ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dya 1237 4:1098065-1098121 + | candidate Mirtron |intron

Legend: mature Star [t Nl Rl a0 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition -#- Sense -#~ Antisense Mature
Hairpin partition Mature
dya_1237_annot [-10.2]
Show Alternate Folds “
Flybase annnotation
intron [Dyak\GE 1456 3-in]; CDS [Dyak\GE14563-cds]; CDS [Dyak\GE14563-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
MO043
M056 M026 V058 V120 V052 V046
CATCTGCATTAATTAGTAATAGCCTACCCGAGGCTTCCAATGGACCAACTGTAAGAGATTTTAGGTGATTTTAATGTTTTTAAATTTCCTTATATCTTTTTARATAGGT TTTGGGTGGTGAAGCTAATGCTACACATACCAGCTCTGAAAGCCCTCC female
Read # Hit Total embryo head head male head embryo body
AR A e e e L N N AR AT D I D D D D I D D D D D D D D D I hhkkkhkhkkhkhkhkhkhkhkhkkhkhkkkhkhkkhkkkkhkkkkkkkkkkkkkkkkkkkkk*x** gize Mismatch Count Norm  Total body
.................................................. GTAAGAGATTTTAGGTGATTT . ¢« v e v e e e et e e et et e ettt et e e et e e et e et e e e et e e e et e e e te et 210 1 229.00229 89 88 23 13 8 5 3
.................................................. GTARGAGATTTTAGGTGATT .« ¢ v v et e ettt et et et et e et e e e e et e et e et e et e e e e e e e ettt et ettt et e e 20 0 1 27.00 27 1 14 7 2 2 1 0
.................................................. GTAAGAGATTTTAGGTGATTTT « « + ¢ e e e e e e e e et et et et e e et e e e e e e e e e e e e aaeaaeaaeaaeaaenaenaenaennennennennaa22 0 1 13.00 13 7 3 2 0 1 0 0
.................................................. GTARAGAGAT T TTAGGTGAT T . « « « et ettt et et e ettt 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 21 1 6.00 6 5 0 1 0 0 0 0
.................................................. GTAAGAGATTTTAGGTGAT TTTAATGTTT . « ¢ v v e et ettt et ettt et e e et e et e et e et et et e e et te e ie et eieeiaenaenaeeae 29 0 1 3.00 3 0 3 0 0 0 0 0
.................................................. GTARGAGATTTTAGGTGA + « « + e e e et ettt ettt e et e et e et e e ettt e e e e et e et et e e e e ettt ettt e ettt ettt 180 1 2.00 2 0 1 0 0 0 1 0
.................................................. GTAAGAGATTTTAGGTGATTTTA . « ¢« v e e e e et et e e et et e e e te e e e e e e e e e eaeaaeaaeaaeaaeaaeaaenaenaennennenneanaa23 0 1 2.00 2 0 2 0 0 0 0 0
.................................................. GTAAGAGATTTTAGGTGAT . & ¢ ¢ e e e e e et e et e e e et e et ee e e et e e e e et e ee e tae e e e eee e eaneeaeenaeenanenanenaaeeaa 19 0 1 2.00 2 0 2 0 0 0 0 0
.................................................. GTAAGAGATTTTAGGTGATTTTAAT « « « e v v e e et et et et ettt et e et e et e et e et et et et et te e te e eiaeaenaenaenaen 25 0 1 1.00 1 0 1 0 0 0 0 0
e e TCTGCATTAATTAGTAATAGCCT  « ¢« v et e e et e ee et et e e et e et e et e e e e e e e e e e e e e e et e et e e e e e e e e e e e e e et e e e e et et et e e e e e e e 23 0 1 1.00 1 0 1 0 0 0 0 0
................................................... TAAGAGATTTTAGGTGATTT . « ¢ o e e et e et e et et e e te et e et e e e e e e e et e ettt et et et et et te e et eiaeiaenaennena 20 0 1 1.00 1 0 0 0 0 0 0 1
...................................................................................................................................... CATACCAGCTCTGAAAGCCCTCC 23 0 1 1.00 1 0 1 0 0 0 0 0
.................................................. GTAAGAGATTTTAGGTGATH . - « & o ettt ettt et et et et et e e e e e e e e e e e e e et et 2001 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
GTAGACGTAATTAATCATTATCGGATGGGCTCCGAAGGTTACCTGGTTGACATTCTCTAAAATCCACTAAAATTACAAAAATTTAAAGGAATATAGAAAAATTTATCCAAAACCCACCACTTCGATTACGATGTGTATGGTCGAGACTTTCGGGAGG
Read # Hit Total
AR A A e N N AR AT D I D D D D I D D D D D D D D D I hhkkhkhkkhkhkhkhkkhhkhkkhkkkhkhkhkkhkhkkkkkkkkkkkkkkkkkkkkkk*kk*** gize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|4:1098015-1098171 + ldya_1237[cATCT---GCATTAATTAG------ T---AATAGCCTACCCGAGGCT---TCCAATGGACCAACTGTAAGAGATTIT--TAGGTGA-——~——~ TTTTAATGTT-—--——--——-——~ TTTAAATTTCCTTATA-————————~- TCTTTTT----—-- AAATAGGTTTTGGGTGGTGAAGCTAAT---GCTACACATACCAGCTCTGAAAGCCCTCC |
droEre2|scaffold 4512:246624-246780 CATCT---GCATTAATTAG----—- T---AATAGCCTACCCGAMGCT---TClgAATGGACCAACTGTAAGAWATTT - TlSGTGA-—————- e AATINTT-— - - - ———- TTTASATTTRCTTARA-————————- TWTTTTT--—-—-- AAATAGGTTETHGGTGGTGAAGCTAAT---GCTACACABACCAGCTCTGAAAGCCCICC
ldrosec2|lscaffold 40:66255-66411 + | |caTcT---cc@rraarTac------ T---AATAGCCTHCCHGAGGCT---TCRAATGGACCAACTGTAAGAATTT - - TREGTGA-—————— @A TGTT- - TTTAAARTTCCTTATA-————————- iR iCh— ARATAGGTTTTGGGTGGTGAAGCTAAT ---ACTACACAACCAGCTCTGAAAGCCCRCC |
ldrosim2|4:812847-813003 + | |cATCT---GCATTAATTAG------ T---AATAGCCTHCCHGAGGCT-—-TCIAAATGGACCAACTGTAAGAGATTT - - ThgYGTGA-—————- TIATfEATGTT-— - - - ————- TTTAANTTTCCTTATA-———————~~- Eert@rr------- AAATAGGTTTTGGGTGGTGAAGCTAAT---IACcTACACAACCAGCTCTGAAAGCCCHCC |
am3 lchr4:1024989-1025145 + | |caTcT---GeaTTAlgTTAG------ T---AATAGCCTHCCCGAGGCT---TCIAATGGACCAACTGTAAGAGATTT-—THGGTGA-—————- T&rAaTGTT-— - - TTTAAASTTCCTTATA-—————-——— CcrTeldr-—-—--—- AAATAGGTTTTGGGTGGTGAAGCTAAT---fAcTAacacaAccaGeTCTGAAAGCCCCC |
droEugl|[scf7180000408984:211895- CATClg---ClYSTAATTAG------ ©---aldracciracccealiccfe- --ciaaTciiaccAACTETAAGA X Tl T TR~~~ s ———————————-— TTT(EQOAT T Ty TINATA-— - ——————- TREATIA T T————— - AAATAGGTTYTGGOEGCRcARGCTAAT - - ~ceTleclecAlBiciai\c T Teaaacicclicc
212044 -
droBial|scf7180000301495:1014679- CATClg---GCHEATAATTAG----—- 8- --aaTacciIracccGAGClY- - -dcferaTcegccanc TETAAGANEN THENTEEENGA -~ -~ = - iAGATINGAN-EEEE ATEEEEE ridrafdarrTCcTRATA- - - - - - - - ASAIA CIEEEEEE BEATAGGTTETGGGTGGRGARGCTANE- - -ccdcacaaccalcTeTeanachccice
1014840 +
droTakl|l[scf7180000415212:103547— caTci}---ccdrAATTAG------ @---2aTalccTacccealIchY- - -fEceaaTceaccaacTGTAAGAINTET TH- Thicl\TGA- - - - ——- T\ aTclNg-------------- TTTAATTTECIN A TA- - - - - —- AcEridrT-—-—-—- WAATAGGTTETGGGTGCGARGCldAlET - - -cCi¥eclecaTaccaceTeTaalgaciccllce
103704 +
droElell|lscf7180000491238:116153— caTClg---ccMrEaTTEc------ ©---2aacccracclgcal¥ic- - -EciaaTceaccaacTeTaACAI N T TRENTRICHT G- - - - ——- T TN - - - - -——-—--- TTTASATTRNgARA - - — - —————— ITGCCCAREEEET BAATAGGTTETRGGTGGcAlGClda - - - TlecldcAacEailc Tcfdcanachiccldcc
116310 -
droRhol|scf7180000780283:15762-15920 caTclg---ccdraATTAG-—---- - -—-aaTaciiTaCCCGAGCEN- - -[dcfdaaTcoaficaacTeTaAGANA T TTINNThickTGA-— - —— - TN A AT T - - - - TTTeATTTECN A A - - — - ——— TheTETT--————- waalhcerTETGdcclcalccllaaT- - -ceTlgcldcaacEacecTeTeaaachcclicc
+
droFicl|lscf7180000454040:600295- clgrcl---cciidrifereac------ ©---2aTacicTiccceAGGC- - -ScireccaccaacEeTaAACAINGN T TRl ThCTGA- - - - - -~ ICIIGGGTI-EEEEEEEEA A 2 A TIANNATINGEN - T2 A2 R A THGA CIEEEEE waallaceTTTcGGgcccAGCTAT - - -cceclEcalacEaciiTc TeaaaGecclcc
600456 +
droKikl|[scf7180000302413:149023— clgrcgdccaldraaTTaG-—---- - -—-aaTtallccTificcGAGCINENCI A ErcldaccancldeTAAGRENINTY- - TaRcIN A/ - - TEXT A T T -y - B - - ———- TR TREAA TR T TATA - - - - ACETRT--—--—- HAATAGGTTETEGERGGTGARGCldAAT - - - aacldcaTACEAB TCcTGAAAGCClcC
149186 -
droAna3|lscaffold 13077:158748-158910 CATCIN---cLfeTeATTAl]- - —- - XS\ 2 rallcc TRENRG AIRNCEY- - —[dcfiaaTcoaccAA e TARICERNA TIN TN - TR G ThNe- ————- AlficaTCC/E-EEEE ATTGAGREES- — - - CGAGG------ CTTAACTREEEAINCIICIEEEEE WeaTaceTTETGCEGCEcAlceTAAT - - -ficTlecacaTac@aceTcAcaraccclicc
+
droBipl|lsc£7180000396677:16540-16701 cATCi}---ciMeraaTTAlg- - - - - cACAINACIAJeliT S T/NEA S A B C [ TINGEISNA NG CEWATE T T/A ANA TN - €A T TEEEEEEE JIIAAT T - B TTTAGREE- - - - TGAINA - - —- - - ATTAACTREEUIATHIGC I oA TAGGTTETHGCEGGEGARACAAAE- - -deTldcacaracilaciIrcTeanacicciice
e
dp5 Unknown group 14:50442-50602 clerci}---ccpdranatnGg------ @Y fdnfdccraccecal)ciN- - -TccaaTcdeccarcTCGTAAGHENATTIY- - TAQCHINS-— - ———- A A T G SCINCIAfiAG- - - - -- CTCGATT TREINSA A INCEEEEEE WerTAGGTTETGERGGTGAlGCMAAT - - -ccldacldcaTacilaceTcldeanacecciicc
droPer2|[scaffold 106:70895-71055 + || |cErcl---ccifdraarfdac------ X2 rErccTacccoaldclY- --TccanTceccaacTeTAACENATTIN- - TARGCEINS- - - ——- T AT - - - ilCICIAAG- - - -- - CTCGAT TTREINeAINAICEEEE WeATAGGT TG cTcAGCldAAT - - -cclaclecaTacilaceTclgeanaceeclice
droWil2|scf2 1100000004943:1337564- SGile GRERele T AT GiiC GG GGREEA A A CINNWAC G TIAGIHISErNC T/ShEEE C 8 cEVNele T ST NNeli TiNE T TCliGACE - - - - - -EFEEACGTGGAAATCIAA - R ATTCAAREE- - - - GGJENAATHAINN - cTCcGGCTARECGHRNAINA BT ppde Gt TTTGGeTeGEGAAGCAAE- - ~-IAcINECldc A TeA N c Tcllcalgacecclgec
1337734 +
drovir3|lscaffold 13052:912765-912936 [F\cEAREREle T cACGCiicEcaacAACAACINACHAMENG G T/ENA T[S CEEEIUIN-NNEINeIe e A CLFNAT/NCINEA CEECIATAIA TEEEEEEA A n A n I CA A I - BEEEE TATGGREE- - - -GGHANG----- - CTCAACATTTCEcCCACEEEEEEE ppyeleln RTINS NG lec Gldc Alfc Tiely- - - i rfeclecaTaccallc TcfScaldaceeclice
droMoj3|lscaffold 6498:1310347- TT- R - - e ettt "GP~ ~ = === = === BTCHCALEEESEES T TRCREACACEECEECEICEECIcCAGCAARCECEEREIAREIA RIS CERICEXRINEARTE
1310417 -
droGri2|scaffold 14822:99092-99259 -l (S S e T CATGCAC R ¥~ A c M ccacc- —-TccanTcdgecBaceTAAcA I I CACH TR - - CAGCTTCAAACHEEEIE. MAraaarTEccrRala--——----—- G8acaaliaaaaraTTcGNEANACRT/EE CERS TSGR AN G TINCESG Ti A TilS Il TINElsle~ §f8
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=4:1098015-1098171
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=4:1098015-1098171
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1237.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4512:246624-246780
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_40:66255-66411
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=4:812847-813003
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr4:1024989-1025145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408984:211895-212044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301495:1014679-1014840
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415212:103547-103704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491238:116153-116310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780283:15762-15920
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454040:600295-600456
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302413:149023-149186
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13077:158748-158910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396677:16540-16701
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_14:50442-50602
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_106:70895-71055
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:1337564-1337734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13052:912765-912936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6498:1310347-1310417
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14822:99092-99259

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}
dya 17833L.:13609599-13609690 + | candidate || Canonical miRNA || antisense_to SpUTR
Legend: mature star [T 00d RTINS mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense - Antisense Mature Star

Hairpin partition Mature Star
Show Alternate Folds “
Flybase annnotation
Antisense to utr5 [utr5_minus_6595]; utrS [utr5_plus_7949]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
V058 V120 MO56 V052 V046 M026 SRR1275486
AACAAACAACCAAAAAACTATCGGCCTGTTGCTCCTACAATCGAACGGTCGCTGACTATCGATAAGTGGCTGGGCTGGTGCGGGAAGAAGAAGCAGAACGCTGCAGCAGCTTCTATTTTCGTGATAGTTTTCCCCAATTAGTGCTGAAATTAATAACCATAAATGCCATTTTACCCCAAACAAGTGCGAAAT female
Read # Hit Total body head male embryo head embryo head Male
A e N O O O N O 1))))DIDIDDDDDD)) i L)) )))))) . Kk kkkkkkkkkkkkkkhkkkkkkkkkhkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total body prepupae
................................................................. el etelod felelelot elel eto]eTclc.NPum PP~ ¢ BN 1 61.00 61 22 12 16 6 3 1 0 1
................................................................. ElielelodiJelelelod elel eTole cle). V- NN N 1 24.00 24 16 4 1 1 2 0 0 0
................................................................. el etelod felelelot Jelel eto]e cle TN PP ° BN 1 16.00 16 7 5 2 1 1 0 0 0
................................................................. elidelelodifelelelod elel eTolecle).V-Nc NN -2 1 14.00 14 4 1 3 5 0 1 0 0
............................................................... .V ek elelo) Jelelelohelel: felote]e] el V. NP PP PR -gc IO 1 8.00 8 4 0 3 1 0 0 0 0
............................................................... AAGTGGCTGGGCTGGTGCGGGA . « &+« e e e e et e e e et e e a s e e e e e e e e e s te et e ea e e aeeaeaseeeneaeeeaneaeeaenseeeaeaeeeeneaeeaeneaneaenneannaa22 0 1 6.00 6 1 0 1 4 0 0 0 0
................................................................ el Jelelokeletelodielel Jeto]eTelc).NPuNm NN PPN~ N 1 6.00 6 2 0 1 3 0 0 0 0
................................................................ el eTelokieleTelon Jeleh eTolecle .V NN~ J 1 5.00 5 5 0 0 0 0 0 0 0
................................................................. GBTGGCTGGGCTGGTGCGGG . - - -« - ot it ittt it it ittt it ittt ae e e ae e e saaeeaasoaensasoasosasseensaaensasaasosaroaensancaansaasss20 1 1 3.00 3 1 1 0 0 1 0 0 0
............................................................... Y el elelo] Jetelelohieleli eelcle] e - O~ 1 3.00 3 0 0 0 0 0 3 0 0
....................................................................... elelelohelelelotelelel-V.Ne)-V.Ve) NP AP N ¢ 1 2.00 2 2 0 0 0 0 0 0 0
................................................................. elidelelodifelelelod elck deTole e e [ D~ X0 I 1 2.00 2 0 2 0 0 0 0 0 0
................................................................ el Jelelokieletelod elel Jeto]eTele] - HuNm NN AP~ S 1 2.00 2 0 0 0 0 2 0 0 0
.................................................................. elelohielelelolielel JeTole e ey NP PR I N o 1 2.00 2 2 0 0 0 0 0 0 0
................................................................... elelolielelelol elelieloleTcle. NN OGP - BN 1 1.00 1 1 0 0 0 0 0 0 0
................................................................. elielelodifeleleledielel etoleTcle).Y [ PRG-I 1 1.00 1 1 0 0 0 0 0 0 0
................................................................ e el el ot e eTelot e et Tetole e e . N 72 1 1.00 1 0 0 0 1 0 0 0 0
............................................................................................................................................ GTGCTGAAATTAATAACCATAAR . « oot e e e e enecnecneenaaeas 23 0 1 1.00 1 0 0 1 0 0 0 0 0
................................................................. el etelodifelelelot elel Jete]eTele). o U PO~ N 1 1.00 1 0 0 0 0 0 0 1 0
.................................................................. elelohielelelokielel JeTole et ey V. Ne TR~ BN 0 1 1.00 1 1 0 0 0 0 0 0 0
.............................................................................................................................. GTTTTCCCCAATTAGTGCTG e & e v et et e e e eneeeeneneeaenenncaeneeaenenaeaa 20 0 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................. CAGAACGCTGCAGCAGCTTCTAT .+« e e e e e et et e ete e et e e e et ee e et e e e et e e e e tneneeaeneeaeaeneaaenenaeaa23 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................ AACGCTGCAGCAGCTTCTA t e e et et et et et e e et et e e et e e e e et e ettt ettt e e ettt et e 190 1 1.00 1 1 0 0 0 0 0 0 0
........................................................................................................................................................... ACCATAAATGCCATTTTACCCCAAACA.......... 27 O 1 1.00 1 1 0 0 0 0 0 0 0
............................................................... .V el elelo) elelelohelel:eletele] el V. N U OO~ S O 1 1.00 1 1 0 0 0 0 0 0 0
................................................................. elieleledi el eleledi ele] ete]eTcle): PN A POPOD- X0 B 1 1.00 1 1 0 0 0 0 0 0 0
............................................................... AAGTGGCTGGGCTGGTGCGEG « « « « « « e e s o et e e s et e e et ee e asaeeeaasaneoeasoeeeeasoeeneaseeensaeeeensoetoeasoaeaeasoaansaasaeasaaeacancaasaa2l 0 1 1.00 1 0 0 0 1 0 0 0 0
.................................................................. uelelohielelelolielel elole ety N~ s I 1 1.00 1 1 0 0 0 0 0 0 0
................................................................... elelolielelelol elehieloletele.. U - N 1 1.00 1 1 0 0 0 0 0 0 0
................................................................... elelelidelelelelielehieleleleley. VTV Xy V. NP <2 B 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................... TTTTCGTGATAGT TTTCCCCAATTA .« « e et et e et e te e et e e ettt te et eaeaeneeaenenaeaenaa 25 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................. elieleledifeleleledi elecleToleTc - [ PR I 1 1.00 1 0 0 1 0 0 0 0 0
Anti-sense strand reads
M043
MO056
TTGTTTGTTGGTTTTTTGATAGCCGGACAACGAGGATGTTAGCTTGCCAGCGACTGATAGCTATTCACCGACCCGACCACGCCCTTCTTCTTCGTCTTGCGACGTCCGTCGAAGATAAAAGCACTATCAAAAGGGGT TAATCACGACTTTAATTATTGGTATTTACGGTAAAATGGGGTTTGTTCACGCTTTA female
Read # Hit |Total embryo body
Ikkkdkkdkkdkkdkkdkkdkokdkokdkokdkokhdkokddkokhdkokkdkkkdokkdkrdkrdkrrkrrk  (C(C(CCCCCCe . CCCCCCe o COCCCC (e e e e e e e 1)1)))S)NNIDNNDDD))) L )))))))) . Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|[30.:13609549-13609740 + |dya 1783|[AACA----AACAACCAAAAAACTATCGGCCTGTTGCTCCTA----CAATCGAACGGTCGCTGACTATCGATAAS—=—==—=——————- GTGGCTGG-GCTGGT--GCG—--GGAAGAAGAAGCAGAACGCTGCAGCAGC———————————————————————__ TECTATTTTCGTGATAG-—-TT-—--- TTCCCCAATTAGTGCTGAAATTAA--——— TAACCATAA-ATGCC--ATTTTAC-CCCAAAC-A-—--AGTGCGAAAT
droEre2|[scaffold 4784:13519265- |lder 67 [AACA----AlcaEccAAAAACEIATCGGCCTOT TG AN CAATCClgACGGTIGCTGACTATCGATARAS == == === —————— GTGGCTGG-GCTGGT--GCG---GGAAGAAGAAGCAGAACGCTGCAGCAGC-———————-—-—-—-—————————— TTCTAET TTCGTGATAG---TT----— TTCCI\CAATTAGTGCTGAAATTAA-———- TAACCARAA-ATGCC--ATTTTHC-CClAAAC-A-—-AGTGCGAAAT
13519456 +
droSec2|scaffold 0:5681825- ChEle- - - -acaficiirEaraacTaTcoecfgTceTToCTCCT AN C A A THGHIEC T CGC TGACTATCGATAR === ==~ === === ——— GTGGCTGG-GCTGYT-HGCcc---FcancarcArGCAAACCETGCAGCAGC -~~~ =~ —————————————————— TTCTATTTTCGTGATAG---TT-—--- TTCCCCAATTAGTGCTGAAATTAA-———— TAACCATAA-ATGCC--ATTTTC-CClAAAC-[8---AGTGCAAAT
5682021 +
ldrosim2|[31:13210124-13210324 + || |22ciSElEr e AlclABaaaacTATCGGCRTGTTGCTCCT ARNEAC A A THGHIEC G TG C TGACTATCGATAAR === === ==—————- GTGGCTGG-GCTGGT-RGCG---AGAAGARGAAGCAGAACGETGCAGCAGC-———~———————————————————— TTCTATT TTCGTGATAG--~TT-—--~ TTCCCCAATTAGTGCTGAAATTAA-———~- TAACCATAA-ATGCC--ATTTTEC-cCliaaac-[8---acTccRanaT]
|dm3 lchr31:13506389-13506589 |2 cINE B AlcHAEerancTaTcoeATGTTGCTCCT ARENEAC A A THISIEC G CGC TGACTATCGATARS === ===———————- GTGGCTGG-GCTGGTERGCG---AGAAGARGAAGCAGAACGETGCAGCAGC -~~~ ~——=————————————————— TTCTATT TTCGTGATAG-~~TT-~---~ TTCCCCAATTAGTGCTGAAATTAA-———~ TAACCATAA-ATGCC--ATTTTEC-cClaAAC-[8---acTGCRAAAT]
droEugl|sc£7180000409121:52039- S — - A XA EA A AflC TAT CGCHT T i~ XS VA T CGIEC GGlECGClgGACTATCGATA ==~ === === —————- [XJelic TeG-GeTaeTi-RINTN B ncancarcCalaacagreeaceaciYe- - - - - - - - - ————- TTCTATTTTCGTGATAG---TT-—--- TTCCCCAATTAGTGCTAAATTHA--—-- TAACCATAA-ATGCH--ATTTTC-[Ecaaac-aA-—-@rccilaaaT
52233 + ‘
GroBial|sc£1160000302426:6397236- T e e R - eee—— B 177 GTGATAl 11— T1CCCCANSTAGEEC TMAAATTAA- -~ TAACCATAG- ATGCC——ATTTERC-CRCBAAC—E- -BOTGCGARAT
6397314 -
GroTakl|scE7180000415420: 216431~ e R e—— BTAE  1TJGTGATAG—~TT-——-TTBCCCAATTAGTRRERAATTAR ————~TAACCATAA- ATGCC- (GTTTTHC- BCHEC & - S0TGCGARAT
216505 +
droElel|lscf7180000491255:1960976- R~~~ T G T T G C T/ECEA LN~ T C GilelG GlECGCl§GACTATCGAT A - === === === —-—- RrfEccToidecTeo Tl - BINg N IGEA A GAAGAAGCARAACCETGCAGCAGCINE -~~~ —— == ———————————=— ETCTATTTTCGTGATAG-—-TT--—-- TTRCCHAAT TAGTGCTINAAATTAA-—-—- TAACCATAlg-ATGCC--ATTTTHC-CllcAAACI A I NBITGCGARAT
1961156 +
droRhol|lscf7180000779509:106304- R~ — e T G T T G C T/eCLA e VXA T C GilelG GlECGCleGACTATCGAT A -~ =~ =~ === ———-—- rfelciNrce-ceTiNG N -BINT N icEA A GAAGAAGCAAACEETCCAGCACCHlg-—————— =~~~ TTCTATT TTCGTGATAG---TT----— TTRCCCAATTAGTGCTINAAATTAA-———- TAACCATAg-ATGCC--ATTTTEC-ClAcAAAl-A-—-ATGCGAAAT
106479 +
droFicl|lscf7180000454048:191657- FACA————QACEECEAAEAAACTETCGGCCTGTTGcTQCEATGGAATTTCGﬁQﬁGGQCGCQGACTATCGATAﬁ ——————————————— BT EGCTGG-GCT G- ~ BN MGGAAGAAGAAGEAGAACGETGCAGCAGCHg- -~ -~ === ——————————————— TTCTATT TTCGTGATAG--—-TT-—--— TTRCCCAATTAGTGCTINAAATTAA-—-—- TafjcCATAAMATGCC--ATTTTCEclcAAAC-A---lGTGCGAAAT
191856 -
droKik1|scf7180000302808:501821- c---EEE R~~~ ——————————————————————— — — e e — — i — — — e TECTAT T T THGTGATAG- —- TR TTCCCCAAT TIGTGCTIAAAT TAARNNAT A A CIA TIEA - ATGCI- - AT T T - EmCAAACKIA - - [T GCGAAAT
501910 -
Aromnas|ssaiiold 13337:21627615- e == e e e e S
21927629 -
GroBip1[sciIIB0000306130:397740- e e I e SO T - RO T A T A - B I B BT
397308 -
ap5  |XA_oroups:i6926271-6926365 e I R ASeACEECCILEEEE——————— TOAE B T GA 1A G T - TTBCCCAR T THOTGC TR ART TAA -~ TAACHATAR- ATCR - A TEC- I A A BT GCMPAAT
GroPerzscatfold 36:361494-361568 e R R ASEACEECCI L ————————— GRS B TG TA G T TTBCCCARTTHOTGCTRA AR T TAA—————TAACHATAR A TGO~ A TEC- I A A BRI GCMAAAT
+
drovir3|lscaffold 13049:17621318- CIATCREE - - — - - __ B _ TG TEAGCAA NN CAGATATTTTATAATANCEA- -B- - -AACAR - TTAATESINNCINNT TGEF TG TGCECADE T/ EFAnAA TTTTCATTTGTTGCATTTTCAGT LG A iVe I NEREUENT T TREUNNT - T T'T GIiG TeiNe GiiA GEVA - - - - EEEE AT~ TiiA - ATGCLXA T TN E- ccclaAl}-A- - - AGTECIAAAT
17621513 +
droMoj3|lscaffold 6680:22666188- ‘E---- b ~ ~ ~ = = = == == = ===~ e e~ ~ e~ ~ ~ ettt ~ ~ ~~ = ===~ ==========s===e- RTETRT T T TR G TGET AR - - TR -~ T ettt C TRUBA T TAR ~ — ~ — - T e - A T - - ATREIXFX N an A C - - -RHTECGAAAT
22666249 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:13609549-13609740
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:13609549-13609740
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1783.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:13519265-13519456
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_67.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:5681825-5682021
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:13210124-13210324
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:13506389-13506589
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409121:52039-52233
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:6397236-6397314
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415429:216431-216505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1960976-1961156
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779509:106304-106479
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454048:191657-191856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302808:501821-501910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:21927615-21927629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:397240-397308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:6926271-6926365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_36:381494-381588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:17621318-17621513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:22666188-22666249
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Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
dya_1324_annot [-10.0]
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE 16878-in]; CDS [Dyak\GE 16878-cds]; CDS [Dyak\GE16878-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
M043
M056 V046 V058 V120 M026 V052 GSM1528802
GAGCCAAGAGGGCCGCCCAAGAGAAACTGAGCCTAGAAAAGGATGTGCAGGTGAGTAATATATTTGTTGCCTTATTCTTTGTAATGTCAACGATTATATTCACCCAAAACAGATTACTGCTCTCCGACAAGAGATTCTTCAGCTGGAAAGCCAAAAGAGCAG female
Read # Hit Total embryo body embryo head male head head follicle
Jekokdokde ko dok ko d ko kk ok ko ko k ko k ok (L ((CCCCCCC CCCCCCe - (CC(n .. MDD ... Ikkkkkkkkhkkkhkkhkkhkkhkkkkhkkkkkkkkkkkkkkkkkkkkkk*kk**x*x | gjize Mismatch Count Norm |Total body cells
.................................................. GTGAGTAATATATTTGTTGCC . + ¢ e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e ettt et ettt it ee e 210 1 122.00122 64 17 23 11 0 4 3 0
.................................................. GTGAGTAATATATTTGTTGC ¢ & ¢ e e et e et et et e e et e e e e e e e e e e e e e e e e e e e e et e eaaeaaeaneeaeeneeneeneennenneaae 20 O 1 22.00 22 2 5 4 4 5 1 1 0
N o3 .Ne) NeTeT ele] ol e o] eV N NP 17 0 1 3.00 3 0 0 0 0 0 0 0 3
................................................... TGAGTAATATATTTGTTGCC + ¢ + ¢ e et e e et et e et e e et e e e e et e e et e et e et e e et e et e e e et e et ettt ee e eeaeneeae.. 20 0 1 2.00 2 0 2 0 0 0 0 0 0
......................... ACTGAGCCTAGAARAGGATGTGCA « « e ¢ v e et e et et ta e e et a et et e et et et et ettt et et et e et e et e e e et e e e et e e e e et e e e et e te et 240 1 2.00 2 0 0 0 0 2 0 0 0
.......................... CTGAGCCTAGARARGGATGT « « + ¢ v e e et ettt et e e et et et et e e et e e et e et e et e e e e e e e e e e e e et e e e et et e e e e et 2000 1 1.00 1 0 0 0 0 1 0 0 0
................... AGAGAAACTGAGCCTAGARRRGGATGT . « ¢ e e et e et e et e e et e e et et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e eae e taeeeaeneeeeaeeeeaeneeaeneeneaenneaenneaaa27 0 1 1.00 1 0 0 0 0 1 0 0 0
.................................................... GAGTAATATATTTGTTGCC « ¢« e e e e ettt et e e e e e e e e e e e e e e e e e e e et e e e e e e et e e te et eeneeneeneen. 190 1 1.00 1 1 0 0 0 0 0 0 0
................ CORARAGAGAAACTGAGCCTAG . « + ¢ e e e e e e et et et e et e e et e e e e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ene e eaeneaeneaeaenaeaenaeaenaaea 20 0 1 1.00 1 0 0 0 0 1 0 0 0
........................ AACTGAGCCTAGARRAGGATGTGCA . + ¢ v et ettt et et e e et ettt e e e e et e et e e e e e e e e et et e et et e et e e e et e e e et e e e e e e e i 250 1 1.00 1 0 0 0 0 1 0 0 0
................. CAAGAGAAACTGAGCCTAGARRAGGATGT « & « ¢ et e ettt et et et et e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eaaeaaeaaeaneeaeeneenecneennenaeaa29 O 1 1.00 1 0 0 0 0 1 0 0 0
.................................................... GAGTAATATAT TTGTTGCCT T« « ¢« e e e e e m et e e e e et e et e e e e e e e e et e e et a e e ee e e e e eseaeneeaeneaaeaeneeaeneeaenenaea2l 0 1 1.00 1 0 1 0 0 0 0 0 0
..................................................................................................................................... ATTCTTCAGCTGGAAAGC........... 18 0 1 1.00 1 1 0 0 0 0 0 0 0
................. CAAGAGAAACTGAGCCTAGARRAGGAT . « ¢ et e et ettt ettt e ettt ettt et e ettt 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 et 2T 0 1 1.00 1 1 0 0 0 0 0 0 0
.................................................. GTGAGT AR T AT AT T TG T TG . ¢ ottt ettt et ettt e e et e e e e e e e e e e e e e e e e 221 1 1.00 1 0 0 0 0 0 1 0 0
........................ AACTGAGCCTAGARRAGGATGTG . « ¢ o ¢t e e e et et e e ea e e e e ea et e ea e e a e ta e e e e e e e e e e e e e e e e e e e e e e e aeeaaeaaeaaeaaeaaeeneaneeaeeneeneeneennenaeaae23 0 1 1.00 1 0 0 0 0 1 0 0 0
................. CAAGAGAAACTGAGCCTAGARRR . &+t o ettt e et et e e ettt e et ettt et e e et et ettt et e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e et 230 1 1.00 1 0 0 0 0 0 1 0 0
................................................................................................................. TTACTGCTCTCCGACAAGAG . « + vt v e eeeneneeaeneeaenenaes 20 0 1 1.00 1 0 0 0 0 1 0 0 0
....................................................................................... CAACGATTATATTCACCCAARACA . ¢« e et et te e et te e et a e et ea e eneeneeneenneneen. 24 0 1 1.00 1 0 1 0 0 0 0 0 0
................. CARGAGARACTGAGCCTAGAR . + ¢ e e et et e e et e e et e e a e e et e e et e e et e e e e et e e e e e e e e e e e e e e e e e e et e e e ae e et e et ee et 210 1 1.00 1 0 0 0 0 0 1 0 0
............................................................................................................. CAGATTACTGCTCTCCGACAAGAGATT « « vt v v e e eeeieenennenenae 27 0 1 1.00 1 0 1 0 0 0 0 0 0
..................... AGAAACTGAGCCTAGARAAGGATGTGC « « + ¢ v v et e e te e te et e et e et e et e et et et e et e e e e et et e et e et e e e et e e e et e e e e e e e e e ettt 2T 0 1 1.00 1 0 0 0 0 1 0 0 0
................... AGAGAAACTGAGCCTAGARRRGGAT . « &+« e e et e et e et e e ee e a e e ea e e e e m e ee e et e e e e e ee e e e ea e e aaeneaeeneaseaeeeeaeneeeeneeeeaeneeaeneeaenenneaenneaaa25 0 1 1.00 1 0 0 0 0 1 0 0 0
........................ AACTGAGCCTAGARRAGGAT . « « e e e e et et te e te e et e e et et et et e ettt et e e e et e et e et e et e e e e e e e e e e e e e e e e e e e et 200 1 1.00 1 0 0 1 0 0 0 0 0
............................ GAGCCTAGARARGGATGTGC « « + ¢ o e v v e e e et et e et et e te e a e et e e et e e e e e et e e e et e e e e e e e e e e e e e en e e e eeeeaeneaaeneaaenenneaeneeaeneeaes 20 0 1 1.00 1 1 0 0 0 0 0 0 0
................... AGAGAAACTGAGCCTAGARRRG . « ¢ e ¢« e e e e et et e e et e e e ee e a e e e e e e e e e e ee e e e e ea e e ee e e ae e e e eaeneeeeaeaseaeaeeaeneeaeaeeetaeetaeneaaeataenaae..22 0 1 1.00 1 0 1 0 0 0 0 0 0
........................ AACTGAGCCTAGARRAGGATGTGC « « e v e et e ettt et ettt et e et et e ettt e e e et e et e e e e e e e e e e e e e e e e e e e e e e e e ettt 240 1 1.00 1 0 0 1 0 0 0 0 0
................................................................................................................................. AGAGATTCTTCAGCTGGAAAGC. ... .cn.... 22 O 1 1.00 1 0 0 0 0 1 0 0 0
.................... GAGAAACTGAGCC TAGARRRGGATGT . + ¢+t e e e et e et te e et e et e e et e e e e e et et e e et e e e e et et et e e e e e e e e e e e te e te e e e eaeetaeneaaeneaaeaeneeaenaeaea. 26 0 1 1.00 1 0 0 0 0 1 0 0 0
Anti-sense strand reads
V058
CTCGGTTCTCCCGGCGGGTTCTCTTTGACTCGGATCTTTTCCTACACGTCCACTCATTATATAAACAACGGAATAAGAAACATTACAGTTGCTAATATAAGTGGGTTTTGTCTAATGACGAGAGGCTGTTCTCTAAGAAGTCGACCTTTCGGTTTTCTCGTC
Read # Hit |Total head
e e ok ok e ok ok ek ok ok e ok sk ke ko ko ok ok sk ke sk ke sk ke ke k(L ((CCCCCC (OO (e IN)) NI NII)) )Y ) e hhkkkkkhkkhkhkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk*k*k***** | gsize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|x:4568680-4568841 + ldya_1324|[caGCCAAGAGGG---CCGC--—————————-—- CCAAGAGAAACTGAGCCTAGAAAAGGATGTGCAGGTGAGTAATATATT-TGTTGCCTTA-TTC-———- TTTGTAATGTCA==——===== ACGAT--------- TATAT-~-TCACCC-~AAAACAGATTACTGCTCTCCGACAAGAGATTCTTCAGCTG--~-GAAAGCCAAAAGAGCAG |
droEre2|lscaffold 4690:1229442- callc\nEccee---cljec----—-—-———-—- CCAAGAGEAACTGEGMCTAGAAAAGGATGEGEAGCTNAGTAATATATT - THTTGCCINTA-TTH—-—-- ACRTIGINNCCEEEEE T ACGAT----—-—-—- TATAI-——TCACCO N M AAFNAGAT TACTGC[EC TCCGACAAGAGATTCTTCAGCTG-—-GAAAGCCAAAAGAGCAG
1229605 -
ldrosec2|scaffold 4:2862966-2863122 +| |c@¥cadclcee---ccoc-— - - - ————- EcancacEaacTcclicTacaranceaTclcleaceTeacTAATEATT- TN\ cCCi\rA-TT]R-—- - e TEATCT === === AGAT-—-—-—-—- PNATAIN-—=TCACCC-—iJeAACAGATTACTGCCTCCGACAAGAGATTCTTIAGCTG--—-GAAANCCAAAAGAGCAG |
ldrosim2|x:3550109-3550265 - I |cE¥cadclcee---ccee- - - - - - ————- EcancacEaacTcclicTacaranceaTclcleaceTeacTAANSEATT-THiTINGCCl\rA - T TlR-—-—- e TEATGT === ===~ AGAT-—-—————- INATAIN= = =T CACCC-~IdAACAGATTACTGCECTCCGACAAGAGATTCTTIAAGCTG---GAAAINCCAAAAGAGCAG |
lam3 lchrx:3854574-3854724 - I |cE@¥cEdccce---ccoc- - - - ————- bcacacEaacTcEcifiiracanancoaTclcleaceTeacTAATEAT T- THITINCECIN T A - T T]R-—- - - - - -RCINNNCCEEEE AGAT-—-—-—-—- PATAIN- == TCAINCC—-AlJAACAGATTACTGCCTCCGACAAGAGAT TCTTIAGC TG - - —CA A AlIGAGCAG |
droEugl|lscf7180000409553:101816- ciXecanNecol-—-chEey--—-—-—-—-—-—- TINNI N CINNe € c 2 T[ea NI NNeleINeEciNelelie cEciNNic AciliEticiia AGE A AMAIA A EEEEEINA N T GIA AT/ EEEEEEEs AT === == = clec LY NAAAlIA G A T TlEC TG CTC TRIC GRCAAGAGAT TSl CAGHT G - - - GAlgacic Aldaldc Alfiac
101981 -
droBialllscf7180000302421:2638894- GAGCCAAGEGGG---ccllc—-———————————- EcaldeacaacTcNecTlEgcaEarccalciicEaceTcldcealdr/NeT T- ThirlelciN T2 - T Ti- - - —- cARTRCINITATCEEEEEEEE G- —---—-—- Tt~ —TLVACCC-—AAAACAGATTECTGCc Thicclec AeAGA T Tl eCAGCTG- - - GABAGCCAAAEGARICAG
2639055 -
droTakl|lscf7180000414393:251422- CcERENXCccEacGcRATRATTGCCAAGAGCTCRBNCENECIR GG AAACCCIRN e T TIXG TSR - B GRS ClcE- - - - _ETABNGTAAANGGGTRTATT
251519 -
droElell|lscf7180000491006:2700857- cagccaacciNcEiechich
2700949 -
droRhol|lscf7180000779334:870550- c&ccancEcicENechce
870713 +
droFicl|lscf7180000453901:612736- Gallclracacilc---ccllc
612810 +
droKikl|lscf7180000299277:252955- €cc---------EE. -[eea
253080 +
droAna3|lscaffold 12929:2968330- GAGCIYIIGG - - - CL
2968492 -
droBipl|lscf7180000391693:43844-44009 GAGCXgeeGGle- - -Rci
dp5 |3:9767547-9767570 - I lcacccREcENG-- -
droWil2|lscf2 1100000004401:1249864- AINelo[0)V\n G A[eJeRE - — - - |
1249875 +
droMoj3|lscaffold 6359:2057185- AGCAGTT/GNAEJEREE - — - 2
2057254 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:4568680-4568841
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:4568680-4568841
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1324.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:1229442-1229605
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:2862966-2863122
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:3550109-3550265
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:3854574-3854724
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409553:101816-101981
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302421:2638894-2639055
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414393:251422-251519
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491006:2700857-2700949
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779334:870550-870713
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453901:612736-612810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000299277:252955-253080
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12929:2968330-2968492
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000391693:43844-44009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9767547-9767570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004401:1249864-1249875
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:2057185-2057254

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 83 |2R:1509613-1509675 + |candidate | Canonical miRNA | antisense_to_intron

