ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 1927 |scaffold 6:4878540-4878605 - |candidate-rescued | Mirtron |intron

Legend: mature star [0 = LTS mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition -#- Sense -#- Antisense Mature
Hairpin partition Mature
dpe_1927_annot [-15.4]
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL11973-in]; CDS [Dper\GL11973-cds]; CDS [Dper\GL11973-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads ' show mid mismatch reads H
M042
V057 V050 V111 M021
CCATACCAGAGAGCGATCTCTCGGACAGCACCCTGCATGGCAGTGCACCGGTGGGTTTCAATACTCCATATAGCCGTATATTATTTTGAGCTAAAGAGAATCGATTCCCACTCTAGGGCTCCTTTGATGACACCATACACTTTGAGGATGTGATGCCCACCCGCAA female
Read # Hit |Total head head body male embryo
dkddkddkkkkkkkokkokkokdkokdkkdkkhkkdkkhkhkhkkkkkdkkdkkdkkdkdkdkdk ((( (.. (o (o (CCe oo (CCCCCe e e eenn. )D))I)) NN )))) e khkkkkhkhkhkhkhkhhkhkkhkhkkhkhkkhkhkkhkhkkkhkkkhkkkkkkkkkkkkkkkk**x*x* gize Mismatch Count Norm  Total body
........................................................................................... TAAAGAGAATCGATTCCCACTCT ¢ v vt e e v ettt e e ettt et e te e iaeneeneaenneneen. 23 0 1 569.00569 360 184 14 9 2
........................................................................................... TAAAGAGAATCGATTCCCACTC . ¢ e e et et e et e eeeeneeenecneeneaaenneneeaennennens 22 O 1 60.00 60 41 15 1 2 1
........................................................................................... TAAAGAGAATCGATTCCCACT .+ v et e et et e te e et e et et ie e eeeeaeneeneeaenneneen. 20 0 1 35.00 35 25 5 3 2 0
........................................................................................... TAAAGAGAATCGATTCCCACTCTAG : « « o e e vt ee e eeeeae s eaeeneenaeeneeeaeenneeaeenas25 0 1 28.00 28 16 8 4 0 0
........................................................................................... TAAAGAGAATCGATTCCCACTCTA . « « v e et et te e e et e e e e eieeeaeaeeneenaeenaenaeen. 24 0 1 21.00 21 12 7 0 2 0
............................................................................................ ARAGAGAATCGATTCCCACTCT « v e v vt et ettt et e te e e et te e ee e te e eeaeaeneen. 22 0 1 5.00 5 2 12 0 0
........................................................................................... TAAAGAGAATCGATTCCCAC . &+ e et e et et e et e e e n e e eaaeneeaeeaenaeneeaennanaea. 20 O 1 2.00 2 0 0 1 1 0
............................................................................................. AAGAGAATCGATTCCCACTC . « « e e e e et e e e e e e e e eaenaeneeaeaaenaeneeaannenaea 20 0 1 2.00 2 1 1 0 0 0
........................................................................................... TAAAGAGAATCGATTCCCACTCH. . .ottt i i i i et it e e e e e 23 1 1 1.00 1 1 0 0 0 0
........................................................................................... TAAAGAGAATCGATTCCCA . ¢« vt e te e e e e et e eeeen e e eneeneeaeaaenaeneeaennenaens 19 0 1 1.00 1 1 0 0 0 0
.......................................................................................... CTAAAGAGAATCGATTCCCACTC « e v et e ee e e et et e eee et e enetaeeaenaeneeaennenaea23 0 1 1.00 1 0 0 0 0 1
........................................................................................... TARAGAGAATCGATTCCC . ¢ v e et e e te et et te e e et e e et ee e e eie e enaeeneenaee.. 18 0 1 1.00 1 1 0 0 0 0
........................................................................................... TAAAGAGAATCGATTCCCACTCT. .« oot i i i i iie e 241 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
V042 V057
GGTATGGTCTCTCGCTAGAGAGCCTGTCGTGGGACGTACCGTCACGTGGCCACCCAAAGT TATGAGGTATATCGGCATATAATAAAACTCGATTTCTCTTAGCTAAGGGTGAGATCCCGAGGAAACTACTGTGGTATGTGAAACTCCTACACTACGGGTGGGCGTT
Read # Hit Total embryo head
AR S A e R e e e e e e N N N R T )D)I)) NN )))) e khkkkkhkkkhkhkhhkkhkhkhkkhkhkkhkkkhkhkkkhkkkkkkkkkkkkkkkkkkk*k*x*x* gjize Mismatch Count Norm [Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 6:4878490-4878655 |dpe 1927 |[CCATACCAGAGAGCGATCTCTCGGACAGCACCCTGCATGGC---AGTGCACCGGTGGGTTTCA---—- ATA-CTCC—---—=--- ATAT-——-A--———-———————— R e CCGTATATTATTTTG--—---—- L e e e e T A—mm oo AGAGAATCGATTCCCACTCTAGGGCTCCTTTGATGACACCATACACTTTGAGGATGTGATGCC——=Cmm——==———————————— ACCCGCAA-
dp5 |2:29507873-29508038 - ldps_872 |ICCATACCAGAGAGCGATCTCTCGGACAGCACCCTGCATGGC---AGTGCACCGGTGGGTTTCA-———— ATA-CTCC----—--—~- ATAT-—--A-—=-—=———-——————~ Gmmm—mmmmmmmmm e CCGTATATTATTTTG--—-—--~ A GO T A= — = = m m e —— AGAGAATCGATTCCCACTCTAGGGCTCCTTTGATGACACCATACACTTTGAGGATGTGATGCC-—~Cm—m—=————————————— ACCCGCAA-|
droWil2|lscf2 1100000004943:3802459- CCATACCAGAGAGHGATCTCTCGGAMAGHACE cTHCATGGCIXG8AGTGCACCG TG TR T A2 n d -
3802628 -
drovir3|scaffold 13047:16588070- ccaTacceacaciicarcrerccaaceacicTicaTcecYdeacTGClgccGGTRGGTTTCH
16588248 +
droMoj3|lscaffold 6540:12906002- cCcATACCEGAGAGHGATCTCTCGGACAGCACCTHCATGGCIXGAGTGClEC CGG TG TS A TN~ XTAC T/l - - - - - R GGCACCAGACTAATTGREEE-
12906175 +
droGri2|scaffold 15116:1545367- ccatacceallaciicarcrercileacaceacicticallceciYdercccaccee TG T T
1545427 +
droAna3|scaffold 13340:15326419- ccatgccacaaciicaTc T cilcacaGiaciTGeAGGCXgAGTGCACCGE TG TN - - —- - - - - - GGCAGTTAATGAATTATCTATCT
15326593 +
droBipl|scf7180000396708:4707902- ccatiiccacalacecaTcTircilcacaciiaciiitcecaTceciYalAG TGl oo TGS N — — —— -
4708087 -
droKik1|scf7180000302707:278796- ccataccleacacecarcrerceacaceacictiicaTceciNgeacTGCdccoeTGETETCl
278965 -
droFicl|lsc£7180000454126:37557- ccaTiicclgcallaceeaTcTeTeeGacaccacpTRcATGGCIXESAGTGCACCGTIN G TT TlgA
37802 =
droElel|lsc£7180000490994:829608- CCATHCClEGAGAGCGATCTCTCGGACAGCACIMTIAC ABGGCINSAGTGCCCGG TG T T
829667 -
droRhol|lsc£7180000777405:10900- cilatiicclécacaceeacTeTcecacaccaciiTGeABGGCINSSAGTGClcCcoTEMGET TiA
11066 +
droBial|lsc£7180000302402:820789- CCATHCClEGAGAGCGATCTCTCGGANAGCACIIMTICATGGCINISAGTGCACCHGTGGGTTTRA
820956 -
I
droTakl|scf7180000410451:81938- rrralrrralacaral®e- ;g |
82011 -
droEugl|lsc£7180000409804:1323414- ciiaTiicclgcacacicaTcTCTCGGANAGCACKINTEC ABGGEYNESA GTGCACCHGTGHG T T TIA
1323572 -
|dm3 llchr3R:15060226-15060389 - | lccathicceaaceeaTcTerciloafiaceaciiitiicaAceciNgeacTccaccee TG T TH R
ldrosim2|3r:6202105-6202269 + lasi_22114flccatficcacaBaccearcrircccaiiaceaciirReaABcccNg8AGTGCACCGETHGGT T THE
|3;ﬁ{:4.:. IS o~ Ha VW~ e Ho Wl No ¥~ Mo} ”—”m"—am : Il cafelccolNleacrocs cocanlloommy ) : m GT ACAD AAGTARA T/aTatatnb Ny Npcoppmoaman Rczccale Nele.c 2f\ccc
droYak3|3R:3762747-3762910 - CCATHCCEGABAGCGATCTE T CRiGACAGCACIgTAC ABIGGRINES CCGGTEGGTTTigg———-- - - AR - ATTATA AAATAATST/ENY- G INTCCTTTGATGARNA GAGGAY ﬁc —————————————————— aldccopde-
droEre2|scaffold 4770:6571506- ccatiiccldeallacecarcrercecaaceacclTicABGCINNSA cTacliccee TG TT Tl - - —- - - B - - -ECAGTCT TGGGA R T i - CCREEE ATTATAAGTTAAATAATET/ERININEY- - - - - -|
6571669 +

Generated: 09/08/2015 at 10:40 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4878490-4878655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4878490-4878655
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1927.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29507873-29508038
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_872.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:3802459-3802628
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16588070-16588248
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12906002-12906175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15116:1545367-1545427
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15326419-15326593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:4707902-4708087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302707:278796-278965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454126:37557-37802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:829608-829667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777405:10900-11066
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:820789-820956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410451:81938-82011
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1323414-1323572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:15060226-15060389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:6202105-6202269
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_22114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_25:705579-705742
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:3762747-3762910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6571506-6571669
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[View on UCSC Genome Browser {Cornell Mirror}]
dpe 335 |scaffold 13:200726-200800 + || candidate-rescued || Testes-restricted | intergenic
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Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Show Alternate Folds H
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V111 V057
GAACCATTAATAAGATCCATTTTAAGGAAGTTTCTGTTTGAGCATGATTCTATTAGCTTTTGGTCCTGTTTTATTATTGTTATATTCCAAATCCAATAAGGAGCTGGTGCAAAAGCTATTGTGATCCACATTGTATTCCAAAATTTATCGAAAAGTATCCGAAAAATATTATAAG female
Read # Hit |Total male head body
khkkkkkkkhkkkhkhkhkhkkhkkhkhkhkhkhkhkhkhhkhhhhhhrr ((((_ ((_ (((((((((' . ((. ((((' . (((((( ______________ )))))) . ) ) )) . )) .. ) ) ) ) ) ) ) )) ')) ')))) .............. khkkkkkkkkkkkkkkkhkkhkkhkkhkhkhkhkhkkkhkhkhdr*|gjze Mismatch Count/Norm Total body
................................................................................................ TAAGGAGCTGGTGCARRAAGC TA . « e et e e et e e e e e et e e eeeeeeeeaneeeaneeaaneeaneenaneannaa 22 0 1 162.00162 149 11 0
................................................................................................ TAAGGAGCTGG TG AR AAGC T« « v e et e e et e e eet e e eee e eeeeeaneeaneeeanseaaseeaneenaneanaa 2l 0 1 123.00123 95 23 0
................................................................................................ TAAGGAGCTGGTGCARAAGCTM. - -« oottt i i i i i i e e e et et e 221 1 18.00 18 18 0 0
................................................................................................ TAAGGAGCTGGTGCARRAG e v v e e et e e et e e et e et et eeteeaeee e eaaeeaneeaaneaaa 19 0 1 13.00 13 13 0 0
................................................................................................ TAAGGAGCTGGTGCARRAGC . « ¢ v e e v e e et e eea e e eeeeeenseeneeeeneeeaneeeaeesaneennnenanas 20 0 1 13.00 13 13 0 0
................................................................................................ TAAGGAGCTGGTGCARAAGCH. - . o vttt i i e e e e e e e e e 200 1 4.00 4 3 1 0
................................................................................................ TAAGGAGCTGGTGCARAAGCTAR. . . ottt it e e e e ettt e e e 231 1 4.00 4 4 0 0
................................................................................................. AAGGAGCTGGTGCARRAAGC T A s v v v e et e e ee e e e eeseeenseeneeeanseaneeeaneeeanseaneenanaaa 2l 0 1 2.00 2 1 0 1
................................................................................................ TAAGGAGCTGG TG AR AAGC TAT « o v e e et e e et e e et e e et ettt et eaneaaaneaaaa 23 0 1 2.00 2 2 0 0
................................................................................................ TAAGGAGCTGGTGCARRAGH . ¢« ¢ vttt ittt ettt ettt et ettt 2001 1 2.00 2 2 0 0
................................................................................................ TAAGGAGCTGGTGCARRAGE . &« o vttt ettt ettt ettt ettt ettt ettt 2001 1 2.00 2 2 0 0
................................................................................................ TAAGGAGCTGGTGCARRAGHEE. . . o vttt ittt ittt e ee e e e eaenenenenenenenenaa. 2 2 1 2.00 2 2 0 0
........................................................................................... TCCAATAAGGAGC TGG TG AR . « v e v e e e et e e e e e eeesaeeeeaneeeneeeenseeaneeeneeeaneenneaaanaaa 2l 0 1 1.00 1 1 0 0
................................................................................................ TAAGGAGCTGGTGCARAAGCTE . - & o vttt ettt it e e ettt et et et et e e e e 232 1 1.00 1 1 0 0
................................................................................................ TAAGGAGCTGGTGCARRAGCEE . -« ¢ vttt ettt e e e e e et e e e e 222 1 1.00 1 1 0 0
................................................................................................ i:V-Nelel:elolilelelifelod-V:-V.V-Neloki N1k - NP2 S 1 1.00 1 1 0 0
................................................................................................ TAAGGAGCTGGTGCARRAGCH. - - - - oottt ittt ittt et e e e et e 222 1 1.00 1 1 0 0
................................................................................................ TAAGGAGCTGGTGCARRAAGHE . « &« vttt ittt ettt ettt ettt ettt 212 2 0.50 1 1 0 0
Anti-sense strand reads
M042
V057 V111
CTTGGTAATTATTCTAGGTAAAATTCCTTCAAAGACAAACTCGTACTAAGATAATCGAAAACCAGGACAAAATAATAACAATATAAGGTTTAGGTTATTCCTCGACCACGTTTTCGATAACACTAGGTGTAACATAAGGTTTTAAATAGCTTTTCATAGGCTTTTTATAATATTC female
Read # Hit |Total body |head male

V050 v042

phyloP LRT conservation scores

head embryo
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Show Alignment With Reads

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droPer2|scaffold 13:200676- |ldpe 335 |[GAACCATTAATAAGATCCATTTT--——-—-—=--—-—-—- AAGGAAGTTTCTGTTTGAGCATGATTCTATTAGCTTTTGGTCCTGTTTTATTATTGT TATAT TCCAAATCCAATAAGCAGCTCCTCCAAAAGCTAT TGTGATCCACATTGTATTCCAAAATT TATCGAAAAGTATCCGAAAAATATTATAAG
200850 +

dp5 XL _grouple:8363600- (dps 3418 ([GAACCH . T T/e T /oL Y X S del dey el Jeleln 8l G G A AG T TTC TG T TGAGCATGAT TCTATAGC TT TTGGTCCTGTTTTATTATTGTTATATTCCAAATCCAATAAGGAGCTGGTGCAAAGCTATTGTGATCCACETTGEATTCAAAT TTATCGAAAAGTATCCGAAAAATATTATAAG
8363778 -

PASS/FAIL
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:200676-200850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:200676-200850
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_335.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8363600-8363778
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3418.html

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dpe 462 |scaffold 0:10300332-10300403 - | candidate-rescued | Mirtron |intron

Legend: mature star it ukied B T8 nismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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dpe_462_annot [-21.4]
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL23095-in]; CDS [Dper\GL23095-cds]; CDS [Dper\GL23095-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V057 V050 V042 V111 M021
TGAAGGTCGAGCGTGCCAGGCGCAATTACACGCAGTTCCAGGAAGAGCAGGTGGGTGCACCAGCACATTAAACATATAAAGCTATATATGTATATCTATAGCAGTGTGCTTGTATACCCCAGACAACCAAGACACAGTCGTCCACTCTGATCCCGATCAATCGATTGCCCAT female
Read # Hit Total head head body embryo male embryo
Je ke ok e ok e ok e sk ek ok e ok e ok ek ko ko ke ok ke ke ke ok ek ke ke ko (L (e e e e e e CCCCCC- (e o)) IIIIIIDDD)D)) L)) L)) ))) .. kkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k***x gjze Mismatch Count Norm Total body
.................................................................................................... GCAGTGTGCTTGTATACCCCAG . « ¢ v e e te e e e et e e e e eee et ee e eaetaeaeeaenaenas 22 0 1 284.00284 139 81 48 9 7 0
..................................................................................................... CAGTGTGCTTGTATACCCCAGH. . . ... i i it e e 22 1 1 37.00 37 22 9 2 1 3 0
.................................................................................................... GCAGTGTGCTTGTATACCCCAGH . « vt ittt e e it it ie e e e 231 1 19.00 19 11 4 3 1 0 0
.................................................................................................... GCAGTGTGCTTGTATACCC . &« e e et e e te e e e e e e eae e e eaeeaetaeenetaeeneeaeeaana 19 0 1 19.00 19 14 3 2 0 0 0
.................................................................................................... GCAGTGTGCTTGTATACCCC . « v e e te e te e et et e eee e ee et te e eaeaenaenaena. 20 0 1 17.00 17 8 3 4 1 1 0
..................................................................................................... CAGTGTGCTTGTATACCCCAG . ¢« « e e et et ta e taeaeaeeae e aneanaeaeeneeaeeaaeaaa2l 0 1 13.00 13 4 6 2 0 1 0
.................................................................................................... GCAGTGTGCTTGTATACCCCA t « o e v e e te e et et et e et ee e eeete e eeaeneeaenaena. 2l 0 1 10.00 10 2 1 7 0 0 0
................................................................................................... AGCAGTGTGCTTGTATACCCCAG . « + ¢ e e e et et ta e te e e eaeaaeeneaneeneeaeeneeaeeaana.23 0 1 6.00 6 3 2 1 0 0 0
................................................................................................... AGCAGTGTGCTTGTATACCCC « & e e ettt te e e e et et ee e ee e ee e eeaeeneeaeeneeae 20 0 1 5.00 5 2 3 0 0 0 0
..................................................................................................... CAGTGTGCTTGTATACCCCAGH . « « ¢ vttt ettt e ettt it et i e 22 1 1 3.00 3 2 1 0 0 0 0
.................................................................................................... GCAGTGTGCTTGTATACCCCAR . ¢ v ittt ittt e ettt et ettt e 22 1 1 2.00 2 1 1 0 0 0 0
..................................................................................................... CAGTGTGCTTGTATACCCCAGA . - ¢ e e et et et et e eae e eneeneeneeneeneeaeeneeaees22 0 1 2.00 2 2 0 0 0 0 0
.................................................................................................... GCAGTGTGCTTGTATACCCCH. . . .ottt e e e ee e 222 1 1.00 1 0 1 0 0 0 0
................................................................................................... AGCAGTGTGCTTGTATACCC « ¢« e e et et ee e e e eeeoeeneenaeneenaeneeaeeneeaeeaeeaans 20 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................................................... GTCCACTCTGATCCCGATCAATCGAT....... 26 0 1 1.00 1 0 0 0 0 0 1
.................................................................................................... GCAGTGTGCTTGTATACCCCAGA . « « e e e et et e eeeeneeneenaeneeneeneeneeneeaeeaeeas 23 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................... GCAGTGTGCTTGTATACCCH. - - oo i i i i i e e 20 1 1 1.00 1 1 0 0 0 0 0
................................................................................................... AGCAGTGTGCTTGTATACCCCA . « v e et et te e et te e et ee e e ee e ea e eeaeaenaenaens 22 0 1 1.00 1 0 0 1 0 0 0
..................................................................................................... CAGTGTGCTTGTATACCCCAGHE. . . ... i i i i i e e 23 2 1 1.00 1 0 0 1 0 0 0
..................................................................................................... CAGTGTGCTTGTATACCCCAGHE. - - - oottt e e e e ee e e 23 2 1 1.00 1 1 0 0 0 0 0
.................................................................................................... GCAGTGTGCTTGTATACCCCAM. . .. oo i i i i i 22 1 1 1.00 1 0 1 0 0 0 0
.................................................................................................... GCAGTGTGCTTGTATACCCCAGAR. . .. o i i i i i i i 24 1 1 1.00 1 0 0 0 1 0 0
.................................................................................................... GCAGTGTGCTTGTATACCCCR. - - o oot e it i e e et et et ee e e 22 2 1 1.00 1 0 1 0 0 0 0
.................................................................................................... GCAGTGTGCTTGTATACCCCAGH. . .« .« oo ittt it i i et e e 24 2 1 1.00 1 0 0 0 0 1 0
....................................................................................................... GTGTGCTTGTATACCCCAGH . « & ottt ettt ittt et e et e i eene 20 1 1 1.00 1 0 0 1 0 0 0
...................................................................................................... AGTGTGCTTGTATACCCCAG . ¢« ¢ e e e v e e e eee e eaeeneeneeneenecaeeaeeaeeaeeaaea 20 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................... GCAGTGTGCTTGTATACCH. . . .ot i i i i i i i e eee e 191 1 1.00 1 1 0 0 0 0 0
.................................................................................................... GCAGTGTGCTTGTATACCHE. . . . oot i i i et e e e e e 20 2 2 0.50 1 0 1 0 0 0 0
Anti-sense strand reads
M042
V057
ACTTCCAGCTCGCACGGTCCGCGTTAATGTGCGTCAAGGTCCTTCTCGTCCACCCACGTGGTCGTGTAATTTGTATATTTCGATATATACATATAGATATCGTCACACGAACATATGGGGTCTGT TGGTTCTGTGTCAGCAGGTGAGACTAGGGCTAGTTAGCTAACGGGTA female
Read # Hit |Total head body
e sk ek ok e ok e ok e ok ok ok ok e ok sk ke ko e ok ok sk ek ke ke ok ek ke ke ke ke ko (L (. (OO e e e e e COCCCCCCe e e )Y IO )) ) u)) ) ))) ) .. ke kk ek kkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|lscaffold 0:10300282-10300453|dpe 462 |TGAAGGTCGAGCGTGCCAGGCGCAATTACACGCAGTTCCAG-GAAGAGCAGGTGGGTGCACC--A-GCA--——~- CA--TTAAACATA-—--TAAAGCTATATAT-GTATATC-——————————————————————————— T-—--—- ATAGC--A--—--G---—--—-——- TGT-GCTTGTA--TAC----CCCAGACAACCAAGACACAGTCGTCCACT-CTGATCCCGATCAATCGATTGCCCAT
dp5 l2:10181330-10181497 + ldps_455|[TGAAGGTCGAGCGTGCCAGGCGCAATTACACHCAGT TCCAG-GAAGAGCAGGTGGGTGCACC--A-GCA-———~- CA--TTAAA GRS CUNT A A ARIC T AT A - R TATATC——— == === ———— = —————— T-—-——- ATAGC—-A--—-G-——-—-—-——~— TGT-GCTTGTA--TAC----CCCAGACAACCAAGACACAGTCGTCCACT-CTGATCCCATCAATCGATTCICCAT
droWil2|lscf2 1100000004902:9022539- TGAAGGTCGARcGRcciacceaaTTARACICART TCCAIY- GAEGAIRCAGG TENS N - - - - — - — [N CATARCINNE - - - - — - —-AnjiT- - - - EEEE GTTTTGTACTCAAZEEEEEEES TGN AR - — C A e A A T - T ThyTfe- - ThEy- - - —f¥efiacldclaccaailacijcacTeeTecac)-criaThiiccRaTCARTCGTTGCCCAT
9022701 -
drovir3|lscaffold 12822:3790401- TGAAGGTCGAGCGTGCCAGGCGCAAT TAMACEICAGT THCAG-GAEGAGCAGGTGGGTGCAG - - - ———— - --Ba--—-FATCIEEEEA - - - - - - - - - — - —BATG- - - AAABEIGTCTCTGREEEA C R cliin AR - - - - BB TGATATATEEEES e TR LIRS Teb T - thle- — - —hichiaclec A aifia al\acacalYecGEcilacl)-cTRA Tilcclia TiiaATCGl§TTGCCCAT
3790564 =
droMoj3|scaffold 6540:17099574- TGAAGGTCGAGCGTGCCAGGCGCAATTAMACGCARTCcAlN-cagcaccaceTGeaTGCACH--ccA----- A GV - B B __BEAGTGTGCTGGEEEE R STy - -ERcceA-——-Glf-—-—————- - Sclleets- -Rak- - —-fkdiaclEcErccanifacacaciiccldccac-creaticcaTiaAaTCGgTTGCCCAT
17099735 -
droGri2|lscaffold 14906:1382895- TGAAGGTCGAGCGgGCccEeceeaaraaciicacTccall-caEcaccaceTolGTRCACH- - 8- clde-- -- - TINTA- - - -FATCIEEEEA - - - - - - - — - — - —METG- - - TGTCCT TGREEEA 2 EEEEE V- - -EEIAC--A-—- N --—————-—- - CReecTle- -Maji- - - —iicacecaaciarilacacai¥eci¥accach)-cTeatilcciiaTcaaTcGld8TGCCCAT
1383059 -
droAna3|scaffold 13340:17149374- TGAAGGTCGAGCCEGCHYcNACEraETaACACGcAGTTCCAN-cARGAcAGE TSR e C -fiA - - - -- A CIGG- - - - TTCAGEVNAC - - - — - - INiEA C T - - - R dg---—------ ie----- Naferch--A-—--I8e-—-——-——-——- el T ThE - - - —ci\cacldciiacllaacacacacTeagTecacT-freaTiiccldaTcaaTcearGeccaT
17149541 -
droBipl|scf7180000396424:652032- TGAAGGTCGAGCGEGCIYGCINcErrBTACACCAGTTCCAIN-GARGAGCAGGTINGIGHNC -ife- GClg-- - -- R CC G- - — - TTCACEATC - - - — - - N G T C e e —— T----- olency--A-—--I¥e-—-—\-—--—- e aeep T Thl- -~ ~clgcaclecEacilaacacacacTcGTCCACK-WTGATRCC@ATCAATCGARTGCCIAT
652199 -
droKikl|[scf7180000302256:110322- TGAAGGTCGAGCGlEGCH8GGCGEAAT TACACECAGT TCCAG-GAAGAGCAGGTGINETI A CC- - -~ —— - -I\cA----GTCCTREERC-TT----—-—-—2 T - - - - R GGTCCGTTCAAATEEEEEEEEECGCCAREEEE — - — AT A A C R - sc T rlejrle-E\rhdy- - - -f¥\cacecEaccancacacAGTCGTCCACM-CTGATIICCGATCAASCGARTIICCCAT
110486 -
droFicl|lscf7180000453581:272813- TGAAGGTCGAGCGTGCCAGGIGEAAT TACACECAGT THCAG-GAEGAGCAGGTGGGC A C - -1 - —— - e 2 L B - — - — R — et — — = == === =======— le---—--—--—-- TG A TCTGACHET T e - - -B- - -ATCTATHT TTGTASAFNE TS CINIINNT NI NI\~ ifIehilelo Noh I T ii¥el N » elefe} NleF-VAC oI\ i T[elefer-Nid
272965 +
droElel|scf7180000491280:3591270-
3591445 +
droRhol|scf7180000779501:61345-61505 TGAAGGTCGAGCGRGCCEGGCGCAATTACACHCAGT THCAG-GAGAGCAGG TGN - -~ — - GTA----CAC-CREREC-TG--—----—-M- — — - — e e YL - - - A E NI - — TSI XF VNN [ feirelelel- -[\ac--—-clecaclgcléaccancaclgcacTeeTccacT-CcTGATRCC@ATCAATCGARTHCCCAT
droBial|scf7180000302075:2440004- TGAAGGTCGAGCGTGCCEGGCCgAASTACACHCAGT THCAG-GAEGAGCAGGT GGG -y - -~ — - - B -G----- - B~ ] — — — = = = = = = = = = = = = = GGTCTACTCAATTCAATREE- - - - -BTGATTATCTATGACAGACHAIEAR CliciicEE A TREEEEIeClel NE /S CINITNNEENS c F A VeIl JeIer-Neh BYehier-Ni » SIS Nle VX Jeler\C i T/ele A -Xs
2440169 +
droTakl|scf7180000415383:115705- TGAAGGTCGAGCGTGCCAGGCCEAATTACACHCAGT THCAG-GAEGAGCAGGTGGGTHCHNE - -y -le----- R I T N - - — - TR — - —— - ———— - AcAACEEE- - - - -BallGaTATCTATEEEEE A ANANAETAACCTARIITARESE ci¥iaclecaccancaccadTceTecacT-CTGATIICCGATCAATCGARTICCCAT
115865 +
droEugl|scf7180000409787:1235183 TGAAGGTCGAGCGTGCCEGGCagaaTTARACHCART THCAG-GAGAGCAGGTGGCThERETE - -6 - Bl - - - - -TTR- - - -INST IR e I — — — — ————————— ——[olg- - — - ————- ccGAREEE - — - - B -BTTATTTATAACATCCCAISCOIEITGTREACREEEE A AT NEClECINIEVNEI NS /S INSlehislel Nelilteliy TN » S6 A PG TSNl o SN Cli r/Sfelel N
1235345 +
|dm3 lchr3r:24345661-24345822 - || |TeraceTceaccdEscclccecEaa@TacachcacTTcAG-CEGAGCAGGTGGC TS -1 - - ——-- B Cleleln — - - [ 2 e — ——— ———————————[g—————————- TCAAT - - - - -FATGTTATATATEEEEE eI = COI NNl —IXel-===ci\cAcfechiaccancacfgcacTegTecacT-cTeaTiiccBaTcaaecifdriicccar |
ldrosim2|[3r:23723760-23723921 - | |reraceTceaccdgscccccc@an@racachcacTTlicac-caEcaccaceTcReTiEARE - - - - —--- B T e - - - T A e I — — — ——————————— g~~~ ——————- TCAATEE_ — __ _BATGTTATATATREEES PXETAT -[cENNIehy- Tk - - -clecagec@accaacaclgcacreerecact-cteatccMaTcaaBcci@TAcccaT |
ldrosec2|scaffold 22:948938-949100 - | [rBaaceTccaccdecclcccdgar@racacicacTTcacgcaBcaccaceTcRe TR e -1 - —— - B, el - — — [l O I — — —— ———————————[efe—————————- TCAATEE- — - - - BEATGTTATATATREEES IXETiNT (SN NTel - 1Nk - ——clecacEciiaciiracaccacTeeTecacTcTeaTcciyTcAardcciysiTlcccaT |
|drovak3|3R:22151663-22151827 + | |reanceTccrcedgecclceccgaairacaciicacrTiicac-calcacecaceTcdciiiacc - -[d- - ---- I A CC - IS CC R C T C - - — - — - — - N - — — — — e-------—--—- TCAATRRE - - - - -EATGTTATATAGEEEEES NI -flc TN ele- -M\afi- - - —clecacleceaccancaclgcacTciirccac-creatiiccearcanccariiccear |
droEre2|scaffold 4820:3689926- TiaaGGTCGAGCOEGcCcecclganBracackcacTriicac-calgcaccaceTcEc N - -R-RCE----- CAR TR A A Ce - - — [ e e — — — —————————————[&lg-————————- TCAATERE- - - - -EATGCTATATATEEEEE eI\ e ThV ekl -I\all- - - —clecacldcaccancacacacTeaTecacT-creaTiicccarcaaccaidcccar
3690090 +
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Species |Coordinate ID Alignment

ldroper2|lscaffold 0:10300282-10300453 - ldpe_462|TGAAGGTCGAGCGTGCCAGGCGCAATTACACGCAGT TCCAG-GAAGAGCAGGTGGGTGCACC--A-GCA-———~- CA--TTAAACATA-—--TAAAGCTATATAT-GTATATC--——=—-——=—-——————————————————— T--———- ATAGC--A-—=--G-=—--—=-———~- TGT-GCTTGTA--TAC----CCCAGACAACCAAGACACAGTCGTCCACT-CTGATCCCGATCAATCGATTGCCCAT|
EE |2:10181330-10181497 + ldps_455|TGAAGGTCGAGCGTGCCAGGCGCAATTACACHCAGT TCCAG-GAAGAGCAGGTGGGTGCACC--A-GCA-——~~ CA--TTAAA RRTT N UAT AAARICTA T Al WTATATC -~~~ — ===~~~ — o T--———- ATAGC--A-——-G-—————————~- TGT-GCTTGTA--TAC----CCCAGACAACCAAGACACAGTCGTCCACT-CTGATCCCEATCAATCGATTGRCCAT]
|drowil2|lscf2 1100000004902:9022539-9022701 - |rcaacerccaBccReciacRccaaTTafacRcaRrrecal-calgcalcace T e - - - - - - - - ——-FIcAcaATANCINNE- - -- - - - -2AjT- - - - [ T TTTGTACTCAA e - -Eec--A-—— ¥ - B el - Thl- - - -{eacEcEaccarPacicacTeeTeccacR-cTaTccATCAATCGETTGCCCAT)|
ldrovir3|scaffold 12822:3790401-3790564 - | |TeaaGeTCGAGCGTGCCAGGCGCAATTARACKICAGTTHCAG-GABGAGCAGGTGGGTGC A/ - - - - - - —-Ba--—-aTc/ N, _EpliTG-- - AAABEGTCTCTGCHEEE, cClian B ___ B ETGCATATATREEES e - fiCE Sl Y- Thle- - - —hichacEc A aifia 2AllacacalXeccgciac-cTia Tl e cliaTiaATCGTTGCCCAT|
ldroMoj3|lscaffold 6540:17099574-17099735 - || |TGAAGGTCGAGCGTGCCAGGCGCAATTAACGCARNTCCAR-GAlgeAGCAGGTGGGTGCACH - -NGCA----- GV - - - B - - ——————— - B - A G TG TGC T GG A G - - -ERccleA-——-Gl%-———————- B (Sl leelyetel- — Al - - —fEiAcECcEAccaracacacccldccacE-cTaTRc cBATHAATCAgT TGCCCAT)|
ldroGriz|lscaffold 14906:1382895-1383059 - | |TeaaceTceaccagscceccccan@rafiacReacTRecal}-ca8caccaceTccTRcAaCH- 8- 8- ---- TIATA-—- -aTCIN, - _EeliTc- - - TCTCCTTC A 1 — Clln A _ 72\ SR N, T T —— B cEeEcrE--al----fcacEcaaciaaRacacafaciaccacR-cTBaTRccllaTcaaTcagdrccccar|
|droanas|lscaffold 13340:17149374-17149541 - || |TeaaceTccacccBcclgcMcEar@racacceacTTCCA}-cAAGARCAGG TIYCRCHEC - A -EcE----- I, C\cG- - - - TTCAGEVYAC- - - — - -[NEACT]]- - /S - - E——— - Anfdach--2----Xfe--------—- B e T - - - - cf\cacEclacRaacacacacTeeTecacT-FreaTicc@aTcaarceagrceccar|
|droBip1|lsc£7180000396424:652032-652199 - | |TeaaceTccaceodccaci¥NcEaalTacAccacTTCCAY-canGAGCAGG TIXSGRCHEC -e-GC8-- - - - O C C TG - — — - TTCACTATC— — - — — ! Y o T-———- Anfenchy--a----TWe-————--——- i eleRy Ti N g - - —ClgcacEcBacaacacacacTeoTCcACE-HrGATRCCEATCAATC GARTGCCRAT|
ldroKik1|lsc£7180000302256:110322-110486 - | |TGAAGGTCGAGCAEGCHEGGCGEAATTACACEICAGT TCCAG-GAAGAGCAGGT IS TN CC - - —— - - -Ica----GTCCTRRRRC-TT--------- AT - - - - EEE GGTCCGT T CAAA T i - GC A - -A-——-¥ - B sc T rfrfs-R - - = —fF\CAclECEaccaacacacacTeeTccacE-cTGATRccoATCAACGAgTCCCAT|
droFicl T —— TGAAGGTCGAGCGTGCCAGGIGEAATTACACECAGT THCAG-GAGAGCAGGT GGCepiAleC -~ - Al —— —— - -GCA--—- T - B - - G C —— TG A TCTGACHE T TR e S e e yer S Thil BTl dNCINCAGh clEaccanGacacalIrceTCCACT-IWTGATICCGATCAAMCGATICCCAT

