATTTCCARAACACTGCA . ¢« e et et te e et e e ee e enaenaenaenaenaenaenaenaenaen 2l 0 1 34.00 34 34 0
............................................................................................ CACATTTCCAARACACTGCAG  « « v e v e ettt e et e eee e 210 1 34.00 34 34 0
............................................................................................ CACATTTCCAAAACACTGCA .« v et et e eeeeeeee e enaenaenaenaennenacnnennenae 20 O 1 6.00 6 6 0
........................................................................................... TCACATTTCCARRACACTGC « e v e e te e te e et e e et ee e ie e ie e i eieeneenaenaen.e. 20 0 1 5.00 5 5 0
............................................................................................... ATTTCCAAAACACTGCAG . -+« o et et te e et et et e eneenaenaenaenaennennenaen. 18 0 1 4.00 4 4 0
........................................................................................... TCACATTTCCAARAACACTGCAGH. -« vttt i e e ee e 231 1 4.00 4 4 0
............................................................................................. ACATTTCCARAACACTGCAG . « « « e et et e e teem e e e e eeeneneeaaneeaeaenneaenaeaa 20 0 1 3.00 3 3 0
........................................................................................... TCACATTTCCAARRACACTGCA. . .o e 221 1 3.00 3 3 0
.............................................................................................. CATTTCCAAAACACTGCAG . ¢ « e e et e et te e e e e et ee e eaenenaeaeneenenanaa 19 0 1 3.00 3 3 0
.................................................. GTAAGTGCTTTGGCAATTTCGG « « + e v e e e e et et e e e e e et e e e e e et et e et e et e et e e e e e e e e e et e e et e ettt ee e 22 0 1 2.00 2 2 0
.................................................. GTAAGTGC T T TGGCAATTTCGGT - + ¢ e e e e e e e e e et et e e e e e e e e et e e a e e e ea e e e e ea e s teeaeeeeaeneeaeaeneeaeneeeeaeneeaenenneaan23 0 1 2.00 2 2 0
.............................................................................................. CATTTCCARAACACTGCA . ¢ v v ettt te et et e e e eee et eee i e 18 0 1 1.00 1 1 0
............................................................................................ CACATTTCCAAAACACTGCAM . ¢ vttt i e et et et e e ee e 211 1 1.00 1 1 0
........................................................................................... TCACATTTCCARAACACTGCAGC .« v e e te e et e e et ie e eie e e 23 0 1 1.00 1 1 0
........................................................................................... TCACATTTCCARAACACTGC. . . oo i e 2 1 1 1.00 1 1 0
............................................................................................ CACATTTCCAAAACACTGCAR. . .ottt i i i i i i e e e 201 1 1.00 1 1 0
Anti-sense strand reads
M041
CGCCGGTCGGCGTCCGTGTCGACCTCCTGTACCCTGTCTGTGACGCGTTACATTCACGAAACCGTTAAAGCCAGCAAGAGGTCGCT TGGTGAGTGTAAAGGTTTTGTGACGTCGAAAAGTCCGCCGAGTTGAGCCTTCCTGATTGCCTCTGCTAGCTCGACGT female
Read # Hit Total body
e e ok ok e ok ok e ok ok e ok ok ok ok ok ok ok e ok ok sk ke sk ke sk sk ke sk ke ok ok (( (L (. (O CCCe e OG- (e e 1))) D)) o)) ) ))))) L)) ) ) ) ) . L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*x 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 14830:672691- dgr 111 |-===GCGGCCAGCCGCAGGC A=~ == === === == = m = o o o CAGCTGGAGGACATGGGACAGACACTGCGCAATEEAACTCCTTTC  — - ====x GCAATT----—--—-- FEEETCGT-TCT----CC——-————————~ AGCGAACCACTCA=======- CATTT--CCAAA-—--—- ACACTGCAGCTTTTCAGGCGGCTCAACTCGGAAGGACTAACGGAGACGATCGAGCTGCA
672853 -
drovir3|lscaffold 13047:12453733- SRZ BT SEEEelele C o) Nelole T Ne T A TGATGACATTAGCAGACAGATTGGTGGTGCACGGAACAGTGGCCAGTCANE T C T/ T[N Nlelele T/SfNe sl c/shlele T NN el /- V.\Eh Te ol i Lie B GEAATT---------- Te--GThcT-Tcg----c----—-—-—-—--———- AGHGAACCACTCA-—-—-—-— CATTT--CCAAA------ acactilcaccTrrifeciiccile Tiiafic TcoealgccalTEacceacacaTiGAGITGCA
12453942 +
droMoj3|lscaffold 6540:29363572- dmo 212 ||----cE\cfeccallccoealigy--—-——————— - i G AGACATGGGHCAGACAC T CHCAATCTAAGTCCTTIC———————~—~ GEAATT---—-—-—-- Thc--6rcclg-Tcg----cl---------—--- ARBIGAACCACTCA-——————— CATTT--CCAAA--—---- acacTcaccTlr rifeciiccilcTeaficTecoalgcoaliTEaccoaacEa TG AGHTGCA
29363727 -
droWwil2|scf2 1100000004921:3101054- --—-cf\cEccpgcceen - - - - - - - - B CAGGAMAT GGGICAGACIEMT GCGHAA TEHEACTC NI~~~ —-----AAATTAATEE- - -EEIElGGT -RUIT - T TN - - R GIY-cTiNATTTTAA - EEETEEEECINT - - B - TIAT TR Wai\ti\caccTrrreAGcalc AT cBcaldccacTaACooaicRA THiGACETGCA
3101203 +
dp5 l2:42008-42163 - I e 2 € C G TS N T A B G 2 BGACATGGGACAGACECTGCCEAA T EACT NN = === TGAAG--——- - TAGT s cA Al - T - - - TN TCSla A - B C R T T e - — - T T EaprpRacc T TR e reaBr clicaaccaART AACEC AR THGAGRTfECA
droPer2|lscaffold 7:2832406-2832561 --—-ciceciccclecAledNg- - - - - - - G AGACATGGGACAGACECTGCCEAATEHEACTIINT NG ===== TGAAG------EEAREEEEE WTAGT[EINSCAAINS- TCRE - - EEEEEEEE TI-TTINNTTCEAA - BEE CEEEE T TR - - - T TR GAR T T AINEICIENT CEA e CleifelNC TN T VNI TINNNS C/F\c c TAINE T[FNEA IC TN
droAna3|lscaffold 13340:14472502- -——-ciceciicccoeachEgy- - — - - - A GGARNATGGCCAGACRRTINAC A ATCTAAGIN N\ -~ —-———-TA T TATT - - - B - - - - - B - T A T T I\cTTEN AL - - - - - B CATATANGEEARTTGREEEE pRdalfeccaccTTTTCAGGCGEcTCfdc TfdcallccaliTEACcooalkeA THiGAGIITGCA
14472649 +
droBipl|lscf7180000395971:697068— --—-ccaehiciicechicAciENg- - — - - - - i cAGGAATGGGACAGACTINACI A ATCTAACTH N\ il —-———-TAACTAAART-- - - — - — N [ T — R TG--TINY- - - - - - - B TCcATATTANGEE AR GT TEEEEEE pkye¥eccaccTTTTCAGGC G TCifdc TelcAlEccaliTEA cooAYekYeA THiGAGIITGCA
697212 -
droKikl|lscf7180000301923:202844- --—-cideicciicccee A Ng - - — - — - — - - G2 GGARNATGGGACA A Clc T CEA A TETEACTC N TR~~~ —-—-—-TGGGAAGACE--ACTTATAAAING- ACTTT - EEEEEEEEE TY- - TINNTTTTAT - RS GEEEE T TR e T T TR CATTIEONE TIGIETINEA e cleife T Clile clF\Clele c ThicENE e c TCINE T/ NEA WS
203004 +
droFicl|scf7180000454106:2111197- --—-ccisiciicccaeacle- - — - - - m o R GAGGARATGGGACAGACMC TENGEA A TEHEACT YN Tleg======uuus ——-——-—TGCTTAAAGTIT-55 - — - — - - - - EEE — R TG-TATINGATTCA-EEEACATTTIANARE A T TEEEEEE GXrccaGcTTTTCAGGCGHCTHACTClicAlEGGACT/EACGA el THGALYXSGCA
2111349 +
AroFTel[saI1180000451104 220511 B = = === = _— e T e e T SR S T e
220565 -
droRhol|lscf7180000779488:280688— -——-cl\cfcciiceceeAlINg - - — - — - - - - - - - - [N\ GINEITe CINTNC GlolNe A B cIYNi el i G/l IATAAGT TTCTTTAAAG- - - - - -EE TEEEEEEE T AR - - GOl A A — T T - — TTTTINATT- - - - -CEEEEE - il CAATIITCEEEEE FXEiTIcaccTTT TAGRC G cTRAlEc TelicAlEccaliTEA cooadekYeA THiGAGIATGCA
280844 -
droBialllscf7180000302402:7801030- A G A A CA G T[N T T T e T G2 GGAEATGGCECAGACC TCRCEAATECTAACT N NI g =========c —-—-—-TTCTTTTCE---F5-----F- TIEEE T TR G AAATTCTG— - — - — - — - pr - - -E- - - —clri\r- -EcAlg]- - ---- WXirccaceTlrTiAGGecilc TErldc TclicAEGGAlTAACGo AR THG AN T GCA
7801180 -
droTakl|lscf7180000415364:57027- cceGlgadcTaTEeeeedNe T TC]
57143 +
droEugl|scf7180000407340:34250— --—-ci NG ccileacge----- - - - - - - e calcrdaTcecacAIacHc TG GEA A TEHEACTH S E TR~ - --—-—TGGTTGTTE: - — -5 - - - —-F - THEEEE T TAATATGAATTTTG- — - — - - — - T T/t A SR T T il GEETeloF\ T TR GXhiri\caccTrrreAGeeacTAcTclcAlEcealTAACGG AR SRRNA THGAETGCA
34403 +
am3 llchr3rR:5068719-5068867 - I e A € C TS TS e T 2 C R —— e G AGGAlEATGGGACAGACIITGCCAA TCTANCTCT NI TR -~ e AGATCAAAAT---p= —--—-F---7che- - TIN- TAINAT TG TAA - B A BT T G eIe T T TR aAerccace rlarthaciccitia g rclicaldccaliraaccoalfSiA THGAGRTGCA|
ldrosim2|[3r:15944731-15944882 + ldsi 1222 |----cEceclccceen GRS ————————— === B AGGAEATGGGACAGACHCTGCGIAATETAACTC I T~~~ At AGATCAAAAT---F= e i 1 - —— - ———-——~ - TalNTGGTAA - EE A T T TGl i - - - GGTAATTTHACTNCoNClem i TiNe A e ciirNcis TS r ThENNsIeler T c T i TN A ey
droSec2|scaffold 0:16813360- --—-cicfichjcccecac - ----—--——-- - - - R GAGGAEAT GGGACAGACMCTGCGHAA T AR T C g T e GGATCAAAAT---E= e Eve - - - - —-—----—- TIY- TAINNTGGTAR - FEEAREET T GIEETele C T TREE T a¥irceaccTrTiAGRcGlc TAEc T A el T AR cooAlsleA THGAGETGCA
16813508 +
ldrovak3|[3R:9121139-9121204 - | e A A C T T T A C R B G 2. GCAATGGGACAGACECTGCGEAATETARCTCRINN G TT/.V.NiGTAATTAAAGT---p= e - - ———--———- T - TN T TG AL - B T T T A [ ele C TC R aAlrcRaccrrrriacRccEcTRaBcTccrBecEc raacccAlSEA THGAGRTGCA|
droEre2|scaffold 4770:16531456- A A C T e Tl olelele) e T 2 C e T I G AGGABATGGGACAGACCTGCGCAAT ARG N TR R AAACTAGAGC---[= i - — - —————————— TI-TlécciTcTas - EEETEEEET T GIAREIele C T TREEEE aAlYelirccacerTrTAGccEc ThaEc TCcAgcclliTAAco oAl THIGAGEYTGCA
16531604 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:672691-672853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:672691-672853
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_111.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:12453733-12453942
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_16654.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:29363572-29363727
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_212.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:3101054-3101203
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:42008-42163
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:2832406-2832561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:14472502-14472649
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395971:697068-697212
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301923:202844-203004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2111197-2111349
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:220511-220565
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779488:280688-280844
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7801030-7801180
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415364:57027-57143
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407340:34250-34403
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:5068719-5068867
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:15944731-15944882
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_1222.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:16813360-16813508
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:9121139-9121294
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16531456-16531604
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[View on UCSC Genome Browser {Cornell Mirror}]

dgr 284 |scaffold 15110:3149231-3149291 + |confident |Mirtron |intron

Legend: mature Star [y g iR g g 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\GH15934-in]; CDS [Dgri\GH15934-cds]; CDS [Dgri\GH15934-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
V109
AGATCTTTCTGATAGATCAGACCAGTTACTTTCTCAACTTTACGACCAAGGTGAGATTCGATGATAACTGAATAATATTTCAATTACT TACTTATCATTATGTCTTCTCAGACGCGCAACAAGGTATTCACCAAAATCGTCGGTCTTCCCTTACCARATAT female
Read # Hit |Total male body
hkkkkhkkhkkhkhkhhkhkhhkhkhhkhkhhkhkhhkhrhrkkrkrrkxx (.. (CCCCCCC-CCC (e 1)) )Y DIN))) . Kkkkkkkkhkkhkhkhkhkkkhkkkhkkhkkkkkkkkkkkkkkkkk**k***** gjze Mismatch Count Norm Total body
.................................................. GTGAGATTCGATGATAACTGA . « ¢ e vt ettt ettt ettt et e ettt et e et ettt ettt ettt ettt e e et ie e aieneneneaee. 20 1 435.00 435 250 185
.................................................. GTGAGATTCGATGATAACT G . « + v ottt ettt ettt ettt e et ettt ettt e ettt ie et ieea et eiaaeneaeeneneneneenen. 20 0 1 50.00 50 31 19
................................................... TGAGATTCGATGATAACTGA . «  « ettt et ettt et et e e ettt et e et ettt et e e e et e et e ettt et e ettt et e et eeea e 20 0 1 17.00 17 1 16
.................................................. GTGAGATTCGATGATARCT .« ¢ e e ettt et et e e ettt et et ettt et et ettt et et e ettt e e ettt ettt en e 190 1 10.00 10 5 5
................................................... TGAGATTCGATGATAACTGAAT .« & ot vttt ettt ettt et ettt ettt ettt et e et ettt ettt it et ettt e n it eiaenenennnee.. 22 0 1 6.00 6 1 5
......................................................................................... ACTTATCATTATGTCTTCTCAG . « ¢ et et ettt et aeeeete e e e eneneananannaeneneneas 22 0 1 3.00 3 2 1
.................................................. GTGAGATTCGATGATARCTGE . . « « o et ettt ettt ettt ettt e e e e e e e e e e e e e e e e et et et ettt 21 1 2.00 2 2 0
.................................................. GTGAGAT TCGATGATAACTGA. - . o .ot i i i i it it i e e et e et e et e et et ee e e 221 1 2.00 2 2 0
......................................................................................... ACTTATCATTATGTCTTCTCAGH . « ¢ttt ettt it te et ettt ee e eeeaenenneae. 23 1 1 2.00 2 1 1
......................................................................................... ACTTATCATTATGTCTTCTCA . ¢ ot ettt et ettt et et eteee e eneneaeanaeaneeenenenea 210 1 1.00 1 0 1
................................................... TGAGATTCGATGATAACTG . ¢ttt ettt ettt ettt ettt ettt ettt e et ettt e ettt e ettt en i eineneeenenen. 190 1 1.00 1 0 1
.................................................................................................................................... AAAATCGTCGGTCTTCCCTTA........ 21 0 1 1.00 1 1 0
....................................................................................... TTACTTATCATTATGTCTTCTCE. . . .ottt ettt e e eeaeaa. 242 1 1.00 1 0 1
.................................................. GTGAGATTCGATGATARC . « + ¢ et ettt ettt ettt et ettt ettt ettt ettt ettt et ettt e ettt e et et ie e eneneaenenenaea.. 18 0 1 1.00 1 0 1
Anti-sense strand reads
M041
V109
TCTAGAAAGACTATCTAGTCTGGTCAATGAAAGAGT TGAAATGCTGGTTCCACTCTAAGCTACTATTGACTTATTATAAAGTTAATGAATGAATAGTAATACAGAAGAGTCTGCGCGTTGTTCCATAAGTGGTTTTAGCAGCCAGAAGGGAATGGTTTATA female
Read # Hit |Total male body
Tkkkdkkkkkkkkhkkhkkhkkhkhkhkkhkkkkkkkkkdkkhkkdkrkrdkrdkrdkrdr (.. (CCCCCCCCCC (e e .. MDD DI e Kkkkkhkkkkhkkkhhkhkhkhkhkkkhkkhkhkkkkhkkkkkkkkkkkkkk*k*k**** gjze Mismatch Count Norm Total body