Legend: mature Star [Nt R Ly 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
Antisense to intron [Dyak\GE12909-in]; Antisense to CDS [Dyak\GE12909-cds]; Antisense to CDS [Dyak\GE12909-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M026 V058
GTCCTGCAGGTCCTTTTCGTCCTGCAAAAGATACACATCTGTGGATTAATTCCGTGCCGTGAATTAATTCAGTATTAGAGTGTAGTAATACAGAATTAATTCACGCACATCGTACTGGAAGAGCACCGTGTCTGTGCCGATGAAGT TGAGCAGGTAGTTGACCA
Read # Hit Total head head
hkkkhkhkhkhkhkhkhkhhkhkkhhkhkhhhkhkkhhkhkkhhkhkkhkkk (C(...... COCCCCCCECECEEEEeEEe CeeCe .. D)) e )))) .. .))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gize Mismatch Count Norm Total
......................................................................................... CAGAATTAATTCACGCACATCGT .+« v v e et eeeeee e eeeeeeeeaeneeneenaenneneenae 23 0 1 6.00 6 6 0
.................................................. TCCGTGCGTGARTTARTTCAGT . « e et et e et te et et e e et et e et e et et et et et et et et et et ettt ettt i e eaeeee. 220 1 2.00 2 0 2
......................................................................................... CAGAATTAATTCACGCACATCG « « + v v v e e e e eee e et ee e ee e ee e eeeee e eaeeaeenneneena. 22 0 1 1.00 1 0 1
.................................................. TCCGTGCGTGARTTAATTCAGTE . - « ¢ o vt et e ettt et ettt ettt e e et et e e et et et e ettt ittt e ie e 231 1 1.00 1 1 0
Anti-sense strand reads
M043
M026 V120 MO56 V058
CAGGACGTCCAGGAAAAGCAGGACGTTTTCTATGTGTAGACACCTAATTAAGGCACGCACT TAATTAAGTCATAATCTCACATCATTATGTCTTAAT TAAGTGCGTGTAGCATGACCT TCTCGTGGCACAGACACGGCTACT TCAACTCGTCCATCAACTGGT female
Read # Hit |Total head body male embryo head
hkkkkkhhkhkhkhhhkhkkhkhkhhkhkhrkhkhkrkkhhrkkk ((C...... COCCCCCCCCEEEEEEE- e e, I NI e )))) . ..))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total body
................................................... GGCACGCACTTAATTARGTCAT « « e e v e et e et et te et e et e et e e e e et e et et e e e e e e e e e e e e e e e e et et et et e e e ee e e 220 1 4.00 4 0 3 0 1 0
.................................................. AGGCACGCACTTARTTARGTC .+« « v vttt et ettt et e ettt ettt e e e e e e et et et et et ie e te e ie e ie e e a2 0 1 3.00 3 1 1 0 1 0
................................................. ARGGCACGCACTTAATTAAGTC . « ¢ v e e v et et e e e et e et e et e et e et e et e e e ettt et et et et et et et e et et ie e e e 220 1 2.00 2 2 0 0 0 0
..................................................................................... TTATGTCTTAATTAAGTGCGTG e ¢« ¢ e e et ettt et e e e e et e e tae e eneaeeneeneeneennenae 22 0 1 2.00 2 2 0 0 0 0
................................................ TARGGCACGCACTTAATTARGT . « o ot ettt ettt e et e e et et et ettt e et et et e e et et et et et ettt it e i ee e eeeeee 220 1 2.00 2 0 0 2 0 0
................................................... GGCACGCACTTAATTAAGTCA . « « e e vttt e et et e e et e et e et et e et e et et e e et et et et et e et e ee ettt ee e iee e 210 1 1.00 1 0 1 0 0 0
.................................................. AGGCACGCACTTAATTAAGTCA . « ¢« vttt ettt et ettt et ettt e e et ettt et et et ie e ie et ie i ia e 22 0 1 1.00 1 0 1 0 0 0
................................................ TAAGGCACGCACTTAATTARAGTC .« v e ettt ettt et e e et e et et et et e et et et e et e et et e e et e ettt ettt et e e e e e 230 1 1.00 1 1 0 0 0 0
.......................................................................................................................... GTGGCACAGACACGGCTACTTCAAC. .. .vnvennen.o.. 25 0 1 1.00 1 0 1 0 0 0
.................................................. BGGCACGCACTTARTTARGTCAT . « . v e ettt et u et e e e e et et e e ettt e et e et e e e e et et ettt e ettt i i ie e 231 1 1.00 1 0 1 0 0 0
........................................................................................................................... TGGCACAGACACGGCTACTTCAA. .« v v vvuenen.n. 23 0 1 1.00 1 0 0 1 0 0
.................................................................................. TCATTATGTCTTAATTARGTGC « ¢« v e v e e ettt ettt et et et et ee e eee e eaeeneeneennenae 22 0 1 1.00 1 1 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|[2R:1509563-1509725 + ldya_83|GTCCTGCAGGTCCTTTTCGTCCTGCARAAGA-————————- T-—————- S e N e e —— GGATTA-ATHCCCTCCCTCARTTART T == CACTA T TAGAGTGTAGTAATACAGAAT ————————————— T-AA-TTCACGCACATCGTACTGGAAGAGCACCGTGTCTGTGCCGATGAAGTTGAGCAGGTAGTTGACCA
droEre2|scaffold 4845:3235770- crccTeca¥rcerTldTceTCcTGCARAA A - -~ -~ ———- T-—-—--- ACARATC TG T — =~ = —— = ———m - m oo &lelN- - -Bchicls- -acTcjialiTa-----F8- - - - - - - - — - - - - CTC/VNEE R T-lgA-TTCACCLACETCETACTGGAAGAGCACCGTGTCTGTGCCGATGAAGT TMAGCAGGTAGT TGACCA
3235901 +
droSec2|scaffold 18:1192723~- GTCCTGCAGGTCCTTTTCGTCCTGCAAAAGA—————————- T - AR CA T TG~ = — = == —m - —mm o o o - - -G TGCACTCCAINCH-—- - - - - - - - - - - ———— - — - —— - T/ T T-[gA-TTCACHCACETCGTACTGGAAGAGCACCGTGTCTGTGCCGATGAAGT TGAGCAGGTAGTTGACCA
1192856 -
ldrosim2|21:20706279-20706412 - | |eTCCTGCAGGTCCTTTTCGTCCTGCARAAGA--—--—-——- T--————- S e e s l - a—-——_..>. ——-=——_—., g -, kL Y- - -BNicTGeACTCCAlCH-——— - - - - - - - ——— - ——— - - - - — - [Tl T 7-[gA-TTCACHCACETCETACTGGAAGAGCACCGTGTCTGTGCCHATGAAGTTGAGCAGGTAGTTGACCA
|dm3 lchror:21061664-21261797 - | |sTccTecaceTCcTTTTCGTCCTGCARAAGA T-[eéA-TTCACHCACATCGTACTGGAAGAGCACCGTGTCTGTGECGATGAAGT TGAGIAGGTAGT TGACCA
droEugl|lscf7180000409063:147362- rcidrcliaceTecTT@rcGTCCTGCAAWAGA T-lga-erlea chACET NI A C TGGAAGAGCACCGTGTCTGTGCCHATIAAGT TGAGCAGGTART TGACCA
147488 +
droBial|scf7180000302422:3668069- WrclErccaccgccrTrceTecTocan Al - -------- I IS G T TG AING TACA TEEEEE TTAAATGAGTAAA TG B i g G A= = = = === —————— I\-[fe-TTCACBCACATCGTACTGGIAGAGCACHGTGTCTCE A TRAAGTTldAGCAGGTAITTGACCA
3668203 +
droTakl|scf7180000415871:197192- \rccrgeaceTecTTTTCTCCTGCHARARA
197330 +
droElel|scf7180000490640:37208— I\rccTecaceTeclgTTeceTeccTocandgca
37360 -
droRhol|sc£7180000758815:607-714 - || |cTccrcaceTccErfdrceTeccTecandedca
droFicl|scf7180000453932:419490- i\rccrecaceTecTTTCoTCCTCAAEgA
419622 -
droKik1|lsc£7180000302273:359792-
359928 +
droAna3|scaffold 12916:10952792- T-EANACACHCACATCINIACTGGAAGAGIACHGTGT G THEeGATGAAGT TEAGCAGGTAGT TIIACCA
10952922 +
droBipl|lscf7180000396572:612230- T-[a-IV\CACHNACATCEN T ACTGGAAGAGEACHGTGT ClEG TIREEGA TR AGT THAGCAGGTAGT TIACCA
612359 +
dp5 l4_group4:3363632-3363762 + || [ 2R e T c c S A NS A N cCAGTCARATCTTAC T T T C T e ——— GG - 2 T ST G T G A = T — — — = = ——————-— BB EerickiacaTciNafirciaacaceaccoTRTCldeTcEdea TiMA G T TAEA GIYTAG T TGACCA
droPer2|scaffold 10:2383423- FTCCTEAGETCTCETCCTGCAA ——————— T T T C T e e GG - A Tl ST G T G A A = T — — — == === == === BB EericiiacaTclMaliTGiaacaceacceTTClde Tcgdea TIRA G T TAREA GIYTAG T TGACCA
2383553 +
droWil2|lscf2 1100000004884:728913- FTCCTGCAGQTCCTTTCETCCTEAAAEA ————————— T - - — - — — R e e T - - - — - ———————__[NHIGAT A NG AGAAA AINEAGINA NG GACINEEE TAA T T TG T CCAGCCRA GG AT NI NG A LNl VA TINEIESIeleli ~ iNehielile G S TN Vel C 1\ SFN A e\ liil A ENGISEN
729067 -
drovir3|scaffold 12963:4299845- TCCTGCAGETCCTTTTCETCCTEAAA —————————— T-—-—--- - - - - Tl A G T CCATA TG A e e GOl A T el N e ettt 2 ALYIF - —J\- — — — I AT el I\rCACHICACATCGTANTGGAAGAGCACCGTRTClEc TelacraacTTAGCAGTAGTTGACCA
4299986 -
droMoj3|lscaffold 6500:8174880- T-lga-f\rcldchiacATCETANTGGAAGAGCACCGTGTCG TalgclAaTGAART THAGCAGTA T TACCA
8175016 -
droGri2|scaffold 15252:1118730- || |[@rclrccacidrccTTfeTceTeCTiAAREENA — - — - — - — - — [ - —— - A N — — — - ——————————— -] TTGAAT AG e . AAAACGTATCGATTACHI-B- - - - - - - - - - e P b B S TeTeb T — efel- T ThYA CRICACATCGTACTGGAAGAGCACKGTRT Ci\ s Tle e~ Aldr TfelaGcaciiTAcTTGACCA
1118869 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:1509563-1509725
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:1509563-1509725
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_83.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:3235770-3235901
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_18:1192723-1192856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:20706279-20706412
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:21261664-21261797
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409063:147362-147488
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:3668069-3668203
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415871:197192-197330
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490640:37208-37360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000758815:607-714
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453932:419490-419622
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302273:359792-359928
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:10952792-10952922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:612230-612359
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:3363632-3363762
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2383423-2383553
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004884:728913-729067
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:4299845-4299986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:8174880-8175016
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:1118730-1118869

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 138 2L.:108926-108984 - | candidate | Canonical miRNA |5pUTR

Legend: mature Star [ R RISy 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 H
Flybase annnotation
utr5 [utr5_minus_22]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M043
M026 MO56 V120 V046 V058 V052 GSM1528802
CATGCGATGATGATGAGTTTGTCAAACTGGTTTAAGCCAAAAACGTATTACCTTCTTTTGTACTGT TTGCCAATAGACATTAATTGGCAAACAGTACAAAAAAAGGTAATAATATAAATGAATCTGCGCTTTAAAACGAGGAGTCCAGTATTACAAAAG female
Read # Hit Total body head embryo male embryo head head follicle
khkkhkkhkhkhkhhkhkhkhhkhkhhhkhkkhhkhkkhhkhkkhhkkhkkx COCCCCCCC COCCCEEEEaEEeEeeEeqCeeen... 1)) IININII))) e kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*k** gize Mismatch/Count Norm Total body cells
.................................................. CCTTCTTTTGTACTGTTTGCC . « v v e v e e ee et e et e e e e e e e e e e e e e e e e e e e et e e e e e e e et e e e e et et ee et eea e 210 1 31.00 31 6 23 2 0 0 0 0 0
.................................................. CCTTCTTTTGTACTGTTTGCCA . &+ e v e e e e e e e e e e e e e e et e e et e et e et et e e et et et te e te e ie e i ia e 22 0 1 8.00 8 5 1 1 0 1 0 0 0
................................................... CTTCTTTTGTACTGTTTGCC « & ¢ v e e v e et e et e et e e e e et e et et e e e et e e e et et et et et et et e e e te e ee et ee e eiaeneen. 20 0 1 3.00 3 0 3 0 0 0 0 0 0
................................................... CTTCTTTTGTACTGTTTGCCAR . « e vt e et ettt e ettt e et e et et et e et e e e e et e e et ettt ittt e ittt ie i 220 1 2.00 2 2 0 0 0 0 0 0 0
.................................................. COTTCTTTTGTACTGTTTGC .« « v v e ve e e e e ee e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e et et ettt ee i iie e 2000 1 1.00 1 1 0 0 0 0 0 0 0
...................................................................................... GCAAACAGTACAAAAAARGGTA . « o« v e et et et et et ea e eaeaeeneeaeeaneneennenaea22 0 1 1.00 1 0 0 1 0 0 0 0 0
.................................................... TTCTTTTGTACTGTTTGCCA . &« e ettt et ettt e et e et e et e et e et ettt e et ettt e et e e et e ettt i e i iea e 2000 1 1.00 1 1 0 0 0 0 0 0 0
................................................... CTTCTTTTGTACTGTTTGCCA . « « e v v e et e et et e e et e et e et e et e et et et e e et et et et et e ta ettt ee e 20 1 1.00 1 1 0 0 0 0 0 0 0
........................................................................................ ARACAGTACARARRARGGTA . «t vt vttt ettt e et te ettt 20 0 1 1.00 1 1 0 0 0 0 0 0 0
...................................................... CTTTTGTACTGTTTGCCA . ¢« e e v et e e e e et e et e e e e et e et e e et e et et et et et et et et ee e ie i ia e eaeeaeeaaenae... 18 0 2 0.50 1 1 0 0 0 0 0 0 0
....................................................... TTTTGTACTGTTTGCCART « « o e v e et et e et e et et e e et et e e e e e et e et et et e e et et et et ettt e et eeeeeneeneea. 190 2 0.50 1 1 0 0 0 0 0 0 0
Anti-sense strand reads
M043
M056
GTACGCTACTACTACTCAAACAGTTTGACCAAATTCGGTTTTTGCATAATGGAAGAAAACATGACAAACGGT TATCTGTAATTAACCGT TTGTCATGT TTTTTTCCAT TATTATATTTACTTAGACGCGAAATTTTGCTCCTCAGGTCATAATGTTTTC female
Read # Hit |Total body | embryo
Khkhkhkkrkhkhkhhhkhhkkhkhhkkhhkkkkkkkhhkkrrn CCCCCCCCC COCCEEEEEEeEEeEeele ... )N ININIII)) e hhkkkkhkhkkkhkhkkkkkkkkkhkkkkkkkkkkkk**x*x* gize Mismatch Count Norm Total
..................................................................................................................................... TTTGCTCCTCAGGTCATAATGTTT.. 24 0 1 1.00 1 1
................................................ ATGGAAGAARACATGACARAC . &+ ¢« e ettt et e e e e e e e e e e e e e e e e e et e e et et ettt 210 1 1.00 1 1
.................................................................................. TARCCGTTTGTCATGTTTT . « et e ettt ettt et et et et et ie e e iaia e, 190 2 0.50 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldroyak3|[21.:108876-109034 - |dya_138|CATGCGATGATGATGAG---TTTGTCAAACTGGTTTAAGCCAA--AAACGTATTACCTTCTTTTGTA GAGTCCAGTATTACAAAA----G
droEre2|lscaffold 4929:149226- CATGCGATGAMGATGAG---TTTGTCAAACEGGTTTAMNCCAR-AAACGTATTACHTTCTTTTHTA GAfjTCCAGTATTACEAAY----G
149359 -
droSec2|lscaffold 14:118667-118798 CATGCGATGATGATGAG---TTTGTCAAACTGGTTTAAGCCAAIN-AAACGTARTIECCTTCT/ETTGTA GARTCCAGTATTACEAAE----G
ldrosim2|[21:105754-105885 - | lcaTeceaTeaTcaTcac---rrreTCcAAACTGGTTTAAGCCAAR-AAACGTARTECCTTCTRITETA calTccacTATTACEAAE----G
lam3 llchr21:120213-120351 - | |cATCRGHTGATGATGAG---TTTITCAAACTGGTTTAAGCCAANAAACGTARTIECCTTCTETTCTA carccacgarThcEarE----c
droEugl|lscf7180000409154:111289- calecoaTcAMRTE R - - TG\ caaacTeeTTRAA N CCARE- AaRCRTA T TARC T TN T/E TS AI N IAC TC T T TR CHA TG ARA TS T T Gy VA ciN 2NN rETiANTINVATEGCAGC TRAAGAARA A A A TIN TN NTINEINS I\ CECCA )
111442 -
droBialllsc£7180000301547:155386— L cEecANGATRA- - -TTTcdcaracTGeTTTAARNCCAE-AAACHTAT TARNC T T TRT T C T AN TiT T TI\ChA A TG ALRNE TBA T TG draaTcaaTCcTGCGCENTHAA ANGA NS - —- - - caGASATININEIA CINS G c CEEEETe
155527 +
droTakl|scf7180000413017:441759- callocclgrcallGaTIIAY- - - TTTcldcaracTeeTTTAMNCCAAE- AAACTAT TR C T TRiT Tl T G TARIE Selc TG T TTECHA A ThiG A fgielele dranTGAATCTGCGCRTHA A A ATNS - —- — - —- - NS XcalirccacTaTTicEAEd----6
441904 +
droElel|scf7180000490216:36555- A
36699 -
droRhol|lscf7180000779252:127369- T AR CINE A N AN A BERG LT A S VNN NIl Ll F-VNA SIFNNA BN T T T Ti il A Al G TR SR NC GA T L el b biA B TINW TN T TCC ClNle - - - - - — - - - - T/ - - - - —— - — - — - — - — ARNAT{HSINNET CElfele cANTINNATINC A A cABACGAGTAAA AN TINSISINEENC A [NV T CEEEETe]
127521 -
droFicl|lsc£7180000453904:1417765= CIYNVE CINTSEslets c AfiCINC TNE T TCGGACGAGTAAGA N TI TINEING CIGGGIT CREEA
1417918 -
droKikl|lscf7180000302570:981906— CRGINIA GCGINT TEA A AWNTINAT CIA AGC TRACGAGTAAGCHNCHEGIA CINEINAGCTTCAR AR
982058 -
droBipl|scf7180000396728:643452— - - — - - AR T GGV e
dp5 A groUp2:142022-142158 - caRGcRErcARRA TR - - - TTTGRCAAACT GG TTT AN NEAR - BN A CRyT A T THIC CIXSENT T{TSNT[SheL e EiC T GIXSTAACHA 2 THG A RRE e A AT Eada----G
droPer2|lscaffold 8:3752488-3752624 2 €62 GielN - -INi~ c TREEIGNE A YNNG hivACA A T TR TET TEE IS T §lea c AJBGCAIIG TGAT T TINEA CIIAR TINSN TIEA T TACCINA fenfen----G
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:108876-109034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:108876-109034
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_138.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:149226-149359
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:118667-118798
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:105754-105885
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:120213-120351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409154:111289-111442
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301547:155386-155527
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413017:441759-441904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490216:36555-36699
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779252:127369-127521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453904:1417765-1417918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302570:981906-982058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396728:643452-643478
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group2:142022-142158
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_8:3752488-3752624

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}
dya 743R:4230559-4230620 + || candidate | Canonical miRNA | antisense_to_CDS
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Show Alternate Folds
Flybase annnotation
Antisense to CDS [Dyak\GE25120-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M026 V058 SRR1275484 GSM1528802
TTATTGCATTTTCGCCGTGTATGATAGCATCCATTTCGATCTGGGTGAGGTTTTCATTAAGGAGCTTTTCAATGTTAATGAACT TGGCATTGGGCTCTTGAATGGAGGCAGCGTCCATGTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCTGCGCTTGG female
Read # Hit |Total head head body |Male follicle
khkkkkkkkkkhkhkhkhkhkhkhkhkkhhhhhhkkhkkhkhkhkkhkkk (((_ ((((((.. (((((((((. (((((((..' ((((((((( ..... )))))))))))))))) .))))))))) . .)))))) .))) ..... khkkkkkkkhkkkkkhkkhkkkhkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total prepupae cells
......................................................................................... TTGGGCTCTTGAATGGAGGCAG . « « + e e et et ettt ea et e et e te et ta et eneiaeneenenaes 22 0 1 10.00 10 5 5 0 0 0
......................................................................................... TTGGGCTCTTGAATGGAGGC . ¢ ¢ v vt et e ee et e et te et eeneeaeneeaeneeaeneeaenees 20 0 1 4.00 4 2 2 0 0 0
........................................................................................ ATTGGGCTCTTGAATGGAGGCA « &« v e e et ee e et e et te et ee et taeneeaeneeaenneaenees 22 0 1 4.00 4 3 1 0 0 0
......................................................................................... TTGGGCTCTTGAATGGAGGCA : & ¢ v vt e e ee et e eeee e taeeeaeneeaenaeaenneaenneaenaes2l 0 1 3.00 3 2 1 0 0 0
......................................................................................... TTGGGCTCTTGAATGGAGGCAGH . . . ot i i i e e i e e 23 1 1 3.00 3 1 2 0 0 0
........................................................................................ ATTGGGCTCTTGAATGGAGGC . ¢« v v et et teeae e et ee e eaetaeetaeneeaensenenneaenas 2l 0 1 3.00 3 2 0 1 0 0
......................................................................................... TTGGGCTCTTGAATGGAGGCAGH . .« o oot it i i i ittt i e e 231 1 2.00 2 1 0 0 1 0
........................................................................................ ATTGGGCTCTTGAATGGAGG « « ¢ &« e e e et ee e et e et e e eeetaeeeaenaeaenaeaenneaenaes 20 0 1 1.00 1 0 1 0 0 0
.................................................. T T TCATTAAGGAGCTTTTCA & ¢ v e e e e et e e et e e e et e e et e e e e e e e e e e et e e e e e e e e e e e aeneeaeneaaeneaaeneeaeneenena2l 0 1 1.00 1 0 1 0 0 0
......................................................................................... TTGGGCTCTTGARATGGAGG « « ¢« ¢ v e e e et et et e ea e e taeeeaeneeaeneeaeneeaeneeaanaea 19 0 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
M043
M026
AATAACGTAAAAGCGGCACATACTATCGTAGGTAAAGCTAGACCCACTCCAAAAGTAATTCCTCGAAAAGT TACAATTACTTGAACCGTAACCCGAGAACTTACCTCCGTCGCAGGTACAGGACCAGTTGACCGCAGACCTCGTGGCTTGACGACGCGAACC female
Read # Hit |Total head body
Je ok de sk ok e ok ke ke ok ke ke sk ek ke ke ke ke ko (L (OO CCCCCCCCC OO oo e ... )N DI I )) e kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x*x** gize Mismatch |Count Norm Total
...................... CTATCGTAGGTARAGCTAGACCCACTCC « « vt e et et ettt et et e e e e e et et e e et e et et e et e e et e e e e et e e e e e e e e e e e e e et e ettt ettt e it 280 1 1.00 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|[3R:4230509-4230670 + |dya 74 |TTATTGCATTTTCGCCGTGTATGATAGCATCCATTTCGATCTGGGTGAGGERTTCATTAAGCACCTTTTCAATGT TAATGAACT TGGCATTEGEECTCTTCAATCEAGCCAGCGTCCAT---GTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCTGCGCTTGG
droEre2|scaffold 4770:6181902- TlgAT TGCATTTTCGCCGTGTATGATEGCATCCATTTCGATC TGGGTRACINE R T TCATTAACCACCTITTCAA TG T TIATIAACT TGGCATTINGECTCTTGAATCGAGGCAGCEITCCAT-—-GTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGC¥cGCTT/eG
6182063 —
ldrosec2|lscaffold 25:318093-318254 - | [rBaTTGBATTTTCGCCGTGTATATAGCATCCATTTCGATCTGGGT GAGINITITCASTAAGCAGCTTTTCAATGTTAATGAACTTGGCATTGGECTCTTGAATGGAGGCAGCRIT CCAT- --GTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCRIGCGCTTGE |
ldrosim2|[3r:5806796-5806957 - | [TBATTCBATTTTCGCCGTGTATRIATAGCATCCATTTCGATCTGGGT GACINI NI ICASTARCEACOTITTOAA TGT THATGAACTTGGCATTEEGCTCTTGAATGEAGGCAGCRITCCAT - ~GTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCRAGCGCTTGE |
|am3 lchr3R:15459707-15459868 + || [TBATTCBATTTTCGCCGTGTATRIATAGCATCCATTTCGATC TCHGT GACINI I T TCASTARCGCAGCTITTCAA TGT TAATGAACTTGGCATTAGGCTCTTGAATGGAGGCAGCRITCCAT -~ ~GTCCTGGTCAACTGGCGTCTGGAGCACCGAACTGCTGCGCTTGG |
droEugl [|sc£7180000409804:1753048- TeerEcEaTTTTcccRTGTAT A TGCATCCATTTCGATC TGGGTGAGNER T T CHE TARGINACCT I TTCAA TG T TIEATGAAC T TGGCIeT TIGGCTCTTGAATINGAGGCAGCEITCCAT - - - GTCTGGTCAACTGGCGTCTGI{AGCACHGAACTGC THCGCTTRG
1753209 +
droBial ||sc£7180000302402:1239231- TlEAT TGlEgT TTTCGCCGTGTATA T GCATCCATTTCGATC TGGGTGAGNER I TCAETEACCACCTITTCAA TGTTAATGAACT THGCATT/@GGCTCTTGAARGGAGGCAGCEITCCAT - —-fTCcldceTcacTeeeeTeTEIAGCACCGARC TG THCGC TG
1239392 +
droTakl|[scf7180000415710:360177— TEATTGRETTTTCGCCITGTATI A TGCATCCATTTCGATCTGGGT GAGI TR T CASTINACCACCTITTCAA TG T THA TIAACTTGGCATTIIGEC TC TTGAATGGAGGCAGCEITCCAT- - -GTCCTGGTCAACTGGCGTCTGRAGCACCGAACTGCTHCGCTTGG
360338 -
droElel |scf7180000486474:87807-87968 TEATEcEATTTTCGCCOTGTATIAT/EGCATCCATTTCGATCTGGGTGAC TR T CEeTeACEACCT T TCAA TG TT/A TIAACT TGGCATTIIGGC TC TTGAATIGAGGCAGCEITCCAT- - -GTCITGGTCAACTGGCGTHTGGAGRACCcGAACTGC ¥ cGeTTGG
+

droRhol|sc£7180000778053:1720-1881 + |

|TEaTEcEaTTTTCGccoTeTATRATECATCCATTTCHAT C TCRGTGAGINET T I CAE T ACSAGCT T TTCAAEGTTAATIAAC T TGGAT THIGEC TCTTCAATIINAGCCAGCRITCCAT - - - GTCHTGGTCAACTGGCGTCTCRAGHACCGAAC THETHCGCTTGG