SC . - I

ldroElel|lsc£7180000491280:3591270-3591445 + || Y e A T TN TN NI Nelele ThyT (sl TR T A - —EXe- - - —ci\cAcEcEaccancaclgcallrcoTcac-cTeaTlccilaTcaaTcoagriccear|
|droRho1|[sc£7180000779501:61345-61505 - | CITYEE - - - i SARTETNTN- - - INIXT NN [Shelrfelelel- -Aac----cBcacEcBaccancaccacreerecacT-cTeaTRec@BaTcaaTceagriiccear|
|[droBialllsc£7180000302075:2440004-2440169 + || |lTeaaceTccaceeTeecececEan@racacicacTTiicac-cABcAGCAGGTGG NS - - —— - --E__c------EEE. Tt  ITRT  — — — — — — — — — — — =~~~ GGTCTACTCAATTCAATIESM. - __ _BrGATTATCTATGACAGACHAISARCHCICENA TR o e TN NI Gl A IIClchNele) Yol shNeT Ui A SISl W V-Xeler\ Cli T/Sle A I\
|droTak1|lsc£7180000415383:115705-115865 + | |TeaaceTCGAGCGTGCCAGGCCEAATTACACHCAGTTHCAG-GABGAGCAGGTGGGTHCEEE- - - Shle- - - -- CA——[E T 1 e — — — e ettty — —— —————~———=———=—=—=——=——————~—~ [XINNG - - - AT Y- — - - LNV NG NXI PN TfI - - ——cfacfecdaccancacEcafdrceTecacT-creatdecceaTcaarceaTiccear|
ldroEugl|lsc£7180000409787:1235183-1235345 + || |rcaaceTceaceeTeecccecEaaTTaAACHC AR THCAG-GAgGAGCAGGT GGG THIpEE - - /&l — - - - -TTH- - - -[XSTCIN—— T C---------] -l i)k cccA - - - - - - BT TATTTATAACATCCCAECRIINTGTRgA CREEEA 2 G NE CIS CINNNENS I A el eIl X b e T~ S8 2 [N S NN A N R TSI
|dm3 lchr3r:24345661-24345822 - | |lTeaaceTceaccageccecccEaniracacicacTTlcac-cEcAGCAGGTGGC TREAAEHE - - - - ——-- B T e - - - - T R — —————————————[efg-————————- TCAATIN - - - - -FATGTTATATATEEEE FXETENr - PNl - el - - - cfXcacEclaccaacaceacTeeTecacT-cTeATRccllaTcaaccidrRlccear|
droSim2|[3r:23723760-23723921 - TGAAGGTCGAGCGEGCCEecealgaalracachjcacTTiicAG-6AgGAGCAGGT GG TINEA e - -1 - —— —— - B e . Clfel - — — [ A T et — — — — ————————————[&g—————————~- TCAATRRE- - - - -BATGTTATATATEEEEE INETINT - ScLV YTl -y - - - —clecacecrccancaclgcacTeaTecacT-cTeaTiccaTcanEccifetilcceaT
ldrosec2|scaffold 22:948938-949100 - | [rBaacerccaccdgeccliccecgar@iracacicacriicacgeaBcaccaceTcie TR He - - - e e 7, el — — — — S T e — — — ——— ——————————{gg—————————— TCAATREE- - - - -EATGTTATATATEEEE IXeTENT STVl - Nk - - —clEcacEcliacliaacaclgcacTeeTecacfdcTeaTic cfiTcarSccifetiiccear|
ldrovak3|[3R:22151663-22151827 + | |TeaaceTceaccacccececEan@racacicacTTlcac-caABcaccaGGTECEIRAACC- -0 - - - - - - —Acalicc IS cc/ NN - - - - [SEEE R —— TCAATIEE_ - _BATGTTATATAGHESEES YR\ - e ThAele- -FAal- - - -cBcacEcaccancaceacTcRrccacl-createcearcaaeca@rilcccar|
|droEre2|lscaffold 4820:3689926-3690090 + | [rBaaceTccaccdgeccliccecgar@racaclicacTTHCAG-GABGAGCAGGT RN E e ———- CARRTHAAA R — - [ e e — — — — ——————————-[Jg- -~~~ -~~~ TCAATIREE_ _ __ _BATGCTATATATRSEES e r-Se iVl -Fal- - - -cBcacEc@accaacacacagrceTecacT-cTeaTRcccaTcaafecarilcccar)|
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PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

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

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:10300282-10300453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:10300282-10300453
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_462.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:10181330-10181497
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9022539-9022701
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:3790401-3790564
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:17099574-17099735
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:1382895-1383059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:17149374-17149541
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396424:652032-652199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302256:110322-110486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453581:272813-272965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:3591270-3591445
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779501:61345-61505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:2440004-2440169
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415383:115705-115865
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409787:1235183-1235345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:24345661-24345822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:23723760-23723921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:948938-949100
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:22151663-22151827
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:3689926-3690090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:10300282-10300453
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_462.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:10181330-10181497
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9022539-9022701
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:3790401-3790564
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:17099574-17099735
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:1382895-1383059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:17149374-17149541
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396424:652032-652199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302256:110322-110486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453581:272813-272965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:3591270-3591445
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779501:61345-61505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:2440004-2440169
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415383:115705-115865
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409787:1235183-1235345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:24345661-24345822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:23723760-23723921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:948938-949100
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:22151663-22151827
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:3689926-3690090
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dpe_1364_annot [-17.0]
Show Alternate Folds
Flybase annnotation
intron [Dper\GL21825-in]; CDS [Dper\GL21825-cds]; CDS [Dper\GL21825-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
V111 V057 M021 V050 V042
CAAAATTCAGACGCTCAAGTCCCAGAACACAATGGCCCAGGCAATGAAAGGTGGGTGGGAATGGGATGGGAATGCCGTCGTTCGCTGATTCACT TTCTGTAATCTTGGAATTTTCCCTATTTTTAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA female
Read # Hit |Total male body |head embryo head embryo
dekdekdekdekdokdkokdkokkokdkokkkkkk ko kh ko kdkhkdkkdkdkkdkdkkdkdkrdk ((((((.((..... CCC((. .. .. ))))) o ... ) DII))) e (CCe e e ))) e e e Khkkkkkhkhkkhkhkhhkkhkhkhkhkkkhkhkhkkkkkkkkkkkkkkk*k*kk****** gjze Mismatch Count Norm Total body
.................................................. el etelelieletel- VN eTele).N e elc TSP~ X0 B 1 75.00 75 68 3 4 0 0 0
................................................... i elelel eleler N\ eleTel- N cle] N N O 1 5.00 5 4 1 0 0 0 0
.................................................. ehielelelielelel. V. elele). N el RPN > B 1 4.00 4 4 0 0 0 0 0
.................................................. GTGGGTGGGAATGGGATGGGA + - « « = « o e e s« e e e e st e e st e eaa s e s e s oeensonenseeenseeeaseeeaeeeeaeteaetasoeeasoeearoeearoaearoneananacaaa-2l 0 1 2.00 2 0 2 0 0 0 0
.................................................. el felelelielelel.V. N felele). N elele).V-Niulc N AP~ 2 S 1 2.00 2 2 0 0 0 0 0
........................................................................................................................................... CATGCAGAACATGAACCGCCAG. « v v v veuen.en. 22 0 1 1.00 1 0 1 0 0 0 0
O N o) Yo el o o). V- Nei o] o o3V Yo AP 24 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................................................. GTGTCACCAAGGCCATGCAG . ¢ v v eeveeeeeeeeeenenaenena 20 0 1 1.00 1 0 1 0 0 0 0
................................................................................................................................................. GAACATGAACCGCCAGCTGAATCTCC..... 26 O 1 1.00 1 0 0 0 1 0 0
.................................................. el felelelifelelel. VN elele). N eTclc). VNN PSP~ 2B 1 1.00 1 1 0 0 0 0 0
................................... ofe10)-Nelele) -\ eT-V.V-NeTed e - PR P~ 2 0.50 1 1 0 0 0 0 0
Anti-sense strand reads
M042
V111 M021 V057
GTTTTAAGTCTGCGAGTTCAGGGTCTTGTGTTACCGGGTCCGTTACTTTCCACCCACCCTTACCCTACCCTTACGGCAGCAAGCGACTAAGTGAAAGACATTAGAACCTTAAAAGGGATAAAAATCCACAGTGGT TCCGGTACGTCTTGTACTTGGCGGTCGACTTAGAGGGTGTT female
Read # Hit Total male embryo body head
e e ok ok e e ok ok e ok ok ok ok ok ok ok ok ke ok ke sk ke sk ek ke ek ke ke ek ((((((. ((..... (CC((C ... 3)))) ... ) I e (CCee e ))) oo kokkkhkhkkkkkkkkkkkkkkkkhkhkhkkkkkkkkkkkkkkkkkkkkk***** gize Mismatch Count Norm Total body
....... el ok felol el ek i oFeTe et o e NN AP N O 1 2.00 2 1 0 1 0
............ el ek i ol NeTe et o e e i LN AU BN ¢ 1 2.00 2 2 0 0 0
.................................. ol eleTel ool el b .Y okt o o3\l o PP~ X0 B 1 2.00 2 0 2 0 0
........ o [ohieTole) Ne kit o) NeTeT el oL il c N <0 I 1 1.00 1 1 0 0 0
......... ohieTofey Neliih o NeTeT el ot iul el AP~ B ¢ 1 1.00 1 1 0 0 0
............... el oFNeteTed ol e el NP OO - SN 0 1 1.00 1 0 0 1 0
........... eloleyNeli o7 Nel el el ol il el el i BN PP R 1 1.00 1 1 0 0 0
.................. CAGGGTCTTGTGTTACC GGG« - < ¢ = o o e e s oo e e oo a e s o e aae e aaae e aaae o s e e e s e e e s e ea s e aae e aae e aae e oaa e aa e s aa e s aaatoeaasoe s e aaacaaaaasaaacaaaacanaananaan-2l o 1 1.00 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroper2|scaffold 3:1906604-1906779 - |dpe 1364 ||CAAAATTCAGACGCTCAAGTCCCAGAACACAATGGCCCAGGCAATGARAGGTGEGTG-————————————=- GGAATGGGATGGG-AATGCCGT—————-—— C-GTTCGCTGATTCACT---TTCT-GTAATCTTGGAATTTTCCCT--ATTTTTAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA |
ldp5 |2:19161329-19161504 - ldps 660 |CAAAATTCAGACGCTCAAGTCCCAGAACACAATGGCCCAGGCAATGAAAGGTGEETG-—————-----——- GGAATGGGHIGGG-AATGCCGT———————— C-GTTCGCTGATTCACT---TTCT-GTAATCTTGGAATTTTCCCT--ATTTTTAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA |
droWil2|lscf2 1100000004943:15508471- ’EAAAATCAGACGCTEAAETCCCAEAACACAATGGCECAGGCAATGAAAGGTGGTGG=TGGETGGGEAAT ———————— cicTeccTcaTTCANE- - -[STRATREN T[SRTN -efeiT TSR GG TG TgACCARGGCCATGCAGAAIATGAANCGHCARMTGAATCTCCClECAA
15508646 +
drovir3|scaffold 13047:5463216- FAAAATECAQACGcTEAAETCECAEAACACAATGGCCCAEGCAATGAAAGGTGEGG —————————————— e e e o - — — el — ATl T GA T TC AN TINC T - EiReA T C o i T o C C T A T T T[T AGG TG TCACCAAGGCCATGCAGAAIWATGAANCGRCARCcTGAATC TCCCldcAA
5463375 +
droMoj3|lscaffold 6540:15835996- FAAAATECAEACGCTEAAETCCAEAACACAATGGCCCAEGCAATGAAAGGTGEG@G —————————————— € - — - — - -[N-EACENAGHE - T TR R ricErcaTTCACEENTINC THEA e A Th T i | T/ Y 4 T T[Slel8iA GG TGTCACCAAGGCCATGCAGAACATGARMCGHCATGAATCTCCClECcAA
15836159 +
L
droGri2|lscaffold 14906:10837383- warEaTRcalacceTcarITclicallaacacaaTcecilcaceCBATGAAAGETEGETG C-IrTIETGATTCACIY- - - - W hEye e TLY N el Rt ST - e T T TleleA GG TG TlgACk\rAGGCCATGCAGARCATGAACCClgCAc TGaATC TCCClgcAn
10837547 +
droAna3|lscaffold 13340:11264935- caranTRcaRachcTEarITcccacaacacAATGGClECAGGCBATGAREGETINGGEG ciiciXgccTcaTTCART - - -[Xec TN A TC TS N XS T TR NN T reen G TeTCcACCAAGccaTGCAGAAMATGAACCGgcAlcTGAATC TCCClECAR
11265093 -
droBipl|scf7180000396691:174774~ caaaaTRcaacicTlgraldTcccacaacacaaTGGClgcAGGCEATGAAGCETINGEEE cigdre\ccrcarTcaAET- - -[Xec T TfeA TC T TV NS T TRCEV NS T T TS GG TG TCACCAANGCCATGCAGAAWATGAANCGCCAGCTGAATCTCCCACAA
174932 -
droKikl|lscf7180000302261:72210-72363 CAAAAT®CAGACGCTCAAGTClYCAGAACACAATGGCICAGGCHATGAAGETCEETE-————————————— o it — - — = = === B-BrENecreaT TERET - - - [N Thi e A TINE T GEYA LR elo C C T -y T T T T TAGG[8G T@ACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCECAA
droFicl|scf7180000454055:1788061- CAAAAT[ECAGACGCTCAAGTClYCAGAACACAATGGCCCANGCEATGAA TN N - -~ -~~~ - ————- e - T — — - = == == B-clETic BT TRERT - - - TleC TR TR c TiYeR A A R N e - el T T T T TAGG TG TCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA
1788213 +
droElel|lscf7180000491261:828615- CAAAAT®CAGACGCTCAAGTCRCAGAACACAATGGCICAGGCEATGAAEGE TN RO ————————————— B i T XX Xe - - C -G TEAGCTGATTCART - - - LN TR TEA T Clelchin A RN C Clg - Tleler GG TG TACCAAGGCCATGCARAACATGAACCGCCAGCTGAATCTCCCACAA
828774 -
droRhol|lscf7180000780074:230255- [aaaatf@cacacceTCAAGTCCAGAACACAATGGCRCAGGCEATGANEGETINAGTIN ——— B - i  — - Sl LAl NC TGATTCANT - - - Tc TR TEA TR T/~ ARV C C T - RN T T/elelA GG TG THACCAAGGCCATGCARNAACATGAACCGHCAGCTGAATCTCCClgCAR
230413 +
droBial|scf7180000302113:2080981- CAAAAT[ECAGACGCTCAAGTCYCAGAACACAATGGCECAGGCEATGAAGCETINGEN -~ - - ————————— e - T - — - e s g ¥ &AG C oA TleCEEE- - -[ec ThENRAC T T[S Nl TN Cie - Sl A el GG TG TCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCECAA
2081140 +
droTakl|scf7180000415851:298182- CAAAATMECAGACGCTCAAGTClECAGAANACEATGGCECAGGCEATGAAEGETIN - -~ -~ ———————— e e — - eheele ARG T GATTCACT - - - [T T A AR CHT - T T T8AGGlEGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCClECAA
298332 -
droEugl|lscf7180000409682:733718- FAAAATCAGACCTCAAGTCCAGAACACAATGGCECAGGCATGAAAGGTW“TE —————————————— e - B — — — e AL T TR ClETGATTC AT - - - [N TS TRiA TC T TEN A AR T TIRC CR- ST TT TR GG TG TR Cl8AAGGCCATGCAGAAATGAACCGCCAGCTGAATCTCCCACAA
733876 -
|dm3 llchr3R:21878902-21879061 + | |caaaarTcacaceeTcaacTcgcacaacacaaTGGCRcaGeCdaTGARAGETINNNIN- - - ————————— - B e - — - LR Yelelek TN T T/ecC TGATTCACH- — -[Sec ThET AN N B T el T e T T[leA GG TG T CACgAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCECAR |
ldrosim2|3r:21376042-21376201 + | lcaaaatldeacaceeTcaacrclgcacaacacaarceceacecaTcanacETNNNIN-—-———————=——- D e — — - e Xt T G TGATTCACE- - -/ e TR TR NS N B TR Cl T - X T T T8A GG TG T CACEAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCYCAA |

L‘-we—&e. "’” - ” |

cacoczrcazacoTAGINI- - -~ —————————— TGGCAGTG2 TSRV S GO A RGNA G G A AT T = =10G - = PR o QR IGEe= - TSR o e L TCCRCARCATOAD . 2.2 eean
droYak3|3R:24595725-24595884 — CAGGCEATGAAAGCT VNI ————————————- - — - — TSI NI NG CTGAT TCARS- - - [EeC TREN TS AN T er i A REE T el Clile] [T T{&A GG T G THA CEAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCIECAR
droEre2|scaffold 4820:6166087-6166246 CAAAAT[ECAGACGCTCAAGTCCCAGAACACAATGGCRCAGGCEATGAAAGCTIN SN -~ ———————~———- e - T - — - e Y eeec cTGATTCANT - - -[Fec TRt Cc TN B TR cife - e T T TfdaGce T THACERAGGCCATGCAGAACATGAACCGCCARCTGAATCTCCCldCAR
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:1906604-1906779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:1906604-1906779
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1364.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:19161329-19161504
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_660.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:15508471-15508646
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:5463216-5463375
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:15835996-15836159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:10837383-10837547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11264935-11265093
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396691:174774-174932
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302261:72210-72363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1788061-1788213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:828615-828774
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780074:230255-230413
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:2080981-2081140
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415851:298182-298332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409682:733718-733876
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:21878902-21879061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:21376042-21376201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:673564-673723
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:24595725-24595884
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:6166087-6166246
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dpe 2502 scaffold 18:542977-543062 - | Known Ortholog | Canonical miRNA || CDS
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Read size distribution
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dpe_2502_annot [-33.3]
Show Alternate Folds H
Flybase annnotation
CDS [Dper\GL19825-¢ds]; intron [Dper\GL19825-in]
No Repeatable elements found
mature |[star
1. dpe_2502 scaffold 18:542994-543012 -
2. dpe_2501 scaffold 18:543266-543284 -
Sense Strand Reads
hide 3p reads | show mid mismatch reads
M042
viil V050 V057 M021
TGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCGAGGAGGAAATTCTTCTACTGCGCGAGGGCATAGAGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAAAATTTTCTCTTAGAGGAGGAAAGATAGGACCACGCAAATTGC female
Read # Hit |Total male body head head embryo
khkhkkkkkkhkkhkhkhkhkkkkkkkhkhkhkkkkkkkhkhkhkhkkkkkkkhkhkhkkkkkkkk ( ( ( ( ( .. ) ) ) )) ................. (((((((( . (((((( . (((( ........ )))) . ) ) ) ) )) ..... )))))))) Jhkhkkkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkhkhhhkhhkhkhkhkhkhkhkhkkkkkkkkkkkxkk*k*x** gjze Mismatch Count Norm Total bOdy
............................................................................................................................................................ GAGGAGGAAAGATAGGACC........... 19 0 1 72.00 72 720 0 0 0
el eToki N ot et e o i e ki e N 21 0 2 71.00 142 137 3 2 0 0
.......................................................................................................................................................... TAGAGGAGGAAAGATAGGAC. . .......... 20 O 1 48.00 48 47 1 0 0 0
............................................................... A AT TCT T T AC TG G GAGG + « « v v e e et e e e e e e e e e e e e aa e e e e e e e e et e e e ae e e e ae e e aeseeeneeeeaeeeeeaeeeeaaeeeeaaeeeeneeenanaenanaaa 20 0 1 21.00 21 15 3 1 2 0
......................................................................................................................................................... TTAGAGGAGGAAAGATAGGAC. .. ..vv..... 21 0O 1 21.00 21 20 0 1 0 0
............................................................... AATTCT TCTACTGCGCGAGGG . & v v e v e et e e e e e e e e e e e e e e e e e aea e e e eeaeeeeaeeeeeneeeeeeeeeeeeeeeeneeeeeeeeeeaeeeeneeeeaneeeenneenanaaaa 2 0 1 14.00 14 12 1 1 0 0
............................................................................................................................................................ GAGGAGGAAAGATAGGACCAC......... 21 0 1 10.00 10 10 0 0 0 0
..................... CCT T AC A A T TGGC AT GG T CC T v« v v v v e e e e e e e e e e e e e e e e ee e e e e e e e e e ae e e e e e ee e e ee e e e e seeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaseeeeeeeeeeaaeeeeeeeeeeenneseeeennnannaaa 2l 0 2 10.00 20 14 2 4 0 0
................................................................ AT TCT TCTACT GCGCGAGGG + + v e e e et e e e e e e e e e e et e e e e e e e e e et e e e e e e e ettt e e ee ettt eee et eeeeeaanaeeeeeeennannaa 20 0 1 9.00 9 8 0 0 1 0
............................................................................................................................................................ GAGGAGGAAAGATAGGAC. ........... 18 0 1 8.00 8 8 0 0 0 0
TEECTATTCEMTEACTECIIE 5 ¢ o« 0 o 000 o b 6006 660005 0000000000 050000 00000000000 000000000000000000000co500000050000 00000000000 05000000000000c000000c0000050000050000605000008000000000000c000000000:¢ 20 0 2 8.00 16 14 1 1 0 0
.......................................................................................................................................................... TAGAGGAGGAAAGATAGGA. . . v evvenn... 19 0 1 7.00 7 7 0 0 0 0
................................................................ AT TCT TCTACTGCGCGAGG « « e v v e v e e e e e e e e e e e e e e e e e e e e e e e e e eeaa e e e e eaeeeeeeeeeeneeeeeeeeeeneeeeaeeeeeeeeeeeneeeeneeeeaneenanaaaa 19 0 1 7.00 7 6 0 1 0 0
................................................................. ol oV e o] e o] e7-X el ] 1o NPA O BN O 1 6.00 6 4 2 0 0 0
.......................................................................................................................................................... TAGAGGAGGAAAGATAGG. . e vvveuu..... 18 0 1 6.00 6 6 0 0 0 0
.......................................................................................................................................................... TAGAGGAGGAAAGATAGGACC. .......... 21 0 1 6.00 6 4 0 0 0 2
............................................................................................................................................................. AGGAGGAAAGATAGGACCACG........ 21 0 1 6.00 6 6 0 0 0 0
................................................................. ol oY o e o] e o] €N ] ] N 1 BN O 1 6.00 6 6 0 0 0 0
........................................................................................................................................................ CTTAGAGGAGGAAAGATAGGA. . vvve.enn... 21 0 1 6.00 6 6 0 0 0 0
............................................................................................................................................................. AGGAGGAAAGATAGGACCAC......... 20 0 1 6.00 6 6 0 0 0 0
............................................................... A AT T T TCTACT GCGCGAG e + + v v e e e e e e e e e e e e e e e e e e a e e e e e e e e e e e e e e e ee e eeeeaeesseeeeeeneeeeeeeeeeaaeeeeeeeeeeeanaeeeeeeennnnnnaaa 19 0 2 5.00 10 9 1 0 0 0
............................................................. GABAT TCT TCTACTGCGCG M « v v v v e e e e e e e e e e et e e e e e e e e ettt e e e e e e e ettt e e e e e e e ettt et et e e ettt eeeeeeeeeeesseaaaaaneeeeeaaaa 19 0 2 4.50 9 9 0 0 0 0
TEECTATECETTERACTECTIEEIT o « ¢ o 0 0 0 o b 6006 b6 0o o0 0e o 00000050000 000000 00000000000 00000 0000000000 co50000 0050000000000 0000005000000000000c00 0000050005 0000050000005000008a00000c00000ca00000000: 22 0 2 4.00 8 8 0 0 0 0
............................................................................................................................................................ GAGGAGGAAAGATAGGACCA.......... 20 0 1 3.00 3 3 0 0 0 0
............................................................................................................................................................ GAGGAGGAAAGATAGGACCACG. ....... 22 O 1 3.00 3 2 1 0 0 0
............................................................... AATTCTTCTACTGCGCGAGGG . - ¢ vttt ettt et e e et e e e e e e e e e e e e e e e e e e e e e et 221 1 3.00 3 3 0 0 0 0
......................................................................................................................................................... TTAGAGGAGGAAAGATAGGA. .. vveeu.n... 20 O 1 3.00 3 3 0 0 0 0
......................................................................................................................................................... TTAGAGGAGGAAAGATAGG. o+ v veveennn.. 19 0 1 3.00 3 3 0 0 0 0
................................................................. TTCTTCTACTGCGCGAGGGM . «  « vt vttt et et ettt e e e e et e e e e e e e e e e e e e e e e e e e e et e e e e e e ettt et ettt et 201 1 3.00 3 3 0 0 0 0
feleled - Nieleleh dierNeli JeTokicTc! RN PP 22 1 2 3.00 6 6 0 0 0 0
B o -\ o] ] el oY e 1 e o T e o 19 0 2 3.00 6 6 0 0 0 0
...................... CT TACAAT TGGC AT GGTCC T« « v v e e e e e e e e e e e e e e e e e e e e e e e e e e aa e e ee e e e e eaaeeeeaeeseeeeeeneeeeneaeeeeneeeeeaeeeeeeeeeeneeeeeeeeeeeeeeeeaeeeeaeeeeeaeeseeneeeeneeeenneenanaeaas 20 0 2 2.50 5 5 0 0 0 0
.................................................................................................................................................. TTTTCTCTTAGAGGAGGAAAGA . + v v v v e eeennnnaa.. 22 0 1 2.00 2 2 0 0 0 0
...................................................................................................................................................... CTCTTAGAGGAGGAAAGATAG. . v vvveuune.... 21 0 1 2.00 2 2 0 0 0 0
........................................................................................................................................................ CTTAGAGGAGGAAAGATAGG. .+ v vvveennn.. 20 0 1 2.00 2 2 0 0 0 0
.......................................................................................................................................................... TAGAGGAGGAAAGATAGGACCA. ......... 22 O 1 2.00 2 2 0 0 0 0
................................................................. TTCTTCTACTGCGCGAGGG AT . - o . vt ettt ettt et ettt e e e e e et e e e e e e et et e e e e e et e e e e e o231 1 2.00 2 2 0 0 0 0
...................................................................................................................................................... CTCTTAGAGGAGGAAAGATA. . v vvvveeunea... 20 0 1 2.00 2 2 0 0 0 0
........................................................................................................................................................... AGAGGAGGAAAGATAGGACC. .. ........ 20 0 1 2.00 2 2 0 0 0 0
........................................................... AGGAR AT TCT TCTACTGCGCG e + v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e aeeae e e e eseeeeaaeeeeeeeeeeeaaaeeeeeeeeeeaaneeeeeeeeannnnneaeaa.a 2l 0 2 2.00 4 4 0 0 0 0
...................... o000V e e o7 X T T o] o} o2~ N O 2 2.00 4 4 0 0 0 0
el eloh N of e 00Nt e oL 19 0 2 2.00 4 4 0 0 0 0
....................... Y07V et e o) X el o] oL o 200~ I 2 2.00 4 4 0 0 0 0
............................................................. GARAT TCT TCTACT GCGCGA . « v v e e v 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 aa e e e e e eeeeeeeeeeeeeeaeeeeeneeeeaeeeeeaeeeeeneeeeneeenaneeennnaaa 20 0 2 1.50 3 3 0 0 0 0
................................................................. Tl CT T CTACT G G GAGG . « « v v v e e e e e e e e e e e e e e e e e e e e e e e e ee e aeaeeeseeeeeeaneeeeeeeeeeeeaeeeeeeeeeeeaaeeeeeeeeeeananeeeeaaaaaa 18 0 1 1.00 1 0 1 0 0 0
............................................................................................................................................. CAAAATTTTCTCTTAGAGGAG. + v v v v v veeeeennnnaanaa 210 1 1.00 1 0 1 0 0 0
................................................................. ol odi )Xok eToleTofed NeTeTeTo)- ¥ . AU -2 S 1 1.00 1 1 0 0 0 0
.................................................................................................................................................................. GAAAGATAGGACCACGCAAA.... 20 0 1 1.00 1 1 0 0 0 0
.............................................................................................................................................. AAAATTTTCTCTTAGAGGAGG . v v v v v eveeeeennennnaaas 210 1 1.00 1 1 0 0 0 0
....................................................................................................................................................... TCTTAGAGGAGGAAAGATA. .« vvvvvewenea.. 19 0 1 1.00 1 1 0 0 0 0
...................................................................................................................................................... CTCTTAGAGGAGGAAAGA . « v v v e s vnuennnea. 18 0 1 1.00 1 0 1 0 0 0
................................................................. o ot 0-Yoli e oleTofeT-Ne1 ele o FANNum - A 1 1.00 1 1 0 0 0 0
..................................................................................................................................................... TCTCTTAGAGGAGGARAGA . o+ v v vvveennnaaaa 19 0 1 1.00 1 1 0 0 0 0
............................................................... AATTCTTCTACTGCGCGAGGG . & ¢ o ittt ettt e e ettt e e e e e e e e e e e e e e e e e e e e e 221 1 1.00 1 1 0 0 0 0
........................................................... AGGAAATTCT TCTACT GCGCGAGGG + + v v v e et e e e et e e e e e e e e et e e e e e e e et e e e et e e ee e e e et e eeeeeeaneeeeaneeeeaeeeeeneeeeneeeeaneeennaaaa 25 0 1 1.00 1 1 0 0 0 0
....................................................................................................................................................... TCTTAGAGGAGGAAAGATAGG. v v vvevenea.. 21 0 1 1.00 1 1 0 0 0 0
................................................................. T T CT T CTACTGCGCGAGGGC o v v v e e v e e e ettt e e e e e e e e e e et e e e e e e e et et e e e e e e e ettt e s eee et eeeeeeeeeeaeaaeeeeeeaeaaaneeaeeenana 20 0 1 1.00 1 1 0 0 0 0
................................................................. ok od - Yok eToleToleT Vet eTo! AN OGO~ 5 N 1 1.00 1 1 0 0 0 0
................................................................................................................................................ AATTTTCTCTTAGAGGAGGA . v v vt e veveeenennannnan 20 0 1 1.00 1 1 0 0 0 0
.......................................................................................................................................................... TAGAGGAGGAAAGATAGGACCE.......... 22 1 1 1.00 1 1 0 0 0 0
.................................................................... T T C T ACT GCGCGAGGGCAT « « v v v e e e e e e e e e e e e e e e e eaa e aa e e e eaaaeseeneeseaneeeeeeeeeeeeeeeeeeeeeeeeeeeneeeeneeeeaaeenennnenanaa19 0 1 1.00 1 0 1 0 0 0
................................................................ AT TCTTCTACTGCGCGAGG . - ¢ ottt ettt et et ettt e e e e e e e e e e e e e e e e e e e e e et . 2001 1 1.00 1 1 0 0 0 0
............................................................................................................................................................... GAGGAAAGATAGGACCACGCARA.... 23 0 1 1.00 1 1 0 0 0 0
........................................................................................................................................................... AGAGGAGGAAAGATAGGAC. . .. v.u..... 19 0 1 1.00 1 1 0 0 0 0
............................................................................................................................................ ACAAAATTTTCTCTTAGAGG . « e vt e v eeeeeenneannnnaaa 2000 1 1.00 1 1 0 0 0 0
............................................................................................................................................................... GAGGAAAGATAGGACCACG........ 19 0 1 1.00 1 1 0 0 0 0
............................................................................................................................................................. AGGAGGAAAGATAGGACCA.......... 19 0 1 1.00 1 1 0 0 0 0
............................................................................................................................................... AAATTTTCTCTTAGAGGAGG . v v v v v v eeeeeeneennnea. 20 0 1 1.00 1 1 0 0 0 0
...................................................................................................................................................... CTCTTAGAGGAGGAAAGATAGGAC. . . v vuu.n... 24 0 1 1.00 1 1 0 0 0 0
............................................................... AATTCTTCTACTGCGCGAGG . « « « ettt ittt e e ettt e e e e ettt e e e e e e e e e e e e e e e e e e e e e 211 1 1.00 1 0 1 0 0 0
..................................................................................................................................................... TCTCTTAGAGGAGGARAGAT .+ v v vvveenuneana 20 0 1 1.00 1 1 0 0 0 0
................................................... CCTCGAGGAGGARAAT TCTTCTACTGC G e « « e v v e e e e e e e e et e e e e e e e e e e e e e ae e e e aea e e aeaeeeaaeeeeeneeeaneeeeeneeeeeeeeeeeneeeeeeeeeeaeeenaneeeanneenaaaa 27 0 2 1.00 2 2 0 0 0 0
...... ol eled o0 Neh e ol eleTo ol i NP -X o 0 2 1.00 2 0 2 0 0 0
............................................................. GAAAT TCT TCTACT GCGCGAG « « + e v e e e e et e e e e e e e e e e e e e e aa e e e e e e e e eaaeeeaeeeeeeeeeeeeeeeeeeeeeneeeeeaeeeeeaeeeeeneeeeneeenannennnnaaa 2l 0 2 1.00 2 2 0 0 0 0
eleloh -t ofelel o Neiielet e’ . FRNuu PP 21 1 2 1.00 2 2 0 0 0 0
............................................................ 00V i ok o Nk e o] e S PO~ ¢ R 0 2 1.00 2 2 0 0 0 0
..................................... el ol ok o] e okt o] ok oo o] NP A~ O BN 0 2 1.00 2 2 0 0 0 0
.................... el o]k -0V i T e e i o202 NN 0 2 1.00 2 0 2 0 0 0
..................... CCT TACAAT TGGCATGGTCCTC e 4 v e v v e e e et e e e e e e e e e e e e e et e e e e et e e e et e e e et e e e et e e e et e e et e e e et e e e et e e ettt ettt e ettt e ettt et ettt ettt et e et 22 0 2 1.00 2 0 2 0 0 0
......................................... ol eTo i i of o o] ol o7 &)X P -X o N O 2 1.00 2 0 1 1 0 0
............................. el el ol Nl et e o ol o] el ki fi 20 BN o 2 0.50 1 0 1 0 0 0
el el ok N ol el el Ve e odi T c 20 0 2 0.50 1 1 0 0 0 0
.................................................................................................... AATAT TCCCT GGG TCTGC e + e v v e e e et e e e e e e e eet e e eeaaeeeeeeeeaneeeeaeeeeaneeeeneeenannaaaaa 19 0 2 0.50 1 0 1 0 0 0
B ¥ o] e el o7 el o Tl of o4 L 21 0 2 0.50 1 1 0 0 0 0
........................................ CTCGC T T TCC T CCTCGAGGA « « v v v e e e e e e e e e e e e e e e e e e e e e e e e e e eaee e e e e e e e e eeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaneeeeeeeeeeeaaeeeeeeneannananaaa 20 0 2 0.50 1 0 1 0 0 0
.......................................................... GAGGAAAT TCTTCTACTGCGC ¢« v v et v e e e et e e e e et e e e et e e e e e e e e e et e e e et e e e et e e et e e e ettt e et et e ettt eeaaeeeaaeeeaaneeenaneaaaa 2l 0 2 0.50 1 0 0 0 1 0
....................................................................................................................... TGTCCGATGCCCTCACGCAGTR. - - ¢ vttt ittt ittt ittt et e et ieee e 22 1 2 0.50 1 0 0 0 1 0
........................................ o el el ofi oo o] o o] €Nl )X S~ N 0 2 0.50 1 1 0 0 0 0
.............. el el ol el -\ 07V Xi 1 ] = I 0 2 0.50 1 0 1 0 0 0
..................... CCT TACAAT TGGCATGGTCC & v v v e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ae e e e aea e e ae e e e aeeeseeneeeeeeeeeeeeseeeeeeeeeeeeeaneeeeaeeeeeneeeeeeeeeeaeeenenneennaa 20 0 2 0.50 1 1 0 0 0 0
............................................................... AATTCTTCTAC TG G ORI . . ¢ o o ettt ettt et et et e et ettt e e e e et e e e e e e e e e e e e e e e e e 20 2 2 0.50 1 1 0 0 0 0
......................... ACA AT TGGC AT GG T C T C G T T« « v e v 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 ae e e e e e e e e aa e e e e e e e eeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeneeeeeeeeeeneeeeneeeeeeeeeenneenaneeennnaaa 22 0 2 0.50 1 0 1 0 0 0
.................... GCCT TACAAT TGGCATGGTC w « v v e e e e e e e e e e e e e e e e e e e e e e e e ee e aa e ee e e eeeaeeeeeaeeeeaeeeeeneeeenaeeeeneeeeeeeeeeeeeeeeaeeeeeneeeeaeeeeeaeeeeeeeeeeeeeeeeaeeeeneeeeaneeeanneaaaa20 0 2 0.50 1 0 1 0 0 0
.......... iy Ned Jelol elelotohih Yol VN i - P~ S 2 0.50 1 1 0 0 0 0
.......... i oF- Ve ek eT e o] ofinh - o7 VNl T2 2N 0 2 0.50 1 1 0 0 0 0
............................................................... AATTCTTCTAC TG G ARG . - ¢ ot ittt ettt ettt et e ettt e e e e e e e e e e e e e e e e e e et 2001 2 0.50 1 1 0 0 0 0
................................................................ o e - Yok eToleTo]e7.Ne . RO ° B 2 0.50 1 1 0 0 0 0
.............................. I elelo) N letinl 1ok o] e ol i of 20 BN 0 2 0.50 1 0 1 0 0 0
.............................. i eleler- Nl e]elied o o] el ok i i o] o4 o 0~ 32 A 0 2 0.50 1 0 1 0 0 0
deleloh - ofeleh o) Neliil el e - U AP 20 1 2 0.50 1 1 0 0 0 0
................................. oF- N el el ol ot JoteToh il o] o ool -3 S 2 0.50 1 0 1 0 0 0
.......... e Vek el ohinl e e o] ofih N o7Vl P22 NN 0 2 0.50 1 0 1 0 0 0
............. AGTGCTGGCC T TACARAT TGGCA . « v v e e v v e e e e e e e e e e e e e e e e e e e e e e e e e aa e eeeaeeeeeaeeeeneeeeeeeeeaeeeeeaneeeeeeeeeeeneeeeeneeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneeeeeneeeeeaeeeeneeeeannennnaaaa22 0 2 0.50 1 0 1 0 0 0
B €10 -\ o] el el o7V L e o 19 0 2 0.50 1 1 0 0 0 0
...................... CTTACAAT TGGCATGGTCCTCG « + o« v e v e e e e e e e e e e e e e e e e e e e e e e aa e e e e e eeeaeeeeaeeseneeeeneaeeeenaeeeeneeeenaeeeeneaeeeeeeeeeeeeeeeeeeeeeeeeseneeeeeeeeseeneeeeneeeenneennnaeas 22 0 2 0.50 1 0 1 0 0 0
deleloh i ofeTeh o). Ne il cTe - A AP 20 1 2 0.50 1 1 0 0 0 0
..................... oo N7V i e elo-NauleTe ool PR~ S 3 0.33 1 1 0 0 0 0
........................................................................................................................ GTCCGATGCCCTCACGC A . t v e e ettt e e eete e eeeseaneeeaneseaaneeennaaaaaa 18 0 7 0.14 1 0 0 0 0 1
............................................................... AATTCTTCTACTGCGCGIIE . - ¢ o ¢ ot ettt ettt et et e et e e e et e e e e e e e e e e e e e e e e e e e e et e et ettt et 203 7 0.14 1 1 0 0 0 0
Anti-sense strand reads
M042
v111l M021 V042
ACCGATAGCCAAGTCACGACCGGAATGTTAACCGTACCAGGAGCGAAAGGAGGAGCTCCTCCTTTAAGAAGATGACGCGCTCCCGTATCTCGTCTAAGAGTTATAAGGGACCCGAGACGACAGGCTACGGGAGTGCGTCATGTTTTAAAAGAGAATCTCCTCCTTTCTATCCTGGTGCGTTTAACG female
Read # Hit |Total male embryo body |embryo
Kkkkkhkkkkhkkkkhkkhhkhhhkkhhkhkhkkdkkkkkhkkkhkdhkhkdkkrkkdrkxd (((((....))))) e oo v e e, O N O N I)))IMN))) . )))))))) Kk kkkkkkkkkkkkkkkkkkhkkhkhkhkhkhkhkhhkkhkkkkkkk*k*k**k**k** gjze Mismatch Count Norm Total body
................................................... e et oli o ol i -V ORI B 2 0.50 1 1 0 0
........................................................................................................................ CAGECI G E A GG E R IR (G (@ 7 0.14 1 0 0
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Re-alignment of all predicted orthologs