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droGri2|lscaffold 15110:3149181- dgr 284 [AGATCTTTCTGATAGATCAGACCAGTTACTTTCTCAACTTTACGACCAAGGTGAGATTCCAT
3149341 +

drovir3|lscaffold 13049:2100079- dvi 17966|AGATCTTTCTGATEGATCAGACCAGETANTTTCTCAACTTTACGACCAAGGTCECMENET-———-
2100296 +

|[droMoj3llscaffold 5978:589-753 - | ----—-——AATTTTTCACTTGGATCTTTACEACACITATTCT T T T T T T | _ _ _ . . B B corsyaca cEcclaacaacGTET THACHAABA THG THGGTHTRCCCTTEccErAlAT|

droWil2|lscf2 1100000004762:3971807~ AlarcrrrcToATHGATCAGACAGETANTTTC THAANT T TACE A CINA A GO T AT/ - — ——- i — et — — — = = = = = = = = = = A - — — —— — =~ - - - - CAAGACTGATGTGASNGACTTGGGACTAAAAAATIG cGCCMTTTCTTGTAlGATNEGT T NATINA A S ThEI TINIIFVN eI\ T/elelclelfde A T C CIAT NI
3971977 +

ldp5 |XR_groups:8384530-8384690 +| |acarcrTcrdErfgcaBcacaccacgractticrcaacTTEacRacEracETdEcENC Clele-— - - - R - = - — — — — — E—,—,———Nhm A A > cTASEE G GAGT TCTINC TRRICS? CCGTGAT TCTATTTCGCAAA acficciaacanceTrTcaccaraaTCGTEGGTCTTCCHYTACCEAATAT|

|droper2|lscaffold 40:576585-576745 +| |acarcrTEcrdErEcaicacaccacracrfdcrcaacTTaciacEracerdEciECCRE- - - - - R c--pE= = — = —— — — —— — — . cT AN 1 GAGT TCTiReIC TRl CShz CCGTGCT TCTTTTTCGCAAA AcficclaacaAGGTETTCACCAAAATCGTEGGTCTTCCEETACCEAATAT|

droAna3|scaffold 13337:14640730- alarcrTfiTclgrdcaTcacaccacrTacTrEcTlgaacTTEACHACCAAGE TS NN A TH - — - - i LA TR GAA T T TTTTACEATAAAC GTTATC acpicGcaacanGGTITTCACHAAAATHGTEGG cTTCClTTEcCcAAAfdAT
14640888 +

droBipl|lscf7180000396641:669731— AlarcrrrclgrldcaTcacaccacTTacTTiEC TEAANT TSACEIA CINA A GE Tl N - — —— - - Ee- —-fTiAATRTATT
669895 -

droKik1|scf7180000302383:606119- TGGAGATTGAAAGITATCAG aclcceaaanrNeTrTiACCAAAATCGTEGGTCTRCCHfSTlECCAAATAT
606271 +

droFicl|{sc£7180000454113:1451310- TGGTTTGAATTGTGATJNTAACC acpicceanpinrlcTErTiiACcCcAAAATHGTEGGTC Tl CldeTiiccleraTAT
1451478 +

droElel|lscf7180000491249:5086826- alarcrrrerdgrgcaTrcacaccacrafrrcriaacT TEACA Clla AGET CECHTECiE TAATAAATAAATCA/NEA acgcceaacarNeTrTiaccArAATHGTEGGTCTlgcCEeTlEccARATAT
5086982 +

droRhol|{scf7180000779786:8982-9147 aarcrrrerdgridcaTcacaccacErafirTiac TiaAc TTleACiNA Cia ARG TiNE T Tl Tel Telele B TN A T AleTeh L R A fel T i F A T GAATLCTAATGAAAC)AINIC acBcciiaacarllerarTiiaccaaaaTceTlgccTCTlgcciNSTHICCAAATAT
e

droBiallscf7180000302428:927147- acaTcTTEcTGErEcAaTcARACCAGETACT TEC THAACTTTACKACEAAGETCECHT TN ThT N TehbiArN - A Al T el T EEE AACACTTTATAAGCTGGT aciccilaacarllcr@rrcaclaaaarceTlgccTeTlcclderiiccEaafdaT
927310 +

droTakl|scf7180000415707:3729-3963 alarcrrcTalgridcarcaaccacEracTrEc TiaaC TTTACKACEIA A GET GG N Tel T elele S el TTGAAATGTGAGAGATTATTCTTGAAAAGGGAGTGATTGTTCTTGAAAAA TGGGAGATTATTAACTGGT INS Tole [N TRV A BEV IR TENG AFNN-NNlelelii clelehilelii ol G Chi T[Sl cEVACENA

droEugl|{sc£7180000409466:1982819- acATRTTECTCgTlcAlCcAGAccAGETACTTC THAACTTIEACIA CleA AGE TG AT NpA Tl Teleb N A = A A o T 2 o N — — — — — — — = — =~ — — oo AAGTTGAGATTATAATATGG acgccllaacanrleTrrcaciaaaaTcoTiceTCTlgC IS TRICCARARAT
1982984 +

|dm3 lchr3r:4217129-4217286 + | [2RarcTrEcrdgrBcaTcacacEACETACTfECTCAACT TTACGACEAAGETCACHT TEETITEEE] e - — — E———— GTGATCATTGCAAA acgcclrafiaalerlrreacaaaarceTfgccTeTRccfgeTHccAAARAT]

ldrosim2|[31:4177180-4177334 + lasi 591 [ABarcrifcrdErf@carcacaccad@racTicrcaacTTTACGACEAAGGTGAGATTRERE GGGACGATTACGAA aciiccRrafiaaerirreacaraatiictEccrerfgccerfccana@aT]

droSec2|scaffold 2:4213939-4214093 AaTcTTECTCET/8GATCAGACCAGETACTT/@CTCAACTTTACGACEAAGEGTCAGHT ThESNE GGGACGATTACAAA aciccaafiralcTiiTTCcACRAAAATHGTEGGTC Tl CldeTiiccARAl8AT

droYak3|[3L:4791508-4791663 + GTAGAGATTACCAA acgcceaaanrcTiiTTCACEAAAATCGTEGGTCTRCCEETHCCARARAT

droEre2|[scaffold 4784:6929488- TTGGTATAGATTACAAA aciiccaafirrllcTiiTTCACAAAATCGTIEGGTC TR CCldeTiCcCARA/EAT
6929646 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3149181-3149341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3149181-3149341
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_284.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2100079-2100296
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_17966.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_5978:589-753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:3971807-3971977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8384530-8384690
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:576585-576745
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:14640730-14640888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396641:669731-669895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302383:606119-606271
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:1451310-1451478
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:5086826-5086982
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779786:8982-9147
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:927147-927310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415707:3729-3963
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:1982819-1982984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:4217129-4217286
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:4177180-4177334
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_591.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:4213939-4214093
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:4791508-4791663
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:6929488-6929646

ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dgr 301 |scaffold 15110:6906722-6906783 - |confident | Mirtron | intron
Legend: mature star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH 15276-in]; CDS [Dgri\GH15276-cds]; CDS [Dgri\GH15276-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
V109
GCTCCAGCATTGTGTTTGTCTCGTCAATTGCGGGCTACGATGCATTCGAGGTAAGTGGGTAATTAGATTTTCAGTTAAGCT TGATTTTAACCAATCTACTTATCTACTTAAGCTACTCGGCGCCTACTCTGTGAGCAAGACGGCACTGATCGGTCTGACCAA female
Read # Hit |[Total body male
e e ok e ok e ok ok ok ok e ok ke ok e ok ko ke ok e ok ke ke ke sk ek ke ke sk ek ke ke ko ko (OO CCCCCCa e (OO e 1)))))2)))))) L)) ))))))))) . ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* g5ize Mismatch Count Norm Total body
.......................................................................................... CCAATCTACTTATCTACTTAAG . ¢« et e et te e et e e ettt e et te e te e eieeneaeneeaes 22 0 1 380.00380 373 7
.................................................. GTAAGTGGGTAAT TAGAT TTTCAGTT . « ¢ e v et et e e e et e e et e e et et et e e e e e e et e ea e e et aeeneeeaeaaeaenaeaenneaeneeaaa 26 0 1 35.00 35 12 23
........................................................................................... CAATCTACTTATCTACTTAAG . + ¢ e v vt e eeta e e e et te et ie e eieeaenaenenaenen.a 2l 0 1 23.00 23 23 0
.................................................. GTAAGTGGGTAAT TAGAT TTTCAGT « « « ¢ e v e e e e e et e e et e e e e e e e e et e e e ta e e taeae e eaeeeeneaeeneaeeaeaeeaeneeaeneeaenneaaa25 0 1 13.00 13 1 12
.......................................................................................... CCAATCTACTTATCTACTTA + ¢t ettt ettt te et e et e et te e eiaenenaenenaenenaes 20 0 1 11.00 11 11 0
.......................................................................................... CCAATCTACTTATCTACTTAR . ¢ v et e et ee et e e e e teeeaeneeaeneaaeneeaeneeaea 2l 0 1 10.00 10 10 0
.......................................................................................... CCAATCTACTTATCTACT T .+t e et ettt et et e et ettt et e e taeaeeeenenaeneeae. 19 0 1 8.00 8 8 0
......................................................................................... ACCAATCTACTTATCTACTTARG . ¢« v e e e ot teee e e en e eaenetaeneeaeneeaeneeaeneeaes 23 0 1 4.00 4 4 0
.................................................. GTAAGTGGGTAATTAGATTTTCAG . « « « t e e v et e e et e e et ettt e e et et e e et e e et e et e e ettt e et te e ettt e eaen e 24 0 1 4.00 4 3 1
.......................................................................................... CCAATCTACTTATCTACT « « + e e et ee et ee et e e e e ta e aeneeaeneeaeneeaenenaes 18 0 1 4.00 4 4 0
.................................................. GTAAGTGGGTAATTAGATTTTC + ¢ v v e e e et et e e et e e et e e et e e e e et e e et e e et e e e e et e e ettt ettt et e et et e i 220 1 4.00 4 2 2
........................................................................................... CAATCTACTTATCTACTT ¢ & ¢ v e et te et e e e e e et teeneeaenenaeaenaeaenneaen.e 18 0 1 3.00 3 3 0
.................................................. GTAAGTGGGTAAT TAGAT TT TCAGT T . ¢« v vttt ettt et e et e et e e et e e e e e e et e e ettt e e ettt ettt e ee e 27 1 1 2.00 2 0 2
.......................................................................................... CCAATCTACTTATCTACTTAAGH. . . . i i i 231 1 2.00 2 2 0
.............................................................................................. TCTACTTATCTACTTARG . « + e e e vete et te et e et ie e eeeeeneeaeneeaeneeaen. 18 0 1 2.00 2 2 0
.................................................. GTAAGTGGGTAATTAGATTTTCA . & ¢ v e e e e et e et e e et e et e et et e e e e e e e e e e ea e e eneeeneaeeneaaeaeneeaenneaeneeaaa23 0 1 2.00 2 2 0
.................................................. Gl AAGT GGG TAAT TAGAT T . « « v e e et ettt et e et et e e et e e et e e e e et e e et e e e e e e e et e e ettt ettt et 190 1 2.00 2 0 2
............................................................................................ AATCTACTTATCTACTTARG . « ¢ o e v et et u e teeee e e teeneeaenenaeneneenenaenanae 20 0 1 1.00 1 1 0
.................................................. GTAAGTGGGTART TAGATTTT .« ¢ o e e e e e e et e et e et e e e et et et et et e e e e e e e eeea e e s eaeneaeeaeaaeaeneeaeneeaeneeaea2l 0 1 1.00 1 1 0
................................................... TAAGTGGGTAATTAGATTTTCAGTT « ¢ o e e e e e et et et e et e e et e e et e et et et et e et e e et e et te ettt eneaeneenenenaes 25 0 1 1.00 1 1 0
.................................................. GTAAGT GGG TAAT TAGATTT « « « e o e v e e et et e et et e e et e e e ettt et e e et e e e e e e e et e ettt e ettt et ettt 200 1 1.00 1 0 1
........................................................................................... CAATCTACTTATCTACTTAR . ¢ et et te et e e et e en e e eeaenenaeaenneaenneaen 20 0 1 1.00 1 1 0
................................................... TAAGTGGGTAATTAGATTTTCAG . « + ¢ e e e e e e e e et et et e e e e e m e e et e ee e e ea e s eeeneaeeneaeeaeaaeaeneeaeneeaeneeaeneeaes23 0 1 1.00 1 1 0
.......................................................................................... CCAATCTACTTATCTACT TAAGE . . o ottt i i e i ee e 231 1 1.00 1 1 0
............................................................................................. ATCTACTTATCTACTTAAG . ¢« ¢ et et e et e ta e e e et teeaeteeaenaeaenaeaenaeaaa. 19 0 1 1.00 1 1 0
........................................................................................... CAATCTACTTATCTACTTA .+t v ettt e et e e et e et te et ie e eeaenneaenaeaen. 19 0 1 1.00 1 1 0
............................................................................................ AATCTACTTATCTACTTA . ¢« e et tete e e ee e e e e e enenaenenaeaeneeaenneaan.e 18 0 1 1.00 1 1 0
.................................................. GTAAGTGGGTAAT TAGAT TTTCAGTTA .+ ¢« v e e e e e et e e et e e e e e e e e e et e e et e e e e e e e ea e e s eeeeneaeeaeneeaeneeaeneeaenneaaa27 0 1 1.00 1 0 1
.......................................................................................... CCAATCTACTTATCTACTTAAGC .+t e e et teeee e e e e te e teeneeaeneeaenenaeneeaea 23 0 1 1.00 1 0 1
Anti-sense strand reads
CGAGGTCGTAACACAAACAGAGCAGTTAACGCCCGATGCTACGTAAGCTCCATTCACCCATTAATCTAAAAGTCAATTCGAACTAAAATTGGT TAGATGAATAGATGAATTCGATGAGCCGCGGATGAGACACTCGTTCTGCCGTGACTAGCCAGACTGGTT
Read # Hit |Total
e 3k ok e ok e ok ok ok ok e ok ke ok e ok ke ok ok ke ke ke sk ek ke ke sk ek ek ek ko (((((CCCCCCCe CCCCCCa e (OO e 1)))))2)))))) L)) ))))))))) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 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|scaffold 15110:6906672- dgr 301 GCTCCAGCATTGTGTTTGTCTCGTCAATTGCGGGCTACGATGCATTCGAGEIAACTCCCTAATTAGS S=== ATTTTCAG-----—--—-- THAA-GC--—--- TTGAT--—-—-- T-—————————— TTAACC-—--- A--ATCTAC------ TTATC-TACTTAAGCTACTCGGCGCCTACTCTGTGAGCAAGACGGCACTGATCGGTCTGACCAA
6906833 -
drovir3|scaffold 13049:7853295- GCTCHAGCATIIGTGT TTGTCTCGTCHAT TGCBGGCTACGATGCAT THGAC R A ——— - 2 - — - - - --—-- - - - - -BcEAAGCITACCCAGCATTIATCATATCT TIGEIUNS - - TGTAACCIBNTI-F - -Sa A TINEISGRIC/Eelsels A IUNelile » SV NEIE.VNETNCIelelel c /sl 2 [N T[ele A NI NSl VN
7853455 -
droMoj3|lscaffold 6680:11506232- GCTCHAGCATEGTET TTGTIT CAT ClA TG ClGGCTACGATGCAT TG AGEHACTC wrTiTcal-------- TATAACEEIAGEEEEE — - — - — B G C C R JIATCTTREEEE o--ATCREeeleese T TA T -BRC TYeAGC TEC TRGGCGCRTACTC TG TGAGCAAGACGGCETGATHGGITGACCAA
11506387 -
droWil2|lscf2 1100000004768:2686956- ‘@TCCAGCATTGTTTTGTCTC@TCATQGCEGGCTACGATGCATTEGAGGTEAGTTTE —————— - - — - —AINEGTEE T CGTCGANCEE A SR - TCACT A TGA G- - - - - EEEE B - ATTEEEEEE TTie-Repir TleAGC Tt GeaecTagrcldeTilaceaalacllc i TA TG Gc TiA cCan
2687112 +
dp5 |xR_group3a:1249400-1249560 - lccrccacearTeT@rrrercTeeTc@aTTocRcTACCATGCET TG ACETACT N CERASIEc = ertircE----—-—--- TGGGIT/Ne T —— [~ — — — —[E C]——— A TCT/oREE a--afcTEc------ TTATC- et/ geacCTEC Tl cliccAracTc@eT@aGcArGACGGCHCTEATCGGECTMACCAA
droPer2|lscaffold 23:1271000-1271160 GCTCCAGCATTGTTTTGTCTCGTCOATTGCRGGHTACGATGCT THiGAGETACT SiCRmATec==~~~ ACIIIAITCICAREIEI TGGGTI TR — — — — R G G C R IIATCT[OEEEE A--pAEcTlc------ TTATC-Repirgeacc TlecTlecciiccTacTcldeTaccancaceecicTaTCoccTlaccan
droAna3|scaffold 13337:13403659- clrccaceaTGTHT TlcTETc¥rcaTTeCceeGCcTACGARGCET TG A CETIAC T ST e Erridrcag-----—--- TGGG---[- - R - ST AT T G C iIATCTAREEEE A--ATCREIC-—---- Eralt-HeRrteaccTacTlgcclcccTalircllcTldaccancaceeclcTRATHGGEC TeACCAA
13403817 +
droBipl|lscf7180000396589:610976- cidrccaceaTiicTlerTToTETCTcMATI G cGeGcTACCARGCET TG A GO T ACT G e T e~ Erridrcag-----—--- TGGGHICINAGEEEEE TR e edeT - —- - - - —--—- IIATCT TR A--[rcplc-—---- Eralt-ReBrTiiacc TACT/gcclGCCTANTCTGTIAGCAAGACGGCHCTRATHGGEC TeAaCCAA
611139 -
droKikl|lscf7180000302274:572637- GCTCCAGCATEGTETTTGTCTCETCMATEcCRcGCTACCARGCT TG A CETIACT S IR T S ey el AT Clee === == === CGGGHICINA AR €T CCGTAAGCEEEEEEE iIATCGEEEE A--ATH&C-—-—-- TTATC-ReireaccTlgc lgcclgcciITacTcgcTeacearlacceccTeATHGG TCTACCAA
572810 -
droFicl|scf7180000453833:285729- FTCCAGCATTGTETTGTCTCTCATTGCGGGCTAEGATGCETTCGAGGTEGT —————— Erridrcag-------- TGGiLICINTE TR G-[ETiiA ARA TG iiATCA-EEEEE B - - —GT TR AN -EeTNAcc Tic TiGGi\cclTAcTCBG TR GearIacGcAc THA THGG TITGACCAA
285885 +
droElel|lscf7180000491268:580768- A TCCAGCATEGTETTTGTCTCETCEATTGCGGGCTARNGA TG T THGACE T ACT I CCITI TR cTciiiNTRETATGTACH-[ETACARTCCCIEEEEEEIE JIATCT[OEEEE --Ad\ac-—-—-- TN -EeTfAGcTACTHGGCGCCTACTCRG TlaGeARGACRecEc TiA TG Gl T GACCAA
580935 -
droRhol|lscf7180000765557:34755-34918 \crccaceaT@cTrTreTeTCETCATEGCGGGCTANGATGCET THGAGCETARC T/ et T -~ - - — - —AINTCTEEEEE cTTANTIN A TEEEEE - EcAcARTTGCIEEEEEEEEE A TC TR - - - rath-ETibAGcTAacTHGGCGCiIrac TCldeTldaGcARGACHGCAC TRA THGGRTGACCAA
+
droBialllscf7180000302428:1849706- GCTCHAGCATEGTHT TcTCcTCETClATEGCGGGCTACGATGCT TG AGE T AC T Erridrcpg)----—--- CGGIHICIN A TEEEEE ji- ETICAGT TGCIEEEEEEEEE A TCT Gt &--HrgXec-—---- T A @ NeAGC TAC TIGGCGCCTACTC8GTMAGCAAGACGGCEC TGATHGGEITGACCAA
1849869 +
droTakl|scf7180000415157:280656- crccaceaT@eTirTGTCTCETCEATEGCGGGCTACGATGCHT THGA GO ACTEC —— e TRTCiY- - ---—- AGGIHIT - - - B - - - - ®T-—-—-——-——- A TCT G GECTilaACATEEEEE ErateTeldriiacc TACTlgGGCGCCTANTCGT@AGCARGACGGCIECTGATIGGTITGACCAA
280809 -
droEugl|lscf7180000409466:2891082- ‘@TCCAGCATGTTTGTCTCTCATTGCGGTAEGATGCTTEGAGGTGT‘ AC-------FEEEE CrTrcig-------- eleiilelr - cly-—-—--- - EriC AR A G C JiATCTAREEEE & -feciNec-—---- TTARN-RegSiAcc TACTHGGCGCRTARTCldc TAGCcAAlacllcclic TA TGt GACCAA
2891243 -
|dm3 lchr3r:5133828-5133989 - | [Bcrccaccaterhr@ereTcrcarTechicccTalicaTc BT THACETHACTSC ——— @rrArciic-------- (lelerter-cly---—-- - [eTjiic ABA TGl —— IIATCTCREE E--Erfgsic------ TTAN-EeTNsAccTACTEcCRAGceTaRT e TAGCAAGACGCEc TeATHGCElTGACCAA |
larosim2|[31:5064827-5064988 - | [Bcrccaccat@ethr@ereTcrcarTeclicceTalicaTccBr THGACETHACTSC —— ErrRTclc-------- CCGILICTNNe T E—— i -TETiiC A NA T Cl S —— A TCT/oREE CEN CCTA TSR AN - I XeAGCTAC TG ceTaliTcBcTEAGcAAGACEGCEBCTGATHG R TGACCAA |
ldrosec2|scaffold 2:5085915-5086076 - [Bcrccaccat@ethr@ereTcrcarTeclicccTalicaTc BT THGACETHACTSC ——— ErTirciic-------- elertfen-cll------ - (e T C A A T G C IVATC TSR CREGCTATOREEEE TTAR-ReldtiaccTACTEcccccTaliTcldcTaccancacccllcTeaTG Gt GaCCAA |
|drovak3|31:5695231-5695395 - I [BcrccaccatethirereTcErcarTeclicccTaceaTc BT THGACETHACTEC  —— ErTiTcigl--—-—-—- TGGICI A TR TRl TEN- e - - - - - —————- IIATCTOEEEE TGCTAA T[OREEEE TTALN-RecNeaccTacTlEcclcceTaliTcldeTEaccancACEcclc ToA TG Gl TGACCAA |
droEre2|lscaffold 4784:7826763- AcTccaceaTEcTiTTEcTCTCETCEAT TG ClG T ARGA TG CT TG A O AT Il AT NETTACCTTGTGGLICI I TR TRcHTEe- e - - - - - —————- IIATCT[OEEEE T GCTAT[OREE TTALN-RecSiAGcTACTlEcGgcccTAacTCeTEAGcaAAGACEGclc TeA TG GlTGACCAA