droFicl|scf7180000454126:466403— T reeT TTTCGCCITGTATIIATAGCATCCATTTCHATCTGGG TR GCRTRTCAETINAINSACCTTTTCAL TG TT/EA TER AC T TGGCAT TIIGCTC TTGAATGGAGGCAGCEITCCAT- - -GTCITGGTCAACTGGCGTCTCRAGRACHGAACTGCIcGCTTGG
466564 +
droKik1 ||sc£7180000302666:162338- TTATTGEET TTTCGCCGTGRATIATEGCATCCATTTCIA THT GG T GAGLNEHETCAETARCEACCTITTCAA TRT TleA TR ACT TGGCATTGGGCTCMT GATGGAGGCEGCEIT CCAlY- - - GTCCTGGTCEACTGGCGTCTGIIAGCACCGAACTGCTGCGCTTGG
162499 -
droAna3|lscaffold 13340:14941922- TelgrTiggeT TTTCGCCTCEAT A TldGCATCCATTTCGATCTGIGT G A G e e e ACHALNC T T T TCA~ TG T THA TGAAC T TGGCET Tl8GECTClETCAATCGAGG LG Cldrccalg- - -cTecTeTcaldcldcecaTeTaEallcaccoaldcTGe TGCGHTTGG
14942083 -
droBipl |scf7180000395971:245035- TlegrTigie T TlejrciiccidrcleaTiaTldccaTccaTTTecAaTC TG T oA IR e Cle TeACHALNC TR T TCA~ TG T THATGAACTTGGCATTEGGCTCleTGAATINGAGGClEc Cldrccalg- - ~cTecTaldTcaacTeode e TeaceaccealgeToe ThicclT ThG
245196 +
ldp5s 12:29969064-29969225 + | | TErENGEA RSN r lea Toa TG cATClEaET TclA BT GHG T o A IS e S ACSACC T ISCA A TGRTAATGAACTTGGCATTCCECTCTTCEATRCANCINEGcaTCcAl- - -lTccTGo T ClgaGiXEc TC TGlAGACCGAACTGC TGCGHTTGG |
ldroPer2|[scaffold 6:5338296-5338457 + | | TErENGEA RSN Glea Tea TG cATClEaET TClARRT GlG T G A RN e e ACSACCTISCAA TGRTAATGAACTTGGCATTGGECTCTTCEATRGARNCIXEGcaTCcAlY- - -fTccTao T ClgaGiecEc TeliAGRACCGAACTGC TGCGHTTGG |
drowil2|scf2 1100000004902:8342590- T TEclAT T TcljccRTeTAT A TAGHETCCATTTCGATHTGHG THARGHENCASTARCHAIM T T TECAA TR T TiA TR\ Ac TTGGC AT TG T ST clea\c AllGCAGCRT cc AT/l cc TGir c Al NGl TGl iMa ccoancTeeTG G T TN
8342754 -
drovir3|lscaffold 13047:16119356- TleerleciXar rrrecccRreTAdNa ThGYeTCccAT TTClYA THT GlGINA LN HEACIACC TR TTCA A TR T/~ T GAAC T TiGA T TG GT CiNr[skiaNG AlNGCAG CiYr ccAlY- - -Br cliT Gl T Cleifelc G Ti T Gla A chlic A ARFGH T C Gl T TleG
16119517 -
droMo7j3|lscaffold 6540:14924277- TEegrEciiaTTrcccciireraTaTHGIXET CCAT T TCRA THT GGG A I e ACHACCTETTCA ~ T T~ TE\A A C T T8GR\ A TTCCCHT CLV{SA TIEGAGGCAG CEIT C cAld- - -[dT cliT IR Felifelcl\c et dielec Al G ARG T GCGT TG
14924438 -
droGri2|scaffold 15116:968792-968944 TlegrEciaT T Tcliccidre TA T A THGINE T CCAT T T CINA TR T S AllliGEGGHGHE TIE Tl LR o CINATING TR TN T A A INETElele Tidela G T CIAC Al NElElF Nl A iNSIerN CEEE A Sleln il T AlSG C Tidele A Ti T Cle T G ARSI TGN C Al - - - T/elelecliae
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4230509-4230670
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4230509-4230670
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_74.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6181902-6182063
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_25:318093-318254
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:5806796-5806957
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:15459707-15459868
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1753048-1753209
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:1239231-1239392
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415710:360177-360338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000486474:87807-87968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778053:1720-1881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454126:466403-466564
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302666:162338-162499
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:14941922-14942083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395971:245035-245196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29969064-29969225
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:5338296-5338457
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:8342590-8342754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16119356-16119517
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:14924277-14924438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15116:968792-968944
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[View on UCSC Genome Browser {Cornell Mirror}]
dya 116 |v2 chrUn_1678:1734-1806 + |candidate | Canonical miRNA | intergenic
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Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V120 GSM1528802 M056 V052 V058
ACGTGTCCACATTCTACAGCAATCCCTATTTGCGGCGGGTGGAGCCCAAGGTGGGTGGGTTGGTGTTTTAGGGATCCAGGACAGTGCCTGGCATGCTTCTCTGACCCTGTGGCTCTCATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGCTGTGCCTCCGACTGATCG female
Read # Hit Total male body follicle embryo head head
AR A SRR SR R N N A N A T N A O N S C N N E X A P X G 1)) e )Y I D)) e HAKKKKKK KKK KKK KK KKK KKK KKK XK * Xk XX *** g5ize Mismatch Count Norm Total body cells
.................................................. elifelelehelelelielel ek it J-NeTclc).NPUN N AP~ S ¢ 1 23.00 23 19 4 0 0 0 0
.................................................. el eleleheleledielel ek it Ve clc TN AP B¢ 1 8.00 8 3 5 0 0 0 0
.................................................. GTGGGTGGGT TGGTGT TTTAGGGATC . « ¢« « ¢ e e e e e e e e e e e e e e e e e aeaa s e aatas e s eseeaneaeeaeeaeeaeeasenesasenseaseesoaecaecaaaacaaaaaaa26 0 1 6.00 6 3 3 0 0 0 0
.................................................. el eeleheleled i elel ek it -NeTele - BN P B ¢ 1 4.00 4 2 2 0 0 0 0
.................................................. GTGGGTGGGTTGGTGTTTTAGG - « « « « « ¢ =« o s s oo e e e s e e e e e e e e e aasenesasensenseeeoneoeeoeeaeeaeeasenatasansoaseeroaecaacaaaacaaaasaaa22 0 1 1.00 1 0 1 0 0 0 0
....................................................... i elel el et el et ik -t eTe N o PP N 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
M043
V120 V046
TGCACAGGTGTAAGATGTCGTTAGGGATAAACGCCGCCCACCTCGGGTTCCACCCACCCAACCACAAAATCCCTAGGTCCTGTCACGGACCGTACGAAGAGACTGGGACACCGAGAGTAGGAACGTCATGATGAGGAGCGGCTACCTGACCGCCGACACGGAGGCTGACTAGC female
Read # Hit Total male body | embryo
khkkkhkkkkhkhkhkkhkkhkhkhkhkhkkhkhkkhkhkhkhkhkkkkkhkkk ((((((((((((_'.. ((((_ ((._ (((((_ (((((_ (( ........ )) .))))) .))))) . __)) _)))))) _))))) .))))) ''''''''''''''''' khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkxk*x*x gjze Mismatch Count Norm Total body
............................................................................... CTGTCACGGACCGTACGAAGAGACT « &+t e e et et e e ee et ettt e ettt e et e e et et et te et ia et 25 0 1 1.00 1 0 1
............................................................................................... GAAGAGACTGGGACACCGAGAG . « « ¢ e e e e e e e e eeeaeene s eneeneeneeneeaeaaennennennenae 22 O 1 1.00 1 1 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldarovak3|lvo_chrun 1678:1684-1856 + |[ldva 116 |[ACGTGTCCACATTCTACAGCAATCCCTATTTGCGGCGGGTGGAGCCCAAGGTGGE=========————-—=- GTGG---GTTGGT-—--—-——-~— GTTTTAGGGATCCAGGACAG- ——— === = == = = = = = = — = = = TGCCTGGCATGCTTC---TCTGACCCTG-—————————————————————————— TG-GCTCTC----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGCTGTGCCTCCGACTGATCG
droEre2|lscaffold 4644:2060301- ACGTHTCCACETTCTACAGCAATCCCTATTTGENAGCGGGTGGAGCCCAAGGTGY -~~~ ——————————~- GTGG-—-ST T ——------- A GGGAT CClEGGANAGHS-—--- T e T GC A R e T e it T R T[@IC — -~ T CTGACC[ET G-~ === === === === === ————————— TG-RCTCTlg----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGITGTGCCTCCGACTGATCG
2060463 -
droSec2|lscaffold 10:1880435-1880584 ACGTHTCCACATTCTACAGHAATCCCTATT TGN8GCGGGTGGAGCCCAAGETGG-=~———=—=——————~- GTCH-—-GT T ———————— - A[SGCA T i — — —~ —————————-—~- G T R e it T GRT TC - - ~cTGACHCTE - — - — - — - === — - TG-GCTCTlg----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGTGTGCCTRCGACTGATCG
ldrosim2|jx:1935114-1935276 - ldsi 28699|aACGTHTCCACATTCTACAGHAATCCCTATTTGINEGCGGGTGGAGCCCARGETEE=————=———=—————- GTGH---CTT - ————————- B scCATCClccACENe-—- - - B------- TG T - A S ] k.E it T G TTC - - —f8cTGACkHCTG -~ - - TG-GCTCT/g----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGHTGTGCCTICGACTGATCG]
|dm3 lchrx:2097209-2097371 - I |aceTlrccacarrcracaciaaTcccTATTTGIACGHGTGGAGCCCAAGETGG=======—————————"= GTGH---GT T ——--——--- B A [§GGA T CClGGACHNTS- - - B------- TG C T —— B T GRy T C ~ — ~[§C TGACRRT G-~~~ === === === === === === TG-GCTCT----ATRCTTGCAGTACTACTCCTCGCCGATGGACTGGCGGHTGTGCCTCCGARTGATCG]
droEugl|lscf7180000409093:16434- ACGTRATCCACTTCTACAGHAATCCCTATTTGEENGCGGGTGGAGCCAAGETGE-~—=—=—=—=——————- GTHG-—-GT T ———------ - - - - -GETE TN CcCT TG TC TREEEE T G T R e e T e Ty - — - T CT GACHC TG——————————————————————————— TG-ICTHTE----ATRCTTGCAGTACTACTCCTCGCCGATGGACTGGCINNCE s Talc Ti\ccljc TGl ca
16601 +
droBialllscf7180000301760:2076873~- AJGTGTCCACHTTCTACAGCAATCCCTAT TTGL¥AGCGGGTGGAGCCCAAGGTGG-——————————————- GTGG-—-GT T —————-—-- == e - - - - — - — - — — T T e T T CETEC - -~ T - — [ T XS eIk T Xeh T Xehuekie[ohi - GlETC Tfg-- - -ATCCTTGCAGTACTACTCCTCGCCEATGGACTGGCGAC THTGCCc Thcclec TGt ca
2077034 -
droTakl|scf7180000415191:182034- ANGTGTCCACETTCTACAGCAATCCCTAMT TGCRGCGGGTGGAGCCCAAGETGG============—=—= T TRERNE GG - — - EEEEEE —-——-TTlECCHl- - - — - - - - - GG T e e T Cle T C - - - Th{T G Akl - - - - - - - Th-BC TCTlg----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGRCTGTGCCTECGACTGYTCG
182183 -
droElel|scf7180000491001:1649509- AficTGTCRACHT TCTARAGHAATCCCTATT TGINAGCGGGTGGAGCCCAAGETGE -~ ————=—————==—~- GTHG---GT - —--—--—-- ey — — — — — = = = — = — = = = GG T T R e e el T T - - —fdlc TERA CliC TG - - - - - == == - - — - — - TG-RcEc TR eA THCTGCAGTACTACTCCTCGCCGATGGACTGGCGEMTGTGCC THC GRNTGITEG
1649656 -
droRhol|lscf7180000779506:166925- ACGTGTCCACETTCTACAGCAATCCCTARTTGLYNGCGGGTGGAGCCCAAGGTCS-——=——=——=——=-—=- GGG T T —-——-—--- ——-—-GlJe-—--—-- - - -EEEE T C T -y - - - - - I T GiYE T C - - - 8C TGACHCTG-—--—--- TGACTCCREIGEEEEEEEE TG-cTCTlg----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGC G TGTGCCTHCGACTGETEG
167087 -
droFicl|lscf7180000454072:3219215- ACGTGTCCACETTCTACAGCAARCCRTARTTGIEGCGGGTGGAGCCIAAGCT NN~ —————————- TR - - — - CliCAGCTCCTCA T Nele - — - — - — - — - — - — R e T E --—-—--[rCaGA T TAGEE - - - — - — - - EEE T -Ecfec Tfg----ATCCTTGCAGTACTACTCCTCGCCGATGGACTGGCGECTTGCCTCCGACTGETIEG
3219372 =
droKik1|lscf7180000302696:669787- aficTidrccaclgrTcTacacecaaTCClTA]TTINNGCGGGTGGAGCCCAAGETGE -~~~ =~ ==~ ————- GTGG-—— e T ————————- B e, - — — — TTGGGCATAGC TR e i TR TEY- - — T CTGACC - ————————————————=————————— B -ficelcTlg----ATCCTTGCAGTACTACTCCTCGCCEATGGACTGGCGGCTGTGCCT/ECGECTGEYTEG
669937 -
droAna3|scaffold 12929:1990153— accTrclgacyrrcracacgaaTcClETAMT TCNAGRCRGTGEAGCCIAAGETNG == == === === === = TCTEREEAIC - - - EEEEEEE R iGGGA T i GCRRA - —- - - - —-—- CTCATGGCTTCT TTAAGTGTACT TCAT TGGAC e e — — I — — — — = — = — = = == —m—m e —m—m—— o - - - -ErciddciiacTacTAaCTCCTCRACCHATGGACTGGIE N TiiTGecTCi\GAC TR T/EG
1990314 -
droBipl|lscf7180000396543:448092- accTercleacyrrcTacaciaaTccTATTTCINNGGGeTGGARCcAAGETN G- -~ -~ === —————- el Cle R A I C - — — - - — - - TT A e T - TC T CGTCGAGTGTAT TTCAT TGGAC e i — — it — — = = == == == === == ———————————— I - - -ErciideccacTacTacTcyrcilccaTceacTooiEN e ThiTcecT@NCEC TRy TG
448243 -
EE |XL_groupla:99461-99556 - || |aceTeTccacgrreracaceaaTccRTATETCENACHINSG THGAGCCC A = === ======—————- e — - - ———————- R ———_———-aA A ——H i _-e i i i e - b D — — e — — — — — — — — — — — =~ ————————————— i - - - i G T ACTAC T CCTCGCCBATGGACTGGCGGCTGTGCCTECGETGATCG|
ldroper2|lscaffold 26:573224-573319 +| |aceTeTccac@rreracaccaarccRraTETCIRACHSGTHGAGCCCAN T === === ————————— - ____ . — - — e ————————.,H i COC S HHA e e — — I — — — — — — — — — — — —— — =~~~ =~ —————— B - - - G T ACTACTCCTCGCCEATGGACTGGCGGCTGTGCCTECGEETGATCG|
droWil2|lscf2 1100000004963:1301203- ACGTGTClEACET THTIAGCAATCCCTAT TT GG CGGGTHGAGCCCAAGE TN~ — -~ == == —————- el T C R A A — - — — g — — — — = = = = = = = = = = == == = — = —mm—m—— TGGACCTCCGTGGCGGAGTREEEEE --—-—-— - - AATIGGEEE A Gl A T T G C C R e - GRITRENY- - - -ffelccTTacacEalTacTCgrcldccaTceacTeeC NG TG TN G AC TINET/EG
1301361 +
drovir3|lscaffold 12928:5592554- AfGTETCCACETTCTIAGCAATCCCTAT TTGCRGCGEGTGGAGCCCAAGGTE-~— -~ === —————- TN e — ———————- et — — — — = = = = = = = == == — = —m—mm TGCATTCCCCTCGCGTCCCATTCGCCHYTINIIeTAA - - -0 - - - - GTTCTCTCGCT iR Th - - - -Sekic T TEcAcTlEc TAlTccTeecaTecacTGo TG Tl T ccT e T
5592727 - \
droMoj3|lscaffold 6359:4115623- IAT(elvCidecrNeCikifelii T9Xelo)-V-\oleCi-NiCilen A eloleClehilele)\n ofefeh-VXelelii T T T TG TCAACGCCAAAAGEG TRt T il - - — EEEEEEEEErs -----CTAlCl--—-—-- GCCCCCG T e e e e e P e P Tt CCACGCCCACTTCGCC--8CAMETAA - - - -BRE - - - — - GETC T TRE R e e TCTielT TC TiNeEEEEC ClonihilelerNehic Gl T GG ehildleldleCNlelel-Xehlelelele/C ek ifele TiNG ole T/shNeCilGle
4115810 - \
droGri2|scaffold 15203:1476182- ACGTMTCCACETTCTHCAGCAATCCETATTTGCRGCGHGTGGAGCCCAAGETIG============—=-= TiiA TRERCIR - - - EEEEEEE — - ——-IArcCclaA - - - T- TINEEEE R T T CAT TGCC R e e - - - - - — - — -G AA B G A G T C T e Tle-AcEc TN iR TcAGTACTARTCCTCGCCBATGGANTGGC G TGTGCCTlEC GIC TG T
1476346 -
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PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 1
crit.pairing 1
crit.top3 1
crit.tptop3 0
crit.uri 0
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 1
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[View on UCSC Genome Browser {Cornell Mirror}]
dya 143 |12R:9530554-9530617 - |candidate | Canonical miRNA |intergenic
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Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
MO056 M026 V046 V058
AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACGGGAAACTGGGAAACTTTGAAATTGCGGACTGGGATCGAACTCCAAGTCCAGATCCCGACTTCAACTTCATCGCATCCCATAACTCAGAGATCGGCGTGAGGCGGGGGGCGGTGGGCGGTGGGCGGT female
Read # Hit |Total embryo body |head embryo head
Fokkk ko kk ok ok k ok k ok ok k kR k ok k ok kk Rk kkk kR (L (((((. ... COCC OO o e CCCea 2NN N NI )))))..))) .. Kk khkkkhkkhhkhhkhkkhkhkhkkhkhkkkkkkk*k*k*k**k* gize Mismatch Count Norm Total
.................................................. ACTTTGAAATTGCGGACTGGGAT . ¢t e et et et et et et ettt et et et e e e e 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 0 1 10.00 10 9 0 1 0 0
.................................................. D oh i TV N e ol eT- o e -\ 0 1 2.00 2 2 0 0 0 0
.................................................. F-Noh i 6TV VN JeTofeTel- Vo et cTe. NP 1 1 2.00 2 2 0 0 0 0
.................................................. ACTTTGARAT TGCGGACTGGGATC . + v v v e e e e e e e et et et et e e e e e et e et et e e e e e e e e e et e e e e e e e et e e et e e ettt e e e e et eeaens 0 1 1.00 1 1 0 0 0 0
............................................................................................ CCGACTTCAACT TCATCGCAT . + v v v et e e e e et e et et et e e e e e e e e e eaeeeneeeeeannns 0 1 1.00 1 0 0 0 1 0
.................................................. o i eV Nl e ol T e 0 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
M043
TTTGCGACCAATTTAATAAAATGCACGGAGAGTTCTGCCCTTTGACCCTTTGAAACTTTAACGCCTGACCCTAGCTTGAGGTTCAGGTCTAGGGCTGAAGTTGAAGTAGCGTAGGGTATTGAGTCTCTAGCCGCACTCCGCCCCCCGCCACCCGCCACCCGCCA female
Read # Hit Total body
dekde sk de ek ke ke ke ke ke ke ke ke (L. (((((.. ... I A I T D e D D D D D D I D O D D O D D D II)) o)) e khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*x* gize Mismatch Count Norm |[Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|2r:9530504-9530667 - ldya 143||AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACG=—=GGAAAC TG = = = == == == = = = = = = =~ — oo GGAAACTTTGAAATTGCGGACTGGGAT COGA-——————————————————————— o ACTCC--AAGTC---CAGATCECEACTTCA=A====CTTCA=TCECA== ="M CCCATAACTCAG-AGATCGGCGT GA - —— == == = = = = = — = — = o o o o GGC----G--GGGGGCGGTG-GGCGGTGGG-——————————————————————————— CGG-T|
droEre2|scaffold 4845:18367456- AAACGCTGGTTAAATTATTTTACGTGCCTCTClEAGECG--—GOgAACTIg-— — =~ — == === — = ———m - m o m oo B G GACT GG GATC G- — - — - — === === ——m oo ACTCC--AAGTC/EsCAGETCOCA-A-———CTcA-TC6CA----f\cccaTaacTCAG-AGATEGG\ G- - - ------ - —-TcRE - B - - - --B- - lelGGG————— - coly-T
18367584 -
droSec2|scaffold 1:4981493-4981607 AAACGCTGCETARATTATTTTACGTGCCTCTCARGACG---GGARACTINg-— - — -~ -~ =~ m oo e G GACT GGGAT G- - - — - — - === == ——m oo A - — - T T Cle-A-=--cTcA-TcccaAl---fcccataacTcal¥IacaTcopcolgde- - - - - - - - — - ——— GGClE- - —H- - e - MG GG = = = = == === === === ————————————— CGG—
+
ldrosim2|2r:8134719-8134852 + | |A2AACGCTGGTTARATTATTTTACGTGCCTCTCAAGACG--~GGARACT g -~~~ - - - — o N G GAC T GGGAT C G-~~~ === === === === === ————— ACTCC--AAGTC---CAGATINCCINACTTC/E-A-~—-CTf8lCA-TCGCA-~~~TCCCATAACTCA-AGATCCICGRYE- —— ==~ === === === = — = mm e m oo GOCE- - B - el G G G — = — == = === === = === === ————————— CGG-fg
|dm3 lchr2Rr:7430264-7430398 + | |AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACG-—~GGAAACT g ===~~~ — - — o e C GACT GGGAT C G- - - — - — === == ————m—m o= ACTCC--AAGTC---CAGATCECUNACTTClE-A-———CTCA-TCECA-———TCCCATAACTCA-AGAT CORCGRE- — - — - ———————— - —mm oo GOClE- - —E- - i - M |G GG = = = = == == == === == ————————— = ——— ccag]
droEugl|lscf7180000409462:1072031~ AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACH---GGAEAC TGN XS plclerela Xopyselcrsxoxyste - — — — —-LVN el Jeleleler.Neh Tl ¥ NI Wile] - — - — - ——- et — — = = = = = = = = = = = = = = —m————— e —m— i — i~ — - Nrcle-A----cifea-TeecaifdNrclecaTaacTcal-AcaTc G coddlg- - — - — - - - — - G- - - e - R T T cidc-f¢
1072179 -
droBialllscf7180000302292:195749- AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGAlG--I\ccalddcTle---------—-—-—- - - GACTCCG R e B — — — — — = — = — = — = — = = — — — [N~ — — ———— e i — i — — e L S e-e===—larfecA-ldcecld= =T\ CCCATAACTCAG-AGATCGGCEGg-— — -~ =~ = — = m— - m oo - - - e - T — — = = == === === === === —————————— ---B-
195856 +
droTakl|scf7180000415991:720611- AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGHCE---GGAEACT/ g - - - - — -~ -~ ——m oo B e — — — — — — — CR T T GG AC TR e e — e — — it | SC e~ A=~ = —[ET[CA-TCCECA--—=TCCCATAACTCAI-AGATCGGCGEGg-- - - - - - — - == ————mmmm - AT TR - B - — - — - — - - — - — — C[elelA G -clelG
720725 +
droElel|scf7180000491214:2887203~ AAACGCTGGTTAAATTATTTTACGTGCCTCTCAAGACH---GGAEACER
2887312 +
droRhol|scf7180000779263:118948- GGlg-- - -ddcceeageel- GalGe TG - - - - - - - - - CGG-f¢
119055 -
droFicl|scf7180000453773:359782- el A e - — - — - - — -~ - — - -Gl§--GAGGGGTTTTCTTGGGGGTAAGGATTGGET/ERG
359930 +
2 . |
droKikl|l[scf7180000302386:462114- cci¥e COE- - - i — i T CRyC[E - — - -~ = — === === == ————— - ——— Blc-E
462172 -
droAna3|lscaffold 13266:1141502- AAARGCTGGTTAAATTATTTTACHTGCCIACHCATISNY- - - - - — - ClE A e R e T T A G T e B C T[S CeIT Clefe]- — — -~ — = — = — === == ———— ACTCC--[gARTC- - - CEGET o cleiehiC TECEI NI VICA=—==TcccaTAACTCAG-ppA I\ G C G- - ------- -l ClEGERERe GG Cldlelele G Cle G T Clel TSleA GlE T e G T Bc-A
1141648 +
droBipl|scf7180000396730:2134434— AAACGCTGGTTAAATTATTTTACGTGCCICIACATIALTN- - — PR ] — - — - — - — - ————— - —————— CGCT TGG A R Bt C T Sl T — — — — — — = — = — = ———— = ———— GG ACTCEer AT C - - - e C Tlech-[eysicTecEa g ica-——-TcccaTaacTcac-paRccellcEclg- - - - - - - - - - - - (SRR - B - — - — - - - B — - — - GlET/E R e Bc-A
2134562 +
dp5 l3:4615015-4615132 + | |a2aceeTeeTTARATTATTTTACGTGCCECRCHECENS- - - E—— - - ———---------———-—-—-——-[¢§----- GTCTCCRE e B - e — — — — — CEBICTGGACTCCGCTGTGGAGGCGCTCTG- - - --B - — -~ (eTehic Tec A= TChIC A= == =T CCCATAACT CAG-ARAT OGN -~~~ —————————m—mmm oo R~ B e — Tt — — = = == == =—=—===————————————— - -leBG
droPer2|[scaffold 2:4801835-4801952 AAACGCTGGTTAAATTATTTTACGTGCCECCHECENE - - D - —— ————-—-—-—-——-——-—-———-[J&-——-—- G C T CC B - i — — — — — — CERIC TGGACTCCGCTGTGGAGGCGCTCTG- - - - - - — -~ (cTehiC Tec A= TCliCA===—TCCCATAACTCAG-AMATCGGC N -~~~ ——— - ———mm o m oo R - B e - T — — — = == == ==========—————————— - -leBG
BE
droWil2|lscf2 1100000004558:1976450- araflccleeTTAAATTATTTTACGTGCCTC/ENAGAEY- - -G/ CINE
1976612 -
drovir3|scaffold 12875:13033658- AAACGCTGGETAAATTATTTTACGTGCClECI NGNS - - — e
13033763 -
droMoj3|scaffold 6496:20301287- AAACGHTGGETAAATTATT TTACGTGCClEaaerCAlE - — - R————
20301369 -
droGri2|scaffold 15245:7336299- AAACGCTGGETAAATTATTTTACGTGHCTONGSCAE- - - D
7336381 +
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[View on UCSC Genome Browser {Cornell Mirror}]
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Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE21370-in]; utr5 [utr5_plus 6659]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
M026 MO56 V052 V046 V120
CCACTTAAAAGGGATAAAAATCAACAACCACCCCTAACAAACAACCACCGTAGAAAAAGTCGAAGCTCGCAACAAAAAAGTGTCTTTCGAGCGGCAAACTTTTTCTGCGGCTCTTGTTGTTGTCTGTGGTCGCTAGATTTATTGT TGT TTTGTCTGCAG female
Read # head embryo head body head embryo male
Je sk e ke ok ok ek ke ok ok ke ok ek sk ke ke sk ke ok (L (e CCCCCCCCCCCCCe e e e (e et D)o )Y e 1))))NNDNDNDDD) o . u))))))) ) . Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm body
...................................................................................... TCGAGCGGCAAACTTTTTCTGC . « vt ettt et et et e e e e e e ee e ie e, 22 1 6 1 1 1 0 0
...................................................................................... TCGAGCGGCAAACTTTTTCTG . + ¢ vt et e eeeeae e e et ie e e eaenaenanenneneen. 2 0 1 . 4 0 1 0 1 1 0
....................................................................................... CGAGCGGCAAACTTTTTCT « « vt e e et et et e e e e e e ee e ie e eeaeaeeneeneeneea. 19 0 1 1. 1 0 0 0 1 0 0 0
.................................................. TAGAARRAGTCGAAGCTCGCA .« « v vttt ettt ettt et et ettt et ettt e e et e e e ettt et e e it i e et e e 210 1 1. 1 0 0 0 1 0 0 0
...................................................................................... TCGAGCGGCAAACTTTTTCTGE. . . o oottt i ee e 221 1 1. 1 1 0 0 0 0 0 0
..................................................................................... TTCGAGCGGCARACTTTTTCTGC « « e v v e v e e e eee et eaeaeeeeeeeneeneenaenaenanennenae 23 0 1 1. 1 0 1 0 0 0 0 0
...................................................................................... TCGAGCGGCAAACTTTTTCT ¢ & v e et et e e et et e e e e e e ieeaeeaeeaeeaeeneeneenae 20 0 1 1. 1 1 0 0 0 0 0 0
......................................................................................... AGCGGCARACTTTTTCTGCGG e « e vt e et ettt eee e ee e eee e ieeaenneeneen. 20 1 1. 1 0 0 1 0 0 0 0
Anti-sense strand reads
GGTGAATTTTCCCTATTTTTAGTTGTTGGTGGGGATTGTTTGT TGGTGGCATCTTTTTCAGCTTCGAGCGT TGTTTT TTCACAGAAAGCTCGCCGTTTGAAAAAGACGCCGAGAACAACAACAGACACCAGCGATCTAAATAACAACAAAACAGACGTC
Read #
************************************(((((_ ((('_' (((((((((((((_.__ ((((('_ ((( '''''' ))) _'_.))))) _____ ))))))))))))) __')))))))) L kkkkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkx g]zae/Mismatch /Count Norm
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
ldrovak3|31,:4097589-4097747 + ldya 141 |lcca--c-TTA-—-------———- AAAGGGATAAAAATCAACAACCACCCCTAACAAACAAC——-—-- CACCGEACARR=AAGTCCAAGCTCE CAAC——-A—————————————————— AAAAAGTGTCTT=====TCGAG—=-—=--—-= CGGCARACT—-——TT————————————————————- TTCTGCGGCTCTTGTTGTTGTCTGTGGTCGCT-———————- AGATTTATT---GTTGTTTTGTCT-GCAG
droEre2|scaffold 4784:6241493- CCA--C-TTA-—--——-——-——- AAAGGGATAAAAATCAACAACCACCCCTAACAAACAAC—--—-- CACCGEAGAAA=AAGTCCAACCHCE=CAAC——-A--———————————————— AQAAATGTCTT-==-=TCGAG---—--—-- CGGCARACT--—-TT————————————————————— TTCTGCGGCTCTTGTTGTTGTCTGTGGTCGCT-———————- AGATTTATT---GTTGTTTTGTCT-GCAG
6241650 +
droSec2|scaffold 2:3537286-3537443 CCA--C-TTA-—--——-——-——- AAAGGGATAAAAATCAACAACCACCCCTAACAAACAAC---—-- CACCGHgCARR=AACTCOAGCCE=CAAC— - -A-————————————————— AQAAAGTGTCTT=====TCGAG-=-—=-—== CGGCARACT--—=TT————————————————— - TTCTGCGGYTCTTGTTGTTGTCTGTGGTCGCT-———————~ AGATTTATT---GTTGTTTTGTCT-GCAG
+
ldrosim2|[31:3442166-3442323 + ldsi_8113|lcca--c-TTA-——--—--————- AAAGGGATAAAAATCAACAACCACCCCTAACHAACAAC-—-—-- CACCGH[EGAAA-AAGTCOIAGCECE-CAAC——-A-————————————————— ARAAAGTGTCTT-==--TCGAG-~-—~-——~- CGGCAAACT-——=TT-———=——=————————————— TTCTGCGGHTCTTGTTGTTGTCTGTGGTCGCT -~~~ ~—~ AGATTTATT---GTTGTTTTGTCT-GCAG|
lam3 llchr31.:3545641-3545798 + |dme 385 |lcca--c-TTA---------———- AAAGGGATEAAAATCAACAACCACCCCTAACAAACAAC-—-—-- CACCGHEGAAA-AAGTCCAAGCECE-CAAC——-A-————————————————— ARAARGTGTCTT-==~~TCGAG-~-~—~--—~ CGGCAAACT--—=TT--—=—=——=————————————— TTCTGCGGYTCTTGTTGTTGTCTGTGGTCGCT -~ -~~~ -~~~ AGATTTATT---GTTGTTTTGTCT-GCAG|
droEugl|lsc£7180000409466:1285792- e -yl - - ——- AAAREATAAAAATCAACAACCACCCCTAACAARCAlgC--—--- FINSleccl.EciV TN elea Ve cEaTT INeA A ClACAACAACAACAACAGCAINGIN N NINSIIEF PR e A NP TR CGGCARACT—-—-TT—-——————————————————— TTCTCHGGIEC TTGTTGT TGTCTGTGGTCGCT-———————~- AGATTTATT---GTTGTTTTGTCT-GCAG
1285972 +
droBial|scf7180000302428:176394- cclg--cyrrlg------------- AAANGEATEAAAATCAACAACCACIICCTAACARACAAC--———- CACC{ A A e e —-B--—--—----—----——--- BRAAAGTGTCTT=====TCGAG-=-=—--—--=- CGGCAAACT--—-TT-————-——————————————— TTCTCHGEEC TTGTTGTTGTCTGTGGTCGCT-———————~- [EGATTTATT---GTTGTTTTGTCT-GCAG
176533 +
droTakl|scf7180000415785:317218— CCA--C-TTA-—--—-————-—- AAANGEATAAAAATCAACAACCACCCCTAACAAACAAC--———- CACC{d A A e e —-B--—--—--—-—--—-——--- BRAAAGTGTCTT=====TCGAG-—=-—-—=--=- CGGCAAACT--—-TT-———————————————————— TTCTCHGEEC TTGTTGTTGTCTGTGGTCGCT-———————~- AGATTTATT---GTTGTTTTGTCT-GCAG
317356 -
droElel|scf7180000491249:1637578~- cca--c-Trlg- - —-—--—- AAANYSATEAAAATCAACAACCACCCCTAACAMACAARN--—-—- cacC/HTACRRANRACTC \MACC YA~ ¥R - - — - — - - - A AR TGTCTT=====TCGAG-=-=--=-=- CGGCAAACT--—-TT-———————————————————— TrlErclGGEC TTGETGT TGTCTGTGGTCGET- - - - —-—— - AGATTTATT---GTTGTTTTGTCT-GCAG
1637741 -
droRhol|lscf7180000775371:26403- CCA--C-TTlg--------—---—- AAANGEATEAAAATCAACAACCACCCCTAACAMACAAC--———- CACC[HACAR=AACTC MACCHCL CALCIN e - - — - —— - - aARarARMTRTCTT== == [dNGAG=======-= CGGCAAACT—-—-TT-———————————————————— T TT ClGGIEC TTGTTGT TGTCTGTGGTCGCT - ——————— - AGATTTATT---GTTGTTTTGTCT-GCAG
26563 -
droFicl||sc£7180000454105:1882533~ ce--g-rrg----------—-- ErniBferTaarARcAACARCCACCCCTARCARCEC-—-- -~ cacClddRCRRRSRACHCIXACECL e CArC-—-A- - — - - - - - AAAAAGTGTCTT====-[gCGAG-~—~—~--- CGGCARACT-—-—-TT—-——————————————————— TTCTCHGGIEC TTGTTGTTGTCTGTGGTCGgT--—-—---~- AGATTTATT---GTTGTTTTGTCT-GCAG
1882688 +
droAna3|scaffold 13337:9894169- eécTciTcidlaacARAATAACAAINING - - - - - -RCACE TG HINIIISVINT NN - SEVNe A T C 2 A CHcHECiiGEI NN NNEITEI NN c - - 5 - - - - B R aaannafdTETCTTESSE S dAG====ss s CGGCAAACT--—-TT-————-——————————————— BRETGCGGCIRET TGTTGTTGTCTGTGGTC GO N RAA GATTTAT T~ - ~GTTGTTTTGTCT - GCAG
9894341 -
droBipl|lscf7180000396569:1460689- cce--B-ree--—--—---- - -2 A anfdecanEnEccacceeTaacangean XS NNe ol i CARA= ARG TCCAACC T - — A - ———————————————-~- aanAnTRreTT--—-—Tg\aG--—-—-—-—- CGMAAACT— === TT————————————————————— TecleGC T T TGT TGTTGTCTGTGGTC GO ¥ NA GAT TTATT- - ~GTTGTTTTGTCT-GCAG
1460846 +
905 |k oroupsis6704s0-5e70544 4 |- B - e e S e - - - e s C BGATTTATT-—~GITGITITGTCT-GCAq
[aroper?|scaffola 38:1507-1656 = | [Erchn B o R S - e S BT C e £y 61 ToTCToT 0T I BGATTTATT--~GITGITITGTCT-GCAq
Growil2[sciz_1100000004768:1349951= = R L e - e e BB 777 TR GTTTTGTCT- GaRG
1349980 +
drovir3|scaffold 13049:4587924- ‘E——H—HTA ————————————— BaaBcGETAA A AR Alec AccClTAACAERCAACIENTNNEC A oA VAR A N NS E A A C— — —A—————————————————— -1 V8 - - — CloINGCCACHTIEGEGT TGCCCT T TET T - - GTIiGCTGIRIGT TGTTGCTGTTGTTGT TG TuiGeyie T TETilGiieilifehbiehiehieliclelielele s TEEEETESE A TTTATT---GTTGTTTEGTCTEGCAG
4588103 -
droGri2|lscaffold 15110:10286587- ca—-\-Tfa-— - - EVYNE - - I TIATINAC A GCARNAA NGRS T CN-NGE - NeI G o AINSAACGACI N cI A el N AR cCl N a A A T AAAAGATINE T T WTEGEGTTGCCTTCTE NG CGT T T TTGT TGt T T pa G T CIiGE - T - - - TGllilc T Clifelilifelehiehnelecofe T AREEE G C T C A TN TNV~ T T/chilielia C ifehlehitelorNe
10286774 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:4097589-4097747
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:4097589-4097747
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_141.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:6241493-6241650
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:3537286-3537443
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:3442166-3442323
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_8113.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:3545641-3545798
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_385.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:1285792-1285972
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:176394-176533
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415785:317218-317356
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:1637578-1637741
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000775371:26403-26563
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454105:1882533-1882688
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:9894169-9894341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396569:1460689-1460846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:5679490-5679544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_38:1597-1656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004768:1349957-1349980
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:4587924-4588103
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:10286587-10286774
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[View on UCSC Genome Browser {Cornell Mirror}]
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Genomic Position
Hairpin partition -# Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds “
Flybase annnotation
intergenic
Repeatable elements
|Narne HClass HFarnily ” Strand‘
|(CAG)n HSimple_repeat“Simple_repeat”+ ‘
ITART_DV|[LINE [Jockey =]
Sense Strand Reads
hide 3p reads‘ show mid mismatch reads H
M043
M056 V046 V052 V058 V120
TGTTGCCGCTGTACATGTTGCCGCTGTTGCCGCCACTGCATCTCTTGCTGCTGCTGCTGTAAATGTTGCCGCGGATGTTGCTGCTGCGGCAACATTAGCGGTGGCAGCTGCACTTGCTGCTCCGACCCAAGATGCGGATATTAATTTGCTTAAACATTTC female
Read # Hit |Total embryo embryo head body head male
Tdkkdkkdkokdkokdkokdkokdkokdkokhdkokhdkkhdkkhk  (((... .. TR R N IIINIINIIN)I NI ... ))) .. kkkkkkkkkkkkkkhkkkhkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total body
...................................................................................... CGGCAACATTAGCGGTGGCAGC « « ¢ v v e ettt e te e e e e et ee e e ee e iaenenaeaenen. 22 0 1 9.00 9 6 1 2 0 0 0
...................................................................................... CGGCAACATTAGCGGTGGCAGCT . « v vt et ot te e eaeee e tee e eneaeeaeneeaenenneaenee. 23 0 1 4.00 4 2 2 0 0 0 0
....................................................................................... GGCAACAT TAGCGGTGGCAGCT « & ¢ v v v v e e et e eeee et e et e e e eiaenenaeaenenaene. 22 0 1 4.00 4 0 3 0 0 0 1
................................................... TGCTGCTGTARRTGTTGCCGCG « « v v e e e e et e et te e e et ee e et et e e ettt e e a e e e et e et ee e eetaeneeaeneneeaenenaeaa22 O 1 2.00 2 0 0 0 2 0 0
.................................................. CTGCTGCTGTARATGTTGCCGC « « v v e e e e et e e et et e e et e e e e e e et e e e e et e et e et e e e et e e ettt te ettt e eeaeneaene. 22 0 1 2.00 2 2 0 0 0 0 0
.................................................. CTGCTGCTGTARATGTTGCC « & ¢ v vt e e et e et e et e et e e et e et e e et e et et et et et e e e a e e e et te et eeneneeaeneaaeaenneaenea 20 0 1 1.00 1 1 0 0 0 0 0
....................................................................................... GGCAACATTAGCGGTGGCAGC . « e v et et et e te e et e et eeea e eeaenenaeaenenneaan 2l 0 1 1.00 1 0 1 0 0 0 0
...................................................................................... CGGCAACATTAGCGGTGGCAG . ¢« v v vt et et eetee et e et ie e eaaeneeaeaeneeaene. 2 0 1 1.00 1 0 0 0 1 0 0
.......... GTACATGT TGCCGCTGTTGCCGCC + « e e e e e e e e e e et e e e e e e e e e e e e e et e e e e et e e e e et e e e e et e e et e e e e e e e a e e e e e e e en e e eaeneeaeneneeaeneeaeaeneeaeaenneaenan24 0 1 1.00 1 1 0 0 0 0 0
................................................... TGCTGCTGTARATGTTGCCGC . « v v v e e et et e e et et e e et et e e e e e e e et e et e et e e e e e et et e et et e et ieee i 2l 0 1 1.00 1 1 0 0 0 0 0
....................................................................................... GGCAACATTAGCGGTGGCAGCE . ¢ o vttt ettt ettt et ettt e i e e eeen e 22 1 1 1.00 1 1 0 0 0 0 0
.................................................. CTGCTGCTGTARATGTTGCCG M ¢« v v e et e et et et e e e e et e e e ettt e e et et e e et et te e a e e e et ee e teeneneeaeneaaeaenneaene 2 0 1 1.00 1 0 1 0 0 0 0
...................................................... TGCTGTAAATGTTGCCGCGGAT « « + t v e et et e e et et e e e e et e e et e e e e et e et e e e et e e e et te e et e et eeeeaeneea 22 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
ACAACGGCGACATGTACAACGGCGACAACGGCGGTGACGTAGAGAACGACGACGACGACATTTACAACGGCGCCTACAACGACGACGCCGTTGTAATCGCCACCGTCGACGTGAACGACGAGGCTGGGTTCTACGCCTATAATTAAACGAATTTGTARAG
Read # Hit |Total
Kokkkkkkhkkkkkkkhkhkkhkhkkkkkhkhkhkkkknrkn  (((..... COC COCCOCCCCCC COeeeeeeeeqeCeeennn... DI e ))) .. . K*kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** gsjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
larovak3|2R:7070447-7070606 - |dya 1821|TGTTGCCGCTGTACATGTTGCCGCTG-————————---—————- TTGCCG--CCACTGCATCTCTT---GCTGCiEss============con GCT————————————————————————— GCTGTAAATGTTGCCGCGGA---—-- T---GTTGCTGCTGCGGC---AACAT-T-AGCGGTGGC-————- AGCTGCACTTGC-———————————————————————~——— TGCTCCGACCCAAGATGCGGATATTAA--TTTGCTTAAAC----ATTTC|
droEre2|scaffold 4845:15938436- TGTTGCCGCTGTACATGTTGCCGCTG-—-——————————————- TTGCHG--cCcACTGATETCTT-- -\ cTGCE=============—=—=- GCT—=-—=—=———————————— = GCTGTAAATGTTGCCGCGGA-—-—-- T---GTTGCTGCTGCGGC---AACAT-T-[§GCGGTGGC--—--- AGCTGCACTTGC———-—=-—-—-—-—-—-——————————— TGCOMCGACCIIAAGATGCGGATAT/@AA--TTTRCTTAAAC--~--ATTTC
15938594 -
ldrosec2|scaffold 1:7407990-7408149 +| |TGTTGCCGCTGTACATGTTGCCGCTG-————————————————~- TTGCHGECCACTGCATCTCTE-— -Gl ==~~~ BGCT == m——mmmm e GCTGTAAATGTTGCCGCGMA------ T---GTTGCTGCAGCGGC---AACAT-T-GCGGTGGC- -~~~ [@AGCTGCACTTGC-~—=—======—==———————————— TGeThcGACCIABHTGCGGATATEAA-—TTTRCTTAAAC----ATTTg
ldrosim2|[2r:10570805-10570963 + | | TGTTGCCGCTGTACATGTTGCCGCTG-————————————————-— TTGCHCECCACTGCATCTCTE-—-GC ———————————————~- BGCT—————————————m - GCTGTAAATGTTGCCGCGRA---—-- T---GTTGCTGCGCGGC---AACAT-T-fdccGeTeEC-—--—- AGCTGCACTTGC—=————————————————————————— TGCTHCGACCAAGHTGCGGATATEAA-—TTTIACTTAAAC-—--ATTT]g
|dm3 lchror:9880419-9882583 + | | TGTTGCCGCTGTACATGTTGCCGCTG-————————————————- TTGCHG--CCACTGCATCTCTE---GCTGCHEgs-=======—=—= 8- GCT————————— GCTGTAAATGTTCCCECEA - ———-- T---GTTGCTGCEGCGEC---AACAT-T-BcliceTcfc-——--- AGCTGCACTTGC-—————————————————————————— TRcThcGACCEAAGHTGCGGATATEAA-—TTTRCTTANEC----ATTT[g
droEugl|lscf7180000409462:2961151- TGTTGCCGCTGTACATGTTGCHGCTG- - - lee Nl SNl T T G C - — i Tl -yl = AliGCTGTTGCTGCTGCTTGCCGCTGCTELlei G NIl hile[elo/clsln AFNEEEEE T---fArrcljrccTcciicld- - -Ealfdr-T-8cceereee--—--- AGCTGCACTTGCHe-[ede- - - - - - - - - - - - ——————- el A AGATGCGGATATEAA--TTTIXCTTAAAC-~--ATTTC
2961334 -
droBialllscf7180000301592:35618-35790 TGTTGCCGCTGTACATGTTGCHGCTG- - - lelo . Neh Buelelelelehie T T G CiiG — - CCAC TGClEeCC - - - HmecCh - BGCT—-——————— - GCTGTAEATGTTGCCGCGCA-—-—-- T---GTTGCTGCTGCLCE-—-Eaiferiitlehicccercec—-—--- AGCTGCACTTGC/de-[Ehleleele-— - — - —-—-—-——————- i CCCALAGATGCGGATATEAA- - TT TICT@AAAC-—--ATTEC
+
droTakl|scf7180000415376:102980- TGTTGCCGCTGTACATGT TGCIGCTG- - - el G leTselelelle T TG C - — i - - T T CCECEGA - - - — -~ T---GTTGCTGCT R - e - T-pccccfdecc-----—- AGCTGCACTTGCI-Eleelelels- - - ——-——--—-———————- B C il acaTceceATATEAE--TTTICET2AAgC----ATTTC
103117 +
droElel|lscf7180000491214:67425-67595 TGTTGCCGCTGTACATGTTGCHGCTG- - - el Nl BNTlSITSINE T T G C i — — i | G4 C T GC e =========os TG T T T e e GITGTAEATGTTGCCGCGGA-—---- T---GTTGCTGCTGCLGE---sacldr-T-ficccereec-—-—--- AGHTGCACET GCpYeleleleletele - — - — - — - — - - - ——————- e C Cl\a nGATGCGGATATEAAE- TTEVCTTAAAC-~--ATTTC
droRhol|lscf7180000777200:203533~ TGTGCCGCTGTACATGT TGCHGCTG- - - O el BNeTITNE T T G C i - — i T GG C TGC e s s === === BGCT———— === m - GCTCTAEATETTCCCECEGA-—-—-- T---GTTGCTGCTGCHeCINdasAclT-T-[8ccceTeee-—-—--- AGCTGCACLN G NTeelelels- — - — - — - — - — - ——————- i CC CALAGATGCGGATATAAS- TTTRCTTAAAC---~ATTTC
203703 +
droFicl|lscf7180000453948:530462- TGTTGCCGCTGTACATGT TGCHGC TCehiehlelo UL Bl hie T T G C i — e T L — R GAGCTGCTGC T GCGGC TG T e oy GCTCTAEATETTCCCECEGA-—-—-- T---GTTGCTGCTGCLGE---Facr-[§-Ecccereee—-—--- AGCTGCACETGCle-[Ehfelelels- — - — - — - —-—-——————- e C A AGATGCGGATATEAA- - TTTIACT TABAC-—--ATTTC
530640 -
droKikl|scf7180000302366:1305648- TGTTGCCHCTGTABATGT TGCIGCTG--—-—=——-———-——-—- ST B — — - —— ——————— B — — — — s GCT-—=———————————m oo ETiENGG MO T ElgNT G T TGCCRERA - — —[SileleiNeA Tl TG CINS CIEIE T ElElciNeElelo A ACAGCINEGNIUNSANNET TGEA CTGCCREEEEE R ee ¥\ n Al cGGATAT™EA- TTI¥XETTAAAC-- - -ATTTC
1305801 +
droAna3|lscaffold 13117:4608404- TGT TGRRGHTC TR TG T TGC¥CTG- - - - - - - - - oo - TTGCRG- - fNeCTGCANTET T-— -Gl T~~~ GCT———=—————————————— = cealiTGCAINIE[CT o T/ TR TG TTGC TG T GCReC -~ -ecale-T-fieclicTeec—-—-—- WGCTGCRRT TG~ -—-—-—-—-—-——————————————- IliG TG TTGTGE TN - - TCINICEY A CiNeleiiA VG TRERE GG
4608556 -
droBipl|lscf7180000396541:615627- TR GCHGC T e TG T TGN TG - - - -~ -~ - - -~ —- ci¥ea T/eREIT T clelifelec AlliG CliEEETels - - - - EEEEEEEEEEE R BGCT--——— == - CCTCTieeTcTTeCheChicE------ - --cTTecTGcTocheC- - -lleer-fd-ficchicTeec-—-—-- BGHT GCleleT Gy~ - — - — - — - === == - TGCTRCHECIN e c ALY RN TeleA T Tile - - TRTHCEThgiAC - - —-ATTTC
615779 +
dp5 Unknown_singleton 1849:5202- TGTTGCHGC TG e TG GlGCTG- - - - - - — -~ === —————- GG - - ciec TGealcTleeT - - -GeTeCiEssssssssaaaaaaae s GCT—=—=———————————m— e TGCIUECIlECTTO T/ TR T---GTTGCTGCTGINGC -~ -ecife-8-AciMcThicc—-—--- T G A I T e TGCTlacieciNeANGHT GClic T A - e T TGC T ThERe CEEENA T T/eC
5366 -
droPer2|scaffold 2:5826749-5826890 | |rcBreclccroTiggreTTGCGCTG- - - - - ——— iele T/ T T GloliNelel T - - - — - [T — - — T — ESleliTGClIchlE T T/l e cN— T---GTTGCTGCTGCHGC -~ -fYergqr (8- ciici—————- G GO TGC -~~~ === === == —————m——— TGCTHCHECRagaCH TG T T8A -~ TTTGCRTRec - —- -ATT Tl
droWil2|lscf2 1100000004967:3551565- TG chRclTCEA TG TTGClGCTG- - - - - - - - TTGCRG- -fecTGCATETT---GCTGCE===============—== GRT—-——————— - GCTGEEANTGTTGCHGC - ——— - - T---GTTGCTGHTGCICH- - -ecAT-T-[Seificleicc—-—--—- BGHT GCIJETTGC——— - === - === ———— - TGETECCEAEGETGCEGTTTE——=TGET@AC————ATTi‘
3551717 +
drovir3|lscaffold 12928:511852-512012 TGTTcCGCTCANYTGTTGCGCTG-—-—— -~ - - == —————- TTRICEIG- - CA CT e C T T - - - ————————————————~ GCT———————————————— = GCTGEAANTGT TChRGEECE-—---- T---GTTGCTGCTC R — - i TyeC —————= NI eI INele T GBI C TG T TTCTGCAGCTGT TGC R TGTGETGCEGTT—GCT@AAC————AETTE\
droMoj3|lscaffold 6500:16033594- TGTTGRRGC TGl T GTGClGCTG- - - -~ -~ = === === ———- Brcciic--clacTcCiecT/Eer - - -Ge TeCfESSssaaasaaanaas GCT—=—=—=—————————m GCTeaRrcldTcchcchcE------ T---GTTGHTGCTGCHEC -~ -eaciye-g-Hcchiceiicc—-—--- peC TR\ cifee TG - - - - - - - - - - - ----—-—-- GCTGCIRIiGETGTGRGECINeleTECIFA YRR - - - - - - - GCTREEEFNING®
16033752 +
droGri2|scaffold 15245:11423090- TGTTGCHGCTGTRIETGT TGCHGITG—————————————————— TTGCHG- - Cl{el T GLEIEC TIEl8IT - - - GIT GljI S S sssssssassss e GCT-—=——=—-——————————————————— ElSilElcTGCIECIE[ST/E T /e TREEEE T---GTTGHTGCTGCHGC -~ —plehge- T-pcheNG TENGEY- —— - —- T A TG A e S TGCTECECECGTGCEGATETT@—TETAC————ATTTE‘
11423247 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:7070447-7070606
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:7070447-7070606
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1821.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:15938436-15938594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:7407990-7408149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:10570805-10570963
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:9882419-9882583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:2961151-2961334
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301592:35618-35790
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415376:102980-103117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:67425-67595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777200:203533-203703
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:530462-530640
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302366:1305648-1305801
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:4608404-4608556
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396541:615627-615779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_1849:5202-5366
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:5826749-5826890
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004967:3551565-3551717
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:511852-512012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:16033594-16033752
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:11423090-11423247

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 87 |3R:475304-475362 + |candidate | Canonical miRNA || intron

IS R SR P Tdmis match in alignmen _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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475,250 475,300 475,350 475,400 o I I | | I I . .
Genomic Position 21 22 23 24 25 26 | | | |
Size Condition 475,250 475,300 475,350 475,400
Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dyak\GE25403-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M043
V058 M026 V052
CAAGGGTCCCTGAGTGGATGTGGAAGAGCAAATGTTTTTACGAATGCGAATAAGGCACACAACTAATTGCTGGCATTATAAGAAAAGCGTGTAGTCGTGTGCCCTAAGCGCCTTCAGCCAAGATGGTCGGAACAGTCAAATGCGCATTGGCGGCGTAAT female
Read # Hit |Total head head head body
kkkhkhkkhkhkhhkhhkhkhkkhrkhhhkhkkhkhkkhkrkhkkkhx R I T N N O N IN)) )Y M) ) )Y ) e kkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkxkk***x*x |gsize Mismatch Count Norm Total
...................................................................................... GCGTGTAGTCGTGTGCCCTARG : ¢ e v et et ettt e e et e e et taeneeeeaenenaeaenen. 22 0 1 7.00 7 4 1 2 0
.................................................. TAAGGCACACAACTAATTGCTG ¢ « « ¢ e e e e e e e e me e et et et et e e e e e e e e e e e e e e e e e et e e e eaenaenaeneeneeaeeaeeaeeaennanaa22 O 1 3.00 3 0 2 1 0
.................................................. TAAGGCACACAACTAATTGCT . ¢ e v et et e et et et ettt e e et e e e e e e et e e e e e e et et e e ettt e e ettt ettt 210 1 2.00 2 1 0 0 1
............................................................................. ATAAGAAAAGCGTGTAGTCGTGTGCC « &« e e e e et e et et e e e eaeae e eneeneenecaeeaeeaenaennanaa 26 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
M043
GTTCCCAGGGACTCACCTACACCTTCTCGTTTACAAAAATGCTTACGCT TATTCCGTGTGTTGATTAACGACCGTAATATTCTTTTCGCACATCAGCACACGGGATTCGCGGAAGTCGGTTCTACCAGCCTTGTCAGTTTACGCGTAACCGCCGCATTA female
Read # Hit |Total body
kkkkhkkhkhkhhkhhhkhkkhhkhkhhhkhhhkhkkhhkkhhrkhkd O T N I O N T O MDD e kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkx*x***x gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|[3R:475254-475412 + ldya_87|cancee------- TCCCTG--AGTGGATGTGG-—-——-—--—~~ AAGAGCAA---ATGTTTT------ TACGAATGCGAATAAGGCACACAACTAATTECTEGCATTAT ——————=——=——=—=—=—=——————————— ARAGAA-AAGCGTGTAGTCGTGTGm == === == = == = = = = = = = — = e CCCTAAGC-------- GCC--—=———=———~ TTCAGCCAAGATGGTCGGAACAGTCAAATGCGCATT---GGCGGCGTAAT]
droEre2|scaffold 4770:464725-464929 CAAGGG------- B\cCCTG--AGTGGATGTGG--—-—-—-—-—- anGlEccan---ATGETTfE------ [EACGAATGCGEATEACECACACAACTAATTGCTE® AT TAT - — -~ -~ - - — - - — o GIACIN:RFVNETEL el NeL Telel el CAGGCGGCGAAATGCGAAAT GCGAGAREITGEEEE T T CTGCGTgCCTGGCCAAGAGHUCI VNCCREEEE I TTCAGCCAAGATGGTCGGAACAGTCAAATGCGCATT---GGCGLCGTAAT
+
ldrosec2|lscaffold 6:234702-234901 + | |cArGGG------- Tlgcclc--acTG0ATGTGG--- - ——-————- AAGAGCAA---ATGTTT@------ EACGAATGCGEATEACCCHCACAACTAATTGCTEGCAT TAS- ————————————— - - — - Gl TGy Ele el ey e A el ele C A GG CG G G A A A T GG CTGCGCHCGTGGCCAAGAGHUOY-V-NCICREE cecliaNeees- - - TCAGCCARGATGGTCGGAECACHEAAAGCGC AT - - -GGCGGCGTAAT]
ldrosim2|[3r:99799-99998 + | |carceG------- TlecCl8G--AGTGGATGTGG-—-—--——-—-—- AAGAGCAA---ATGTTT---—-- B ceanTeccEndACECHCACRRCTRATTECHeccATTA- - - - - - - EneinEn nGCCTCTAGNCGTCT Gl NelelolelellT NN ele) - - - CTGCGCECGTGGCCAAGAGH eIy VIR ceciINaess- - -BrCcAGCCARGATGGTCGGABCACHEAAAGCGC AT - - -GGCGGCGTAAT]
|dm3 lchr3r:115231-115429 + | |carcee------- TcCC®G--AGTGGATGTGG---——-———-—— AARGARCAA---ATGTTTE------ BaccanTeecEaiEAGECHCACAACTAATTGCTEGCAT TAN- ——~—— -~ —— - A A AGCGTGTAGTCOTGT NI e N NN ele — — — —— = == === === —— == ———————————— CTGCGCRCGTGGCAAAGAGHET]I VNC/oH I —— GCCIIINIoTe - - B EiGCCARGATGGTCGGABCACHEAAAEGCGCAT---GGCGGCGTAAT]
droEugl|lscf7180000409759:49575- ennNicle------ Tchjc - -AcTcaTeTi G- - - - - —-—-—-- AAGAREAA---ATGTTTT------ EaccrETeINe A EACCCACACEACTAATTCEGGCAT TAT - — -~ ——————— == - —————————————— AR - 12 A G T C G T GL g~ — — = — = — = —— === === ——————m oo CCGTCCTAACCAAGAGHUSLIT Cl/CREEEE €T TR TC R Chlill- - - - - - - - - - - - - - - - - -[INSATNNACEILeIT N C R T{elelelel ~ i¥-VN
49728 +
droBial|lscf7180000302098:370641- CAAGGG------- Tcccle--acTecddcldcG-------—-—-- AdcERerA---ATGT@TT------ EacerldrcecEnHeACECACACAACTARATTECTCGCATAT - — -~ -~ -~ - - - P ClE G- - — - - - 1€ - - - ClEECACGCGGTGAAA TG R CTCCGTECCTAGCCAAGAGGGUCG/NECREEEE e TTCAGCCAAGATHGTCGAECAGTCARAGGCGCAT---GEclGCGTAAT
370821 -
droTakl|lscf7180000414441:41794- CAAGGGE------ TCCCTG--AGTGGATGTGL A Slepleler AGAGEAR-—~ATGT T T/8-—-—- - EaccrETGCGEATEACGECACACAACTAATTGCTGGCAT TAT - ———————————————————————————— N N NG - - — - — /Y- CllelNelNe CACGCGG T GAA A T GC R CTCCGTECCTAGCCAAGAGHUeLIGNCICREEEE GCC—-—-—————-- TTHAGCCAAGATHGTecAECAGEcArAgccecAlgT- - -Glici}ccaTaAT
41991 -
droElel|lscf7180000491104:1850737- canrl\GGlg------ iNe T[eCleREC A NeleTNA EiNelen A GT GG TAGT GGCINE TSGR GINEG CAGT GGCAGHGG A GINEHE GG - [Elele 18 e - e o e e i G AAGAA-[cRE N Ele - - - — - e — - — - [ /O e TTCAGCCAAGHWTGGTeGAECAGTEAAAEGCGCAINSGGCGGCRATAAT
1850899 +
droRhol|lscf7180000777910:20580- NeEcee===uun Tchiclc--fEeTcealleTe-------—-—-- adeacEan---ATclErTfg------ EacorlTce e CClECACACTAATTGCTEGCAT TAT -~~~ ———————————————————————— N N NG - - - - — - GlElelelNelNe CAGGCGG T GAA A T GC R CTCCGTRCCRGCCCAAGAGHULIGNECREEEE NGl - - Tl8cacccancGATGGTCGACAGcArAgccocAlde- - -GlicGGClTAAT
20773 -
droFicl|scf7180000454096:1238068— FINNaEccacceT TiiseleiVeRClele - - - - — - - EEEEEEE— A A~~~ ATGTTT-—-—- - ErccalgreecEntlemcccecEcAAcTAATTAETCGCAET/de- - - — - - - - - - - - - ——— - Gea--BNG- - - - - N A el T GCGGC GG CGA A A T G T T CC T R i - — = == === pcg----------- TrcleciicaacagcTccaldc AT cEnalcchfilee- - - N G chyT/le
1238225 + \
droKikl|lscf7180000302634:761129- cerN\GEe----- TCCIRMG -~ — s - - = == === === — AAGEREde---lTGTTTT--- -~ - clecTi¥ETEGC N CER T T A NG NN L IEdicldecCINACACAT TCATACT TATGCTACATACATACATIACIHNNING - - - - - -INEJeldelleéCAGCCGGTGAAATGTCAAREECGGGATATCCTTGCGCTATCCTTGCTTCCGTTCTTTGTGAAGAGHUGINNNESAGTCAGT C/ET/CREE TTCAGCCAAGHTRGTCRCEACAGTCAAAGGCGCAe- - -[¥NecicRTAA T
761369 +
Grohna3|acaffold 1334011121470 e B B T coo e - T T CErGcE A R I T .- T e - I e
11121552 +
GroBip1[5cE]180000396734:158000- om0 - ThcCTl - AREEPoge - RAGATCAR -~ A TG - -~ TR T oA RO NN TSI B ORGP DT -~~~ TR~ T e - B e
158097 +
ldps l2:24817348-24817514 - | lcaaleclg------ IS (S ClER - [ScA A A A ClEICI ------IcaccGiEciicc—— Teccele N TldACCCAlECAACTAAT TGC TG /e TAlg - — - - —— -~~~ - NS N CG- — - - [ NE el elE C AR CCAGCGAGC T G C A A BT G A G - - - — - - - TTTTCAGCTTGTCCGE- - - - -[XIACAECRARE- - - NG G T{eel cile T s Tee A NN
ldroper2|lscaffold 6:117997-118163 - | |carccE------ TclcEc - -FcEN AN NEcC - —— - - ———— - ------HcacceGiEciicC—. TR s e TEACCCARECAACTAATTGCTCCCETAY- - —— - - - ——— - -~~~ AAGAA [ e e e CA A CCAGCGAGC TG T CA A B TG A G A R ——-—e - ————— TTTTCAGCTTGTCCG- - - - -[XGACAECEAE- - - NG G el cilme T s Ts A NN
Grow: 12]5c£2 1100000004502:9832863- O L EEEEEEE - EEEEE  CTIITEEEEEEERRRRRC CANCIARIIEOREC RS A - B T e EEREEEE B ey
9832912 -
arovir3lscaffold 12822:1409781- cAAGROE- - ----TcBe TeEEE 6o ABoSHG - - - EEHEEREER oBoEE- - - B g - - - --ErA e BN GO AT ARTIGORE A} - - - - ------------ === o T SRR - EE - mm:::‘
1409877 +
aroto)3[scatrola 6500:20224181- o T HoTNeRre o - B GoAA——-ATG T T A P A T Ry - B e oo oeeeee e e B ey S
20224232 -
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crit.star 1
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

POOFRFRPFRPORPRLFRPLOOOO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:475254-475412
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:475254-475412
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_87.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:464725-464929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:234702-234901
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:99799-99998
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:115231-115429
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:49575-49728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302098:370641-370821
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414441:41794-41991
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:1850737-1850899
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777910:20580-20773
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454096:1238068-1238225
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:761129-761369
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11121479-11121552
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396734:158009-158097
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:24817348-24817514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:117997-118163
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9832863-9832912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:1409781-1409877
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:20224181-20224232

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Comell Mirror}]