Species |Coordinate ID Alignment
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|droPer2“Scaffold_18:542927—543112 - ”dpe_2502 ”TGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCGAGGAGGAAATTCTTCTACTGCGCGAGGGCATAGAGCAGATTCTCAATATTCCCTGGGCTCTGCTGTCCGATGCCCTCACGCAGTACAA—AATTTTCTCTTAGAGGAGGAAAGATAGG———ACCACGCAAATTGC

2545a-2

dp5 XL grouple:1655471-1655657 + [dps-mir- |[TGGCTATCGGTTCAGTGCTGGCCTTACAATTGGCATGGTCCTCGCTTTCCTCCTCIAGGAGGAAATTCTTCTACTGCGCGAGGGCATAGEGCAGATTCTCARTATICCCTEEECTCTEETGTCCGATGCCCTCACGCAGTACANEAATTTcTCT8GAGGAGGAAAGTAGG---ACCACHClEaATTGC

droWil2 ||scf2 1100000004577:1906817-
1906828 +

droVir3 |scaffold 12963:11913924-
11913940 -

droAna3 |scaffold 12916:7565097—
7565132 -

droBipl |[scf7180000396554:181595—
181607 =

droKikl |[scf7180000302389:329979-
329989 -

droFicl |[scf7180000454087:296608~
296619 +

droElel |[scf7180000491028:771622-
771624 +

droRhol ||sc£7180000780250:3802-3813 - ||

droBial |[scf7180000302261:1313306—
1313330 +

droTakl ||scf7180000415438:111327—
111329 -

droEugl ||sc£7180000409231:169107~
169119 -

|dm3 |nhr7T.-‘l'—‘>76'%C)'%'%—1'%76'%9'%7 — ||

ldrosim2 |[21:14902569-14902571 - I
|drosec2 |[scaffold 3:1525636-1525638 - |
ldrovak3|20:20067037-20067039 + |
droEre2 |[scaffold 4929:7008787-7008799
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:542927-543112
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2502.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:542994-543012
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2501.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:543266-543284
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:542927-543112
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2502.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:1655471-1655657
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2545a-2.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:1906817-1906828
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:11913924-11913940
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:7565097-7565132
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396554:181595-181607
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302389:329979-329989
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454087:296608-296619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491028:771622-771624
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780250:3802-3813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:1313306-1313330
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415438:111327-111329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409231:169107-169119
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:15263935-15263937
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:14902569-14902571
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:1525636-1525638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:20067037-20067039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:7008787-7008799

ID:

dpe 829

Coordinate:

scatfold 157:39453-39570 -

Confidence:

candidate

Class:

Mirtron

Genomic Locale:

intron

[View on UCSC Genome Browser {Cornell Mirror}]
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Predicted structure

Small RNA-seq Read Density

Read size distribution Condition-specificity

Conservation
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Genomic Position
Hairpin partition -~ Sense -# Antisense Mature
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Show Alternate Folds H
Flybase annnotation
intron [Dper\GL16639-in]; CDS [Dper\GL16639-cds]; CDS [Dper\GL16639-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V057 V050 V111 M021 V042
CCTCAACCTCTGCCTCCGTGTCAAGGAAGTCGGAGATGACAGACTACCAAGTGGAGACAGGAAGTTGTGCTGGGGGCGGCTGGCACATACGAGGCGGAGCAGCCCATTGGTGAGT TTGTCCCCCTGTCCCAGAGTCCCCCTCTCTGAACAGCGTTCCATCCTCCACAGCTTTCCACCCAGCAGGGTCCTTCTATGCTTTGCCTACAGACAAATGCCAA female
Read # Hit |Total head head male body | embryo embryo
de sk e sk e ke ke ke ke ke ek ke ke ke ok ek ke ke ke ke ok ek ek ek ek ek ek ek ok ko (((( (.. (CCCCCCCCe e e CCCCCe oo (... CCCCCC. .. ((( RIS DD D IS DD 0 DD D IS B D D D I 1))))L)))) . u)))))) . Lk kkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkk*k*k**x 5jze Mismatch Count Norm Total body
................................................................................................................................................ TGAACAGCGTTCCATCCTCC ¢ & v e e e te et et et ettt e e et et ie et ee et eiaeneenenaen. 20 0 1 28.00 28 15 3 6 4 0 0
................................................................................................................................................ TGAACAGCGTTCCATCCTCCA . + t et et e ea e e e e et ea e eneaaenaenecaenaeneeaanaan. 2l 0 1 22.00 22 11 4 2 5 0 0
................................................................................................................................................ TGAACAGCGTTCCATCCTCCAC . ¢ o e v v e e e te e et e et ettt ee e ie et ee e, 22 0 1 9.00 9 5 2 1 1 0 0
................................................................................................................................................ TGAACAGCGTTCCATCCTCCACA . & ¢ v v et ee e e e e et ea e neaaenaeneeaenaeneeaenaaas23 0 1 6.00 6 2 3 0 1 0 0
................................................................................................................................................ TGAACAGCGTTCCATCCTCC . « vttt it e e ettt et et e 20 1 3.00 3 2 1 0 0 0 0
................................................................................................................................................ TGAACAGCGTTCCATCCTCCACAG . « « e e vt et e eee et e eneeneeaenneneeaennenneaennans 24 O 1 3.00 3 1 0 0 0 1 1
................................................................................................................................................ TGAACAGCGTTCCATCCTCCACH. . .ot i i i it i i e e e 231 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................ TGAACAGCGTTCCATCCTC . ¢« v e e ee et ea e e e e et e e e eeeneeneeaenaeneeaennens 19 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................ TGAACAGCGTTCCATCCTCC . « v ittt et ittt ettt ettt et e e e 21 1 1.00 1 0 0 1 0 0 0
Anti-sense strand reads
M042
V050 M021 V111
GGAGTTGGAGACGGAGGCACAGTTCCTTCAGCCTCTACTGTCTGATGGTTCACCTCTGTCCTTCAACACGACCCCCGCCGACCGTGTATGCTCCGCCTCGTCGGGTAACCACTCAAACAGGGGGACAGGGTCTCAGGGGGAGAGACTTGTCGCAAGGTAGGAGGTGTCGAAAGGTGGGTCGTCCCAGGAAGATACGAAACGGATGTCTGTTTACGGTT female
Read # Hit |Total body head embryo male
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Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroper2|scaffold 157:39403-39620 - |ldpe 829 |CCTCAAC--CTCTGCCT—-——--—=—==————————————————————————CCGTGT-----———- CAAGGAAGTCGGAGATGACAGACTACCAAG---TGGAGACAGGAAGTTGTGCTGGGGGCGGCTGGCACATACGAGGCGGAGCAGCCCATTGGTGAGT TTGT———————————— - CCCC————————————————— CTGTCCCAGAGT CC - — = = — = = — = — = = — = = = o = o CCCTCTCTG-—————————————————————————— AACAG--C-GTTCCA---TCCTCCACAGCTTTCCACCCAGCAGGGTCCTTCTATGCTTTGCC-TACAGACAAATGCCAA|
EE |IXL_groupla:619469-619682 - |ldps 2422|[CCTCAAC--CTCTGCCT-—————---————————————————————————_CCGTGT--------- CAAGGAAGTCGGAGATGACAGACTACCAAG---TGGAGACAGGAAGTTGTGCTGGGEGCGGCTGGCACATACGAGGCGGAGCAGCCCATTGGTGAGT TTGT————————————— clcc---—--—-————————— CTGTCCCAGAGT - — =~ — =~ ==~ = = —m ——m —m o - BCcCTCTCTG-——————— - AACAG--C-GTTCCA---TCCTCCACAGCTTTCCACcAGCcAGRGTCCTTCTATGCTTTGCETACAGACAAATGCCAR)
droWil2|lscf2_1100000004909:10021222- S6i2. - -SRI GlSiG A [Sl~ [ C A A TGGCAACTCCAG I CATCGGGAAGSAGCAREEEEEE BETENYA ncRAclicAGATGEcacACTAlcAAG- - -TGGARAClEcclAG T TG TRCEG ElchcccEcciacaTalicaccclicaccaARccigTEc o TAC TN NN - — - —— - - - - - B T A T TR A A TGACT - - AT TTCCH - - - - BRI TG T CA T T T T G e -, G T G - B TCTErG-——=————=-- - CT--CCTGT-- - TT T CASATHATINIICRiT/SNT - SINElSENE - CliT TiiGRiNGITeldillelsa TIC/INEENS CEVETEls /YN
10021477 +
aroviz3lacasfold 12932:1231700- T e S
1231843 -
arotoj3lacassold 641315049253 T e S
15049383 -
droGri2|scaffold 14853:4516559- ARepN- - CLACH- - - ThicfgiidecaccTTTECANCAGCAGRe T TECTleTGcTTTGeClrigcaAllacaaaTGeCan
4516793 +
droAna3|scaffold 12929:1760225- clETcBac--Arcl -~ -~ -~ - - —————————————— - GCTT[SAia AREEEE— clecBrrcTcEcacaTcaccacTalicallc---TeoacaciccEacTeTecEc oM coccecEacETACGAGGCRGAGCAGCCCATTGE TRAGINE T/l - — - — - — - —-—-—- - - — R e — — — = — = = - - - - - -ilEAGAGGTCCTTGGAGCTTAAATACTAAAIC- - TRETE - - - ATCERE CT THT T T[Nelehi el T - SENeISlNe - Alla SilC ThicINelsitkinelele CilG/IN~ NS IVl VY
1760437 +
droBipl|lscf7180000396543:223617~ clTcEac--Arcl i -~~~ —-——————————————m—— - eggyccATeN- - ——————- cecEracTcEerlaTcACEGACTACCAEG---TGGAGACHGCEACETGTGCEC G CGGCEGGCACETACGAGGCGAGCAGCCCAT TGGTGA G E T - — —— - — - - — - — — i —— = — — e — — = — = = = = = = = = = = - TAGAGGTCCTTGGAGTTCAAATCTTATAGT - — T T T - - — T TClgat CAT}A ceTricaificaccacgTccTEcTlTccTTTeccrEcallacaaaTGCCAR
[ [ [ [ [
223830 +
droKik1|scf7180000302610:279025- A CE o~ — CTCTGCC -~ =~ == —— oo N\ -—-—-—-- AN CEcANeTeACcAGARTACCAAG---TGGAGACEGGEAGT TG TGCTGGGclcRCEccilacE T AlicAGGCAGAGCAGCCA T TGO T GG Tl - — — - — - — - — - ACCATGACTAACCTCAC--Tjil- - - - - — - — - - EEEEEEEEE CTCC T TGA T CaR R et CTCGREEE BT CTHTG————————-—~ B F\C- - CCTTT- - - TT Tl T TGTACTINGSMCIG AT - [ FNA - Ajia i TiiGilelikliyelete TilG/SINAINC I Xels ALV
279246 -
droFicl|scf7180000453927:488193- ccrcec--frcg\cey----—--—-—-—- - - - GGTT[SGTINECEEEE cldecdracrcicallaTcaclcapjraccaac---TecalacEcdEacTeToclc iR CEcclaclTAllcAGGClicAGCAGCCCATEGG TCAG T/ Y eehgy - — - — - — - — - - ----ccallcacTTcAREEEEE et — — = = = = == === === ———— === — TACCCTATTAAGAAGTTCTTGCTTTAGCAAGTGATGTGTTTATCACTCAACHTC T ol T R FA\CAaBEGIT - - -BcIEEEA TiiT T C[Nele c CllCINE - Fa /A - Aliaslic ThiciNelshiiClelele TilG/F\A NCCIN-NTElele:V
488455 -
droElel|scf7180000491011:1038797- ceTclgac--Irclhi - -~ -~ - —-—=—=-————————————————— e -BXerclg--------- cllecErrdTcceallaTcacEcafiTaccallc- - - TeeallacliccaacdTeTocc NG GG cliTAllcAGGcRcaGcAllccigr T TR G T T G- - - - - - - —--- - - — - R B TERC AGAG TR el - — - — - — - —————————————— A R = - AT G A F\calNeER THEANTAJ CGCCHEIT T TUNIENGINe - [SNA F) A - AjiaShic TiiGITelikliyelele TG/ INC IV TeleIerV
1039007 -
droRhol|scf7180000779506:830440- ccrcac--rcEWely------—-- - - - - - - - - eelicEdrcle--------- 8GCleCINAISIelerNA TiRelNA ClFNTIINCICF VBT C[eF\ A E\G Tlefe cINE Cilelle Glele n - [eleiC A Shleleln [N i T eh:NelelotelerNeTehNa lele) N CfelelNe el Cli T A AG TG A T TG T AAGC T - T A e A T TS G Ne A - - B T A T A ACGT AT AG T R AGA T T2 e T e CGATTCATCHTGCTCl TR AT - chiINNicE- - - TciithifecaccrThicacqcalc Al ATiic T TleTccTTTocclirEcaAllacléaaTcecan
830697 -
droBialllscf7180000301760:1008564- cclgcec - ———— - —-————-——-——————————————- edicErcE------—-- cleldderrcTecealaTcaccactaccaldc---reeallaclccEacdTeToccciMcccEcccacTaccacaccaccacececaTiiceToAG TN - - - - - - — - —- - - LRiCNe - — - ——————— AGCCC--All- - — - — - - - - - EEEEEEEE T T G =S G T el A Alcac--c-Bhmcca---Tcifecifec accdrlecaccacc Al AT c TRcTldTccTTccclgrEc AllacBaaTcccan
1008772 -
—_—
GroTari[s<f7180000415151 ;08975-50111 R I I I T S B "2 00o IR ToACEO AT ACCAA BB o oPIP oG A GET O R R e TG g (BT AHOAGOCMOAGCAGC g T TGaTaAGTIEoR ———————————- - R e I I S T e
+
droEugl|lsc£7180000409277:377004~ S A S Gl T - — — G — - — - AGTTECAINEICHREEE cleecirrrccealaTcaclcaljraccanc---TecalaciiceaacTreTecfcc e cACEccRackTAlcAGGCRGAGCAGCCEAT TGC TGAGT/E THYSEN gy - — - - — - —— - - — - — R T D] — — — = = = = = = = = == === == — = T T R e CCAGTCATCTGCAGIT R e e ccETaARRIST - - - TT TR AR TINT T CINIREI NS - A [SA — AlA S C T NNlShllNelele Tl Gl A el CIVXilele ¥
377212 =
|dm3 lchrx:41718-41949 - | (S22 - - AC TS A S S~ CHI T C ——— N2 acTcRcARATdErcARTACCAR- - - TGGARACHGGEAGT TG TGC TG CEBCESAC TecRACHT AllGAGGCCAGC ATCHET TG TGACEIA T[N NTelSN - — - - ——- - - —— BT A TGGTTC- - Al - - - - - - — - |- T T 21.C C T2 A T 2 CC AT C G G C T G S e i 2 — ARCER- il Tia - - HectiicEcaceT T TECACHcARcAEA TR T rEr s T TcciyTEcARaclaaTGCCA|
ldrosim2|x:31616-31849 - | (B2 2E- - - A C T A S . LI T C i —— GGGAAINNEINCATNAINNE G G CIN TN V-XCEEEele\A [\G T/ele lNellNelyelehdele ~ - € G C AldiNele AN TN T Nelelele n/XelF A TS GliNelelielNe C AliT A A A CCAREEEEEE - — - B T ACCTGAGCATTC--All- - - - - - — - — - T T ACCTAAT A S e CCAGTCACT TGS CIE A e Apjclec=—ciimm A -~ fdccTiicEcaceTTrecAlc Alc AT i TfE T G TTelc i TEC Al caAATGCCAR|
droSec?2|scaffold 108:31566-31799 - ‘CECTCECET ——————————————————————————————————————————— GGGAAINNINSA TN INTE GG TN VRl a G T/ele GENeliehleleiele ~ - € C A/dilele A NS TIA T /eh-Nelelole A fXeleFNA T[Sl T GlENelelNINEC AT AR ACCAREEEEEEE - - — - BT ACCTGAGCATTC- -Afll- - - - — - — - — - BRI TTACCTAAT A S e CCAGTCACTHTGIIeC oA T ajiclc--cimriia - - -fdccThiclecaccTTTecAc Al c AT c IRt TG cTTlc ciiTlEcAllacaaaTGCCAR
ldrovak3|x:31600-31834 - | lccBecaacXyr R gr--------- - - - - - - eTE--------- GTGAAINNEINSA TN INTE cECINTINAT S VNEEEhIele A N T/efe GENe CilelielelNele ~ - € C A /Silele Al NS TV T/h:Nelelele AfNeleFNA T /sl T Gl CllelNINEC AT AR A CCAREEEEEEE - — - TAAGREATTGTTC- -Afl- - - - — - — - — - R AT AT T T A AT A e CTAT TCACCHTSCTClolia T ARCE- - cilmmrica--HectficacaceTTTECACHcARcAEA TR TiMiraTccTTEcccrEcARacEaaTcccan|
ldroEre2|scaffold 4644:26052-26286 - || lccBcaaciXeyr - ------ - - - - - - - _CeTfg--------- GeGEeciNEiT A A INE T/c/IN T T/SEVNEEEEi A A NS TE A GINE Cllelileleliele » - € Elehlele n ININUA T{FNelelele  Nele cA T[S T CllielellerNe CAliTA A A CCARREEEEE - - - B TATCRRATTGCCC- - Al - - - - — - - — - GTACCTAA TG e ——— GCATTCATCUTACT ClilA R ARCll-—ciXmicA-~ fshicThicEcaceT T TECcACHc Alc AT i TfE T G TTlllcccliTEc AllacldaaTGecan|
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_157:39403-39620
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_157:39403-39620
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_829.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:619469-619682
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_2422.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:10021222-10021477
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12932:1231700-1231843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:15049253-15049383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:4516559-4516793
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12929:1760225-1760437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396543:223617-223830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302610:279025-279246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453927:488193-488455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491011:1038797-1039007
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779506:830440-830697
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:1008564-1008772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415151:98975-99111
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409277:377004-377212
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:41718-41949
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:31616-31849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_108:31566-31799
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:31600-31834
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:26052-26286
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[View on UCSC Genome Browser {Cornell Mirror}]