7826932 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:6906672-6906833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:6906672-6906833
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_301.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:7853295-7853455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:11506232-11506387
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004768:2686956-2687112
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group3a:1249400-1249560
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_23:1271000-1271160
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:13403659-13403817
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396589:610976-611139
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302274:572637-572810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453833:285729-285885
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491268:580768-580935
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000765557:34755-34918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:1849706-1849869
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415157:280656-280809
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:2891082-2891243
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:5133828-5133989
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:5064827-5064988
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:5085915-5086076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:5695231-5695395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:7826763-7826932

ID:

dgr 12

Coordinate:

scaffold 15252:14671736-14671797 + |confident | Canonical miRNA | intergenic

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star (TN IR TNV, mismatch in fead

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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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
V109
TACAATAAAGAGTCCGCATACAGATCTCGTCGCCACAAAGATGAGTGGCTTGTGTCGTTTTTAGGAGTAATTTTATATATTCGACT TAATTACTTCTACGGACGCCAAAGACCACTCAGCTTTTAGCAAAACGACGAGAACAGAGAATAATTGAGACCAATT
Read # Hit |Total male
AR e e e e s e e N I A N O N T INIIIIIIIIDYINDD)IIDD) D)) )))) L)) )) .. Kk kkkkkkkkkkkkkkkkhkkkkkkkkkkkk*¥**k** 5ijze Mismatch Count Norm Total body
.................................................. TGTGTCGTTTTTAGGAGTAAT .+« « e et e e e et et et et e e e et et et e e et e et et e e e et e e e e et ettt ee et eaeaenenenneaea 2l 0 1 62.00 62 62
.................................................. TGTGTCGTTTTTAGGAGTAATT . « « ¢ e e e e et e e ee e e e e et e et e e e e e e aeae e eneneaeeeeaeeneeeeeeeeneneneeneaeaenenneneaeaaa22 0 1 24.00 24 24
.................................................. TGTGTCGTTTTTAGGAGTAR . « + « e e et et ettt et et et e e et e et et et ettt et et e e ettt e e e et ettt ee et eeeeaenenennenea 20 0 1 13.00 13 13
.................................................. e el o el it e et e N [~ S 1 8.00 8 8
......................................................................................... TTACTTCTACGGACGCCARRGR . « « « e e ettt et et et e ettt te e ea et eeeaeneneneenea.. 22 0 1 7.00 7 7
......................................................................................... TTACTTCTACGGACGCCARRG . « ¢ e e et ettt e e e e ettt eeenenanaaeaenenenneaea 2l 0 1 5.00 5 5
.................................................. TGTGTCGTTTTTAGGAGTAATTE . - ¢ ¢ ottt ittt et ettt et ettt e e e et e e e e et e e e e et e et et ettt et iee i 231 1 2.00 2 2
......................................................................................... TTACTTCTACGGACGCCARR . ¢« e vttt e ee e e e e eeeecaenenenneaeaeneneeneaeaaa 20 0 1 2.00 2 2
.................................................. TGTGTCGT TT TTAGGAGTARTE . . . o ottt ettt ittt et e e e e e et et e e e et e e e e e e e e e e et et et et ettt et ettt e e eie e 232 1 1.00 1 1
.................................................. TGTGTCGT T T TTAGGAGTARTRE . .« o o ittt ettt e ettt e et e e e et e e e e e et e e e e e e ettt ettt et ettt e 232 1 1.00 1 1
.................................................. TGTGTCGTTTTTAGGAGTAAT T . - « - ¢ o e e ettt ettt ettt e et e et e e et e e e e e et et ettt e et et ettt ettt ettt eea e 25 3 1 1.00 1 1
Anti-sense strand reads
ATGTTATTTCTCAGGCGTATGTCTAGAGCAGCGGTGTTTCTACTCACCGAACACAGCAAAAATCCTCATTAAAATATATAAGCTGAATTAATGAAGATGCCTGCGGTTTCTGGTGAGTCGAAAATCGTTTTGCTGCTCTTGTCTCTTATTAACTCTGGTTAA
Read # Hit Total
khkkkkkkhkhkhkkhkhkhkhkhkhkhkhkhhkhkhkhkhkhkkhhkhkkhkhkkk ((((_ ((((((((((. ((. (((((. ((((((((((( ............... ))))))))))) .))))) .))))) .))))))) ')))) L. kkkkkkkkkkkkkkkhkhkhkkkkkkkkkkhkkkkkkkk | gjze Mismatch Count Norm Total

No data available in table

Show Alignment With Reads H

Re-alignment of all predicted orthologs

TACAATAAAGAGTCCGCATACAGATCTCGTCGCCACAAAGATGAGTGGCTIGTGTCGTTTTTAGGAGTAAT TTTATATATTCGACTTAATTACTTCTACCCACCCCARAGAC CACTCAGCTTTTAGCAAAACGACGAGAACAGAGAATAATTGAGACCAATT

Species Coordinate ID Alignment
droGri2|scaffold 15252:14671686- |dgr 12
14671847 +

Generated: 09/08/2015 abPAFSFARM

crit.star

crit.loop

crit.mor

crit.half

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

crit.back
rescue.total
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details.


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:14671686-14671847
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:14671686-14671847
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_12.html

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dgr 10| scaffold 15081:2044906-2044981 -  confident | Canonical miRNA | intergenic
Legend: mature Star [ g R R A st mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M041
V109
ATGTGTGTGTGTGTGTGTGTGTGTGTGTATATCCCTGGTATTGCTGCTGCAAATTTCCGCGGTGTCGTATTGTATTATCAAAATGGTATACTCTGAACCACAATACGATTCCTCAGAAATTCGCTGCTGTAAGTTACCGTTTTCAACCGTATAGCAACTGTGCCGATAAACCTATC female
Read # Hit Total male body
***********************************.((((((((.((.((.((((((.._((.((((((((((.‘.‘((( ............. )))‘..)))))))))).))...))))))_)).))‘))))_.))))..************************************ size Mismatch Count/Norm Totalbody
.................................................. AAAT TTCCGCGGTGTCGTATTG e+« e e e e e e et e e e e e e et e e e e e e e e e e e e e et e ee e e e e teee e eeeeeeeeeneeeeeeeeneeeeeeenaeeeeeenneeeeeeennannaaa22 0 1 74.00 74 73 1
................................................. 07297\ oo e o e e el o] e -4~ 32 1 54.00 54 53 |1
................................................. A A T T T CC Gl G G T G C G T AT s v v vt e e e e e e e e e e e o e o e et aeaeaesasasaeeeseeesaeneeeeesesaeeeeesesaeeeeeeesaeaeeesesasaeeesenenaeensenenasass 21 0 1 20.00 20 20 0
.................................................. NN N oo o] €] e e o 1N L P NN O 1 16.00 16 15 1
.................................................. NN oo ] e e e o1 240 B O 1 4.00 4 4 0
...................................................................................................... ATACGATTCCTCAGAARAT TCGC T e v v e e e e ettt eee e e teeeeeeeenaaaaeesenaaaaeennnana 23 0 1 3.00 3 3 0
.................................................. AR AT TTCCGCGG TG T G AT T . « o ottt ettt ettt e ettt e e e e e e e e e e e e e e 221 1 2.00 2 2 0
................................................. (07:9: VN i o o] el o e e el o] e -1 -6 S 1 2.00 2 2 0
................................................. o8V VN i ol o] et ol et el el o] el N i AP~ 2 B 1 2.00 2 2 0
...................................................................................................... ATACGAT TCCTCAGARATTCG e « v e e e e e et teeee e e teeeeeeeenaaaeeeeennaaneennnnaaaaa 2l 0 1 2.00 2 2 0
....................................................................................................... TACGAT TCCTCAGARAAT TCGC T n e v e e e et ee e et teee e et taeeeeesseaaaaeassnnaaaaa 22 0 1 1.00 1 1 0
................................................. (07:9: VN o o] e o et €1 o] € 1 NP~ I O 1 1.00 1 1 0
...................................................................................................... ATACGATTCCTCAGARAT TCGCT . ¢ ot ittt ettt e et e ettt e i e e 241 1 1.00 1 1 0
Anti-sense strand reads
M041
TACACACACACACACACACACACACACATATAGGGACCATAACGACGACGTTTAAAGGCGCCACAGCATAACATAATAGTTTTACCATATGAGACTTGGTGTTATGCTAAGGAGTCTTTAAGCGACGACATTCAATGGCAAAAGTTGGCATATCGTTGACACGGCTATTTGGATAG female
Read # Hit Total body
************************************_((((((((_(('((_((((((_'_(('(((((((((('__'((( _____________ )))._'))))))))))'))_'_))))))_)).)).))))_'))))._*********************************** size Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species|/Coordinate

ID

Alignment

droGri?2

scaffold 15081:2044856—

dgr 10

ATGTGTGTGTGTGTGTGTGTGTGTGTGTATATCCCTGGTATTGCT

2045031

droVvir3

scaffold 12928:5704536—

5704656

TGTGTGTGTGTGTGTGTGTGTGTGTGTATT=—— —————————————— GTTGTT

droMoj3
2165437

scaffold 6540:2165313-

S~ C » C AL ISR EIEE A Al AR _liT - CTTTTACAAATTGTGCGCGRRTTTC caliaBgraTi TR rce He

droWil?2

7956559 +

scf2 1100000004909:7956429-

TGEAlTATCECA AN~ CcARTACCAN\CCTCACAARTTHICCT G ClEc THAGTTACCG T TINC A A CLIcR A bTA A [T NN e CLYeL.NET ATAAﬂ—AT

dp5

XL _groupla:3895806-3895909

_|_

GTGGTETGGTGTGTGGTGTGTGTETm

L ——CATAC@AT\

droPer2|[scaffold 2:684507-684575 + ||

[BreTeTGTGTRIGTGTGTGTGTGTGTCTHT A T ————— - S

droAna3|scaffold 13137:1059642- Giajiaielc Al TIVERNA NelNA A e AN TIGISNN - - - - - - - - - —- - -BETCGCG2
1059761 +
droBipl|lscf7180000396740:449097- ATGTGTGTHTGTRAT I TG TG TG TR L kel
449152 +
droKikl|lsc£f7180000302517:1183432- Gifel¥ecTiiaccccifécTaTalecc
1183547 +
droFicl|scf7180000454065:604569- BTG TGTGTGTGTGTGT G TEGEG TN T R - - Sl
604633 -
droElel|[sc£7180000490751:1118511~ TccirceaRTATCECA
1118642 +
droRhol|scf7180000777214:243360- ATGTGTGTGTGTGTGTGTGTGTGTG TG T T Rttt — — CEMCRREle— — — = = — === — === === == == == ————
243397 +
droBiallscf7180000301454:73649~- IXElA A Vel A I A el A I A el A I A e i - — - - - - — - — - — — — e T
73680 +
droTakl|lscf7180000414746:72854- ATGTGTGTGTGTGTGTGTGTGTGTGT G
72886 +
droEugl|scf7180000409110:586812- I TG TGTGEGTGTGTGTGTGTTGTGTATHT
586890 -
|dm3 lchrx:2733994-2734052 + | BreTeTGTGTGTGTGTGTGTGTGTCECHATA T ————— - SRR

ldrosim2|[3r:7447143-7447188 -

[BreTeTGTGTGTGTGTGTGTGTGTG T E T i ———— — CCCEIcE T

£ 21 AN AN ANQ

AN ANQLC ||

| Amﬁmﬂmﬁmﬂmﬂmﬂmﬂ

droYak3|2R:16034645-16034780

TGO TGTOTGTOTGTGTG

droEre?2

scaffold 4690:12443480-

12443556 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2044856-2045031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2044856-2045031
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_10.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:5704536-5704656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:2165313-2165437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7956429-7956559
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:3895806-3895909
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:684507-684575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13137:1059642-1059761
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396740:449097-449152
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302517:1183432-1183547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454065:604569-604633
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490751:1118511-1118642
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777214:243360-243397
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301454:73649-73680
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414746:72854-72886
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409110:586812-586890
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:2733994-2734052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7447143-7447188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_21:403449-403495
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:16034645-16034780
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:12443480-12443556