dya 1795 |2R:11976270-11976383 - |candidate | Canonical miRNA |CDS

Legend: mature star (08 izidiB1el itz mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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11976400 11876350 118976300 11976250 o I | | I | | I | I I I QSQ ® -
Genomic Position 18 19 20 21 22 23 24 25 26 27 28 | | | |
Size Condition 11976400 11976350 11976300 11976250
Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
CDS [Dyak\dom-cds]
Repeatable elements
|Narne HClass ”Family ”Strandl
|(CTG)nHSimple_repeat”Simple_repeat”+ ‘
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
GSM1528802 M056 V120 V046 V058 V052
CATATAGCGACCCAAGTCAAAGGAATCGCCAGCAGCAACAAACAACAGAAGCAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCAGCACCCGCCCACTCCAACGTATCAACCTCCGTTTCCTCCAGCACAATAGAAGCCTCTGTTTCGCCGCCGCAGGCTA female
Read # Hit |Total follicle embryo body male embryo head head
dedkok ok ke ke ok ok ok ke sk ke ok ke ok ko ke sk ke ok ke ke ke sk ke ke ek (L (e e (O OO O e e e e e e e 1))))) D)) ))))) L)) ) ) ) ) ) L)) ) ) L kkkkkk ko kk ko kkkkkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkk*kkk** gjze Mismatch Count Norm Total cells body
....... CGACCCARGTCARAGGAATC . « + t ottt et et et e et e e et e e e et e e e ettt e e e e e ettt e e e et 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 e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 200 1 6.00 6 6 0 0 0 0 0 0
.......................... CGCCAGCAGCAACARACARCAGAAG : « ¢« e e v ettt e e et et e et et e e et et e e e e e et et e e e et et e e et et e e e et e e e et e et e e e e e et et e ettt ettt 250 1 4.00 4 4 0 0 0 0 0 0
.......................................................................... i ehelololeloki el ol elolololiut e o ofc U PP 2~ B 1 3.00 3 0 2 1 0 0 0 0
............................................................................................................. ARACGGCAGAGGCARCGGCAGC « &+t e et e ettt et e e e e e e e et e e e et et e e e e e et e e e e et 220 1 2.00 2 0 1 0 0 1 0 0
................................................................................................. AACAACAACAGCAAACGGCAGAGGCARC . « ¢ v e e ettt e e ettt e e e e e e e e e e e e e e et et e e et te e eeeneeaeeaenaeneeaeaaennenaea. 28 0 1 1.00 1 0 1 0 0 0 0 0
................................................................................................................ CGGCAGAGGCARCGGCAGCA + « e e v e e v ettt e et e e et et e e e e e et et e e e et e et et te ettt et 2000 1 1.00 1 0 0 1 0 0 0 0
...................................................................................................... CAACAGCAAACGGCAGAGGCAACGG A . « « v e v et ettt ae et e e ee e e e et et e e e et et e eae et e eee e neeaenaeneeneeaennenaeaa 2] 0 1 1.00 1 0 0 1 0 0 0 0
....................................................................................................................................................................................... ATAGAAGCCTCTGTTTCGCCGCC. ... .... 23 0 1 1.00 1 0 1 0 0 0 0 0
..................................................................................................... ACAACAGCARACGGCAGAGGCARCGGC « « + ¢« e e e et e e ettt et e e e e e e et et e e e et et te e e et te e e et taeeanaeaeiaeaanaenaea 2] O 1 1.00 1 0 1 0 0 0 0 0
............................................................................................................. ARACGGCAGAGGCAACGGCAG . « -+« e e v e e ettt e e et et e et e e e et e e e e e e e e e e e e et 200 1 1.00 1 0 0 0 0 1 0 0
................................................................................................................................ AGCAGCAGCAGCACCCGCCCACTC . ¢ e v e e v et et e ee e et e ea e e eee e eneaaenaenaeneenennenaenneas 24 O 1 1.00 1 0 0 1 0 0 0 0
........ &7 No10{03- - Xeki o)V V- NeTeT- V- ol et olo-Yelo7-VeT oy V-V . PP & N 1 1.00 1 1 0 0 0 0 0 0
..................................................................................................................................................................... TCCGTTTCCTCCAGCACAATAGAAGCCTC. « v o v eveeeeeneneen. 29 0 1 1.00 1 0 0 1 0 0 0 0
........................................ ARACAACAGAAGCAACTGGCCAGT . + « e e v e e et e et e et ettt et et et e e et e e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e .23 0 1 1.00 1 0 0 0 1 0 0 0
................................... CAACARACAACAGAAGCAACTGGCCAG . « « + e v vt e et e et ettt e et e et e et e e e e e e e et et e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 2T 0 1 1.00 1 0 0 1 0 0 0 0
.......................................................................................................... AGCAAACGGCAGAGGCAACGGEC « « + ¢ e e e et e e et et et e e e e e et e e e e e e e e eae e e e eeeneeneeaeaaenaeneeaenaenaenaeas 22 0 1 1.00 1 0 0 0 1 0 0 0
........ GACCCAAGTCAAAGGAATCGCCAGCAGCARC .+« t vt et et e e ettt e e e e et et et e et e e et e e e et e e e e e e et e et e e e e et e e e e e e e et e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e 310 1 1.00 1 1 0 0 0 0 0 0
.............................................................................................. CGCAACAACAACAGCARACGGC . « « v e e et et e e et et e et e e e e e et e et e e e et et et e et e e e et e e e e e e e e e e 220 1 1.00 1 0 1 0 0 0 0 0
......................................................................................................... CAGCARACGGCAGAGGCARCGGCA . + « et e et ettt e et e e e e et e et e e e et et e e e e e et e e e e ettt ettt 240 1 1.00 1 0 0 1 0 0 0 0
........................................................................................................................... ACGGCAGCAGCAGCAGCACCC + ¢« vt e e ettt et et e e e e et et e et ettt et et ettt et ia e 210 1 1.00 1 0 1 0 0 0 0 0
........................................................................................................... GCAAACGGCAGAGGCAACGI . . - . ottt ettt ettt et e e e e e e e e e 212 1 1.00 1 0 0 0 1 0 0 0
............................................................................................... GCAACAACAACAGCARACGGCAGA . + ¢ e e e e ee e e et ee e e e e ta e e e e e e et e e e eae e e e eeeneeneaaeneeneeaeaaenaeneeneaaennennenaea24 0 1 1.00 1 0 0 1 0 0 0 0
............................................ N0 Ne3--Xeloy-V-No e eTol o7Vl clo NP3 R 1 1.00 1 0 1 0 0 0 0 0
.................................................................................................... AACAACAGCAAACGGCAGAGGCARC . &+« e e e e e et e et e e et et e et e e e e et e e et e e e e et e e e e e et te e ettt 25 0 1 1.00 1 0 0 0 1 0 0 0
.................................. GCAACAAACAACAGAAGCARCTGGCC ¢ &« e e e te et et et e et ettt e et e e e e e e e e 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 e e e e e e e e e e e e e e e e e e 260 1 1.00 1 0 1 0 0 0 0 0
.................................... AACARACAACAGAAGCAACTGGCC . ¢« ¢ e e e v et e e e e ee e et e e e e 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 e e e et e e e e e e ettt e e e e ettt et 240 1 1.00 1 0 1 0 0 0 0 0
........................................................................................................ ACAGCAAACGGCAGAGGC . « « + « e et e et ettt e et ettt et e e e ettt et e e e e e e e e e e e e e e, 180 1 1.00 1 0 0 1 0 0 0 0
................................................. -Ne1oF- VYol et e o7 of- Ve e o clo. Ve o TN PP~ R 0 1 1.00 1 0 1 0 0 0 0 0
..................................................................................................................................................................... TCCGTTTCCTCCAGCACAATAGAAGCC . « v v ve e eeeeeeenenaen. 27 0 1 1.00 1 0 1 0 0 0 0 0
.................................................................................................... AACAACAGCAAACGGCAGAGGCARACGGC . « « v e e e e et e e et et e e e e e e e e et et e e e e e e e e eae et taeaeneeneeaenaenaeneeaennanaea. 28 0 1 1.00 1 0 0 0 1 0 0 0
................................................................................................. AACAACAACAGCAAACGGCAGAGGC « & ¢ « e e v v e e e et ee e et e e e e e e et e e e e e e e e et et e eee et eaeeaenetaeeaeeaenaeneeaeaaennenaeaa 25 0 1 1.00 1 0 0 0 1 0 0 0
.............................................................................................................................................................. ATCAACCTCCGTTTCCTCCAGCA . « v vt et ee e eeeieeeecneaenaenaeaa 23 0 1 1.00 1 0 0 1 0 0 0 0
.............................................................................................. CGCAACAACAACAGCARAC . « ¢ o et e e et a e et ettt et et et e et e e e e et et e et e et et e et e et ettt et 190 2 0.50 1 0 1 0 0 0 0 0
.......................................................................................................................... ARCGGCAGCAGCAGCAGC « « « + e e e et ettt et e et e e e ettt e e e et e et e et e e et 180 19 0.05 1 0 0 1 0 0 0 0
Anti-sense strand reads
M043
GTATATCGCTGGGTTCAGTTTCCTTAGCGGTCGTCGTTGTTTGT TGTCTTCGTTGACCGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGTTGTTGTTGTCGTTTGCCGTCTCCGTTGCCGTCGTCGTCGTCGTGGGCGGGTGAGGTTGCATAGT TGGAGGCAAAGGAGGTCGTGTTATCTTCGGAGACAAAGCGGCGGCGTCCGAT female
Read # Hit Total body
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Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|2r:11976220-11976433 - ldya_1795 |lcAT---ATAGCGACCCAAGTCAAAGGAATCGCC------ A--—GCAGCAAC————-——————————————————— e A--—--———- ACAACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTECCECTCTCECCCTTGCCECAACA---ACAACAGCARRACCECACAGECARCEECAGEAGCAGC————————— -~ —————————— AGC---ACCCGCCCAC-—————————————————— To—mm—mmm - CCAACGTA--——-—————————- TCAACCTCCGTTTCC-—--—-——- TCCAGCACAATAGAAGCCTCTGTTT--————-——-—- CGCCGCCGCAGGCTA
droEre2|scaffold 4845:11355676- der 1520 |CAT---ATAGCGACCCAAGTCAAEGGAATCGCC-—-—-- A---GCAGHAc----—-—- - - A-—mmmmm - A-——m— - [ECAACAGAAG---CAACTGGCCAGTGCGCAGCTGCCIGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCAAACCECACACCCAACCECACCAGCAGC————————————————————— AGC---ACCCGCCCAC——=—=—=—==——=——=————~— e CCAACGTA-—=-=-—=-——=———=——-— TCRACC T - SSC e sl A GCACAATAGAAGCTCTCTT- - - - - - - - — - —- CGCCGCCGCAGGCEA
11355889 +
ldrosec2|lscaffold 9:543248-543464 + |dse 1843 ||CAT---ATAGCGACCCAAGT[EAABGGAATCGCC------ A---GCAGCAH--—--—--—-——————————- - -—--——————- A--—--———- ACAACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTECCECTCTCCGCCCTTGCCGCAACA-—-ACAACAGCARACCECACACECAACEECAGCAGCAGC————————————————————— AGC---ACCCGCCCAC-————-——-—————————- e CCAACGTA--——--——-—-————- TCEACCTCCGTTTCC-—--—-——- TCCAGCACAATAGAANCCTCTGTTT--—--—-——-—- Hecceccaeacaafh)
l[drosim2|2r:17766310-17766526 + lasi_32456|car---aTacceacccancTEaalgccaaTccec------ A---GCAGCAg------------—-——————- A GCI R A-—-—-—-—- ACAACAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCARACCECAGACECAACCECAGCAGCAGC-———————— === === ——=———— AGC---ACCCGCCCAC-—=-—=—=—=—-———————— T——————m—m—m—— - CCAACGTA---=-—-—————-—-- TcfaccTceceTTTCC-— - - - TCCAGCACAATAGAAGCCTCTGTTT----—-—-—-—- Hecceccacacedh]
|dm3 lchr2oRr:17211888-17212098 + |ldme 419 [lCAT---ATAGCGACCCAAGTEAAGGAATCGCC--———- A---GCAGCAfC------—-—--—————————- el - — - ————————- A--—-————- ACAACAGAAG---CAACTGGCCAGTGCGCAGCTGCCIGTGCCECTGTCGCCCTTGCCGCAACA---ACAACAGCAAACEECACACCCAACCECACCAGCAGC— -~~~ ———————————————— AGC---ACCCGCCCAC—-————————-———————- R CCAACGTA--——--—-—-—————- INECGT T - - - - - SIe R TCCAGCACAATAGAAGCCTCTGTTT-—-—-————-—~- Hecceccaeacafh)
droEugl|lscf7180000409474:730353— cald---friicceacccancianldccanTceee------ A---GCAGCAC-------—--—-—————- A GTAGC e B--------- BRAACAGAAG---CAACTGECCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGCARACEHINCAGAGECAACEECAGCAGCAGC-———————— === === —————— aflc---aecceecac------— - —-— - - T——mmmmmmm - Sy~ apfelen - — - ———————————— TCiAC NG LI NIF\CCAGCACBATAGAAGCCTCGTTT- - - - - - - ————- CGCCGCCGCAGGCEA
730572 -
droBiallscf7180000302143:1194580- CAT---ATHGCGACCCAAGHeAnEGGAATCGC XIS cachrldc- - - - —-—- - - - ———— - —- A--—mmmmm - B---—--—---- BRAECAGAAG---CAACTGGCCAGTGCGCAGCTGCCIGIGCCGCTGTCGCCCTTGCCGCAACA---ACAACAGC RARCEINCACACECARCEECAGCAGCAGC-————— XTI NG NI e GC- - - ACCCGCCCAC——————————————————- To—————m———————— ccaacCep--—----———-—-—- TceccTeccdecRyRNdI NI icAGCcACEATAGAAGCCTCGTTT- -~ - - - - — - - —- Wcceeeeeacacfda
1194823 -
droTakl|scf7180000415722:103138- CAT---ATHGCGACCCAAGECAABGGAATCGCC--—-—- A---GCAGHAc----— - A--—m———— - B----——- . GAAR- - - CAACTGGCCAGTGCGCAGCTGCCIGTGCCGCTEGTCGCCCTTGCCGCAACA--—ACAACAGCARACEINCACACECAACCECACCAGCAGC-————— Ne----—-—--—- CAGT N e lele - - - - R B - I — — — — = = === == === — e — — — — = = = = = BRcaGcAclaTAaGAAfcCTCGTTT---—--—--—--- cllccceeaeacecla
103321 +
droElel|scf7180000491232:161860- caT¥eriicccacccAACENAAAGGAATCGCRY - - - - - A---GCAGCAfc--—-—-—-———— - A--—m———— - B-------- BRAACAGAAG---CAMCTGECCAGTGCGCAGCTGCCIGTGCCGCTGTCCGCCCTTGCCGCAACA---ACAACAGCAAACEINCAGACCCAACCECAGCAGCAGC————————————————————— AGC---ARCCGCCCAC—-————————————————- B e ccaacen—-—----———————- TCRECC TR C ClS e\ EA GCACMATAGAAGCCTCTGTTT- — - - - - - - — = —- CGCCGCCGCAGGCEA
162076 -
droRhol|scf7180000780265:156464- cAT---[8racccallccaac@lanaccaaTcocly------ A---GCAGHAc----— - - A--—-—m—m - B----——--- BRAACAGAAG---CAlECTINYCCAGTGCGCAGCTGCCTGTGCCGCTEGTCGCCCTTGCCGCAACA--—ACAACAGCARACEINCACACGECAACCECAGCAGCAGC-————— Ne---—-————- @Xelercc---al\cceeccac—-—-——-—-—————————— B e ccaaCen—-—----———————- TCECC TR CL S\ cer ceacldaTacarliccTceTTT- — - - - - - - - - cceclgecilcacecEa
156683 -
droFicl|scf7180000453811:56694- caTNeriiccErEccarc@IanaccaaTcGeC------ A---GCAGHAc----—-—- - A--—-—m—m - B----—--—-- BRAACAGAAR---CAldCcTGcCAGTGCGCAGCTGCCIGTECCECTETCGCCCTTCCCECAACAINIACAACAGCAAACEINCAGACECAACCECACCAGCAGC -~~~ ————=—=—=———————— AGC---ACCCGCCCAC—-—=-—=—=——=—-———————- T-—-—-- CAGCT TACT N T CCl R TCRECC TR C Lk LU XTI\ Clefec AClgATAGAAGCCTCTGTTT -~ - - - - - - —- CGCCGCCGCAGGCEA
56922 —
droKik1|[scf7180000302411:441422— cald---¥eccecccancganldccalgrcecc------ A---GCAGHAECc-—-—-— - - XTI RIT NS Nl T Xelel - - -[NelcAlecAGAAG---CACTGCcCAGTGCGCAGCTGCCTGTGCCECTGTCGCCCTTGCCGCEACH- - -EMAACAGC ARACEINCACACCCAACCCCAC RN, CACGCCAGEEEEEE XL ccl¥eifecccoeccac————— - - - — - — - - Th--------- CCACTRIACTTCTACAAGTRRTRTAAATINGTGlehL - - - - - - - -EccaccaccAMSNARIAT CINUNT VAT Sehie clelil~ | EEEr CGCCGCCGCAGGCEA
441677 +
droAna3|scaffold 13266:5014085- dan 91 cald---¥eeccaccaldcgaraccanTccec------ G 1oy - — — — — - -—-—- Ne-R----- Sl - - LI ¥ X rfecacarncedecAlec TCc CAGTGCGCAGC TGCCIGTGCCEGCTETCCCCTTCCCECALCH- - -BMAACAGCARACENCACACCCAACCCCACC CACGCCAGGEEEEEEEE eele~ ciXgXerccceeccalXdy-----—--—-—--—--—-- e T N T - - B TCEACC TR C CIXIS X INTINc caccaffdrTAGAANCCTCRGTTT- - - - - - - ———- CGCCGCCGCAGGCEA
5014322 +
droBipl|lscf7180000395751:823775- cald---¥eccackcaldcgaraccanTceee------ A-—-GCAR — — - ——————— - AACAACEEEAGE - EEEE XTI - - Xl - -\ crldcacancedecAlec TGc CAGTGCGCAGC TGCCTIGTGCCGCTGTCGCCHTTCCCECHACH- - - EACAGCARACEINCACACCCAACCECACC CACGCCAGGEEEEEEEE CGGCINEAGAC T[HSEIISIINA 2 CEEEEEEEE o CClen R — —— == - ———————- - CINSelil - - - - - -[fl§TCcCAGTAGCARGINIINSCIUINT N T{Slelle C el TR CGCCGCCGCAGGCEA
824009 +
dp5 |3:9802128-9802349 - laps_3826 |cAl-- - cicarddenanceagrcfEc------ A---cpapicAlgy---—-----—-—--—--————- GACH R —— AN - - BcaacacEac---cacTdEccacTGCGCAGCTGCCTETECCECTETCCCCCTTCCCECEACH- - - MmAACAGCARACENCACACECAACCECACE R CACGCCAGHRE pXercc---acciMcciac-- - - - [N JSNINeLe- - - |- -—--—--——-——-—- R Yo — — — ———————————— cTCcGT-- - ---BaTcceccaccalSciNEe T cl N Ne N e e e C e c i CGCCGCCGCAGGCER]
droPer2|scaffold 4:5118102-5118332 |ldpe 2480 [CAlg---EiemcaCArdderrACGAlETCloley------ A---Giagcalgy--------—----—————— [\ - ——————- J\acacREEEE BcaacacEac---caldcTafdccaGTGCGCAGCTGCCIGTGCCECTETCGCCCTTGCCCCHACH- - -RMAACAGCAAACE\CACACCCAACCCCACCREREE. CACGCCAGEEEEEEEEE WXelercc---acciqgccac----- AACCACAAACACEE A e celicifdn - —-—-—--—-————- iecGllelc - - - - - - AliTcceccaccaSGINEeR T CEUENEEVNEISIslClelc ChEEEEEE CGCCGCCGCAGGCEA
droWil2|scf2 1100000004510:1465966-|ldwi 5424 [N - - e G G A ARG - - - - - - A---Glgcaldc------—--—----————- GGTAGH-EEEEE CAGT TR - e — - el i C C AL T Y X B o c TG Thiccecldrccciicancal¥¥a caacacCRAIXINCACACECARGI N NChEICk cler i\ c - - - - - - - — - - - - - ——— G- --[decic - - - - -------- T C AR CCAAL TR~ ————————————— D — — — — = — = = = EecAcCHARNAGAAGCH T T T - - — - - eaXetdiciccidcceeacacEa
1466133 +
drovir3|scaffold 12875:18068706- dvi 24649|CAE- - AL C C it — — — ~ — 11— — — — — . CAACAACCACE B----——- BrEcAGEAG---cAlgcTGCAGTGCGCAGCTGCCIETGCCECTCTCO N T T i - - - D G/ \C ACACCCARCCECACC A GCA - X e - —— - —-——- Xl cc---pccilciac - - - - - T———m————— - I VAT ACINGCAACAGCAGAAACCINECGEEIN- - - - - - - - EEEEEE - - ———————— - — - — - _Bc/liclicacaTTCCACAG/HES e CINElLE /A
droMoj 3| E2dRRE+4—6496:11689317- dmo_3164 |[CAlg--- A e C C e — — — — — = A---GCA i -~ —————————- NeyNe---N--p--——--——-————-F- - ACAACACHEAG---CAECTAICAGTGCGCAGCTGCCIGTECCECTCTCH N T Tl i — - I C.\C ACAGCCARCCCCAGC e C A R - (X Telelet e - — - - —— - - - CA G R T T Sl A T R T--———-fg--—--- Chiccanpifenld----—--—-————- et — — — — — = = — cAAAINE- - - - - CINRT ABIES i C AGA G T CAATAGHEISelets C Sl NElele A
11689500 -
droGri2|lscaffold 15245:4197218- dgr 473
4197417 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11976220-11976433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11976220-11976433
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1795.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:11355676-11355889
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1520.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:543248-543464
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1843.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17766310-17766526
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:17211888-17212098
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:730353-730572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1194580-1194823
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:103138-103321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491232:161860-162076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780265:156464-156683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453811:56694-56922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:441422-441677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5014085-5014322
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395751:823775-824009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9802128-9802349
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3826.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:5118102-5118332
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2480.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:1465966-1466133
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5424.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:18068706-18068893
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24649.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:11689317-11689500
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3164.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:4197218-4197417
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_473.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 269(2L:9677980-9678038 + || candidate | Mirtron |intron

Legend: mature star [ty 11ed BLEL TR 11111 mismatch in read

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 @ | | |
Size Condition 9,677,950 9,678,000 9,678,050
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
dya_269_annot [-14.1]
Show Alternate Folds
Flybase annnotation
intron [Dyak\GE 1863 1-in]; CDS [Dyak\GE18631-cds]; CDS [Dyak\GE18631-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V058 M026 V052 V120
GGGTGACCTGAAATTCTACGCCAATGGACTCGTTCCCGATCCGGTGCTGAGTAAGTAAAAGCCAATCAGCTATGTAATTGTACT TACTAACTGCTTGGT TTTTGTGCAGACGATGTCATCTTGGACTTTATCAATCAGTACTGGCGCCAGCTTTATGAG female
Read # Hit |Total body head head head male
Je kg ok e ok ek ek ke ok ok ek ko ke ke ke ke ke ke kel k(OO (O CC- (e MDD I NI e kkkkkhkhkhkhkhkkhkhkhkkhkhkkhkhkkkhkhkkkkkkkkkkkkkkkkkkkkkkkk**x*x |gize Mismatch Count Norm Total body
....................................................................................... TAACTGCTTGGTTTTTGTGCAG M « ¢« v e v v e et e et ee e e e e eeeeaeneenaeneeneeneeaas 22 0 1 10.00 10 2 4 12 1
..................................................... AGTARAAGCCAATCAGCTATGTA . &+« et e et et e e e e e e e et e et et e e et e et e e e e e e et et te e te e aaeaaenaanaenaenaeaaa23 0 1 1.00 1 0 0 1 0 0
....................................................................................... TAACTGCTTGGTTTTTGTGCAR. .« ot i e ee e 22 1 1.00 1 1 0 0 0 0
....................................................................................... TAACTGCTTGGTTTTTGTGCA « « e e v e e et et ettt e et e e e eaeiaeeeeaeeneeneeneea. 2l 0 1 1.00 1 0 1 0 0 0
...................................................................................... CTAACTGCTTGGTTTTTGTGCA t & ¢ e e et e e ve e e eee e e e eaeaeaaenaanaenaeneeneenaea22 0 1 1.00 1 1 0 0 0 0
.................................................................................... TACTAACTGCTTGGTTTTTGT « « ¢ v e e ee e te et et et e e et te e et eaeeaeieeneeneeneenaea. 2l 0 1 1.00 1 0 0 0 0 1
...................................................................................... CTAACTGCTTGGTTTTTGTGC ¢« ¢ e e e e e e e eeeae e e e e taeeaeaaenaenaenaeneennenaea2l 0 1 1.00 1 1 0 0 0 0
...................................................................................... CTAACTGCTTGGTTTTTGTGCAG . « « e e v e e v et et e et e e et teeiaeieeneeneeneeneenees 23 0 1 1.00 1 0 0 0 1 0
....................................................... TAAAAGCCAATCAGCTATGT . « ¢ e e e e e e e e e e e et e e et e et et e e et e e e e e e e e et e e et ee e e taeaaaaaanaanaeaaenaenaea.a 20 0 1 1.00 1 0 0 1 0 0
....................................................................................................................... CTTGGACTTTATCAATCAGTACTGGCGCC. . vvvv... 29 O 1 1.00 1 0 0 1 0 0
.................................................. GTAAGTAARAGCCARTCAGCTA . « ¢« e ettt ettt et e e et et e e et et e e e e e et e e e et et et et te e te e ee e eaeeaeenaenaa. 22 0 1 1.00 1 0 0 0 0 1
........................................................................................... TGCTTGGTTTTTGTGCAG e « ¢ v e e v et e ettt te e et ta e eaenaenaeneeneeneea. 18 0 1 1.00 1 1 0 0 0 0
......... GARATTCTACGCCAATGGACT « « -+ e e et e et e et e e e ettt e e e e e e e e et e e e et e e e e e e e et e e e e e et e e e e e e e e e e e e e e e e e e e e e 210 1 1.00 1 0 0 1 0 0
Anti-sense strand reads
CCCACTGGACTTTAAGATGCGGTTACCTGAGCAAGGGCTAGGCCACGACTCATTCATTTTCGGTTAGTCGATACATTAACATGAATGATTGACGAACCAAAAACACGTCTGCTACAGTAGAACCTGAAATAGT TAGTCATGACCGCGGTCGAAATACTC
Read # Hit |Total
de ok e e ok e ok ok ok ok ok ke ok ok ke ok ke ok ke sk ke sk ke sk ke ke ok (OO (O (e ennn I N)) NI ) e hkkkhkhkhkhkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k***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
ldarovak3|l2L:9677930-9678088 + |dya 269|GGGTGACCTGAAATTCTACGCCAATGGACTCGTTCCCGATCCGGTGCTGAGTARGTAAA=A==========-————-= GCCAA-TCAG----- CTAT-GTAATTG-------- TA---CT--------- TACTAAC-————-—--————- TG--CTT-------- GGTT----TTTGT------- GCAGACGATGTCATCTTGGACTTTATCAATCAGTACTGGCGCCAGCTTTATGAG |
droEre2|lscaffold 4929:12200019- GGGTGACCTGAA[GTTCTACGCCAATGGACTHGTTCCCGATCCGGTGCTGAGTARGTAlRj=A==========coooo GCCAA-TCAG----- ANTHIETENL - - - IR TA---CTLEL NI TACTAAC— -~~~ ———————— TG--CTT--—----- WA TT--—-TTEGT------- [EJAGACGATGTCATCTTGGACTT@ATCAATCAGTACTGGCGCCAGCTTTATAG
12200183 -
ldrosec2|lscaffold 5326:346-505 + | [66GTGACCTGAAATTCTACGCCAATGGACTRGTTCCCGATCCGGTGCTGAGT AGEARNAS=======-=osa-an Accan-TCAG----- crpyr A TRG--———-—- Ba---cr-—--————- TACTARAR--—————————— &fE-cTr-——----- HeTT----TTEcE------- BCAGACGATGTCATCTTGGACTTTATCAATCAGTARTGGCGCCAGCTTTARISAG |
[drosim2|21:12859277-12859436 + | |GGGTGACCTGAAATTCTACGCCAATGGACTINGT TCCCGATCCGGTGCTGAGT AlSCTAMISASSSSSSEsaaasamas AccAA-TCAG----- SR T] A T A fr-—-CcT--—-————- TACTAAR-————————————— ie-cTT---—--—- WeTT----TTEcE------- BCAGACGATGTCATCTTGGACTTTATCAATCAGTACTGGCGCCAGCTTTAMEAG |
am3 llchr21:13238917-13239078 + | [GGGTGACCTGAAATTCTACGCCAATGGACTIAGTTCCCGATCCGGTGCTGAGT ASGTARIJSA=S==sosooosaaoans GCCAA-TCACH-—-CHpI\-[ETfin Ti\ G- —-—-—-- TA---CT--—-—-—-— TACTAA-—————— - le-cTT-------- WGTT----TTEGT------- BCAGACGATGTCATCTTGGACTTTATCAATCAGTACTGGCGCCAGCTTTAMEAG |
droEugl|scf7180000409554:158925- GGGTGACCTGAAATTCTACGCCAAMGGECTIGTTCClgcaTCCAGTRC THA G TleACTH A== == s=ssaaansaaes ercTciiT-EAacEETiicaliciiTiNCa - EEEEEEEE TA--—f¥--——————- ErcTan--—--o - &y--CTT------—-- G T----TTGT------- EEJAGACGATGTCATCTTGGACTTTATIAATCAGTACTGGCGHCARCTETAT/EAG
159084 -
droBialllscf7180000302408:3125571— GGGTGACCTGAAATTCTACGCCAATGGACTLGTTCCCGATCCGGTHC TRAGTAACT el A==========—-—-—-= GCCAA-TRIAINe= == =TT TN A T T G- — - — - —— - TA---CT--—-—-—-— TACTAAR--—-—-—-———-—- B AT T--—-T/eeGT----—-- EEVAGACGASGTIATCTTGGACTTTATCAABCAGTACTGGCGCCARCTRTATEAG
3125730 -
droTakl|scf7180000415287:203294- GGGTGACCTGAAATTCTACGCCAAMGGACTIIGTTCCCGATCCGGTGCTIAGTARGT A== ==aoaoo oo GCCAA-TCARe-——-cN-I\fin T TG - —--—-- Th---CT--—-—-——- TACTAAR--—-—-—-——-——- ATATAILEEEEEE rT-—--FrldcT------- BRIAGACGARGTCATCTTGGACTTTATCAATCAGTACTGGCGCCARCTTTATEAG
203456 +
droElell|[scf7180000491338:836604- GGGTGACCTGAAATTCTACGCCAATGGACT[EGTTCCCGATCCGGTGC TRAGT ARG eI fi———=—=——==—=——--—-"=- Gecan-fcife----- TGCIECITIG AR Th---Cfg--------- Macraaf]------—-—-—-—- e -EAri-— - [¥\r 7 —-TfrcfE- - —--- EEYAGACGATGTCATCTTGGARTT@ATCAATCAGTACTGGCGHCAGCTTATEAG
836762 +
droRhol|{scf7180000776813:23981-24139 GGGTGACCTGAAATTCTACGCCAAMGGACT/EGTTCCCGATCCGGTGCTRAGTARCH el f==—=—~—~—"——— GlcAA-TCHE----- [FeAT TN AT - — - ————— Thy---Cfg--------- Macraafl--—-—————————- --cTT-----—-- N\ ——TfdTGT------- EEYAGACGATGTCATCTTGGANTT/METCAABCAGTACTGGCGICAGCTTTATEAG
droFicl|sc£7180000448558:4198-4356 + || leeeTeaccreaaarTcraccecan@ecactgeTTccceaTccoToC TEAGTARCHEE === ============ ST R I A R TA TARANTINNA — - - --gr----—----- Aacraal----——————————- M- -ffg-----——- A C A C T BEAGACGATGTHATCTTGGACTTTATCAATCAGTACTGGCGHCARTETATEAG
droKikl|[sc£f7180000302382:717920- cei¥caccraafdrreTaficccaaTeccTlgc TecciicaTccEcic TeAGTARG T T s eIV CAATETTGEITCETIITCGliA R Thy---Ci--—-—-——- TACTAAR--———————————— - -pyT-----—-- WeTT----TETGT------- BCAGACGATGTCATCTTGGACTTTATCAATCAGTARMTGGCGCCAGCTTATEAG
718081 -
droAna3|scaffold 12943:1884774- alelen /RN rlelide c GIUERTINA T Sl ¥Xdele c Tiia BhC/e clelNNelel A € c T/SheNe YN el TC TE TACAATATATATATATAC- - - - -] BclGc----- —---F---I\clircTcTTAACART TT/CHEEEEEEE O ] — — — = ————=—=——~- B--CTfE-------- &g¥e-—--1ercT------- CHAGACGATGTCATHTTGGACTTTATCAAMCARNT AlTGGCGCCAGCT/ETATGAG
1884939 +
droBipl|scf7180000396728:1369959- ReeileapicTceaT Tt AlGCcARTGGRITE G TlEC CldcaTcCiciic TGAG T ASETASASSSssassanananees TAANNUITTAREEEE TATASCCIINATTEEEEEE e---cT--—--———- T AAR- - - - ——— Tie-WrT----—-—-[¥8 - —TldTc}- - - -—-- AGANGATGTCATIT TGGACTTTATCAACART AT GGCGCCAGCTETATGAG
1370118 -
ldps l4_group4:4096843-4097011 - || lccceaccTcdrrcTaccccanEecicTEcldccceaTecodEiicTeacTA RGNS ASS == s asssaaaanaa TGcCGEcHcTEEEEEA A TiA CIVNAA A CEEEEE fr---CcT----—-—-- PeicTAAf- - - A CTRSINIGTGTCTCT TehiC Rl G I cHE GCAGACGATGTCATCTTGGACTTTATAARCAGTACTGGCGECAGCTETAT/EAG |
ldroper2|lscaffold 10:3136451-3136619 - | lcccBeaccrc@airreraccccanEecBicTEeTEccceaTccoc i TeAG T ARCEIEEEAS === == =ssaasa s HcEeE-EcE----- AATIACIINYA A CEEEE— fa---cT---—————- cTaal-—-——————————- ACTRNGTGTCTCT Tl G G ch GCAGACGATGTCATCTTGGACTTTATRAARCAGTACTGGCCECAGCTETATEAG |
droWil2|scf2 1100000004521:12125439- GGTGACCTGTTCTAEGCCAATGGCTGTCCCGATCCEGTEAGTAAGT@—H ————————————————— oA A T e T T T GCGCH T NG A A e A T T 2 S ecranf-------—-—--—- Thgy- CRT-—-——-—- EcldT----TlThT------- GEAGACGATGTCATCTTGGACTTEATHAATCARTATGGCGRCAcTTATGAG
12125600 -
drovir3|lscaffold 12723:3553559- GGGTGACRTcgddrcTaflcccarTccEc TG TEcccealccodceToacTEACH e Al
3553735 -
droMoj3|scaffold 6500:15262621- ceeldeaciircdgdedrcTaficccaaTcccTgcTlacccoaccllcce Tila G TA TSRS
15262782 +
droGri2|lscaffold 14978:181622-181797 eleleller NG|~ ifeiC G C A NSV T Sleler-VNele CleliiG el eeler-Nieleln e cle TiderNehi G (el G C/. S TACACAGCATAATCGCAT - - — - - -§-EEEEAT TGN AN- - - - -]
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:9677930-9678088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:9677930-9678088
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_269.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:12200019-12200183
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5326:346-505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:12859277-12859436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:13238917-13239078
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:158925-159084
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302408:3125571-3125730
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415287:203294-203456
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491338:836604-836762
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776813:23981-24139
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000448558:4198-4356
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302382:717920-718081
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:1884774-1884939
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396728:1369959-1370118
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:4096843-4097011
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:3136451-3136619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:12125439-12125600
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12723:3553559-3553735
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:15262621-15262782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14978:181622-181797
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[View on UCSC Genome Browser {Cornell Mirror}]

dya 17853L:9303690-9303821 - || candidate | Canonical miRNA || intron

Legend: mature star 1118 e1(d §1 RN T911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position A & I |
Size Condition 9303800 9303700
Genomic Position
Hairpin partition - Sense -~ Antisense Mature
Hairpin partition Mature
@
-
dya_1785_annot [-61.2]
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE20329-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M056 M026 V052 V058
CGACGAAGCATACACACTGACATTTTCATTGGGGCTCCGCCAAAGCAGAGCATGTGATGAAAATCGT TGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGCAAAGAAGTTAACAACAGCAGCTGCCGCTCGCTTTGTCCGCCCCTTCCGCTTGCCCCCTCTCCCCTTGGGCTCCCTTGGAAGAGCGCAGAAAATCGGGTGAAAACAACGTGTGCAAGAACGAACGGATGAAGG female
Read # Hit Total embryo head body |head head
ialalalolololololololalolaioiololololofofolalalalolalolalolololofofoll WO O GAININD I IPD b RIS O R B I B0 T S S O O O O G O O O O O O O O O O O O o O P O e G )))-2)))))))):))))))))))))))))))))) (... (CC 000 et )))) ). ) ) ) FHFF I KR KA KAI KAk kkkk kK kkkkkk*k*** size Mismatch Count Norm Total
......................................................................................................................... i elolofelol o elok b il el ofo] et o] o7 ol AP RN 1 3.00 3 3 0 0 0 0
......................................................................................................................... TGCCGCTCGCTTTGTCCG « « + v e e e e e e e e e e et e e e e e et e e et e e e e et e e e ta e e e e ea e e e eaeeneaaeneaaenenneaenneaenneaan.e 18 0 1 3.00 3 0 3 0 0 0
......................................................................................................................... TGCCGCTCGCTTTGTCCGC « + t e e v e e e e e et e e et e e e e e e e e e e e e e e e e e e e e e e e et e e e e et e e ettt ettt ettt e e eaeneene. 190 1 1.00 1 0 1 0 0 0
......................................................................................................................... TGCCGCTCGCTTTGTCCGCC. -« - ot it ittt it i ittt ettt ettt et ettt ettt ee e eaeeaeaneaeanene. 2 1 1 1.00 1 0 1 0 0 0
......................................................................................................................... TGCCGCTCGCT TTGTC OG- ¢ o v ettt et ettt ettt ettt ettt e et e et e et e et te e e tn et eeeeneneenennaenneaen. 19 1 1 1.00 1 0 0 0 1 0
Anti-sense strand reads
M043
V058
GCTGCTTCGTATGTGTGACTGTAAAAGTAACCCCGAGGCGGTTTCGTCTCGTACACTACTTTTAGCAACCGTTTCGCCCGCCCCGCTATTTCGTCGGCCGTTTCTTCAATTGTTGTCGTCGACGGCGAGCGAAACAGGCGGGGAAGGCGAACGGGGGAGAGGGGAACCCGAGGGAACCTTCTCGCGTCTTTTAGCCCACT TTTGTTGCACACGTTCTTGCTTGCCTACTTCC female
Read # Hit |Total body head
Fhkkkkkkkkkkkkkkkk ko kkkkkkdkkkk R ((L (o)) D))l e ) R N T T T T e T T e 1)) -2)0))))))):)))))))))))))-)))))))))) (... (CC 00t )))) ). ) ) ) Hrxdddkk kA kkkkkdkkkkkkkkkkkkkkkxk** size Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|31.:9303640-9303871 - ldya 1785|[cGACG----AAGCATA--CACACTGACATTTTCATTGGG-G---—--—- CTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC—~AAAGAAG T TAAC A~ — = — = = — = — = = = = = = o = o ACAGCAGCTGCC-G---CTCGCTTTG--T-—=————————————————————————— CCGC--———————————- CCCTTCCGCTTGCCCm—m === == === == — = —— —m oo Cm Cm m o m m o o - TCT--—-—————- CCCCTT---—-——-—————- G-GGC--—-—-—-- T-CCC--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGTGCAAGAACGAACG-——————————————————————— GATGAAGG
droEre?2|scaffold 4784:2651705- der 144 |[CGACG----AGCATA--CACACTGACATTTTCATTGGGEG---—--—-- CTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC—~ARAAGAAGTTAACA ——— — == — == — = = — = — = o o ACAGCAGCTGCC-G-—--CTCGCTTTG-—T-—-——————=—————————————————— CCGC-————————————— CCCTTCCGCTTGCC === = === — = m— = m— o oo R e e Crh-—----—--- — - — — - R E-Ecc------—--—- [§-CcCcC--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGTGEAAGAACGAACG-~—————————————————————— GATGAAGG
2651930 +
droSec2|lscaffold 2:2656147-2656384 CGACG----AlJGCATA--CACACTGACATTTTCATTGGGEG-—-—-—-- CTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC—-AAAGAAGT TAACA — =~ — == == = — = — =~ = = o o ACAGCAGCTGCC-GE8ECTCGCTTTG-—T—-———-—-———————————————————— CCGC-————————————— ciicTTCccaeTeccC-—— - m - m R e e e Eree---------—- CCCCTT-—-—-————————— e-Rcc--------- [felci\c--TTGG--AAGA---GCGCAGAAAATCGGGTGAARAACAACGTGTGCAAGAACGAACG-——————————————————————— GATGAAGG
+
ldrosim2|[31:2519949-2520186 + | lceacG----AGCATA--CACACTGACATTTTCATTGGAEG---—---- CTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC—=AAAGAAG T TAAC A~ — = — = = = = — = = = = o = o o ACAGCAGCTGCC-G8CTCGCTTTG-~T-—=——————————————————————— CCGC———=—————————- ciicTTcceeTldeccc-— - - m - mmm Cm Cm m o o m o o Y- —--—--—--—- CCCCTT-—-————-—————- B-Rec---—--—--- eci\c--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGTGCAAGAACGAACG=-——————————————————————— GATGAAGG
|dm3 lchr3n:2632622-2632859 + | lceacG----nGCATA--CACACTGACATTTTCATTGGAEG---—---- CTCCGCCAAAGCAGAGCATGTGATGAAAATCGTTGGCAAAGCGGGCGEGGCGATARAAGCAGCCGGC——AAAGAAGT TAACA— — =~ — = — = — == = — =~ = o o o ACAGCAGCTGCC-GE8ECTCGCTTTG-—T—-———-————————————————————~—— CCGC-————————————— ciicTTccaeTeccc-—— - m - s O e Eree---------—- CCCRTT-—-—-—-—-————- e-Rcc------—--- [felci\c--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGTGCAAGAACGAACG-——————————————————————— GATGAAGG
droFugl|scf7180000409466:359387- CGACG----AJGCATA--CACACTGACATTTTCATTGGGEG-—-—-—-- CTCCGCHAAAGCANAICATGTGATGAAAATCGTTGGCAAAGCGGGCGGGGCGATAAAGCAGCCGGC -~ AAAGAAGT TAACA —— = = — = — = = = — =~ =~ = o o o ACAGCAGCTGCC-G---CTCGCTTTG-~T-=—=—=-—==—=——==—————————————— cCp-—-—-—-—-—-—-- ciicrrcceer®ecccNg----\----f8--- - - - - - - - . .  rt .-es it . .- tsi_.e__s__"t6=° ——_e-_as i st aem’B—-..t° it nhb-sHb... i Hn=ibo»oop Erlee---------—- bccclg-------------- W-fEec--------- [felccii- - Tle8cG--ARGA---GCGCAGAAAATCGGGTGAARACAACGTGTGCAAGAANGAACG-——— -~ -~ === ——— = GATGAAGG
359623 +
droBialllsc£7180000302428:9411088— CGACG----AJGCATA--CACACTGACATTTTCETTGGGEG-—------ CTCCGCHAAAGCANAICATGTGATGARAATCGETGGCARAAGCGGGCGGGECGATARAGCAGCCGGC-—AAAGAAGT TAAC A~ =~ — = — = — = — = — =~ = = o o A CAGCTGCC-G-=-CTCGCTTTG-—T—-—————————————————————————— CCGC-————————————— clicTTCCGCTTfECCC- -~ ——m s = R e e e e e C C R GCRCCCCREEEEE — GCCCCTTCCTGHoels- - EEEEEEEE— CGG-B-—-CREEEE pelelelicC - - TlGG--AAGA---GCGCAGAAAATCGGGTGAAAACAACGTGEGCAAGAACGAACG-——————————————————————— GATGAAGG
9411332 +
droTakl|lscf7180000415857:429796- CGACG----A[JGCATA--CACACTGACATTTTCATTGGGEG-—-—-—-- CTCCGCHAAAGCARNACATGTGATGAAAATCGTTGGCAAAGCGGGCGGGECGATAAAGCAGCCGGC——AAAGAAGT TAAC A — =~ — = — = — = — =~ =~ = o AR CAGCTGCC-G-—-C Tt~ - ——————————————————————————— ]~ ————————————- BRCTTCCGCTecCCleeleelelel]— - ——[8- - —— - —————————— - S O e e e e e T Erlede-------—--—- Chele--—--------—-- eecCc-—-—-—--- - CRC- - - — - — - ERIGCAGAAAATCGGGTGAAAACAACGTGEGCAAGAACGAACG-——————————————————————— GATGAAGG
430009 +
droElel|scf7180000491249:2747802~ CGACG----AfJGCATA--CACACTGACATTTTCATTGGGEG-—-—--- EcrccocpranceaAACATGTGA TR AAATCGT TGGCARAAGCGGGCGGGGCGATARAGCAGCCGGC——AAAGAAGT TAAC A —— === — = — == = = = — = = ACAGCAGCTGCC-G---CTCGCTTTG-~T-——=—==———=—————————————————— ccc-----—-—-—-—-—- clicTTCCaTTRCCC- -~ ——m oo OIC G T T C A R .G - - . i ’ulip i i il i il it i iiiii ' nnnnoliibiirib i iibct,n - —-———=—-- cele-------------- W-eRc--------- [felccc--TTGG--AAGA---GCGCAGAAAATCGGGTGAAAACHACGTCEGCAAGAACGAACG-——————————————————————— GATGAAGG
2748037 -
droRhol|scf7180000758401:30331 - CGACG----AlJGCATA--CACACTGACATTTTCATTGGGEG-—-—--- EcrccocpranceaAARCATGTGATGARARNCGT TGGIAAAGCGGGCGGGGCGATARAGCAGCCGGC——AAAGAAGT TAAC A — =~ — == = — = = =~ = = o ACAGCAGCTGCC-G---CTCGCTTTG-~T-—————=——=——=———————————————— cclc---------—--—-—- cijcrrccorTleciic-- - - - - - - - - - c-i--egyy------8--------------- - ------\-i e\  \” - —-—-—-—-- i -—----------- B-BEc--------- elccc--TTGG--ABGA---GCGCAGAAAATCGGGTGAAAACAACGTGEGCAAGAACGAACG-——————————————————————— GATGAAGG
30560 -
droFicl|scf7180000454105:959640- CGACG----AlGCATA--CACACTGACATTTTCATTGGGEG-—-—-—-- CTCCGCHAAAGCARAGCATGTGATRAAATCGTTGGCAAAGCGGGCGGGECGATARAGCAGCCGGC—-AAAGAAGT TAAC A~ =~ — = — = = = = =~ = = ACAGCAGCTGCC-G---CTGCTTTG-—T—-—————————————————————————— CCGC-————————————— clicTTCCGCTTl8CCC— - — - m - m oo C—C g — Eree-------—--—- T[S - — - B - —------- elclic--TTGG--ARGA---GCGCAGAAAATCGGGTNAAAACAACGTGEGCAAGAACGAACG-——————————————————————— GATGAAGG
959867 +
droKik1|scf7180000302441:1073418~ CGARG----AGCATA--CACACTGACATTTTCAT TGGGEGpSeNelC T CCGCCAAAGCANAGCATGTGATGAAAATCGTTGGCAAAGCGGGCIGGCGATARAAGCAGCCGGC -~ ARAGAAGT TAAC A~ — = = = — = — = = = = — =~ = — o FNFNEIFNETe) Velelerte c c GlellelelehlililepatiiC C R CGTCTCCCCTTCGCCGCTCTTCT - - — - TC T/l T - ———————————— — - R e B-E--—- - CEEET TCTGCTGCTGCT TGTREEE GCTTCCTCTTTCTGCTCTTCCCTGCT TCCCGTTGCCCGCCACCGC R R — - - i - — = === ======= B - - - CEEEEE E-eclec--TTEc--An@A---GCGCAGAAAATCGGGTGAAA A PMCGTGTGCAAGAACGAACG-——————————————————————— GATGAAGG
1073723 -
droAna3|lscaffold 13337:9448842- eclem- —- -RecCATASNCACACI GACATTTTCATTGCINGS- - —-—-—- BRCClECCARAGCAGAGCATGTGATGAARAT CGTEGECAAAGCGGGCGGGCGATARAAGCAGCCGGC-—ARAGAAGTTAACA -~ — = == == = = = = = = = = = = =~ = o - - -INelslile TlE c TG cTcEliciecGiicccecTeeTTCTCCCTC AR GEEEE RS ]~ ——————————-—- ciicTTccoeTTlEchc - - - - - - - = R e CGTCT R CGCCTCCTCITCEEEEEE SelSleldiiCAGTTCGTTATATT-- - -CREEEEE L iC — - TT[8C — - RMeA — -~ —~GCGCAGAAAAT CGGGTGAAAAC Rt G — = — = == === === === === === ——— Macance
9449093 -
droBipl|lscf7180000396544:259759- copmG—-—-[egGCATA--CACACIAGACATTTTCATTGG NS -—-—-——— BRCClECCARAGCAGAGCATGTGATGAARATHGTEGECAAAGCGGGCIGHGCGATAAAGCAGCCGGC-—ARAGAAGTTAACA -~ —— == == — = = — = = = = = = =~ = o o - - -EINelelile TRe T T cTcichiTcGlicccecTeeTTCTCCCTCAREE GEEEEEEE ]~ ————————————- ciicTTccoeTTlEChC - - - - — - m = R e e e e e T G R TGCCCCCGCCTACTCITCREEEEEEE §f¢-flilnCGGTTCGTTATATT-J- - - el e Lol e L Chy - TS - —meA - — - GCGCAGAAAATCGGGTGAA A AC ettt C — — — — = = == === —=—=====—=—=— Mafcance
260015 -
dp5 XR_group3a:1305414-1305720 cRr A dccATA--CACACTGACATTTTCATTGGGEG e - - T TN~ - - -GCGCAGAAAATCGGGTGAAA A PRIC GTGTGAAAGAACGAACHE---—-—--———-— = - — - ———- - - - NN
droPer2|lscaffold 23:1336981-1337287 chr il 8cCATA--CACACTGACATTTTCATTGGGEG e cilc- - T T Nen A - - -GCGCAGARAATCGGRTGAA A A IC GTGTGIAAAGAACGAACHE----- - - = - = - === - ———— - - -[eNNele
droWil2|lscf2 1100000004729:2260604- Ececk-—--A€GCATA--CACACTGACATTTTCATTGGGEG------- NI CRRC AGAGCATGTGATGAAAATCINGACcArAGCNENcNcATAAAGCAGCCGGC--AAAGAAGT TAACALY- LRI NNt el - — - — — —— — - — - @rcalcacereec-colecmcEdec - —f8- - - - - - - - - - clc-----—-—-—-——- S G A e T A A C - - - e clece----- GCCACCACCGCCRREA CATCTACAT TGTGGC T GC TG G T G C T GC T GC T G e e - —-—-—-—-- B~~~ == —======= - —------- -B- S TR G TR C C/E CREEeleIelFNer V.V :VX Ielelelebiel.V-N.VY - - —[slelifelii~ AFVNINNT A[¥NSler A GCAGAAGCATAAAAGAAGTAAA AT NNA
2260897 +
drovir3|scaffold 13049:5111971- cEcG--WAAAGCATA--CACACTGACATTTTCATTGGG-G--———-—— ShleIelele T/ V-VNEle I NeloT-Ni 2 IeT-NIer-VN-VXiltel n 12 € C SF-VNNElelele . G C A C AT NFNNNII Nelelofelele RPNV Nhlv:-VNeF\» A BT A A CGGCGACCCACAGCCGCCGTCGCCGTCGCTGCCATCGCAAAGCC G A Nelel Te o e e e e hiel T G ik - — B - R e — — —— GCTGRREEEE TTGCE----—-—----—- -G T C e GCCAT[GTCREEE GTCATCAACCCGCCGCCACCGACACCGCTGC T R GCTGCTGCTGCTGCTGCCG TG e . — - - = - — — - R - ----—-—- B-ERCiE TG - - AnGEeeGCGCAGAAAATCGGGTGAAA A RC G TG A AGAANGAACG- - -~ - ===~ == - — oo - --————--]
5112284 -
droMoj3|lscaffold 6680:3492681- Ececl- -AAGCATA--CACACTGACATTTTCATTGGG-G GTCATCAACCCGCCGCTGCCGCCGCCGCCGC R CCGCTTCTACTGC TGC TG T Gt et — - — - — - — - - —---—--- B-ECHE TG - - AAC/els|cCGCAGAAAATCGGGTGAALA R C G TG TGINAAGAANGAACG -~ -~ =~ === ——————————————— =‘
3493026 -
droGri2|lscaffold 15110:9856191- bclEcG--AAGCATA--CACACTGACATTTTCATTGGGEG GTCATCACCCCGRERCCACCGACACCTCTGCTGCTGCTGTTGCTC T TGC AT TG e i T Brer----—-————- TG T T G W-copy--------- [eleidelc - - T/lNG - - A A G/Eel8GCGCAGAAAATCGGGTGAAA A CGTGTGA AGAARGAACG- -~~~ =~ === - ———————————— - -
9856495 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:9303640-9303871
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:9303640-9303871
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1785.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:2651705-2651930
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_144.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:2656147-2656384
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:2519949-2520186
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:2632622-2632859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:359387-359623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:9411088-9411332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415857:429796-430009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:2747802-2748037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000758401:30331-30560
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454105:959640-959867
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:1073418-1073723
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:9448842-9449093
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396544:259759-260015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group3a:1305414-1305720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_23:1336981-1337287
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004729:2260604-2260897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:5111971-5112284
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:3492681-3493026
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:9856191-9856495
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1. dya 100 31.22970920-22970941 - 1. dya 100 31..22970885-22970904 -
2. dya 91 v2 chr3L random 335:10537-10558 - 2. dya 91 v2 chr3L random 335:10502-10521 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M043
M026/ V058 V052
AATAATAATATTGATGTTATCATCGTAAGTAACGCATCTAACTGCAATTGTGTGGAAACCTCATTGAAAATTTATGACCGAAACTTATTTTCAATCGCGCTTTCTCGCAGTTTCAGCTGTTTACCAGTTTTTCATGAGTCATGGCCCAGTCAAGGATT female
Read # Hit |Total head head body head
dkkkkkhkhkhkhkkhhkkkkhkkhhkhhkkkkhkhkkkkkkx COC- OO (.. ... COCCCCCCCn e e e e e MNDHIMI)) e e ... MDD et hkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk*x*k*x|gize Mismatch Count Norm Total
.................................................. TGTGGARACC T AT TGARRAAT T« e v e e ettt e e e e e ettt e e e e e et e e e e e ettt et e e ettt e ettt e e e ettt e e ettt e e e iiiieea 22 0 2 6.00 12 11 0 1 0
....................................................................................... T T T TCAATCGCGC T TTCTC G e e e e e e e eeee e teeeesseeeaaaaesseaaaaeeeeennanaaaa 20 0 2 2.50 5 5 0 0 0
....................................................................................... TTTTCAATCGCGCTTTCTCGC v v v e e vt ee et et tteee e e teeeeeeeeenaaaeeeennnaaaa 2l 0 2 1.00 2 1 0 1 0
................................................ TGTGTGGARAACC T AT TGAR R AT « « + v e e e e e e e e e n e e e e e e e e e aee e e e aeeae e eaeeeeeseeeeeeseeeeaeeeeeeeaaaaeeeseaaaneaaaaa23 0 2 0.50 1 0 1 0 0
.................................................. TGTGGAAACC T AT TGARRAT & o e v e e e et e e e e e e e e e e e e e et e e e e e ettt ee e e ettt e et e et et aainnaaaa 2l 0 2 0.50 1 0 1 0 0
................................................ TG TG T GGARRACC T CAT TGAR . & e e e e e e et e e e e e e e e e e e e e e et eee e e e e eeee et eeeeeeeeeeeeeeeeeeneeeeeeeenaeeeeeennaanneaaaaa 20 0 2 0.50 1 1 0 0 0
Anti-sense strand reads
V052
TTATTATTATAACTACAATAGTAGCATTCATTGCGTAGATTGACGTTAACACACCTTTGGAGTAACTTTTAAATACTGGCTTTGAATAAAAGTTAGCGCGAAAGAGCGTCAAAGTCGACAAATGGTCAAAAAGTACTCAGTACCGGGTCAGTTCCTAA
Read # Hit |Total head
************************************.. .. (((_ (((((((. (((( ..... ((((((((( ............... ))))))))) ..... )))) .))))))) .))) ...... khkkkhkkhkkhkhkkhkkhkhkkhkkhkkhkkhkhkhkkhkkhkkhkkhkkhkkkhkkhkkhkkkk Size Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species|/Coordinate ID Alignment