dpe 1725 |scaffold_48:457766-457839 - | candidate-rescued || Mirtron |intron

Legend: mature star [(18] GBI BT T Tl _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 24 25 26 <@ | | |
Size Condition 457850 457800 457750
Genomic Position
Hairpin partition -#- Sense -# Antisense Mature
Hairpin partition Mature
dpe_1725_annot [-10.6]
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL20881-in]; CDS [Dper\GL20881-cds]; CDS [Dper\GL20881-cds]
No Repeatable elements found
mature star
1. dpe_94 scaffold 7:2801633-2801654 +
2. dpe 1725 scaffold 48:457818-457839 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V111 V057 V050 M021 V042
GAGGAACTGACCAAACTGAACTTCCTGGAGAGTCATAGCTCTGAATTTAAGTAAGCAAGAGATCGATCCATTCAGAGAGCTCCTTAACATCATCCTAATGTCGTTTCTCTCCTGTTAATTACAGTGTAACCCGCAACTACCTCGACTGGCTCACCTCGCTACCCTGGGGCGTCA female
Read # Hit |Total male head body head embryo embryo
Tkdkdokkokdkdkkkkkokdkokdkhkkkokkokdkkhkhdkkdkkdkdkddkrdkrdkkrkkr (((((CCCCCCCC CCCe e CCCCe o (e e e e e 1)) ))I))) D)) )) L)) ) i) ))) L Kk kkkkkkkkkkkkkkkkkkkhkkkkkhkkkkkkkkkkkkkkkkkk**** gjze Mismatch Count Norm Total body
.................................................. GTAAGCAAGAGATCGATCCATT ¢ & ¢ v et et e e et et et et et e ettt et e e e e et e e et et e e e e et e e et e e e e e e e et e e et 220 2 34.00 68 25 11 13 14 2 3
.................................................. GTAAGCAAGAGATCGATCCAT . ¢ e e et e ettt et e e e et e e e et e e a e et e e m e e e e et et e e et e e e e e e eeaeneeeaenenaeaenenneaenenaeaaa2l 0 2 13.50 27 7 8 7 4 0 1
.................................................. GTAAGCAAGAGATCGATCCA .+« e et et et ettt et et et et e e et et e e e e et e e et et e et e et e e e e e e e e e e e et 200 2 3.50 7 5 1 1 0 0 0
.................................................. GTAAGCAAGAGATCGATC - + ¢ e e e e e e e e e et e et e e e et e e m e et e e e e et e e m e et e e e e e e e a e e e e e e e e eeeeaeneaaeaeneaaeaeneaneaeneeaeaa. 18 0 2 2.50 5 0 0 0 0 5 0
................................................... TARGCARGAGATCGATCCATT . ¢ vt et ettt et e ettt et e e et e e e e et e e e e e e et e e et et e et e et e e et e ettt e e et ettt et 200 2 2.50 5 0 4 1 0 0 0
.................................................. GTAAGCAAGAGATCGATCC .+ « + t e e e e et e et et e e e e et e e e et e e e e e e e e m e et e e e e e e e e et e e e e e e s e e eaeneaeeaeneeaeaenenneaenenaeaaa 19 0 2 1.50 3 2 0 1 0 0 0
.................................................. GTAAGCAAGAGATCGATCCAT T . « . o .ottt ittt ettt ettt e ettt e et e e et e e e e e e e e et 231 2 1.50 3 0 1 0 0 2 0
.................................................. GTAAGCAAGAGATCGATCCATTCAGA . « « ¢ e e e e et e e e e et e e e e et e e e e e e e e e e et e e e e et e ea e e e e e e eaeneeeeaeneaeeaeneeeeaenenneaenenneaas26 O 1 1.00 1 0 0 0 0 1 0
............................... GTCATAGCT CTGAAT T AR . . . o oottt ettt et et e e e e e e e e e e e e e e e e e e e e e e 212 1 1.00 1 0 0 0 0 1 0
............. A CTGAACT TCCTGGAGAGT - ¢« ¢« e e e e e et e et e e e e e et e e et et e e a e et e e e e et e e e e et e e e e et e e e e et e e et et et ettt e e et et ettt 20 0 2 1.00 2 0 0 0 0 2 0
..................................................... AGCAAGAGATCGATCCATT .+« vt e et e te e ettt et et e e e e et et e e et e ettt et e et e e e et e e e e e e e e et 190 2 1.00 2 0 0 0 2 0 0
.................................................. Gl AAGCAAGAGATCGATE . - - -« ¢ ottt ittt ittt ettt e et et e et e e e e e e e ettt 192 5 1.00 5 3 2 0 0 0 0
............ N Nei e VN o il ofeLi e eV NP AN PN - BN 2 0.50 1 0 0 0 0 1 0
................................................... TAAGCARGAGATCGATCCAT ¢ ¢ vt et et ettt e e et et e e et et e e et et e e et et e e et et e e et et e et e e et te et ieeaeneaeaeneeaeae 20 0 2 0.50 1 0 1 0 0 0 0
...... CTGACCAAACTGAACTTCCTGGAGAGTC . « o et et e e e e et et et e et e e e e et e e e e et e et e et e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e et e e e e et e e e ettt e et e e e et 280 2 0.50 1 0 0 0 0 1 0
.................................................. GTAAGCAAGAGATCGATCC. - - ot ittt ettt ittt ettt ettt ettt ettt e e e et e et 20 1 2 0.50 1 0 0 0 1 0 0
............... CTGARACTTCCTGGAGAGTCA . + ¢ v e e et et et e et et et et et ettt et e et e e e e e e e e et e e ettt 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 200 2 0.50 1 0 0 0 0 1 0
.................................................. Gl AAGCAAGAGATC AT . - - o ¢ it ittt ittt ittt ettt e e e e e e, 181 2 0.50 1 0 1 0 0 0 0
............................................................................................................................................. TCGACTGGCTCACCTCGCTACCC. .. vvvv... 23 O 3 0.33 1 0 0 1 0 0 0
.................................................. Gl AAGCAAGAGAT COA T . - - - - ot vttt ettt ettt e et e e et et et et et e e e e e e e e e e et 20 3 14 0.07 1 1 0 0 0 0 0
Anti-sense strand reads
V057
CTCCTTGACTGGTTTGACTTGAAGGACCTCTCAGTATCGAGACTTAAATTCATTCGTTCTCTAGCTAGGTAAGTCTCTCGAGGAATTGTAGTAGGATTACAGCAAAGAGAGGACAATTAATGTCACATTGGGCGT TGATGGAGCTGACCGAGTGGAGCGATGGGACCCCGCAGT
Read # Hit Total head
R e e e 1) D))o )))D))) a D)) ) ) i) ) ) i) )) ) L Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|lscaffold 48:457716-457889 |ldpe 1725||GAGGAACTGACCAAACTGAACTTCCTGGAGAGTCATAGCTCTGAAT TTAAGTAAGCAA-=-—GAGATCGATCC——————=————-—————————————————______ AT-TCAGAG--AGC-TCCTTAACATCATCCTAATGTCG-—--—- TTTC-—--—-- TC——-——-——- TCCTGTTAATTACAGTGTAACCCGCAACTACCTCGACTGGCTCACCTCGCTACCCTGGGGCGTCA
dp5 XR_group8:7679266-7679439 |dps 3362 |GAGGAACTGECCAAACTGAACTTCCTGGAGAGTCATAGCTCTGAATT TAAGTAAGCAA-—~—GAGATCGATCC———————————————————————_—_________ AT-TCAGAG--AGC-TCCTTAACATCATCCTAATHTCG--—-- TTTC--——-—- TC--——————- TCCTGTTATTACAGTGTAACCCGCAACTACCTCGACTGGCTCACCTCGCTACCCTGGGGCGTCA
droWil2|lscf2 1100000004540:869876- calleaEcTeaccaractarfiTTeccTiGAGAGECAAGCTCINGAETTTAAGTAACI NS ACET CCATHIC - - — —[yelel- - - - - ——- - -ee---------- - ACT----CCCTR--—-—-—-————— R ----- --------- EcTeriSrTEcacTeTaclccecaacTaccTCoACTGGCTlgAaCC T TECCRA T GGGa o TRA
870033 +
drovir3|lscaffold 13049:13184480- callcalgcrcaccanfgirianfiTTciTcoallacTCAldaGC TClgcAAT T TAAGTEA G- - - ReNE AAAR TR TeiA T TAG TG THACE ccllaac AR TI G AcTGecTcAacc Tl Tlec cliTcGeGeaTCA
13184636 -
droMoj3|scaffold 6680:14177853- (| |crRcaldcTEaccanlTGAACTTCHTGGAGAGT CABAGCTCINGAET TTAAGT EAC{lolel Tol Tol Aol — — — — — — {ek feffep et Jol fol felidel- - —-——-—-— - AAG--C-TCTETR---—----—-—-————————— -GiiAARTAATAINA R reeTidr TR T TA G TeTiAClicGcaacTARc TlEGACTGGC THACC TCRE TECCliTGGGGCGTCA
14178018 +
droGri2|scaffold 15110:18623605- Tl TANT TiA Glec TiA Cllcclla AT AR TI G ACTGGCc TeAacc T TECc cliTGGeGCa THA
18623765 -
droAna3|scaffold 13337:17286842- BN TN - B - SR N S e T e T A AT TRRNAG TG TACCCGCAACTACCTCGACTGGC TlgaCcTCGeTlgccldTGaeaeaTeA
17287000 +
droBipl|lscf7180000396741:583178~- A2 -lcTaTTAATE- -EEcAAAREEIA AN - C CINENT TENITLT-N-Ne T[ole A [N-XChUNeIehic e Neldelelehi T/ NSl eleleli c ofe » ilelelelelelelie C
583336 +
droKikl1|[scf7180000302694:137355- || |cacGalgcTclgccanEcTiaacTTecTocacacTCAMAGCTCTGART TS AGT/EA K AR NG A A R - — — — — ——[ofel——————— — —fele - - — —— —— —— — - P NN N G A A Gl T O T A e — — — — V. Y\e— - — —— TI-———————— TCCTHTINARNIAGTGTAACCCGCAACTACCTCGACTGGCTCACATCEcTlecccTecaaaTlen
137515 -
droFicl|scf7180000453831:157478- GARGAJCTGACCARACTGAACTTCCTGGAGAGECARAGCTCTGAET TTAAGTAAGCLIA IS J\A B T TCCleiT T/gNe T A Gl8G TH{A CCCGCAARTACCTCGACTGGC THACCT CHC TECCCTGGGGCGTHA
157637 -
droElell|[scf7180000491249:6906338- callcaEcTcaccAAACTGAACTTCCTGGAAGECARAGCTCINGAE T T TAAGTAACI R TTohy SiA — ————— 8- ———————- CAT A e — TAG----TTCATR-----—-—-—-—-—-——————— S —AlAACTAATAIAREEEEE TR eAT TcAGTGTAACCCGCAACTACCTCGACTGGC TRACATCl8c THcclTceeceaThA
6906493 -
droRhol|scf7180000779964:53059~- GARGAlCTGACCARACTGAACTTCCTGGARAGECARAGCTCTGAETTTAAGT ARGl R Yot .\ i A B — — —— e} ———————- ACAT Gttt ~ AAT----TTCETR-—------————————————— R ACAACTAATAJNEEEEEEEE TCC TN/ dA G TGTAACCCGCAACTACCTCGACTGGCTCACHTCl8C TRcCRATGGGGCGTHA
53215 -
droBialllscf7180000302377:2005575- GAGGAECTGACCAAACTGAACT TCCTHGAAGECAAGCTCTGAET T TAAGTAAGCHIeh o e — — — ———[efe- - ——————- g E----—-—-—-—- AAT----TTCeR--—-——-———————————————— - Allsla cTAGCAICEEEEEEE CccTiTAfTTldcAGTGTAACCCGCARNTACCTCGACTGGCTCACHTCRTIEC CHTGGGGERGTHA
2005731 +
droTakl|scf7180000415276:125207~- GAGGACTGACCAAACTGAACTTHCTGGAGAGECARAGCTCRGARTTTAAGTAALY STl ) N i e — —————[ole-———————- GCATATCACATCATRE--H-2----TCINEl- - — - - —— - —— - ——————————__EEE -llaScTTAATANGEEEEEEEE TcCTTART TEcAGTGTACCCGCAANTACCTIGACTGGCTCACCT CRTECCHTGGGGCGTCA
125370 -
droEugl|{scf7180000409472:151090- calleaTiaccaracTGAACTTCCTGAIIAGTCATAGCTCTGAGTTTAAGT AR AT N N e — — ———— - CAT G —-Tila---- TATAGE--------—————————————_ AAAACTAATA|VCEEEEEEEE TCCININSANT THCAGEGTAACCCGHAANTACCTIGACTGGCTCACCT CC TECCHTGGGGCGTHA
151246 -
dm3 lchr31.:19603239-19603401 - | lcalcaacT@accanlgeTeaacTTCCcTGGAGAGTCATAGHT CRGAETTTAACT/EA RIS NI N A R A T —————- T TTTTGREEEE E-----in AAT----TTINJOR- - —-——————————— - — - — - — - - BT TN TN N (Tl Tel X Nek T Nt T THEN T TRRNAG TG TAACKCGCAANTACCTCGACTGGCTIACHT CcTACCHTGGGGCGTHA |
ldrosim2|[31:19253812-19253973 - lasi se2 |caReacrEaccancTeaacTTcliTccacacTCAAGHT CldcAETTTAACTEACHI T NC A - -~ ———— - - AAT----TTINoR- — - —-———————————————— - - BTN N S TN N Tl Tl T XL N el T TR T TRRNA G TGTAACICGCAAMTACCTCGACTGGC THACHTCl8cTACClTGGGGCGTCA |
droSec2|scaffold 29:306813-306974 GaealdcTldaccangcTGAACTTCHTGGAGAGT CARAGHT CEGAETTTAAGTIEAGHEYR T XS V.NA B A B — — —— - By --—-—--- T T T G e — — AAT--—-TTINGOR- — - ———— - ————————————— - BT T XS SN rleTel Telel J-Xot VO el T TN T THRENA G TG TAACICGCAANTACCTCGACTGGC THACHTCGCTACCHTGGGGCGTCA
|drovak3|31.:20940592-20940748 + I lcalcaldcTaccangereaacTrectieallacTeaaceT AT TTA A CTEACH AR S S A A - — — = === - TTT TG --AAT----TTINe@- - - - - —----—-—----—-—- - ITCCTTATANGEREEEE— THEIeRT TANT TRRNAGTGTAACIRAGEA AliTACCTCGACTGGC THACHTCl8C TACCHTGGGGCGTHA |
droEre2|scaffold 4784:19401752- callcaldcTiiaccanldcTcaacTTecTecaGAGTCARAGC TCBGARTTTAACTIEACK ARG A R A R — ————- T e --—-—-——-- --AAA----ATINJR- - - - - — - - B A A TTAATRIVGEEEEEEE Tl TANT ThliAGTGTAACICClAAliTACCTCGACTGGC THACH T ClSc TACCHTGGGGCGTHA
19401907 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_48:457716-457889
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_94.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:2801633-2801654
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1725.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_48:457818-457839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_48:457716-457889
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1725.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:7679266-7679439
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3362.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004540:869876-870033
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:13184480-13184636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:14177853-14178018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:18623605-18623765
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:17286842-17287000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396741:583178-583336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302694:137355-137515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453831:157478-157637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:6906338-6906493
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779964:53059-53215
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302377:2005575-2005731
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415276:125207-125370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409472:151090-151246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:19603239-19603401
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:19253812-19253973
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_862.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_29:306813-306974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:20940592-20940748
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:19401752-19401907

ID: Coordinate: Confidence: Class: Genomic Locale:
View on UCSC Genome Browser {Cornell Mirror}
dpe 330 scaffold 10:2584561-2584646 + | candidate-rescued | Testes-restricted || intergenic
Legend: mature star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dpe_324 scaffold 10:2581754-2581775 +
2. dpe_ 331 scaffold 10:2583602-2583623 +
3. dpe 330 scaffold 10:22584614-2584635 +
4. dpe 2513 scaffold 8585:1007-1028 +
5. dpe 327 scaffold 7193:795-816 +
6. dpe 2512 scaffold 9415:170-191 +
7. dpe_ 2511 scaffold 9415:890-911 +
8. dpe 332 scaffold 7821:713-734 +
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
V11i1l
GCAAGATATGAGTACTCCACAAATAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGTCCAGATTTTTTAAACGTTACTTTCCTTAACTCGTATCACAATTCTAGCCTGGCAATTTTGCTTGAAAAATACCTCCTTTTAGAACATTTTGAGATAAGCGCACAATTTTCAAGTGA female
Read # Hit |Total male body
*hkkhkkkkkkhkhkhkkhkhkkkkhkhkkkdkrkrr . O G G G o o (o (O G O (O (PR (i (N (S O G ))) oL I)) - )N INN))) e Fhkkkkkkhhkkkhkkhhkkkhkhkkkhkkkkhkk***k*x** gjze Mismatch Count Norm Total body
....................................................................................................... TAT CACA AT TC T AGC C T GG C A A . i i it e et et e et et et e et e oo asaseeeeeeaeessaseseeeesesseseenaneees 22 0 8 18.63 149 88 48
....................................................................................................... TATCACA AT TCTAGCC T GG A e & i e v et e e et e e teeaeeteesaeseeeneeneeneeneeneeneennenennaa 2l 0 8 14.38 115 62 38
....................................................................................................... TAT CACAAT TCTAGCCT GG e + e v v et e e e et e e et e et e tee st tee s eeee e eeeseeeaeenaeeananennanennaaa 19 0 8 6.00 48 29 14
....................................................................................................... TATCACAAT TCTAGCC T GG A . « v v ittt e ettt et e e teeteesaeseeeneeneeneeneeneeneeneenennnana 22 1 8 2.63 21 19 1
........................................................................................................ ATCACAATTCTAGCCTGGC A e + v e e e e et e e e e et ee et tee e steeeeeeeeeaeeeeaeeeeaeeenaneenanaaaa 20 0 8 1.00 8 0 8
....................................................................................................... TATCACAAT TCTAGCCT GG C . v v v e v et e e et e e e e teeteesaeeneeeneeneenseeneeneeneenaenannaaa 20 0 8 1.00 8 3 3
....................................................................................................... TATCACAAT TCTAGCCTGGC AR . « v vttt et et et e tee e tee e teeeeteeeeeeeeenaeeeneaennenennaa 23 1 8 1.00 8 6 2
....................................................................................................... TATCACAAT TCTAGCCT GG . « v vttt et et te e te e tteteeteeseesnesneeneeneeneeneneeenennnaea 2 1 8 0.88 7 5 1
....................................................................................................... TAT CACAAT TCTAGCC TGO . & v v vttt e et e e et e e e tee et tee s eeeeeteeeeeeeseneeeeneeeenanennaa 20 1 8 0.88 7 6 1
....................................................................................................... TATCACA AT TCTAGCC TG e « v v e ettt e e ettt e ettt et ee et tee ettt eee e eneneenaanannnaea 19 1 8 0.38 3 2 1
....................................................................................................... TATCACAAT TCTAGCC T GG AAT « « v v e e e e e et ee e e tee e tee e eeeeeeaeeeeeaeenaeeenaneenanennaaa 23 0 8 0.38 3 2 1
........................................................................................................ ATCACAAT TCTAGCC T GG AR . v v vt et ettt e s eeteeeaeenesaeeneeaeeeeeoeeaeeneeneeanenaana 2l 0 8 0.38 3 0 3
....................................................................................................... TATCACAAT TCTAGCCTGGCARE . « v v v v vttt et e e e tee e tee e eeee e teeeeeeesenaeeenaaeenanennaas 23 2 8 0.25 2 2 0
....................................................................................................... TATCACA AT TCTAGCC T Gt v e v e et et e e et e e teeaeeeeeeeeeneeeaeeneeneeeeeneeneeneenannaaa. 18 0 8 0.25 2 2 0
........................................................................................................ ATCACAATTCTAGCCTGG e v v v v e e e et e e e e e e et eee e taeeeeeeeeneeeenaeeeeaeeeeeeeenaneenanaaa 18 0 8 0.25 2 0 2
......................................................................................................... TCACAAT TCTAGCC T GG A . v v v e e e e et et ottt eeeeeteeaeeeeeneeneeaeeeeeaeenananenaaaaa 20 0 8 0.13 1 0 1
....................................................................................................... TATCACAAT TCTAGCCTGGCARRA . ¢« o vt ettt e e e e e tee e tee e teee e teeeeeeeeeaaeeenaeenanennenas 24 2 8 0.13 1 0 1
....................................................................................................... TATCACAAT TCTAGCCT GG AL . « v v et it ettt it ettt et ettt ettt ettt ettt st iteeneenennne. 22 1 8 0.13 1 1 0
....................................................................................................... TATCACAAT TCTAGCCT GG . « ¢ v v v vttt e et ee e e tee s eeee e eneeeeneeeoaeeenaeeeneeeennnennaeaa22 2 8 0.13 1 1 0
....................................................................................................... TATCACAAT TCTAGCCT GG e « v vttt it ettt ittt ettt ettt ettt ettt e e teeneenannnae. 2 1 8 0.13 1 0 1
....................................................................................................... TATCACAAT TCTAGCCTGGCARGA . « o vt vttt et et et ee et tee et tee e tee e eeeeeeaaeeeneeeenanennenas 24 2 8 0.13 1 1 0
....................................................................................................... TATCACAAT TCTAGCCT GG A . « v v vttt ettt it ettt et ettt ettt ettt teetee it eeeaeenannne. 22 1 8 0.13 1 1 0
....................................................................................................... TATCACAAT TCTAGCC T GG . .« ¢ v vttt it e et ee e e tee e etee e taeeeeaeeeeeeeeaaeeeneeennnnennaaa2l 2 8 0.13 1 0 1
....................................................................................................... TATCACAAT TCTAGCCT GG ARG A . .« . o ittt ettt it ettt teeteeteeeeeeneeeeeneeneeneenaenaenanaa 24 3 8 0.13 1 1 0
........................................................................................................... ACAAT TCTAGCC T GG AR .« v v et et e et et eetttee e taeeeeeeeaeeeeaeeeeaeeeeneeenneeenaaaa 18 0 8 0.13 1 0 0
....................................................................................................... T AT CACAAT TCTAGCC TG . & o ittt e et et e et e tee et tee s eeee e teeeeeaeseaaeeeaaaannanannaaa 20 2 9 0.11 1 0 1
....................................................................................................... TAT CACA AT TCTAGCC T GG . + ¢ v v v vttt e et et et ee e tee et tee e ettt taeeeiaeeeaanenneas 22 2 10 0.10 1 1 0
Anti-sense strand reads
M042
V057
CGTTCTATACTCATGAGGTGTTTATTACTAATTTACTTTTAATTCGTTTGTGAAGTTCAAATAATGGTCAGGTCTAAAAAATTTGCAATGAAAGGAATTGAGCATAGTGTTAAGATCGGACCGTTAAAACGAACTTTTTATGGAGGAAAATCTTGTAAAACTCTATTCGCGTGTTAAAAGTTCACT female
Read # Hit |Total head body
khkkhkkkkhkhhkkhkhkkhkhhhkkhhhkkkhhkhk e O G G P o G P G (O (O (P (o (O (S O G ))) oL I)) - )N ININ))) e *hkkkhkkkkkkhkkkkkkhkkkkkkhkkkkkk*k gjze|Mismatch|Count|Norm ||Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

O O O O O O O O O O O O O O O O o o o o o NN o =

drobPer2|scaffold 10:2584511- |dpe 330 |GCAAGATATGAGTACTCCACAAATAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGTCCAGATTTTTTAAACGTTACTTTCCTTAACTCGTATCACAATTCTAGCCTGGCAATTTTGCTTGAAAAATACCTCCTTTTAGAACATTTTGAGATAAGCGCACAATTTTCAAGTGA

2584696 +
dp5 4 _group4:3553695- dps 83 |GCAAGATATGAGTACTCCACAAETAATGATTAAATGAAAATTAAGCAAACACTTCAAGTTTATTACCAGTCCAGATTT/@TTAAACGTTACTTTCCTTAACTCGTATCACAETCTAGCCTGGCAAT TIITGCTTGAAAAATACRTCHTTTTAGAARNATT TBGANATAAGCGCACAAGTTTCAAGTGA
3553880 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2584511-2584696
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_324.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2581754-2581775
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_331.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2583602-2583623
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_330.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2584614-2584635
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2513.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_8585:1007-1028
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_327.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7193:795-816
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2512.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9415:170-191
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2511.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9415:890-911
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_332.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7821:713-734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2584511-2584696
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_330.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:3553695-3553880
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_83.html
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[View on UCSC Genome Browser {Cornell Mirror}]
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Flybase annnotation
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M042
M021 V042 V057
TCAAGTCCCTGGCCCGCAAGTACTCCACAAAGGCGATGGTCATCAAGATCAATGTGGACAAGTTCTTAGATCTGGTGGATCAATACAAGATCAAGAACATGCCCACATTTATCT TCCTACGGGGCACGACGCGCCTTGCCCGCTTCAGCGGCGCCGATGAGCA female
Read # Hit |Total body embryo embryo head
kkhkkkkkhkkkhkhkkkhkhkkkhkhkkkhkhkkkhkhkkkhkkkxk (( (( . (((((_ (((((((. ((_ ((((((_ (((((. ((( ______ ))) _))))))))))) _)) '))))))) _))))) ______ )) _)) L kkkkkkkkkkkkkkkkkkkkhkkhkkhkhkhkhkhkhkhkhkhkhd* gjze Mismatch Count Norm [Total
.................................................. AATGTGGACAAGTTCTTAGATCT . ¢ e v et ettt te e e et et et et e e et et e e et e e et et e et e ettt e e ettt ettt iaeneeenena 23 0 1 7.00 7 0 6 1 0
................................................... ATGTGGACAAGT TCTTAGATCT « « ¢ e e e e e e e et et e e et et e e e et e e et e e e e e e e e e e ta e e e e e e eaeneeaeneaaeaeneeaeneenenenneaanaa22 0 1 4.00 4 1 3 0 0
................................................ TCAATGTGGACAAGTTCTTAGA . « e v et et e et et e e et e e et e e et et e e et e e e e et e et e et et e ettt e ettt ettt e et 22 0 1 2.00 2 0 2 0 0
.......................................................................................... TCAAGAACATGCCCACATTTAT . ¢ o e e eeee e e te et eeeeeeaeneeacnenaeaeneeaenennes 22 O 1 2.00 2 2 0 0 0
......................................................................................... ATCAAGAACATGCCCACATTTA .t v vttt et et e e et ettt e ettt te e eaeeeeaenaenen. 22 0 1 1.00 1 1 0 0 0
..................................................... GTGGACAAGTTCTTAGATCTGG . « « ¢« ¢ e e e e e et e e et e e et et e e m e e e a e et e e a e e e et e e e e e eneaaeaeneeaeneaaeaenneaeneeaeas 22 0 1 1.00 1 1 0 0 0
......................................................................................... ATCAAGAACATGCCCACATTT + ¢ v e e te e et e te e et e et e et te e eeeeneeeeaeneeaen. 20 1 1.00 1 1 0 0 0
.................................................... TGTGGACAAGTTCTTAGATCTG « « e ¢ o e v et ettt e et et e e e te e et et ettt e e et e et e e et te e eneneeaeneeeenenaenenneaeaa22 0 1 1.00 1 1 0 0 0
......................................................................................... ATCAAGAACATGCCCACAT TTAR . ¢ .ttt ittt ettt ettt ettt e e e e e 23 1 1 1.00 1 0 0 1 0
.................................................. AATGTGGACAAGTTCTTAGATCH . - o ittt ettt it i ittt ittt et ittt ettt e et et ettt 23 1 1 1.00 1 0 1 0 0
.......................................................................................... TCAAGAACATGCCCACATTTAR . . Lo i i e e e ee e 22 1 1 1.00 1 1 0 0 0
.................................................. AATGTGGACAAGTTCTTAGATC . « ¢« e e e e e e ee e e e et e e e e e e et e e e e e et e e e e e ea e e e ee e e eaeeeeaeneeaeneeaeneneeaeneeaenenaea22 O 1 1.00 1 1 0 0 0
............................................................................... TCAATACAAGATCARGAAC . « . vt et e ettt e ettt et ettt et et e et te e teea e eeneaeneneeaen. 19 0 1 1.00 1 1 0 0 0
.................................................... TGTGGACAAGTTCTTAGATCTGG « & ¢ v v e e e e ee e et et e e et et et et e e et e e e e e ettt ettt e ettt te et ittt 23 0 1 1.00 1 1 0 0 0
........................................................................................... CARGAACATGCCCACATTTAT . + v et et e e ee et e e e e aeneeaenenaeaeneanenennenanae2l 0 1 1.00 1 1 0 0 0
.......................................................................................... TCAAGAACATGCCCACATT AT R . . .. ittt ittt ettt i i 24 2 1 1.00 1 1 0 0 0
....................................... TCATCAAGATCAATGTGGACA . + ¢ o e v et ettt e ea e et e e e e e et et e e e et e e e e e e e e e e e e e e e e e e e eeeaeneeaeneaaeaenneaeneeaenenaea2l 0 1 1.00 1 1 0 0 0
................................................ TCAATGTGGACAAGTTCTTAGAT « « ¢« e v e e e et et e e et e ettt e e et et e e et e e e e et e et e et e et e ettt e ettt et e 230 1 1.00 1 0 1 0 0
.................................................. AATGTGGACAAGTTCTTAGATC . « o ittt et it ittt e ittt ettt et e ettt e et e e et et e 231 1 1.00 1 0 1 0 0
................................................................................................................. TTCCTACGGGGCACGACGCGCCT w v v v e e eeeeeeeeaeneenen. 23 0 2 0.50 1 1 0 0 0
Anti-sense strand reads
M042
M021 V057 V042
AGTTCAGGGACCGGGCGTTCATGAGGTGTTTCCGCTACCAGTAGT TCTAGTTACACCTGTTCAAGAATCTAGACCACCTAGTTATGTTCTAGT TCTTGTACGEGGTGTAAATAGAAGGATGCCCCGTGCTGCGCGGAACGGGCGAAGTCGCCGCGGCTACTCGT female
Read # Hit |Total body embryo head embryo
e e N N N (A N N N N T D)D) e )).)) . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk***x 5jze Mismatch Count Norm Total
el i oFNeTeley Xol ol e]eTcle] ) i N AP 19 0 1 1.00 1 0 1 0 0
..................................................................................... GTTCTAGTTCTTGTACGGGTGT -« - « ¢« e e v e e e s e e easoaneaneoearoaansaaeaeareaensoaanaaaas22 0O 1 1.00 1 1 0 0 0
..................................................................................... GTTCTAGTTCTTGTACGGGTG . « v v v e e v et e et ee e e e e e e et e e ie e ieeneeenenaenena. 2l 0 1 1.00 1 1 0 0 0
| (ehiifor Neleley NoTo]eTeleTo]cx: i Numuu P 19 1 1 1.00 1 0 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
ldroper2|lscaffold 11:485775-485937 - |dpe 147|[TCAAGTCCCTGGCCCGCAAGTACTCCACAAAGGCGATGGTCATCAAGATCAATGTGGACAAGTTCTTAGATCTGGTGGATCAATACAAGATCARGAACATECCCACATTTATCTTCCTACGGGGCACGACGCGCCTTGCCCGCTTCAGCGGCGCCGATGAGCA |
laps |XL_groupla:3922811-3922973 - |dps 91 [[TCAAGTCCCTGGCCCGCAAGTACTCCACAAAGGCGATGGTCATCAAGATCAATGTGCACAAGTTCTTAGATCTGGTGGATCAATACAAGAHCARCAACATECCCACATTTATNCTTCCTACGGGGCACGACGCGCCTTGCCCGCTTCAGCGGCGCCGATGAGCA |
droWil2|lscf2 1100000004909:8002048- 2R clicTeeeccoeniitaAifec cldder acceagTGlT CATHAANA TCAATCTCCANAAINT TINTAA CAlC T/ G A A A T A~ A NETC elelslAle TindiGilAIRN TSI C A e TIN T NG ARE T Gliic A GRAE TiliNe T CSlele A IS T G
8002210 +
drovir3|scaffold 12928:3292529- TcaaIrccereeciecccpidracccaddancecoatoTiiaTcanXercarldeTEcac AT TN G AEC TG G TGGANAET AC A A Gl T{eeleAle AIC GG {ehlleelic A Alelelelsl\a T C GCAS TiiGEGlS A A A AINSH T T/eleleleleleler\C el NeleR
3292691 +
droMoj3|scaffold 6482:2461584- TeralXeci\c TecclEcccacTacgccaleaacoicENec T THAAGA THAATCTCCACHENT T ClINIGATHT GG T GG ALY T AC A A GlEH{eelceAle T [eile T TCRATENACINAC A LTIV NN VAT T clec col¥erc affic cilacllcaTcaGea
2461746 +
droGri2|scaffold 14853:2402374- Tcanrclec TN ciccifsritracldc caldedaallcca T TS TcAAcATAATETECACA AN NS cAldC Tl8Ic TG ALY Afd T A c A A Gl Il AR Al GliGilNeIelic A Allelelsl\a c c Gleaele A liGE GlSa A A ISk T{eleleleleloleler-Xidel Y T ok
2402536 +
droAna3|scaffold 13117:3988392- TCAAGTCCCTGGCRCGEAAITACTCCACAAGGCAETGGTCATCAAGATCAATGTGCACAAGT TCENICATCTGINcCAG Al A iNlele T CleleicAle clilicifeiiNe TiicAAleA A A TCcCAAAGIIGEGE GEA NS T ClelelelslelslelerXidel Xe
3988554 +
droBipl |lsc£7180000396383:390100- TCAAGTClcTGGClgcciracTACTCCACAAGGCOETGGTCYTCAACETCAATCTCCACAACT TN cAldcTcifdccAg Al T AildlelerClelecale Gilicc)felilileleliic A Aleh AJ\A TCGCAAGGIIGEGE GlEliliNe T c Glelelslelsleler\ I NE G
390262 -
droKikl |lsc£7180000302610:67155-67317 TcaaGlgcEcTececiicgracTaifeccliclraceeagrGGeTCTCARGET CEATCTCGCACAAGTIIENSGAIGNT GIX G G AEClede T A Cc A A G ldelsAle GICCiEliGISINSINGAAEA A A CCCldelen GIGIEGA T ClUENI NIl el UIerA G/
+
droFicl|lsc£7180000454045:321894- TCcAAGTCIcTGGCCiGgracTAac TClediclracccieTldc TRA TCAAGET CAASGTGGACAAGT TCAGEECT GifeG G AL/ T A C A AlNETC dlelsAle GilicGieilieeliT » A€ EINA CcCACHECIGEGR T C Gl T T e Tl NISNE G/
322056 +
droElel |sc£7180000491272:227420- TleaafdrccrececicgracracrcldacracecErceTCTCAAGATCEATGTCGCACAAGT TSNS CAIGNT GING G AEClede T A C A A GEHlelelsile ciiicciiTiiieajicalEaANA TCGCRET TIG/EHEA T C TINT T C T/l NNSAC/SE
227582 -
droRhol [lsc£7180000779588:245009- TleradrcldcTececiicgracTacTeccraccCETGGTIRYTCAAGATCEATGTGCACAEGT TN cAlC T GINccAE et AC A A GEHdelshle ciiiccieilifeajicaalEaAPNA TCCTRET CIGHETGC TIRNT TC T/HeA e G NTSINElE
245171 +
droBial |lsc£7180000301345:302252- tleracrclgcTececiicgaacTacTecaclanceeagreeTcrcancarclealderecacaacrrcdNecalEc ToiXdec e Ac A GlETdeldeAlE ciiiccliciileelic A alea 28\a cccceeciicEee c cleifile T Clelelelslelsleler\ /el Ne T
302414 -
droTakl |lsc£7180000415769:421271- TeaallrclecrececiicgancTacTcificarcecarEcTcrcancarcldarerecacaacTTcdNecAEc TN GG Al cHeT AC A A Gl TeldeAlE GG ciliccieilifelehic Anlea AFNA T co TS GilGIEee G C AT T C/Sfelelelele G/l NI NEley
421433 +
droEugl |lsc£7180000409182:131962- TaalXeci\c TeeecidcganidracTclaclarcocHEriNc TS T CAAGATIIEATCTGCACAACTTClENScAEC TS GG Al e T Ac A A GlET{eleleeAle Tl GlGIENSSIiC A AA AAGGATCGTE T GlIGIEINE G C ARG T Clelelelelele T /eF-Xidel-Nelor
132124 +
am3 llchrx:5206614-5206776 + | |rcaaBrcEcTeccclcanracTccaddanceccgrecrigdarcaacaTcEATCTCCACAARNT TCENECAEC TS cc A CdeTACA AT EESAR aALCGilLicifeiliT Tiiceccanila TccaSEs TiiGElele T ClelliiT G Cleleleloleleleler\C el -Nelor
ldrosim2||x:4855173-4855335 + I ||TCAAETcEcTGGCCEGEAAGTACTCCA@AAGGCGETGGTTCAAGATCEAGTGGACAAGTTCGAECTGEGGAECTACAAG GCGCIAG cjiiccifeiliTleliiclle ccaciiaTcccHelsleliclelels T cleifile ; Clelelelolelsleler\C el Neler

|er_S_e_C_2_“scaffold 4.1545842-1546004 - |

larovak3|[x:3259286-3259448 - [

AleAl EBcTeeacaacTTc@XecAECTAE ¥NelGliGCGCLG
|TCAA TclgcTececiicaaliTacTccacldrncGCRETGCTISTCAAGATCEATGTGGACAAGT TCGNGAE CTG-GGA~CTACAAG clelelene

droEreZ2|scaffold 4690:2561716-
2561878 +

i EAAGTACTCCA@AAGGCGAT.GTC.TCAAGATCEATGTGGACAAGTTCGA.CTGEGGAHC.TACAAGCTT.Tlc:GECACG|CT|Gcc.cTTC.CGGCGCCGA.GAGCA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_11:485775-485937
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_11:485775-485937
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_147.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:3922811-3922973
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:8002048-8002210
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:3292529-3292691
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6482:2461584-2461746
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:2402374-2402536
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:3988392-3988554
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396383:390100-390262
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302610:67155-67317
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454045:321894-322056
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491272:227420-227582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779588:245009-245171
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301345:302252-302414
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:421271-421433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409182:131962-132124
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:5206614-5206776
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4855173-4855335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:1545842-1546004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:3259286-3259448
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:2561716-2561878