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}

dgr 51 |scaffold 15245:7393704-7393769 -| confident-exception | Mirtron |intron

Legend: mature star [(\T&3 1ie1(d §1 1 iFg (1iiT31 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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7393800 7393750 7393700 7393650 o | I I | | | I \@’ﬁ \@’\Q
. . & Q¥
Genomic Position 18 19 20 21 22 23 24 & | | | |
Size Condition 7393800 7393750 7393700 7393650
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dgri\GH20497-in]; CDS [Dgri\GH20497-cds]; CDS [Dgri\GH20497-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M041
V109
TGAAGCCGATGCTGGCGACACAGCAGCTGCTGCAACAGGGCGCCGATATCGTAAGAGGATATAGTGATTTTTTGTCAACTTTGCATATGT TTCAAAAACAACTTTATCACTTACAGGAGAAGATACGACTGGCGCTCAGCGAGGCGAATGCCCACATGGAAACGTC female
Read # Hit |Total body male
Tokkkokdkdkkkkkkdkkdkkkokkokdkkhkkdkkkkdkhdkkdkkdkkdkrdkrdkrdk (((((.. (CCC (CCCe e COCCCCe o ((Ce e nenn.. 1)) )))))) cu)) ) )))) L)) ))) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total body
.............................................................................................. ARAACAACTTTATCACTTACA . « « e et ettt te et e et te et eaeieeaenenenenae. 2l 0 1 110.00110 110 0
.............................................................................................. AAAACAACTTTATCACTTAC . ¢ - e e o ettt et e ea e e e eneeaeaneeaeeaeenenaeeaennenaa 20 O 1 23.00 23 23 0
............................................................................................... ARACAACTTTATCACTTACA . ¢ . et e ettt te et et et et te e ie e ia e eiaenennenae. 20 0 1 16.00 16 16 0
.............................................................................................. AAAACAACTTTATCACTTACAG . « ¢ et et e et eae e e e eneeaeeneaaeaaeaneaaeaaennenas 22 0 1 8.00 8 8 0
................................................................................................ AACAACTTTATCACTTACAGH. . ..ot i i e 20 1 1 6.00 6 6 0
................................................................................................ AACAACTTTATCACTTACAG . « -« e o ettt eae et et eneaeeaeeaeeaeaaeaaenaeeaaa 20 0 1 3.00 3 3 0
.............................................................................................. AAAACAACTTTATCACTTACAGH. .. o i i i 231 1 3.00 3 3 0
................................................................................................. ACAACTTTATCACTTACAGH. - . . ittt e it i i it i e e e e e 20 1 1 2.00 2 2 0
............................................................................................. AAAAACAACTTTATCACTTACA . « t o ettt et ettt e e et et te e ieeiaeiaeaenaeeae 22 0 1 2.00 2 2 0
............................................................................................... ARACAACTTTATCACTTACAG . - ¢« vt e e e ee e e e e eneeeeaeneeaeaeneenenenneaenaea2l 0 1 2.00 2 2 0
............................................................................................... ARACAACTTTATCACTTAC . « « o et ettt e te et et et et te e ie e eiaeaennenae. 190 1 2.00 2 2 0
.................................................. GTAAGAGGATATAGTGATTTTTT G ¢« ¢« e e v e e e n et et e e et e e e et e e e e e e e et e ea e e eaene e eneneeaeneeeeaeneeaeneneeaeneeneaenneaa24 0 1 1.00 1 0 1
.............................................................................................. AAAACAACTTTATCACTTACAGH. . .. i i i i i e 230 1 1.00 1 1 0
................................................................................................. ACAACTTTATCACTTACAG . « ¢« e e et e e e e te e e e eaeneeaenenaeaeneeneaenneaenaes 19 0 1 1.00 1 1 0
................................................................................................. ACAACTTTATCACTTACA . .« e e et e et et e et et et et te e te e eiaeiaenaennen.. 18 0 1 1.00 1 1 0
................................................................................................ AACAACTTTATCACTTACAGH. . o oottt i it i e i et i e 201 1 1.00 1 1 0
.......................................................................... TCAACTTTGCATATGTTTCA t & ¢ v et e e et et e e et et e e et e e e e e e e e e e e e ettt et ittt e 200 1 1.00 1 1 0
............................................................................................. AAAAACAACTTTATCACTTACAE. « .. it i i i i i i i it e e 23 1 1 1.00 1 1 0
Anti-sense strand reads
ACTTCGGCTACGACCGCTGTGTCGTCGACGACGTTGTCCCGCGGCTATAGCATTCTCCTATATCACTAAAAAACAGTTGAAACGTATACAAAGT TTTTGT TGAAATAGTGAATGTCCTCTTCTATGCTGACCGCGAGTCGCTCCGCTTACGGGTGTACCTTTGCAG
Read # Hit Total
ek ok ok e ok ok ok ok ok ko ok ok ok ok ok ke sk ke sk ke sk ke sk ke ke ok (((( (L. (. (e e e (OO e (e e e e e 1)) )))))) i) )) L)) )) L)) ))) LKk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x*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|scaffold 15245:7393654- dgr 51 |TGAAGCCGATGCTGGCGACACAGCAGCTGCTGCAACAGGGCGCCGATATCERAACACC- " ATATACTCATTT I T T~~~ —-—======co=ooo GTCAACTTTGCAT---ATGT--TTCAAAA-——-- A---CA-—-—————————- ACTTTAT-CA-CTTACAGGAGAAGATACGACTGGCGCTCAGCGAGGCGAATGCCCACATGGAAACGTC
7393819 -
drovir3|lscaffold 12875:12972527— TGAAGCCRATGCTGGCEACECcAGCcAGHTGCTEcAACAGGGCGCEGAlda THGTAAC -~ AT A AT Cl i~~~ CTHAECT T T — — - — GCTAAT TGC - — BT T dicErEcaccallancaTACslTcGeGeTlEAGCGAGGClAAlGC cACATGGAAACGTC
12972682 +
droMoj3|lscaffold 6496:20237788- TGAAGCCBATGCTGGCEACACAGCAGCTGCTGCABCAGGGCGCIGAMA THETARCAIN = = Al T{c R els i e Xk Gy VNehy=====oooo oo —-—-GTilNC/e- - BN - - - - B - - -IATTAACEH-EEE - GEEEE R e T r&e- cld-IrrldcaccacanrcaTcclircceceTEaceeaceecanlccllcacaTceaaacaTe
20237942 +
droWil2|scf2 1100000004558:1887030- TRaAccaTeeTeecEacicAcaARc T e ThicAA CAGGGEGCHGA T A TG E A A G = e~ ———======s CTAGGE: -—------—-TINATERCCTATCCHAITCTAATCCT R - TR Sy rEirer - TfEiA GGAGAARA THC GRRNT GGCRp TEA GG AGGCIAATGCCCACATGGAAACHTC
1887185 +
ldps |3:4663596-4663771 - | |T822RcceaTecTeecfdacBicallcaceTec T Algc AccRe clgc Alta T TARCHEHF XS/ TSecleL. Nttt s e = GGATCENCCCAGGGCANGAGIICIIE AT IS B _ __ __ e i~ f eIy N XL S S el Ay T T T[elT - CA-[T TleCAGGAGAAGATECGlEc TeeciRT@AGccAGeCAATGCEcACATGGARACATC |
ldroPer2|scaffold 2:4851954-4852122 -| |T8a2RcceaTecTeccfdacBicallcaceTec T Algc AccieclgcAlta THEHEACHENF XS TSeoIer.Y Nttt = = = == GGATCEECCCAGGGANIAGhCINEA/Na TRE TINECEEING - - - - - FAREES R CEEE e ERyrlelrfr-ca-firTlEcaccacancaTcclgc TecciBiTEacccacaCfarTGClecacATGGAAACTC |
droAna3|lscaffold 13266:1190459- TGAAGCCEATGCTGGCEACEBICAGCAGHTGCTECAACAGGCHGCCGATA THETAAGHEIE e S CTCTCETCGAGES - - - - - - - - - -Gl aTATINCCEEINTIN\c TEEEEE - —-pA--— - AfgeleeyT - pE-fT TREVA G GARA AlNA ThIC Gldc TeocleliTEaccoallocfdaaTceccacaTcoalgacrc
1190620 -
droBipl|scf7180000396730:2184666- TGAAGCCEATGCTGGCEACECAGCAGHTGCTGCAACAGGGGCCGAT A TG I ARG == AT Cl e TTATCTCTCGAGES - - — - — - — - - —GEUNTEEFNC CACCHBRAR T C TEEEEE -8 - - - - aliccETcE TR T AINEINARNNAINI T /e C Tilelelsle TIVGINEIEINA €8 CIVNH TSI NI NEleT\ /NG A e
2184825 -
droKikl|scf7180000302386:411574- TGAAGCCEATGCTGGCEACEHCAGCAGCTGCTGCAACARNGGIGCGATA T NG ARG S AT N {Cl R s s e s Y v \eemamae e ———————————— R RTIT TIA AN T TAAATAIN T TA T e BCRT TNy -fT TlecAGGAA ARA T8 CGANTGGCHC TRR GCGAGGC@AATGCCCACATGGAAACHTC
411733 +
droFicl|lscf7180000453773:406646- TiaacecEaTeircccacEcallcallcTecTiicAacAGGelGCHGA T A THC T ARG T AT A S AAACAEETATTGES - - - — - - - - — - G TR TIeR G TEVA T TR A---fA-—--——— - ARJIeRNT - Cly-CcTTACAGGAGAA A TcGEfiTGGCeaeTRAGCGAIGCldaATGCcceafiaTGGARACETC
406804 -
droElel|lscf7180000491214:2937961- TaaccaTceTGeCacEBcaAGCAGC TGCTCAACAGGCHGCCGATA THCTAACEE -~ AT{lehiC T CA R~ — GAGACEECAATGLS - — - - - - — - — [ NA TEE TG TRV T/ EE e ---pA--—- - - AT TRAI-cli-firTldcaceacarcaTldccEc TeceaeTlgaccaceCdaaTccccacaTGGaAgACETC
2938120 -
droRhol|sc£7180000779263:68798-68956 TleaadccaTecTeecilaclcallcallcTeeTiicaacaceaiccliGATAT COT ARG - = ATACACL VR = === GTGACEECAATARE - — - - - - — - — - AJNACERIT ARG TEV T TR - - AT IS-firTlecaccacarlaTacciiTcccolTlgaclcAGGCGAATGCCCACATGGAGACETC
+
droBial|scf7180000302292:245727~ TRraccaTeeTeecacEcacealle Thc ThicAldcaGe GG CliGA T A TENGHEACHET =T N TV = = e s TGAATL.CTATALE - - - —- - - - — - G/NA TERFNNCIEE CilAFV C TEEEEE - -y - —- Afe (e de-fle-INr THiCAGGAGARIATHCGACTIGCGCTEAGC GAGGCEAAT GClCAWA TGGAEACdTC
245886 -
droTakl|scf7180000415991:772642- TRaaccaTceTGeCEACEcAGeAGC T THCAACAGGGHGCHGATA T HEACIEN = AT JX VY = = === ATAATEEGCATGES - —-—----—- A/ A A BN T Il T G T T T 2 A S - - — it =X TleCAGGARNA ARA THCGIC TGGCGC TEAGCGAGGCEAATGCCAWATGGAEACHTC
772796 -
droEugl|scf7180000409462:1022378- TRaARccEaTclTGecEacAcAGcARC THC TcAACAGGGHGCHGA TA T T ARG = = T T AN = = == = ATAATEEEEGT TS - - - —- - - - — -Gl A TR C T T Al A AR T C T A S — B Tt ERyrTrler-cli-IXsrlecaccacarRaTECclic TeGCRc TlEaGeGaGGCAATGCCCANATGGAACKTC
1022537 +
am3 lchr2r:7476091-7476252 - | |2 2BccliaTecTeccldacEcallcalle thicTic aacaceccclica Ta T EHEA G N AT N el Rttt = = = == ATAAASGTCATGE S --—-—--—--—- ACATRRNNCCA R C AN CT AR AT AC - — BT il e -fiT ThicaccacAraTEccldc Tecclc TlEaccoalleccanTceceafiaTceaAACHTC |
ldrosim2|l2r:8180634-8180794 - | |22l ccliaTecTeocfdaccalcalleThicThicAlicaceclicclicAT A THICHEACEE TN AT{eT VAL eT NI s s s ATAAARETCATGEE---—----—- Al ATEETCCARRINC A Y CTCAA TACE - - EE BRI -frThicAccacaraTEcccTecclcTlEacecrllocdaaTccccaliaTGoaRACHTC |
ldrosec2|lscaffold 1:5026910-5027070 -| |zB22RccfaTecTeccEaccaRcale Thc TicaacaceeicclcATA THE T ACIETN = AT AT N = === = ATAAATEITCATGEE-----—----AlACEETCCARMNC AN CTAA ACACR - BT e FR-frThcAccacArRaTHccElcTeccRcTEAGccARGcaaTGcccAlATGGAAACHTC |
larovak3|[2r:9479078-9479237 + | |TB22RccfaTecTeccEaccaBcale Thc icaacacecccicaTA THETARCHT N — AT —— ATAAATCAGG - —-————--- AL AT CC A A C T T B A T AcTTTE-a-HrriEiaccacarBaTEccde TR cRcTeaceerRccBaaTceccafiaTcoAgaCTC |
droEre2|scaffold 4845:18319983- I TEVA R [Sfel CTXielelelelsl TINelClFNA I\ A Shi T[Sl T[S VNS Nelele T/ T[N T El G E T TAR NiGA T TAA - - - - - - -EEEE R AR TCATCEE- - —-—- - - - - AR AT C C ARG AN C T T A A T A C T - - B BT ree-ia-frTiilaccacarRaTECccEcTeeccTlEaceGrlacl@aaTceccaAlATGGAlgACHTC
18320139 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:7393654-7393819
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:7393654-7393819
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_51.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:12972527-12972682
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:20237788-20237942
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004558:1887030-1887185
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:4663596-4663771
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:4851954-4852122
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1190459-1190620
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2184666-2184825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302386:411574-411733
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453773:406646-406804
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:2937961-2938120
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779263:68798-68956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:245727-245886
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415991:772642-772796
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:1022378-1022537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:7476091-7476252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:8180634-8180794
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:5026910-5027070
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:9479078-9479237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:18319983-18320139
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO041
V109
TTGGAATTAGAAATCTTATAAACTATAAACTTTAAGTACGCGTTCCACTTGCAATATGTGCCTATATCAATCTGAACTTTGAGGGCTGCTATTGGATGTATTTGATAATCCTAGCAACCACCATCGTTCACATTGATGCGGCACACAATCACAAATAATTACAAAAATAATAAGCCCTTAAAAAACTAATATATTAATTATATAT female
Read # Hit |Total male body
AR R e e e e e e e N I N Y Y N N T O T INIINIIDD D)D) o)) D) )N )))) L)) ) ) ) ) L. kR ko kkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkk**k*k** gjze Mismatch Count Norm Total body
....................................................................... el VN oh i eY-Nele] el o el el 2N i1 €] - X S O 1 30.00 30 30 0
............................................................................................................... TAGCAACCACCATCGT TCACA T « v v v e e et e e e e tee e e ae e tee e eeee e teeeeeeeeeeeeeeeaeeeeeeesaeeeaanenna22 0 1 14.00 14 13 1
............................................................................................................... TAGCAACCACCAT CGT TCACA . v v v e e ettt e ettt e ettt e ettt ettt e et e et e e ettt et e e et e d e o200 1 13.00 13 11 2
....................................................................... CTGAAC T T T GAGGGC T G T AT TG e v v e e e vt e e e e e e e e e e e aae e e aee e e aee e aee e aeeeaneeeeneeeeseeesseeeeeeeeaeeeenoeeeenoeeeeneeeeneeeeneeenneeneeaaa23 0 1 7.00 7 7 0
.............................................................................................................. CTAGCAACCACCATCGTTCAC . v v vt e e ettt e e e e e ettt e ettt e ettt ettt et et e e ettt e ettt ii e i iiee a2 0 1 2.00 2 1 1
....................................................................... CT G AR C T TTGAGGGC T G T AT &« v v v e e e et e e e e e e e e e e e e ae e e ae e e aee e e aea e aeeeseeeesneeeeeeeeeseeeeaeeeeaeeeeaeeeeeeeeeneeeeneeeeneeenneeenneaaa2l 0 1 2.00 2 2 0
.............................................................................................................. CTAGCAACCACCATCG T TCACA s + v v e e e e e e e et e e ettt e e et e e ettt ettt ettt et e e e e e et eiie e iiee 22 0 1 2.00 2 2 0
....................................................................... (ohel VN okl T e7-Nele]eT ok el ol N i1l ] e - N SN O 1 1.00 1 1 0
............................................................................................................... TAGCAACCACCATCGTTCAC t & e v e et e e e e e e et e e et e ettt ettt ettt et ettt e et ie e e et e e eieeeane..o 20 0 1 1.00 1 1 0
....................................................................... ol V- Xod ik 7N eleT okl elo N i RO~ 2 B 1 1.00 1 1 0
............................................................................................................... TAGCAACCACCATCGT TCACAT T+ v v e e e e e e e et ee e et ae e aee e aaeeesneeeseeeeseeeeeeeeeeeeeeneeeenenenna23 0 1 1.00 1 1 0
.............................................................................................................. CTAGCAACCACCATCG T TCACAT « + v e e e v e e e e e e et e e et e e ettt ettt e ettt et ettt ettt e ettt ee e 230 1 1.00 1 0 1
............................................................................................................... TAGCAACCACCATCGTTCACK . « vt ittt ittt ittt ettt ettt et et et et et e e e e e e 20 1 1 1.00 1 1 0
....................................................................... el Vo €7\l eTo ] L R BN O 1 1.00 1 1 0
Anti-sense strand reads
M041
V109
AACCTTAATCTTTAGAATATTTGATATTTGAAATTCATGCGCAAGGTGAACGTTATACACGGATATAGTTAGACTTGAAACTCCCGACGATAACCTACATAAACTATTAGGATCGTTGGTGGTAGCAAGTGTAACTACGCCGTGTGTTAGTGTTTATTAATGTTTTTATTATTCGGGAATTTTTTGATTATATAATTAATATATA female
Read # Hit |Total male body
R R e e e e e N N N N O T Y T Y T IINIDIIDDD L)) o)) o)) ) ) )00 ) ) L)) ) ) ) ) L KRk Rk k ko k ok kkkkkkkkkkkkkkkkkkkkkkkkkkkk k¥ kk*kk***k*¥*¥* 5ijze Mismatch Count Norm Total body

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID

Alignment

droGri2|scaffold 15081:2048187-

dgr 44

2048391 -

droVir3|scaffold 13042:912341-

dvi_185

912532 -

droMoj3|scaffold 6328:2904505-
2904628 -

2

dp5 l4_groupd:509758-509814 - |

droKikl|scf7180000302610:680797~

680846 +

BarTaTTAATARATAT

TaaTTAARTARATAT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2048187-2048391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2048187-2048391
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_44.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:912341-912532
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_185.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:2904505-2904628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:509758-509814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302610:680797-680846

1D: Coordinate:

dgr 52

scaffold 15252:13248989-13249052 +

Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]
SpUTR

Legend: mature star [TTFPX SIEITNSY, mismatch in read

Predicted structure

Small RNA-seq Read Density

Read size distribution Condition-specificity Conservation
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Genomic Position
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Show Alternate Folds
Flybase annnotation
utrS [utrS_plus_2224]
Repeatable elements
|Name ”Class HFamily ”Strandl
| (CAA)n” Sirnple_repeat” Simple_repe at||+ ‘
mature star
1. scaffold 15203:3827780-3827801 -
2. dgr 52 scaffold 15252:13249030-13249051 +
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M041
V109
ATATGGCACTGATCTATATTTAGGCGACAACCCACACAAGTCAATTGCTCTTGTTCGTGTTGATGTTGTTCCTGCTGACTCTGT TTATACGTAGCAACATCAACAACAGCAACAGCAACAGCAACAGCAACAACAACAAGGCCTAATTAATTAACTGAAACGGG female
Read # Hit Total body male
khkkhkhkhkhkkhhkhkhkhhkhhhkhkhhhkkkhhkkhkkkkkkkk COCCC COCCCe e COCCeEeeEeeqCe. ... (CCea)))eeenn NI I e kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk***x gize Mismatch Count Norm Total body
........................................................................................... TAGCAACATCAACAACAGCAAC . « v e o et e te et e e et e ettt e te e eeeeaeneeaenenaenen. 22 0 2 25.00 50 45 5
.................................................. TTGTTCGTGTTGATGTTGTTC . « & v v e e e e et e e ettt e et et e e et et e e a e teta e e teeaeae e e e aeeneneeeeneaeeeeneaeeaeneeeeneaneaea2l 0 1 9.00 9 1 8
.................................................. TTGTTCGTGTTGATGTTGTTCC ¢ & ¢ v e e e e et et et et e e e et e e e et e e e e et e e e e et e et e e e e et e et e te ettt ettt e iaeneneeaes 22 0 1 7.00 7 1 6
................................................... TGTTCGTGTTGATGTTGTTCCT « « + v e e et e e ettt e et ae e e e et e e ettt e e et e te e et e e et te e eaeeeeneaeeaeaeeaeaeaneaeneeaenenas 22 0 1 7.00 7 4 3
........................................................................................... TAGCAACATCAACAACAGCAR . « « vt ottt te et e e et te et ta e eeaeaeneeaenenaeaen. 2l 0 2 5.50 11 5 6
................................................... TGTTCGTGTTGATGTTGTTCC . « v v v e e et et ettt e et e e e e a e e et ettt e e et e te e et e e et te et eeeneaeeaenaeeaeaeaneaeneeaeaea 2l 0 1 5.00 5 2 3
..................................................... TTCGTGTTGATGTTGTTCCTG x « v v e e e e e et e e et e e e e e e e e e e et e e et e e e ettt e e e e e e ettt ettt ee ettt eeenenneaenee. 20 1 3.00 3 3 0
................................................... TGTTCGTGTTGATGTTGTTC e & ¢ v vt e et e et ettt et et et e e e e e et e e et e e et et e e et e ettt e et teen e taeneaeaeneaenenaeaea. 20 0 1 2.00 2 1 1
......................................................................................... CGTAGCAACATCAACAACAGCA . &« v vt ettt e te et e e et e te et ea et etaeneneaeneea 22 0 1 2.00 2 2 0
.................................................. TG T TCGTGT TGATGTTGTT ¢ « ¢« e e e e e et et e et e e e e et e e e et e e e e e e e e e e et e e e e e eeen e e eaeneeaeaeaeeaeneeneneneeaenenneaas 20 0 1 2.00 2 0 2
........................................................................................... TAGCAACATCAACAACAGCA .+« t et ettt te et e e e et te e teeneaeaenaeaenenaeaea. 20 0 2 1.50 3 3 0
.............................................................. ATGTTGTTCCTGCTGACTCTGTTTATA . « e e e e e et et e e n et e e e et e e e e e e e teeneeeeaeneeaeaeneeaenenneaennenenaaa2] 0 1 1.00 1 1 0
.................................................. TTGTTCGTGTTGATGTTGTTCCH . « o ot ittt ettt et e ettt e et e e e et e e e e e e e e e e e ettt e ettt et e et e iea e 231 1 1.00 1 0 1
.......................................................................................... GTAGCAACATCAACAACAGCAAC . « « e e o et e ta et e e e e eneneeaeneeaeaeneeaenenaeaaa23 0 1 1.00 1 1 0
..................................................... TTCGTGTTGATGTTGTTCCTGC ¢ « v v e e e v et e e et et e e e e e e e e et e e et e e e et e e e e e e e e e et e ettt te ettt ea e 22 0 1 1.00 1 0 1
.......................................................... GTTGATGT TGTTCCTGCT G « e v e e e e e e e et e e e e e e et e et e e et e e e e et e et e e e ettt ettt e e ettt e eaen e 190 2 1.00 2 2 0
........................................................................................... TAGCAACATCAACAACAGC . ¢ « vt ettt e teea e e e et eeneetaenenaeaenneaeneeaenea. 19 0 2 1.00 2 2 0
........................................................................................... TAGCAACATCAACAACAGCAACK . « ¢ vt ottt e it ittt ettt e e e i e e een .. 23 1 3 0.33 1 1 0
............................................................................................ AGCAACATCAACAACAGCARAC . &t v vt ettt e et et te et teen i etaeneaenenneaene. 2l 0 18 0.28 5 5 0
........................................................................................... TAGCAACATCAACAACAGCAACH . . . ottt i i i e i e i e e 231 5 0.20 1 1 0
........................................................................................... TAGCAACATCAACAACAGCAA[. . ... i i i 22 1 8 0.13 1 0 1
............................................................................................. GCAACATCAACAACAGCAAC . ¢ v vt ettt te e e e e et te et eieaeneenenee. 20 0 18 0.06 1 1 0
............................................................................................ AGCAACATCAACAACAGCAR . ¢ o vttt ettt e e et te ettt et eneeeaenneeene. 20 0 18 0.06 1 1 0
............................................................................................ AGCAACATCAACAACAGCA .+« o ettt et e e ettt te et te et et ianenneaenee. 190 20 0.05 1 1 0
Anti-sense strand reads
TATACCGTGACTAGATATAAATCCGCTGTTGGGTGTGTTCAGT TAACGAGAACAAGCACAACTACAACAAGGACGACTGAGACAAATATGCATCGTTGTAGT TGTTGTCGTTGTCGTTGTCGTTGTCGTTGTTGT TGTTCCGGATTAATTAATTGACTTTGCCC
Read # Hit |Total
hkkkkhkhhkhkhkhhhkhhhhkhhhkhkhhhhhhrkhhkkhrd R (C(C...))) e NI I ) e kkkkhkkkkhkkkkhkkkkkkkkkkkkkkkkkk*k*x** gsize 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 15252:13248939- dgr 52|ATA----TGGCA---CTGATCTATATTTAGGCGACAACCCAC--ACA-AGTCAATTGCTCE==========—=TGTTCCTCTT-——————————————GATGTTGTTCCTGCTG--—-—-—-——~— ACTCTGTTTATAC-—-—-—-—-—-——————- GTAGCAACATCAACAACAGCAACAG---CAACAGCAACAGCAA-——————————— CAACAACAAGGCCTAATTAATTA--ACTGA--AA-CGGG
13249102 +
drovir3|lscaffold 12963:10114908- ATA----TGGCA---CTGATCTATATTTAGGCGACAACCCAC--ACA-{NTRRIET TGIT(E GGG e X B G e € [ - - C AACAICAACAGCAA-—-——-——————- CAACAACEAGGCCTAATTAATTA--ACTGA--Al-CGGG
10115035 +
droMoj3|lscaffold 6500:2795219- ATA----TGGCA---CTGATCTATATTTAGGCGACAACCCAC--ACA-AGTCAATT T T - - T CG IS A A Y - R e A o & — - — C AACARCAACALNEAD — - — - — - — - ———- CArNAACEEGGCCTAATTAATTA--ACTGA - - AIAGG
2795352 +
droWwil2|scf2 1100000004909:11747515- TA————TMAATEAEATETAEC‘CM——ACAEAETCT‘ [ C T — - ———————- BT T — - — — - ——— - NrachfiacieildgYeacallcaacall- --caacalcaacallcan- - - - —-—-———- CAACAACAANICCTAA R - BArcA--AANGYNY
11747663 +
ldps l4_group3:3012764-3012852 - | - - - — - NET GATCTATATTTAGGCGACAACCCAC--ACA-ANTCART TCHT/E |
ldroper2|lscaffold 6:4077125-4077256 || |aT2AS--Eeca- - -cMarcTaTATIE ALY N W A FXEeC A - ARNSC AA T T GRS NI VXISV
droAna3|scaffold 13337:3556990- ——- R — B — - — - - NG A ASAININNA SN TRC/ECARNY- GAT - - -FaATGCTGCTAR TT TT A dcTGCTG-—-—-—————- TG A A - - - - B Gl A Gl - % BEelC . G- - ~calgcacealgcallcalg- - - —- - - - —-—- INCINCING- - —- - - - -cl\ccli-ac---aIE- -B- - - -]
3557115 +
droBipl|scf7180000396566:497513~- ATA--—-TeGEA e T GATC TATAT TTAGGCGACAACCCAC--ACH- AN TCAN T TG Tl s S s e e R~
497626 +
droKikl|lscf7180000302472:34215-34321 TA————TGEATGATCTATATTTAGGCGACAACCCAC——ACA—AETCATTGTm ——————————— ECTGTTTATAR-—-—-—-—-—-——————- e A En Y- - -Fancallcancallcan— - —-—-—————- EAECEACAAGGCCTAAT TA A TR C A — — i
+
droFicl|sc£7180000453948:1738236- - —— D — - Cifec Al ci\all- - Acl- 2T cAlddd
1738355 -
droElel|lsc£7180000490579:574347~ ATH--—-ReGEANeeeT GATC TATAT TTAGGCGACAACCCAC--ACA- AN TCART TGHT(E
574452 -
GroRoL|sc£1160000760103:214187- B B T T e o oo T O R e - Ty E———————— AR __CaVEe—— CHECEACARGGCCTAR T TA NS A - e T
214276 -
droBialllscf7180000301468:936090- - —— - & TGATCTATATT TAGGCGACAACCCAC--ACA- AT CAT TGO Tl == e ————————————— ettt — - — ———————— ECTGTTTATAR-—-—-—-—-—-——————- A C A G - - ~f\ancAR AR CANA A - - — - — - — - ———- calcEacldrceccTAATTAA TR TG A - —[Elg- BGRG
936194 +
droTakl|scf7180000415914:514947- ATH- - - S8le T GATC TATAT TTAGGCGACAACCCAC--ACA-ANTCART TCHTE Maacalfcancrdlnfe----—-—-———- caclErcanceecTAATTA AT R G A — —[dle- WchiG
515053 +
droEugl|scf7180000409466:3048417- - R — B — — — - — - — - _[CINECEANAINNG T A RN N T G - il G TEINECTGTTGTTCGATAAGCAINEN- - - - EEEEEEE R GIAGIEYECATIIIECAACAGCAACAG---CAACAIICAACAGCAA-——— - - —————- canrcAldcanileTAA T/IeT/d- - AfjTGA - -[dg-tBGG
3048560 -
dm3  |lchr21.:16768182-16768280 + | [Bra- - R EESarGATCTATATTTAGGCGACRACCCAC - -ACA- AT CART T T IE e o A A A ——— caBicEnclrceecTAATTAAST o oA~ — - —