ldrovak3|[31.:22970834-22970991 - ldya_100|AATAATAATATTGATGT--------- T----A---TCATCGT-AAGTAAC-———=—————— GCA-TCTAACTGCAATTGTGTGGAAACCT Cm == == = == — = = = = = = e e ATTGARAATTTATGACCGAA-ACTTAIITCARTCCCCERIROREROE CAGT TTC—————=— === == === == === —m—m————m AGCTGTTTACCAGTTTT--—-———=-——-——— TC-ATGAGTCATGGCCCAGTCAAGGATT

droEre2|scaffold 4784:22179565- AATAATAATARNTE A TR ISR ST T Teln - - - ThiaTCoT-Enie Al - - - - - - - ---- GCA-TCAACEGCAAT TO[R TGGAAA GC T -~ — — = ——— - — - m o mmm oo ATTGAAAATTTATGACCGAA-ACTEATTTTCAATCCCELN T TTC-—~[8CGCAGT TTC——————— ==~ — - ———m oo AGCTGTT TRRCAGETTT--—-—-——-—-—-—- TC-ATGAGTCATGGCY§AGTCAAGGATT
22179735 -

droSec2|lscaffold 11:2445762-2445925 AATAATAATRENTEGTGR--—-- ATGANGATGCIEEEI TEUNSEI GG A ALY TR GCA-TClAACTGCART TGTGTGGAAACC T — == == == = = — —m —m o - ATTGAAAATTTATGACCGAA-ACTTANETICARTCECECT IR GG CAGT TTC—— =~ =~ === — = — = ——————— oo BGCTGTTTACCAGTTTT--—-—-—————-—- TC-ATGAGTCATGGHCEAGTCAAGGATT

ldrosim2||31:22029765-22029925 - | |2AaTAATHATATTGATGR------—-—- T[T Nen - -~ TWATCGT - [N A AR - ———————-—- GCA-TCEAACTGCAATTGTGTGGAAACCT =~ —= === === == === ===~ ATTGAAAATTTATGACCGAA-ACTTATTTTCAATCGCGCT T T~ TCGCAGT TTC-—— === === === == === —— = — o~ BGCTGTTTACCAGTTTT-—-——-—--—-——~ TC-ATGAGTCATGGHCBAGTCAAGGATT|

|dm3 lchr31:22510122-22510282 - | |2ATAATHATATTGATGR---——---—- T/INeA - — - THAT AT [N A - — - - - — - - ——- GCA-TCAACTGCAAT TGTGTGGAAACC T Cm =~ == === = = == = — = = = — — o ATTGAAAATTTATECCGAA-ACTTATTTTCAATCGCGCT T I~~~ TCGCAGT TTC-————— === ===~ ===~ ==~ — =~ — =~ o~ WGCTGTTTACCAGTTTT--——--——--——~~- TC-ATGAGTCATHGHCEAGTCARGGATT|

droEugl|scf7180000409801:97669- AATAN S G A TGl - - — - —— - — - B-—--B--—-tiarcc}-Er e hac-— - - - ———- GCA-TC[8AACTGCAATTGTGTGGARACC T Cm — = = = = == = — — — = — o o o ATTGAAAATTTATGAlgCcGAA-AC T A CCC e CeC A G (o8~~~ — — = — =~ == —————m oo pecTeTTTACCHGTTl8- - —-—- - - -—-—-- ECRATGEGTCATGGCCIAGTCEAGGATT
97818 -

droBiallscf7180000302377:743192- TIC- - - - -[ACClNicA EEEEE—— B-—--B-—-TiErccl} A Al - - - ———- GCA-TCAACTGCAATTGTGTGGAAACCT Cm—— == = — = — = = — = — = —m ATTGAAAATTTASGACCGAA-ACTEATTTTCAATCECECTTT-—-TchcAGTTc--— -~ - — - - = - == m o pecTeTTTACCECETTT- - - - - - - TcilaTcacTcaTcec¥aclcaaceaTT
743343 +

droTakl|scf7180000415491:453908~ AATAAT N CATGR - - — - —-—-- B----F---tiarcer-[EENaal- - - - --—-——- GCA-TCAl8CTGCAAT TGTGTGGAAACC T -~ =~ = == —— —m —mm o — oo ATTGAAAATTTARGACCGAA-ACTEATTTTCAATCGCCECT I Ty~~~ TC[8CAGT TTC———— =~ =~ — = — - — o m oo BGCTGTTTACCEGTTTT--—-—-———-—-—- TCRATGAGTCATHGCEMAGTCAAGGATT
454058 -

droElel|lscf7180000491199:235823- AATAATAATATTGATGR--------- B----B---tiarcer-EaMla Al - - - --—-—-- GCA-TCAACTGCART TGTGTGGAAACC T — == == = = == — = m o o o - ATTGAAATTTARGACCGAA-ACTATETTCARTCECECTITI-"TChcAGE oy - - - - - -~ -~ - - -~ BGCTGTTTACCEGTTTT--—-—-—————-—- TCiATGAGTCATGCECcAGECHAGGATT
235978 +

droRhol|lscf7180000779133:20660- AATAATAATARNTGARGI----—-—-- B----B---tiarcor-EA¥Ianl]- - - - --—-—-- GCA-TCAACTGCAAT TGTGTGGAAACC T == == == == == — =~ — —— o ATTGAAAATTTASGACCEAA-ACTEATTTTCAATCENNCT T i~ = TChCAGT T/~ - ————-— - - -~ =~ — oo BGCTGTTTACCEGTTTT--—-—-——-————- TcilaTcacTcaTGGCAGTCHAGRATT
20816 +

droFicl|scf7180000453830:519731- AATAATAATAREGATGR--—-—---- B-—--B-—-Tarcer-Enaal]-—-—----—-- GCA-[ClEAC TGO AR T TGTGTGGAAACC T Cm == = = = == —m - m = o o o o ATTGAAAATTTASGACCGAA-ACTEAMIFTCARTCCCLNCT T == f¢ldcAGTTC--—-—-—--——— -~ BGCTGTTTACCGTTTT--—-———-——-——- TCRTGAGTCATGGC[GNIYTAGGATT
519887 +

droKik1|lscf7180000302808:847437- GGll- - - - - - - - — - — [ B-—--B---tiarcor- AN AR - --—-—-——- GCA-TCAACTGCAAT TGTGTGGAAACC C -~~~ =~ =~ =~ =~ - — - ——— o ATGAAAATTTARGACCGAA-[ECTTATTTTCAATCCCLCT T - —-TcfecAcTTEC— - -~ -~ -~ -~~~ pgicTeTTTACCEGTTTT--—-———-—-—-—- TCRATGAGTCATGGCINMAGTINEAINGATT
847580 -

droAna3|scaffold 13337:22246817- ppicTeTTRRACCldcTTT- - - - - - - - TCRTGAGTHATGCINNEAG TR GA T
22246904 -

droBipl|scf7180000396426:573747- pplcTeTTRACCEGTTT- - - - - - - ———- EclarcacTiaTCGIYEA G TINSABGATE
573834 +

EE |XR_group8:185019-185207 - | |22T22T 2 EgecATCH Tl Se CIlNT T TTCCCCA R — X2 TcAGTCATGGCIREIATHCEA T T|

ldroPer2|scaffold 80:81812-81982 + ||

|2aTaATASNEscATGE

TChlITREE

GEATINSIEENT]

TeiNe CCliT T T TCCCC A R cAn NS NIINElele A T TA T CTECINEY

droWil2|scf2 1100000004511:7263987- ART[SATA A Ch T — — — — - — —— - B-—--B-—-TEe i - A A e e f S b YelelC A B THYE A A C TGCAA T GG TG AR ACT C= === === === ————— - oo PN CRV VNN erNeo T/ NG C I 0 T G o T G C Al TS e T TG T ClC@C TCTCT TTCTCTCCTTTTGGATATATATTTT TTTT T TAT GCTC T{E{SMCICINT T@NEUMMNT T G T TGT TGCTTGCAAALKEINA WNNe T GG TR TLVe /Ny
7264208 +

droGri2|scaffold 15110:14941120- FATAETEATET TR T8 - —-—-—--- iAATGTGCANAN- - - -EGGAGEVATEEEEEEEE EfekiC A - THEAACT GCAATTGT G T GGAAAC T C - m — - — - mmm oo ATTCEAEAT T TATGIIECGA AR T N T T e = = = — - — N T e T - - - - - - - TJEh G can NN CEAGTITRT T T AN
14941261 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:22970834-22970991
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_100.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:22970920-22970941
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_335:10537-10558
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_100.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:22970885-22970904
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_335:10502-10521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:22970834-22970991
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_100.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:22179565-22179735
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_11:2445762-2445925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:22029765-22029925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:22510122-22510282
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409801:97669-97818
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302377:743192-743343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415491:453908-454058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491199:235823-235978
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779133:20660-20816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453830:519731-519887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302808:847437-847580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:22246817-22246904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396426:573747-573834
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:185019-185207
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_80:81812-81982
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:7263987-7264208
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:14941120-14941261

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dya 91 |v2 chr3L random 335:10501-10558 - |candidate | Canonical miRNA ||intergenic
IS R E SR P Tdmis match in alignmen _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 20 o1 00 @ | | | I
Size Condition 10600 10550 10500 10450
Genomic Position
Hairpin partition -# Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dya 100 3L:22970920-22970941 - 1. dya 100 3L:22970885-22970904 -
2. dya 91 v2 chr3l_random 335:10537-10558 -|| 2. dya 91 v2 chr3L random 335:10502-10521 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M043
M026 V058 V052
AATAATAATATTGATGTTATCATCGTAAGTAACGCATCCAACTGCAATTGTGTGGAAACCTCATTGAAAATTTATGACCGAAACT TATTTTCAATCGCGCTTTCTCGCAGTTTCAGCTGTTTACCAGTTTTTCATGAGTCATGGCCCAGTCAAGGATT female
Read # Hit Total head head body head
Jdokdkdokk ok ok ok ok ok ok dkokkdkkkdkokxdk (L (((.(CCCCCC- (... .. T IIINI))) e 1))).))))))) L)) ) L)) .. L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total
.................................................. TGTGGARACCTCATTGARRATT .+« et ettt ettt te et e et ettt e et e et et e e e e e e e e e e te et e et e ie e eie e iae e 22 0 2 6.00 12 11 0 1 0
....................................................................................... TTTTCAATCGCGCTTTCTCG . « v e vt ee e te e tee e ee et eie e iaeeneenaeenanennnena. 20 0 2 2.50 5 5 0 0 0
....................................................................................... TTTTCAATCGCGCTTTCTCGC « « e v ve e ve e et et et et et et ieeneeneneeneeaeeneea. 21 0 2 1.00 2 1 0 1 0
.................................................. TGTGGARACCTCATTGARRAT . . ot ettt e ettt e et e et e et et e e e e e e et e e e e e et ettt e e ee e et 210 2 0.50 1 0 1 0 0
................................................ TGTGTGGAAACCTCATTGARRAT . « ¢ o et e e e et ue e e e et ettt a e et e e e e e e ae e e e e e e et et e eneeaaenaenneneeaeeneeaeeaa23 0 2 0.50 1 0 1 0 0
................................................ TGTGTGGAAACCTCATTGAR . ¢« e et v e et e et e et e e e e e et e e et e e e e e e e e e e e e e e e e e et et et e et e tee et 20 0 2 0.50 1 1 0 0 0
Anti-sense strand reads
TTATTATTATAACTACAATAGTAGCATTCATTGCGTAGGTTGACGTTAACACACCTTTGGAGTAACT TTTAAATACTGGCTTTGAATAAAAGT TAGCGCGAAAGAGCGTCAAAGTCGACAAATGGTCAAAAAGTACTCAGTACCGGGTCAGTTCCTAA
Read # Hit Total
dekde ke ok ok ek ke ok ke ok ek ko k ke kk ko (L (. (CCCCCC. (e COCCCCCCCe e e e e MVIM))) e e ... 1))).))))))) L)) ) L)) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droYak3|lv2_chr3L random 335:10451- |dva 91|AATAATAA------ T-—--—- ATTGATG------- TTATCATCGT-AAGTAA--——-—————~- CGCA-TCCAACTGCAATTGTGTGGAAACCT Cmm === == = = — = m = o = o ATTGAAAATTTATGACCGAA-ACTT AR IRCAATCECECTIHC S S MGG CAG T T T A= —— = === == === === =~ — = GCTGTTTACCA---—--=—-——-—-- GTTTTTC-ATGAGTCATGGCCCAGTCAAGGATT
10608 -
droEre2|scaffold 4784:22179565- AATAATAR--—-—- T—-—-—- ATTGATG---LgATEATiATCGT-[EA AR — - — - ——————- BGCA-TCCAACEGCAAT TC[RITGGAAA EC T -~~~ — == == —— ———m— oo oo ATTGAAAATTTATGACCGAA-ACTEATTTTCAATCCCE NI TTC——-[8CCCAGTTTCA- ————— =~ = ———— oo GCTGTTTRRICA-————————————— CéITTTTC-ATGAGTCATGGCIXEAGTCAAGGATT
22179726 -
droSec2|lscaffold 11:2445762-2445928 afdraaTan------ il AT TA TEUENEIUNEREEA T GAJIGINN TEUNSIEIE G G A ALV R BGCA-TCCAACTGCAAT TGTGTGGAAACC T === = == == = = = — = m o o o - ATTGAAAATTTATGACCGAA-ACTTAIPTTCARTCECECT T IR =" TCECAGT T TC-——————— === === == —m—mm o mm oo GCTGTTTACCA--—-—-——=————=-— GTTTTTC-ATGAGTCATGGHCEAGTCAAGGATT
|drosim2|31:22029765-22029925 - | |aaTAATHA------ T-——-—- ATTGATG---fagrEaTiATCoT-Ha¥An - —— - ——————— BGCA-TCCAACTGCAAT TGTGTGGAAACCTC -~ === === ===~ === = ATTGAAAATTTATGACCGAA-ACTTATTTTCAATCGCGCT T T~ ~TCGCAGT TTC -~~~ === === === m o GCTGTTTACCA-=--—=-—==-—=-—~~ GTTTTTC-ATGAGTCATGGHCEAGTCAAGGATT|
|am3 lchr31:22510122-22510288 - || |28rhaTan------ iiAA TTATINETSINNEEREA TGAJNGIUNTINNC AT G GA ALV BGCA-TCCAACTGCAATTGTGTGGAAACCT Cm—— = — = == = = = = = —— —— = o ATTGAAAATTTATECCGAA-ACTTARTTTCAATCCCCCT T T-——TCOCAGT TTCh-———————— === ——————mmm oo GCTGTTTACCA--——-—-——————- GTTTTTC-ATGAGTCATHGHCEAGTCARGGATT]
droEugl|scf7180000409801:97669- AATAATAA----—- B------ - - — - - — - BRI C G ARGEUGIAINNTEA BN A [V CEEEE CGCA-TCCAACTGCAAT TGTGTGGAAACC T C - — = == = — = = — o o o o ATTGARARTHTATGAgCcGAA-AC T e e e C A G T8 - —— - — - ———— - == ——m oo GCTGTTTACCHg-----—-—-——-—- T TECATGEGTCATGGCCAGTCEAGGATT
97821 -
droBialllscf7180000302377:743192- TIACT- - - - - . \C - — - — - R eNrEnTiNercol)-Eri A n - - - - BGCA-TCCAACTGCAAT TGTGTGGAAACC T === === == == = = = — — — o o ATTGAAAATTTABGACCGAA-ACTEATTTTCAATCCCCCTTThY-—~TCRCAGTT[OICH-—-—-——— ===~ =~ — GCTGTTTACC-------------- cETTTTCEATGAGTCATGGCINACCAAGGATT
743343 +
droTakl|scf7180000415491:453908- AATAATAA----—- B------ e - - - -aArea TR TCoT-Hg¥ A - - - - - - - B GCA-TCCAlgCTGCAATTGTGTGGAAACCT Cm = = == == = = —m o o o o - RTTCARRRTH T2 scaccean-ac T I e 2 GTT Ty - - - - GCTGTTTACCH-------—-——-—- GTTTTTCRATGAGTCATHGCENAGTCAAGGATT
454061 -
droElel|scf7180000491199:235817- AATAATAA------ iiAATAATINN- - - - - EEEETGAJIGINA NI GIYA ALV BGCA-TCCARCTGCAATTGTGTGGAAACCT Cm—— = == == = = = — — o m o o ATTGAEAATTTARGACCGAA-ACTEATTTCARTCECECTT T~ TchcAcHry- - ---—-—- - - - - - GCTGTTTACCMg---—--—-——-——- GTTTTTCHATGAGTCATGCECAGECHAGGATT
235978 +
droRhol|sc£7180000779133:20657- AATAATAA---—-—- T-—-——- I\ - - - IABEEIA TGACGNAINEIEGINA ALV BGCA-TCCAACTGCAATTGTGTGGAAACCT Cm—— = — = == = = — = —m —— o ATTGAAAATTTASGACCEAA-ACTEARTTTCAATCH NN CTTTH-——TchicAGT T/ - —- - - - ———— - - - GCTGTTTACCE-------——————- GTTTTTCRATGAGTCATGGCHAGTCHACRIATT
20816 +
droFicl|scf7180000453830:519731- AATAATAA------ T-———— -2 — - CGAJIGEUNAINISEIE /Y~ 2 [N HGCA-8CCACTGCAA T TGTGTGGAAACCT Cm —— — — = —m —— - —m— o oo ATTGAAAATTTASGACCGAA-ACTEARTFTCARTCCNCTT T =T CfdcAcTTldcy-—----—-—--————— - GCTGTTTACCH-------—-——-—- GTTTTTCHATGAGTCATGGC NS/ AGGATT
519887 +
droKikl|scf7180000302808:847437- A~ — = = —— B------ - - — - - — - RN C GGIGEUIAIUNSERE - A ALV WGCA-TCCAACTGCAATTGTGTGGAAACCC-——m—m—mm oo oo ATldcaaAATTTARGACCGAA-[EcTTARTTTCAATCCCLNCTTTH-—-TcfdcacTTocy-—----—-—- - - - —— - pcreTTTACCE---—- - ——-- GTTTTTCRATGAGTCATGGCIN G TileA\GATT
847583 -
droAna3|scaffold 13337:22246817- |  |Che———-—- B-—---- i~ — = == = e — T — — — = == == === D et — — — = = = = = = = = = - - — - GINNNEIIAC/ET T TGRS A N L d G N i T - - - - - - [ A TCTGT 8- - - ACT TR e gcrerTlaccl--------—-—-—- GTTTTCEATGAGTEATGG@AGTAGAT
22246904 -
Tropip1[sci 1160000396426 : 573747 = e e S 1 I O P DR e T B ForommocE LR
573834 +
B |xR_groups:185019-185204 - || |2aT A EeE------ B--—-—--- i — — — — — — - derTEarcoTiA N fE- - - - - ————- S TN SE TSN C Nl VYA CTCGTAATCGTAATCGTAATCGTACCCGTACTCGTACCCGTACCCGTACCCGTAGA NN T N N N gl T - - - - - —— - ——— - ——— - T T TG A T T T SSs=— i i,  ihL GCTGET TR - - - ————-—————- N TGAGTCATGGC I THGEA T T|
|droPer2|scaffold 80:81815-81982 + | |aaTA - ----- B------ i ——— —— - e rEaTcoTiAN N - - - - - ——-—- N e r/ehe T e e dele) N Ve A C TCG TAA TCGTAATCGTAATCGTACC CGTACCCGTAGA e T Ny T T - B - - —— - —— - — [T T TG A T e T T GCTCReThR - - ——-——--———- SN2 7GAGTCAT GG AT GlEA T T|
droWil2|scf2 1100000004511:7263987- AATEATARA--—-—-[g------ i - — - - — - I TN G G T TR C GG T T CGC T T T T T T8 I TN T G el el N e C el e )N | G o e T e e et PNECRV VN eRXele TIVNA RGN I L el T G8 T GC AN T S e T TG T CINC/8CTCTC T TTCTCTCCTTTTGGATATATATTTTTTT TT TATGC TC TSI CINCINT TG T T T T T TGT TGT T GClVGCAAALUNESNA iU T G G TENI TLVNe T/
7264208 +
droGri2|scaffold 15110:14941120- TIACTRTTTTTTTAWATTTAT TN T TIleC TAATGTGCEUIAR - - - GRGHE A/ TEEEEE BChcA-TIEAACTGCAAT TGTGT GGAAAC T -~ m———mm o s oo oo ATTCEAATTTATCIECCAA A E TS A N T T C R — = = — - — N T TR e GCT iy — — == == === == ==~ CTIININAA TGAGT C Al G NCRs AR TG A TR
14941273 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_335:10451-10608
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_100.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:22970920-22970941
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_335:10537-10558
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_100.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:22970885-22970904
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_335:10502-10521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_335:10451-10608
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:22179565-22179726
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_11:2445762-2445928
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:22029765-22029925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:22510122-22510288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409801:97669-97821
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302377:743192-743343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415491:453908-454061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491199:235817-235978
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779133:20657-20816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453830:519731-519887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302808:847437-847583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:22246817-22246904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396426:573747-573834
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:185019-185204
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_80:81815-81982
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:7263987-7264208
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:14941120-14941273

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 439 |2R:1509584-1509669 - | confident-exception |3p_tailed_mirtron || intron

PG RS P Tdmis match in alignmen _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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15089720 1509680 1508640 1509600 1509560 | I < -
Genomic Position 29 o3 I I | | I
Size Condition 1509720 1509680 1509640 1509600 1509560
Genomic Position
Hairpin partition -# Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dyak\GE 12909-in]; CDS [Dyak\GE12909-cds]; CDS [Dyak\GE12909-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M043
MO026 MO56 V120 Vv058
ACTACCTGCTCAACTTCATCGGCACAGACACGGTGCTCTTCCAGTACGATGTGCGTGAATTAATTCTGTATTACTACACTCTAATACTGAATTAATTCACGCACGGAATTAATCCACAGATGTGTATCTTTTGCAGGACGAAAAGGACCTGCAGGACCTTCAGATCAACGAATGGGACCCGGTGAT female
Read # Hit |Total head body |embryo male head
Kkkkkkkhkkhkkhkkkkkkkkhkhkhkhkkkkhkkhkrdkrdkkdkkrkrkrkrd ((CCCCCCCCCCCCCC CCCCCCe e e e 1)))))S)D)D)D)D))))))))) L ckkkkkkkkkkkkkkkkkkkkkkhkkkhkkkkhkhkhkkkhkhkkhkhkhkkkkkkkkkkkkkkkkkkkkkkkkk*k**k*** gjze Mismatch Count Norm Total body
.................................................................................... TACT GAAT TAAT TCACGCACGG .« v v e e e et e e e e e e ettt e e e e ettt e e e e ettt e e e ettt e e ettt e e ettt e e e e iiieeana 22 0 1 4.00 4 0 3 1 0 0
...................................................................................... CTGAAT TAAT TCACGCACGGA . & e e v v e e e e e e e e e et aeee e s e taeeeeseeeeaeeeeeeeeaeeeeeeeeneeeeeeeesaaaaeeennaaa 2 0 1 3.00 3 1 1 1 0 0
...................................................................................... CTGAAT TAAT TCACGCACGGAR . « v e e e ettt e e e e ettt e e e e ettt et e e ettt e e e e ettt e ettt e ettt e e e e 220 1 2.00 2 2 0 0 0 0
.................................................. GG G T G A T T A A T T T G T AT T e« e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e aee e e e e e aeae e et eeee e eeeeeeeeeeeeeeeeeeeaaeeeeeeeaaeaeeeeeaaaaaeeneanaa 22 0 1 2.00 2 2 0 0 0 0
....................................................................................... TGAAT TAAT TCACGCACGGAAT & e e v e ettt e e e e e e et ee e e e et eeeee e ttteeeeeeeenaeeeeeeenaeeeeeeennaaneennaaa22 0 1 2.00 2 0 0 0 2 0
................................................................................................................................................ GGACCTGCAGGACCTTCAGATC s e v v v v v eeeeenennennaa 22 0 1 1.00 1 0 1 0 0 0
..................................................................................... ACTGAAT TAAT TCACGCACGG e + v v e e e e e e et e e e e e et teee e e e eeee et eeeeeeeeeteeeeeeeeteaaaaeeeinnaaneenna 2l 0 1 1.00 1 0 1 0 0 0
..................................................................................... ACTGAAT TAAT TCACGCACGGA e + v e e e e e e ettt e e e e ettt e e e ettt et e e e ettt e ettt et ettt e e et iiee e e 22 0 1 1.00 1 0 1 0 0 0
...................................................................................... CTGAAT TAAT TCACGCACGGA AT « « v v e e e e e e e e e et eee e e e aeaeaseseenaeeeeeeeeaaeeeeeeeaeaeeeeeesaeaaeennnaaa 23 0 1 1.00 1 1 0 0 0 0
.......... CAACT TCATCGGCACAGACACGGT G e v v v v e e e e e e ettt e e e e e ettt e e e e ettt e e e e e ettt e e e e e et e e e e e e et e e e e e e e e e e e e e 025 0 1 1.00 1 0 1 0 0 0
.................................................................................... TACTGAAT TAAT TCACGCACGG . « « ¢ vt vttt et it ettt et et e e e e e ettt et e e et ettt e e e e 23 1 1 1.00 1 0 1 0 0 0
........... AACTTCATCGGCACAGACACGGT P SN 0 1 1.00 1 0 0 0 1 0
............................................................................................................................................................. CTTCAGATCAACGAATGGGACCC...... 23 0 1 1.00 1 1 0 0 0 0
................................................................................................................................................ GGACCTGCAGGACCTTCAGAG. . ..ot vvvenenennnn.. 21 1 1 1.00 1 0 0 1 0 0
..................................................... COT A AT T A AT T C T G T AT TAC T -+ v v e e e e e e e e e e et e e e e e e e e e ee e e e e e e e ee e e et eeee e et eeee e et eeeee et eeeee ettt esitaaaaaeaaaa 22 0 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
M026 V058
TGATGGACGAGTTGAAGTAGCCGTGTCTGTGCCACGAGAAGGTCATGCTACACGCACTTAATTAAGACATAATGATGTGAGATTATGACTTAATTAAGTGCGTGCCTTAATTAGGTGTCTACACATAGAAAACGTCCTGCTTTTCCTGGACGTCCTGGAAGTCTAGTTGCTTACCCTGGGCCACTA
Read # Hit |Total head head
Kkkkkkkhkkhkkhkkkkkhkhhhkhkkhkhkhkhkhkhkhkkhkkhhkhkhkhkhkkkkhkhkhkkkkkkhkkrdkrkrkrrkrkrdx (((C(CCCCCCCCCCCCCCCCCCe e e 1)))))S)D)DDD)D)))))))) . ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x* gjze Mismatch Count Norm Total
............................................. TGCTACACGCAC T TAATTAAGAC « « o v e ettt e e e e e e et e e e e e ettt e e e e ettt e e e e ettt e e e e ettt e e ettt e ettt e ettt e ettt e e et e e e e e iieeeea 23 0 1 6.00 6 6 0
..................................................................................... TGAC T TAAT TAAG TG G TG C T &« e e v e e e et e e e e e e e aeee e e e e aeaaeeeeeeneeeeeseeaeeeeeeeeaeeeeeeeeaeaaeeennnaaa 22 0 1 2.00 2 0 2
.............................................. GCTACACGCACT TART TARGAC « & e e e e e ettt e e e e e ettt e e e e e et e e e e ettt e e e e e ettt e e e e e ettt e e e ettt e e et e e e e e e e e e e e e 22 0 1 1.00 1 0 1
.................................................................................... BT GACT T AR T TARGTGCGTGCCT « + v v v v e e e et e e e e e e e e e et et et et et e e e et e e et ettt ettt ettt 23 1 1 1.00 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/|Coordinate Alignment

larovak3|2R:1509534-1509719 -

|dva_439 |[ACTACCTGCTCAACTTCATCGGCACAGACACGGTGCTCTTCCAGTACGATEECCCTCAAT

GT—ATCTTTTGCAGGACGAAAAGGACCTGCAGGACCTTCAGATCAACGAATGGGACCCGGTGATl

droEre2||scaffold 4845:3235741- ACTACCTGCTAACTTCATCGGCACAGACACGGTGCTCTTCCAGTACGASGIIICCTCAAT GT-ATIITTTTGCAGGACGAlgAAGGARRITGCAGGACCTTCAGETIAACGAATGGGACCCGGTGAT
3235895 -

droSec2|lscaffold 18:1192729- ACTACCTGCTCAACTTCATCGGCACAGACACGGTGCTCTTCCAGTACGAMGTENGTCAAT- ===~ cl¥alicaEaciiicGaGHGC CACAGATGT----—--—-=---~— B T-ATCTTTTGCAGGACGAAAAGGACCTGCAGGACCTICAGETEAACGAATGGGACCCGGTAT
1192885 +

ldrosim2|21:20706285-20706441 + ldsi 29412|acTACCTGCTCAACTTCATHGGCACAGACACGGTGCTCTTCCAGTACGAGRCINCTCAAT  Suuas cl¥alicaEaciiiccacicch CACAGATGT--—-—-—-——-~— T-ATCTTTTGCAGGACGAAAAGGACCTGCAGGACCTRCAGETBAACGAATGGGACCCGGTRAT|

|am3 lchr21:21261670-21261826 + || |acTACCTHCTCAACTTCATCGECACAGACACGGTGCTCTTCCAGTACGAT ERCINCICART S Sosu=s ci¥iciicaEa/Niicachicch CACAGAIAT-——————————- T-ATCTTTTGCAGGACGAAAAGGACCTGCAGGACCTTCAGETEAANGAATGGGACCCGGTGAT

droEugl|lscf7180000409063:147333- ANTACCTGCTCAACT THATENGGCACAGACACGGTGCTCTTCCAGTANGANGTINET{saldi======s CIATACAGAG.VIAGGGCEE-| GT-ATCTITTGCAGGACGAAAGGACCTI CAfiGAlC TTCAGET/EAACGAlgTGGGACCINGTGAT
147482 -

droBialllscf7180000302422:3668040- afjTAaccTGCTEAACT THATIECACEGACACIGTGCTCTIICCAGTACGATETCECTCAR= ===~~~ CTTCile--—---- - B cT-alNMErTccaceaccalgancaccTcocalcallc TldcaciecAacGAETGGGARMCCGGTEAT
3668197 -

droTakl|scf7180000415871:197163- ARTACCTGCTCAACTICATCGECACMGANACGGTGCTETRCCAGTACGATEECECTL A== ==as pfdeRin CRIA TR TR - - — LV A TINTENTE\ G CAGGAlGAAAAGGACCTGCAGGANCT TCAGETCAACGAETGGGACCCGGTIAT
197324 -

droElel|sc£7180000490640:37214- ACTACCTGCTCAACTTCATCGECACGACACGGTGCTCTTCCAGTACGATGECECTCAET-====== GT-ATCETTGCAGGACGAIEAGGACCTGCAGGANCTECAGETCAACGA§TGGGACCCGGTGAT
37389 +

droRhol|lsc£7180000758815:613-743 +

[AcTaccToCTCARCTT A e & AT

cT-ATCEEr TGcAGGACGAEARGGAacCTlcAGGACCTECAGET CAACGATGGGACCCGGTGAT]

droFicl|lscf7180000453932:419496—

ACTACCTICTHAACTTCATCGGCACEGACACGGTGCTIT THCAGTACGAMGT.NECTCASITHY GT-ATLNET TGIAGGACGAAAGGACCTGCAGGARC TECACHT/EAACGAETGGGACCCGGTIAT

419651 +

droKikl||scf7180000302273:359763- ACTACCTGCTEAACTTCATINIECACGACACGGTGCTCTTCCAGTACGATCECNCTLNEALYE Wr-aTcerTecaccaccalgaallcaciircecaccalicTlgcAGHTEAACGABTGGGACCCGGTGAT
359922 -

droAna3|scaffold 12916:10952763~- acTaccTGergaacTTCATCEACldcacACGTHCcTCTTCCAGTANGA TEECNCTCigy = ===a=n HeATTHNG AR -1 -f--—--—--——-—--—-—- e — e — — — — — — — — [ Sel FNe]- — - —— —— - — - ————————————————— ERcEpyA TN - - - — - —-————- Br-grerErticaccaceaganilcEiic tiicaccrEdTEC AN A AllGAA TGGGANCCHGTRAT
10952916 -

droBipl|lscf7180000396572:612201- actaccTeCcTaacTTiATCS A ClcacACicTcTcTTCCcAGTANGA TEHNACTCRENT - - - - THCIEEA GTCACAAAGTARNIEC GIENEII NI NNV €  T/Shlelg NI\~ Tilc/NelC A ALV T/eNNileleleINelele T (eli T\
612353 -

dp5 4_group4:3363603-3363756 - |acTafc relrRaac TEA TEdscacBcafaceeTecTe T THC ART ARG A TETEVNC Y cA G Tl - - N NN T ST Tic A G o Afc ABgaG Alc Tia GeaRlc TRcac Al A AcGAATGGGARCCRG TGAT|

droPer2|scaffold 10:2383394- acTapcTETI A ACTIMA TS CACldc A coGTGCTCT T AR T AlGA TE TGN [\~ GAINEA A GCTAACATT -GIC TG CERINERN T[N C G A T/ T AN~ S/ ANV Nleleler T/ele A Elidel. N
2383547 -

droWwil2|scf2 1100000004884:728919- afiraciTciiTEaacTTCATINGBCACAGAACGGTGCTRTTCCAGTANGATETCHCTC -~ ==~~~ GTGGAAAAT]IA-- BBl ATGTCCTTTCTCTTTTTCTC N T TN - - — - — - - — - - — — — [ - - - - - — - TjiEEA A TTAAAAT T - A CIT ARGENT TENEISN T/SFNN I N T SENEleh NIl T TGS~ C A SRV T NN ¥elelel N r Sfele i G
729096 +

drovir3|scaffold 12963:4299851- acTapjcTGeTlgaacTTiETECECACKGANACGGTGCTCTTCCARTACGATERCNCTCANT VY N S I T i eC e & -f--—-—--—--—-——-—- e e — — YY) e e - GATATCCCACT R TTCATATGGANSTINA - - EEEEEEEEE B Ae T T TiA GGANGAAAAGGANCTGCAGGAlSC TlECAGHECAANGABTGGGANCCGRTGAT
4300015 +

droMoj3|scaffold 6500:8174886- afjrAfcTGe TR R AT TCATINGECACHGACACGGTGCTCTTCCARNTACGATEH N ACHCAIT==s===s ClVUBIGCCGLUICGATAACE - EEEEEEE LTt e — Tt — — — — — — — = — G T T T e e e L E L e TIATINA TVC - BEICA T TAA AREEITINITINGGC GCEONEA TNV T TifeloXele)\A sivG ohXeC 2 ALVAT SNNielele) T ele C /ey TI\L
8175045 +

droGri2|lscaffold 15252:1118701- ACTARCTGCTEAANT ThIEAClleA clicANACIN G TGCTCTTCCAGTACGATEEC G T AAld======= Iy GCARAAT A - - B - B e - B - — [ GTAATCGATACGT T T T TR C T AT TCAA T A S ] — — — = == === === T TN T A ANGNA TENTS NI GRS\~ NG TilG/ShNe T IV -Neler\clileleler\ r(efe ~ hileh-N
1118863 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415871:197163-197324
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490640:37214-37389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000758815:613-743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453932:419496-419651
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302273:359763-359922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:10952763-10952916
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:612201-612353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:3363603-3363756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2383394-2383547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004884:728919-729096
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:4299851-4300015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:8174886-8175045
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:1118701-1118863
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[View on UCSC Genome Browser {Cornell Mirror}]
dya 1786!13R:1255656-1255783 - |candidate || Canonical miRNA ||CDS
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Show Alternate Folds H
Flybase annnotation
CDS [Dyak\GE25313-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V052 M056 V058 GSM1528802 V120
AGTTGAGCGGAAAGTACCGCCAGTACTTACGGTCTCAGCGGATGCACCCGTACGCGGCGGCCGCCTCGCTCAACTTGGCAGCCGCCGCCGCTGCCGCCGGACAGACCTCGTTTGTGCCGTTCAACTCGGCGGCCACGGCGGTGGCGGCCACGCCCACATTCCAGCACCTGCCGCAGATCTCCTGCTACAATGTGTGATGCAGCACCAGCAGCAGCAACCAGGACAATG female
Read |# Hit |Total body |head embryo head follicle male
Ikhkkhkhkhkhkhkhkhkhkhkhrkhkhkhkhhkhhhkkhrkhhhkhhkhkhhkhkkkkrkkhkkkhkkhrkk (T T I e D D D ) ) 1)))NDND) - )))))D)))) L)) ) ) ) ) L)) L L kkkkkk ke k ok kkkk ko kkkkkkkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total cells body
........................................................................................................................ TCAACTCGGCGGCCACGGCGGT « « + v v v e e e e et et et et e et e e et e e e et e et e e et e e et e e te ettt et e ettt 22 0 1 2.00 2 2 0 0 0 0 0
........................................................................................................................ TCAACTCGGCGGCCACGGCGG - « « + v v e e e e e e e e e e et e e ee e e ta e e e e e e e e ea e e eeeeaeaaaneeaeaaeneeaenaeneeaennenneaanaa 2l 0 1 2.00 2 1 0 0 1 0 0
.................................................................. ol elodi o). Noli eTele).NeTo] ol o ofc] ol c N AP S0 1 1.00 1 0 0 1 0 0 0
.......................................................................................................................... AACTCGGCGGCCACGGTGG « - ¢ v v e e ee e et e et ettt e e et et e e et e e e e et e e e et e e e e e e 190 1 1.00 1 1 0 0 0 0 0
...................................................................................................................................................................................... TGCTACAATGTGTGATGCAGC . ¢« v vt veeeeenenncneenaan. 21 0 1 1.00 1 1 0 0 0 0 0
......................................................................................................................................................................................... TACAATGTGTGATGCAGCACCAGC . ¢ v v vevveneenennen 24 0 1 1.00 1 0 0 0 0 0 1
................................. ehides Nelolele) Nielof-Nololelel - NofelolcleTole et ofe] clo AU PRRR 5 R ¢ 1 1.00 1 0 0 0 0 1 0
....................................................................................................................................................................................... GCTACAATGTGTGATGCAGCACC . « v e v v v evnenacnennas 23 0 1 1.00 1 1 0 0 0 0 0
........................................................................... i elelofNelole]elelelelelolclekielelofelole]e] cy-Noy AP~ 2= S ¢ 1 1.00 1 1 0 0 0 0 0
..................................................................................................................................................................... ACCTGCCGCAGATCTCCTGCTAC . ¢ e et o e et e eneeeeaenacnenaenaeaenaas 23 0 1 1.00 1 0 0 1 0 0 0
........................................................................................................................ TCAACTCGGCGGCCACGGl. « o v vttt et ettt et e et et e et et e e e e e e et 19T 1 1.00 1 1 0 0 0 0 0
..................................................................... 00 ol Jelele)Nelol ol ele] ol e ofe] ot e oo L I 1 1.00 1 1 0 0 0 0 0
............................................................... ool oleleti o). ¥-Xodi et ele).Nele olc PP N O 1 1.00 1 1 0 0 0 0 0
........................................................................................................................ TCAACTCGGCGGCCACGGCG « « ¢ v v e e e e e e et et e e e ea e e e e et e e e s e e e ee e e eeaneaaeneeaeaaenseaeeaeneeaennenneaenaa 20 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................................................................. GGCGGCCACGCCCACATTCCAGCACC . + « e e v e e et et e ta e e ea e e e e e eeaenaeneeaeneeneeaenncnennens 26 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................................................................................................ CTACAATGTGTGATGCAGCAC . ¢ v v v v v veeveeneenennen. 21 0 1 1.00 1 0 1 0 0 0 0
..................................................................................... ol elelolelol elole]eTele] el ey NoF-NeT.No] oINS~ S 1 1.00 1 0 1 0 0 0 0
................................................................................... eleleleleolelodi e ol o]eTole] ey NN PP BN 3 0.33 1 0 0 1 0 0 0
Anti-sense strand reads
M043
V058
TCAACTCGCCTTTCATGGCGGTCATGAATGCCAGAGTCGCCTACGTGGGCATGCGCCGCCGGCGGAGCGAGTTGAACCGTCGGCEGCGGCGACGGCGGCCTGTCTGGAGCAAACACGGCAAGTTGAGCCGCCGGTGCCGCCACCGCCGGTGCGGGTGTAAGGTCGTGGACGGCGTCTAGAGGACGATGTTACACACTACGTCGTGGTCGTCGTCGTTGGTCCTGTTAC female
Read |# Hit [Total body ||head
T T T [ R A s D D D D ) 1)IDDIID) - ))D)D))))) L)) ) ) ) ) L)) L Lk kkkkkkkkkkkkkkkkkkkkkhkkhkkkkkkkkhkkkkkkkkkkkkk**k** gize Mismatch Count Norm Total
................................................................................................................................................................................ TAGAGGACGATGTTACACACTA . « vt v ee e eeeeeeaeeaenaenennen. 22 0 1 1.00 1 1
..................................................................................... GCGGCGACGGCGGCCTGTCTG - « o« « =+« e e e e et e e e s e e s o e e aa e e s e e aseeeae s as o easeneoeeaseeeaeeaseneaeeasoeeaseneoeeaseeeaeensoaeaasasoeeanenacacaneaaaaaa2l 0 1 1.00 1 1
................................................ elo) Vi elolelelolelolofe]ele]elel-Neto]c).NPuNm U PR 1 1.00 1 1
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|3R:1255606-1255833 - |dya 1786 |[AGTTGAGCGGAAAGTACCGCCAGTACTTACGGTCTCAGC-—--———-———- GGATGCACCCGTACGCGG——-——-—--—-—- CGG--———=————————- CCGC----CTEECTCARCTTEECAGCCECCECEGCTGCCGCCG-———————- GACAGAC—--————-——————- CTCGTTTGTGCCGTICAACTCGGCGGCC——-——— ACGGCG--—--—-—- GTGGCGGCCACGCCCACATTCCAGCACCTGCCG-—-CAGATCTCCTGCTACAATGTGTGATGC———————————————————— AGCACCAGCAGCAG—--—-— C-——-—- N N e ——— S e GGAC---AATG-|
droEre2|[scaffold 4770:1183249- der 59 ||AGTTGAGCGGAAAGTACCGCCAGTACTT[ECGGTCTCAGC-—-—--—-——-— GGATGCACCCGTACGCGG-—-——-—--—-—- CGG--————————————- CCGC----CTEEETCAACTTEECAGECEECECEGCTGCCGCCG-———————- GACAGAC---—-——-——————- CTCGTTTGTGCCGTICAMTCEECEECC—————~ ACGGCG-----—--- GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAAGTGTGATGC———————————————————- AGCACCAGCAGCAG------ C-—--—- AAC——————————————— - S e GGAC---AAGE
1183477 -
ldrosec2|scaffold 6:1033569-1033803 -|ldse 1834 ||AGTGAGCGGAAAGTACCGCCAGTACTTECGGTCTCAGC-——————--——- GGATGCACCCGTACGCGG-———-—--———- CGG-—————————————- CCGC----CTEEETCAACTTEECAGCCECCEEEGCTGCCGCCG-——————— - cdcacac—--—-—--——————- CTCGTTTGTGCCGTTCAITCGGCEECC—————— ACGGCG--—--—-—- GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAAGTGTGATGC———————————————————- AGCACCAGCAGCAGHNIINEC-————- AAC——————————————— - S GGAC---AAEGE
ldrosim2|[3r:817554-817788 - ldsi 32437||AGRITGAGCGGAAAGTACCGCCAGTACTTf§CGGTCTCAGC-—--—————--~- GGATGCACCCGTACGCGG--——-—--—-—- CGG--————————————- CCGC----CTEECTCAACTTEECAGCCECCECEGCTGCHGCCG-———————- ccacac-----—--——————- CTCGTTTGTGCCGTICARTCCECEECC—————~ ACGGCG--—--—-—- GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAAGTGTGATGC———————————————————- AGCACCAGCAGCAGHINIINEC-—--—- N N S GGAC---AAGE
|dm3 lchrsr:910066-910291 - ldme 377 |[aGTTGAGCGGAAAGTACCGCCAGTACTTECGGTCRCAGC-—--———————- GGATGCACCCGTACGCGG--——-—--—-—- CGG--=———=————————- CCGC----CTEEETCARCTTEECAGECEECEEEGCTGCCGCCG-——————— - cdcaGac---—-—--——————- CTCGTTTGTGCCGTICAITCEECEECC——-—-~ ACGGCG-----—--- GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAAGTGTGATGC———————————————————- AGCACCAGCAG—----- C-—--—- AAC———————————— - O — —m oo GGAC---AAEGE
droEugl|scf7180000409759:861140- ACTGAGCGGARAGTACCGCCAGTACTTlgCGHTClcAGC—--—-—————-- GGATGCACCCGTARGCGG---—-—-—-—-- CGG-—-—-—————————- CCGC----gTEEETCAACTTGECACCCECCECCGCTGCCGCCG-———————— GRCAGAC-—-—-—————————- WrcljrTldcTeccoTIcaldcTeeeceecc--—--- ACGGCG---—----- GTGGCGGCCACGCCIACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAARGTGTGATGC———————————————————- Eccaldcacecaceag------ cl AC-—————m oo oo - - - anlGcaci¥AclEd)
861377 -
droBial|scf7180000302411:644851- AG[ETGAGCGGAAAGTACCGCCAGTACTT/gCGGTCMCAGC-—-—-———-—-—- GGATGCARcCrAlGCGG-—-—----—-—- S CCGC----CTCECTCARCHTCECACCCCCMMCGCTGCCGCCG—-——————~ GACAGAC---—=-—=——-—-———-— cTcidrTlecrcccoTICAECTCGECEECC-—— -~ ACHGCG--------- GIGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAAGTGTGATGC -~~~ ————=———=——————— INESINGTY - - - € - - - EEEE C—-—--- AAC--—----—-—-—-— - - R e GGAC---AAGE
645070 -
droTakl|scf7180000415789:614376- AGTTGAGCGGAAAGTACCGCCAGTANeTlEcGGTCcaGC-—-—-—---—-—- GGATGCARccraAfcclG----------—- CGG—-————————————— CCGC----WTCECTCAACI NI CCCLICRRMCCECCGCTGCCGCG--——-—-—- GACARIAC-—-—-————— - CTCHTTTGTGCCGTTCATCCGGCGGCC———-~~ ACGGCG--------- GICGGCCACGCCCACATTCCAGCACCTGCCY---CAGATCTCCTGCTACAAMGTGTGATGC-——————————=————————— GG AGEIINE - - - EEEEE C—-—-—- AAC-————————m—mmm o - GGAC---AAlGE
614598 -
droElel|scf7180000491104:2701973— acldTcacceaaacTaccalgcacTacTTlcGGTCcAGC - - - - - - - ——- GGATGCACCCGTARGCGG---—--—-—-—-- CGG-=—-=—-—————————- CCGC----CTEECTCAACTTEECEecceccedi\ccilcccacpe-—------- GACAGAC---—-—-———————- ErcrrreTeccoTICAlTCCeCC - - it - — = == == == it G CCACGCCCACATTCCAGCACCTGCCG--—-CAGATCTCCTGCTARWAATGTGTGATGC———————————————————— AGCAECA R — — - —— B-—--—-- - - - -—-—-—-———-——————- - GGACAACGGCAACAGCAGC A e e - - -CEEENGCAG]
2702192 -
droRhol|lsc£7180000779558:37735-37945 af¥drcaccecaacTaccalgcacTacTTlgcceTCdcace - - - - - - —-- GGATGCARMCCGTACGCGG-—-—-—-—-——— CGG-—-—-—————————- CCGC----CTEECTCAACTTCECACCCECCECCGCTGCCGCHG-—-—-—--- GACAGAC---—-—-———————- ErcerTldcTecceTIcAlecTCeeCC - ———- i - — = === === it GCCACGCCCACATTCCAGCACCTGCCG--—-CAGATCTCCTGCTACAAGTGTGATGC———————————————————— AGCAECA R — — ——— B-—--—-- - - —-—-——————————————- - GGACAACGGCAACAG e - - —-EEE- - Ccag]
droFicl|scf7180000453850:254188- AG[ETGAGCGGAAAGTACCGCCAGTACTTENGGTClgcAG:-—----—-—-—- GGATGCACCCGTACGCGG-—=-—-—-——=—- CGG—=-=——=—=———————— CCGC----CTCECHEARCTTCECMECCECCEEEGCTGCCGCG---—-—-—- GACAGAC---—=-———-—-———-— ErcerTlcTcecceTICAECTCGECEGCH-—-—-- ACGGCG-----—--- GI/lCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAAMGTGTGATGC-—————————=——=———————— AGCAECAGCAGCAGHEM--fgc------ Eng------ - A GGACAACGGCAACA e - - - e
254426 -
droKik1|scf7180000302634:592859- acercacccaaacraccalgcacracrlgccerccact:--------—--- caTceafjcceTAlGCGG-—-—-—--—-—-—- CGG--——=——————————— CCGC----CTCECTCAACHTGECAGCCELHGCGCTGCCGCCG--——————- GECAGAC--——-—————————— ErcfrrreTccoTrfallcTceeceeec-—-—-- acilecG--------- GTGGCGGCCACGCCCACATTCCAGCACCTGCCG---CAGATCTCCTGCTACAAMGTGTGATGC-—————————————=—————— AcirEcAGCACH-—-—-- C—-—--- Adc------— - B e GGAC---An|-
593081 -
droAna3|scaffold 13340:23109574- dan 4055 |aclrcaccecaacTacicldcacTacrTlgccerclgcace -I\GGACAAAGGCAACAGCAACATAAGCAGCAGCCGAAGCAGAAGCEEN- - - -BE¥NGCCd
23109827 -
droBipl|scf7180000396395:117194- AGETGAGCGGEAAGTACCGECAGTACTTECcGGTClgcAGE -I\GGACAAAGGCAACAGCAACATAAGCAGCAGCCGAAGCAGAAGCAGA
117465 -
EEE l2:21905606-21905829 + ldps 3837 |[acireaccecdaacraccccacTacrfgeddrclcace
|droper2|scaffold 3:4687036-4687259 | |acBreacced@ancTaccegcacracrigccirclicacc Gl sl ,-iti|Llioo GCAR- - - -
droWil2|lscf2 1100000004943:13032068-||dwi 5421 |afdrTcaciccEaarTaficcijcaldrafirTlceiircilcace IS A AA TTGTCATCGAATTGCTACAIGGACAACAACAACA A e An--BEE- - - A
13032348 +
drovir3|scaffold 12855:7979085- dvi 24659|acrcaccccarldraficcccaldraifdrldccicldcace--------- e cleaTccaplccleraccchclaNe- - -HedaXecae = R e - - —-EEE-Icax]
7979313 +
droMoj3|scaffold 6540:23216825- dmo 3161 (acErcaciccarracceecaldraifdrfdcc@iccace--------- ATCECINDNTdeCidNefelon € CAGCAGCGGCGGUeEEEREE T ccGe----CTECTES YT\ CACCEcCCEC oV cillec - — - — - —--- cicldcgc---------—--—--- frcerrreTeccrrcEaNicceceecE--—--- Acciicclae e —-c\ccoaciXeccecilacaTrccacealeToclle- - -callaTcTeccTecTacaaldeTeToATC - - - - - - - - - oo ieciiccailcacall-—-—-- B------ - - - -—-—-—-———-——————- — R e ettt - - - TREEINACAG
23217065 +
droGri2|scaffold 15074:4570501- AGTTGAGCGGEAARTAlCCldcAlNT AT Tlec GE¥AClEc A G CINS NI XTI N Gl TG C Afic 8T AfG CLAC NI XTI NS Xe C G cllelel Xeler Nl Xelor.Xe LG cIXelelc TEEC e
4570767 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:1255606-1255833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:1255606-1255833
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1786.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:1183249-1183477
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_59.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:1033569-1033803
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1834.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:817554-817788
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32437.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:910066-910291
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_377.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:861140-861377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:644851-645070
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415789:614376-614598
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:2701973-2702192
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779558:37735-37945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453850:254188-254426
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:592859-593081
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:23109574-23109827
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4055.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396395:117194-117465
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21905606-21905829
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3837.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4687036-4687259
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:13032068-13032348
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:7979085-7979313
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24659.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:23216825-23217065
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3161.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:4570501-4570767
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Genomic Position 20 51 50 23 @
Size Condition
Hairpin partition -#- Sense - Antisense Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE 16375-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads ' show mid mismatch reads H
M043
M056 V058 V046 V052/v120
TAGGTATTGGGATGCCATAGTGGGGACAGTGTTGCAAAGGGCATAGCGAGTGATTGCATTGGCTGCCAGTGTTGGGAGAGGCATGGCAAGGCAGTGGCAGTTAATGCAGTGCTCCAAAGTGCTTATCAAAAACACATGAATAACTGATGGTCGTTGCTTCATAT female
Read # Hit |Total body embryo head embryo head male
AR R R s I N N N N N N O O 1)) )N e )Y e khkkkkkhkkhkkkhkhkkkkkkkkkkkkkkkkkkkkkx**x*x | gjize Mismatch Count Norm Total body
.................................................. TGAT TG AT T GG T G CAG TG T T v v e e e e e e et e e e et e e e e e e e e e e e e e e e e te e e te ettt ettt et et e s i e eieeanee 23 0 1 10.00 10 1 4 2 1 1 1
.................................................. TGAT TG AT TGGC T G C ARG TG T -« « v e e e e e e e e e e a e e e ae e e ae e e ae e s ae s saeeseeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeaeeeneeeaeennanaa22 0 1 2.00 2 0 0 2 0 0 0
.................................................. ey N Jeto)- N el elol el ofo7-Ne: e AP~ 2 B 1 1.00 1 0 1 0 0 0 0
.................................................. T GA T TGl AT TGGC T Gl C A G T« v v v v e v e e e e e e o e o e e e e e s o e o s aeaeneeeeeeeseseeaeeeaeeeeeeesesosoeeaeaeeeeeeesesenoeeneaseaeeeeanas 20 0 1 1.00 1 1 0 0 0 0 0
.................................................. TGAT TG AT TGGC T G CAGT G e v v v e e e e e e e e ae e e ae e e aeeaaneeaneeneeeaeeeaneeeaeeeaeeeeeeeoeasoeeeeeaeoeeeoaaeenaeeaneannaaaaa2l 0 1 1.00 1 0 0 1 0 0 0
........................................................................................... CAGTGGCAGT TAATGCAG TG Tt v v v v et ee e tee s teeeeeeeeeeeoeeeenaeeonaennaennananaa22 0 1 1.00 1 0 1 0 0 0 0
........................................................................................... of:Xeli JefelorNelih 0-V-GieToy-Ne i e o - [N P S 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
V120
ATCCATAACCCTACGGTATCACCCCTGTCACAACGTTTCCCGTATCGCTCACTAACGTAACCGACGGTCACAACCCTCTCCGTACCGTTCCGTCACCGTCAATTACGTCACGAGGTTTCACGAATAGTTTTTGTGTACTTATTGACTACCAGCAACGAAGTATA
Read # Hit |Total male
AR R AR R R s N N O N N N N O O 1)) DI e )Y e Kkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk**k** gjze Mismatch Count Norm Total body