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 589 |scaffold 1:7974342-7974397 + | confident-exception | Mirtron | intron

Legend: mature star (&3 iie1ed 1§11 Fd 11911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition Mature Star
Show Alternate Folds “
Flybase annnotation
intron [Dper\GL19545-in]; CDS [Dper\GL19545-cds]; CDS [Dper\GL19545-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V057 M021 V050 V042 V111l
AAGAGGACTGTTTTCGCACACAACAGCATATCGAATCGGAATATTGTTCAGTGAGTATTTTCCATAACCGT TGAAAGTCTGAAT TCTTATGGAGATTTACTCACAGCGATGCCAACATGCTCATTGAGTCCGTGCCGTTCACGTCTGTGGGTAAAC female
Read # Hit |Total head body | embryo head embryo male
**************************************************(((((((. (((((((((. . ((( ......... ))) . .))))))))) . .))))))) L okkkkkkkkkkkkkkkkkhkhkhkhkkhkkhkkkkkkkhkkkhkkkkkkkkkkkkkkkk gijze Mismatch |Count Norm Total body
.................................................................................... TCTTATGGAGATTTACTCACA . ¢ e v vt e ettt e e et e e e e ee et taeeeeaeeaeneene. 20 1 7.00 7 1 0 3 3 0 0
....................................................................... TGAAAGTCTGAATTCTTATGGAGATTT « -+« e e e e e e et et e et e e et te e et et e e taeneeaenaenaeaaneeaana 2] 0 1 6.00 6 5 1 0 0 0 0
....................................................................... TGAAAGTCTGAATTCTTATGGAGATT . « . e e e et et e et et e et et e et e et et e et te e te e eaeaenaeaana 26 0 1 5.00 5 4 0 0 0 0 1
.................................................................................... TCTTATGGAGATTTACTCACAG . « ¢« + e et ee et e e e e e e eneaaeneeaenaeneeaenneaenaa22 0 1 5.00 5 0 5 0 0 0 0
.................................................. GTGAGTATTTTCCATARCCGT « ¢ v e v v e e et ettt e e et e e et et e e e e e e e e e et e ettt et e et te et ee et e 2l 0 1 3.00 3 1 1 0 1 0 0
....................................................................... TGAAAGTCTGAATTCTTATGGAG - « « « ¢ v« e e e et et e ea e e ene e eneeaeaaeneeaeneeneaaeneaaenneaeeaa23 0 1 3.00 3 2 0 0 1 0 0
....................................................................... TGAAAGTCTGAATTCTTATGGAGAT « « ¢ v e e e e v et e et et et te e et e e e et ee et ee et taeeeaenaeneenenae 25 0 1 2.00 2 2 0 0 0 0 0
.............................................................................. CTGAATTCTTATGGAGATTTACTCACAG . « « e e o e e et e et e e eneeeneeaenaeneeaeneeaenneneeaaa 28 0 1 2.00 2 0 0 2 0 0 0
.................................................................................... TCTTATGGAGAT TTACTCACAGH . « . o ittt i i i et i e i e e 231 1 2.00 2 1 1 0 0 0 0
..................................................................................... CTTATGGAGATTTACTCACAGH. . .. oo i i i e ei e 22 1 1 2.00 2 1 0 0 1 0 0
..................................................................................... CTTATGGAGATTTACTCACAG . « e e v vt et ee et e e e e ee e ie e eta e eenenaeneeaen. 20 0 1 2.00 2 1 1 0 0 0 0
.................................................. GTGAGTATTTTCCATARACC . &« e e e e et e e e e et e e et e e et et e e e et et e e e e e et e et e et ea e taeeaeneeaanaeaenaenaenan.a 19 0 1 1.00 1 1 0 0 0 0 0
..................................................................................... CTTATGGAGAT TTACTCACAGH. ¢ ittt it i et i et i e e 221 1 1.00 1 0 1 0 0 0 0
.......................................................................... AAGTCTGAAT TCT TATGGAGATTTACT . ¢ & e e e et et et te e e ta e e e ee e aeneenenaeneeaenaeaanaaa 2] 0 1 1.00 1 0 1 0 0 0 0
........................................................................ GARAGTCTGAATTCTTATGGAGAT T .+« o et e e et et et e et et et et et e et te e te et e eeaeiaeneeaen. 25 0 1 1.00 1 1 0 0 0 0 0
e} NeTe) ok el il Lo e oYo) Vo).V J P 22 0 1 1.00 1 0 0 1 0 0 0
......................................................................... ARAGTCTGAATTCTTATGGA : ¢« ¢ e v e e et e e et e e et et et et e e et e ee e eee e etaeneeaenaaneeaaa. 20 0 1 1.00 1 0 0 1 0 0 0
.................................................................................... TCTTATGGAGATTTACTCACAGC .+« + e e ettt e te et e e e e ie et eeeeeeinenaenea 23 0 1 1.00 1 0 1 0 0 0 0
....................................................................... TGARAGTCTGAATTCTTATG ¢ + ¢« e v e e e te e et e et et e e e e e et e et e et e e e te et eaeeaeaenaena. 20 0 1 1.00 1 0 0 0 0 1 0
................................................................................... TTCTTATGGAGATTTACTCA .+t et ettt ee et e ea e e et et eeaeeenenaeneeaenaenenaes 20 0 1 1.00 1 1 0 0 0 0 0
.................................................................................... TCTTATGGAGATTTACTCA « « « e e e v e e e et et e te et et ee et ie et eneaenaenneaen. 19 0 1 1.00 1 0 0 0 1 0 0
.................................................. GTGAGTATTTTCCATARCCG . « ¢ e e v e e e e e e et e e et et e e e e e e e e e e ea e e eee e eaeeneeaeneeneaaeneeaenneaeenenneaanae20 0 1 1.00 1 0 0 0 0 1 0
....................................................................... TGAAAGTCTGAATTCTTATGGAGA « « « ¢ v e e e e et e et et e et e e et e et e e ee et te e teeneaenaenaeaen. 24 0 1 1.00 1 1 0 0 0 0 0
....................................................................... TGAAAGTCTGAATTCTTATGGAM. . o oot i i i i i i i i et i et e e e 23 1 1 1.00 1 1 0 0 0 0 0
.................... CAACAGCATATCGAATCGG . « ¢ o e v vttt e ettt e ettt e e e e e et e e e et e e e e e e e e e e e e e e e e e e e e e e et 201 1 1.00 1 0 0 1 0 0 0
.............. CGCACACAACAGCATATCGAATCGGE . « ¢« v ettt et ettt et et e e e e e e e e e et e e e e e e e e e e e e et e e e e e e e e e e e e e e e e 261 1 1.00 1 0 0 1 0 0 0
Anti-sense strand reads
TTCTCCTGACAAAAGCGTGTGTTGTCGTATAGCTTAGCCTTATAACAAGTCACTCATAAAAGGTATTGGCAACTTTCAGACTTAAGAATACCTCTAAATGAGTGTCGCTACGGTTGTACGAGTAACTCAGGCACGGCAAGTGCAGACACCCATTTG
Read # Hit Total
**************************************************(((((((_ (((((((((. . ((( _________ ))) . .))))))))) . .))))))) D okkkkkhkhkhkkkkkkkkhkhkhkhkhkhkhkhkhkkhkkkkkhkhkhkhkhkkkkkkkkkkkhkhkhkd* gjze Mismatch |/Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate iD Alignment
droPer?2||scaffold 1:7974292-7974447 |dpe 589 |AAGAGGACTGTTTTCGCACACAACAGCATATCGAATCGGAATAT TGT TCAGTGAG AT - o e T O G A A GG T T G A A G~ —— — = — — = — = = — = =~ = o = o - TCTGAATTC-—————————————————- T T AT GG A G — = = — = — = = — = = = — —m ATTTACTCACAGCGATGCCAACATGCTCATTGAGTCCGTGCCGTTCACGTCTGTGGGTAAAC
+
dp5 4_group3:6482807-6482962 + |dps 1595 |[AAGAGGACTGTTTTCGCACACAACAGCATATCGAATCGGAATATTGTTCAGTCAGTAT S - -SSSSSSSSSsSsssssEsssssssEssssosomEssmmEEsEEs TETCCATAACCE T T GA ARG —— —— = — = — = = — = = — = — = — = TCTGAATTC-—————————————————- T T AT GG A G— — = = — = — = = — = = — = — - ATTTACTCACAGCGATGCCAACATGCTCATTGAGTCCGTGCCGTTCACGTCTGTGGGTAAAC
droWil2|lscf2 1100000004521:4668422- aniNeGEBcEcT T TG CldcAfia Al A TARClEAATCClAA T T TR T TCABH MG TN - === e e —-———— - - - TGTGCC - - - e e e & TCT-------BEAAAAGGAGTCT TAAT TACHTINA T C R e e e e e e ATTTRRITHACAGCGATGCCAAMATGCTHATTGAGECRGTRcCcldT ThAcliTClec TliGGTAAAC
4668579 -
drovVir3|scaffold 12963:2360541- ERZERIRN) [V~ Clele 8l a Bl il T C[S GISENSENATINC T GIFAG/S CLYNNSIE CINXFNii A A ISIN L A el T TCAA A T A G T T T T TAG T S e ettt 2. A Al — = = = = = = = = = = — TATGATCGAT TAA TG ] — — = === == == === === ——— == e - — - R e e BC TESNTIACAGRGATGCCAARATGCTIEATTGAGECCGTRCCRT TeACRT G TRGSAAAN
2360695 -
droMoj3|lscaffold 6500:27609007- = — e T G- e e e e e thicTifecaciicaTceccaraTciIrEaTreacEcciitic it TeaciTcldc TiGGEA A AR
27609165 -
droGri2|lscaffold 15252:2049290- = = - - - - e e [EToRAT T TR TRECAGEGA T GClA AA T GC TIEA TRGAGECCGTGCCGTTCROMTCTGTIGGTARAR
2049454 -
droAna3|scaffold 12916:4317236- == R aTi¥SicTcfllacccaTcccancaTeeTeaTEoalIrclcTeecrreaciItclecTeccldralgc
4317404 -
droBipl|lscf7180000396737:463692- == = — e e EekiaTi¥NicTeaAliAGcGaTGecAACATGCTCATGARTClecTecceTTCAcTClgcToacdarac
463854 +
droKik1|lsc£7180000302677:369726— BN alechiAGCCARGCCAACATGCTCATTGAGTCCGTGCCMT TCHCGTCEGTGGCAAAC
369933 +
droFicl|scf7180000454111:621009- e cEcacacccaldcccariaTceTcAaTTGARTCEGTGCcoT TiACE T CldcTGacEaAlEC
621066 +
droElel|scf7180000490644:378755- BrrEackcacacicarceccancarceTaTGARTCEGTGC T TACHTCldcTGeGEARAC
378815 -
droRhol|lsc£7180000779170:60678- BrrraclcacaciicalcccaacarceTaTTcaRTCEcTeccoTTiACHTCEcTGecEAAEC
60738 +
droBialllsc£7180000302422:1964195-
1964270 -
droTakl|lsc£7180000415871:65518- BrreackcacaciicadcccancarcTaTdc AR TCEGTGCceTTHACHTCldcTGGGEARAC
65578 -
droEugl|sc£f7180000407253:566302— BrrfacrcacacccarcecaacaTcyraTTGARTCGTGCCcGTTCACHTCEGTRGGEAAAC
566362 +
dm3 llchr2r:11131713-11131936 + | |2acEcBaccrrTTeccacaaalAEcETHT coarTcoda ARG Tic ABTEAGT A === o= s o oo s s s s s s s s s e s s s s —————— - - A A T G- - - e C G WCTGAATTY-----——-———————————- G GEEGEGTTGGTTC T T TAAAAGAATAGTCTGGC T TGC T T T TAGT T TAAATCTATATGC TGGA TGl BTN LN STV U L IehiA T T TARSCACAGC GASGCcaACATGRTEATTGART CBeTGCcaTTHACHT CBGTGGCEA A
ldrosim2|21:10789926-10790144 + lasi 19703|aacBcacBeTrrTcccAcA A ARARcETTccAATCEAAETRAGTRCABTCAGT AR -~ === == === - —-———— - - AR TG - - - - T C N T TGAR A GGGAGT T T AG T it~ — — — — — — — i i o TTAGTTTAAATCTAAATACTGGATGGTGAATATATACTAAGATTGGTATTTTAATCCAAT TCTNMINNC N NI NN G Ne ThicI el e T /el sleh b TiNe Tile ek etete CLY:V:X]
droSec2|scaffold 3:6533093-6533306 INNeClen NS CEilliiletele I TINA I C S Tieel Niele CEVA C Gl A i G el e e G A S —-——————- A AR TG- - - e e By T - — - — — - - e e —————— - - T TTTTTTAAGTATAGTCR e TTTTAGTTTAAATCTAAATGCTGGATGGTGAATATATACTAAGATTGGTAT TTTAATCCAATTC T/ NUELUNSIC/SFNCNEISIER /I VNINle Tji NG A el T/hlelelelellii TN T [fel lielele CI V-V
+
ldrovak3|2n:7528167-7528208 + I ErrraciiacacccarcccaacarcirfgarrealrcfEsTecceTTeaclrcEeToccEAAAC]
droEre2|scaffold 4929:14311774- TIRTIRAAGGGGT
14311861 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:7974292-7974447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:7974292-7974447
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_589.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:6482807-6482962
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1595.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:4668422-4668579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:2360541-2360695
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_10140.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:27609007-27609165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:2049290-2049454
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:4317236-4317404
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396737:463692-463854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302677:369726-369933
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454111:621009-621066
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490644:378755-378815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779170:60678-60738
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:1964195-1964270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415871:65518-65578
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407253:566302-566362
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:11131713-11131936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:10789926-10790144
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_19703.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:6533093-6533306
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:7528167-7528228
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:14311774-14311861

ID:

dpe_

Coordinate:

759 |scaffold 14:222447-222518 - || confident-exception | Mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star |63 =0 (BTl 11 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition -# Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL14648-in]; CDS [Dper\GL14648-cds]; CDS [Dper\GL14648-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
M021 V050 V057 v042
ATGCAAATATTTTCAAAATGTGGGCATTTTATGCGCAAAATTGCTATCAGGTAAGGGCCTACACATATTTCTTTATAGTATTTGTGTAAAATACATAATTAATATGTGTTAATCCCTAACAGATATATTGATATTGTTGCCGGACTGGCCGTCACCGCAAAGGGTCACATTG female
Read # Hit |Total body |embryo head head embryo
**************************************************((. ((((. .. (((((((((. .. ((((' (((((( ..... )))))))))) . .))))))))) ... .)))) .)) . .************************************************** size Mismatch Count Norm Total
.................................................. GTAAGGGCC T ACAC AT AT T T C T T e+« e e e e e e e e e e e e e e et e e e et e e e e et e e e et e e et e e e e ettt ettt e et et e et ettt e i e 23 00 1 6.00 6 2 3 0 1 0
.................................................... AAGGGCCTACAC AT AT T T C T T T A T AG T « o e v e e e e e e e e e e e e e ee e e e aee e et eee s aaeeeesaeeeeeeeeeeeeeeeeeaeeeeeeeeeeaeeeeeaeeeennanennnaaaaa2] 0 1 2.00 2 0 2 0 0 0
.................................................. GTAAGGGCC T ACAC AT AT T T C T T T e & e v 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 et ee e et eee et ee et tae e s st s st ettt e st ssnaaaanna 24 0 1 2.00 2 1 0 0 1 0
................................................................................................... TAATATGTGT TAATCCCTARACAG e « e e e e et ee e e teee e seaee s seaeessaaeeasnaaaannanaaaa 23 0 1 2.00 2 2 0 0 0 0
.................................................................................................. TTAATATGTGT TARATCCCTAACA . & v et e et et e ttee et ttee e eeeeeeeaneeeenaaeennnneanaaa 23 0 1 2.00 2 0 0 1 1 0
.................................................................................................... AATATGTGT TAATCCCTARC A . o i v et i e e et teee s eteeesenaeeseaaaeeeaaneennanennaa.a 2 0 1 2.00 2 0 0 0 0 2
................................................................................................ AAT TAATATGT G T TAATCCC Tt vt e e e e e e et ee e et ee e et tee e teee s eeeeeataeaannanaaa 2 0 1 1.00 1 1 0 0 0 0
..................................................................................................... ATATGTGT TAATCCCTAACAGE . « v ittt e ittt e ettt ee e e et e et e eeeesaaannen 22 1 1 1.00 1 0 0 1 0 0
.................................................. GTAAGGGCCTACACAT AT T T CT T T A TAG e « v e e v e e e e e e e e e e e et e e e e e e e e e eee e et eee e teee e eteeeeeeeeeeeeeeeeeaeeeeeeeeeeneeeeenaeeenna 28 0 1 1.00 1 1 0 0 0 0
......................................................................... AT AG T AT T TG TG T AR R AT & o e e e e e e e e e e e e e ee e e e aee s teeeeseaeeeseeeeeeeeeeeeseeeeeaeeeeaneaeennnennaaa 19 0 1 1.00 1 0 0 0 1 0
................................................... TAAGGGCCTACACAT AT TTC T TTA ¢ & e e e e e e e e e e e e e e e e e e et e e e e e e e e et e e ettt e e ettt ettt e ettt e st ettt s i e s 24 0 1 1.00 1 1 0 0 0 0
......................................................................... TATAGT AT T TG TG T AR AR T AC AT AR T T . v v v e e e et e e e e e e ee e e e aee e e taee et eaee e saeeeeeaeeeseaaeeesaaaeeanaennaa 27 0 1 1.00 1 0 0 1 0 0
................................................... T AR GGG C T ACAC A T AT T T C T T e+ v« e e e et e e e e e e e e e e e e e et e e e e et e e e e ee e e eee e e tee e e teee e teee e eteeeeeeeeeeeeaeeeinaaeennaneaa 22 0 1 1.00 1 1 0 0 0 0
......................................................... CCTACAC AT AT T T C T T T AT AG T« + « « e e e e e e e e e e e e e e e e e e e e ae e e et ee e e teee e eeee e eeeeeeeeeeeeeeeeeeeeeeeeaeeeiaaaeeanannaa 22 0 1 1.00 1 1 0 0 0 0
.................................................. VN e e e ot ok 107V 07X 1N L 1= NN 1 1.00 1 1 0 0 0 0
................................................................................................... TAATATGTGT TAATCCCTARCAGE . « v v vttt ettt teee e teeeeeenaeeeenaeeeennanennnnaans 24 1 1 1.00 1 1 0 0 0 0
.................................................................................................. TTAATATGTGT TARATCCCTAAC . « v vt e ettt e e e tee et teee e e teee s eeeeeessaaeeinnnaenaaa 22 0 1 1.00 1 0 0 1 0 0
................................................................................................... TAATATGTGT TAATCCCTARCA . + v v e e e e et ee e teee e eaee e seaeeeseaaeaanaaaannanaaaa22 0 1 1.00 1 0 0 0 0 1
.......... Rl VNN el e e el - o1 R R 3 0.33 1 0 0 0 0 1
Anti-sense strand reads
TACGTTTATAAAAGTTTTACACCCGTAAAATACGCGTTTTAACGATAGTCCATTCCCGGATGTGTATAAAGAAATATCATAAACACATTTTATGTATTAATTATACACAATTAGGGATTGTCTATATAACTATAACAACGGCCTGACCGGCAGTGGCGTTTCCCAGTGTAAC
Read # Hit Total
dekdekdokdok ok dkkkkkhkhkdkdkdkkdkok ko kkhkdkdkdkdkdk (L ((( (... (CCCCCCCCe oo (OO (.. ... 1)IIIIIDID) o )ID)D)))) i u))) ) L)) L S kkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k* gjze Mismatch Count Norm Total

No data available in table

Show Alignment With Reads “

Re-alignment of all predicted orthologs

Species

Coordinate

ID

Alignment

ldroper2|scaffold 14:222397-222568 -|dpe 759 |ATGCAAATATTTTCAAAATGTGGGCATTTTATGCGCAAAATTGCTATCAGGTAAGGGCC

CCTAACAGATATATTGATATTGTTGCCGGACTGGCCGTCACCGCAAAGGGTCACATTG

dp5 XL grouple:10778413- dps 2791|ATGCAEATATTTTCAAAATGTGGECATTTTATGCGCAAAATTGCATIAGETAAGGGCC CCTAARCAGATATATTGATATTGTTGCCGGACTGGCCGTCACCGCAAAGGGTCACATTG
10778584 -

droWil2|lscf2 1100000004909:8283636- ATGCAEATETTTTCMAAATGTGGICATTTTATGCCHARAATTGCEATCAGETAACHCEC pckEiAG A TATATTGATATI G TG ClGolc TGl TcacocaacaailcacaTTs
8283795 -

drovir3|scaffold 12726:1033945- dvi 1867||ATGCAAATETTTTCAAATGEGGICATTTTATGCGIARAATTGCRAT CAGGTARGHGHE CH TG TATAT TGATA TG T TGClEGGHC TGGCHGTCACCGCAAGGGTCACATTG
1034131 -

droMoj3|lscaffold 6473:9128895- ATGCARATTTETCldA AT GldcccaTTTTATGCGRARAATTGCl A THA GET[echGCY A ACE T ATATTGATATTGTTGClEGGHCTGGCHG TR CliGCldAAGGGcACATTG
9129080 +

droGri2|scaffold 14853:5466268- ATGCAGATETTTTCBAAATGTGGHCABTTTATGCGCAAAATTGCRATCAGCTIECYEC LCTIeCAGA TATATTGATATGTTGCGGEIC TGGCHGTIACCGCAAGGGTCACATTG
5466436 -

droAna3|lscaffold 13248:3479812— ATGCAgATETTrCldar8rcoToccalgrTTATGCGCcAAEATRGCEATCACETAlCCNNE cEATCCTTCTATATGTTTGTGTCCTCCATECT T \EGINACINECIACINI CleliGleleleleler Tilelels e Nelelels CL¥V:\elele » FNFXiCE
3479982 -

droBipl|scf7180000396431:788686- ATGCAEATET TR CEArdTcdcchcaTTTATGCGCAAGATTGCEATAGETAAGCI YR —— - — - ————————— _iGCCAAA VAT TGTCCATCTCCOAACCTTCTATATTCTTGTCTTGTGTATECT T/ CININCINENSINCINI C Il G/ » N ielels T SO Nelelele C :VNEelelciioI N N C e
788850 +

droKikl|lscf7180000302344:1432665- aTGCalgaTAaTTTTClMAAATClGGcAldTTTATGCGCAA AT GCaTCAGETEAGEREC - - - - - AJ i - ETAREEEE TC-—————————————— SR ANAGA TATATRGARATTGTTGCHGGACTGGCGTCACCGCEAAGGGEcACATTG
1432863 +

droFicl|scf7180000453829:1036147- ATGCAEATET TR CAndTCdcccAlSTTTATGCGCAAGA TN G ClA THA GG TIEAGHE Y [T CACE T AA T TGATAT[SG T TGCEGGARTGGCHGTCACEGCARAGGGCACATHG
1036336 +

droElel|lsc£7180000491006:2592959- LEyleleCAGA TAA TcATATEC TR\ G CldccaliTcaclicTeacEccaacaeclgcacaTls
2593057 +

droRhol|lsc£7180000763611:51556— TR A TIT TT THAAAATEY, LETeleCAGA TAA TcATAT/EC T\ CldccafiTcaclicTeacEcciia AllcclgcacaTle
51666 —

droBialllscf7180000301760:5024855~ TAARNA CLNECACA TABA TRGATA TG TIEGClEGGACTGGCHGTCACCGCHAAGGGTCACATG
5024943 +

droTakl|lscf7180000415211:143319- CiiTldeCACA TABATTGARA TG TG ClEccyTeccclcTHACEGClaAGGGTCAA TG
143417 +

droEugl|scf7180000409032:907681- ATGCAEATETTTCAAETCcclcATTTATGCGCANEATTGCEATCAGETAALREEEN e T
907767 -

|dm3 llchrx:9063969-9064141 + | |arccaaar@rrrrcEaarcEeccaAfrTraTecac A A A TG C TATH A GG T AR GG - — — = = - ——m o m oo oo A T A --- - A AAAACTAAACAAT TGGGGAAATAAGT TAATAACACAA A - - ——— - ---—----—-—————————--Fca----[F B----—--- TC—m—m——m—mmm o ISRCAG A T A TTcATATEG TlEc CllccliT seclicTeaclecliAAGGGTCACAT TG|

ldrosim2|x:8610135-8610304 + | |arccaaar@rTEircaarcEcccafrTrarecaca A TG C TATCAGG T AR - — - - - - - ——mm oo oo B2 T A T 22 2 2 T — — —— ————-——- : TC-—————————m—m—mm IRl CAGA TARA T TGATAT/EG T TGCHG G TGGCGTCACAGCARAGGGTCACATEG

erSec2|Q(*;1FF01d_?4'47?47'3—4??'394 +| A AAATEOTTETCeAAET G NC Ao A WAGHUEA i AGGTAALNY:N

ldroYak3|[x:12252637-12252920 -

AT ATCA CAG@Z@EATIGATATEGTTGCEQQETGGCEGTCAcniG(‘AAAGGG'T‘(‘A(‘A'T‘
||ATGCAAATT TTCEAAET GGG‘CATTTATGCGCAAATGCEAT ONE UV VA TATAATTTTCATGACATGTACATCTAAAAACTAAATGAAGTTGTTAACCTTTTAAAATCTGAGGGAAGTTTATTAATAGATGAATTTTAAATTGTTGTTGAAAGGCATGTCTAAGAATAGGC A TAGTAATTAATAC EQCAGTA ATTGATATEGTTGCEGG TGGCCGTCAC‘GCEAAGGGCACAT%\I

droEre?2

scaffold 4690:6053676-

6053901 —

ATGCARATET T TCAAETCfdcciicaldrTTAaTcCcocArEaTccEaTCAGETAR - — - — - - - AT A A AT AT AT e GTAATTAGAREEE T TAGCAAGGCGGTAT T TAATGATATATGTACAT TCAAGAAAAAA = = — = — = — ] C e ClT TR GTAATCACCATTTGCGAAA NN AN - — - —- - —-—-—-—-————— - -[la - - - -FErEEEE s TC-————m————m—m—m— IRTEACAGA TAr TTeATAT/C TTGClgc ol TGGClcTCACccliaAGeGcacATG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_14:222397-222568
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_14:222397-222568
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_759.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:10778413-10778584
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_2791.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:8283636-8283795
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12726:1033945-1034131
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_1867.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:9128895-9129080
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:5466268-5466436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:3479812-3479982
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396431:788686-788850
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302344:1432665-1432863
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453829:1036147-1036336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491006:2592959-2593057
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000763611:51556-51666
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:5024855-5024943
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415211:143319-143417
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409032:907681-907767
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:9063969-9064141
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:8610135-8610304
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_34:423425-423594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:12252637-12252920
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:6053676-6053901

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 322 scaffold 1:1709259-1709346 + | candidate-rescued | Canonical miRNA |intergenic

Legend: mature star mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation

40
0.8
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|

Total Reads
20
|
Fraction
0.4
|
Total Reads

10

0.2

phyloP LRT conservation scores
0

1,709,200 1,709,250 1,709,300 1,709,350 1,709,400
Genomic Position 21 o0 23 I | | I |
Size Condition 1,709,200 1,709,250 1,709,300 1,709,350 1,709,400
Genomic Position

0.0
|

Hairpin partition -#- Sense -#- Antisense Mature

Hairpin partition Mature

dpe_322_annot [-36.0]

Show Alternate Folds‘

Flybase annnotation
intergenic
No Repeatable elements found

Sense Strand Reads

rhide 3p reads H 7show mid mismatch reads H

M042
V057 V050 M021 (v042 (V111
TCTTGTTAACAGCTTTTGCTTTTTTGTTTACCTCACTCGCAATTTGTCTGTACTTAAAACCATTTGTTCGTTTTTATTGTTCTTATTGTGT TTATTATTATTGCATTTTTAATGACGAACTGATGGTTTAAAGTACAAGCAAAGTGCAAGTTTCACCTTTTTCGAAATTGCCAATTATTATGAAAATA female
Read # Hit |Total head head body |embryo embryo male
ok ok ok ko ke ke ke ke ke sk sk dksk sk sk ke ke (L (O COCCC OO COOOOOC OO0 000 e et L ))))-22)))2)0)))))):))0)0)0))))2)))))))))))) L)) L)) L cEEERRRR Rk kR kkkkkkkkkkkkkkkkkkkk k% size Mismatch Count Norm Total body
.................................................. BN O N O @ 2t 1 L 1 2 0 1 31.00 31 6 7 14 1 2 1
.................................................. BN O 2 N O @ 2t 1 G 2 0 1 7.00 7 4 0