|drosim2|21:16334923-16335030 + I

[Era——--THoEAEEEETGATCTATATITAGGCGACAACCCAC- - ACA-ARTCARI TCIGIE e O S

R BB BhoocciraT T TG, B

ldrosec2|scaffold 7:414969-415076 + ||
ldrovak3|2r:4333756-4333867 - I

droEre2|scaffold 4770:6556210=
6556325 +

[E2A——--T8CEAREEETGATCTATAT I TAGGCGACAACCCAC- - ACA- AT CAGI TG GIE e e S

cacEacEiaceecTAATTA A ST i G2 — — i

2T S e rcaTcTATATTTARGCGACAACCCAC--ACA- ATCART TCHT/E

calcEacEaGIcCTAAT T A A TR G2 — — -

TiiGEEENC - TGTTGCANETIGCIMGIG T T/e TG

________ - - -B-Cll8TGGCTTHTG

calgcaldcaldcccla A Sln nleTRieA i i Ns- ciG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:13248939-13249102
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:3827780-3827801
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_52.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:13249030-13249051
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:13248939-13249102
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_52.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:10114908-10115035
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:2795219-2795352
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:11747515-11747663
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:3012764-3012852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4077125-4077256
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:3556990-3557115
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396566:497513-497626
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302472:34215-34321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:1738236-1738355
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490579:574347-574452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780103:214187-214276
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301468:936090-936194
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415914:514947-515053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:3048417-3048560
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:16768182-16768289
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:16334923-16335030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_7:414969-415076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:4333756-4333867
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6556210-6556325
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Legend: mature star [TTFPX SIEITINSY, 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 -e— Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH 18673-in]; CDS [Dgri\GH18673-cds]; CDS [Dgri\GH18673-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M041
V109
AATTCCATCACGGCGAGGAGCGCAAAATCATAGTATTCACAAAGGGCAACGTAAGTACATTCGGTGAGCAAATAACTGT TATGT TTGCTGACAAAATGCATTTACAGGAAGAGATTGCAGAAGCACGAGGAGCAGGCGCCTCCCTTGTGGGTGGCGT female
Read # Hit Total body |male
R e A N I N N 1))))D)) L)) L)) )) L)) )))) . Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x gize Mismatch Count Norm Total body
..................................................................................... TGCTGACAARATGCATTTACAG . « + t e et e e te et e e et eeen e aeneeaenenneaenenaes 22 0 1 25.00 25 24 1
.................................................. GTAAGTACATTCGGTGAGCA . « ¢ e et et ettt e et ettt et et et e e et e e e et e ettt e ettt e ettt eeeneieeaenneaenena 20 0 1 14.00 14 2 12
.................................................. GTAAGTACATTCGGTGAGCAR . « e v et ettt et ettt e e et et e e et e ettt e ettt e ettt e et te ettt eeenenneaenea 2l 0 1 9.00 9 2 7
.................................................. GTAAGTACATTCGGTGAGC ¢« ¢« e v e e e e et e e e e et e e e e et e e e e e te e e e e e e e e e eeeeeeneeeeaeneeaeneneeaenenneaanaeaaa19 0 1 4.00 4 0 4
..................................................................................... TGCTGACAARATGCATTTACA . « v vt et ettt te et e ettt te e eieeaeneaeaeneeaeneeaes 2l 0 1 3.00 3 3 0
.................................................. GTAAGTACATTCGGTGAGCARR . & ¢ v e e e e et et e e et e e et e te e e e et e e e e ee e e e e e e eeeneaeeaeneeaeneneeaenenneaanneaaa22 O 1 2.00 2 1 1
..................................................................................... TGCTGACAARATGCATTTACAE . . o ittt ittt e e it e e i e e e e 221 1 2.00 2 2 0
...................................................................................... GCTGACAAAATGCATTTACAGH. . ..o i i i it ee e 22 1 1 2.00 2 2 0
...................................................................................... GCTGACAARATGCATTTACAG . ¢« e v et et e eeee et e e eie e eeeneneeaenenaenen 2l 0 1 2.00 2 2 0
.................................................. GTAAGTACAT TCGGTGAGCARAG . « &« ¢ ittt ettt ettt et e et e e e e e e e et e e e ettt e et ettt e 231 1 1.00 1 0 1
.................................................................................... TTGCTGACAAAATGCATTTACAG . « ¢ e e v et e ee e e eeeneeaeeeeenenaeaeneeaenenneaeas 23 0 1 1.00 1 1 0
..................................................................................... TGCTGACAAAATGCATTTACAGH . « ¢ ot ittt ettt et ettt et i e eee e 231 1 1.00 1 0 1
...................................................................................... GCTGACAAAATGCATTTACAGHEE. - - - ¢ o v i e ie et ittt eeeeeeenenanenenan. 24 3 1 1.00 1 1 0
.................................................. GTAAGTACAT TCGGTGAG AR . . o . ot ittt ettt e et e ettt e et e e e e e et e e e e 22 1 1.00 1 0 1
Anti-sense strand reads
M041
TTAAGGTAGTGCCGCTCCTCGCGTTTTAGTATCATAAGTGTTTCCCGTTGCATTCATGTAAGCCACTCGTTTATTGACAATACAAACGACTGTTTTACGTAAATGTCCTTCTCTAACGTCTTCGTGCTCCTCGTCCGCGGAGGGAACACCCACCGCA female
Read # Hit |Total body
Je ke ok e ok ek ek ke ok ke ok ke ok ke ke ok ke ke ke ke ke ke ke ke ko ko ((((( (. (CCCe . (e CCCCCCCCe ... 1))D)DD) L)) L)) )) L)) )))) . ckkkkkkkkkkkkkhkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|scaffold 14906:2062002- dgr 56|AATTCCATCACGGCGAGGAGCGCAAAATCATAGTAT TCACAAAGGGCAAC ARG ACS S S o s . ATTCGGTGAGCAL - ATAACTGTTATGTTIGCTGACAAAATGCATTTACAGGAAGAGAT TGCAGAAGCACGAGGAGCAGGCGCCTCCCTTGTGGGTGGCGTG
2062159 -
drovir3|lscaffold 12855:971762-971918 AdrTiCcATCACGGCGARNGANCGCAAAATCATAGTATTHACKAAGCLN A A TTTTEAAAGAACAAAACAAAATGTTA TGCTCGT g 12 L Xelee T cleA T T TRICAGGAEG AR T TR\ Al\afdc clec cldcilaccldeceaeciiclgc TTeTeacfdeceaTa
droMoj3|lscaffold 6540:7562333— AATTIJEATCACGGCGAGGACGHAABATCATAGTATTCACAAAGGGCALN CTGACAATGAACAAATATATATTTAG -GCAT[ECTHAT ACACEVNNIA TIAAIGI T TINEISA T[N~ /N ERe T T/F:VNels T /sfe c € NI Nelelelele T ~ S T[Sl elfelelehieleletelne
7562494 +
droWil2|lscf2 1100000004902:2799355- AT TIEseC AGGCGAGGAGCGCAAGATCATHGTETTCACEAAGGGCARY &y ciiiacciierT T GG A A TiiccAAlAccaaAINScceciiTTGAIRNG TINEANC/INAINTA T T/ N-NEINCle /e A Nelo)Nele ~ Elelehde c/shilivelii T eleic lefe T ek
2799512 -
EE |2:14649380-14649531 + | |2Er rifErEcaliccecaceaceceanEaTcaATHGTHTTCACBAAGGGRA A CETEACEAR CATATCTTAACTTTG GATTACTTAT TINNICECIITIT TN CINARC T TINEINGIEI A S Nela clefsl Clefel T/els il ekl ehy C Slehfelelelelive |
|droper2|lscaffold 0:5768207-5768362 - |2Er rifErEcaliccccaceaceceanEaTcaTicTTTCACBAAGGCRAACETEACEAR TATATTTTAACTTTGATTGGATTACTTAT TINNICEGIEENT TINEIACINAIC T TINFACTIINA G C 2 Clele Clle Tlele Tile cleliiNelic elehyelelslelie! |
droAna3|scaffold 13340:13225427- agrrclealdcacececaceacecirngaTcaTldc e tiacaAGGGRAC ala ciicearaTiATATINC TRTITACANTA TilA CEilC T T T - A TR THAN TS NEAIN TGN /Nl T CFINEle C 2 Ne~ INele rele T /el cldele i Glehi » efel [ele A eliel
13225584 +
droBipl|lscf7180000396691:2097859- agrrclrldcacceeecaceacccralearcaTle T TiiACEAAGGGA AN GGA clic-aEaTi AT GCHTTACilNTACAACTICIAT TIN- A TECIlANT TINEANT/ENA AT CIFNNele c AlfNe A Nefe T [ele T /ele cidele T el [eleia efeln [ehile]
2098015 +
droKikl|[sc£7180000302810:178176— e TiderdcACGclgcAGGAGCGCANEATCATAGTTTCACHAANGGIA A CEHEACT LIl (el Ye YT XS Tl Xe [ - - — - —-—-——-———afjicTaTATGG T T T TCCjlicHNEA G CldNecilc c TG c/e e Nele celelolele cleletelii c lelifelele clelelotelie)
178330 -
droFicl||sc£7180000454073:3320294- AT TR 8cACGGCGAGGAGCGCARGATCATAGT T THA CliAAGGGA ANGTE 2 GCTTTGTGTATTTEMGATCCCHTATHACCTCCIATTTCTATECIENININEA TClgNA Gl C T CINCES T AEGlEn/Nele T /elelelelelelive c Shililehic ele c/elelelelive
5320452 =
droElel|lscf7180000491212:1701107- agrrclnldcacececacealicceanfarcaTicTET THACEAAGGGIA ACETEACTEE ceraaTi€aTccTiicllacccccalgiiaacTcrereTiAciTciliciNNEANCEA clic T TG Cldec aldclEa NS T ele T/elelehie c /sl clehi clele| cleleleteline
1701265 -
droRhol|lscf7180000779995:90519-90677 AgrTiferTcaccGeGaGGAlcoarlEaTCAT G T T THACEAAGGGIA AN GAl cTccATATTTCCIGENATCcCccceaaililacTCATTITIATICHCIBEVNGNEANCEA clic c TG c ale clealNele T /elelelele A e c/shucehi T ele C elelelelie]
+
droBial|scf7180000302402:6816972- agrrifercaficceeaceaceeangaTHA THG THT TCACEAAGGGAACET/RCTALY GATTCCT.ETTTTTGINATICIBICAARAACACTTTGGNNITECCliGINEANCHNA GlicET GFACES c A€ GlEa GlEls T ele A Elefelile r S clehi c Ele cElelelelive
6817130 +
droTakl|scf7180000415750:38162-38320 AT TifenfdcACGGCGAGGAGCGCAREATHATAGTITTCACHA GGG ANCHEACTEE TAGTCCATLETTTGTANATCClTIARAACANCTTGTINNITECCifiT TINE AN TN Ciia C TINE e c AlEclEa NS T elen Elelehiel c/ehiiClehi clele c elelelelie
ke
droEugl|lscf7180000409490:593660- rgrTifenfdcacccecaceacecoarleatTiaTic T T TCACEAAGGGA AN Al acTtaccT aTTCTHANATCCAANAARANCACT T TININIT TCIlCIFATINEANC/ENA Gliic T T GG/ C/lelNe A INele T elelelelelehde c/shiliNeliy T ele c eleleleliic
593818 -
am3 lchr3r:4127739-4127896 + | |2Er ri¥eaicaceeccaceacecEaalaTcaTAc T TeACEAAGG A ANETEACHE GCTTCUTETACHNAINAT CAlARA AjlA ACAllC T TGINNNET TINENICINEARN T A Gliic c T ClJAGEle c Al GlEn Nels T /elelofelsleliNe: c oV~ [ehilc efel clelelelelive |
ldrosim2|3r:16839013-16839170 - | |2Er ri¥ealcacceccaceacecEaalaTcaTacTiT TeACBAA GGG A AHCTEACTE cerecitiETicEa N ccTiiaRA Alla Acalic T TT/NNNI T NG CINEANTGNA clic c TGS c A€ clEaNels clelelelelslelile c s~ el c Ele cEleleleliye |
droSec2|scaffold 0:17701297-17701454 adrTifencaccGecaceaceGgangATCATAGTITTCACAAAGGGA ANCTHEACTE cerccuTiE T NN GcTiARAAjA ACAlC T T TINNNETONENICINEANTENA Gliic c T CEAGEs c AE GlEn/Nele c/elelelelslelive c ol a [l lele clelelelelive
droYak3|[3R:8202977-8203135 + rgrTifercacccecadcacecgaalarcaTiic T TcACEAAGG G ANCHEACTEE GCTCCGTLATTGAGAINATCANGAAACAACANCTTGINNNITONINICINEARN TS A Glic c T CAGEe cAE clEn/Nele T/elel r/elslelNe c oV~ el elelclelelelelive
droEre2|scaffold 4770:17445722- agrTifenfdcaceelicaceacecganlgaTcATHGTIT TCACAAGGGER ANCTHEACTE ceTccilT/NETTINCAGENAT cAlCiNA A A AliCAJIT T TINNNNI TN E LI CONEANTENA Glic c TG/ C/He T A/ NEAINele T[elelelelelelivel c [k el ele c/elelelelie
17445880 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2062003-2062159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2062002-2062159
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_56.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:971762-971918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:7562333-7562494
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:2799355-2799512
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:14649380-14649531
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:5768207-5768362
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:13225427-13225584
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396691:2097859-2098015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302810:178176-178330
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:3320294-3320452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:1701107-1701265
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779995:90519-90677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:6816972-6817130
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415750:38162-38320
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409490:593660-593818
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:4127739-4127896
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:16839013-16839170
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:17701297-17701454
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:8202977-8203135
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:17445722-17445880
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[View on UCSC Genome Browser {Cornell Mirror}]