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Conservation

3640350 3640300 3640250
Genomic Position

Hairpin partition Mature Star

Species|/ Coordinate ID Alignment
ldrovak3|x:3640220-3640383 - |dya_8é|TAGGTATTGG----- GATGCCATAGT---GGGGACAGTGTTGCAA--——-———————~- AG-——-————————————- GGCATAGCGAGTGA-—--TTGCATTG--GCTG-———-————————————————————~———— CCAGTGTTGGGAGAGGCA-TGGCA—————— === === = — = — =~ — o o AGGEAGTEECACTTAATCCACTCCTCCARAAGTGCTTAT CAAAA-ACACA————————————T—————GAAT—————— = — =~ — = — = o o AACTGATGGTCGTTGCTTCATAT]|
droEre2|scaffold 4690:2178158- CGElea T -jUeleEEEE GATGCCARAGT---L\GGGACAGTGTTGCAA--—-—-—————-- AG-—-——————————— - cGeaTacycEcTeag-- - \ar TN e refe- - - - - - - - G TG T T Gl8GAGAGE CA-TGGCA— =~ == == == — - — - m oo AGGEACT N CACTERATNCACTICTecArAclgccTTAE A e - AldacA- - - - - - - - B A G TGAG A A G e aacehrilceriicTiNGcTidcAldaT
2178330 +
ldrosec2|scaffold 4:1938830-1938950 - | e ——— - B [ - - -AcccABAGTGTTGAA -~~~ -~ ——————- AG-—==—==—==—=————- GGCATAGHGAGTGER---TTGCARTA--Ferc-A---------—- - BERGTCT TR CEGGCA-TGRCA -~~~ ==~ —m e ARG TCECACEAATNCAGTGCTECAAACEGCTTAREA A Alle A i - -~ — - —————— [ _ _ _ _ I 2
ldrosim2|x:4480355-4480530 + | NeccYlTcG-—--- calccallacle---MeceagacTGeTTGCAA- -~ - - - - - - —- AG-—-—————————————— GGCATAGWGAGT G- --TTecaAETN--erce-N--- - - - EC TG T TGl AClEGGCA—T GG A~~~ —— = — = ———m oo F\ciacTeccaceAATINCAGTECTECAAncEcCT TAMA Al Enlla -G IN NIV Ve i gy ¥ s p 9 - - - - - - AACTGARNGGTCGT TG TAT|
|dm3 lchrx:4805225-4805390 + | |Eccgrce--—-- caTccal¥ecE- --ccorlgacTeTToCAR - -~ - - - - - — - AG-—=—————————— - GGCATAGHGAGTCEE---TTecAETN--[erchy-\-—-—-——— - - - - G TG T TG AGAGGCA-TGGC A~ — === === == — =~ — = — o BCINACTCCCACIEAATNCACTCCTecArACgcCT TASRA A /e A EAlA - — - - - LV TNNNE T - — - - A AT - AACTGARGGTCCT T TA T |
droEugl|lscf7180000409548:609164— GCAAJNNCGAAREEEINSNEle T G - TAISERIA A A TENINEITe CiiC AL R T AG-—-—-———————————- CTONI A T A T A A - — - — - — — e A e T A - - —CilelicE T TINEINA A [FFNA A E T/
609377 +
droBiallscf7180000301760:137362- ccalgciNiccaEEEE Xile TG C - INECEREA » A TIYA INEIElic C A G CREEEEEE e S GlCler e — - —-Erccal¥ - -Xelrgle-R- - - - - - -EileiliTEAGTTETINIA AT
137464 +
droTakl|[scf7180000414562:10637-10694 GGEcal-a[de
+
droElel|sc£7180000486339:418-475 + || |B2clr 2 edcl----- GATHCCRTEGE- - -HcRcicEBc THSecEEA
droRhol|scf7180000778192:28329-28424 ANAEcchiliic A EEEE FAClETaGCINECERECdeANAMNA A
droFicl|scf7180000453488:33435-33528 Geagcccde
+
droKik1|scf7180000302544:232725- TAC———
A AT AT
droAna3|scaffold 12916:4222620- licccGT-Gecaccaaac----HerEcrecald--------—-—---]
4222684 -
droBipl|lscf7180000396413:1967786- iGlEn CINlife A BEEE A IV CGAC - IATCREEICA - - - - - - - ACIEl6 TGACAAATGGC TREE - - R TN - - -cccaldaldcclelTea--—-[grcilarTel- -[ShiThi
1967883 -
EEE 4_groupl:1596420-1596532 - | |ccldeciccEr

ldroper2|scaffold 25:78822-78901 - |

|cRrEcRceaE

droWil2fscf2 1100000004902:11780751~-

11780767 +
droVir3|lscaffold 13042:2675977~ aTldelccclen)
2676040 +
droMoj3|lscaffold 6500:27938576- GTETIGGC - - gl -C-Alel- - ECRREIAR - - - - - - - - - - - - - SRR T/8GGCCCAGCAGTGCCGGCECUNGCETECECETRERNIGEONEIATE - - - - EEEEEEEEE PR e e e e e e - - -EcehicieleccTceldecruieleec
27938661 +
droGri2|lscaffold 15252:9336484- AATG-----]
9336583 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:3640220-3640383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:3640220-3640383
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_86.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:2178158-2178330
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:1938830-1938950
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:4480355-4480530
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4805225-4805390
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409548:609164-609377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:137362-137464
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414562:10637-10694
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000486339:418-475
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778192:28329-28424
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453488:33435-33528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302544:232725-232727
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:4222620-4222684
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:1967786-1967883
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:1596420-1596532
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_25:78822-78901
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:11780751-11780767
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:2675977-2676040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:27938576-27938661
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:9336484-9336583
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Genomic Position 20 21 - 03 & | | | |
Size Condition 7,836,400 7,836,450 7,836,500 7,836,550
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
dya_1799_annot [-254]
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE17094-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M056 V058 M026 V046 V052
AATTAGAAATAACAATGTAAGCGGGAACTTGTTCTGAAAGACCCAAAATAAGAGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTCAAGCATCGCTCGACTTCAGAGCCTCAACATTACGCCTAGAGAACGACAACAGCTTTAGATCAATGCGACCCCGCTTAGGAATCGAGAATTGG female
Read # Hit |Total embryo head head body |embryo head
Ihkhkkhkhkhkkkhkkkkkkkkhkkkkkkkkhkkkkkkkkkkkkrkkkk R R N Y A (T 1)))))) D) e )] ) D)) ) ) ))))))))) LKk kkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*x* 5jze Mismatch Count Norm Total
.............................................................. GATGGGACTCGTCTAGARCGAGT « « ¢ e e et et et et et et et ettt e e et et e e et e e e ettt e e et e e e et e e e et e ettt e ettt e e 230 1 2.00 2 2 0 0 0 0 0
..................................................................................... GGAAATTCAAGCATCGCTCGAC « « e e v e e e e ee e ee e e e e e et e e e e et e e e e e e e eeenaeaaenaenaenaenaennennenaaaa22 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................................... TAGATCAATGCGACCCCGC. « vt v veeeneunenan. 19 0 1 1.00 1 1 0 0 0 0 0
.............................................................................................. AGCATCGCTCGACTTCAGAGCC .+« v e e e ettt et et e e et e et ettt et et e ettt e eie e 22 0 1 1.00 1 1 0 0 0 0 0
................................................................................................... CGCTCGACTTCAGAGCCTCARC . « v v e e e et et e eete e et e e et e e et e et ta e taenenaeaenneaeneea22 0 1 1.00 1 1 0 0 0 0 0
............................................................................. &0V ol ey Nelieley. V.V N i o0V NeT P2 o N O 1 1.00 1 1 0 0 0 0 0
..................................................................................... GGAAATTCAAGCATCGCTCGA . + ¢ v e ettt e e et et e et ee e et e e et e et e e entae e eneeeeneaetaeneeaenenneaeneea 2l 0 1 1.00 1 1 0 0 0 0 0
......... TAACAATGTARGCGGGAACTTG « « « « e e v et ettt et e e et e e e et et e e et e et e et e e et et e e et e et e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 220 1 1.00 1 0 0 0 0 1 0
............................................................... ATGGGACTCGTCTAGAACGA  « « e e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eae e eaeeeenaenaenaenaenaeanenaena 20 0 1 1.00 1 0 0 1 0 0 0
.............................................................. GATGGGACTCGTCTAGARCGA . « « « e e ettt e e e et e e et et e e et et et et e e et et ettt e e et e ettt e e et e et ee e ettt ea e 200 1 1.00 1 0 0 0 1 0 0
............................................. ARAATAAGAGGTGGTAGTGATGGGACT « « o+« e et e et et e et e et et e et e e et e e et et et e e et e e e e e e et e e et et te e et te e te e eaeenaeaenaenaenaenaenaenaa 26 0 1 1.00 1 1 0 0 0 0 0
............................................................... ATGGGACTCGTCTAGARCGAG « « + ¢ e e v et et et e e e ettt et et et ettt et e ettt e e ettt e et e e ettt e e ettt e ettt ettt e 200 1 1.00 1 0 0 0 0 0 1
...................................................................................................... TCGACTTCAGAGCCTCAACAT . + ¢ e v et e et e e ta et e ea e e eaeneeaeneneeaeneeaenenneaeneeaenan2l 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
M043
V058
TTAATCTTTATTGTTACATTCGCCCTTGAACAAGACTTTCTGGGTTTTATTCTCCACCATCACTACCCTGAGCAGATCTTGCTCACCT TTAAGT TCGTAGCGAGCTGAAGTCTCGGAGTTGTAATGCGGATCTCTTGCTGTTGTCGAAATCTAGTTACGCTGGGGCGAATCCTTAGCTCTTAACC female
Read # Hit |Total body head
Ik kAR Ak kkhk kAR A Ak khk kA Ak hkkhkk Ak kkkkkkkkkkkkkkhkhkrrh R N N N Y T € € T 1)1))N)) L))o )))))) ) )))))))))) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x** 5jze Mismatch Count Norm Total
........................................................................................................ CTGAAGTCTCGGAGTTGTAAT . « « e e e e e ee e e et e te et e e e et te e eeaeneaeaenneaenea 2l 0 1 1.00 1 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|x:7836399-7836583 + ldya 1799 |lA-ATTAGAAA---TAACAATGTA-AGC--GGGAACTTGTTCTGAAAGACCCAA----A--ATAA--G-AGGTGGTAGTGATGGCACTCCTCTAGAACGAGTGGAAATTC-- ARCGCATCECTCC ACTICAGAGCCT CAACATTACGCCT-AGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGA-— - - ATCGAGA-—--—--——-~— ATTGG
droEre2|scaffold 4690:13329656- der 1524 |([@-BrTACKEEE- -~ TTE-AGC--GGGAACTTGTTCTGAAAGACCCAA--—-A--[8TlA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC - - ARGCATCEGCTCC-ACTTCAGAGCC T CAACATTACGCCT-AGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGA-—— -~ ATCGlgGA---—-—---- ARG
13329835 -
droSec2|lscaffold 20:193500-193680 ||dse 1847 |AATEAGARE--—Tn/ChRmOINT A-AGC--GGGAACTTGETCTGAAAGACCC@A-—--A--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC - - ARGCATCECTCC-ACTTCAGAGCCTCAACAT TACGCCT-AGAGAAC-GAC-ARCAGEET -- TAGATCAITGCGACCCCGCTTAGGA-———- afdccaca-—-—-—-—-- Agrc}
+
ldrosim2|jx:12890278-12890458 + lasi 32459 |[ARATRAGARE- - - AT A - AGC - -GGGAACT TGETCTGAAAGACCC/8A- - —-A--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAAATTC- - ARGCATCECTCE ACTTCAGAGCC T CAACAT TACGCCT-AGAGAAC-GAC-AICAGETT--TAGATCAWTGCGACCCCGCTTAGHA----- AlcallA - - -——————- ATTGH |
|dm3 llchrx:13553560-13553740 + |dme 424 |[aA-ATRacA - - eI A-AGC--GGGAACTTGETCTGARAGACCCEA----A--ATAA--G-AGGTGGTAGTGATGGCGACTCCTCTAGAANGACTGGAAATTCIY- ARGCATCECTCE-ACTTCAGAGCCE T CAACATTACGCCT-AGAGAAC-GAC-ACAGET T--TAGATCANTGCGANCCCGCTTAGGA-———- ARCGAGA--—---—--- ARITGR |
droEugl|lscf7180000408958:35922~ A-ErTEc - - A R TI T A~ AGC - - GGGAACTTGTTCTGAAAGACClEAA - - — - A ATA AN A GG TGGTAGTGATGGGACTCGTCTAGAACGAGT GGAAAT TC - - ARGCATCCCTCE=ACTICACGAGCET CAACATTACGCCT-AGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGAGN A TCGAGH- - - - N XTI Le T GIY
36115 -
droBialllscf7180000302041:563675- A-ATTAGE R~ [~/ T GTA-AGC--GGGAACTTGT TCTGAAAGACCC/EA----[8--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGT GGAAATTC - - [PAGCCMECECTCE=ACTTCACACCET CAECAT TACGCCT-AGAGAAC-GAC-ACAGCTT--TAGATCAATGCGACCCCGCTTAGGS-—-—- arci¥ece---------- I\cc-f8
563852 +
droTakl|scf7180000414393:30815- -l - I SR T G TA- AGC— - GGGAACTTGTTCTGAAAGACCEAA - - - —[8--[TAA--G-AGGTGGTAGTGATGGCACTCCTCTAGAACGAGTGGAAAT TC- - ARGC[ETCCCTCETACT I CAGAGCET CAACATTACGCCT-AGAGAAC-GAC-AACAGCTT—-TAGATCAATGCGACCCCGCTTAGGA- - ——— FNIIgNA TA TA T TRGCCCIACIE
30999 -
droElell|lscf7180000491044:215070- A-ATTAGA - TN A R TINT A~ AGC-~GGGAACTTGT TCTGAAAGACCCHA----A--ATAA--G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGT GGAANT TC - - ARGCATIIGCTCEC-ACTTCAGAGCCT CAACAT TACGCCT-AGEGAAC-GACKARAGC TT-- TAGATCAATGCGACCCCGCTTAGGA-———- ATCGAGA--INE-EFaXerETGG
215257 +
droRhol|lscf7180000779510:38394- A-ETTAckEE- - - R TG TA-AGC--GGGAACTTGTTCTGAAAGACCCHA—-—-A--ATAA--G-AGGTGGTAGTGATGGCACTCCTCTAGAACGAGTGGEANT TEY- - ARGCATCECTCE-ACTTCACGAGCCT CAACATTACGCCT-AGAGAAC-GAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGA--——— acoach- -k Ercc
38579 +
droFicl|scf7180000454073:1442997~- A-ErTAGA - - - e Ti{eA - AGC - -GGGAACT TGT TCTGAAAGARCCAA- - - - AT AA - -G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGT GGAANT TC- - ARGCATCCCTCE-ACTTCAGAGCCTCAACATTACGCCT -AGAGAACGAC-AACAGCTT--TAGATCAATGCGACCCCGCTTAGGA-———— ATCGAGH--[X- X\ fdTGG
1443184 +
droKikl|scf7180000302698:307806~- - e — — — i T 7, ~ AGC — - GGGAACTTGTTC TGAAAGACCCAANINAIN- ATAA - - G- AGGTGGTAGTGATGGGACTCGTCTAGAACGAGTGGAANT TEY- - ARGCATCECTCEACTICACGAGCET CAACATTACGCCT-AGAGAAC-GAC-AACARTT- - TAGATCAATGCGACCCCGCTTAGGA- - ——— GIITIE - - - EEEE R Bridcc
307975 -
droAna3|lscaffold 13334:472140- dan 4039 |n-| - - - T GleA - AGC - ~-GGGAACTTGTTCTGAAAGARCIAA - - l- T AA - -G-AGGTGGTAGTGATGGGACTCGTCTAGAACGAGT GGAANT TN - EACCATCECTCC-ACTTCAGAGCC T CAACATTACGCCTHAGAGAANNGAC-AACAGCTT--TAGATCAATGCAlcCCGCTTAGGA- - - - ngcdea-----—---- GCCTE
472316 +
droBipl|scf7180000396431:1081237- A-ARTAGANAIYT A A DT T ANAGC - ~GGGAACTTGT TCTGAAAGARCCAA - - - -[XelleA A - - G- AGGTGGTAGTGATGGGACTCGTCTAGAACGAGT GGAANT THe - ARGCATIIGCTCE=ACTTCAGAGCET CAACAT TACGCCT-AGAGACENGAC-AACAGC TTRRITAGATCAA TGLXSACCCGCT TR - —— — - - — - — - ----8
1081413 -
dp5 |IXL_group3b:100229-100389 +|dps 110 |AEarErcEmm---Te Immayia-AcCEcGCHACTTGTTHTGAAAGARCIMA - - - - -Feaa- - G- Eclir 66 TAGTEATCECACTCCTCTAGAACCACRGGAANT TC - - AN NCATIEETCEACTHCAGAGCC T CAACATTACGCCT-AGAGAAC - Glal-AlfcacC TT- - TG ARC ART Gl C C R - - - - - — - — - --—--]
droPer2|lscaffold 56:124035-124186 ||dpe 157 |AEATEACEEE---TEA RN~ -AGCEGGCHACTTGT TRTGAAAGANCEA - - - -l -era- - G- EGlTGGTAGTGATGGGACTCGTCTAGAACCAGEGGAANT TC- - ARINCATIIGCTCE=ACTTCAGAGCE T CAACAT TACGCCT-AGAGAAC-GE- AlCAGC TT- - TG A o A e ittt — — — — - — - — - - -—--]
+
drovir3|iscaffold 12970:5369119=  |dvi 24642 | -~ e~ B~ ~ Bt leeteteletetetel  ~ ~ ~ |~ ~ miatalel -~ M~ WA C2\C G TAGT GATGGGACT C Y ECTAGAACGAGT GG A AL Th - - AN AT O T A A A GO T C G C A T T A C G L T~ A G A G A A g e e~ ~ ettt ~ ~ ~ ~ ~ ettt ~~ ~~ =~~~ =~ L]
5369203 -
Rl e i R e =
4951833 -
GroGriz|scaffold 15203:9467764- |aur 467 | I I D IEEEEETESSSS BB B BN 1 1GATGECACICIYICTAGARCGACT G AN TN} RECAITICICREACTICABABE0  CAECA T TACCCCT-ACACA e I T D =
9467849 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:7836399-7836583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:7836399-7836583
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1799.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:13329656-13329835
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1524.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_20:193500-193680
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1847.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:12890278-12890458
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32459.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:13553560-13553740
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_424.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408958:35922-36115
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302041:563675-563852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414393:30815-30999
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491044:215070-215257
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779510:38394-38579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1442997-1443184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302698:307806-307975
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13334:472140-472316
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4039.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396431:1081237-1081413
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3b:100229-100389
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_110.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_56:124035-124186
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_157.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:5369119-5369203
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_15203:9467764-9467849
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_467.html
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Show Alternate Folds H
Flybase annnotation
CDS [Dyak\GE20080-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
MO056 (V120 M026 V058
AACGAGGCAGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCGGGGACCTGCGCGAGATTGGCAAGCGACTGGTGGCGATGGAGAAGARAAACCCGACGCGGCCGCGCATTGCCATCCTCACGCAGGGCTGCGATCCTGTGCTGCTTATTCAGCAGGAT TCGGTGCAGGAGTTCCCGGTCACG female
Read # Hit |Total embryo male body |head head
I L N N N TN T N T N T N T 1)) NI NN AN IINI)) e )))).))))) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total body
.......................................................... GCGAGATTGGCAAGCGACTGGTGGC ¢ & ¢ v v v e e et te e e e et et e e e e et et e et e e e et et e e et ettt e e ettt e ettt ettt te e ettt ea i eiaeneneeaea 25 0 1 2.00 2 2 0 0 0 0
................................................. efeleyNoto)i Jeteletofed N}V il cle] oy V. NP -3 BN O 1 1.00 1 1 0 0 0 0
............................................................ GAGATTGGCAAGCGACTGGTGGC « ¢ e e v et et e et et et et et et et e et et e e e e et e e e e e e e e et e et e e e e et e e et e e e et ettt e e e 230 1 1.00 1 0 1 0 0 0
.............................................................. GATTGGCAAGCGACTGGTGGCG + « « ¢ e v e e e e e e e et e e e e e e e e e e et e e et e e e e e e e e et e e et e e e e e e et e e eae e eneaetaeneeaeneaaeaenneaeneeaa22 0 1 1.00 1 1 0 0 0 0
......................................................................................................................................................... ATTCAGCAGGATTCGGTGCAGGAGTTCCC. ...... 29 0 1 1.00 1 0 1 0 0 0
................................................................................... GATGGAGAAGAAARACCCGACGCGGC . « & v v e e et ee e et e te e et e te e et e e et e e e et e et e e eeeeneaaeaeneeaeneaaenenneaaa 26 O 1 1.00 1 1 0 0 0 0
................................................................................................................................... GGGCTGCGATCCTGTGCTGC e v v v vt et e e eeeeeeeeeeeaenennenenaeaes 20 0 1 1.00 1 0 0 1 0 0
....................................................................................................................... CATCCTCACGCAGGGCTGC . ¢ v v v et et e teee e e e eee e eneeeaeneeaenenaenenneaea 19 0 1 1.00 1 0 0 1 0 0
......................................................................................... GAAGAAAAACCCGACGCGGCCGCGC « & v v e e e e e e ee e et et e e e e et e et e e e e e e eaeeaeneaaeneaaeaeneaaeneeaenea25 0 1 1.00 1 0 0 1 0 0
.................................................................................................................................................................... TTCGGTGCAGGAGTTCCC....... 18 0 1 1.00 1 1 0 0 0 0
............................................................... ATTGGCARGCGACTGGTGGC - « « v e e e et e et ee e et et e e m e et e e et e e a e et et et e e et e et e e e et e et e e et eeneaetaeneeaeneaaeaenneaenea 20 0 1 1.00 1 0 1 0 0 0
.................................................................. GGCAAGCGACTGGTGGCGATGGA - - « -+« e e e e st e e et e e a s e ee e atoe e asaaseeasoesaeaseeeasoeeaeaseeeasoeenasaneeensoaensaneacancarnaaneaaa23 0 1 1.00 1 0 0 1 0 0
...................................................................................................................... CCATCCTCACGCAGGGCTGCG . « v vt et et teea e e e et teeneeenenneaeneeaenenaenea 2 0 1 1.00 1 0 0 1 0 0
................................................................................................................................................................ AGGATTCGGTGCAGGAGTTCCC....... 22 0 1 1.00 1 0 0 1 0 0
............................................................. AGATTGGCAAGCGACTGGTGGCG . « « « « « o e e s s e oo s as e e oo na s o easansosasoneesaseesasonessaseesasoaessassesasoasnsassosasoasesasseseasaas23 0 1 1.00 1 0 1 0 0 0
......................................................................... GACTGGTGGCGATGGAGARAGARARACC .+« « e e v et ettt et et et et et et ettt e e et et ettt e e et ettt ettt ettt ieeaeneeaeneeae 2T 0 1 1.00 1 1 0 0 0 0
................................................................................................................... TTGCCATCCTCACGCAGGGCTGCGATC T e ¢ v e e e e ee e e eeaeeeaeeeaenenacaenneaenaeae29 0 1 1.00 1 0 1 0 0 0
........................................................................... Shielehielelel el N ey Ve VNl NN PR A BN o 1 1.00 1 0 1 0 0 0
................................................................ iielele V. Neto]ey.Noliele e clo PP - BN 1 1.00 1 0 1 0 0 0
........................................................................................................................ ATCCTCACGCAGGGCTGCGATCCTGTGCT « v v v v v e ea e e e e eneeenenecaenenncnenaeaas 29 0 1 1.00 1 1 0 0 0 0
.......................................................... GCGAGATTGGCARGCGACTGGT « « + ¢ e e v e e ettt et e e et e e et et e e e e ettt e e e e et ettt e e et e e e et e ettt e ettt e ettt et 220 1 1.00 1 0 0 1 0 0
......... & NeTelo o). Ne et ol ol Jor e o ol .V e NN 2 I 1 1.00 1 1 0 0 0 0
NN efe N el ol TN ete e 7N et P 20 0 1 1.00 1 1 0 0 0 0
................................................................................... GATGGAGAAGAAARACCCGACGCGGCTCG .+« v e e e e et e et e et et e e et e e et e e ettt e e et te et ee et eaeneaeneaeaenaeae 28 0 1 1.00 1 0 0 0 1 0
Anti-sense strand reads
M043
V058 V120 V046
TTGCTCCGTCTCCGAGTCCGGAAGCGGCTCCGGGTCGTCACCGGGTCGCCCCTGGACGCGCTCTAACCGTTCGCTGACCACCGCTACCTCTTCTTTTTGGGCTGCGCCGGCGCGTAACGGTAGGAGTGCGTCCCGACGCTAGGACACGACGAATAAGTCGTCCTAAGCCACGTCCTCAAGGGCCAGTGC female
Read # Hit |Total body head male embryo
A e e N N N R T T N I N T N T T D)) )N ININ NI e )))).))))) ..  kkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
............................................................................................................. GCGCGTAACGGTAGGAGTGCGTC .+« e e et e te et e et e teeneeeneneeaeneeaeneneeaeneeaenea. 23 0 1 1.00 1 0 0 1 0
....................................................................................................................... GTAGGAGTGCGTCCCGACGCT . + v vt ettt ee et e e e ee e eneeneneeaenennenenaeaes 2l 0 1 1.00 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
l[drovak3|[31.:13092479-13092667 - |dya 1798 |[rACGAGGCAGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCECEAGATTGECAAGCCACTGCTGECGATGGAGAAGAAAAACCCGACGCGGCCGCGCATTGCAATCCTCACCCACEECTECCATCCTGTGCTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG |
droEre2|scaffold 4784:13021109- der 1523 [|AACGAGGCGAGGCTCAGGCCTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCCAGATTGGCAAGCGACTGGTGGCGATGGAGAAGAAAAACCCGACGCGRCCGCGCATTGCEATCCTCACCECACEEITECGATCCTGTGCTGCTMAT@CAGCAGGA-—-TTCGGTGCAGGAGTTCCCGGTCACG
13021297 -
ldrosec2|scaffold 0:5185161-5185349 -|dse 1846 |[aaccacccfg§eacecTCAGHCETTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCECCACATTGCCAACCCANTGGTCECGATGGAGAAGARARACCCGECGCGGCCGCGCATTGCERATICECACCCACCEETEEGAT CCTGTICTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG |
|drosim2|31:12704025-12704213 - ldsi 32458 |[AACGAGGCHHGAGGCTCAGGCgT TCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCCACATTCECAAGCCANTCETCGCGATGGAGAAGAAARACCCGECGCGGCCGCGCATTGCRMICTCACCCACEECTGEGATCCTGTIC TGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG |
lam3 llchr31.:13013576-13013764 -  |dme 245 |[AACGAGGC[EGAGGCTCAGGCETTCGCCGAGGCCCAGCAGTGGCCHAGCG---GGGACCTGCECCACATTCGCAAGCCACTGETCECGATGGAGAAGARAAACCCGACGCGGCCGCGCATTGCOATICTCACCCACGEEETECGATCCTGTICTGCTTATIICAGCAGGA---TTCGGTGCAGGARTTCCCGGTCACG |
droEugl|lscf7180000409711:6101265= AACGAGGCEGAGGCRCARNGCCTTCGCCGAGGCCCAGRANTGGCCIAGHG- - - GGGARC THCCHGAGATTGGCAAGCGIC TGGTGGCGA T GClEeA AINEA A ANCGACGCGGCCGCGCATTGCHATCCTCACCCACEGCTCHGATCCTGTMCTGCTTATCARNCAGGA - - -[§TCGGTRICAGGAGTTCCCGGTCACG
6101453 -
droBialllscf7180000302193:2253856~ AACGAGGCEGAGGCECAGGCCTTCGCCGAGGCCCAGIYETGGCCCAGCG- - -GGGARWCTGCGCGAGATTGGCAAGCEECTGCTGGCGH T EGAA ANl Allc CGlEcGCGGCCGCGCATTGCEATIECTCACCCACEECTECGARCCGTGCTGC TR TCAGCAGGA- -~ TTCGGTGCAGGAGTTCCCGGTCACG
2254044 -
droTakl|lscf7180000415706:66147-66335 AACGAMClEGAGGCTCAGGCCTTCGCCGAGGCCCAGLYGMT GGCCCAGCG-—-GGGAMC TGCGCCGAGATTGGCAAGCEECTGETEECTGGAAAGNEA AliCcCalcGCGGCCGCGCATTGCEATECTCACCCACEECTECGATCCGTEC TGCT/8ATCAGCAGGA---TCGGTGCAGGAGTTCCCGGTCACG
droElell|lscf7180000491255:1412089- AACGAGGCEGAGGCCAGGCCTTCGCCGAGGCCCAGRABTGGCCCAGCG---GGGAMCTGCECCAGATTGGCAAGCEECTGETCGCGATGGAAAGEA AlicCcGACGeGccldcGeaT TG CEATINCECACGCACEECTECGATCCRGTGCTGC /@A TECAGCAGGA--~TTCGGTGCAGGAGTTCCCGGTCACG
1412277 -
droRhol|sc£7180000769477:967-1151 + | |laaccaceceacecBeaceecrrececeaceeccacPairceccRacec---66eAHCTGCECGAGATTGGCAAGCCACTEETEECGETGoARA ASEA AliccaEcGeaaCCGCGCAT TGCEATNETCACEEACEECTEEGATCCRGTGCTGCTRATRICAGCAGGA---TTCGGTGCAGGAGT TCCCGGT
droFicl|lscf7180000454048:724234— ARNGAGGCHGAGGCECAGGCCTTCGCCGAGLYEACAGLANTGGCCCAGCG---GGGAWCTGCECCAGATTGGCAAGCGACTGCTCGCGATGGARAANGEA rlic CClgcGCGGCCGCGCAT TGCEATNCTCACCCACEECTECCATCCHGT/EC TGCT[8A T CAGCAGGA--~TTCGGTGCAGGAGTTCCCGGTCAC
724422 +
droKikl|lscf7180000302272:666717- anlcaccclgeacaclgecaceecTTiiceccaceeccal¥aiNrcecclgaces---fecalicTocolicacaTTeeCAANCClC TEETGECIA TG AA ALNA A fic colic GeGaeCllc GCAT TG CEATCCTCACCCACCCTCHGA TCCc Tc TG CTA T CAGCAGGA-- - TTCGGTGCAGGANTTCCCGGTCACH)
666905 -
droAna3|lscaffold 13337:4137395- dan 4038 [|AACGAGGC[EGAGGCIECAGGCCTTCGCCGAGGCCCAGINESTGGCCEAGHG---GGGARMCTGCO\GAGATTGGCAAGCEECTCCTCGCCHT/ECARAAGENeA A ClicclicGilccccGeGeAT TG CEATICTCACCCACGEECTOGA TCCGTGCTGC T/ TCAGCAGGA---fTCGGTGCAGGAGTTCCCGGTCACE
4137583 +
droBipl|lscf7180000395450:265900- aaccaceclgeaceclgcalleccecTTeseccaceeccaci¥asrececlgachic - - -6GeARNCTGCOINGAGATTGGCAAGCAECTCCTCGCCHT/eC AlA A Glilen ARNCIRICENNAG cclic GIa T T CEATRICTCACECACECTECcATCCc TGC TG Ty TlCAGCAGGA - - -[@TCGGTGCAGGAGT TCCCGGTCACG
266088 +
EEE |XR_group6:4377266-4377454 - |dps 3829 |[aafcacecBeacecEcaficceT ricclNecccccacEagrceccEalics---McallcTcCECEACATTEECAAGCEHCTGETGGCCET oA ANSEAAlcccccccRccicecaTTccERATNCTNACECACEECTEHGATCcCdcTocTocTEaTEcaccBeca---BreceTiErRcacTTHccGGTCACH |

ldroper2|lscaffold 9:2666447-2666635 -|ldpe 2483 |aafcacecfeacecEcalcccrTiicciScccccacEaETccccErBcc---McAlCTGCGCGAGATTGGCAAGCCHCTCETCECCRTGcARAASIEA AlicceEcceclicclicGeaT ToCEATNEHMEECACEECTEHcATCCRBcTecTGCTRATECAGCEGGA- - -BreceTiEARGAG T THCCGGTCACH |
droWil2|lscf2 1100000004511:5276750- ||dwi 5417 |aalcaGGcfgcaceeTeapjcecTTiGeciXcEccacasrccccla®ec---Ecalic ToceeeacaTTeeCAANC NG TlcleTGoacAALXiA A Alic cllaldiic GoccllcceaT T cEATNCHACECAGEECTENGA TcclgeToTcC A TTCANNAIGA - - - TTcoeTEARNGAG T TRC CGGTiACE