.................................................. SENCAMEA ANV NG IEAINCIEANME s & 5 5 6 0 6 0 0000600000 0000000000000000000000000000000000000000000000008000000800000080000000000003000000000000000000000 0|2 0 1 1.00 1 0 0 1 0 0 0

o

Anti-sense strand reads

v1ill
AGAACAATTGTCGAAAACGAAAAAACAAATGGAGTGAGCGTTAAACAGACATGAATTTTGGTAAACAAGCAAAAATAACAAGAATAACACAAATAATAATAACGTAAAAATTACTGCTTGACTACCAAATTTCATGTTCGTTTCACGTTCAAAGTGGAAAAAGCTTTAACGGTTAATAATACTTTTAT
Read | # Hit |Total male

jaliafiafioliohofofofoiolloliollolloflofioRioliolaloleloliofioliololololiololololelell S8 AP O O P G G O O G O O O S G O O O O O O O S L L O O 1 Y S R 1)))--20))2)))))))2))))))))-)))))))-))))).))) L)) . ERRRRRRR R R Rk Rk Rk k kK Kk kA XXk *kkkkk*k* size Mismatch Count Norm Total body

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

|droPer2”scaffold_l :1709209-1709396 +!!dpe_322 ||T ————— CTTGTTAACAGCTTT-TGCT--—-=-===————— TTTTTG-—-—--— TTTACCTCAC--TCGC—————-— AATTTGTCTGTACTTAAAACCATTTG-TTCGTTT-———-—-- TTATTGTTCTTA-TTGTGTTTATT--AT--TAT---T-G--CAT-—-—-——————-———————————————— T--TTTAATGACGAACTGATGGTT--TAAAGTACAAGCAAAGTGCA-—————- AGTTTCA-—————————m - - o

CCT--TTTTCGAAATTGCCAATTATT-—-—=——=——————————————————— ATGAAAATA——l

|dp5 ”4_qroup3:23437l—234558 + ”dps_243 ”T ————— CTTGTTAACAGCTTT-TGCT-——-=-———————— TTTTTG-—-—-—— TTTACCTCAC--TCGC—————— AATTTGTCTGTACTTAAAACCATTTG-TTCGTTT———-—-—- TTATTGTTCTTA-TTGTGTTTATT--AT--TAT---T-G--CAT----—--—-—-—-——————————————— T--TTTAATGACGAACTGATGGTT--TAAAGTACAAGCAAAGTGCA-——-———— AGTTTCA-—-———=7————— "~~~ —~ -~~~ ———— T T ——————

CCT--TTTTCGAAATTGCCAATTATT--———————————————————————— ATGAAAATA—%

droWil2|scf2 1100000004521:12231584-
12231847 -

droVir3|scaffold 12723:4015059- dvi 23304
4015324 +

droMoj3|scaffold 6500:14710021~
14710198 -

droGriZ|scaffold 15252:3644378-
3644525 -

droAna3|scaffold 12916:13774631~- dan 4040
13774831 -

droBipl|scf7180000396535:738654~-
738840 -

droKikl|scf7180000302677:189885~-
190085 +

droFicl|scf7180000454144:360272~-
360465 -

droElel|scf7180000491186:2985986-
2986176 -

droRhol|scf7180000779234:260078-
260265 +

droBial|scf7180000301468:35129-35329

droTakl|scf7180000415667:579347~
579537 +

droEugl|scf7180000409554:4977650~ T————- CTTGTTAACAGCTTT-TGCT-—--——--———~ TTT - ———— TTTACCTCAlg--Tlcc------ bRy T TTGElc T CecAAEAlicA TSN -[STceiN T T - - - - - TEATTGTTETEA-TTGTGT T&INT - - ATRE TR T - - - I -pA T - - ————— - - T--TTTANECECGAECEATGGTE- - ThAEcNEcAldccAr AR N N A Gl T TCA- — - - - -
4977841 +

dm3 lchr21,:9935027-9935218 - T--—-- CTTGTTAACAGCTTT-TGCT-—-—-—-——-—- TTTTTR----- TTTACCTCAlg--Tcc------ ATTTGECc TCHaNINeAEACCAT/dIN-rceTTT---- - - TEATTGTTETEA-TTGTGT T/RgAT - - AT - - TAT-— - Thgd—-A TR - - — - — - - - T--TTTAAEGACGAECRYeTGGTlE- -Menci¥ecaldccarncEilc Al - FA G T TCA- — - - - -
. Al A

BcE--rrrrcflaaaTTGCCAATTART-— -~ - - ----cINIE

ldrosim2|21:9633178-9633370 - I |lT----- CTTGTTAACAGCTTT-TGCT-———--———---— TTTTTRR----TTTACCTCAg--TEcC------ BaTTTcEcTHEcNeARAcCATN-FrceTTT-—- - - - ArarreTTErAA-TTGTGT TRRIAT - -AT--TAT-— - TR - -ATHR - ————————————— - T--TTTAAEGACCAECEETCCTE- -FaecNecAEccArAcEc AR - T A G T T CA -~~~ — oo oo

BcE--rrrrclaaaTTGCCAATTART- - - - - - ----ci¥Ie

ldrosec2|scaffold 3:5381854-5382047 - e ——— CTTGTTAACAGCTTT-TGCT-—-—-—-—-——— TTTTThRy—--TTTACCTCAlg--Tlgcc------ paTTTccToecNealdaccATS-HrceTTT- - —-- BrATTGTTETA-TTGTGT TopgT - -AT—-TAT- - - TRy A TR - - - - - - - - T--TTTAAEGACGAECHMETCGTE - -deciNecafccanaccc Algeer - BA G T TCA— - — -~ — -

cE--TTTTCAAAT TGCCAATTART— - — -~ -~ ——— oo ----cISACIE

droYak3|2L:12625727-12625915 - T————- CTTGTTAACAGCTTT-TGCT-—--——--——~—~ TT TR ———— TTTACCTCAlg--Tlgcc------ ppirTTcldc ToecaAldaccaTg-HrceTTT- - - - TeaTTGTTETRA-TTGTGTTgAT--AT--TAT-—-T-j--WA TN - - - - - - - T--TTTAAEGACGAECRATGGTE- - TiNdecEecAldccaracdcc Algdee-BA G T TCA— - — -~ - - - - oo

Bce--TrTTcAAATTGCCAATTART— - — -~ -~ — - - - - - GINACIS

droEre2|lscaffold 4929:10555277- T————- CTTGTTAACAGCTTT-TGCT-—-——-——-——- TTT - ———— TTTACCTCAlg--Tlcc------ bRy T TTGEcTCecaAlEaccAT/aSN-[STCCTTT- - - - - TEATTGTTETEA-TTGTGT TRgAT - -AT--TAg-—-T-f--pA T - - - - - T--TTTARRNGACGAECENATGGTE- - Tileec Tlec AldccanficEchadee-FA G T TCA- — - - — - m o
10555465 -

CE--TTTTCGAAATTGCCAATTART-——————— - - — o= - - - - GINACIGE
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:1709209-1709396
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:1709209-1709396
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_322.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:234371-234558
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_243.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:12231584-12231847
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12723:4015059-4015324
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_23304.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:14710021-14710198
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:3644378-3644525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:13774631-13774831
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4040.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396535:738654-738840
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302677:189885-190085
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454144:360272-360465
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491186:2985986-2986176
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779234:260078-260265
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301468:35129-35329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415667:579347-579537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:4977650-4977841
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:9935027-9935218
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:9633178-9633370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:5381854-5382047
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:12625727-12625915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:10555277-10555465
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dpe 1020 |scaffold 2:1816151-1816211 + |candidate-rescued |Mirtron |intron

Legend: mature Star [t BRI d a0 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 [Dper\GL11168-in]; CDS [Dper\GL11168-cds]; CDS [Dper\GL11168-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
V050 v057 MO021 V1iil
AGCCAGCGTCAACCAAAGCCATCATGCGACGCCGCCCACCAGCAATGAGCGTAAGTTTTTTGCTGCATTTTCTCCAAGCTCGTGCAACGTCATTGATTTTCTTTTGAGCAGCTGTCTGCGAGGACTACGTTCTTCATGTGCATATGCCGAACAAAAGTTTC female
Read # Hit |Total head head body | embryo male
dhkkkkhkkhkhkkhkhkhhkkhkkhkhkhhkhhkhkhkkhkhhkkhkhkhhkhhkkhkhkhkkkkhxx COCCCe e e e e ((( (CCCoa))) e e ))) e )))) ) hhkkkkkhkhkkkkkhkkhkkkkkhkkhkkkkkhkkkkkkkkkkkkkkkkkk**k*** gjze Mismatch Count Norm Total body
....................................................................................... COTCATTGAT T T TCT T T TGAGCAG . v v v ettt te e te e teste st see st eaeeneeeeeneeneea 24 0 1 14.00 14 5 5 3 1 0
........................................................................................ GTCAT TGAT T T TC T T T TGAGCAG . « v v e o e et e te s teeteeseeeeeseeeneeseeeaeeneenannaaaa23 0 1 6.00 6 4 1 1 0 0
...................................................................................... ACGTCAT TGAT T T TC T T T TGAGCAG e « v v v et et ettt e eeseeseeeeesaeeaeeneenseeneeneeneaaa 25 0 1 2.00 2 1 1 0 0 0
....................................................................................... COTCAT TGAT T T TC T T T TGAGC A . & v e e et e e e e ettt te ettt ettt et eieteaeeneea 23 0 1 1.00 1 0 0 1 0 0
.................... y i)\ eTe]e7-Ne] el o] o1 ] 01! 67X o] o2 N O 1 1.00 1 0 0 0 0 1
Anti-sense strand reads
V1i1i1l
TCGGTCGCAGTTGGTTTCGGTAGTACGCTGCGGCGGGTGGTCGTTACTCGCATTCAAAAAACGACGTAAAAGAGGTTCGAGCACGTTGCAGTAACTAAAAGAAAACTCGTCGACAGACGCTCCTGATGCAAGAAGTACACGTATACGGCTTGTTTTCAAAG
Read # Hit |Total male

khkhkhkhkhkhkhkhkkkkkkhkkkkhkkhkkhkhkhkhkhkhkhkhkhkhkkkkkkkhkkhkkhkkhkkhkhkhkhkhkhkhkkkkkkx*kx

c(CCocad)Pooo

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

)))) ) Rk kkkkkkhkhkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkk**k*k*k*** gjze Mismatch Count Norm Total body

ldroper2|lscaffold 2:1816101-1816261 +|dpe 1020 |AGCCAGCGTC------------ AACCAAAGC---CATCATGCGACGCCGCCCACCAGCAATGAGCGTAAGTTTT--———— TTG-CT-GCATTT---—- TCTCC——-—————————————- AA--——————— GCTC--G-—--- TG---CAA=-CGTCAT-T-—-GAT-—--- T---TTCT--TTTG---—- AGCAGCTGTCTGCGAGGACTACGTTCTTCATGTGCATATGCCGAACAAAAGTTTC |
EEE |3:1639101-1639261 + ldps_945 |acccaceGTe------------ AACCAAAGC---CATCATGCGACGCCGCCCACCAGCAATGAGCGTAAGTTTT--———— TTG-CT-GCATTT-—-—- TCTCC————————————————- AR--——————— GCTC--G-—--- TG---CAA=-CGTCAT-T---GAT-—--- T---TTCT--TTTG---—- AGCAGCTGTCTGCGAGGACTACGTTCTTCATGTGCATATGCCGAACAAAAGTTTC |
droWil2|lscf2 1100000004514:1283679- GCCAGEGACCAAAGMCAGECGECECCEGCAATGAEGTAGETT —————— CATETIEEIS TiiA R T - —-—-—-—-—-—-—-- --------- - -WTEEATTAT TATEEEIGVEET TC T/ NS A N\CEEEEE WTTEC-TAREIIGATEEEEE ppicacieINTldccaceacTaAcTRcTlcATG TR cATATGCClMAACAR/EAGT T TR
1283849 -
drovir3|scaffold 12875:11833059- AchcAN - -—----—-—-- - - - INN- - - AGCGINNEH - - - - - -[efSleleleln TIGGINAINNile c A T/EIUNNEliA c AREEEE - -ccgrlde----- ¥\ f--—--—---—--—--—--—-—- B------- BN\ -c-—---- TR TN T T A A - [ Gt C/AC TRttt T TRl G T A GG T EEEE apgiaccEN TN GA GAlTACGTTCTTCATGTRCAATGCCIAACAAEAGT T TH
11833208 +
droMoj3|lscaffold 6496:15028016- GCG A G- — - AACCAAAGCI N C ARG cc LA NEA c A A TG ARG TAA G TIREY- — - — - - A TR TGAAT-- - - AARTGAA NG T — B AAACATAAL R A R B TLY e Al A A B TNA TR T TR AN T Gl TR apfiacc@leNc Tflic e afiTaAficTTcTTCAlG TR CATATGCCINAACAR/EAGT T TR
15028174 -
droGri2|scaffold 15245:11681558- acEcallchm------------ e C AL YTl \a T C 2 R - C C G A NEAGCAATGAGHG TAAG TR T - - - - - - TR - GOy - LY C Ty - - — - — - - - - —————- GG--EEAACATTTTTINAREATEERE - - BEETG TR TAA - [EAREEAINITTGCACEEE - il - AATIIENEA AAATC T TENE[SC CATIC A ST T/ Gl C/hNNENElT N -Nelele C/ VNV C/ Nl Liye
11681718 +
droAna3|scaffold 13266:1940695- A Gl - ——————-——- - - - - - - —-AGT@NARC- - - - - -[JSIeIIIINIENELe IR\ C TN GINElilA GGAG T TCTGG TR TIIEG - - - - CCTCTCEAATTTTCAGAT TTTCCCCREIVCEEEE - - A e A AR A CEE ¢ CCACIIE GAT T - CAREEEE Tie-RArcT--drrfe----- pecaccercicealcrdracer@iTcareTeealaTcccldaacanfgacldrTc
1940860 +
droBipl|lscf7180000396730:2926943- A Gl ———————————- - - - - - - - - -AGTafEic - - - - - -[lleIlI NI Nele i NSTC TlelNGINeNA GeAGTTC TG TR Tiie A - — - - GCTGTCEAATTTCCAGATTTTCCCCREGIEEEEE — - — A e A A N IV e cCO TR GAT T - [\A T Tife-ArcT--Frrfe----- pecaccdrciccrldcalgracet@tldcaTcTocalgaTcecaacanlgacrTc
2927108 +
droKikl|[scf7180000302471:1581974- AGCCAGCGEC------------ aldccaln NG CINCCRREEE  cc G CCACCNAATGAGHG TEAGT/E TlE - — - —- - AGARAIEIESCAGCREREE THgNe—— ——————————————~— Alg-----—--—-—- BcTc--G----- e GATINTERE TCAN-FcEEE A/ NiEEEE ICTGIIC TR CIGVC R Lelcaciegiecsiccaceagraic T TldcalcTeliaTaTGCcccaacanfgaGETTC
1582135 -
droFicl|scf7180000454039:613684- AGCCAGCHE—-—--—-—---- ey Xehn AL\ (ST > C C GC CCACHAINAA A TGAGHGTEAGT TTT- - —- - - GOl T CT - - - —-CCRAR - 6 - — TR B ---E¥Nccre--[-—- -\ --Raa--cljriaT-I\- -\l - - G T - C i CiliiT R ppicAcENiTCdecAGGARTACE AT cAldcTGcaTATGCCGAACAREAGHT T
613831 -
droElel|scf7180000491201:1770649- AGCCAGCI———--—-—---- ity by C AL\ (SRt 5 C C GC CCACHAINAAATGAGHG TEAGT TTT- - —- - - Gl T - - - - CCRTCG AT - B GG- -BEGCCATCGCAINSEEA CEEEEA BN A YENe T Gl Nl G R T ClEEE - TTHT--TTTfg----- pcaciYercdccacealgracr@itEcadeTccaTaTcccGaACARAAGETTH
1770804 -
droRhol|scf7180000780066:321261- AGCCAGCm--—--------- iy Xk C ALNCCREE - c c G cCACANAATGAGHG TEAGTTTT- - —- - Gl T Tels- - - - C TR T CGlele - B GG- -BEATCATCTTAC/HEEIA B AREEAINATATACAINCEARESAC - FEEEE B---rEr--ErT----- bpicaciiNeTcldccacerldTaclmTcAldcTccaTATGCCcGAACAREACMdTTC
321413 +
droBial|scf7180000302143:2798240- AGCCAGCHI—------—---- i ek C AL\ CCRRE 5 C c GC CCACHANNAATGAGHG TEAGT T T - - —- - - CAEBTGTCE- - - -EEEE N - - - -EXgeirCc--G-—--- IR TRV e T GA - I GEER AT\ TGACACEEE - I - lCEIl AN CEEEEE SiaciENiTcdcoacergTACE AT cAdeTGecaTATGCCGAACAREAGYTTC
2798388 -
droTakl|scf7180000415379:181556- AGCCAGCI———-——-—-—-- ey YehnC AL\ - C c GC CCACHANAAATGAGHGTEAGT T Tl8- - —- - - Al A TG - - - - CCC T C e - - B GAT TG TN TR A B c TR A NGRS A TA AN - B - FEE - - cTCGARNEEE - it cERtlkic EEEEs pecacNiTcdccacealgTaCE T cAdeTccaTATGCCGAACAAEAGHTTH
181704 -
droEugl|[scf7180000409474:2632373- AGCCAGCH-——-—-—-—--- iy YehiC ALNC SRR\ c cccCACHANA A TGAGHGTEAGTTTT - - - - - - GGTRSINTCT - - - - Merfjc-—-—-———————————- Enbgy- - - -ieleciNelc - - - - — (& - -f\an—-cfy¥NaT-fe- - TNa/N-—— - e -\ - - 1fe----- AlXcaciENiTcicoaceagraifer@TdcalcTccaTaTGCccoaACAREACETTC
2632522 +
|dm3 lchr2or:15323935-15324087 - | RS CE - - Dty Yol A\ ccccccacia®aaTcAGRcTEAG T TRIT - — - - - - GeCAiTEc- - - - CCpCC A Tl S - rc--N-- -7 - -Maa--cf¥ar-[E-- - - Tg-Arir- -y - - - FecachrMc riccaceAgrafer@ATEcAfcTccaTATGCcGAACANEAGETTC |
ldrosim2|l2r:15975683-15975833 - | l2ccc B ----------- T Nz C A1 S - .G C CCACIAINAA A TGACRG TIEAG T TRAT - - - - - - G TSI TIele - - — — CCl I /Ol B----FEaEeCc--A- -t - -Maa--cig¥ar-E- - el iiCTRAITIIENC cCl— EecacTERcTdccaccrgraAlfgrERATEcAcTccaTATGCCGAACARBAGETTC |
droSec2|lscaffold 1:12839940-12840091 AGCCAlCh--—-—-—-—--- - - — - — - —--AGT@afEic - - - - - [l NI TN~ AL VNN NE A Sl Nk A T e TR TIele- - - - CCRlcCClelilA S - - B CACCACACEE AR B A Ve T A /NS GEEEAI A FEEE IicTRANRTIEECCCCREEE [FelcacitNc Tlccaceagr e T Tldc Al TccaTATGCCGAACAREACETTC
ldrovak3|2r:13852461-13852600 + | [ - - - —— Iy Ny C AP\ [ c cGcccacCAMAAATGAGR G TRAG T TRAT - — - - - ACANGITER- - - -cCEAN-G - - - Al -ee- - - BT C- -~ - - — - TR - -INea - - cfINNA Tile- - PN Nele - - BN iy - - Terfe- - - lecacciACT/dccAceAET AT TEICATGTGCATATGCCGAACAARAGEITTH |
droEre2|scaffold 4845:9522588- acccaleciam--—--------- ity XetC AL\ (SRR 5 C C GCCCACCANMAATGAGRG TEAGT TIIT - - —- - - GCARITIES - - - -CcCEAR - §- - - R B------- eecleciXeaY- - - -- AR ARV EEe T A /N A EENE T A TC G - BT AR IS G CIlCEEEEE ecacciYgcTldceacerlgracr@ATEcAdeTccaTaTccccaacAREAGHTTH
9522735 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:1816101-1816261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:1816101-1816261
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1020.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:1639101-1639261
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_945.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:1283679-1283849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:11833059-11833208
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:15028016-15028174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:11681558-11681718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1940695-1940860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2926943-2927108
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:1581974-1582135
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454039:613684-613831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:1770649-1770804
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780066:321261-321413
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:2798240-2798388
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415379:181556-181704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:2632373-2632522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:15323935-15324087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:15975683-15975833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:12839940-12840091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:13852461-13852609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:9522588-9522735

ID: Coordinate:

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 321 |scaffold 28:1015951-1016007 - | candidate | Canonical miRNA | intergenic

Legend: mature Star mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity
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Genomic Position 20 21 22 23 24 25 26 27 28 29 | I | I
Size Condition 1016050 1016000 1015950 1015900
Genomic Position
Hairpin partition -#- Sense -# Antisense Mature
Hairpin partition Mature
dpe_321_annot [-27.4]
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M042
V057 V050 M021 V111 v042
GAAACTGGCCCAAGAATTTTCACCAAATGGAAAAGTTGTTAAAGAATTGGCAGAGTTGCCAACAGCGT TCGTTGGCGAGCAAACGTCCGCCTCGGCAACTCTCGCACAACACACACAAACAGAGAGCCACACTACTCGCTCGTTCGCTCACTCACTC female
Read # Hit |Total body head head embryo male embryo
khkkkkkkkkkkhkhhkhhhhhhhhhhhhhhhhhhhrk ((((((((((((((_._ . ((('_ (((( ________ )))) __))) . '_))))))))) ')) .))) _____________ khkkkkkhkkkhkkkhkkkhkkkhkkkkkkkkkkkkkkkkkkkkkk gjze Mismatch Count/ Norm Total body
..................................................................................... TCCGCCTCGGCARCTCTCGCA ¢ e e e et e ee e e et e e e et e e et teea e eeeaenenaeaen 2l 0 1 19.00 19 10 4 3 0 2 0
..................................................................................... TCCGCCTCGGCARCTCTCGCAC . ¢ e e vt ete et e e en et ie e eneeataeneneeaeaeneeaea 22 0 1 5.00 5 1 0 2 1 1 0
..................................................................................... TCCGCCTCGGCAACTCTCGCACH. « . vttt it i i i e e e e e i e e 231 1 3.00 3 0 1 0 2 0 0
..................................................................................... TCCGCCTCGGCAACTCTCGCAR. oottt i i i it e i e e e i e 22 1 1 1.00 1 0 0 1 0 0 0
................................................................................... CGTCCGCCTCGGCARCTCTCG + v v v e e et e te e e e et e e et e et e et ieeaeneeaeneneea.n 2l 0 1 1.00 1 0 1 0 0 0 0
....................................................................... TTGGCGAGCAAACGTCCGCCTCGGCAACT + ¢« v v e v e et et e eaete e et et e eaeenetatneeaenaenaennenaea29 0 1 1.00 1 0 1 0 0 0 0
....................................................................... TTGGCGAGCAAACGTCCGCCTCGGCARC . « + v e e et et et e e et e e et ettt ee e et teea e eaeaenenneaenen. 28 0 1 1.00 1 0 0 1 0 0 0
..................................................................................... TCCGCCTCGGCARCTCTCGC 1 v v e e et et et e et te e ettt ie et eeen e 20 0 1 1.00 1 1 0 0 0 0 0
..................................................................................... TCCGCCTCGGCAACTCTCO. « - - o vttt ittt ittt e e et et eeeieeena 21 2 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M042
V057
CTTTGACCGGGTTCTTAAAAGTGGTTTACCTTTTCAACAATTTCTTAACCGTCTCAACGGTTGTCGCAAGCAACCGCTCGTTTGCAGGCGGAGCCGTTGAGAGCGTGTTGTGTGTGTTTGTCTCTCGGTGTGATGAGCGAGCAAGCGAGTGAGTGAG female
Read # Hit Total head body
L I UL LI IIUUUIWUIWY s s s 00000 0 O GO G G G O G G G G G O P o (O QY (N (O (P I)))))) e DMIM)))) ) ))) e Fhkkkkkkkkkhkkkkkkhkkkxkkkkkkxkk***x gjze Mismatch Count Norm Total
................................................................................... GCAGGCGGAGCCGTTGAGAG - « « + t e e e e et eeta et e e ene e aeneneeaeneneaaeaenenaeaes 20 0 1 1.00 1 0
.................................................................................. TGCAGGCGGAGCCGTTGAGA . « « e e e e vt eteeae e e e teteeneaeeaeneneeeeaeneaneaea. 20 0 1 1.00 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
droPer2|scaffold 28:1015901-1016057|dpe 321(G-------- ARACTGGCCC--—--— AAGAATTTTCACCA-AA-————- TGGAAAAGTTGTTA-AAGA-ATTG-———-- GCAGAGTTGCCAACAGC--—-—- GTTCGT--————————— TGG-———=—=———————————————— C-GAGCAAACGICCGCCTCGGCAACTCTCGCACAACACACACAAACAGAGAGCCACAC-———————————————————————— TACTCGCTCGTTCGC T CAC T — = — = = = = = = = — o o o o CACTC
dp5 XL groupla:2578828-2578984 |ldps 79 [G-------- ARACTGGCCC--—--- AAGAATTTTCACCA-AA-————- TGGAAAAGTTGTTA-AAGA-ATTG-—-—-- GCAGAGTTGCCAACAGC--—--- GTTCGT--—-——-——-- TGG-——=—=—=——=————————————— C-GAGCAAACGICCGCCTCGGCAACTCTCGCACAACACACACAAACAGAGAGCCACAC-—~————=——=—————————————— TACTCGCTCGTTCGC T CAC T m = — = — == === == =~ — = —m o CACTC
droWil2|scf2 1100000004909:6990724-
6990921 +
droVir3|scaffold 13042:4560291-
4560437 +
droMoj3|scaffold 6473:9897532—-
9897584 +
droGriZ2|lscaffold 14830:1986574-
1986594 -
droAna3|scaffold 12929:1900959- | [G-------- AAACTGGCClg------ EreraTTTTCACARE
1901107 -
droBipl|lscf7180000396543:360976- G--—-—-—- AAACTGGCCfg------ ErEaaTTTTCACEARE
361067 -
droKik1|sc£7180000302610:173064- e AAACTGGCClg------ EreaarTTTCACEA-RlE--—--- BGGAAAAGTTGTA-AAGA-ATTG------ GCAGAGTTGCCAACARC
173171 -
droFicl|scf7180000454072:3020305- G-—-—-—-—- AAACTRNGCClg------ EreaaTTTTCACA-AE----—- BGGAAAAGTTGTEA-AAGA-ATT/8-—---- GCAGAGTTGCCAACARE
3020368 -
droElel||sc£7180000491001:1419514~ e AAACTGGCClg------ EreraTTTTCACE R -2E------ EcGraraRTTGTEA-ARGA-ATTG-—---- GCAGAGTTGCCAACHEE
1419619 -
droRhol|scf7180000777610:9933-10036 G-—-—-—-- AAACTGGCClg------ ErdaarTTTCAC R -2fg------ BGGAAAAGTTGT@A-AAGA-ATTG--—--- GCAGAGTTGCCAACHENN
ke
droBial|lscf7180000301760:4511987— e AAACTGGCClg------ EreaaTTTTCACA-2E------ BGGAAAAGTTC/8A-AAGA-ATTG-——-—- GCAGAGTTGCCAECARR
4512059 -
droTakl||scf7180000415211:33860- e AAACTGGCClg------ EreraTTTTCAC R -28----—- EGGAAAAGTTG8A-ARGA-ATTG-—--—- GCAGAGTTGCCAACARC-—-—-- GeTCGT
33951 +
droEugl|scf7180000409182:450421- e AAACTGGCClg------ ErcaaTTTTCACA-AE------ EGGAAAAGTTC/8A-AAGA-ATTG-——-—- GCAGHGTTGCCAACARC------ GlecGT
450501 -
|dm3 llchrx:1906919-1906977 - | l-------- AAACTGGCINg------ EmAETTTTCACHA-[EE------ BccArAAGTTINI®A-AAGA-ATTG-~~~~~ GCAGAGETGCCA . — — —— - —————-]
ldrosim2|jx:1748762-1748820 - | lG-------- AAACTGGCINE---—--- e ErTTTCACHA-E------ EccArAAGTTCEEA-AAGA-ATTG--——-— GCAGAGTTGCCA - ———— - ---—--]

droSec2|scaffold 10:1692193-1692251 G---—-—-- AAACTGGCIYg------ T TTTCACHA-[de------ BGGAAAAGTTC/eA-AAGA-ATTG-—---- GCAGAGTTGCCA - ----- - - ———-]

droYak3|X:6419800-6419881 + R AAACTGGCClg------ CreadrrTrcACkA-HE------ EccaanraldrTC/deA-AAGA-ATTG-—---- GCAGAGTTGCCARCAMC------ EridcT

droEre2|scaffold 4644:1877612- G---—-—-- AAACTGGCCfg------ ErerErTTTCcACkA-[de------ BGGAAAAGT TC/8A-AAGA-ATTG-—-—~- cilacagTTeccapcaA®------ chlitele G|
1877690 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_28:1015901-1016057
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_28:1015901-1016057
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_321.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:2578828-2578984
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_79.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:6990724-6990921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:4560291-4560437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:9897532-9897584
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:1986574-1986594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12929:1900959-1901107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396543:360976-361067
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302610:173064-173171
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:3020305-3020368
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491001:1419514-1419619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777610:9933-10036
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:4511987-4512059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415211:33860-33951
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409182:450421-450501
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:1906919-1906977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:1748762-1748820
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:1692193-1692251
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:6419800-6419881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:1877612-1877690

1ID:

dpe_

Coordinate:

1866 |scaffold 6:270392-270463 - |candidate-rescued || Mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star [i it bl Rl g a0 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
dpe_1866_annot [-12.3]
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL12297-in]; CDS [Dper\GL12297-cds]; CDS [Dper\GL12297-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M042
V111 M021 V057 V042
ATCCCACCTACTCGTTCCGAGAACTGGTCGAGCAGGCTATTCTGCAAGTGGTAAGTGTGTGGAGATAGTCGCGACAGTGGGTTCCGTTCCGCTTGATTTATCACTCT TTATCACTCTTACAGGAAGGTGCCTTTGCCATTGCCGTGAAGTCCAAACACTTCCCCGGAGAGTG female
Read # Hit |Total male embryo body |head embryo
Je e e ok ok e ek ok ke ok ek ok sk ok ok ek ok ke sk ke ek ke ke ((((( (. (e e o (e )))) e e Y)Y e hokokokokokokokokokokokokokokokokokokokkokokkokkokkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k******* 5jze Mismatch Count Norm Total body
.................................................. GTARAGTGTGTGGAGATAGT « « + ¢ v v e e e ettt ettt et e et e et e e e et e e e e e e e e e e e e e e e e e e e e e e e 190 1 14.00 14 14 0 0 0 0
.................................................. GTAAGTGTGTGGAGATAGTCGC « « + ¢ e e v e st et e st e e e e et et e e ea e ae e e eaeeaneaneaneaneneeaseneeneeaseneeneeaseneeaseaeeaeeaeeaneaaaa22 0 1 3.00 3 3 0 0 0 0
............ ol ehiiofelesNe).¥-Noki e ek o]e. Vel o NPu U PP S 1 3.00 3 0o 2 0 0 1
.................................................. GTAAGTGTGTGGAGATAGTCGCGAC . & « ¢« v e s e et st e e e et et e e ea e ae e o eaeaneaneaeeaneneeaseneeneenseneeneeaseneeaseaeeaceaceaeeaaea25 0 1 3.00 3 3 0 0 0 0
.................................................. eV ekl ek eley.Ne)-Ni-Nex: o P-4 ¢ N 1 2.00 2 2 0 0 0 0
.............................................................................. GGGTTCCGTTCCGCTTGATTTATCACTCT . « « e e e e e e e ee e e e e e e e e eae e ene e e eneeneeaeeneeaeeaeaaeeaeeaaa29 0 1 1.00 1 0 0 1 0 0
................................................................. TAGTCGCGACAGTGGEGTTCCGTTCC . <t e s e et i o temoe oo e soa e aaaaaaaaaaaaaaaaaaaasaaacaaaasonacarcaacaacaacaaa--2225 0 1 1.00 1 0 1 0 0 0
................................................................................................ TTTATCACTCTTTATCACTCTTACA . & et v ettt et ee e et et et e e eiaeaenaenaenaeeas 25 0 1 1.00 1 0 0 1 0 0
.................................................. eV Nehdel ek eley Ne)-Ni-Ne] o FA PP A T 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
M042
TAGGGTGGATGAGCAAGGCTCTTGACCAGCTCGTCCGATAAGACGTTCACCATTCACACACCTCTATCAGCGCTGTCACCCAAGGCAAGGCGAACTAAATAGTGAGAAATAGTGAGAATGTCCTTCCACGGARACGGTAACGGCACTTCAGGTTTGTGAAGGGGCCTCTCAC female
Read # Hit |Total body
Fe ke ok e ok ke ke ok ke ok ke ok ke ke ok ke ok ko ke ke sk ko ke k ek ke ke ke ke ke ke ((((( (.. (CCCCCe e e e (e e)))) e DD DRI IS DD D D) dhkkkkhkhkkhkhkkhhkhkkhkhkhkkhkhkkkkkkhkhkkkhkkkkkkkkkkkkkk**k*k***x gjize |Mismatch Count Norm |Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroper2|scaffold 6:270342-270513 - |ldpe 1866 |ATCCCACCTACTCGTTCCGAGAACTGGTCGAGCAGGCTATTCTGCAAGTGEIAAGTG G GGA=———— === === —————___________ GATAGTCGCGACAGTEEETTCCETTCCECTTCATTTATCACTCHT TA———————————————————————— TCACTCTTACAGGAAGGTGCCTTTGCCATTGCCGTGAAGTCCAAACACTTCCCCGGAGAGTG |
|dap5s l2:24971653-24971824 - ldps_776 |[aTcccaccTAaCTCGTTCCOHGABCTGGTCGAGCAGGCTAT TCTGCAAGTGETAAGTG TG TGGA = = = = = = === = = = = o oo oo ———————————-—-—-——- GATAGTCGCGARAGTEEETECCETTCCECTTCATITATCACTCHT TA- -~~~ ——————————————————— TCACTCTTACAGGAAGGTGCCTTTGCCATTGCCGTGAAGTCCAAACACTTCCCCGGAGAGTG |
droWil2|scf2 1100000004943:13604433- AaTccaTACTCGTTCCGEGAACTGTCGAGCAGGCMATTCTRCAAGTGEGTAAGTCENTHA-—————————- CTGA R TAGGCGGTTATCAGGCTACTAREEEAGCARCTTAREEEEEEFFEEEE e T C G CL N Tty — — — — — — — ———————— [lehe - - LN - B e C T TACAGGAAGGEGCIATTTGCCATTGCCGTAAGTCCARGAlTTCCCCGGlGAIITG
13604603 -
drovir3|scaffold 13047:13614705- SRZERNAEL:] X delolel\~ ShuNel¥elehilifelole T &\ shieleli c/el-NelorNelele N a oa eleF N NelNel v VNeliia A ccC- AT TGA TG TG A AA ACCAAGG T TCA T TA T P GRaaeAGCARCTTGATTATGTEEEGGC TN T wrceeirTalacorldccTocrrTocATTGCG TR AT Clea g aAfiT Teccllcccac TG
13614885 +
droMoj3|scaffold 6540:10860849- RIS~ ShUNTNTehliNelele c NG ehiC el clI-NEITNerele N hiNehNeler-VNel¥el el Vel a Eliic CINC T CAGE G TG GAAACCGAA TC TCA T TA T R
10861032 +
droGri2|scaffold 15074:401940-402113 ATCCCARXCTACTCGTTCCGEGAACTGGTCGAGCAGGCHATRCINCAAGTGETAAGTIENTifdA-——-———-———- ¥V CCTAACCTTATTAAGGACAAACT
droAna3|lscaffold 12911:1983818- aldcccaccTacreeTTiccEcATGGTCGAGCARGCTATRCGC AT GETAACTHT Gl - - -l -IXT NN S VT
1083981 +
droBipl|lsc£7180000396714:1067973~- alicccaccracTcerricclcagirecriicaccaceecTaTiicNec AN TGCTAACINT LYY - - - X - IXTT N i TV et ACACATTGAACTTATCCCAAAACH- - - BGTACCHINISNNEIECEle Tilillelsa chiclele T/ CINNElTe n [N G T Tjdilelelel T elel:Ner-N el e
1068136 -
droKikl|scf7180000302297:46177-46331 afcccaciIracTceTTCCGEGANTGGTCGAGCAGGCTATTCTGCAAGT GGTAAG T Clepyeteel AL eTer - fehe - — - — - — - - - - - - - - e C T T 2.l XeIeh NNV X Tl -  [cTelelels - —if]- e C T C¥|TACAGGAAGGEGCHTTTGCCATTGCCGTGAAGT Cl{AA[BCACTTCCCCGGAGAGTG
droFicl|lsc£7180000454068:15701-15862 AlcCCACCTARTCGTTCCOEGAGCTGGTCGAGCAGGCHATMC THCAAGT GETANGC TN e Nel- - - [Tk . XioI XeTelelel Jelel.Xe! - - SNV B e TlecAGGAAGGEGCHT T TG ClA TG ClGTGAAGTCCAAECACT THCCCGGAGAIITG
droElel|scf7180000491278:33183-33345 JAclelelelNe ch-Nelive 2 iliNelole C eI G ehielelfeter-NeloNetele LN clolil Sk V-Nelieleliy- V-NEli T G Tl T T - TR TGTCGTAGCTAAREEEEEEE T By T TECAGGAAGGEGCCTTTGCHATTGCcTGAAGTCCARgCACT THCCHGGAGAGTG
+
droRhol|lsc£7180000775729:3799-3959 + | [aBcccacBracTcerTccddeABC TGGTCGAGCAGGCEATEC THCAAGTGETAACTIECEIH- - - —aasa NNy XX IV YNNG - - - - TN - B cRerile TecAGGAAGGRGCCTTTGCCATTGCEGTGAAGTCCAARICACT TRCCCGGAGAGTG
droBial|scf7180000301256:49076-49175 ATCCCACIITACTCGTTHCGHGAACTGGTCGAGCAGGCEATTCT ECAAGT G —————— i G A 2\ G Gl@GCCTTTGCCAT TGCCGTGAAGTCCAACANT TICCCGGAGAGTG
+
droTakl|lsc£7180000410621:31069-31168 ATCCCACCTACTCGTTHCGEGAECTGGTCGAGCAGGCHATEC T ECAAGT e 2\ A G Gl#G CC TT TGC CATTGCCGTGAAGT CCAAECANT THC CCGGAGAGTG
ldroEug1|sc£7180000409540:3761-3860 + || [2BcccaccacTcirTccdEea T GG TG ARCAGGC TATRC TRC ARG T ———— e G A A GGGCCTTTGCHAT TGCHGTGAAGT CCAABCANT THCCHGGAGARTG |
|dm3 lchr3rHet:2477494-2477593 + | [2BcccaccracTdgrrecdgeaBe 166 TCGAGCARGCEATRC THC ARG T G ———— EEEEEEEEE : AEccRBcccTTTecHATTGCCcGTRAAGTCRAAARACTTCCCGGAGAGTG |
ldrosim2|21:22493057-22493156 - I [2BcccaccracTeerTccdgeABeTGGTCGAGCARGCEATRC THC ARG T a——— D A EccRcccTTTGCHATTGCCGTRAAGTCCARARACTTHCCCGGAGAGTG |
ldrosec2|lscaffold 6:105530-105629 + | [aBcccaceracTeerTecdgeABC TGGTCGAGCARNGCEATRC THC ARG TG ———— e 2 € GEGCC TTTGCHATTGCCGTRRAGTCCARARACT THCCCGGAGAGTG |
ldrovak3|[3R:327480-327579 + I |aTcccaccTacTeerreccoafcToeTCoAGC ARG CRATRC THC ARG T C R —— ———— e c A8 CldcCcCTTTGCHAT TGCCGTIAAGTCCAAGMACT TICCCGGAGAGTG |
droEre2|lscaffold 4770:334345-334444 AlcCCACCTACTCGTTCCAEGAECTGGTCGAGCANGCRATIC THC AL GT i —— B - A€ GG CCTTTGCATTGCCGTIAAGT CCAR/GMACT THCCCGGAGAGTG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:270342-270513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:270342-270513
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1866.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:24971653-24971824
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_776.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:13604433-13604603
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:13614705-13614885
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_16838.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:10860849-10861032
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:401940-402113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:1983818-1983981
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396714:1067973-1068136
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302297:46177-46331
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454068:15701-15862
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491278:33183-33345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000775729:3799-3959
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301256:49076-49175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410621:31069-31168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409540:3761-3860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3RHet:2477494-2477593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:22493057-22493156
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:105530-105629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:327480-327579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:334345-334444

1ID:

dpe 2495

Coordinate:

scaffold 1:5491444-5491535 + || Known Ortholog || Canonical miRNA ||intergenic

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
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Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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5,491,400 5,491,450 5,491,500 5,491,550 o I | I I I | | I I .
Genomic Position 19 20 21 22 23 24 25 26 27 | I I I
Size Condition 5,491,400 5,491,450 5,491,500 5,491,550
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V1lil V057 V050
AAAAGTTTCAGTTGTCCAATAAAAAACAATCTTTGGATGAACCAGCAATACATTGCTTTCAGAGGGCTCGCTCATCGTTATTTGATAGTAATCGCACCTGAAATATGTCAAGTAATGATGGGCGTATACCTCCCGGCAAGGTCAAACTCAATAACATTGTGAAATAAACCGATTTCCTTCTGTAAATTAAGA female
Read # Hit Total male body head head
khkkhkkhkkhkkkhkkhkkhkkhkkhkhkkhkhkkhkkhkkhkhkhkkhkhkhkkhkhkkhkkhkhkhkkhkhkkhkkhkkhkhkkhkkhkkhkkkk ( ( ( ((_ ... ((((. .. (((((((((((((((((((. ... (( ...... )) ... .))))))))))))))))))) .. ) ) )) . .))))) .. _************************************************** size Mismatch Count/Norm Total body
......................................................................................................... TG T CAAGT AR T GAT GGG G T AT « v v v e e e e e e et ae et ae et tee et tee e eeeeeeeeeeeaeeeeaeeeeaeeeenneeaaa 22 0 1 4.00 4 3 1 0 0
................................................................... TCGC T AT CO T AT T TGATAG . & e v v e e e e e a e e e e ee e e e ee e e aea e e ae e e aeeeeaaeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeaeeeeaeeennanennaaa2l 0 1 3.00 3 1 0 1 1
......................................................................................................... TGTCAAGTAATGATGGGCGTATACK. . ¢ it ittt ettt ettt ettt et et ettt e e e 251 1 2.00 2 2 0 0 0
......................................................................................................... TG T ARG TAATGAT GGG G TR . v v v v e et e ee e oneeeonnesennesonnesaneeeaeesoneeeonaasonnasnnaaannaa2l 0 1 2.00 2 0 1 1 0
......................................................................................................... TGTCAAGT AR T GAT GGG G T AT A s+ v e e e e e e et ee e ee e st ee s eee s seeeeeseeeeaeeeeaeaeeaeeennnanaaa 23 0 1 1.00 1 0 1 0 0
....................................................................................................... AT GTC ARG T AR T GATGGGC G T A .+t v vt e e e e e e aee s taeeseneeeeaeeeeneeeenaeeeeneeeeaeeenaanennaeenaaa23 0 1 1.00 1 0 1 0 0
................................................................... otk 07N ol € N e N 1€ N~ SR 1 1.00 1 0 0 1 0
................................................................................................... GAAATATGTCAAGT AR T GAT GGG G T A . + v v v e e e e e et ae e taee e taeeeeneeeeneeeeneeeeaeeeeaeeeaaeeennnenaa 27 0 1 1.00 1 1 0 0 0
................................................................... 0Tl 07N o] € N e PP - B ¢ 1 1.00 1 0 1 0 0
................................................................... TCGC T AT CG T AT T TG A T AG T &« v v e e e e e e e e e e e e e e e e e e e e e e e e e e ee e ee e e eaeseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeneeeeneeeenenennaaaa22 0 1 1.00 1 0 0 1 0
................................................................. eToh ol €10k 0N 0 e 172N 11 € PO N 0 1 1.00 1 0 1 0 0
.......................................................................................................... GTCAAGTAATGAT GGG G T AT A . v v v e e et e e e e e e e e tee et ee e teee s teeeetaeeeeaeeenaeeenanennanaaa 22 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M042
V057
TTTTCAAAGTCAACAGGTTATTTTTTGTTAGAAACCTACTTGGTCGTTATGTAACGAAAGTCTCCCGAGCGAGTAGCAATAAACTATCATTAGCGTGGACTTTATACAGTTCATTACTACCCGCATATGGAGGGCCGTTCCAGTTTGAGTTATTGTAACACTTTATTTGGCTAAAGGAAGACATTTAATTCT female
Read # Hit |Total body head
R e e e e )) o IIIDIIIIDIIIDDD) ) e a D)) ) L)) ) ) ) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment

|droPer2 ”S caffold 1:5491394-5491585 + ”dpe_24 95 ||AA—AAGTTTCAGTTGTCCAATA—AAAAACAATCTTTGGATGAACCAGCAATACATTGCTTTCAGAGGGCTCGCTCATCGTTATTTGATAGTAATCGCACCTGAAATATGTCAAGTAATGATGGGCGTATACC———TCCCGGCAAGGTCAAACTCAATAACATTGTGAAATAAACCGATT———TCCTTCTGTAAATTAAGA

dp5 4 group3:4018551-4018742 + (dps-mir- |AA-AAGTTTCAGTTGTCCAATA-AAAAACAATCTTTGGATGAACCAGCAATACATTGCTTTCAGAGGGCHCECICATCETTATTIGATAGTAATCGCACCTGAAATATGTCAAGTAATGATGGGCGTATACC-—-TCCCGGCAAGGTCAAACTCAATAACATTGTGAAATAAACCGATT---TCCTTCTGTAAATTAAGA
2560
droWil2|scf2 1100000004521:2360386- BT Ee T (el N N et 1" 4G G TE T C LY Th BN GINA A GG TCAAACTCAATAACATTGTGAAATIEIANCENA T T - - -EA\CEA T T~ 76T A AR
2360506 -
droAna3|scaffold 12916:6082150- e C ALGGTCAAACTCAATAACATTGTGAAATAAMACIATT - - -\ciiT T Clecldefeln T Tefeledy
6082205 +
droBipl ||sc£7180000396568:758124~ Bcci¥caAnGGTCAAACTCAATAACETTGTGAAATAARACEIAINT - - - [N rsieCleleleln T Telelety
758187 -
droKikl ||sc£7180000302408:651272- ATAI X TG calcaNe A A T AT A A G Tle T e T e - — — B CL¥¥\CAAGGTCAAACTCAATAACATTGTGAAATAASNCE A T TIEREUNCIT TG T{dleA T Tielels
651406 -
droFicl|lsc£7180000453924:287081-
287166 -
droElel |lsc£7180000491273:865547- CAlCINE A A T A LT A A G T A N T e — ~ R LYY CAAGGTCAAACTCAATAACATTGTGAAATASNCEAT T - - - NN T ThfeRiT/ele A T g deky
865632 +
droRho1l |[scf7180000779970:32987-33118 TATNe T AN A T A T CA A G T A T e T i - - — B LYY \CAAGGTCAAACTCAATAACATTGTGAAATAASNCI AT T - - -ERT Tl Tl T Tlfec A
droBial ||sc£7180000302261:149631- CAplcE e, AT A T C A A G N A T N — - B ¥ NACAAGGTCAAGCTCAATAACATTGTGAAATAGARNCIAT T - - — AT Ti{elc T&feln T Tielsls
149716 -
droTakl |lsc£7180000413208:75209-75294 Al Ner AT A T CAAG T A A T e T e — — — B C ¥ ¥ACAAGGTCAAANTCAATAACATTGTGAAAT ASACIAT T - - — I\l T Ti¥elc T(&feln T Tifels
droEugl ||sc£7180000409554:4170551~ Al e, AT A T C A A G T A T e T — — — B C ¥ YACAAGGTCAAANTCAATAACATTGTGAAATAGACEAT T- - I\l T THT G T[&felA T Tifelsty
4170636 -
am3 llchr21:2373868-2373953 - | CANCEINE 2 A T A T CAA G T A A TG T e - - i CLY¥CAAGGTCAAACTCAATAACATTGTGAAATARSACERAET - - -Echirfehfec rélea T Tifela |
|drosim2|[21:2264903-2264988 - | CANCEINE A A T AT CAACT A A TG T - - - B CL¥¥\canceTCgaacTCAATAACATTGTGAAATARSACEA T T - - -EAchirfehfec rélea T Thifeln |
| TooCeCZ ” Carl L . OO ROk FOL O A ¢) ” ——————— i A A T A "N N T AN T N z'—‘u'—suu'i'LAAAp'i’k,nA'i'!A\,A'i"i' TZX757y 1 g |
droYaks [ZLSossede=r350677 - NATCAAGTAATIXST —— - DRI CAAGCTCARACTCAATRACATT
droEre2 |scaffold 4929:2413348- TleccallcNer AT A T CAAG T A AT N T e — - B C LYY\ CAAGGTCAAACTCAATAACATTGTGAAAT AGSACHART - - - [N rielc Tiefela T Tifen
2413478 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:5491394-5491585
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:5491394-5491585
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2495.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:4018551-4018742
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2560.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:2360386-2360506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:6082150-6082205
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396568:758124-758187
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302408:651272-651406
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453924:287081-287166
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491273:865547-865632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779970:32987-33118
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:149631-149716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413208:75209-75294
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:4170551-4170636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:2373868-2373953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:2264903-2264988
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:545531-545616
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:2356495-2356627
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:2413348-2413478

1ID:

dpe 2487

Coordinate:

scaffold 5:2613114-2613181 + | confident-exception | Mirtron |intergenic

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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2,613,100 2,613,150 2,613,200 o & & o
613,150 T T 1T T T 1T 1 R o
Genomic Position 18 19 20 21 22 23 24 25 & I I I
Size Condition 2,613,100 2,613,150 2,613,200
Genomic Position
Hairpin partition - Sense -# Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V057 V050 M021 V042 V111
CTTTTGTAGATTTTTCATATGTGAAAGTCAACGCAATTCCATGTGGTTAGGTGGGTACCTAAATATCTTAAT TATAAT TTTCCGTTAGGAACT TACAAAGGTATTTTTGTACCGACAGGCCTTTTCTATGGCGCTAAAAGCATAATTCTGGTGTTTGGCATACATCTA female
Read # Hit ||Total head body  head/ embryo embryo male
Ik dkokkddkkkddkkkkddkokkkdkkkrdekkkrdrkkk (. (CCCe - (o COCCCe - (.. ... e N D D D D D D D D D I D D D D I D I D D D I ))))) . . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk****x*x gize Mismatch Count Norm Total body
.................................................. GTGGGTACCTARATATCTTAAT « « « e et et ettt et e et et e e e et e e et e e e e e e e e et e et e e e et e e ettt ettt e et et e e 22 0 1 16.00 16 6 5 3 0 1 1
........................................................................ TATARTTTTCCGTTAGGA « & ¢« vt e e et et et e te et et et et e e et e et e e eae e e eaetaeneeeeaenneaeneeeenen. 18 0 1 3.00 3 0 0 0 3 0 0
.................................................. GTGGGTACCTARATATCTTAR . « « et e et et et e te e et et et et et e e et e e e e e e e ettt e e e et e e e et ettt ettt e et e iieeaeeneaeneea 2l 0 1 1.00 1 0 0 1 0 0 0
........................................................................ TATAATTTTCCGTTAGGAACTT « « v e ettt ettt e et e et e et et et e e e et et et ettt ee e eeieeaeennen.. 22 0 1 1.00 1 1 0 0 0 0 0
.................................................. GTGGGTACCTARATATCTTA . &« v e e e u et et e te e et et et et et e e et e e e e et e et e e e et et e et e e ettt et ettt et e ieeeeniaeneee 20 0 1 1.00 1 0 1 0 0 0 0
........................................................................ TATAATTTTCCGTTAGGAACTTACA . ¢« v e o et ettt e et ettt e e e e e e a e e e ea e e e e eaeeneaeeneenaeneennen 25 0 1 1.00 1 0 0 1 0 0 0
Anti-sense strand reads
GAAAACATCTAAAAAGTATACACTTTCAGTTGCGTTAAGGTACACCAATCCACCCATGGATTTATAGAATTAATATTAAAAGGCAATCCTTGAATGTTTCCATARAAACATGGCTGTCCGGAAAAGATACCGCGATTTTCGTATTAAGACCACAAACCGTATGTAGAT
Read # Hit Total
ek kd ok ok ok kok ok ok ko dekkdekkdkkrkk (. (CCCe o (o CCCCC - (... .. T D D S D D D D D D D D D D D D I D I D D D ))))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x**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
droPer2|scaffold 5:2613064-2613231|ldpe 2487 [CTTTTGTAGATTTTTCATATGTGAAAGTCAACGCAATTCCATGTGGTTAGGTGGGTACCTAAATATCTTAAT TATAATTTTCCG-—--TTAGGAACT—————————~ TAC--——=——————————— - AAAGG--—-T——-——-—————————— ATTTTTG----- TACCGACAGGCCTTTTCTATGGCGCTAAAAGCATAATTCTGGTGTTTGGCATACATCTA
d
dp5 l4_groupl:2592719-2592886 -|dps 239 |[CTTTTGTAGATTTTTCATATGTGAAAGTCAACGCHATTCCATGTGGTTAGETCCGTACCTARATATCTTAATTATAATTTTCCG—--TTAGGAACT—————————— T AAAGG--—-T——-————————————— ATTTTTG----- TACCGACAGGCCTTTTCTATGGCGCTAAAAGCATAATTCTGGTGTTTGGCETACATCTA
drovir3|lscaffold 12963:4588919- e T Gl8G A A A G TIEAACGCAATTCCATGTGGT TAGG T G T oo A el T T ey 1Y — — T i A B C - R PN BT A C— - — - - - - ——————- GATTAT-----SEEE B---—-- TTTTTATTTTT- - - - iNAREEEE ThIEESECAGGRCTTETCTATGGC YT A A e T/EA TEC THG T TG C—————
4589061 -
droMoj3|lscaffold 6500:8495816- T Clc A A G TEAACGCAAT TCHA TG TGGT TAGE TN G T A Ch T leA A T A T C T g - — — TS A N —— ——————— CG-TTTTAATTAATCGREEEEEEEE = - — — R T C A C T - D - — - e TiElecA GG TTETHTATGGCORTA A e cIS THA TIRT GG TIT T T G C
8495947 -
droBipl|scf7180000396554:1423059- et T G T G AAAGT CAACGC AA ST CCATGTGG T TlgGETCCE T A CH A A T T g 1y — — — TLX R 7\ eh IreTeh b byer Yol - — i — — - — - TAAATAGEE - - - — - B Ti{A A T C R - e — - B TR RN C AGGRC TTlETC TAG G ClNeA A AlEChINT AA TBIC TGGTIIT T TG G C
1423191 +
droKik1|lscf7180000302235:132564— T G T GAAAGT CAACGCAASTCIA TG TGGT TEcETiNec TACC TAR TN T pichEENT TARNGAARN T - - — - - ———- - ———————————- TCCTTTATAT N T AT[ORT Gl N TR RS EICAGCRC T TETHTAT GG CheA Al CRITEA TC TGO TG T TT G o ——
132702 -
droFicl|lsc£7180000453316:79293~ et T G T G A AAGT CAACGCAAST CCATGTGGT TlgG G T NG T T A Al o T b\ C iy — — — T TAGGAART - - g - — - - IiG- TTACTATTAATTAZEEEEEEEE - --E--—--- e N - e — - — el e~ GGRC T TlETCTATGG oA AleGIN T AA TC TGG TG T T TGS T A
79433 +
droElel|scf7180000491046:1482269- et T G T G AAAGT CAACGCAAST CCATGTGGT TG G TG TACC A A AlelelelC T = Chy - - — T Ti{&GAAC--—----—-- - -- CTCTTACTAT-----EEE B----- AATGGAATATC-------EEEE R iCAGGHCT TETETAT GG CEleA AldeCldST A A TC TG G TG T T T GG C
1482404 +
droBial|lscf7180000302261:1570770- e T G T GAAAGT CAACGCAARTCCATGTGGT TG E NG C TN A TN TNV N picly---TTANGAlCR---------- CG-EEEEIA ACTAATAGEEEEEEEEE - - — - B TAATATTACEEEEEEE B T T G-~~~ - TlERRRERNC AGGIC T[T C T ARG GClENeA AleCEe TEA TBC TG TG T TG G Ci————
1570902 -
droTakl|lscf7180000412373:124394- et ' G T GAAAGT CAACGCAAMTCCATGTGGT TlgG 6 G TN A A T T T ey \ i — — T(eh Y XTel A L b ey Xy - i N — — —— — —— ——— ————— ATATTAT-----CEEE - B AT TTAATATT - - - - —- - EEEE AR EA CAGGHCTIJETHTAT GG CEleA AleClS T AA TC TGG TG T T T GG C
124532 +
droEugl|lscf7180000409452:1590826— et | G T GAAAGT CAACGCAAMT CHATGTGGT TAGG G T I A A Al N T e 1 — — TR A b C QR E eleTer VY- [el /el - —— - —— - ——————— TTATAAT-----EEEE B----- CTTAAATTTA-------EEEE e fchAlA GG CT TETETAT GG CEieA AldeCldS T AA TN T GG TG T T T GG C
1590965 +
ldrosim2|21:14581968-14582099 + I et T G T GAAA GT CAACGCAAMT CCATGTGGT TlgGE T G T A A T N e 1N - - - T TAGGANCHE- NV - - - - - - A TaRN---- AT AT T A T A T - — — - hEEEYecacoiicTTETAT ARG G ciden Al T A A TlEC TG G TGO T T TG O C |
droSec?2|scaffold 3:1292333-1292464 e T G T GAAAGT CAACGCAART CCATGTGGT Tlgc C T NG ThYeR e A A Telele T e N [\ — — T TAGGAAC--—-—————- TAC-————-—————————— TATAAT----ATATTAATAT e - - - eC AGGHC T TETRTATGGChieA AldeclEeT A A TC TG TG T T T GG C P
+
ldrovak3|21:15139031-15139157 + I et T G T GAAAGT CAACGCAAYT CCATGTGGT e TG THECNAAATATES A ABEEELTYA TC/NG - [ — — — — S — ATATAAT---- - AT THIA TA T/ b [ — T TR ECAGCHC T TETRATA TG A Alde e TAA TIEC TG G TG TT TG G ——— |

Generated: 09/08/2015 at 07:50 PM

crit.star

crit.loop

crit.mor

crit.half

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

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate

PASS/FAIL
0

NOORFRPRFRPROORRFPROOOR



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2613064-2613231
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2613064-2613231
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2487.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:2592719-2592886
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_239.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:4588919-4589061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:8495816-8495947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396554:1423059-1423191
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302235:132564-132702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453316:79293-79433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:1482269-1482404
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:1570770-1570902
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000412373:124394-124532
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409452:1590826-1590965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:14581968-14582099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:1292333-1292464
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15139031-15139157