dgr 45 scaffold 15081:2044709-2044809 - | confident | Canonical miRNA ||intergenic
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Predicted structure
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Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 N & | I I l
Size Condition 2044850 2044800 2044750 2044700
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch readsH
M041
V109
TATCCCAGTCTATCGATAGACAACGATTGTCAGTTAGGCTATTCGGCTAACAATTGTTGTTGGATTGGAATCACGACTCTCCGCTGTTATGTAGAAATACATTGTTTAACAATAATAACAACGAGTCTCGCGCTTCAAATCAAATGCAATTGGTTCTTCAGCAATGCAAAGTGTACAATATGATTTTTGGATTTAGTTACC female
Read # Hit |Total male body
Kok kkkkkkdkkkkkkkkkkkkkkkkdkkkdkkkkkkdkhdkdddkrddkr ke rxx (.. CCCCCCCCCe e e GO e e e e CCCCCeaI) o)) et D) ) e)) e eI ) ))) i i)))) ) ) ) Medekkkkkkkkkkkkkkkkkkkkhkkhkkhkkkkkkkkkk*kkk**k***** gjze Mismatch Count Norm Total body
................................................................. TGGAATCACGACTCTCCGCTGT ¢ v v v v e e et e e e e e e e e e e e e e e et e e e e e e et e e e e e e e e e e e e e et e e e e e et e e e e ettt et e e ettt e e e e 220 1 53.00 53 51 2
................................................................. TGGARATCACGACTCTCC G TG T T e« e e e et e e e e e e e e e e e e e et e e e e e e et e e e e e e e e e e e e et e e e e e e e e e e ae e e eaaeeeeeeeaeeeeeeaaaeeeeeeaneeeenaanneea 23 0 1 5.00 5 5 0
..................................................................................................................... ACAACGAGTCTCGCGCTTC R e « v v e ettt e e e e e e et e et e e e et et e e et e ettt eeeeeaeeaaaaea.. 20 0 1 2.00 2 2 0
................................................................. TGGARTCACGACTCTCCG . & v e e e e e e et e e e e e e e e e e e e e et e e e e e et e e e e e e et e e e e e e et e e e e e e et et e e e ettt e e et ettt e, 18 0 1 2.00 2 2 0
..................................................................................................................... ACAACGAGTCTCGCGCTTCARAT « « o e et e e e e e et et e e e e ettt e e e et e e eaaeeeeeeaaaeeeeaaanaeaa 23 0 1 1.00 1 1 0
..................................................................................................................... ACAACGAGTCTCGCGCTTCAR . « v e e e et e et e e e et et e e e e e eaeaaeeeeeeaaaeaeeaeaaeeaenannaeaa 2l 0 1 1.00 1 1 0
................................................................. TGGARTCACGACTCTCCG T « « v e e v e e et e e e e e e et e e e e e e et e e e e e et e e e e et e e e e e e et et e e e ettt et e e ettt e ettt ettt et e e 200 1 1.00 1 1 0
................................................................. elel-V N oF-Nole) Noki ol o] ole] ol e o PP~ S 1 1.00 1 1 0
................................................................. TGGAATCACGACTCTCCGC 1 o e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eaeeeeeeeeeeeeeeeeaaaaeeeeeeeeenenanaaaaa 19 0 1 1.00 1 1 0
Anti-sense strand reads
ATAGGGTCAGATAGCTATCTGTTGCTAACAGTCAATCCGATAAGCCGATTGTTAACAACAACCTAACCTTAGTGCTGAGAGGCGACAATACATCTTTATGTAACAAATTGTTATTATTGTTGCTCAGAGCGCGAAGTTTAGTTTACGTTAACCAAGAAGTCGTTACGTTTCACATGTTATACTAAAAACCTAAATCAATGG
Read # Hit |Total
khkhkhkhkkkkkkkkkkhkkkhkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkkkkkkkk ( ( ( ( ( ( ( .. ( ( ( ( . ( ( ( ( (_ ... ( ( (_ . ( (_ ( (_ ( ( ( ( ( ( ( (_ . ( ( ( ( (_ .. ) ) ) ) ) . ) ) ) ... ) ) ) ) ) . ) ) ) ) .. ) ) ) ... ) ) ) ) ) . ) ) ) ) .. ) ) ) ) ) ) ) khkkkkkkkkkkkkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhhhkhkhkhkhkhkhkhkkkkkkkkkkkxkkxk*x 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|scaffold 15081:2044659- dgr_45 |[TATCCCAGTCTATCGATAGACAA--CGATTGTCAGTTAGG-——---———————- CTATTCG----GCTAACAATTGTTGTTGGATTGGAATCACGACTCTCCGCTGTTATGTAGAAATACATTGTTTAAC-———————— AATAATAACAACCAGTCTCCCECTTCAAATCAAATGCAATTGGTTCTTCAGCAATGCAAAGTGTACAATATGATTTTTGGATTTAGTTACC
2044859 -
drovir3|lscaffold 13042:907078-907225||dvi 343 |[clohuiuiia CTATCGATARNACENCCARTIN NI TR - — - — - ——— [elelele Clen i c L T Gl TlE A CAA T TS T G T TG T T GG A A TCACG A C T N N C TG T T A TG T AGA 2 e t — — — — — — — = — anfden T A RCAlICACTCTCCC e A T C AR A EGCAA TN TC TE A Gl A A e ———
droMoj3|scaffold 6328:2901283- dmo_204 andlenT A RCAICACTCTCCC M IleCA T AR A EGCAA TN TCL G A GC A A

2901391 -

droWilZ2(lscf2 1100000004909:7956558~-
7956706 +

droElel|scf7180000490751:1118639~
1118647 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2044659-2044859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2044659-2044859
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_45.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:907078-907225
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_343.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:2901283-2901391
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_204.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7956558-7956706
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490751:1118639-1118647

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dgr 239 |scaffold 15074:2995062-2995115 + | confident-exception | Mirtron | intron

Legend: mature Star [t LRIt mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 21 o0 o3 @ 0 | | | |
Size Condition 2,995,040 2,995,080 2,995,120 2,995,160
Genomic Position
Hairpin partition - Sense - Antisense Mature -#~ Star
Hairpin partition Mature & Star
Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH22139-in]; CDS [Dgri\GH22139-cds]; CDS [Dgri\GH22139-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
V109
AGGACATTTTTGGGCCGCTGCAAAACGATTCTGTGATAATTGTCATACAGGTGAGTGGAATTTTGT TTGGAGCTACAAATGCTAGAAACATTTCT TACTCGCAGGTCCACACGAGGATCAATTATCTGCGCCATTTGATTGTTAGTTTGGCGCA female
Read # Hit |Total body male
dek ok ok ek ok ko ke ok ke k ok ke ke ke ko ke k ke ke ko k (((((CCCCC e (CCCCe o ((Ceeenn .. 1)) .u))))) L)) ) L)) ))))) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x 5jze Mismatch Count Norm Total body
.................................................................................. TAGAAACATTTCTTACTCGCAG + « + e et et ettt teee et e et te e ie e iaenenaenen. 22 0 1 30.00 30 30 0
.................................................................................. TAGAAACATTTCTTACTCGCAGH. . . oot i i i i i i i ee e e 23 1 1 8.00 8 6 2
.................................................................................. TAGAAACATTTCTTACTCGCA .+t vttt et e et te e e et et te e eeeaeniaeneaene. 20 1 7.00 7 7 0
................................................................................... AGAAACATTTCTTACTCGCAG . - « ¢ et vt e eme e cnenececnaenaeneennenacnnenaaa2l 0 1 2.00 2 2 0
................................................................................... AGAAACATTTCTTACTCGCAGH. .« oot e e e ee e 221 1 2.00 2 1 1
.................................................. GTGAGTGGAAT TTTGTTTGGAGC « « ¢« e v e e e et et e e et et e e et et e e et e et e e et e et e ettt e e ittt et ea e 23 0 1 1.00 1 1 0
Anti-sense strand reads
TCCTGTAAAAACCCGGCGACGTTTTGCTAAGACACTATTAACAGTATGTCCACTCACCTTAAAACAAACCTCGATGTTTACGATCTTTGTAAAGAATGAGCGTCCAGGTGTGCTCCTAGTTAATAGACGCGGTAAACTAACAATCAAACCGCGT
Read # Hit Total
ek ok dokd ok dkokkdok ok kok ko ko ko ke dk ke k ok (((C((CCCCC o (CCCCe o ((Ceeennn. 1)) 2 ))))) L)) ) )))))) ) L L kkkkkkkkkkkkkkkhkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x 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|lscaffold 15074:2995012- dgr 239 |AGGACATTTTTGGGCCGCTGCAAAACGATTCTGTGATAATTGTCATACAGETCACTCCAATT-~~TTCTTT-—-66-ACC--—-—-—-—-- e e ACAAAT--—-—-—-—-- GC--TAGA-—-—-—-—-- AACATTTCTTA-CTCGCAGGTCCACACGAGGATCAATTATCTGCGCCATTTGATTGTTAGT TTGGCGCA
2995165 +
drovir3|lscaffold 12822:799312- dvi 2368|AGGACAMETT@GGGCCGTGCARAAACGATTCTGTGATAATTGTCET/ECACETCECTE A G T - - R T GTTTGTTTCCTTGGCTT- - - - R - -TAGA--—-—-—--—- AACATTTCTA-CTCGCAGGTECACACGEGcEaTCAATTATCTGCGCCATHTGATTGT/AGTGGCGCA
799469 -
droMoj3|lscaffold 6540:33460638- AGGAEAMET T@GGGCCGCTGCAAAACGATTCTGTGATAATTGTCETECAGETEEE TTGATCGA----- We-gye----------—- B G T G A T C e e e — — — — — - GACEEEE. A GERIIGAGTAATCAGTACIYNINETIT GC -FAllT I NIhiCINNe Cle CLANI TNy /ShlelelelelerNicii~ [NliNeliGINe C Clielelelelo)
33460801 =
droWil2|lscf2 1100000004943:5226512- AGGACATETTTGGINCCGCTGCAAAACGATTCTGTGATAATTGTCATSCAG ACCIVNI-FEE- - - —— - AACTAAAGAGAAACATAAAAATAAACKTATAA AT TTGA TG TR it — — — === —=——— B - - — ——————— b EIEdiaccTecacaccaciaTcaeTaTiTGCGlcATTTRIA T TeTlgAG TETGGCfdcA
5226671 -
dp5 l2:951550-951711 - I |accacaBRTTEcclcclcTecaraacca@TcTeTGATAATTCTINET/ECAG CGGGACCCACTCACAGCTALAGEEEEEE AATGTCCTCATCAACGTGGTGGA A B i — —— — === ——— - - --------- Dt TC TRIACAGG TEcAcACGAGGATEARTTARHTGccgcaTRrcaT T TEACEErGGcaca|
droPer2|lscaffold 7:3737757-3737918 AGGACASATTEGGHCCHC TGCAAAACGARTCTGTGATAATTGTIXETECAG CGGGACCCACTCACAGCTAL\AGEEEEEEEEE AATGTCCTCATCAACGTGGTGGAA S i — — —— === === - - --------- e eiC THIACAGG TlecACACGAGGATHAMT TAMTGCcldcaTTGAT TG TlgAGdTGGCGCA
droAna3|lscaffold 13340:20852993- acGacATTTGGHcCHcTRcAEAACGABTCTGTGATAATTGTINE T C ACETL AL NECClelme==~IXe C-- - - R e e T TCAAATTTTAAGATITCEY A B G--Talla
20853150 -
droBipl|scf7180000396413:1552722- accapreTTTGGcclic TilcAEAACGABTCTGTGATAAT TG TINE T8 C AGETLACE
1552894 +
droKikl|lsc£7180000302810:877748- AGACATT TGGGCC[EC TGCAAAACGATTCTGTGATAAT TG TINETECACCTLAC TN/~ I — AN - - ——————- GG AT C R e e e — — - — - GCCREEEEE CTTTAL- - B BcAdT TN - NaccTlecacaceacaTireTABCc TecoccaTTA TG TR Gl T GG caea
877899 -
droFicl|lscf7180000453826:753728~ AcGANETETTEGGGCCEC TGCARAACGABTCTGTGATAAT TG THE TS CACEILACINGCALSN Alia) -~ - ——————- R e e CAAGAAREEEEEE - -ENACiiGA TREEEE TG T A T AANAINNTINTINA -IATclicaGG TldcAlACGAGGATIIAETATITGCGCCARTTGATTGTIIAGTTGGCGCA
753886 +
droElel|lscf7180000491280:2120443~ accaCETrTEcGeccEcTGCAAAACGARTCTGTGATAATTGTINGTBC AGETHEN TiicC aliTc w\-ace---------—-—- A GA T CCTC T AT A A R T T i — — — = === ===~ - - -———————- e teTiEN\a-INdcccaccoTldcacacoaceaTr T ATCTGCGAcATTTGAT TG T/@AG T/ TGGClcA
2120595 -
droBialllscf7180000302113:1551724- AGGACETETTlEGGGCCGCTGCARAACGA T CTGTGATAAT TG T e T S AC R e o b ————-——-—-- R e it — — — = ——————— - - ————————- e e TecAcAcAcGATCASTATCTGCGCCAETGATG TlgAG Tl TGGClc A
1551823 +
droTakl|scf7180000415765:237333- AGGARET ST T TGGECCGCTGCARAACGA ST CTGTGATAA T TG T e T o C A C e e o e — — —— ——————— - e —————————- R~ E—— e ettt G T[EC ACAC GAGGAT CAJSTATIT GCGCCATMTGAT TG T[@AGTTTGGCRCA
237432 -
droEugl|sc£7180000409555:324634- AGGACETET T8GGGCCHCTGCARARCGATCTGTGAT AAT TG T e T A i - - ————————- — R T D - — = == === === — - — - — R - e - TlecacACiacia THASTATC TGCGCCATHTGATHG TlEAG TTGGCGCA
324733 -
|dm3 lchr3r:25844605-25844704 - | |2aceacErBrrrecleceeTocafraccAfTcTeToAT AR TR T e TR A C e ——— i o - —————————- B - — - - - - _ D e - TECACACGAGGATCARErABc TGeoccAgrcaTEerf@acllETcecaa|
|drosim2|3r:25191000-25191099 - I |aceacEr@rTTeclccGCTGCABAACGARTCTGTGAT AR TG TR A G —— e o o e S ———————- -G i Bl HlH: i iilhiib B - i - - - e et - Tfelc ACACGAGGAT CAMSTARC TG GecARErGaTEcTEACRETGGCaea|
droSec2|lscaffold 4:4690446-4690545 AGGACETTTTTGGICCGCTGCAEAACGA BT CTGTGAT A AT G T e T EC A C R~ i — - -—-----—-- R i — — == === ===~ - - -—------- e e TecacaccAGGATCAETAldc TccoccaAdTG AT TlA e TGGCcaea
droYak3|3R:26767159-26767258 - AGGACETETTTGGCCGCTGCAGAACGATCTGTGAT A A TG e T A e e - -—-—-—--—- R e e - - — - — - - — — - P - TlecACACGAGGATCASTACc TGcGCccAYTeATGTlgAG TTGGCGCA
droEre2|scaffold 4820:2163233- AGGACH T[T TTGGCCGCTGCARAACGA T CTGTGATAA TG T T S C A e o e —————————- - e~~~ ————— - - B - - - - E—— e et G T[EC ACAC GAGGAT CAJSTABC TGCGEC AT GATEG T TAGTTGGCGCA
2163332 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2995012-2995165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2995012-2995165
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_239.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:799312-799469
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_2368.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:33460638-33460801
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:5226512-5226671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:951550-951711
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:3737757-3737918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:20852993-20853150
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:1552722-1552894
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302810:877748-877899
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453826:753728-753886
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:2120443-2120595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:1551724-1551823
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415765:237333-237432
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409555:324634-324733
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:25844605-25844704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:25191000-25191099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:4690446-4690545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:26767159-26767258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:2163233-2163332

ID: Coordinate:

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}

dgr 65 |scaffold 15110:1503948-1504007 - |confident-exception || 5p_tailed_mirtron |intron

Legend: mature Star [t bl Bl d ) mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity Conservation
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Genomic Position 18 1g 20 21 20 ° | | | I
Size Condition 1504050 1504000 1503950 1503900
Genomic Position
Hairpin partition -# Sense - Antisense Mature -#- Star
Hairpin partition Mature @ Star
dgr_65_annot [-10.8]
Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH15675-in]; CDS [Dgri\GH15675-cds]; CDS [Dgri\GH15675-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M041
V109
GAACGGAAATTGAGTTCCTCGATAGTTCGAAGTGTCTACAATTTGATGACGTAAGAATTGGATGGATTCTTTAATAAAGGGATTATTACTGAAACCGTTCTCTCTTACAGCTACCGGATACCACGTACTATCTGAAGGCCATGGACTATATCATTACGAA female
Read # Hit Total body male
e 3k ok ok e ok e ok e ok ok ok ok ok e ko ok ok e ok sk ke ke ke ok sk ek ke ke ke ke ke ko (. (€. (OO I - INI))) e kkkkhkhkhkhkhkhkhhkhkhkkhkhkhkkhkhkkkhkkkhkhkkkkkkkkkkkkkkkkkk*kk*** gize |Mismatch Count Norm |Total body
......................................................................................... TGAAACCGTTCTCTCTTACAGH . ¢ ottt e e e e e e e 221 1 15.00 15 12 3
........................................................................................ CTGAAACCGTTCTCTCTTACAG  « ¢ e e et et e et eeeseeeneneneneneneneneneneaeaeaeae22 0 1 14.00 14 6 8
......................................................................................... TGARACCGTTCTCTCTTACAG . « « e e e et et e ee e e e e ee et ete it enenenenenenen. 2l 0 1 10.00 10 10 0
........................................................................................ CTGAAACCGTTCTCTCTTACA . « o e et et e eeeeeeeeeeeeeneneneneneneneneneneaeaeaeaa2l 0 1 7.00 7 6 1
......................................................................................... TGARACCGTTCTCTCTTACR . & ¢ e et et et et et e et e e ettt enenenenenenen.. 20 0 1 4.00 4 4 0
........................................................................................... AAACCGTTCTCTCTTACA . « e et e teee e e eaesesaeneneneneneneneneneaeaeaeaaaa 18 0 1 1.00 1 1 0
....................................................................................... ACTGAAACCGTTCTCTCTTACR . « .t et et et e ee et e e et ee e eneneneneneaeaeaea 22 0 1 1.00 1 0 1
....................................................... AATTGGATGGATTCTTTAAT .« e et ettt et et et et et et e e e e ettt ettt ettt et e e e et e ittt ia e 20 0 1 1.00 1 0 1
........................................................................................ CTGAAACCGTTCTCTCTTACAE . - ¢ vttt e e e e e e e e e e e e 22 1 1 1.00 1 1 0
........................................................................................ CTGAAACCGTTCTCTCTTACAGH. « . oot i ittt ittt et it e i e e 23 1 1 1.00 1 1 0
........................................................................................ CTGAAACCGTTCTCTCTTACALE. . . . ottt e e e e e e e eiee e 23 2 1 1.00 1 1 0
........................................................................................ CTGARACCGTTCTCTCTTACAGE . « v vttt ettt ie ettt it et et e et ee e 23 1 1 1.00 1 1 0
Anti-sense strand reads
CTTGCCTTTAACTCAAGGAGCTATCAAGCTTCACAGATGTTAAACTACTGCATTCTTAACCTACCTAAGAAATTATTTCCCTAATAATGACT TTGGCAAGAGAGAATGTCGATGGCCTATGGTGCATGATAGACTTCCGGTACCTGATATAGTAATGCTT
Read # Hit Total
Kkhkkkkkhkkhkkkkhhhhhhhhhhkhhkhhhkhhkhrkhkkrkrkrkkrdkr  (((CCC.(CCo-CCCC(C. ... YN ) IINI))) e hkhkkkhkhkhkkhkkhkhkkhkkhkkkhkkhkkhkkkkkhkkhkkkkkkkkkkkkkkkkkkkkk**xk*x* gize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|lscaffold 15110:1503897- dgr_65|GA------ AATTGAGTTCCTCGATAGTTCGAAGTGTCTACAATTTGATGACG-—-—————— TAAGAATTGG-AT-GGATTCTT - TAATA-————————————————————— = AA-———G-GGATTATTA--————————————————- CT---—- GAAACCGTTCTCTCTTACAGCTACCGGATACCACGTACTATCTGAAGGCCATGGACTATATCATTACG--AA---G
1504052 -
drovir3|scaffold 13049:179509-179659 GA------ EatlcacrrecTeoadpidrTciaacTeTCTACAATTRGATEAEG- - - - —- - - BGRNER TiliTe s -0 T C T A A A e TCE e TR C T A A C R B----- B dicRsectirTecaccrfdccilcadrccaceTacTaTifdaacGecATEGAETAATCAT T]dCG--AR- - -G
droMoj3|lscaffold 6680:973193-973347 GA-—-—-- EarreadrrecTiicaacErcilaacToTlTEcAA T TGAGAlgG - - - - - - --- N T N T A - - B A A T e VG A C Tl A I G C I - ErnficeT¥tiTcTTEcaccTgcccoaldaclgiciferEr adifdcarceccaTcoaTilEA TR TENE - - 2n - - -}
+
droWil2|lscf2 1100000004729:2300557- cTcchag T T CIC G T - ———- cGIATTTE - - - WTHTiGATINEAINNE A AINFNSAINIec T I TiNGINC GENEIelel T/l A G C AINNA Il G A - BB - [ C
2300712 +
EEE |xR_groups:3991795-3991953 - | AT TN TAS CGE-T TcATARRTCAGTT- - EREE EyechcRerN c rTfdiaccTiicciN\a raccaci¥eic TaTEr GrllccclirconE@MeA THA T TARNG - - AR - - -G |