5276938 +

drovir3|lscaffold 13049:22492152- dvi 158 [laaccaccclgeaceclgcaldeccrTiiceciXccEc AlXdeairceccclasc ciXE e Alc TccelGAGATTGECAAGCEc TeE TGl T GE\a A ALY~ Al C cldec cGldccllc GeaT TG CEATLNCTCACECAGEECTEH G A cl¥cToecTaecTTATIcAGeAleA-- - TTcGeTcaGGaG T Tic CllG Tlgacl)
22492343 +

droMoj3|lscaffold 6680:17099712- dmo 114 |]aaccallecacaceclcailcecTTiiceciX8cecgcaXgasrcocccldslc chbeascGARNC TGCOGAGATTGCCAANCCRIITCCT GG LY T Glefelel~ AR e~ Al CENE G c Gl cllc GeaT TG CEATLNCTCACECAGEECTEH G A Cc ClcTocTac A TEcAGCAldeA - - ¥ cc TcaGeacTTCCCGGTCACH
17099903 +

droGri2|scaffold 15121:203613-203807|ldgr 465 [arpGAGGCEcAGGCENrGGCHT THGCCNEGGCC AT GGl cldsc GlaNcGAC TGCEHGAGATTGGCAEGCEC TGCTHGCINST GG AlA AlNTeA AlCiYec G ccldccllc GeA T TG CERTINCECACECACEECTCHGA TCCldGTGeTGC T TcAGCAc A TcGeTcAGGAGTTCC NG THACE
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:13092479-13092667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:13092479-13092667
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1798.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:13021109-13021297
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1523.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:5185161-5185349
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1846.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12704025-12704213
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32458.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:13013576-13013764
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_245.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:6101265-6101453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:2253856-2254044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415706:66147-66335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1412089-1412277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769477:967-1151
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454048:724234-724422
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302272:666717-666905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:4137395-4137583
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4038.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395450:265900-266088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:4377266-4377454
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3829.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9:2666447-2666635
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2483.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5276750-5276938
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5417.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22492152-22492343
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_158.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17099712-17099903
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15121:203613-203807
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_465.html
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Genomic Position
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Show Alternate Folds “
Flybase annnotation
intron [Dyak\GE18696-in]; CDS [Dyak\GE18696-cds]; CDS [Dyak\GE18696-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
MO56 V120 V058 M026 GSM1528802
GCGACGGCGGCGATGGTCCTCTGGGTCATCCCAAGGTGTACATCAACCTGGTGAGATAT TGGTAGCCAACTGCCGCATATATTTGACTCATTGGCTCTGGTATTACTTGCAGGACAAACCCGGAAATCACATCTGCGGCTACTGCGGTCTGCGCTTCGTCAA female
Read # Hit Total embryo male body |head head follicle
AR R e e e 1) .o ))))))))))) D)) ) L)) ) ) ) L Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total body cells
........................................................................................................................................ GGCTACTGCGGTCTGCGCTT...... 20 O 1 2.00 2 1 1 0 0 0 0
.................................................. GTGAGATATTGGTAGCCARC . « ¢« e e e e e e e e e e et et et e e et et e e et e e et e et et e et e et a e e e e ta e eaaaaanaenaenaenaenaenaen. 20 O 1 2.00 2 2 0 0 0 0 0
.................................................. GTGAGATATTGGTAGCCARCTG « « + t e e et et ettt et e e et et e e et e et e et e e e e et e e e e e et et e ettt et ettt et e e iia e 220 1 2.00 2 1 0 0 0 1 0
............................................................................................................................... CACATCTGCGGCTACTGCGGTCTGCGCTT...... 29 O 1 1.00 1 1 0 0 0 0 0
.................................................................................................................... AACCCGGAAATCACATCTGCG e v v e e eeeeeeeeeaenen. 210 1 1.00 1 0 1 0 0 0 0
................................................................................................................................. CATCTGCGGCTACTGCGGTC. .« v vvveen... 20 0 1 1.00 1 0 1 0 0 0 0
............................................................................................................................ AATCACATCTGCGGCTACTGCGGT . « v v vevnenen. 24 0 1 1.00 1 0 1 0 0 0 0
........................................................................................................................................... TACTGCGGTCTGCGCTTCGTCA. 22 O 1 1.00 1 0 1 0 0 0 0
.................................................. GTGAGATATTGGTAGCCARCT . « & vt e e et et ettt et e e et et e e e e et e et e e e e e e e e e e e ettt et ettt ittt 200 1 1.00 1 1 0 0 0 0 0
............................................................................................................................ AATCACATCTGCGGCTACTGC . « e v v e v venaennen. 21 0 1 1.00 1 0 0 1 0 0 0
........................................................................................................................................... TACTGCGGTCTGCGCTTCGT. .. 20 0 1 1.00 1 0 1 0 0 0 0
......................................................................................................................... GGAAATCACATCTGCGGCT . o v v v e eeneeneenaen. 19 0 1 1.00 1 0 0 1 0 0 0
......................................................................................................................... GGAAATCACATCTGCGGCTACH. .................. 22 1 1 1.00 1 1 0 0 0 0 0
............................................................................................................................ AATCACATCTGCGGCTAC. « e v e veeeennaenaen. 18 0 1 1.00 1 0 0 1 0 0 0
............................................................................................................................. ATCACATCTGCGGCTACTGCGGTCTG. v v vvu.n.. 26 O 1 1.00 1 0 0 1 0 0 0
Anti-sense strand reads
M043
GSM1528802 V058
CGCTGCCGCCGCTACCAGGAGACCCAGTAGGGTTCCACATGTAGTTGGACCACTCTATAACCATCGGTTGACGGCGTATATAAACTGAGTAACCGAGACCATAATGAACGTCCTGTTTGGGCCTTTAGTGTAGACGCCGATGACGCCAGACGCGAAGCAGTT female
Read # Hit |Total follicle body head
AR R e e e 1) .o )))))))) D)D) ) ) ) L)) ) ) ) L Lk kk ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* gjze Mismatch Count Norm Total cells
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|[2r:10424422-10424583 + |dva_278 |GCGACGGCGGCGATGGTCCTCTGGGTCATCCCAAGGTGTACATCAACCTGGTGAGATA-—=TTGG-~T-AGCCA-——————————————————_____ ACTGCCGCATATATTT--———————- GACTCATT----------- S e — CTGGTATTACT-TGCAGGACAAACCCGGAARATCACATCTGCGGCTACTGCGGTCTGCGCTTCGTCAA
droEre2|lscaffold 4929:5179964- GCGACGGCGGCGATGGTCCTHTGGGECATCCCAAGGTGTACATCAACCTGGTGAGAT/®---TTG--T-AGCCl-—-———————————————————-—- acti¥\cGeaT@raTTT--—-—-—-—- GACTCATT---—-—-—-—- L e cleGTlET TABT - TGCAGGACAAACCCGGAAATCACATCTGCGGCTACTGCGGTCTGCGITTCGTCAA
5180125 -
ldrosec2|scaffold 5:3186281-3186442 - |cceACGGCGECGATGGTCCTITGGGTCATCCCAAGGTGTACATCAACCTGETNACAT -~ — T/l —T-ACHCA-—————————————————————__ acti¥\cceaTeaTiN T — - ———————- GACTCATT-—-—-—-—-—- L e CERGIN T T/l T - TGCAGGACAAACCCGGARATCACATCTGCGGCTACTGCGGECTGCGCTTCGTCAA
ldrosim2|[21:4913041-4913202 - ldsi 11251 |GCGACGGCGGCGATGGTCCTITGGGTCATCCCAAGGTGTACATCAACCTGGTGAGATI-——Tlelf\-—T-AGCCA-——=————-———————_——_____ acti¥cceardaTTT---—-—--—- GACTCATT---—-—--——— G--Glg---— -~ chMG Tl T T/l T - TGCAGGACAAACCCGGAAATCACATCTGCGGCTACTGCGGRCTGCGHTTCGTCAR
|dm3 lchr2r:5099624-5099786 - | lsceaceeeceeeaTeeTecTlTGGGTCATCCCAMMGTGTACATCAACCTGGTGACEE---TTee-E-Becha--—--—-- - === - - -~ - -~ -~ - —___ e ccaTARARTT---—----—- GACTRATT--——-—————- A -e_;_— - i L G TR T T/l T- TGCAGGACAAACCCGGARATCACATCTGCGGCTACTGCGGECTGCGCTTCGTCAA
droEugl|lscf7180000409005:987392- GCGACGGRGGCGAGGTCCTITGGGTCATCCCAAGGTGTACATCAACCTGGTGAGATI- - - Thp- - T- Al - - - - —————— - - AcTcicileATATENNe--—-—-—-—- NecrcaTT----------- L e CTREATST TACH- THCAGGACAAACCCGGEAATCACATCTGCGGCTACTGCGGTCTRCGCTTCGTCAR
987553 -
droBialllscf7180000302261:538761— GCGACGGCGGCGARGGTCCECTGGGRCATCCCAAGGTGTACATCAACCTGGTGAGAT/S- - - Tlehh- -[8-[dchgfe-—-—-—-——————— - ——————— acTiXecleia AT - - — - —————- EACTCATT------—---- G- T -~ cTicEeTEACI)-TccaceacArfgccCcGO@AARCACATCTGCGGCTACTGCGGECTGCGCTTCGTCAR
538920 -
droTakl|[scf7180000415204:29219-29381 GCGACGGEGGCGATGGTCCTGGGTCATCCCAAGGTYTACATCAACCTGGTGAGAT/S- - [ ¥ ¥ Ne-T-AchfiA-————————————— -~ TACATETTINIAG A AT EaciATN- - ———————- - EeRiG TR T/l TGCAGGACAAACCCGGEAATCACATCTGCGGCTACTGCGGTCTGCGCTTCGTCAA
+
droElel|scf7180000491273:118581- GCGACGGCGGCGATGGTCCTITGGGTCATCCCAAGGTMTACATCAANC TGETNAGAT g~ T -~ T-AGCIA-———=—=-—-—-—=—-————————__ ACTiBCcRATATATRT - — - — - —— - —- MacTATT--—-—-—--—- GG —— - G T TACE- TGCAGGACARACCCGGEAATCACATCTGCGGCTACTGCGGECTGCGHTTCGTCAA
118739 +
droRhol|lscf7180000779577:120412— GCGACGGEGGCGATGGTCCTHTGGGTCATCCCAAGGTTACATCAACCTGETLCAT/d- - T TR~ -[8-AcchA-——————————————————————— ACTGLEEEETeA TRTENT — - — - — - ———- MacTcATT----------- GGl - e T T TAClg-[GCAGGACAAACCCGGEAATCACATCTGCGGCTACTGCGGSTGCGCTTCGTCAA
120570 +
droFicl|lscf7180000453842:1147231- GCGARNGGIGGCGATGGTCCTITGGGTCATCCCAAGGTTACATCAACCTGGTGAGHTA -~ T/ohta- - T-AGCh - ——————————————————————— eI\ ATATAINNE- - ———————- BACEATT--—-—————-- R A T e NN T rhicle-[ecAGGACAAACCCGGEAATCACATCTGCGGHTACTGCGGECTGCGCTTCGTCAA
1147388 +
droKikl|[scf7180000302643:772303— GCGACGGRGGCGATGGECCECTGGGICATCCCAAGGTGTACATCAACCTGGTCACHTH - — R~ — - AGCHAI N ek dfehife - - — - —————————-—- - - - -BTEEGIG - - - - - B i T' T — — — = = == == == G- —-—-—-—-—-- NS L LS N TNV NS S B Te T Al - TEA GGACAAlEC CRiGGIAAT CACATC TGCGGCTACTGCGGTCTMCGCTTCGTEAA
772464 +
droAna3|scaffold 12916:10066885- IR I TN NN G TfdeT{eliT - TicAGGACAAECCCGGEAATCACHET GCGGC TACT GIGGECTGCGHTTCGTHAA
10067045 +
droBipl|lscf7180000396580:969042- GlGARNGGCGGCGATGGTCC I THGGEICATCCCAAGGTGTACATHAACCTGETCACHTA- ~ 1N - - R TN I TS N TN R ThEA T - TERAGGACAAl§CCCGGARATCACABCTGCGGCTACT GGG TGCGIT TG THAR
969197 -
EE l4_group3:2816471-2816623 + || lecerleeeeeeeareagecldcTeccdeaTcccanleTeTACATCAANC T GETNEGASA == = T/ NuE-[ch i — === ——— - NINU IR Tiele T - Ti¥ia GoacHelicceocifdTcac AT GeGGeTACTGCGGRc TGC Gt TCG TEAA
ldroper2|lscaffold 1:4302023-4302175 +| lscerfieeceeeearcaecereecReaTcccareTeTACATCAARCTGETNAGARA - - - TINE - [T i — —————— - ACAATC - THRIGGIRgiNA TINEIINS G C T/Slelelele C T CINSINSINC Tileleleleloh VXS elelele C SUNelele T iR SN GLY
droWil2|lscf2 1100000004585:1195817- cicapcelcGeeAlGERACCC TGGGTCATCCAAGGTGTACATCAANC TGE TN AGA - -~ T T N N Th e - — - ————— G T TCAT G - - ACAAATGCl NN A e A L T A i G mi €l Tl T G e BepiG ThYle Al T - TRE\A GGACAAACCCGGEAATCACATCTGCGGCTARNTGCGGTCTBCGCTTIGTCAA
1195983 +
drovir3|lscaffold 12963:11122933- dvi 11341 |[cccaceeceecircereciicTldcciicadcccanlotyracarcaniic T T - --INV - - - - ———————————————-——- ATARE---------————- BT ATTieT - TEAGGaAlAAECcccaaarTCACscTGCGGCTACTGHGGEc TGeolT TG TEA A
11123089 +
droMoj3|lscaffold 6500:19870950- cceaccoecciaEcereccTcccaTccilanlcTEracaTiAANC T T e - - -TN - - R —————————————————-
19871111 +
droGri2|lscaffold 15252:5272913- [JSNSIele T[ele A 2 [N Clelel c/efe A Sl Clele c/ShNele TV A Ehl iV T el chlerNE T i EEEiGE - B - B - - T THA TGCGCTGCT T T e
5273078 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:10424422-10424583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:10424422-10424583
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_278.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5179964-5180125
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3186281-3186442
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:4913041-4913202
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_11251.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:5099624-5099786
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409005:987392-987553
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:538761-538920
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415204:29219-29381
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491273:118581-118739
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779577:120412-120570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:1147231-1147388
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302643:772303-772464
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:10066885-10067045
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396580:969042-969197
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:2816471-2816623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:4302023-4302175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:1195817-1195983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:11122933-11123089
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_11341.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:19870950-19871111
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:5272913-5273078
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[View on UCSC Genome Browser {Cornell Mirror}]

candidate | Canonical miRNA

3R:4068727-4068788 + intergenic

dya 82

Legend: mature - mismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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4,068,700 4,068,750 4,068,800 - —| -
Genomic Position I | I
Size Condition 4,068,700 4,068,750 4,068,800
Genomic Position
Hairpin partition - Sense - Antisense Mature -e~ Star
Hairpin partition Mature ® Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dya 82 3R:4068728-4068749 +| 1. dya 82 3R4068766-4068787 +
2. dva 84 3R:4087942-4087963 +|| 2. dya 84 3R:4087980-4088001 +
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
V058 M026 MO56 V052 V046 V120
TGGTGAAAATCAAGAATTGAATGTGTGTGAGTGCGGTGAAGAGAGAAAGCTGCGAAGATGGCGCGAATGAAGTGCGAATTTAAGAGCTTTATTCGCACTCTCTTTTGTTTGCTTTGCTCTTTGTAGTATTTACT TGTGGTAGT TGGTTGTGTTAAGTTTCCG female
Read # Hit |Total head head body |embryo head embryo male
R N I I I T N N INIIIIIIID) D)D) ))D)) m D)) ) ) ))))) ) ... ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*k* gjize Mismatch Count Norm Total body
................................................... GCGAAGATGGCGCGARATGARGT « « « « v e v e e e et e e et et ettt e e e et e e et e e e e et e e et e e et e et e et e et 220 2 2.50 5 0 0 0 3 0 2 0
.................................................. TGCGARAGATGGCGCGARTGA . « ¢ e e e e e et e e e e et e e e e e e e e e e e e e e e ta e e e e e eneeneaeaneeaeeeeneeaeneeaeeaeneeaennenaea20 0 2 2.00 4 3 0 0 0 1 0 0
......................................................................................... TATTCGCACTCTCTTTTGTTTG e « + e e e e e e et e et e e et e e teeee e eeaeneeaenaeneea. 22 0 2 2.00 4 0 4 0 0 0 0 0
....................................................................................... TTTATTCGCACTCTCTTTTGT - ¢ - e e e e e et e ee e e eaeee e eeeenecaenaeneeaennenennenaeaa2l 0 2 1.00 2 1 0 0 0 1 0 0
....................................................................................... TTTATTCGCACTCTCTTTTGTTTG e « e e v v et ettt te e e te e et teeeeaeaeneenenneneeae 24 0 2 0.50 1 0 0 1 0 0 0 0
............................................................................ AATTTAAGAGCTTTATTCGCACTCT ¢ v e e e e e et e ee e e ea e e ta e e e e eaeaeneeaeneenenaeneeaenneaaea25 O 2 0.50 1 0 0 1 0 0 0 0
....................................................................................... TTTATTCGCACTCTCTTTTGTT ¢ - ¢ e e e e et e e e e eaee e e e enecaenaeneeaeneenennenaeaa22 0 2 0.50 1 0 0 1 0 0 0 0
................................................... GCGAAGATGGCGCGARTGARG  « « « « e e e e e et e e et e ettt e e e e e e e et et e e e et e et e e et e e et 200 2 0.50 1 0 0 1 0 0 0 0
Anti-sense strand reads
V058
ACCACTTTTAGTTCTTAACTTACACACACTCACGCCACTTCTCTCTTTCGACGCTTCTACCGCGCTTACTTCACGCTTAAATTCTCGAAATAAGCGTGAGAGAAAACAAACGAAACGAGAAACATCATAAATGAACACCATCAACCAACACAATTCAAAGGC
Read # Hit |Total head
R N R I R T N T INIIIIIIID) D)D) ))))) D)) ) ) L)) ) ) ) ) ... kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x* gjize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|3R:4068677-4068838 + ldva_82|TGGTGAAAATCAAG------------—--- AATT-——————————————m - GAAT------ GTGT----GTGA—--——— GTGCGGT--GAAG—-—AGA-—————————————————————— GAAAG---—-—-- CT G  mm —mm—m o oo GA-AGAT----- GGCGCGAAT---G--AAGTGCGAA-TTTAAGA--—-——- GCT T/ AT S S GG CAC T T C T - S S e S S S S S e e e G C T T T -GCTCTTTGT-A-——~GTATTTAC-TTGTGGT -AG--TTGGTTGTGTTAAGT TTCCG|
droEre2|scaffold 4770:6312431- TGGTGAAAATCEG--——-—-————————- AATT-————————————m o GAAT----—- GTGT----GTGA--—-—- GTGCGGE--GAAG-—-AGAIYRIE-—-—-—-—-——-——-———- NernG-----—-- BT GC———mmm oo GA-AGAT---—- cececlaal---c--feacrccilaa-Tranca--—-—-- G —— === ===~ — - TCGCACTCTC T T T~ —— - - - _TGTTIGCTTT-GCTCTTTGE-A----WTATTTAC-TTGTGGT-AG—-TTGGTEGTGTTEAGTTTCCG
6312597 -
ldrosec2|scaffold 25:447017-447176 - |TeeTGARAATCARG- - - - —————- N AT ------ GTGT--—-Gh—----- GTGRGGT-—GAAG-—-AGA—-—-——————————————————— GAAAG---—-—- T e GA-AGAT----- ceeecaaT---c--fEacTccilan-ArrancAa--—-—-- GLE T s S i CGCAC T C T T S S S S S S S S e e e G T T T - GCTCTTTGE-A----GTATTT[§C-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG|
ldrosim2|3r:5937072-5937237 - | |TGGTGAAAATCAAG-——————————————- ApET - - GAAT----—- GTGT e TGl—-—--- GTGCGGT--GAAG-—--AGA——————————————————————— GAARfg-—-—-—- T e e GA-AGAT----- cececlaaT---c--feacTccean-frrranca----—-- Gl T s e G G CAC T C T C T I S S S S S S e e S G T T T - GCTC T TTGg-A----GTATTT[§C-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG|
|dm3 llchr3R:15329067-15329230 + || |TGGTGARAATCAAG-----————-—————- AAET-——— - GAjT------ GTGT--gGTcl------ GTGCGGT--GAAG-~-~AGA-—————=———=———=——————————— GAAAG--—-——- BT GC—m———mmm oo GA-AGAT----- cilcecaaT---c--feAGTGCGAA-TTTAAGA--—-—-- GRE T S S G AC T C T C T T S S S S e S G T T T- GCTCTTTGE-A- - - —-GTATTTAC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG
AroEugl|scEl180000408804:1611070- TGGTCARARTOANE O NGRININ T T GCICTITOR A-— - GTATTTAR-TTGTGGT 86 -MMGGTRGTGTTAAGITICCG
1611240 +
droBial|scf7180000302402:1096834— TGGTGAAAAI A AR - - - - —-————————— er-———-— - - GAAT----—- GTGT--—- - —--- GTGCGGR--GEAG-—-AGA--—-——————— oo GAAAG---—-—- BT GC———mmmm oo cg-aca----- AE[lElelCiNGAGAGAGAGCE IS AN CI VNI GCRTfy= == === === === === CGCACTCTICTRE — = TGTTTCMTTT-GCTCTTTHE-[8- - --GTATTT[EC-TTGTGGT -G --[€TGG TG TG T TAAGT TTCCG
1096993 +
droTakl|lsc£7180000415710:514611- TGGTGAAANTIAAR-— - - - - I e NeAl-————- GTGT/elG TGl —--——— WTGHGGE--cld8c---gea--—--—-— - - GAAAG----—-- ETGC - ——m——m GA-AGAR}----- Eleleleleln/¥\a G A GARE GINEIIA A TINNE A C ALV EEEEE GCRATER T T T-GCTCTTTGE-A----GTATTTAC-TTGTGGT-8G--BTGGTRGTGTTAAGTTTCCG
514779 -
drorlel[sci1180000£30994 1125348 TGGTGRRRATERAG-——-——————------ B < e I I L | S A A~~~ Doc AR o Eh01C0on A THTARGA- -————-GOl I SeEeemmmmeemmmssseee s GG OA D OIONIT Sessses s s SNGNINGR 17 GCTCT T TS A———-GTATT TR 1108001 -Ho- G100 TRUEOTTARGTTIO00
1125509 +
droRnol[sof7180000770431 122818 e . R B T . e S AOAEE- - oM M AAGEGNoA A TTTAAGh- - I eeeeemmemee e GG CACTCII B e GRRRGR 1T -CCTCT TR A -~ GTATTTgC- TTOTGOT g0 -g1GGTReTOTTARGTTTCCS
122962 -
droriol[sail18000085e126:317160- TGOTCARAA T~~~ Bl e - D e oA DO AR S o I 0h OO0 OO OO e eSS S S SMGMRNGR 5 -GCTCT T TGg-§- -~ -GTATTIEC- TTOTG0T g6~ -EIGOTROTGITAAGTTICCG
317321 +
droKik1|lsc£7180000302803:11370- TGGTGAAAAT/IRNG-——-———————————- - - e NeaT----—- I TGGTGCA TG TG TGA A e G - — Gl e GAAAG------- T T R e T T Nn-Beag----- e -IXI\- -fdacTclicAl-TTTAAGA- - - - - —- efela i - A T TTGTG -3 WTTT-GCTCTTTGE--—--BWrATTTlECc- T TGl - - - YA TG T TAAGTTTCCG
11525 +
droAna3|scaffold 13340:15070494- TGGTGAAAAESN- -1 - —-———-—-—-—- - — R - - - - - - - - - ----- elelelele C ol A Y N ey N C T T T TG TACAAACTCTCCAAAGA YN A C T T TC T T- - T A S AT NGAGAGH-----—---FEE B - - - - - AAcTRINAINYIGTAAGGGCEaGGCE cacTCCcaGTCC AGTCG G 2 T TT-GCTCTTTClE8e-—--GTATTT[EC-TTGTGCE- G- -Ercea¥ T TAAGTTTCCG
15070680 -
droBipl|scf7180000395971:116600- TGGTGAAAAIIN- -1 - —-———-————- = = — - - ——-- - - —ECh--—-—- el elelele N Y e Xe) AT T T T CGGAAAAACT TTCCAAAGA NN A C T T T T A T - — Cl FNGINTNGAGAGH- - - - - - -INEEE AR GIAT Ao/ TR Gl A NNl eTARAG c--¥i GTAC et PNiTTT-GeTeTTTGA - - - -GTATT T/ TTGTGGE-olde T g e TTAAGTTTCCG
116779 +
dp5 |2:29806845-29807045 + | [T NN 2 Gl i . e — — — C 2 e ————— GAGA----GAGATTEA AR Tiie TR GTGRMGGT--GEAG-—-AGA—-————————————————————— e T G E CC T T AR A — [ R e I N\GAGAGA - - - -[BAGIACEEE AR NNE - - TAIVLIGEVNET GTGCCTTGTCCGCTTTTCGCTCTCTTTGGCGTCACG e ————-——-—-B et - 2 - - - -GTATTTECIT TG TG-S - e THSENAT G T TAAGT T TCCG|
droPer2|scaffold 6:5176389-5176587 TGGTGAAAAINNEAI--[NE- - - —————— [ GAGA----GAGATTEA AR Tile TR GTGHGGT--GgAG-—-AGA-————-——————— - e T Gl C T T TG A A - - [ I NT\GAGAGA - - - -[BAGIACEEE AR NN - - TAIVLIGEVNEN GTGCCTTGTCCGCTTTTCGCTCTCTTTGGCGTCACGE - - - - —-—-— - e - A~ -—-GTATTTECRT TG TGCE- S - e TMda N TG TTAAGT TTCCG
+
droWil2|lscf2 1100000004943:4140684- Yelebi~ GE¥NNA A TGCCAGAGAGTCAACAGGA - - -GAGAGCGAACTCCCCTTREEE. GAGA----GAGATGEACAREEEC - - -EEEEE - — - - A A G G2 R e T R A 1 2 — — € T T T AN NEINGAAGGA----GA AAAGIIEE TN CI T GRTGTATAINNEENG TRENNeINelecCCCCTCAT TCAANIRNGENE Clic/Hlele
4140856 +
drovir3|scaffold 13047:16273252- TGGTGAAAANEAIN - - - ————————————- G GO XS - --Gldor- -IcEcl- - ---- GTGHGIE - -Emec---pclg----- - - - - - - = - === ——- GipyeG------- Wecc------- TGGCATGGTREEEGTGAATGGTGAATTTCGCTATT- - - - — -FEEE ------ci-EacalEciacTTcTRCIRIC G TREREEEE e --C G GT ETCCTTTHCHTRT TTG T - - - -G TleTTTlEC T TG -8 - -ETi¥¥ TG TeTTlEacTTTCCG
16273435 -
droMoij3|scaffold 6540:12597937- TGGTGAAAAINGYGE-fde CGCTCTCTTGGGTCCGCATTCGCATTG CTGCGCGCTTACC lehiGiiclehiCARA ST ANIT GETEEEEIeliCilibiNG TRilehdeleCEC TREGINA ACjNeieh iGNl kil lolole!
12598182 -
droGri2llscaffold 15116:1156686- ettt = =~~~ == ===~~~ R - - - — R - ——— e i~~~ et~ |~ et et " e ettt o~~~ -~ G TS T TEC ¥ G TGCE - ErpcEreTeTTEAGTTTCCG
1156722 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4068677-4068838
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_82.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4068728-4068749
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_84.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4087942-4087963
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_82.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4068766-4068787
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_84.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4087980-4088001
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4068677-4068838
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_82.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6312431-6312597
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_25:447017-447176
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:5937072-5937237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:15329067-15329230
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1611079-1611240
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:1096834-1096993
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415710:514611-514779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:1125348-1125509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779431:122818-122962
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454126:317160-317321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302803:11370-11525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15070494-15070680
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395971:116600-116779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29806845-29807045
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:5176389-5176587
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:4140684-4140856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16273252-16273435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12597937-12598182
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15116:1156686-1156722

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 84 |3R:4087941-4088002 + |candidate | Canonical miRNA | intron

Legend: mature star [y b RIa oy mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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4,087,900 4,087,950 | N 4,088,000 4,088,050 = | | | | | | .
Genomic Position 20 21 22 23 24 25 I | | |
Size Condition 4,087,900 4,087,950 4,088,000 4,088,050
Genomic Position
Hairpin partition - Sense -# Antisense Mature -#— Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE25609-in]
No Repeatable elements found
mature star
1. dya 82 3R:4068728-4068749 + 1. dya 82 3R:4068766-4068787 +
2. dya 84 3R:4087942-4087963 +|| 2. dyva 84 3R:4087980-4088001 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V058 M026 MO56 V052 V046 V120
TGTGGTGAAAATCAAGAATTGAATGTGTGAGTGCGGTGAAGAGAGAAAGT TGCGAAGATGGCGCGAATGAAGTGCGAATTTAAGAGCT TTATTCGCACTCTCTTTTGTTTGCTTTGCTCTTTGTAGTATTTACTTGTGGTAGT TGGTTGTGTTAAGTTTCCG female
Read # Hit |Total head head body |embryo head embryo male
khkkkkkkkkkhkkhkhkkkkkkkhkhkhkhkhkhkhkhkhkhkkkkkkk (((((((((((. (((((((. ((. ((((((((((( ............ ))))))))))) .)) .)) .))))) . .))))) .)))))) L. Kk kR kkkkkkkhkhkkkkhkhkhkkkkhkhkhkkkkhkhkkkkkhkhk| g ze Mismatch Count Norm Total bOdy
................................................... GCGAAGATGGCGCGARTGAAGT « & ¢« e v e e et et e ettt e et et et et e e ettt et et e e e e ettt e e e e ettt e 220 2 2.50 5 0 0 0 3 0 2 0
......................................................................................... TATTCGCACTCTCTTTTGTTTG e « « v e e e e et e e e e e eeeeeaeneneneeaeaeaeaenenennnneae 22 O 2 2.00 4 0 4 0 0 0 0 0
.................................................. TGCGAAGATGGCGCGARTGA « « « vt e et et et et et et et et e e et et e et et e e e e e ettt e et e e ettt ettt e ettt 2000 2 2.00 4 3 0 0 0 1 0 0
....................................................................................... T T AT TCGCACTCTCTTTTGT . « & e v e e et e ee e e e e e eee e eaeaeneneneeaeaeaenenenenneae 2l 0 2 1.00 2 1 0 0 0 1 0 0
....................................................................................... TTTATTCGCACTCTCTTTTGTT ¢ & e v e v et et e e e e e ettt e e eaen e eeeeeaeaenenenenneae 22 O 2 0.50 1 0 0 1 0 0 0 0
................................................... eleelV.Ne) el elelelel el VN TV c PP~ SN 2 0.50 1 0 0 1 0 0 0 0
............................................................................ AATTTAAGAGCTTTATTCGCACTCT « &+ v e e e e e e e e e e e e e e e e eeeeeaeaenenenenneaeaenenenaes25 0 2 0.50 1 0 0 1 0 0 0 0
....................................................................................... TTTATTCGCACTCTCTTTTGTTTG e « ¢ v e v et et e e e et e eeeeeaeneeneeaeaeaenenenenneae 24 0 2 0.50 1 0 0 1 0 0 0 0
Anti-sense strand reads
V052 V058
ACACCACTTTTAGTTCTTAACTTACACACTCACGCCACTTCTCTCTTTCAACGCTTCTACCGCGCTTACTTCACGCTTAAATTCTCGAAATAAGCGTGAGAGAAAACAAACGAAACGAGAAACATCATAAATGAACACCATCAACCAACACAATTCAAAGGC
Read # Hit Total head head
khkkhkhkhkhkhkhkhhhkhkhkhkhhhkhkhkhhhkhkhkhkhhhhkhkhhhdk (((((((((((_ (((((((. ((. ((((((((((( ............ ))))))))))) .)) _)) _))))) . .))))) _)))))) Lok kR kkkkkkkhkhkkkkhkhkhkkkkhkhkkkkkhkhkkkkkhkhk g ze Mismatch Count Norm Total

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

ldrovak3|3R:4087891-4088052 + ldva_s4|TcTGeTGARAA--TCAAG------ e ATTGAATGTG----—- TG--AGTGCGGTG-AAG-——~AGA=-————————————————————— T e L e ———— GA-AGAT----- GGCGCGAAT--G---AAGTGCGAA-TTTAAGA--————- GCT T/ AT S S GG CAC T C T C T T T = = = S S S S e e e e S G R G C TTT-GCTCTTTGT-A-———GTATTTAC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG

droEre2|scaffold 4770:6312431- TGTGGTGAAAA--TCEG-—-—-- e ATTGAATGTG--[{&--TG--AGTGCGGEG-AAG--—-AGAINRE- - - —-—-—-————————- A G LI e GA-AGAT e~ TCGCACTCTC T T T ————— - - - - TGTTTGCTTT-GCTCTTTGE-A----l{TATTTAC-TTGTGGT-AG--TTGGT/EGTGTTEAGTTTCCG
6312599 -

ldrosec2|scaffold 25:447017-447178 - |TeTGGTGARAR--TCARG------ Ao af{rcareT------ TG- -G TCHGGTG-AAG—-——AGA-————-————————————————— GAAAG—-—————TTGC= === ——— = - - - — - GA-AGAT----- ceeecaaT--c---facTcocian-rrTancA--—-—-- G T S S CCCAC T C T C T T T S S S S S e e e e R RE L T T T - GCTCTTTGlg-A-——-GTATTTf§C- TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG

ldrosim2|3r:5937072-5937239 - | |TGTGGTGAAAR--TCAAG------ e WeTGAATGTCIYeIET G- —l{GTGCGGTG-AAG-——~AGA-———=—————————————————— GAAAl------- e A e GA-AGAT----- cececlaaT--c---feacTccean-rranca------- G T [T e G CAC T C T C T T T S S S e e e S YN T T T - GCTC T TTGlg-A———-GTATTTf§C- TTGTGGT-AG--TTGGTTGTGTTAAGT TTCCG

|dm3 lchr3r:15329065-15329230 + || |TeTccTcARAR--TCARG------ Am—m o AETGARTGTG- —edET G- -G TGCGGTG-AAG—-——AGA-—————————————————————— GAAAG-—————=TTGC === = — = ———m —m —m o GA-AGAT----- cilcecaaT--6---fgAcTGCcGAA-TTTAAGA--—-—-- GREATE- === ————=—-—- - RTCEHACTCTC T - TGTTTWTTT-GCTCTTTGR-A-——-GTATTTAC-TTGTGGT-AG--TTGGTTGTGTTAAGTTTCCG

4roBugl|scE7160000409604:1611077- TGTGOTGARRA -~ TAAE A O NGENIT T GCICTTTGR-A-— -GTATTIA- TTGTGGT-g6- -IGGTMeTGTIARGITICCG
1611240 +

droBial|lscf7180000302402:1096832- TGTGGTGAAAA--EIARY IO O T R S S TGRTIG T TT - GCTCTTTHE - 8-~~~ GTATTTEC - TTGTGGT -(§G - -ETGG TG TGTTAAGTTTCCG
1096993 +

droTakl|lscf7180000415710:514611- TGTGGTGAAAN--TRAAS---—--f§--- - - - - il A Gl A e T G TG TGN T T e T el G e G C e e GAAAG-——————[gTGC =~ == ———————m o GA-AGAR----- EleleleloAlN A GAEARE GINERIA A TINNE A C AFVNS R eeln i I T T T-GCTCTTTGlg-A--—-GTATTTAC-TTGTGGT-{8G--IATGGTRGTGTTAAGTTTCCG
514781 -

AroPiel[sef1180000490992 11z538e- R B I I BcraToTo- EEE o ToCooR B A D - AoAD oo IEPER D00 SERORorA - T on o O SNONNOG 117 CCTCT T THE A~ OTATTTEC- 1108001 go- G100 THOgOTTARGTTTCCG
1125509 +

droRno1[sef1180000779431 122816~ e Do S B e B S AT~ DR D00 -AAGEORoAA - TTTAAoh RIS NBNNNOG 17 CTCTTTGE A~ OTATTIEC- 1107001 o~ ~G10GTHoTOTTARGITTCCG
122964 -

droFicl|scf7180000454126:317158= TGTGGTGAAAA-~TANE-——--fg-- - - - - e Heo T - EET G - - HG TGH GG -M8G ——- AGA-— = - - - - - L 2a-eall---~-DeccEg}-~c}--AncTGECARETAAAGA -~ - - -~ GCTERESEEEE SRR IICCCACTCTCTTI T e s s e GG TE T - GCTCTTTGE- (8- - - -G TATTT[EC-TTGTGGT -G - -BT GG TG TGTTAAGTTTCCG
317321 +

droKik1|lscf7180000302803:11368- TGTGGTGAAAA-—T/hNG——————f——————————————— - - - AN TR GG TRGClEA G Tlie Tle A G ARG ClEG GGG T e R GAAAG-——————ThG§C = —————m— oo M -Realg----- e \cI- -lEacTclcAl-TTTAAGA-— - - - - - efencli- 2 T TTGTG -A BT TT-GCTCTTTCE-i-—--WTATTTlEC-TTGEGCR - - - FIN\TGTTAAGTTTCCG
11525 +

droAna3|scaffold 13340:15070494- TGTGGTGAAAA-—[SfelofeIN- ———— - - R e --—--1\G- - - B - [ T e eleletelc A N N e N C T T T TG TACAAACTCTCCAAAGA NN A C T T T C T T - - T A S calacag----- - —- - - - BB cINealea A e TRIMAINNING TAAGGGCAGGCEE caGgTCCAGTCC AGTCEG G A WTTT-GCTCTTTClE8e--—-GTATTT/EC-TTGTGCE-[8G- -ET ¥ TTAAGTTTCCG
15070682 -

droBipl|scf7180000395971:116598- TGTGGTGAAAA-—[&eIN- — - — - - R 2 - — — — = — - [ T e eleletelc A N N NS T T T T CGGAAAAACT TTCCAAAGA NN A C T T T T A T - - e NG \GA G - - - - - AGINEEAREEGIAT Ao A/ TR il ALVN T €rannc c--ic GTAC T TTT-GeTeTTTCEA - - —-GTAT TT/el- TTG TGl -{dclale T ¥ \c TTAAGTTTCCG
116779 +

dp5 l2:29806843-29807045 + I |reTecTcanan--[RXEARN-- - NN - - —— - ——— TSN iy T T - - - TG - -G TGGG TG -8AG-- -~ AGA——————— =~ & GLE . T 2.2 2 — [ —— GA-AGATNINT e XAl -\ — - AAGTEA A - TTEAAGA GTGCCTTGTCCGCTTTTCGCTCTCTTTGGCGTCACGE e --——-——--B EEete - 2.~ - - -GTATTTECAT TG TG CE- - He RSN GTTAAGT TTCCG|

droPer2|scaffold 6:5176387-5176587 TGTGGTGAAAA-—I¥XeAl-— XN ———— GAGAGAG- - -IAT(ieln - B A TR T el Ne Tl il eR R e N T ST G C T T TG A — [l R it T I NEF\GAGAGA - - - -[BAGIACEEIAREEF NNET - - AP IGIGEVNET GTGCCTTGTCCGCTTTTCGCTCTCTTTGGCGTCACGE - - — - —-——— -8 e - A~ -—-GTATTTaCT TG T8-S We TN T c TTARGTTTCCG
-

droWil2|scf2 1100000004943:4140682- iNelielelin GEV ¥R AflGCCAGAGAGTCAACAGGAGAGAGCGAACTCCCCTTGAGAGAG- - -INTGEA -EcaCEE - - B - - — - — - AJlA R GG A e e T e 2, 2 1, — - (€ T AISINTIAGAAGGA- - --GA- - -~~~ - —— - — - GAAGINEON AAAGINETINSIICINT GETGTA T AINNNGIG TRENNEINEE G CCCCTCAT TCAANSINNGIXECIC/Hee
4140856 +

drovir3|scaffold 13047:16273252- TGTGGTGAAAA- - XeAIN- - -[ele- - — - ————— - ————————————— [el- - - - PG AFACEG - -NTele G - -fc T clciNeC - G - - - -pcg- - —-—---—-—-——— - ———- chg¥ec-------TlEec----—--- TGGCATGGT e GTGAATGGTGAATTTCGCTATT - -|g- — - —-EEEE ------ci-EaaARE I ac T TCTRCIRICGE TREREEE efer--C G GT efGc T T THGHTRT TTG T/~ - - -cTETTTleCc -groTecl-oh- -ETi¥¥\rcTeTTlgacTTTCCG
16273437 -

droMoj3|scaffold 6540:12597937- TGTGGTGAAAA- - Neh{el CGCTCTCTTGGGTCCGCATTCGCATTG CTGCGCGCTTACCeliGiiclolic ARAGINT ANRNT GETEEEEIIGINNILG T ghililellele C R C TREGINA A CileilehliiGrXebiliidee
12598184 -

droGri2|scaffold 15116:1157001~ TGTGGTGAAAA- -1V
1157033 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4087891-4088052
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_82.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4068728-4068749
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_84.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4087942-4087963
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_82.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4068766-4068787
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_84.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4087980-4088001
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:4087891-4088052
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_84.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6312431-6312599
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_25:447017-447178
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:5937072-5937239
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:15329065-15329230
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1611077-1611240
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:1096832-1096993
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415710:514611-514781
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:1125346-1125509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779431:122818-122964
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454126:317158-317321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302803:11368-11525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15070494-15070682
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395971:116598-116779
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29806843-29807045
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:5176387-5176587
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:4140682-4140856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16273252-16273437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12597937-12598184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15116:1157001-1157033
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Genomic Position