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dpe 2480 | scaffold 4:5118161-5118289 -| candidate-rescued |Canonical miRNA ||CDS
PSSR mis match in alignment _
Predicted structure
# :
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
CDS [Dper\GL16840-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
M021 V042 V057 V050
CGCTACTCAGCACAACCGAAAGGAGTCCGTAGTATCAGTAGACAACACCAACAGCAGCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCACAACAGCAAACGACAGAGGCAACGGCAGCCACGCCAGTAGCAGCACCACCTACAACCACAAACACACTCGTCTCATCCGCCCACTCCGCCACCACGAGCATCATAGAAGCCTCCGCCTCGCCGE female
Read # Hit |Total embryo embryo body |head head
kKK kR kR kR kR kR Rk Rk kR kR R KRR L CCCCCa e COCe e OO0 OO e (e eeeeen )N ))) e ) ) ) ) ) e e e e e e *h KKK KKKk KKk KKk Kk k¥ kK ¥k Kk Xk ¥k k¥ kX *** gize Mismatch Count Norm Total
................................................................................................................ -0V NoleT-NoJ Ne)-YeTeoy-V-Voc]c ol AP = BN ) 1 4.00 4 3 1 0 0 0
............................................................................................................. AGCARACGACAGAGGCAACGGC « & « v e e et e ettt e et e e et e et e e e e e et et e e et e e e e e e et e e e e e e e e e et 22 0 1 2.00 2 0 1 1 0 0
................................. ATCAGTAGACAACACCARACAGCAGCAGCT « « + « e e vt et et e ettt et e et e e et e et e e et e e et et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 290 1 2.00 2 2 0 0 0 0
................................................................................................................ ARACGACAGAGGCAACGGCAG : « « ¢ &+ e e et e e et e et e e et et e e e et e et e e et e et e e e et e e ettt 210 1 2.00 2 0 0 0 1 1
.................................................................................................................................................................... AAACACACTCGTCTCATCCGCCCA t & vt e ettt e e e e e e te e eaeiaeaenaenen. 24 0 1 1.00 1 0 0 1 0 0
........................................ GACAACACCARCAGCAGCAGCT « « + ¢ e e e e e ettt a e e ettt e e et e et e e et et e e et et e e e e ettt et ettt e e e e et et e e e et e e e e e ettt et et ettt 22 0 1 1.00 1 0 1 0 0 0
................................... CAGTAGACAACACCAACAGCAGCAGCT . « - ¢« e e e e e et e e et e e e e et et e e e e e et e e e e e e e e e e e e e e e e e e et et et e e e e e e et e e e e e e e et e e e e et e e e et e et e et e e ettt 2T 0 1 1.00 1 1 0 0 0 0
........................................................................................................... ACAGCARACGACAGAGGC « « ¢ v vt e e ee e et e e et et e e e e et et e e e et e e e e e e e e e e e e e e e e e 180 1 1.00 1 0 0 1 0 0
................................................................................................................ ARACGACAGAGGCAACGGCAGC « « ¢ & v e e e e e e et ee e et e e e et e e e e e e e e e e e e e ee e eaeneeneeaeaaeneeaeaaeneeaennenaeaenaaa22 0 1 1.00 1 0 1 0 0 0
............................................................................................................. AGCARAACGACAGAGGCAACGGCA . ¢« v e et ettt ettt e e et et e e et e et e e e et e e e e et e e e e e e e e e e e et 230 1 1.00 1 0 0 1 0 0
Anti-sense strand reads
M042
V057 V111
GCGATGAGTCGTGTTGGCTTTCCTCAGGCATCATAGTCATCTGTTGTGGTTGTCGTCGTCGACGGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGGTGTTGTCGTTTGCTGTCTCCGTTGCCGTCGGTGCGGTCATCGTCGTGGTGGATGTTGGTGTTTGTGTGAGCAGAGTAGGCGGGTGAGGCGGTGGTGCTCGTAGTATCTTCGGAGGCGGAGCGGCG female
Read # Hit Total head male body
kKK kR KRk kR kR Rk Rk kR kR Rk kR KRR L CCCCCa e COCe e OO0 e OO e (e eeeeeen 1)) I ))) e ) ) ) ) ) e e e e e *hKK KKK KKK Kk KKk Kk KKk k¥ k Kk Xk ¥k k¥ kX *** gize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droPer2|scaffold 4:5118111-5118339 |dpe 2480 [[CGCTACTC------ A--—-—- G-—-—————————- CACAACCGAAAGGAGTCCGTA---—-— GTATCAGTAGAC---—=--—-—-~ N CACC---AAC-----—--—- AGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC—————— AACAGCAAACGACAGAGGCAACGGCAGC--—--- CACGCCA---—--=-- GTAGCAGC---ACC-ACCTAC-AACCACAAACAC---—---- ACTC--—-—=--————-- GTCTCATCCGCCCACTCC—===—=—==——————————————————— GCCACCACGAGCATCATAGAAGC---CTCCGC-CTCGCCGC
dp5 [3:9802137-9802356 - laps_3826 |cecTacm------ B------ B-------—-- We¥\cacaaccGARAGGAGTCCCEA--—-—- GTATCAGTAGAC--—-—-—-—=-—- AA-—-—-———————— CACC---AAC--—-—-———- AGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC—--———— AACAGCAAACGACAGAGGCAACGGCAGC---—-- CACGCCA--—-—-—--- GTAGCAGC---ACC-ACCTAC-AACCACAASCRE-------- - — - - - - A C T e T[S T C A e e GCCACCACGAGCATCATAGAAGC---CTCCGC-CTCGCCGC|
droWil2|lscf2 1100000004510:1465954-|dwi_ 5424
1466124 +
drovir3|lscaffold 12875:18068715-  [dvi 24649|f¥Aciaclc—----- B--—--- R Bttt . — — — —— = ECICINACINEINA ACCCAGCAAACY R BlC---AnR- -aNINNLe . GCAG- - -CAGC TGCHCAGT GCGCAGCTGCCTGTGCCGCTGTCOLNAC T TGl i —— —— - N CACAGAGGCAACGGCAGCIYISY- -BacGeca--—--—-—- cldaccace- - -pRNCliACEITAC-RNC O — — — - — —— - — - AATARINGEAA - - -Cc--AGcAGAAACCTECCGCCTCCEEEEEEEE G C e e 1 — i ccl\c -[Xecceclide
18068909 -
droMoj3|scaffold 6540:3229590- ENcallcacopciden e clealN- - - chcleccldNdecccilc
3229816 -
droGri2|scaffold 15245:4197227- dgr 473 ATONATINAAINE- - - - - drcaaccifdderccilc-BXecccae
4197420 -
droAna3|scaffold 13266:5014061- dan 91 IXelirEcacaccaTcaracaafjc---crcidcl-lrccecae
5014313 +
droBipl|scf7180000395751:823763~- IXelialdcaccaccaldcaTacaaljc---crccol-@rccecae
824000 +
droKik1|scf7180000302411:441407- cocenilciN- —-edn - - —-—- ccaTcaccaTcceccNAGGAINAGEININT Gl EEEEE ECINGT - - -[NEcAREEEEEE AGCIATCAREEIGCACCAGUNUSAGCIGIIEEEE AGRAG---CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCAC—————— AACAGCAAACGACAGAGGCAACGGCAGC-—-—-- CACGCCA-—-—-—--- cleaccacciYifeccldecclen c - R Ci ACTCCACTTCTASAAGEEEEEE TTTAAA- - - TIRETE- - - - - - - - CCTCCREEEEEEE BccaccaclallcaTcaTacarpjc---crecoly-fdrceeeae
441668 +
droFicl|scf7180000453811:56703- cocenplciN- —-feln - - —-—- ccaTcacCTTGCCAGCHNAGHAINYNIT A INecCcClEEEE Clen g A G- - — - - —————- B-----—-—-—-- - - -AAC-————————- AGAR- - -CAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCINACIY TN NA A CAGCAAACGACAGAGGCAACGGCAGC NI NIRRT — — — ——— - — B2 GC - —-ACCHECCAC- R ——— — - GCT-TACTREEEEEE CCAATCIINIUIIE - - - — - — - - FEEEE CCTCEEEEE TCTAATINIINSCGCACCININT VNSRRI ehiel T/e TRl Tiielelolelele
56934 -
droElel|scf7180000491232:161869- coclenilmci- - -pfen - - ---- ccaTcacCTTGCGARCINAGEALVNNEIEINA NG C AR € CIN G- - - INE C A B---------—-- Bl - -AAC-—=—=—=——~- AGRAG---CAlCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCIACE- -8 AACAGCAAACCGACAGAGGCAACGGCAGC NI NI — — — - ———— - - - - - [NCISRERFT{e/C GISfSCINGE - [NSl6 - - - - - - - -EEEEEE - — - R IN\cBcarceaecfdcTec- - - - — - m - m oo IelcaccacGAGCABCATAGAAGC---CTCHGH-TCGCCae
162088 -
droRhol|lscf7180000780265:156473- Slele ClNT - TAREE T IR cCATCATCTAGCGAACHNAGEALVNNEIEINA NG C iy R € NG T - - - e C A B-------—-—-- B~~~ AAC-———=—————~- ACRAG---CAGCTECCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCIACI-—-I8AACAGCAAACCGACAGAGGCAACGGCAGC NN R A--—-————- ECINCITNESEEEN A S c /IS CENCE - ENGlel - - - - - - — - EEEEE - — - R IN\cBcarceaecpfdclcc--— - - - - - IelcaccaccaceaScaTacaric---cTccoly-rccccec
156698 -
droBialllscf7180000302143:1194589- cocldnil—-—-- I ccATCATATTGCGARCINACHEINNCEIEINANG G ccl ccacaleciNGENENNE C A REEEEEE— B-------—-—-- - — - B G aclac---callcTclccacTeeoeaceTGCCTGTGCCGCTGTCGCCCTTGCCGCACI- —-INEAACAGCAAACGACAGAGGCAACGGCAGC NN R IGTAGCACTAECINETINEISEERNele C G/leCiNeE - T/Sfe - - - - - - — - EEEEEE - — — - A 2[SCIINNCIole - - - - - - - - R CCTCCGCCGCGTCTAGHNIUATCINIFAC/SFINTN-NCIEERTeL Yelete TR T\ T A /lelele
1194835 -
droTakl|scf7180000415722:103126- coclenilm—-—-- R ccATCATATTGCGARCINAGECEVAGEIEI AN G c IR clen A Gl - — - —— - ———- B-------—-—-- i~ - ————————- AGARY---calXcTGECCAGTGCGCAGC TGCCTGTGCCGCTGTCGCCCTTGCCGCACE- - - [X8AACAGCAAACGACAGAGGCAACGGCAG NN R A--—-—-—-- GleAGHAGC- - - ACCHE I Dt — — — — — = = = - — - ey — — — = = = = = = = —m—m——m—— == e, G C ABCATAGAAMNC -—-CTCCG-fTcilccae
103312 +
droEugl|scf7180000409474:730362- SfelelC T - - EEEE I ccaTcaccTTGCGARCINAGETEVAGIENA NS cCINGEEE C A S CIGIENIINE C 2 BEEEEEE B------------ - - -AAC-—-—-—-——- AGRAG---CAICTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCACI- —-IX8AACAGCAAACGACAGAGGCAACGGCAGC NI NIo R — — — - —— - — - - — - - INAEEENA G CGISCINGE - TGT- - - - - - - -EEEEEEE - — - —-—-—-—--- AATCOINNSEA - — - - - - - - B eele- - - - [Nk~ CEnCldnGCABCATAGAAGC-—-CTCCGH-I{TCGCCGC
730584 -
|dm3 lchr2r:17211876-17212089 + |[dme 419 |cocEaimm----- C ccaaCATATAGCGARCHINAG TN 2 ¥ecCcclEEEEEE cerEcacErce)-------—-—- B-----—------ — - — - A T N AGRRG---CAICTGECCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCINACE- - -I8AACAGCAAACCECAGAGGCAACGGCAGC NS NIo R — — — — - — - — 2. G C - — - AC CleCCloA C - RRiC C — — - - — - — - - — R A G T ele - - — - — - — - - ciigicclicEaccaaTacaace - - -cTclcH-Hriicccac]
ldrosim2|2r:17766298-17766517 + lasi_32456|cocEniimm----- on—--——-- ccaacATATAGCGARCINAGTEEVAGEIEINA NG c IR cerdcacTacEl----------—- = - B e - - - - AACLYXCEEEEEE acac---caflcTclccacTeeaeaceTGCCTGTGCCGCTGTCGCCCTTGCCGCACI- - - AACAGCAAACCECACAGGCAACGGCAGC NN - —— —— — = — - 2. GC - — - ACCIEC CElAC - RRC C i - —— ————— - — - - A S TIINSIEA - — - - - - - - CCT CC R chigicciiclacca@iaTacance - - -cTclcH-Hrhcccac]
|GJ_U>.)C\_, ||opaIIuiG A Ao o4 54 55—+ ||Cioc o> : CC ARG IO O ATOC TOCC T T OC O T O T COC T T T Ooe : IR I (PRI I EC R B R i oo Yo
droYak3|[ZR:I1076729-11976445 = |dya—1795 NC TGECCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCINACI- - -INAACAGCAAACGIECAGAGGCAACGGCAGC ATC Giy-pyTEGCCGC
droEre2|scaffold 4845:11355664- der 1520 aclac---caflcTclgccacTeecaeaceTGCCcTGTGCCGCTGTCGCCCTTGCCGCACI- —- A ACAGCAAACCIECACAGECAACCGCAGC NN R — — —— ———— . GC - - - ACCIECCleAC - R C I — - — ———— - — - AASGTINNTEA - - - - - - - - EEEEEEEEEEE ceTCCREEEEEE cleigycclifirccaIaTaGAAGE---CcTClGC-lTCGCCGE

11355880 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:5118111-5118339
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:5118111-5118339
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2480.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9802137-9802356
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3826.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:1465954-1466124
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5424.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:18068715-18068909
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24649.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3229590-3229816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:4197227-4197420
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_473.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5014061-5014313
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395751:823763-824000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:441407-441668
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453811:56703-56934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491232:161869-162088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780265:156473-156698
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1194589-1194835
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:103126-103312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:730362-730584
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:17211876-17212089
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17766298-17766517
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:543236-543455
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1843.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11976229-11976445
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1795.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:11355664-11355880
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1520.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dpe 157 |scaffold 56:124094-124155 + | candidate-rescued || Canonical miRNA |intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 2 22 23 ® | | | |
Size Condition 124,050 124100 124,150 124,200
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL22604-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
V111 V057 M021 V050
GACAAAAGCGTGGGTACTTGTTTGAAAGAACATATCGAAGGGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTCAAACATTGCTCGACT TCAGAGCCTCAACATTACGCCTAGAGAACGCAAGCAGCTTTCGACCATGCATACCACCAGCGAACG female
Read # Hit |Total male body |head embryo head
Tkkkkdkdkkkkkkhkhkkkkdkhkrdkkkkrkrkr (o (CCCCCe COCCe (e e e e e e e e DI )M IINNIIMI))) e khkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkk***k** gjze Mismatch Count Norm Total body
.......................................................................................... TCGACTTCAGAGCCTCARCAT . « v e e et et e e ee et e e eeaenenaenenaeaenennenena 2l 0 1 8.00 8 1 1 5 0 1
.................................................. GATGGGACTCGTCTAGAACGAGC . « ¢ e v v vt e et te e et et ettt et ettt ettt e e et ae et a e e et ae e en e nenetaeneeeeaeaneaeneeeea. 23 0 1 2.00 2 0 0 0 2 0
.......................................................................................... TCGACTTCAGAGCCTCAACA . « + e e e et ete et te et e e et eeeneeeaeneaenenaenen. 20 0 1 2.00 2 0 0 1 0 1
........................... GARCATATCGAAGGG T TGGTAGT « « ¢« e v e e e e et et e e et e e e e e e e et et e e e e e et e e et e e e e e ea e e teee e e e e e aeeneeeeaeneeeeneaneaeneeaeneaneaeneeaenaeaaa23 0 1 1.00 1 0 0 0 1 0
................................................... ATGGGACTCGTCTAGARCGA . + ¢ e e e e et e e et e ea e e e e a e et et e e e m e e et e e et e e eeeteeneaeeaenaeaeneeaeaeaneaeneeaea. 20 0 1 1.00 1 0 0 0 1 0
............................................................................................. ACTTCAGAGCCTCAACAT . ¢ o e v et ettt et et et e et ta et ea e eeaeneeaenenae. 18 0 1 1.00 1 0 0 1 0 0
.................................................. eF-\ Jelele) Nokidol el ol -Xe.V-Ve]c] - 1A P~ N 1 1.00 1 0 0 0 1 0
&NV VNt o] el e ele iy Nodi e i PP 22 0 1 1.00 1 0 0 0 1 0
Anti-sense strand reads
V042 V057
CTGTTTTCGCACCCATGAACAAACTTTCTTGTATAGCTTCCCAACCATCACTACCCTGAGCAGATCTTGCTCGCCTTAAAGTTTGTAACGAGCTGAAGTCTCGGAGTTGTAATGCGGATCTCTTGCGTTCGTCGAAAGCTGGTACGTATGGTGGTCGCTTGC
Read # Hit Total embryo head
Jedk ok ek ke ok ek ke ke ok ek ke ke k(. (OO (OO (e e e (e e (e e e I IMNN)I I e khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*x*x |size Mismatch Count Norm |Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|droPer2|scaffold 56:124044-124205 + |dpe 157 |[GACA---AAAGCGTGGGTACTTGTT-TGAAAGAACAT----- AT-C-GAA--G-GGTTGGTAGTEATCCCACTCCTCTACGAACCAGCGGAATTTC--AAACATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCAAGC-AGCTTTCGACCAT-GCATAC-CACCAGCGAACG |
laps |XL_group3b:100238-100400 + [dps 110 ||GACA---AAAGCGTGGGTACTTGTTHTGAAAGAACAT----- AT-C-GAA--G-GGTTGGTAGTEATCEEACTCCTCTACAACCACCGGAATTTC—-AAACATTGCECG-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC-GCAAGC-AGCTTTCGACCAT-GCAT/@C-CACCAGCGAACG |
droWil2|lscf2 1100000004515:1719065= .. 4§35 s5-58 -y -5 -y -5 -5 ;5§
1719070 -
drovir3|scaffold 12970:5369119- dvi 24642 |[EEEE--- e — = = = = B - BB GGTAGTEATCECACTCINECTAGAACCACHGGAATETH - - AAECATTGCTCGEACT TCAGAGCCTCACAT TACGCC- TAGAGA A - i e e e
5369199 -
droMoj3|scaffold 6473:4951753~- dmo 3154 |[EEEE--- e = = = = = BB - BB GGTAGTEATCECACTC NECTACAACCACH GG AN TENTH - -AECATTGCICCEACTTCAGAGCCTCACAT TACGCC-TAGAGA A - e e e e
4951833 -
droGri2|lscaffold 15203:9467769- --—-E D - - - -~ NI - BTG TAGTEATCECACT LY C TACAACCACHGGAATT TN A AlEC AT TGCICEEACT TCAGAGCC TCAlCA T TACGCC-TAGAG P - R - e e - E—
9467849 +
droAna3|lscaffold 13334:472139-472306||dan 4039 (Waie---EraccREccciiacTToTTgrcaracaAfcAN- - AT-l-lAA--G-LcETceTAGTEATEEEACTCETCTACAACCACHGGAATT Thiy-EAECAT/EGCTCG-ACTTCAGAGCCTCAACATTACGCCHTAGAGAANNGINAC - AccT T TG AfiC ARG A cl8c e RGEA G
+
droBipl|lscf7180000396431:1081260- - -G CREcceacTTGTTTGAAAGARC/EY- - - - AINGicAA--G-LAcETGGTAGTEATCECACTCCTCTACARCCACLIGGAAT T Tile- AASCAT TGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGA ISR C - AGCT T T R R R
1081392 -
droKikl|lscf7180000302698:307832— ’ECA———AAGC=GGGEACTTGT TOTGAAAGASCENRTNTNA - IN-fin A - - G-I\GET GG TAGTEATEECACTCETCTACAACCACHGGAAT TTIY- - AACATEGCTCG-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC-GINSARC - AT T TG Al C A - - A
307977 -
droFicl|lscf7180000454073:1443011- - - EaCCREcccacTTeTTTGAAAGAACHEY- - - - AN A A --G-LcldTceTAGTEATEEEACTCETCTACAACCACHGGAAT TTC—- AN ECATGCICG-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC G A C- AGCT T T AN C A - e
1443147 +
droElel|scf7180000491044:215078~- apin - - -fancCpRGGEACTTGTTETGAAAGAMCHT-- - - - A-B-fan - -G-BcfgrceTAG TEATEEEACTCCTCTACAACCAGHGGAATTTC- - AABCATTGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGEGAAC-GIARCHAGC TT TG AN C A D - - B
215220 +
droRhol|scf7180000779510:38401-38550 LXe- - - AGCRRGGGRACTTGTTTGAAAGAECHT - - - - - AR - -G-BeldT e TAGTEATCEEACTCETCTACARCCACHGGEAT T TIY- - AnfdCA TG CICG-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC-GIYSARC - AGC T T TRG AN AL Gl NeC -
+
droBial|scf7180000302041:563683~ LXee- - - AGCRRGGGRACTTGTTYTGAAAGAEC/S - - - - - Ag-I\-ian--G-RedrceTAGTEATEEEACTCETCTACARCCACHGGA AT TC - -Prldc/ed8cCICG-ACTTCAGAGCCTCAECAT TACGCC-TAGAGAAC -GS AIC - AGC T T TG AN C Al - -
563823 +
droTakl|lscf7180000414393:30846-30988 - -G CRmGGGaCcTTGTTTGAAAGAlCARY- - - - Ald-l-fira--G-RcErceTAGTEATEECACTCETCTACARCCACHGGAATTC- - AnfdclET/dcCTCE-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC - GLYSAIC- AGCT T TG AN ALNIG ClENEC - R
droEugl|lscf7180000408958:35963-36101 - -G CRcceacTTeTTTGAAAGAlC/EY- - - - - AN~ NG GET GG TAG TEATEECACTCETCTACARCCACHGGAATTC- - AAfgCAT/dGCTCG-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC - GLNAIC- AGCT T TG AN C A - B R
dm3 llchrx:13553568-13553711 + lame_424  |Reca---Eracc@ccdacTrdETgrcaracA e —-—-- A--ian--G-RcfdrceTAGTEATEEEACTCETCTACARNCACHGGAAYT TC}- AnfdcA TG CICG-AC T TCAGAGCCTCAACAT TACGCC-TAGAGAAC -GS ANC - AGET T TG AN C AT - e |
ldrosim2|x:12890287-12890429 + lasi_32459 [ eca---Eracc@ccdlacTrdErgrcanacagcde----- A --G-BcfdTceTAGTEATEEEACTCETCTACAACCACHGGAAYTTC—- AN ECA TG CICG-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC -GS AC - AGE T T TG A C AT - e |
| Y T ” e e S S O — S || x —— | ’ i T 7 7 A A A MO CACTMOCTMOMACA AN Oy b T Llala it Vol L Tak Wab Walalals ok Wi Wak Wt --=: o e e
droYak3|x= 109= o dya—1799 | éﬁmﬁﬁ‘éb’ié g GE.‘AEEECE F GEETEETE‘&&KEQE?E ————— ARN-IN-WAA - -G -1AG TéETQETGATGGGACTCGTCTAGAACGAGEGE GEAEEAEETTé——iﬁ“c’ﬁTEGE CICG-ACTTCAGAGCCTCAACAT T ACECT TACACAAC - CIYSANG
droEre2|lscaffold 4690:13329686- der 1524 (OEEE---EEEccCEEccacTTGTTYTGAAAGA/CEY----- AfY-c-pfia - -G-BclETceTAGTEATEEEACTCETCTACAACCACHGGAANT TC—- AN gCA TGCICG-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC -SRI C- AGCT T TG AN C A - e
13329820 -

Generated: 09/08/2015 at 07:54 PM

PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

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

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate

ONORFRRFRPFRPORPRRPPFPOOOOR


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_56:124044-124205
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_56:124044-124205
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_157.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3b:100238-100400
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_110.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:1719065-1719070
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:5369119-5369199
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24642.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:4951753-4951833
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3154.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:9467769-9467849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13334:472139-472306
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4039.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396431:1081260-1081392
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302698:307832-307977
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ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
dpe 1746 |scaffold 5:1180190-1180259 + |confident-exception | Mirtron |intron | e
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Predicted structure
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Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dper\GL25947-in]; CDS [Dper\GL25947-cds]; CDS [Dper\GL25947-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M042
M021 V057 V111 v042 V050
ATGCGGCCACGCCCAAGGAGTCGGCTGGTGAGGAAGGAGCGGCCGGCGAGGTAAGTGAATGCTGGATGCATACCAATGTGAGCCAGTCCGCTAATTCCCTTGCATCTATCCATTCACTAGAAAAAGGAGTCTGAAGAGCACTCGGAGAACGATAAAGATCTGACCACCGA female
Read # Hit |Total embryo head body male embryo head
Je ok e ok ek ok ok ok ok e ok e ok e ok e sk ko ke ke ke ke ke ok ek ke ke ke ke ke OO (OO e e e (((C...... 1)) e 1))))))) L)) )))))) . ckkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total body
................................................... U8 ek )V N eloli e ey Nl elo- N 10-Xo] NP R ¢ 1 3.00 3 3 0 0 0 0 0
.................................................. Gl AAGTGAAT GCTGGATGCAT « « ¢ e v vt et e e e e e e e et e e e e e e et et e e e e et e e e e e e et et e e e e et et et e e e e e e e et eaeaeeaaeaenennaa 2 0 1 2.00 2 0 2 0 0 0 0
................. eF- el ol elet ol eleli e).NeTeT-V-Ve]c TN PP~ X0 B 1 2.00 2 0 0 0 2 0 0
....... oF-Xoleolole7.V-NeTe N i ole el o PN AU - N0 1 2.00 2 2 0 0 0 0 0
................................................................................................... TTGCATCTATCCATTCACTAG . &t et e te e e ee et e e e e e teteaaeaeenaeaenenneaea 210 1 1.00 1 0 0 0 0 0 1
................................................................................................... TTGCATCTATCCATTCACTAGH . - - oottt e e i it e e it ee e 221 1 1.00 1 0 0 1 0 0 0
...................................................................................................................................................... GATAAAGATCTGACCACCGA 20 0 1 1.00 1 0 0 1 0 0 0
....................................................................................................................... GARAARAGGAGTCTGAAGA . ¢ vt vt vt e teeeeneaeaeaaneneenaen. 18 0 1 1.00 1 0 0 1 0 0 0
.................................................. el Vel o7V feTol TeTe)-N 1ol N oo P2 S 1 1.00 1 0 0 0 0 1 0
................................................................................................................................. TCTGAAGAGCACTCGGAG. « v v v v e seevannaananae. 18 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................. CTGAAGAGCACTCGGAGAAC . + v v v v eeeenenennen. 20 0 1 1.00 1 0 0 1 0 0 0
................... el ol elel ol elelie).NeTeT-V-Velc-Ne] ol PP R 1 1.00 1 0 0 0 1 0 0
................................................... TAAGTGAATGCTGGATGCAT . ¢ e ¢ o e e et e e e e e e et et et e e ettt et e e e e e et e e e e e e et et et e e et et e e e ettt te ettt 20 0 1 1.00 1 0 0 1 0 0 0
................... cliolelelolidelelife)-Neles:V-Yele)-Nelole]etolo clcT ol P2 B 1 1.00 1 0 0 0 1 0 0
.................................................. el Vel o7V e ol el e o720 I 1 1.00 1 0 1 0 0 0 0
.................................................................................................................................... GAAGAGCACTCGGAGAACG. « v v v v eeenenenan.. 19 0 1 1.00 1 0 0 1 0 0 0
.............................................................................................. TTCCCTTGCATCTATCCATTCAC . &t v vt et e e e e et e tete e e et te e e e eeeaeaeneeaeaeaanas 23 0 1 1.00 1 0 0 0 0 1 0
B elolelelofe).Nolelolole).-NeTe) el dotc]et ol c N 26 0 1 1.00 1 1 0 0 0 0 0
.......................................................................................................................... AAAGGAGTCTGAAGAGCACT . v v v ve e eeeveeeenenannnaanan 20 0 1 1.00 1 1 0 0 0 0 0
........... ol0lo7-V-Vele7 Nei ol ete] ok e el NN A T O 1 1.00 1 0 0 1 0 0 0
Anti-sense strand reads
V057
TACGCCGGTGCGGGTTCCTCAGCCGACCACTCCTTCCTCGCCGGCCGCTCCATTCACTTACGACCTACGTATGGTTACACTCGGTCAGGCGATTAAGGGAACGTAGATAGGTAAGTGATCTTTTTCCTCAGACT TCTCGTGAGCCTCTTGCTATTTCTAGACTGGTGGCT
Read # Hit Total head
ek ok kdkk ok k ok k ok ko dek ek k  CCCCCCCC. (e e e e (C(ennn.. 1)) e 1))))))) .. )))))))) . L kkkkkkkkkkkkkkkhkkhkkkhkkkkkkkkkkhkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droPer2|scaffold 5:1180140-1180309|dpe 1746 [[ATGCGGCCACGCCCAAGGAGTCGGCT-——————-—-—~- GGTGAG---GAAGGAGCG--—-—-————-—-—~- GCCGGCGAGGTAAGTGAA-——-—————--- TG---C—-—-TGGATG-————-—-———=——————————— CATACCAATGTGAG-—------ C-—-—-- CAGTCC--G-—=-—=—-———————-= CTAATT———————————————————— = S CTTGCATCTAT-——-—-—-————-— CCATTCACTAGAAAAAGGAGTCTGAAGAGCACTCGGAGAACGATAAAGATCTGACCACCGA
+
dp5 l4_group1:4084479-4084648 -|dps 1409 |[ATGCGGCCACGCCCAAGGAGTCGGCT------------ GGTGAG---GAAGGAGCG-——-———-————-—~- GCCGGCGAGGTAAGTGAA-——-—————--- TG---C—-—-TGGATG-————-—————=——=————————— CATACCAATGTGAG-—-—--—- C-———-- CAGTCC--G-——-—=—-———————= CTAATT——————————————————— CCmmmmmmmm oo CTTGCATCTAT-——-—-—-————— CCATTCACTAGAAAAAGGAGTCTGAEGAGCACTCGGAGAACGATAAAGATCTGACCACCGA|
droWil2|lscf2 1100000004945:317420~ aTcclcccaciicccaniloachmcET-—--—-—--—-——- cldrcEg)---cancaccl----—-—-——————- AGT A TN TG cA T/ A A A TCCCACA T - - a2 T — — — - — B TV S — — - ———— TTATTCC------|e B A - T T TG TG T A e e T T T 2 A A T T N —— - ———- TAATT T Y eeTAGA A AAAGGACEcARGAc AT cocAIAAlcABAAAGATTGACACCGA
317584 +
drovir3|scaffold 12723:3023769- ATGCGGCIACCRCAAGCAI S VX Xl Jelelelelelelelel el \C[8iG A G - — - GAAGAGCG— - — - —— - — - 6---E8cccecicaceTarc T/ -—--- A CCAGCAAGCA R — — — — — e G — — —— - — - TAGTCGC------= B - - - - B G T T T A S A A TS R T T ------- ErciarcEal----fg------ CA- - -ATTGCL LVNNINEIeINeA 5 CleFN-Neh-Nen [NeLidel T/ef:N FNNCIEFACIN-N NI N Tl 2 INIGh-NGIeTer:
3023945 +
droMoj3|lscaffold 6500:6844475- ATGCGGCEACGCCAAGCA, G- - —————————— INCcacENcEcccl- - - - - ——-——————- cclgecconcereac¥alg-——————————- Te---8---- ¥ eedec—-—-——-—-————- - ——- AlN-- - -CINIAAT--TACGAAAC-EEEEE Eacehdy--re¥- -\ _clrlgrlg-------g--------------—--—- T CCC - oA T T R e [ CRE e — — - ————— - TAATTGEEEEE L O S telsAGA A A AL GECECdcaAAGAGIACTCl{cAGAACGARAAAGATCTRIACCACCGA
6844649 -
droGri2|scaffold 15126:459183- ATGCERCEACGCCAAGCA R NNE - - — - — - —————— nlec/lNeREReI N T elCINelsle T CAGCAGC TGCTGC T ClHeleloelNelehy VA i T G C o a A C A T - - B - B — — — - — 2 AgcEcAG-—------ ------ - ---—-—-———-—-—-—- - — - - TCAATGTGA R CAT S T T - --——- ----TGliT---EESTT TR (el i T E R YCSAC ~ e 1 Clelele GAAGAGIIACTCGGAGAANGARBAAAGATCTRIACCACCGA
459350 -
droAna3|lscaffold 12916:10082180- ATGCRGCCACHCCCARAGGACHMCEY--—-—----—-- GGI\GAl---cancErGC--— - - - ———- e (eleln [ NelelV.NNEA TI\CEEEEEEEEEEE T e G T C T TT----TINIAGA--AGATTCTC-EEEEEN - - ------------- i - —— == - - - T T -GG AG R By ----- —-—-————-—-ATATCEEEEEEEE i IS AG A A AAAGGAWACEGAEGAGINGN T CGGAGAACGABAAAGATCTGACCACCGA
10082333 +
droBipl|lscf7180000396580:953518— aTccilcccachicclgraceachmcEs G22rAAGGAINACEGAldcACINECTClGAGAACGABAAAGATCTGACCACCGA
953674 -
droKik1|[scf7180000302412:560591— aTcealdccaciicccaniloacmGCT-— - - - - —-— - —- eeli¥ec AP T/eleNeA A GTAGCAGCGGGAACAUdeA N li T Ec IV EEEEEr e CTACT A — — - — — T E L — - — - — - - [\a AN TR - B G GC - - T T T R CRRATT-— - T T - A AT G TAATATRETBNET- - - - -EES AT RIS AC~ A 2 AAGGANACBGAEGAGACTCl{GAGAANGARBAAAGATCTGACCACCGA
560769 +
droFicl|scf7180000454117:77580~ alcclicccaceeccanllcn )/ mcET - —-—-——--———- cGcal---cancEccG----—-—-—--———- pclccllcaldeTanci¥lan - - ———————- G-I GG----INNNTGT- - TAAGATTT - EEEEE - —E-----------—-- R —— == == - AT - A A CC R [ TR - — - —————— TTGT T TR LCRReceNeaG A n anAGCAlTClgcalBcaccacTCclicacaacealaArAGATTGACCACCGA
77738 +
droElel|scf7180000491186:1216468- aTGcpcccacGeCCAANGA - — - — - — - - ———- cocal---cancEaGeG-—----—-- E---EdiccclcaceTaadEAn - ——————————- AR R A A TINAAATAAT T TAAGGGGCTCT TAAAAA/NAINIFNNA Tidel T EEEEEE C----—-- TINEGEATAAACATAAATATTTCT-[¥N- -fiTACCEEEEE TACCATTCTAAACACA - — e TT-------—---TTATTTEEEEE eCherteceac A raraGcARTClgcaEcallcaAliTclicacaACcGAlAAAGATCTGACCACCGA
1216686 +
droRhol|scf7180000771933:93771- alcciicccaceeccaailcachmcgY- - -—-—----—- GGcal---cancEccG--- - - - - - - - ——- AcleccilcaceTanc®lan-———-———————- - --g----Iee G- - - AT- - - -INNGAJIT- - TGAAAAAC-EEEEEE [ NEA S EA A CETAAATAAGTCG-AT--GTATTREEEE TACCATTCTAATTA TG — R e T TT--—--—-—-——- TAATATEEEEEE SR\ AGA A2 ALGGART CEGAldcaGealiTcllcaGAACGAldAAAGATCTIACCACCGA
93961 +
droBialllscf7180000301500:215619- ATGCHGCCACGCCCAAGGAL CEe—-—-—-—----- cel\cAl---calgcecce---------—-—-—- AclEcCCAGCTAAGTIAA -~ -~ - - ———- A T A G T GAA T TN A e - - —-THICcCT G- - - R B------ - - ------------- = = — — R GACT AN C TR B------- - - -a@allF\cccaTaTE RS b ek I XeAGA A A ALGCALNACECAlEGAGC AT CGGAGAACGABAAAGATCTGACCACCGA
215776 -
droTakl|lscf7180000415629:144566- aTccileccaceeccanllcachmcg------------ GGlealy---cancEccG----—--—--———-—-—- AcEcicaceTandlean-—--—-—-——-—- T O e T L T 12 S GIY- - - -I¥Niajia - -GAAGAAAT - CEEEEE - - ------------ = - — - — R e T AR T-[Sa C TR e [ CR e - — - — —————— CTATTTREEE [ CEmecYeAG~ 2 2 AAGCANC TGAlGAGCAlgTCljcAGAACGAAgcATCTGACCACCGA
144723 +
droEugl|scf7180000409461:452762- AcciicccaciicccarRcaccET----—-—--—--- GGEGAl---GarGEdecG--- - - - ——-———- GCEGGGANGTAAG AR~ === ——=———= 2 O e T ULl T R AJN- - - -INNiClia - - B A A CA - EEEEEE - -E-------------- - — — == == ;M- GACT-GAT T s [ CiE e — — — — — - —— —— TCATTTREEEE CEeCiIYeAG A A2 AL GGANNCEG A EGAGC AT ClGAGARCGAdAAAGATCTGACCACHGA
452917 +
|dm3 lchror:8427047-8427207 + | |[2BeclcccaceeccanBeoacmmcBT----------—- GGTGAR---GAAGEIEGCG-—————————————- GClEcRACAGETAAGREAA -~~~ ——————— 18- --A- -1 O - —-[SSYElle- - TacGTCTC - e B -——--———-—-————- -~ ———- - GACT-GATG HE - - - D TAATTTE IR ATNTAG A A A AAGGARRCTGABGAGC AT CliGAGAACGARAAAGATCTGACCACCGA
ldrosim2|[21:8153996-8154154 + lasi_13205|AdecllcccaceeccarloacmmGET--———------- GGTGAW---GAAGEEGCG--—-—-——————-—- cclgciilcrceTAadE A - ——————————- L LA\ T C C T e - — - -[NNElNe - - TGCGGCTC-EER - —E-----------—-- i - —— ——— - - - GATT-GATGRE e - - — — e TAACTTEEEEE pYeIe I FCATNTAG A A A AAGGALNC TGABGAGC AT CliGAGAACGABAAAGATCTGACCACCGA
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