|droper2|lscaffold 29:223586-223757 - || T T TIN T T - - TCATARRTCAGTT--Rai Bk cErErNAc T rskaccThicciNa TaccaciXec TaTEr cgrlcc cldTccAgeA THA T TARG - - AR - - -G |

droAna3|lscaffold 13337:8996106- |  [a------EBaTTcAcTCRTGAEANTClenNTc THTACART T TCARA G- - - - - - - - - T AT TGO i i e~~~ [ eIV s iy e-—— - I8\l - - - - - - - —- SiicaanccINATTHE - ATjiTCAjlicHNEAl G T AN A TSlehic TINNNGINTINNElE G A INREI G GINUNIA Gl - - - [CEEF-V T
8996262 +

droBipl|scf7180000395984:48670-48831|| |[la------fdarTcacTcRTRCAEA ST Clda ANTGTHTACANT T TCARAlG- - - - — - — - - T A A Clee TN e T e e —— ——— —— LXII NIV LS TS VN b By I S Al - - - - ----- - -rcTaa-alcTaallicNEalcHEAANCINeA T&le G c TiNEGhT T CllecAlNNEle G G cGENA Glia A cCBE G C TRE A
+

droKikl|scf7180000302577:1297221—
1297381 -

droFicl|lscf7180000454105:1433728- |  (a----—-gaTfcacEciitiicaEaerccacTcEc TcAlr TcAAlG - - - - - - - - - Tajlc A AR G- AT fI NI Nr CleflelelA /e - - -~ = ————————————— - A e - - - Br----- CINAT T[§]€ - A TAAA G TEINEh G[oe c AR CINSSI A E LG TiGINE GENele I Nele G GICINI TEEilC GIEREF-V I C
1433882 -

droElel|[scf7180000491249:2180004- |  [a--—-—-faTEcacEciitiicaEreerccacTeTcTcaBrTTeATAEG - - - - - - - -~ TAflcAA TEN - Alh B oA T rfirle - FATA - -~ - —————————————— Al - IV CATTATRA- - - - - 2 AN TN ThicAGC TACCINA TACchicclead T T s A Tc AN @A T A T TR{CIN- - An - - -§
2180154 +

droRhol|scf7180000777063:143725- || |a--—---fdarfecaccRTicaTAeTCcGEAGTGTC T CAMT TleGANeG - - - - — - - - - T ARG A I e N A oA N e e el e eI ¥ T el - - - - B----- - - T(ea-aTCAAAITONERI T ANCINIINSIE G C TN CINE GENEE c AFNEER G G A /Nl G eEEy V-]
143876 +

droBialllscf7180000302428:9812354- GA-—-—-- cINic cINehEsl Ti{a[FAciNc AlNE clAc cllelleiic Al T ARGIACE c GlEREEEEE iicINeTCliclEcEcalaeNicGlicEcTcca TT ATTREGNA-—--- - -- NN\ T/ehic TARCRGHT TNk G AN CIA G A A c T T NRGIT GIAC/HSS TNl T A NGNS Il TS - B - - EE - |
9812509 -

droTakl|[scf7180000415378:298586- GA-—-—-- TINEANE C A TANT/ENNAC CllelelChENelehi T CICIC A G T EREEEE A TEATIN T A TN T T AT CGEGING WA TTARNTA--—-- B CT-—-—- TINNAT - - - ccTaTCilN ek Gle A AR CINS AN T G i TiGINE GINele G A [N C AINNA Gllilc Alg c A/ BEe
298746 +

droEugl|lsc£7180000409466:842352~ i e thir TifiAGC TACCHGA T AN T A TETGAAGCEIA TGoABIAA TR T T/NG - -[da - - -G
842503 -

am3 llchr31:3119497-3119648 - |

- -IAclslc - aTccliajfiT TiNEh e AR CINSINA A Gl TINGINA GINElE G A IS G AN A Gl e A BRI TRETE

ldrosim2|31:2977445-2977596 - |

- -Aclsic - arcriiajfiic TiNEEh clee AN CINSSA A Gl TINGINA GINelE G A IS G AN A il e A BEF-V T REe

ldrosec2|scaffold 2:3113227-3113378 -

[drovax3|[3L:8823767-8823917 + |

|
|
- -I\cElEc - arcriiaiic TiNEh clHee RN~ A GIANTIVGA GINEe c A RSN G A INNIA Gl /S A RN TR |
- -Bc8ea - aacoifdiliT@NelsicloelenACININA 2 Gl A BT GIA GINEe c AR cA CiiNilA cililclE A REFN S | |

droEre2|scaffold 4784:3128200-
3128350 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:1503898-1504057
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:1503897-1504052
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_65.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:179509-179659
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:973193-973347
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004729:2300557-2300712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:3991795-3991953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_29:223586-223757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:8996106-8996262
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395984:48670-48831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302577:1297221-1297381
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454105:1433728-1433882
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:2180004-2180154
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777063:143725-143876
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:9812354-9812509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415378:298586-298746
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:842352-842503
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:3119497-3119648
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:2977445-2977596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:3113227-3113378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:8823767-8823917
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:3128200-3128350

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}

dgr 176 |scaffold 14853:9609086-9609181 - |confident |Mirtron||intron

Legend: mature star (0 iz iB1EN I3 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\GH24062-in]; CDS [Dgri\GH24062-cds]; CDS [Dgri\GH24062-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M041
V109
CCTCAATTGGATCGCAGGGCACCGTTGGCGGTCTCGTTGTCGCTGGCATCGTAAGTGT TGAGTAGTAAGGCGGCAAAAATTATATTTTACCAGCTGCCTGGCAGGTGCTATTGTATCGCTATGTCCTGAATACCAAACACT TACAGATGCTGAAGACGATCGGTTGGCGTGTGCTCGTTGGTATTGGTGCCCTCTA female
Read # Hit |Total body male
e sk e ke ke ok ok e ok e ok e ok ok sk sk ko ke ke ke ok ke ok ek ek ek ek ke ek ke kol (L (((((((. ((( CCo (e COCCe o CC CC- (=) ) )) o)) e 1))D)) .o u)))))) L)) ) ) L)) L Kk kkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body
.............................................................................................................................. TGAATACCAAACACTTACAGH. . ..ot i i ee e 21 1 122.00122 89 33
.............................................................................................................................. TGAATACCAAACACTTACAG . « et ettt teteeeee e teeneeaeaeaenenneaeaeneeae. 20 0 1 36.00 36 36 0
............................................................................................................................... GAATACCAAACACT TACAGH. - - oottt ittt ittt ettt et et ieeen e 20 1 1 17.00 17 17 0
.............................................................................................................................. TGAATACCAAACACTTACAGA . « ¢ o e e et et e te et e e e e et ieeeeaeneeeaenenena. 20 0 1 9.00 9 9 0
.............................................................................................................................. TGAATACCAAACACTTACA . « ¢ e ettt e e e e et e e e en e eeaeaeneneeaeaeneneeaea 19 0 1 6.00 6 6 0
............................................................................................................................... GAATACCARACACTTACAG . « ¢ o ettt te ettt e e tete e eeeeaeneneeee. 19 0 1 5.00 5 5 0
.................................................. GTAAGTGT TGAGTAGTARGGC « & ¢ & e e et e e e et et e e e e et e et e e e e e e et et e e e e et et e e et et et e e et et et e e e e et et e e e e e e e e e e e e e e e en e eeeaeneeeaeaaneneeaeaan 2l 0 1 3.00 3 2 1
............................................................................................................................. CTGAATACCAAACACTTACAGH . - -« ittt ittt et e it e et e e ee e 22 1 1 2.00 2 1 1
.............................................................................................................................. TGAATACCAAACACTTACAGEA . « .« ottt et e ittt e ee e 22 2 1 2.00 2 2 0
.............................................................................................................................. TGAATACCAAACACTTACAGAT . « & e e ottt e e e e e e eeeeaenaenecaeeaenaennenaea22 0 1 1.00 1 1 0
................................................... TARGTGTTGAGTAGTARGGCGG . « « + v vt et ettt et e ettt et et ettt et et e e et e et e et e ettt e e e e et et e e e e e e et et e e e e e e e e e et 220 1 1.00 1 1 0
....................................................................................................................................................... GAAGACGATCGGTTGGCGTGTGCTC. « « v o v vvarancarsae-a25 0O 1 1.00 1 1 0
.............................................................................................................................. TGAATACCAAACACTTACARE . .« oottt ittt ittt ettt e e eea e 20 2 1 1.00 1 1 0
............................................................................................................................. CTGAATACCARACACTTACAG . & ¢ v vt e tete et e e e et teteeneneeeaenenenneaea 2l 0 1 1.00 1 1 0
.................................................................................................................... CGCTATGTCCTGAATACCARACACTT .+« vt ettt te e ea et e e e eneeeeaeneneeaeaenenneaeas 26 0 1 1.00 1 1 0
.................................................. Gl AAGT GT TGAGTAGTARGG . « &+« e e et et et et et et e et et et e et e et et e et e e et e e e et e e e et e e e e e e e e e e e e e e e e e et 200 1 1.00 1 0 1
.............................................................................................................................................................. ATCGGTTGGCGTGTGCTC e v v v e e e e eeeeenen.o. 18 0 1 1.00 1 1 0
.................................................. GTAAGTGT TGAGTAGTARGGCGGCARR . « o ¢ o e et et et et et et e e e e m e e et e e a e e et e e et e et e e et e e e e e e e e e e e e e ae e e eae e eaeaeneeeaaeaenenneaeaenenneaeaena2] 0 1 1.00 1 0 1
.................................................. GTAAGTGT TGAGTAGTARGGCG . « « « v et et ettt et et e et ettt et ettt et et e e ettt et e ettt e et e e e et e et e e e et e e e e e e e e e e e e et 220 1 1.00 1 0 1
................................................................................................................................. ATACCAAACACTTACARE. . ... ittt it it e i i e e e, 18 2 17 0.06 1 1 0
Anti-sense strand reads
M041
GGAGTTAACCTAGCGTCCCGTGGCAACCGCCAGAGCAACAGCGACCGTAGCATTCACAACTCATCATTCCGCCGTTTTTAATATAAAATGGTCGACGGACCGTCCACGATAACATAGCGATACAGGACTTATGGTTTGTGAATGTCTACGACTTCTGCTAGCCAACCGCACACGAGCAACCATAACCACGGGAGAT female
Read # Hit Total body
e sk e ok e ok ok ok ok ok ke ok ok e ok ek ko sk ok ke ok ke ok e ok e sk sk sk sk ek ke ke ke ko (L (e (CCe e (e e I D D I D I D I D D D 1))))) o u)))))) L)) ) ) L)) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droGri2|scaffold 14853:9609036- [ [cCTCAATTGGATCGCAGGGCACCGTTGGCGGTCTCGTTGTCGCTGGCAT CETARGTGT - S TGAG T AGIAAG -G €--GGCA------ A A AT TA- T mm————m ——m —— oo N e TTTTAC--CAG--CT-G-—=—-—=--—=————————~- CCTGGCAGGTGCTATTGTATCGCTATGTC-——-—- CTGAATA-—----—-—- CCAAACACTTACAGATGCTGAAGACGATCGGTTGGCGTGTGCTCGTTGGTATTGGTGCCCTCTA
9609231 -
drovir3|scaffold 12928:7549567- [ JccTCf@ATTGGTCGCAGGGCACCGTTGGCGGTCTCGTTGTHGCMGGCATIGTARGIINE - o e o R iw B--clefe---—--- - - — - B B T G C R C C T G e T AT T T Brrfac--clge--cT-6--- - - —- CCTRGCAGGTGCTATTIATATCGCTATGT/g-—---- CTGARA-————————- ccleaacacrafecacaTccrcarilaccarcecreceaEcTiic TG TTGGEATTGGTGCCCTCTA
7549761 +
droMoj3|lscaffold 6473:2483773- [ ccrcdBaTTeeaTcecaceeeaddeTEGGCGETCTHGT TG TG CEGGCA TG IARC TN e o e e AR G TN N - == - e e B - - ------—-—-—-———-- et £ T A TR T8 — - — - - CTCEATREEINNNNI Y- cileaACACTT/ECAGATGCTGAAGACGATCGGETGGCAGTc THc TTGcATccTaclcTeTA
2483938 -
drowWil2|lscf2 1100000004590:4727564-| |[CATCBATTGGATCICAGGGCACHGTTGGHGGTCTCGTTGTRGCTGGCATIGIARGTNI GV Y Ny N TG TAAG Ty e e I Nl - —— - - — - — - - R e CAATTGCCCTCCCCCCTACCACCCT R CCTCCCNCCC- - — - R — T BeicliacerecTal}rciailcceTaToTlg------ CTGAAA---—-—- GXeccleaacallrfecacatccTcarlacGATCGGTTGGCGTGTHC TG T8 cleTiccTecccTeTa
4727796 +
dp5 XL _groupla:6759672-6759932 || |[cBTCHerEGCRaeCAGGGCACINATEGCHGGRC TG TlEc (EGGHAT CETARG TN NG TS S SR e -BTCTGTGTTTCTTT- -iTT-EEEE GTGTCTCTGCTGTTTGTGCAGCTAGCGACCTGTCGCCCCGCTCTCCCTGGCCCCCTGACCCCGCCCCARMANARETGECAGATTGTGTACGATCATT T/EAAEC/EAINASCINENC CINUCElehl - - - - - EEEEE i — — == === === TATCTThuiC/FNEUNEIiel¥\n e/~ [Nilelelel ifelelele el C /Sl G el clelehic i clelehiele A iNeivy
droPer2|scaffold 25:549916-550172 +| |[cBrcierBccEgaicaceccacirEechccle rifirEcrEccEcciaTcErARCTNI====Ttic=7=—= - Fea-Ea--f==—==== = -BTCTGGGTTTCCTT- -JiTT-EEEEE GTGTTTCTGCTGTTTGTGCAGCTAGCGACCTGTCGCTCCACTCTCCCTGGCCCREEEACCCCGCCCCA ——HAH——. CAGATTGTGTACGATCATTTEAASC/EAilaACINEC CINUSIEIehl - - - - - EEEEE i — — = = === === [IXecacrrfdcacaTeeTcarlacRarcecRreecclcTe rEsTEcc rErEscTacReTe A
droAna3|scaffold 13335:2117788- _’iCTCEATTGGATCGCAGGGCACEGTEGGEGG‘CTIGTEGTEGCIGGCATCGTAAGT cEaaAnNTEAREEEGE - IFc - - B -ErcEEE T CATGTREIA A/ R ————— - B A C R G C C T e e CT TG T R Lelrene- -crleehle-e----—-—-—-————————- Eci¥ccacercrallrcirilcceraTc g tildecTcAAT Y- - - - —-—- ccleaacacrafecacaTccrcarilaccarceairceedgcTilcTic Tec TG cccccTeTa
2117998 -
droBipl|lscf7180000396362:30147- _CTCEATTGGATCGCAGGGCACEGTGGEGGECTEGTTGTGCGGCTEGTAAGT————EAE—E————A—HTA—AH——————= —————— ——— - — - - A CGAC G CC T CT TG T R Felrfen)- -¥ele- -ife-o- - - - —-——————————- Eci¥ccacercitiddTci¥gccEraToTgtildecTcAAT Y- - - - —-—- ccfeaacacrafecacatccTcaalaccarceedrceecToTc TG TG gt cccccTeTa
30357 +
drokKik1|[sc£7180000302586:133702- | |[cCT@ATRGGATCGCAGGGCACRGTEGGCGGRC THGTIEG THGCTGGC AT G ARG N S S iy s ey er e S S e CCTGTCTET TG ————— - - - B T G T C CC R e T T CT TG T R fele~c--EniN--e-g--—-—-—-—————————- cci¥\ccaceTeerarTeiiallcolirAeclde------ B A Cl YA laacirridcacaTccrerraciaTiiceTTGGCe TG T TlEG TG G TE TG GdccceTeTA
133902 -
droFicl|scf7180000454072:1118304- | |[cCTBATTGGATCYCAGGGCACHGTTGGCGEECTCGT§GTCGCTGGCATCRIARGRII e e O GACGTCTETTCREEEE - ——— - - - B A C R G C C T R CT TG T R edrrac--Enl)--e-o-----—-—-—-——————- cci¥lccacerecTrr@atilceTATGTlE------ creaalA---—-—-——- cifdaficacrafecacarceTeaailaccarceerceeacTolTlac TlgcclderTacEccecTiyTa
1118506 -
droElel|scf7180000490141:1006160- | |[cCT@ATTGGATCGCAGGGCACCGTTGGCGGTCTCGTGTCGCEGGCATCETARGIGT — (e e o RE o AACGTTCECT - EEEE - ———— B - CCTCACEEA CC A R e CT TG TR Lererc--n--ple-8---—-—-—--———————- ccl¥AGCcAGGTGCTATTCRATCGCTATGT/E-—---- cTGARA-—-——————- cifsaicacrfecacaTccrcarilaceaticciircccdEctcTlc T cETldccEcccecTeTa
1006363 +
droRhol|sc£7180000779986:740289- | |[ccT@ATTGGATCCAGGGCACCGTTGGCGERACTCGTGTCGCEGGCATCRTARGTGT — Sas N © RS S § GACGTTC[ECTCEEEEEE - - — - B - B T A CE G CC T R e e ey - - -——————- ererc--a--ple-8---—-—-—--——-—————- cci¥lccacereerarTcatilccTAaToTlg------ CTGARdA-—-——-———- cifsaicacrfecacaTccrcarilaccaticclrecccEcTcTlec TlEccgTldccTecceTeTA
740490 -
droBiall[scf7180000301760:3121829- | [ccrc@atccrcecaceeeaccaetfaceceafcTceTRGTCGCEGGCATCRIARGIGT T o Bimaemadeee —ETCCTCREEEE ————— - - B A C R G C C T T CT TG T Felreac- - - -cede- - - - —-—-————————- Eci¥ccacerecTadroilatiiccTaToTlg------ CTGAATA---—-—-—-- cceicacrafecacatccTearlaccarceoreceacTlec e TlgcclgrlgcceccccreTa
3122032 -
droTakl|[sc£7180000415381:137331- || |[cCT@ATTGGATCCAGGGCACCGTRGCHGGCRAC THGTGTRGEGGCATCRIARG IO A e e gy - - —-—- —-——— - —-ECCATCCCGTACC T e CT TG T R el NS\ -ce-E--- - - - cci¥\ccaceroeTidrcilatil ccTaToTlg------ CTGAALG---—-—-——- ccdaacacrifgcacarceTcralaclarceoreceagc Tt TecclgTlgcceccccTeTa
137534 -
droFugl|scf7180000409033:595097- || |[cCT@ATTGGATCYCAGGGCACCGTTGGCGGTCTCGTRGTCGCEGGHATCETARGTET ey s SR e - —-—- - — - — - - CGCAAC A CC T CT TG T Felrfeac- - - - - - cci¥\ccacereerarTidMatilceTaToTlg------ cTearlA-—-—-————- cifdaficafirTlecacarccTearlacia TicGETcecaEc TRk TG TlEcclgTlec i\ ccecrlgra
595291 +
|dm3 lchrx:6263676-6263875 + [ JlccTc@arTecarcecaceeeacceTTeoEGGTCTCCTRGTRGCEGCHET CETARCTGT -~~~ TR [~ (o ETN AR TVEE === - —-—- - ——— - - CA T A A C A CC T CT TG R @errac--cal}--cg------—-—-—- - cci¥\ccacerelIraErcarilccraTeTlg------ reanf®---------- cflaaRcacrifdcacarceTerrfacfaTcecrcceeTeTEcTBeTEccErgccTecccTeTa|
ldrosim2|[x:5887557-5887756 + ||:||CCTCEATTGGATCGCAGGGCACCGTTGGEGGCTCGTGTCGCGGCATCGTAAGTGT————TEA——————HT—E—M ———————— - —-—- ————— - - CA T A A C A C.C T e e e CT TG T R ererc--cal}--ce-N-----—-—-—- - cci¥\ccacercfiraErcatilccraTeTlg------ IrcAng--—-—-—-—- cieaBcacrifdcacarcerTcrracBarcedgrececEcT@Bic 8o B cErgcc@ccceTeTa)
|Avncgn’>| ffold 4-508241-508442 — H:”r*h"r*r* ATTGGATCGCAGGGCACCGTTES (“"'I"(“‘F"'P(“"I"(“(“(“(“P(“AT(“(‘TAAGTGT————T S cE _LICEG-EAATT2 g% CgAACACTT CAGATCCTCARAN ufalelel |
ldrovak3|[x:2255712-2255912 + ”:“CCTC TTGGATCGCAGGGCACCGTTGGEGG CTCGTGTCGCGGCATCGTAAGTGT————TiA e Ca— INC¥\-EGATTG EjcLEy CL\AABCACT TECAGATGCTGARLACEATCGGY
droEre2|scaffold 4690:15226574- |:|CCTCEATTGGATCGCAGGGCACCGTTGGEGGICTCGTGTCGCIGGCATCGTAAGTGE————T“—E—————HT—AH—M ———————— - - —--- -------BlilcceeTe —— ——————————————————————————————————————— ey - - -——————- .TTAC——EAE——— —————————————————— cci¥ccaceTicTaldTiNSA T\ G TlETiA e : cilaaacacrracacaTceTearaclaTiccErcccdEcTilcTlEcTEccETldccEccceTlgTa
15226773 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:9609036-9609231
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:9609036-9609231
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:7549567-7549761
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:2483773-2483938
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004590:4727564-4727796
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:6759672-6759932
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_25:549916-550172
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13335:2117788-2117998
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396362:30147-30357
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302586:133702-133902
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:1118304-1118506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490141:1006160-1006363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779986:740289-740490
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:3121829-3122032
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415381:137331-137534
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409033:595097-595291
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:6263676-6263875
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:5887557-5887756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:508241-508442
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:2255712-2255912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:15226574-15226773

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dgr 258 scaffold 15081:119802-1198S55 + | confident-exception |Mirtron |intron
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Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH1776 1-in]; CDS [Dgri\GH17761-cds]; CDS [Dgri\GH1776 1-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
M041
V109
CGAGGTGGACTCCAAATCCAACTCAGACGAGGAGTTCTTCGATTGTCTGGGTATGTGCCATCCATATGCTTTAGGTGCTCTAAACTAATTGT TGTCACTTACAGACACAAATGAGACGAACTCGCTGGCCAAATGGAGTTCGCTGGAGCTGTTG female
Read # Hit Total body male
dhkkkhkhkhkhkhkkhkhkhhhkhhhhkhhhkkhhkkhhkhhhhhhkkhkhkkhhkkhkkhkkkk (Coo o (CCC. . ... (((..... 1)) . )))) L)) kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x gjze Mismatch Count Norm Total body
................................................................................... ACTAATTGTTGTCACTTACAG ¢« « t e ettt et et e ee e et taeeeea et eiaeneeaeenenaen. 20 0 1 15.00 15 13 2
................................................................................... ACTAATTGTTGTCACTTACA . « ¢ et et e te e e e e e e eaeeaeeeneeaenaenacaeeaanaaa. 20 O 1 12.00 12 11 1
................................................................................... ACTAATTGTTGTCACTTACAGH. . .ot e ie e 221 1 9.00 9 8 1
.................................................................................... CTAATTGTTGTCACTTACAG  « « « o e e e e et e e eeeeneeaeanaenaenecaenncneeaenaeaae20 0 1 3.00 3 3 0
..................................................................................... TAATTGTTGTCACTTACA . « « v v et te e ettt e e e et ee e teiaeneeneeaenaen. 18 0 1 1.00 1 1 0
............................................................................................................. AATGAGACGAACTCGCTGGC . ¢ v v v eeeveenncneenenaea 20 0 1 1.00 1 1 0
................................................................................... ACTAATTGTTGTCACTTACAGEE. - . o oottt e e e e e e e i e 23 2 1 1.00 1 1 0
........................... G G . 1 1.00 1 0 1
.................................................................................................................. GACGAACTCGCTGGCCAAATG . « v e v v eeeenennen.. 21 0 1 1.00 1 1 0
..................................................................................... TAATTGTTGTCACTTACAR. . ... . i i 191 2 0.50 1 1 0
Anti-sense strand reads
GCTCCACCTGAGGTTTAGGTTGAGTCTGCTCCTCAAGAAGCTAACAGACCCATACACGGTAGGTATACGAAATCCACGAGATTTGATTAACAACAGTGAATGTCTGTGTTTACTCTGCTTGAGCGACCGGTTTACCTCAAGCGACCTCGACAAC
Read # Hit Total
Ikkkhkhkhkhkhkhhhkhhhkhhhkhkhhkkhhkkhrhhhhhhkkhhkkhkrkhrkkkkkk (Cooa (CC(C. ... (((..... 1)) .. )))) .. ) )k kkkkkkkkkkkhkkkhkkkkkkkkkkhkkkkkkkkkkkkkkkkkkk**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 15081:119752- dgr 258 [[CGAGGTGGACTCCAAATCCAACTCAGACGAGGAGTTCTTCGATTGTCTGGGTATGTGC-————————————————————— CATC-C-—--—--——— ATA---—-——-- TGCT TTAG———— === === — = =~ = =~ = — = o GTGC—-T—--——————————— CT----AAACTAATTG--—-TT--——-- GTCACTT-ACAGACACAAATGAGACGAACTCGCTGGCCAAATGGAGTTCGCTGGAGCTGTTG
119905 +
drovir3|scaffold 12970:5224751- dvi 13172 FGAGGTGGACTCCAAATCGAACTCAGACGAGGAGTTCTTEGATTGTETGGGTAEGTGC —————————————————————— Qere-g--—---—---- - ----—--- —— - —— - — R e e e TGGCAT-BE-GTTCAATATGGATGTCEEEECGINIINNTITATGC - EEEEEE prchcTT-fdcacacacaraEcalaccancTcelTeGClarATGGAGETCC Tl cAGC TCTG
5224909 -
droMoj3|lscaffold 6473:4793264- EcallcTceacTccanaTclgarcrcEcalicalcacTTeTTCCAT TR T GGG TN T/eleRy - - —- - - - —-—-——-——--————- - --—-—-—-- - ---—-—-- it — — = == == === === === - TCGATCTCGATCTCGATCTCCCGGCTCTCTATREEEEE Ee-g---—--—--—------ T - - - -[erliTAA T [T - - ceYelirT-ldcacacAacARATGAGACMEAACTCGCTGGCCAAETGGAGETCIACTGGAGCTGT TG
4793434 -
droWil2|scf2 1100000004590:1162638- EeaeriicafirciiaaaTcCcAANTCAGANGAGGAR T TCTTHGAT TG TGGGTANGE M- - - - - ACIHATTAGTCTGTTCT U R CC A G T T e e GTIN--[X)- —————————— - T NN TH TN S e S b deT A GACACAAATGAGACE A AT I TGGCCAAETGGAGTTCGITGGAGC TGTTG
1162806 -
dp5 XL _grouple:1311887-1312041 EcallcTceacTccanErcEarcTClGANGAGGAGT TCTTHGAT TG THTR GG T/HEC T/ee - - - - — - - - —-——-——-————— CATH-f---------- - ----- CGTC Al - - — R e e T A REEEEE A ATAACCA e - B - — - — - - -[ITATGCCCEEEE eeirT-[EiacAcACEAATGAGACGAACTCHCTGGCCANETGGAGHTCECTGGAGCTGTG
+
droPer2|lscaffold 18:157908-158062 + | |BealeTceacTccangrcEarlirclicalicaceacTTeTTHGAT T THTRGG THEC TR - - - - - - - - ——————-————- CATH-f-------——-—- - CG T CA - - — - T G2 pe S A TAACCA R - - - - - - - — - TATGCCCRaRr T T -feiAcacacBaaTGAGACGAACTClCc TGGCCANETGGACKTCc TecAaGC TG G
droAna3|scaffold 13248:2890139- EcarllcreeacTeccanlgreccaacTeoricaccadrTeTTCGARTGTITGGGTARNGENNE - - - - - - - - - - - ——— Nelrc-py---------- ATA-—-—--—-- e y----- ¥ 8\--1-- - - - - -drACTAATRIII NI NI [ \rcldclr-fdcacacaciraldcacacaacTccTececanlgreeacrcdcTeeaceTerTs
2890298 +
droBipl|scf7180000396429:123062- gcallcTceacTccaalgrecaacTelGAEGAGGARTTCTTCGAT TG TITGGGTARNCE TN
123219 -
droKik1|{scf7180000302344:225820- EcalleTceacTccaaaTCcCArNTCEGANGAGGART TCTTHGAT TG TEGG T A D - —— — = === ——————————————
225872 +
AroFicl[sof1180000452073:1303342- T T T —— = = B = == G- - -GIEE-Bon0 P 2P ATOATA OJPACTCGCTOOCCARGTG0AGT T (RO TGGAGCTORTG
1303423 -
droElel|lscf7180000491044:45899- i MCAGACACEAATGAGACGAACTCGCTGGCCAAGTGGAGET CHCTGGAGCTGETG
45952 -
droRhol(lscf7180000777352:24135- prcyed-AcacacaclaATGARACGAACTCGCTGGCCARETGGAGETCMCTGGAGCTGTTG
24198 -
droBialllscf7180000302041:694568- - i - —ETh--—-- T clelclels-AlAGA CACMAATGAGACGAACTCGCTGGCCARGTGGAGETCCTGGAGCTGETG
694655 +
droTakl|scf7180000414562:491234- -~ i T Th- - [Tl T ChT A INAGA CACAATGAGACGAACTCGCTGGCCARETGGAGETCCTGGAGCTGETG
491320 -
droEugl|lscf7180000409008:87079- EcrllcTeeacTccAAgTClAANTCAGANGAGGART TCTTCGATTGTCTGGGTARNCMLE- - - - — - —-—-—————————— Wefec--—-—-————- A AT TC R - - - - — - — - e e e TAACTATREEEEEE priXe--g---—--—--—------ Bk ---angcTaaT/dee--TTH-—--- TiATAJCEGTINIATING CINNNSI N X6 A EN-Nehile! /Sl SISl NN G NelehNE Ci¥el T TeleyNelehde el
87241 +
dm3 llchrx:13665187-13665359 + | |EcaleTeeacTccanaTceanirccaicaceallrreTTicaTTac TG T ARG NE - - - - - - - - - - - ————- cATh- T G2 A T A i C T 2 i B AEAn-[BE-ACTAAAATARSATAG-AGAA- -[NAVVNIATGTAJLIT R ST Tle- AWNAGACACEAATGAGACGAACTCGCTGGCCARTGGAGETCGCTGGAGCTGETHY |
ldrosim2|lnode 24415:70784-70972 - | |Bc2ReTeeacrccanaTccarfircEcaicaceaBrreT AT T ToceTAR RS- - - - - - - - - - - ———-—-———- caTp-BV-----—--—--- GCTCTCAAAAGCGCAAEAT-E-TTTTAAATTAAGTAA-AGAA- - NGWVNEITGTAIGITEEEE SN ETE-AlNAGACACEAARGAGACGARCTCGCTGGCCANETGGAGETCGCTGGAGCTGHTG |

== ENPSTEEN S o PNt

X:10571837-71958034 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:119752-119905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:119752-119905
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_258.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:5224751-5224909
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_13172.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:4793264-4793434
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004590:1162638-1162806
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:1311887-1312041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:157908-158062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:2890139-2890298
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396429:123062-123219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302344:225820-225872
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1303342-1303423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491044:45899-45952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777352:24135-24198
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302041:694568-694655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414562:491234-491320
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409008:87079-87241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:13665187-13665359
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=node_24415:70784-70972
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_20:303894-304094
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:7957837-7958034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:13219266-13219495

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dgr 3035 |scaffold 15110:7810255-7810323 - | confident-exception | Mirtron |intron
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Show Alternate Folds
Flybase annnotation
intron [Dgri\GH 1520 1-in]; CDS [Dgri\GH 1520 1-cds]; CDS [Dgri\GH 1520 I-cds]; utr3 [utr3_minus_4500]; utr3 [utr3_minus_4499]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads “
M041
V109
CATTCCATTGTGCGTCACATTTTTACCGGATGGCGCCGCCCTCTTCGATGGTATGTGCACCATTTTGGGGTTTAATTGGAGCAGGGGCATCTTTGTAATCTCTTTATGTGCACT TACAGAGT TCCCCGAGAATAGCCGTTCCGATCGCATGCTCTTCCTGCAGGAGACC female
Read # Hit |Total body male
Tk ok okkdkkdkokdkkokk ok ok ko k ok kkkkokdkokkdokkdkkdkkxk (((L(((CCC. (Covn CCCCCC . ... CCCCCe e 2))))) e e e )))))) e ))))))) ) l))) . S kkkkkkkkkkkkkkhkkhkkhkkkkkkkkkkkkhkkkkkkkkkkx*k*x** gjze Mismatch Count Norm Total body
.................................................................................................. TCTCTTTATGTGCACTTACAGH . « . oot e e 221 1 36.00 36 36 0
.................................................................................................. TCTCTTTATGTGCACTTACAG . « ¢ e e v et et e e eeeeaeneeaeneeaeneenenenneaenaeaaa2l 0 1 12.00 12 11 1
.................................................................................................. TCTCTTTATGTGCACTTACA .« e ettt ettt et eee e e eie e eiaeeenaennenaee. 20 0 1 4.00 4 4 0
................................................................................................... CTCTTTATGTGCACTTACAGH. . oottt e e e e e 2 1 1 4.00 4 4 0
.................................................................................................. TCTCTTTATGTGCACT TACAGHE. - - o ottt e ettt i et i e e ie e 232 1 2.00 2 2 0
................................................................................................... CTCTTTATGTGCACTTACAG . « ¢ « e e e ettt eae e e e eneeneeneenecneennenacnneeaes 20 0 1 1.00 1 1 0
...................................................................................................................................... GCCGTTCCGATCGCATGCTCTTCC. v v vvvn.e.. 24 O 1 1.00 1 0 1
.................................................................................................. TCTCTTTATGTGCACTTACAE. .« ot ittt i i it it e e it e e e e e e 21 1 1.00 1 1 0
.......................................................................................................................................... TTCCGATCGCATGCTCTTCCTG. .. ...... 22 0 1 1.00 1 1 0
............................................................................................... TAATCTCTTTATGTGCACTTACA . &« e ettt ettt e e et ee e ea e eieeiaeaenneenaea 23 0 1 1.00 1 1 0
.................................................................................................. TCTCTTTATGTGCACTTAC . « « e e e e e te e e e e e e taeeetaeneeaeneeaenenneaenaeaaa 19 0 1 1.00 1 1 0
Anti-sense strand reads
GTAAGGTAACACGCAGTGTAAAAATGGCCTACCGCGGCGGGAGAAGCTACCATACACGTGGTAAAACCCCAAATTAACCTCGTCCCCGTAGAAACATTAGAGAAATACACGTGAATGTCTCAAGGGGCTCTTATCGGCAAGGCTAGCGTACGAGAAGGACGTCCTCTGG
Read # Hit |Total
e sk ok e ok e ok e ok ok ok ok ok ek ok ok e ok e sk ok ke ok e ok sk sk ke ok ek ek ke ke sk ke ke (( (L (((CCC. (e (... .. COCCCa e o)) o)) ) e e ad))))) e ))))))) ) L)) . S kkekkkkkk ko kkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk**k** 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 15110:7810205- dgr 305 [[CATTCCATTGTGCGTCACATTTTTACCGGATGGCGCCGCCCTCTTCGATGGTATGTGCACCAT-—-——-—- T-————————- TTGGGGT-T—-——-—-— TAAT-TG--GAGCAGGGGCATCT——-—-—=——-———————— TTGTA-ATCTCT--——————————————————- TTATGT---GCAC-TTACAGAGTTCCCCGAGAATAGCCGTTCCGATCGCATGCTCTTCCTGCAGGAGACC
7810373 -
drovir3|scaffold 13049:3662227- carrccagrercecTeacrrTTTgcciMATecceccccTeTTicAGGTETG TR cAldc8 - - - - —- - - GERE CTCTGATCHT T--CTICTTGC T - - - - - - - — - - — - — - — — - — e P — ————= E-[hyN- - — [ -Eefrhir-p-pNe- TrlecacaiIr TiiccceaclaaceceTlgcleaTcGeATGC TCTTCC TGCAGGAGECH
3662383 -
droMoj3|lscaffold 6654:387608-387771 catrccrridrcecTcalNgTTTTTlEcCcAlNcc cIX¥NGEcc e TTicATGe TARCECIE I Tk N -8 - — - — - — - —- - IiCTT - - - [ - B IGININE T - —-—-—-—-——— - AR CTATATAGEEEE CC- - - N - - — - — - A B A T 7, 2 T[ele- - -IXXic-rfecacaiIrThic cilcacErEacccarcfgcaTcecaTGcTCTTCCTGCAGGAGECH
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