Hairpin partition Mature Star

M043
V120 M026 MO56 V058
CACCTGCAAGCGTTTGGTTGTGGGCGTGACCACCTCCGCCATGACGAAGGGTAAGACGAGCATGAATTGGCAAAATTAAGTGCTTATCTTAACGGCCTTTCTTATCGCTGTCTGCAGGAAAAACGCTGCCGGACTTGATTTTGCCGGTGGAGGAGCGTATCGCCCGG female
Read # Hit Total body male head embryo head
Tkkdokdekdkokkokkokdkdkhkkokdkkdkhkkdkokkkdkkhkokdkokdkkhkhdkkdkkdk (L, N (T C A A 1)))) o u))) et )))) L) )) e l)) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total body
........................................ ATGACGAAGGGTARGARE . « -« - ot ittt ettt et e e e e e e e e e e e e e e e, 182 1 2.00 2 2 0 0 0 0
.................................................. GTAAGACGAGCATGAATTGGCARRAT . « &« e et e ee e et e te et e et e e et e e et et et et et e e e e et e e et te et taeneaeaenaeaeneeaenea 26 0 1 2.00 2 1 0 1 0 0
.................................................. GTAAGACGAGCATGAATTGG « « « « v e e et et et et et et et e e e e et e e et e e e e e e e et e e et e e e et e e e et e e e et 2000 1 2.00 2 1 1 0 0 0
.................................................................................................................................. GGACTTGATTTTGCCGGTGGA. ¢ v v v vvvewnen... 21 0 1 1.00 1 1 0 0 0 0
.................................................. GTAAGACGAGCATGAATTGG A+ « + e e et et et et et e et et ettt e e e e e e e e e et e et e e et e e e et e e e et e e ettt 220 1 1.00 1 1 0 0 0 0
............................................................................................................................................ TTGCCGGTGGAGGAGCGTATCGCCC. . 25 0 1 1.00 1 1 0 0 0 0
........................................................................................................................................ GATTTTGCCGGTGGAGGAGC. . .. ....... 20 0 1 1.00 1 0 1 0 0 0
........................................................ CGAGCATGARTTGGCARRRTT . « & e e e e et et e e et e e et et e e et et e et et et et et e e et e e et e e et ee e e teeneeeaaneaaenenaeaaa. 2 0 1 1.00 1 0 1 0 0 0
................................................................................................. TTTCTTATCGCTGTCTGCAG . & ¢ v vt ettt eeee et e et e e eee e eneaeaeneeaeneeaes 20 0 1 1.00 1 0 0 0 1 0
............................................................................................. GGCCTTTCTTATCGCTGTCT « - e v et e e e teea e e eeeae e aeeeeaeneeaeaeneeaeneeaenanaa20 0 1 1.00 1 1 0 0 0 0
........................................................................................................................ AAACGCTGCCGGACTTGATTT ¢ v v e e eeeeeeeeenenennaen 210 1 1.00 1 1 0 0 0 0
.................................................. GTAAGACGAGCATGARTTG . « &+« e e e e e e e e e e et e e et e e e e et e e e e e e e e e e e e e e e e taeseeeeaeneeaeneeeeaeneeaenenneaenneaenanaa19 0 1 1.00 1 1 0 0 0 0
................................................................................................................................................. GGTGGAGGAGCGTATCGCCC.. 20 0 1 1.00 1 0 1 0 0 0
.................................................. GTAAGACGAGCATGARTTGGC - + ¢« e e e e e e e e e et e et e e e et e e e e e e e e et e e e e e e e e ta e e e eaeneeaeneeeeaeneaaenenneaenneaenanaa2l 0 1 1.00 1 1 0 0 0 0
........... el elehi el eleleleeli ey No oy el el ole] c NP - 0 A ¢ 1 1.00 1 0 1 0 0 0
.................................................................................................................................... ACTTGATTTTGCCGGTGGAG. ¢ v« v vvuen.en.. 20 O 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
M026
GTGGACGTTCGCAAACCAACACCCGCACTGGTGGAGGCGGTACTGCTTCCCATTCTGCTCGTACTTAACCGTTTTAATTCACGAATAGAATTGCCGGAAAGAATAGCGACAGACGTCCTTTTTGCGACGGCCTGAACTAAAACGGCCACCTCCTCGCATAGCGGGCC
Read # Hit |Total head
ek ke okdeok ko ko k ok ko k ko k ko k ko (L, T (N N A 1)))) o u))) e i i) ))) L) )) L)) L ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*x* 5jze Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate Alignment
larovak3|31:6€330677-6330843 - ldya_721 |lcAcCTGCAAGCGTTTGGTTGTGGGCGTGACCACCTCCGCCATGACGAAGGETAAGA====CGAG == === == —————— - ———————————-——~- ATGAATTGGCAAAA-TTA---AG-——--—- TGCTTATCTTAACGGCCESSSSEES TTTCT-——-—-——~- TATCEC===TCTCTECAGGAALAACGCTGCCGGACTTGATTTTGCCGGTGGAGGAGCGTATCGCCCGG
droEre2|scaffold 4784:8451797- CACCTGHAAGCGTTTGGTEGTGGGCGTRACIACCTCCGCCATGACGAAGGGTAAGA-~~—CQEGC-—=—=—=—=—————————— - ______ ATGAATTGGCAAAA-PN\A—--AR\--—-—-- TGCTTATCTTAECGGCCE======= TTTCT--—-—-—-- TATC == TCTCTCCACCAALEACGCTGCCGGACT TR T TT TGCC@GTGGAGGAGCGTATCGCCCGG
8451962 -
droSec2|scaffold 2:5698039-5698205 CACCTGCAAGCGTTTGGTTGTGGGCGTIACCACCTCCGCCATGACGAAGGGTAAGA--——[8GAGC-—————————————————— - ______ ATGAATTGGCAAAA-TIA---AR\-—-—--[AGCTTATCTTAACGGCCE======= ATTCT-—-—-———- TATCGC-—-TGTCTCCAGGAAAACGCTGCCGGACTTGATTTTGCCEGTGGRARNGAGCGEATCGCCCGG
ldrosim2|[31:5674204-5674370 - ldsi 8966|caccTGCAAGCAE@TTGGTTGTGGGCGTRCCACCTCCGCCATGACGAAGGETAAGA=—==CO8GC-————————————————— - ————__________-—______ ATGAATTGGCAAAA-TINA---A\-—-—--[AGCTTATCTTAACGGCCE======= A TTCT-—-—-———- TATCCC-==TCTCTECAGcAAAgACGCTIACCGGACTTGATTTTGCClMGTGGARGAGCCMATCGCCCGG
am3 llchr3n:5761184-5761350 - |dme 433 |[CACCTGCAAGCGTTTGGTTGTGGGCGTACCACCTCCGCCATGACGAAGGETAAGA====CQ8GC-——————-———————————————————_______—__-—______ ATGAATTGGCAAAA-TINA——-AR\-—-——- BccTTATCTTAACG CCE======= A TTCT-—-—-———- TATCGC-—-TGTCTCCAGGAALACGCTGCCGGACT TGATTTTGCCMGTGGARNGAGCGEATCGCCCGG
droEugl|scf7180000409466:3531118- aecilceanlccdTic TRl e TG e TRACEIACCTCCGCCATGACGAAGGGTAAGE-— -~ Xefe- ——~ -~ -~ — - - —— - - - elercaiddrcccaara-pan—--EgY------ TICTTATCTTAAGGCCESS==aas TTTE--—------ TATCEC =TI CACGAALEACGCTGCCGGACTTGATTTTGCCMGTGGARGAGCGTATIYCCCGG
3531284 -
droBial|scf7180000302193:3263790- cleccrceanidecrreeTTeTRGGCGTACEACCECCGCCATGACGAAGGETAAGH----LXiclg- - -~ === === —-— - - ______ ATcANTEcccAdAA-FY. - -FY------ icTTATCTTAARGGCCE======= TTT[Ee------—-- TATONC-——TcTNrccaGcrarfgrciicTicceeacTTeaT TTGCCldcTGGARGAGCGTATHGCCCGG
3263955 -
droTakl|scf7180000415868:464165- CACCTGCEAGCGEET8GTTGTGGGCGTGACCACCCCGCCATGACGAAGGGTAAGH-———fRNGC-————————————— - ____ IearcalirreecaanraldrTfd---EY------ B CTTATCT T A Erchg--------- R - = = T \FCTCCAGGAAAEACGCTGCCGGACTTGAT TTGCCGTGGAGGAGCGTATHGCECGG
464320 -
droElel|scf7180000491268:1253522— CACCTGCAARCGTETGGTTGTGGGCGTGACEACCTCIAGCCATGACGAAGGGTAAGA--—-I¥Eefe- -~ -~ -~ -~ - - - - ATGANTEcGCAAAA-RRIA—--[8N-—-—-- THCTTATCTRAANGGCCE======= TT TR ————-—-- EEECC =T \TCTCCACGEA A CNTGCCGGART TGATLXST GCCBGTGGAGGAGCGTATIGCCCGG
1253680 -
droRhol|scf7180000768851:39540- uaciItccanldcoTldTeeTlgcTecceeTeacEaccTeclccATGACGAAGGETAAGE-—-—FXeBIGC -~~~ == —— - ATGANTTGGCAAAA-RIA - [N —--—- THCTTATCTR A ARGGlcE======= TTTHR-——-—-—-- BRCC =TT CTCCACCE A AlgA CNTGCCGGACTTGAT TTGCCGTGGAGGAGCGTATHGCCCGH
39698 -
droFicl|lsc£7180000453929:1855358— cacirecaaflccdrlderiNeTeceeeTacEaccTecGl{cATGACGARGGETAACH -~ —-[gekicld- - -~ -~ - - - - - ATGARNTTGGCAAAA-RREN- [N ————- THCTTATCTRA ARG == == === TTTg-———————- ERmCC—— =T\ CcTeCACGAAAEACRITGCCINGACTTGAT TTTGCCINGTGGAGGAGCGTATIGCCCGG
1855516 +
droKikl|lsc£7180000302686:58828- cldccTecArGCHNETGGTIEGTGGGCGTGACEACCIaCHGCCATGACGAAGGETARGH ===~ IXeGlE-—=——-—=—=————-—————— - ATGISNGIICEEINNNN - - - BN AR THCTTATCTTAARGGCCESSSEaES TTT/8-—--—-—-- TATCCCIdTCTCTECACCEA A gACGCTGCCGGACTTGATT T TGCCGT GGAGGAGCGTATHGCHCGG
58997 -
R
droAna3|scaffold 13337:12780135- preeciarlceTT TG T\ G TGGGleTGACEACeccoecaTeacarccETAACE- — - —fXeiclE- - - -~ - - - - - - - ErcarTcilcannn RN --EY------ THCTTATCTEAGNICH======= Prrrife- - - - TATCLNC===[ETCTECACArr AL CGCTGCCGGACHTGATIT T CCldc TGeAGGRARCHEA TN ccald
12780299 +
droBipl|scf7180000396589:1243096- paeciarlceTT TG TR\ G TGGGCcaTGACEACHECcCcGecATGACHAAGGGTAAGE- — - —fXkicle- -~ -~ -~ - - - - -~ ErcarTcilcannl-Ea---EY------ TICTTATCTEAACKENCH ===~ AChliiA CEEEEETEEE TATCEC-=—[§ETCTECACGAAAAACGCTGCCGGACHTGATIT T CCldcTl8caGGaAccEaTCG¥ cCd
1243259 -
ldps |XR_group6:9792525-9792675 + | |caclircecanceoT@recrfgeTiiccceracEaciNgcceccaTeacancleTAACH -~ - —Re - -~~~ —————————————— - _________________ ATGAETECCCANLA - - [ —-—-- TRC TTAT CT L g —————— e ———————- - - - - AT CcACRITINEC GIVAGINS T SiNelele c A T Ci¥el: i kil A Sfel cleliNeler-Nelel Nelolel¥-Xielefe T T T |
|droPer2|lscaffold 61:68100-68250 + || |caclirceanceoT@recrfgeTiiccceracEaciNecceccaTeacancheTAACH-———RRC- -~ - - - - - - - _______________ ATGAETECGCANLA - - [ —-—-- THC T TAT CT ey~~~ e ———————- - - - - AT CcACRTHEC GEVAGINS T Sifelels c /A T el N kil A Sfel Clelifeler-Nelel NelolelF-Xielelelofe T |
droWil2|scf2 1100000004511:3789301- cijcccanrBlcorEricTTeTGGGCaTGACHACYECRGCEATGACHA G TAACE- - - -L\clchEde - - — - — - — - — - — - - ________ cCiNIANTIIA ARG - - B - - - Bk — B - - - - - ----- JVNYece——————- TTTEV--——————- TATLECIS NI N TCCACS A » A AN T GCCBGANT TGAT TT TGCCEG THGAGGAGCGEA THGEEACEYY
3789457 -
drovir3|scaffold 13049:2212421- CCTGCZ—\AECGTTGGTEGTGGGCGTEACCACCCGCEATGACEAAGGGTAAE-—-—AEC ———————————————————————————————————————————— ATGAAINNGGCAA O -RRN - - - ----- TICTTATC TN g CcE====== ACIUIAIEEE cACTEIGCG TSR AN TI T T/AC[ECINNNAT A TINEIleleiNA CliA I A iENelele C Nl Ne C NIV T Elelec A 2|
2212586 +
droMoj3|lscaffold 6654:1651110- cldccreariiccddrcerlEcrecaceTidacEacaciccaTeacia T AR N e - - — AN - - - ATGANTRRCCAGE]- B - -AG-—--—- ATGIENNNSINA - - - - - TMATTCGACEIICAIIAATCAAT TTITAAATE S UIANTIAD NEIECEVINAT A TiNelle A &G CilCINE A Clleldle T EiNelera CINEISlE GINi T/elele G A A
1651283 -
droGri2|scaffold 15110:3253137- FNJele TiVNeloeliciic/ehliNeliclele NI NG GENel c Glolelelel INel-Nel IN-Nelelehd\C/Ef \A AGCAE TC TTCAACCAGTCTGACATACGAATAATCTACATATTACAAGCAAAGI UGN A - [E[ - - -B- -I\aacecTTATCANT TIEENNSINA - - - - - TREEEEEEEE By - - - -TESaCTiiC T TINNAG T/e Tilelelelelera el i hlielele clelii T F-Nel Nelolel N T /ele (¢ &
3253342 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:6330677-6330843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:6330677-6330843
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_721.html
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View on UCSC Genome Browser {Cornell Mirror}
dya 1800 X:12117938-12118004 + || Known Ortholog | MiRNA | intron
Legend: mature star (=i iBelifg el 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
dya_1800_annot [-14.6]
Show Alternate Folds
Flybase annnotation
intron [Dyak\GE 17394-in]; CDS [Dyak\GE17394-cds]; CDS [Dyak\GE17394-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads show mid mismatch reads
M043
V120 MO56 V052 V046 V058 GSM1528802
CCGACGGCGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTGAGTGGCCGAGTTGGAGCAGTCAGAATGGGACATAATAATCCCTATTTCCATTCCCACCCCACAGTTCTTCCTTTTCCCGGCCTTGCAGCAGTATGGCCTGATCTACAGGGTGCG female
Read # Hit ||Total body |male embryo head embryo head follicle
ded ok ok ek ke ok ok ke ke ok ke ok ke ke sk ke ok ek ks ke ke ke ok (L ((((. e (e (e e e e e e (CCCe e e een.. 1))) e ))))))))))) )LL) )) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body cells
.................................................. ehiey Nelielelole]ey.Ne it el e NN AP - B ¢! 1 3.00 3 2 0 0 0 1 0 0
................................................................................................. TTTCCATTCCCACCCCACAG  « e e v e et te e e eee et ee e cneeaeneenaeneeaenaennea. 20 0 1 2.00 2 0 0 1 1 0 0 0
.................................................. eliey Nehielelololey-Nekiih el es-NeT oA O N ¢ 1 1.00 1 0 1 0 0 0 0 0
......................................................................................................................................... GCAGCAGTATGGCCTGATCTACA....... 23 0 1 1.00 1 1 0 0 0 0 0 0
.............................................................................................................................................. AGTATGGCCTGATCTACAGGGT... 22 0 1 1.00 1 1 0 0 0 0 0 0
e - GACGGCGGATGGGGCTGGGTG - « « « ¢« ¢+ o e e s e m st e s e e aetas e e e e aaaa s o e e aseneaeeaseaseneaeeaseneeeeaeenseneaneaseneeeeaeeneensoneaeeneeeeoeeaetaseeeaeaaeeaeeeeaanarenenns 21 0 1 1.00 1 0 1 0 0 0 0 0
.................................................. ehiey Nelielelole]ey Neiit el es-Ne] oINS~ o I ¢! 1 1.00 1 1 0 0 0 0 0 0
................. i elelelelel ok el ol eleoy-NeT ol ol NP N 1 1.00 1 0 1 0 0 0 0 0
...................................................................................................................................... CTTGCAGCAGTATGGCCTG. « v v vvevnen... 19 0 1 1.00 1 1 0 0 0 0 0 0
I o ceTolele N e e]e]eloki el e, PN PO 18 0 1 1.00 1 1 0 0 0 0 0 0
........ GGATGGGGC T GGGTGGTCTGT « « « « « « o e e e et s o e oo e e s e s n o e e e e e s e e e o e e aaaase e s aaeaasoeeaaeeeesoneaaesoneoeeaessoneeaeeasoneoeeaaeasoeeaaaaranecaaaacanenacaaanan-222l 0 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
GGCTGCCGCCTACCCCGACCCACCAGACAGACCGTCGGCCAAACTTATTGCACTCACCGGCTCAACCTCGTCAGTCTTACCCTGTATTAT TAGGGATAAAGGTAAGGGTGGGGTGTCAAGAAGGAAAAGGGCCGGAACGTCGTCATACCGGACTAGATGTCCCACGC
Read # Hit Total
e ok e ok e ok e ok ok ok ok ok ok e ok e ok ok e sk e sk ke ke ke ks ks ke ke sk ek ek ek ok (( (L (. (e (e e e e e (CCCe e e e ... 1))) 2o )))))))))))) L) )) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*k* 5jze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|x:12117888-12118054 + |dya 1800 |lccGACGGCGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTGAGT-GG-=~—C-————————-———- CGAGTTGGA------ GCA-—————————— - BT CAG— = AT G = — = — = = — = = — = = —— GG---ACATAATAATCCC--TAfSS====as TTCCATTCCCACCECACAGT TCTTCCTTTTCCCGGCCTTGCAGCAGTATGGCCTGATCTACAGGGTGCG
droEre2|lscaffold 4690:9464994- CCGACGGEGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTGAGT -Gl - - —[IXI\- -[eIefejlel- -[FelccaciIrcea--—--- GClg----—--—-——— - G A G- [T G~ — =~ = - —m - oo ATGGGGINIACINNASe T i = el AT T CRRCCCCACAG T TC T THC TTTCCCGGCI8TGCAGCAGTATGGCCTGATCTACAGGGTGCG
9465174 -
droSec2|scaffold 8:1500788-1500968 CCGACGGEGGATGGGGCTGGGTGGYCTGTCTGGCAGCCGGT TT@AATAACGTCAGT -Gl - — [ NI\ —[elelele- -[elelcGAGT TGGA - — - —- - GCA-———————————— - GTCG- AT G-~ ———— - coiMeecaTAATAATCHCHSTAT====== T SCCAT T CRRRCClECACAGT TC TTCCTT TTCCCGGCIETGCAGCAINTATGGCCTGATCTACAGGGTGCG
ldrosim2|lx:18107905-18108085 - |dsi_29476[lcCGACGCEGGATGGGGCTGGGTGGTCTGTCTGGCAGCCGGTTTGAATAACGTGAGT -G =~ [N\ —[IelJe- [JCCAGTTCCA - - - GCA-—————————————————————— GTCG-—[gAT G-~ =~ —— - - coiMeecaTaaTaATClCHSTATE === [ S CC AT T C CECACAG T TCTTCCTTTTCCCGGCIETGCAGCAGTATGGCCTGATCTACAGGGTGCG)
|am3 lchrx:19207422-19207607 - | |cceacGE8GGATGGGGCTGEETGGTCTGTCTGGCAGCCGGTTTGAATAACCTRAGCT G- - - -[INTNINeeIelye- -[elccaldrTcRa------ GCA==———=—=—————mm——m e N cli---EcaraaraaTchcHEr AT IT ST\ AT T ClmmC CECACAC T TCTTCCTTTTCCCGGCHETGCAGCAGTATGGCCTGATCTACAGGGTGCG)
droEugl|lsc£7180000409109:242592- CCGACGGHGGATGGGGCTGGGTGGTCTGECTGGCAGCHGGET TR ATAANCTINAGT 1Y - - [FNINI NN —FXetedceacTTeeg--—--- B -------—--- TGGTTGGAAAAE- ST el - T2 - B e e e - B - - —INTiGGIe T TRE - - -EEEEEEEE LT T I ClePNCRPNAG T TC TTCCTTTTCCCGGCCYTGCAICAGTATGGCCTGATCTACAGRGTECG
242760 +
droBiallscf7180000302069:1373995- CCGACGGIGGATGGGGCTGGGTGGTCTGECTGGCAGCCCCRETIAATAACCTEAGT-CC———-pRgu NI Ne- - — - ———- ---alic---E== GGTA--CAGATEEEEEEIEE TGGAATGE- - — - - - - - B e e e e - [ T T CEVAGIRe T TR - - - EEEEEEE e AT T /R R NECAC T TC TTCC TT TTRCCGGCRSTGCAGCAINTATGGCCTIIATCTACAGGGTGCG
1374159 +
droTakl|lsc£7180000415843:933790-
933884 +
droElel|scf7180000490751:851455- CCGACGGAGGATGGGGCTGGGTGGTCTGECTGGCAGCCGGYTTRAARAACCTCACT -GN - - — NI NI NI N- - TNiciNecIN N A - — - - -----—-—--- TGTATGCAGHE- — - — - - — - - E e e e - - B - INCIATIAGIiG T - BRI e [elelelC Ch T T C e ChRCEICAG T TCTTCCTTTTCCCINGCCTGCAGCARTATGGCCTGATITACAGGGTGCG
851623 -
droRhol|lscf7180000778091:447671~ CCGACGGRGGATGGGGCTGGGTGGTCTGECTGGCAGCEGCETTGAATAAMGTCAGT -V — - NSNS - lelelel- -jfelcleacTeciNe - - - - - = — e BT - - R — — e e T - - BT ALV NNGGING TORE - - - EEEEEEE B C LS T e el JECAG T TC TTCCTTT TCCCGGCCTGCAGCARITATGGRTGATCTACAGGGERYCG
447831 -
droFicl|scf7180000451789:237386— CCGACGGEGGATGGGGCTGGGTGGTHTGECTGGCEcCEccTTTHAATAACCTNAGT -CL\- — - - (SN - ————- — - [l - - - B G A T(€- - CCCC T AC R - - — R T e G A C T C T2 G e e NG - - - B T/elelelel T C - — R E ek ek e T elChN e T C RS CINCCACAG T T CT TCCTTTTCCCGGCIXSTGCAGCARTATGGCCTGATITACAGRGEGCG
237569 -
droKik1|[scf7180000302798:155175- CCGANGGGGATGGGGCTGGGTGGT/ETGECTGGCAGCHGGIT TGAATAANGTCAGT —iEN- — - ~IXL\- -[lhiE Y- TN diclE I - — - - - - - -IArECAAREATTAAAGCEEEEE G TR deaTc-- - - —-—- TATTCCCTGTCACATCTTTATTATCCCTCTAAATATATAGAATCGACTCCGAACACGATCAAT TCCAAACCCAT TTC R e - -BcalaccidrcTccaaTE- - cEEEEEEEE - - — IS R Y Y BIACAG T TCc TTCCTRT TCCccGoCeTGeallcacTATGGlc TATCTACGEGTGCG
155431 -
droAna3|scaffold 12903:593021- S GIEINGIEle » [ElehXilelelelelehilelelehieleli Gle C/ShuelelerNere T ele C il C NN NS el e Nela T T A ST T CCCC T T T Tttt - — - — - —— — — A T C - - CCCT T T Tl A T TC TC T TAAT T TA - ST A A - Tl - B e e e e e B - —-TTAT-----BE- - _FEEEEEEE el TR CsCRIC ARG T TC TTCCT[ET THCCGGCCTGCAGCAGTATGGCCTMATC TACAGCIXSECG
593188 +
droBipl|lscf7180000395925:13549- [Seleh-Nelelen [ele clelelelelelifelelehieleivGNe C ehifelele Clefe G lele il AN CEV NSl ehlel el T CC TAATATAAAGC TTAREA TTAI THA A T TREEEEE A - - - - AN TeTATI TG TG - - - - -B= = = — G & & BVAG T T C TlecC TlgT TCCCGGCCTTGCAGCARITATGGRNTI A THT AlA LYV CG
13715 -
dp5 XL _grouple:8341018-8341187 ||dps-mir- [CCGAMGGCGGETGGGGCTGGGTGGTETCMCTGGCEGCCGGITTGAATAACCTIMGT-GG-——- TN Of-——-——————- —-—-—-[EA  GTTGATA- - TACAT TCRE R - — - - B I A A CA T T T G e e e e e T - - BAGGGHCETCINNIT T/oRE - - [ ST B ST TRy VY EVACAG T TC T T CH T/ T TCCCGGCCTGCAGCAGTABGGCIWTGATCTACAGGTGCG
= 2519
droPer2|scaffold 13:223543-223712 +|ldpe 95 [cBRealcccea@ireseacTecereerfgrcicTeccBecceclrreaaTanceTieT-66---TNR-—————————- —-——— - [EA G T TGATA- - TACA T TCRE R - — - - B G e G A CA T T T G e e e - - BAGGGECETCINNIT T/oRE - - [IEEEE B f T IO VY EVACAG T TC T T CH T/ T TCCCGGCCBTGCAGCAGTABGGCITGATCTACAGGTGCG
droWil2|lscf2 1100000004515:3024400- cRGARGGCGEHTGGGGCTGGGTHGTHT G TETGGCAGCIGGIA TG AT AANCTCACT — I —— [N\ - — (NN (el — - — - — - - R - —— R - - — e e A CAAGCAAAAAGCAACAAGAAAAATGAAREENNA GITINECEGIT GO - - - EEEEm - -ErTjiie - - -EecT T T/l cHeiCiilseleelels CiiaNeITN~ iF:Nele T TieXuA NI Neln [En T/efe
3024573 -
drovir3|scaffold 12970:9393088- CCGARGGCGGETGGGCHTGGGTEATC TG TGGCAGCEcCETGAA A ANGTCAGT-Cld-——-C-[deel-——~——- - - - -2l - - - B G A Tl - - CACATCCEEEC TCGTGT TGAGCAC-SCE AN - — - - e e e e - T AATCCH- - Py e CAISNCCACAG T TC T TR T/E T THC CGGCl8T GCAGCAGT AGGCCTGATCTACAGGCEGCG
9393252 =
droMoj3|lscaffold 6308:1336359- ofele)-\Tefelelele Cieleleleleliielelehic AideliieliGilelelo T eloc elelCiine)-V-N-V\T chile)-Nelila CEEEelA CAGAGC e G EEE - — - — - - — - — R T C - — T A C A S T - AT NN e - — - - - - - - - RACITCARCINV:NNo R - - - EEEEE -G®GGG- - GOTTTGT: T il T A Gy T/olelelelein Ciieloh:\n FNehJ\C ele T ohfer-Xiolil:-Yo/C eleleiC elofe]
1336528 +
droGri2|scaffold 15203:5010464- CCGARGGCGGETGGGCHTGGGTEATCTGTCTccAGCEGGTTEAA A ANCTCAGT -1\c——— - CLENN- [N\l e [l o — - - —————————————————————- - - B - — e e e i\ A 2 CGGATCTGTAAACCAAACCAAACCAAACCAAACCAATGACREEITGICEVNRGHC - - - B - - - EEEEs e e uicCECAGT Tc T TN TfET ThiccRlc TG CAGCAGTATGGCCTGATINTACAGGGTGCG
5010650 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9464994-9465174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1500788-1500968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18107905-18108085
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_29476.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19207422-19207607
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409109:242592-242760
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:1373995-1374159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415843:933790-933884
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490751:851455-851623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778091:447671-447831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000451789:237386-237569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302798:155175-155431
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12903:593021-593188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395925:13549-13715
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8341018-8341187
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2519.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:223543-223712
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_95.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:3024400-3024573
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:9393088-9393252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6308:1336359-1336528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:5010464-5010650
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dya_1788_annot [-35.1]
Show Alternate Folds ‘
Flybase annnotation
CDS [Dyak\GE11268-cds]; utr5 [utrS_plus 690]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads “
M043
MO056 v058
TTGTTTATATATTCCGCCAAATTTCGTTAATTGTTGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCACATCCAACGGAAATTCAACAACGACTGCAACAGGTGCTCTACAACAATCCAGTAATGGAAATTCGAATCCCAAGCAACCGCAGGCC female
Read # Hit |Total embryo body |head
e 3k ok 3k ok e ok e ok e ok ok ok ok ok ok e ok ok ok ok ok e ok ok ok e ok ok ke ke ok ok ok ek ke ke ok sk ke ke ke ke sk ke (L L L L L L L L 1)) o CCCCCCCCCCCCCeC. - (... D)D) (e e een . ))) . kdkdkdkkkokdkkdokdkkkok ko kkdkkkkdkkhkkkkdkkhkkhkkkkkkhkkhkkkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total
...................................................................................................................... CAGCTGCTGGCCAGCGCATC « & v v vt e e et et e e et et et et e e et et e e e e et e et e e e ettt ettt e e et ittt ee e 20 0 1 2.00 2 2 0 0
...................................................................................................................... CAGCTGCTGGCCAGCGCATC . « e v e e e e e e et e et e e e e e et e e et e e e e e e e ea e e e ea e e eaeeeaeneeeeaeneeaeaeneeaeneeneaan2l 0 1 1.00 1 1 0 0
................................................................................................................................................................................................................ CCCAAGCAACCGCAGGCC 18 0 1 1.00 1 1 0 0
..................................................................................... - et o] eTol et e oToF-V.Ne o e RN OO - B 1 1.00 1 0 0 1
..................................................................................... ATTGCGCTGGCCAAGCTGCAGGC « « v v e et et ettt et ettt e e et et e e e e et e e et e e e ettt e e e e et e e e e e et e e e et e e e e ettt e ettt e ettt 230 1 1.00 1 0 1 0
Anti-sense strand reads
M043
V058 M026
AACAAATATATAAGGCGGTTTAAAGCAATTAACAACAGCGTCGTACAGGTGAACGTCAAGTAGGCTTTATCGCCTCTTCTTTGCGTAACGCGACCGETTCGACGTCCGGTTCTTCAGGGTCGACGACCGGTCGCGTAGGTGTAGGTTGCCTTTAAGTTGTTGCTGACGTTGTCCACGAGATGTTGTTAGGTCATTACCTTTAAGCT TAGGGT TCGTTGGCGTCCGG female
Read # Hit Total head body head
e 3k ok 3k ok e ok e ok ok ok ok ok ok ok ok ok ok ok ok e ok ok ok e ok ke ok ko ke ok e ok sk ko ke ok e ok sk ke sk ok e ok sk ke ke ke ke (L. L L L L L 1)) o (OO (... D)D) (e e e ))) . kkkkkdkdkkkkdkokdokdkhkdkkdkkdkokhkhkkkkkdkkhkhkkkkhkkhkkhkkkkkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|l2r:10571198-10571423 - ldya_1788 |TTG----TTTATATATTCCGCCAAAT-------- TTCGTTAATTG--TTGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAACGC RTEGCECTECCCAACCTECAGEE CAAGAAGTCCCAGCTECTEEGCCAGCGCATCCACATCCAACGGAAATTCAAC——-A--—ACGAC—————~- T---GCAACAGG---TGCTCTACAACAATCCAGTAATGGAA---ATTCGAATCCCAAGCAACCGCAGGCC
droEre2|lscaffold 4929:5031991- TTG----TTTATAMATTCCGCCAAAT-—-—-—-- TTCGTTAATTH--E\TGTCGCAGCATGTCCACTTGCAGT TCATCCGAAATAGCGGAGAAGAEECGCATTECECTCECCANMITECACECCAAGAAGEICCCAGCTGCTCGGCCAGCGCATCCAATCCAACGGARARTCARNE---F---Fccac------ T---GCAACAGG---TGCTC/ecalgcaifdccTaaTccan---aTTCGlgaTcccaallcaacceeacaee
5032213 +
|drosec2|scaffold 5:3042277-3042502 +|dse 216 |TTG----TTTATATATTCCGCCAAAT-—------ TTCRT@AATTG--EA T GTCGCAGCATGTCCACTTGCAGT TCATCCGAATAGCGGAGAAGAACGCATTCCEHTEECCAAGCTECACECCAAGAAGTCCCAGCTGCTGGCCAGCGCAT ClecAlccarficGArARTCAAC---A---ACGlC--—--- T---GClAlAGG---TocgNdecaacafecEacTlgaTclden - - - afdrccaaTcclaaficaacceeacaee
ldrosim2|21:4768975-4769200 + ldsi 32450[[TTG----TTTATATATTCCGCCAAAT---———-- TTCAT@AATTG--E T GTCGCAGCATGTCCACTTGCAGT TCATCCGAGATAGCGGAGAAGAACGCATTECECTCECCAAGCTECACEECAAGAAGTCCCAGCTGCTGGCCAGCGCAT ClecAllccanficcarARMTCAAC---A---ACCHC--—--- T---GCAACAGG---TcoClgNdecaacalfecleacTlgaTclea - —-afdrcealgrccilaaficaacchjcacaee
am3 lchr2n:4955540-4955765 + ldme 401 |[TTG----TTTATATATTCCGCCAAAT-------- T TRATEAATTG- - TGTCGCAGCATGTCCACTTGCAGTTCATCCGABATAGCGGAGAAGAAECGCATTECECTCECCAANITECACECCALGAARNTCCCAGCTGCTCGCCAGCECARCclcAlccariiccanaldrcanC---A-—-ACClC------ T---GCAACAGG---TeCgNdecaacapecEallraarcean-—-adrcllaarcccanficaacceeacace
droEugl|lsc£7180000409005:837237~ TTR-—- - ETATHTATTCCGCCARAT - - ————-— T TG T THATTG--[§TGTCGCAGCATGTCCACTTGCAGTTCATCCGAAATAGCGGAGAAGAAECGCATTCCITCECHARCCTCCANGEcarcAAGTCX AT C T cicialsci\cAT i clircearficGAARITCAGY- - - Afdlenl RSN - - — - - T---SGaacrl)G- - - Tcldg¥NecaacangifdclEarTcenn---aTecaaTccilanllcancclcaceely
837462 +
droBialllscf7180000302188:1539555- TTh-e T T T/ TATTCCGCCAAAT -~ - — - — - - TTCGT[EAAT T -[€TGTCGCAGCATGTCCACTTGCAGT TC/@TCCGAAATAGCGGAGAARNAACGCATTECECTEECCAAGCTECACECCAAGAAGTCCCAGCTGCTGGCCAGHGCAT C cHecccannleTcalec---fg---fecal}------ T---fcaacalle---ToclgcrgcaacandicaeraTccan---agrccanlcccaniflaacceeacaee
1539777 +
droTakl|lscf7180000415705:273650- TG————TTTETTCCGCCAAATTCGTAATTG——TTGTCGCAGCATGTCCACTTGCAGTTCTCGAAATAGCGGAGAAGAAACGCATTGCGCTGGCCAAGCTGCAGGCCAAGAAGTCCCAGETGCTGGCCAGEGCATCECCGGAAATCAC——————CGAC —————— T—-—GCAACAL G- — - TO R ] o 2. A - — - AT[EC GAAT CCCAANCAACCGCAGGCC
273856 +
droElel|lscf7180000491046:2622797- TR - — - TATHTATTCCGCCAAAT -——————— TTCGTTAAT THNE®T GTIGCAGCATGTCCACETGCAGT TCATCCGAAATAGCGGAAAGAACGCATTECECTEECCAAGCTCCACCCECAAGAAGTCCCALNCTGCTGGCCACIACAT R ClefecGGARAET CAlC - - -[8- - - Aci¥ecilds- - - 8- - -Bcaacal¥}- - - rocldciecancanicEcEraT@IaA- - -ATfdccalgTcccaniicaaccaclicaec
2623018 +
droRhol|lsc£7180000779695:7628-7849 +| |TTR----EETATralrcceeccAAAT---————- TTCGTTAATTGINST TITCGCAGCATGTCCACTTGCAGTTC/ETCCGAAATAGCGGAGAAGAAECGCHITGCECTEECCAACCTECANGE CAAGAAGTCCCANCTINCTEGCCAINCGCATC R c AldccGaAAETCARC - - - 8- - - AciYecide- - - T- - -EcAldcalNY- - - TecEciNecarcargiccEara TN A - - -ATldcealgTcccanficanccaciieaec
droFicl|scf7180000453842:1297058~- TTR-—- - DT A A TTCCGCCARAT - - ———— - - TTCGTTAAT S -G TCGCAGCATGT CCTTGCAGTTCET CliGAAATIGCGGAGAAGAAECGCATTCCECTEECCARCCTCCAGEECALGAAGT CCCAGHIGCTINGCCAGCHCALNC RN recccArngdiAAC- - -[8-—-ACGA}---—-- T---@canch¥N- - -recleciXecancangiilecEanTican - - - AdddgIaaTcclganficaaccieailccc
1297271 -
droKikl|lscf7180000302271:69295-69527 T TGRESNET T T TATHTTCCGCCAAAT - ————— - - TTCGT/HaaNN-- TTGTCGCaNcAaTGTCCcACITGeacTlgclETCccorlgaTHGCGGAGAAGAACGCATTECHCTCHCCARGETECACEECALGAAGTCCCAGCTIECINCGCCAGHCEE Y S feleccclergNecalgclelde - - -Accal-—---- T---fcaacacceddscclci¥ecaacangicNerEarccangder TldauaaTcclgraficaaccceaceee
+
droAna3|lscaffold 12943:2696399- TTH- - — - A TRTATTCCGCCAAARN- - - — - — - -[8X\coTRART TG TG c A A Te TcifecTccacTlEcNic cAAA TG CGGAGAAGAAACGCATECCINC TEECCAAGCTCCACECER A GA A CEClECACLNEC TG CHlE G C Rt G A 2 ALYe Cleln Clfeleleideleln CllnfE - — - — - - T---GCAACAING---ToieciNecArl A nfelc/lehmma AR NeA A - - - AT[eRGAARC cAnjde¥ec cldcacalic
2696609 +
droBipl|lscf7180000396535:2094224- TTG----TTTATRTATTCCGCCAAAR- - — - — - - [RACETRANT TCIBTINY G c A A e TcifecldTccacTlgcc coaaaTiicccacaacarACccC AETCCINC HNECCAACCTRHICAGECE~ A cAACIICINCAGC TS Te G ClelslC CleAlCiNe C 2 i » &fei T ClefiC - - —[§- - -acflac--—--- T---@caacalle---recleci¥ecaraaccaRea QoA - — - AT/decAABC cAnilelleccllcaGalc
2094437 +
EEE l4_group4:1471205-1471364 + | [T G- - - - B cRrATCcccsc AR CHGERCA
ldroper2|lscaffold 10:473217-473369 + | i — — B R ATCCCSC AR CHG TR Es:
droWil2|scf2 1100000004585:1582237- - ] T-— - CAACAGG- - TH e — — GGCTEAGET/EAcCES
1582389 -
drovir3|lscaffold 13246:1175596- T - — -~ T2 Tchc A AT - — - — - — - - NI T2 AT -[EecilcR e aTcTe /et e Adeciiec coalgaTacclicAGAACEAC G ARTECINCTEECCAACCTCCACE e Al n A Gl c e A NG Clle G CC A N NN o R e~~~ — — - - - - - - - - acRGINCETlEc G Cldde
1175756 -
droMoj3|lscaffold 6500:4738863— TTG-- —- T - - - - - - - - - ARG APINAT TfEcG /el
4739013 +
droGri2|scaffold 15252:16053753~- —— R — — — - —————————————] e~ —— - — - ——AGEGCAAINNIEAGCTEE
16053893 +
Generated: 09/08/2015 at 07:48 PM
PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 0
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
0
1
0
0
4
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dya_1784 21.:17449498-17449581 + || candidate | Canonical miRNA | 3pUTR
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Predicted structure
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V058 v052
GTGTTTACTTATTACTAAGAATCACACATTTTTGCAGAGGACATTTTCGTTTGGAACCTTTGTAAAAGGTTTTGAGCTCCAGT TTGCTGTCGTGAGCAAACAGCAAAATGTAGTCCAAAGCCGACAATTCGACAGGTGTTTTGGGGGCCCCACTTATCGAAACTGCAGTCGGTTAGCGAGTCCA female
Read # Hit Total body |head head
Ahkkkkkhkhk Ak kkhkhk Ak kkkhk Ak kkkhkkkkkkhkkkkkkhkkkkkkkkrrd N T T I )Y NI ) e Ik khhkhkhkkkhkhkhhkkkkkkhkhkkkkkkkkkkkkkkkkkkkkkkkxk***** gize Mismatch Count Norm Total
...................................................................... TTTGAGCTCCAGTTTGCTGTCG M « v v v e v e e ee et e e e e e e e e et e e e e e e e et e e e e e e e ettt e et e e et e ie e ee e e tie e 22 0 1 2.00 2 0
................................................................................................ CAAACAGCARAATGTAGTCCA . + « v ettt e ee e te e e e e et tae e e e et eae et e eaeenaeenaeaneenaeen. 2l 0 1 1.00 1 1
Anti-sense strand reads
V058 M056
CACAAATGAATAATGATTCTTAGTGTGTAAAAACGTCTCCTGTAAAAGCAAACCTTGGAAACATTTTCCAAAACTCGAGGTCAAACGACAGCACTCGTTTGTCGTTTTACATCAGGT TTCGGCTGTTAAGCTGTCCACAAAACCCCCGGGGTGAATAGCTTTGACGTCAGCCAATCGCTCAGGT
Read # Hit |Total head embryo
dhkkhkkhkhkhhkhkhhkhkhkhkhkhhkhhkhhkhkhhhkhhhhkkhhkkhhkhkhhkkkhhkkhhkkdhhkkx R N R N N T DI I e hhkkkhkhkkhkhkkhhkhkhkhkhkkhkhkhkhhkkkhkkkkhkkkkkkkkkkkkkkkkkkkkkk*k*k*x** gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
ldrovak3|21.:17449448-17449631 + ldya 1784 |GTGTTT--ACTTATTAC-TAAGAATCACACATTTTTGC-——-—--- AGAGGACAT-T-T-T——-———-—————- CG-TTT—--G——-—GAAC————————————————————————— CTTTGTAAAAGGTEITTCAGCTCCAGTTTCCTCTCCTGAGEARACACCARAATETACTCCAAAGCCGACA-————————————— ATTCG---ACAG-GT-——-—--G——-————— TTTTGGGG--——---—-GCCC--—————- CACTTATCGAAACTGCAGT-CGGTTAG-CGA-GT-——--——-——- c----C--3|
droEre2|scaffold 4929:17858129- der 75 CGTTT--ACTTAETAC-TAAGAATCACACATTTTTGC-——-———- AGAGGECAT-T-T-T---—----—-——- CHl-TTT---G----GAAfg-——-———————— -~ CTETGTAAAAGCETTTGAGCTCCAGTTTGCTGTCGTGAGCAAACACCAAAATCHEGTCCARAGCCGcA---—-—-—- - - - —- ATECG---AWAG-GT-—-—---G--—-—--- @TTTGGGG-------GCCC--—-—-—- caf{rilaTcearACTGCAGT-CGGTEG-[6cA-GT-—-——--————- C----C--A
17858312 -
droSec2|scaffold 1:2429395-2429591 [dse 1835 FGTTT——ACTTATAE—AAGAZ—\TCACACETTTTTGC ———————— acalcgcar-T-1-T---------———- i TRe-Ec----anc- - - - CTETi\ T AAAAGGTTTTGAGCTCCAGT TTGCTGTCGTGAGCAAACACCAAAATCTEGTCCARAGCCGcA- - - - - - - - - - - - —- WrEcc---2aG-clg-------f-------- T TG GG eeGC CC—— - — - — - — CAlINATCGAAACTGCAGT-CGGTTAMEEGA-GT -~ ———————— c-Fhfe E‘
=
[drosim2|2r:5600449-5600645 + lasi_32438|8cTTT--ACTTABTAR-[SAAGAATCACACETTTTTGC-—————-- acaldcgcar-T-T-T------—-—-—-- cigdrTie-Ege----Baac--— - - CTETNTAAAAGGTITTGAGCTCCAGTTTGCTGTCGTGAGCARACACCARAATCTEGTCCALAGCCAcA- -~ - - - - - - - - —— - wrecc---2aG-cg--—-—--f§-------- TTTHGGCIgedegecCCC-——— - — - - CAIATCGAAACTGCAGT -CGGTTAEgGA-GT-—-———————— c-Eisc--H
|am3 lchr2or:4791612-4791805 + lame 379 |RScTTT--ACTTAETAC-EAAGAATCACACETTTTTGE-------- acAcEcaT-T-T-T---—----————- CirTRe-Ec----anc- - - CTRTEN T AAAAGGTTTTGAGCTCCAGT TTGCTGTCGTGAGCAAACACCAAAATCTEGTCCARAGCCGcA- - - - - - - - - - - —- WrEcc---2aG-cg---—---f--—--—--- T TG GCLeele- - - GCCC———————— WANSIAA TCGAAACTGCAGT-CGGT TAEEGA-GT—————————— -
droEugl|{scf7180000409183:445681- CRCT/ER- - Eme A6 - TAAGAATCACACATTTTTG--—-—-—- AGAGLBCAT-T-TRT----—-----—-- ST A - CE T R N e e BT Al dA AGGT I TTGAGC THICAGT TTGCTGTCGTGAGCAAACACCARAATCIECTCCAA A CClEcl------—-—-—-—- Erdcc---anG-GT-------G--—-—--- TTTTHGGGEe---—-fclc-—----—-- caf¥aTciiarACTGCAGT -G TG - [y - Gl8- - —----—-- C----C--A
445862 +
droBiallscf7180000302291:2735848- GG T - e - XA GAATCACACATTTTTGC— - — - —— - - AGAIRECAT-T-T-T-—=—=——-————— cy-Brrle--§----hac------—- - RrlETiTABAAGGTITCENC TINCAGT T TGCTGTCG T GAGEARACACCARRAETIRITCClEr nopic Gl cR-—--—--—-—-—--- Brecc---apG-fr--—--—----—————- ErrrideG-------Gclc-—--—--- CACATCGARACTGCAGT-WGGTTHG-[EcR-G8-—--—--—--- C----C--A
2736020 +
droTakl|scf7180000415386:451355- T e A - TAAGAATCACACATTTTTGC—————— - AGAGLNECAT-T-T-T-—-—-——-—-——— Cl-TTTh--I----cAaAC--- - RrETiTABAAGGTTTTCALNCIENCACTTTGCTCTCCTGAGCARACACCARRATCTIRITCCAA A cGlcA-— - - - - - - —————- ATTCG---2ARAG-JT-—-—---[-—————- TTTTGNGG-----[geccilc-------- cac¥arciiaaacTceacT-leeTTHG-[EcA-G8-—-—----—-- C----C--A
451532 -
droElel|[scf7180000490483:67737- GG T/ - — Rt T Al - TAAGAATCACACATTTTTGC-——————- AGAGGRATITHT-T--—-—-—-—-—-- Cl-TTTH--§----cAnf---------—- - TN AdrAGGTITTCAINC TENCAGT TTGCTGTCGTGAGEAAACACCAAAATCTECECCAA AR ClGANA - — - — - - — - — - ———- arTc}---2laG-GT---—---f--—----- TTRTHGGG-------Gclc-----—-- cacl¥arceanacTceacT-WeeTTHG-BNE- X8 - —----—-- C----C--A
67915 -
droRhol|scf7180000780108:150187- GG - - R T AC - TAAGEATHACACATTTTTRC--—-—--- AGAGLEAT-T-TRT-—-—-——-————— cy-rry--8----danfd------ - - RrEriXerEa GG TIETGARNC TEMAGT T TGCTGTCG T GAGEARACACCARRATCHeCECCAle A cGrlA - — - — - - - - ———— - G- --apG-fr--—----B--——-——- TTTTHGGG BN - —————-aci¥aTceanacTeeaGT-WGGTTHG-BXS -G8 - ———--—--- C----C--A
150362 +
droFicl|scf7180000453851:1506157~ G Tl — i T 2 C -~ TAAGAAT CACACATTTTTGC———————— AcgciXgcAT-T-THT-—-—------—-- cipr TR Y- - --aac- - ErErXearAAAGGTETTGALNC THCAGT T TGCTGTCGT GAGEARACACCARRATEECECCA n)ceclIn - —- - - ———————- ATTCI--—-Af -Gl - —— - TTTTHGGG-----—--GCAC--—--—-- Haci¥aEccrancTGCAGT-HGGT THG-[dea-clg-----—--—-- B----c--a
1506336 -
droKik1|scf7180000302682:1354886- enleicacall----- Jelic-TAAGAATCACACATTTTTINENE--—--- acalcar-1-7-8--------————- cl-TTTh--§----canc--- - - crgri¥eadraceTTTE@ N CTCCAGT TTGCTETCCTCAGECARACACCARAAT T ECCAlErGccaac-----—-—----—- Hrecc---AMak BR-TTTTHGGG---—-—-GEc-—-—---- WaciearcllaaacrecacT-gocTTic-ER -IXe- - - —-—--—-
1355078 +
droAna3|lscaffold 13266:1225280- dan 4056 |[CRGTTT--ACT Nukmm-WAAGAATCACACATTTTTGC - VNN NN A\ ciNECAT - T- TR TRES Tk Ye - R Tl b i T]He - Y- - - -f\anfE- - — - - - HTETG R A ANGGTITTCALNC THCAGT T TGCTCTCGT GAGEARACACCARRATCTECECCA~AGCCGlY - —- -1 —-—-—--- greccederfe-clde-- - --f-------- - - — - — - 2 2 T Haciarcilaaacrecac-gelr ric-E - - - - —-————- C————C——
1225478 -
droBipl|scf7180000396730:2224838- EnEhEEEFNG - - - - - - EEVNS VAT NI NTNLLLET G2 CA AR A A AN i T T A TG T TCGAT TCGAAAINN- CRGA AR A A A N G BT TABAAGGTITTGALNCTCCAINT TTGCTGTCGT GAGEARRACACCARRATETHECECCArrGCCGlcA-— - - - - - - — - —— - greccderac-GT TR G AR CAINElee TREREC GG TAT TREEEEE Heci¥Xercilaaacrecaci¥ccNeric-E\ -cld- - - - —-—--—- c————E——E\
2225050 - |
dp5 |3:13606073-13606257 - laps_3844 |NNATTR- - ART - TAAGAATCACACATTTTTGR-------- acapGRcEr-r-@-1---—----—-——- %-r77-B----%¢---------------\-\\—~\-——_ CTTTGT(eAGIT T TTGAINCNCAGT TTGCTGTCGTGAGEARACACCARRATCHECNCAL AT\ cp - - - — - — - yridec-- -2 TTTAAGHAAIGENEAE - BT TA GGG pRiciXearcllaaacreeacT-gecTTN-EeA-cld- - - —-—-- - c----B--B
droPer2|scaffold 2:8013574-8013758 NN T — A T R T AAGAATCACACATTTT TG --—-——-- AcApcHcETr-T-§-T------—--—----- gy-rrri)--g--—--En- - CTTTGT/REAGEITTTTCALNC[SNCAGT T TGCTGTCGTGAGCARACACCARARTCTECNCAr AT A CA— - — - — - ———————— TINCGEREESNT GleRA C| TTTAAGEAANNNTEA 8- BT TAGGEC/HeEEE kRiciXeaTcilaaacrecacT-HecTTREN-EcA-Glg--—--—------- c--—-5--§
+ \
droWil2|scf2 1100000004510:2696655-(ldwi 5429 |[ATi#TT--WedraEradNearIas\cacacaTTTTTREY-------- BB —-—--—----—-- TT Tl - CAGAREEEIAINNT TCTCATAAAAATTGT TCTCTTTGTCAAAN- - - GTGEAJNNENETATCAANTIMENEIIIlsciNeINe o V.V (o [0V VA T]iGACA S INNAE C T[S CREEE » BT INicacccGlircTRTcACATAATTCCATGEAAINGNRC C/EE e riXerclaaacTeeaGT -WolNd TG - EA G- - - - - -—-- B--—--f--2
2696874 -
drovir3|lscaffold 12875:1774788- dvi 24661 ) D WAEGAATCACACATIT TTRC- - — - —— - peal¥¥ecar-T-7-----------—-- o Tl - - -BAAC- - ARIeAIECAGRTING AL IS A SN T G ThiCileleLicisleileINe o\ T T &) e[S GV AA AN T EN T FNNA T T{EINAIEEEEA T T TEC C TRRSNC C T TREESNA G 2 BIely AEEEcACTECilic TdeTcccTTCCAAAAAAAAACAAAINACAINCAINNNCNIINL B T/elehilvCE G A GRIE C A REEEEEEEE --—-c--
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CAGCGAGGCGAGAGACAGAGAAAAGAAAAGCCGAGAAGCCAAAAGTGTCTGCCCCCTAGAAATGGGTGGATATATGTATTTCGAGTTCCCCCGATTCCGAACCGGAGTTTTGAGTTTATAAATAAGTTCCAGTCGGAAAAGTCGGTGGAACAAGGGAGAGGGAAACATACATTATTTTCCCGTACTTCTCTCTGTCTCTCTCGCTTCGTCATCGCAGCTGCTGCCGTGCGCTGGTGTGC female

Read # Hit |Total embryo follicle body male embryo head
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GTCGCTCCGCTCTCTGTCTCTTTTCTTTTCGGCTCTTCGGTTTTCACAGACGGGGGATCTTTACCCACCTATATACATAAAGCTCAAGGGGGCTAAGGCTTGGCCTCAAAACTCAAATATTTATTCAAGGTCAGCCTTTTCAGCCACCTTGTTCCCTCTCCCTTTGTATGTAATAAAAGGGCATGAAGAGAGACAGAGAGAGCGAAGCAGTAGCGTCGACGACGGCACGCGACCACACG female

Read # Hit Total body
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Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

ldrovak3|3L:4705266-4705504 - ldya_1792|/cA-GCGAGGCGAGAGACAGAG----———-—- AAAAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAGAA-ATGGGTGG--ATATA-————————————- TGTATTT-—-CGAG-—T———————— == ——— = — oo TCCCCC G-~~~ ——— === ———— ATTCCG--AACCGGAGTTTTGAGTTTATAAATAAG=TTC-—=————=—-—-—=- CAGTCGG-AA-AAGTCGETGCA—-——-———-——-—- ACAAGGGAGAGGGAAACATACATTATTTTCCC——————-————- GTACTTCTCTCTGT-CTCT--CTCGCTTCGTCATCGCAGCT GC TG CG——— == = = — = = = = — = — = = o o - T—-—-- GC-—--—-—- GCT--G-GTGTGC

6843284 —

droEre2|scaffold 4784:6843042- der 1517|[CA-GCGAGGCGAGAGACAGALNNNNNE AAAAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAGAA-ATGGGEGE—-ATATA-————————————~- TGTATTT-—-CGAG-—T———————— == ——— = ——— o TCCCCG -~ ——mmm o ATTCCG--AACGGAGTTTTGAGTTTATAAATAAG=TEC-——=——————--—~- CAGTCGG-AA-AAGTCGGRGGA--------—-—-—- ACAAGGGAGAGGIAAACATACATTATTTTCCC--—-—-—-———- GTACTTCTCTCTGT-CTCT--CTCGCTTCGTCATCGCAGCT GC TG CG——— == == — = — = = — = — = = = o - T—-—-- GC-—--—-—- GCT--l-GTGTGC

droSec?2|scaffold 2:4126517-4126763 |dse 1840|CA-GCGAGGCGAGAGECAGAGI YN XGNV NN AlEnGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAGAA-ATGGGEG-~ATATA- ——————————-—- TGTATTT——-CGAG——T == == === == = o o TCCCC G-~~~ ————mm ATTCCG--AACCGGAGTTTTGAGTTTATAAATAAG=TTC-—~———————-—-—- CAGECGG-AA-AAGTCGENGGA- - - - - —-— - ————- ACAAGLGAGAGGGAAACATACATTATTTTCRC-—————-——-—- GTACTTCTCTCTGT-CTCT--CTCGCTTCGTCATCGCAGCTGCTGC CG = — = = — = = — = — = — o T————- GC-——————- GCT--f-GTGTGC

ldrosim2|[31:4094320-4094564 - ldsi 150 |lca-ceeaceecacacEcacac Y YNXINNNNeA AlenGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAGAA-ATGGCEGE-—ATATA- == ——————————- TGTATTT-—-CGAG-—T— == === === === = o TCCCCG -~~~ ———mm o ATTCCG--AACCGGAGTTTTGAGTTTATAAATAAG=TTC-—=——=—=-—=-—-= CAGTCGG-AA-AAGTCGGGGA------———————- ACARRGAGAGGGAAACATACATTATTTTCRIC--—————————- GTACTTCTCTCTGE-CTCT--CTCGCTTCGTCATCGCAGC TGCTGCC G — = — = == — = — = — = — = = = = = = o = o o T———-- GC-——————- GCT--l-GTGTGC|

|dm3 lchr31:4134010-4134256 - ldme 412 |[ca-ceceaceecacacEcadaciNYNXINNNNeA Al GAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAGAA-ATGGCEGE-—ATATA= == —=—=——————- TGTATTT-—-CGAG-—T— === === === — == T e CG -~~~ —m—— ATTCCG--AACCGGAGTTTTGAGTTTATAAATAAG-TTC-—————————-——~- CAGTCGG-AA-AAGTCGHTGGA--—--—-—-—-—-—- ACAAGEGAGAGGGAAACATACATTATTTTCHC--—-—-—-—-—- GTACTTCTCICTGT-CTCT--CTCGCTTCGTCATCGCAGC TG TG C G == — = == — = — = — = — = — = — = = o o o o T———-- GC-——————- cCT--B-GTGTHC]

1901196 -

droEugl|lsc£7180000409466:1900976— ] — — — — = == === BAAAGAAAAGCCIIAGAAGCCA---[@AAGTGTCTGCCCCC-TMGAA-ATGGGTGE—-AlNAThETelelek Jelelelep elelelel T G T/elT T T— —— CGlEG— = T-————————————————————— - _____ TCCCCC G~ — =~ === == ————— ATTCCG--ARCCGGAGTTTTGAGTTTATAAATAAG=TTEC-~—==———=—-—~- CAGTCHG-AA-AACEREIV\GCA - -—-—-—-—————- AEAnGElGAGAINGGAAACATACATTATTTTCCC- - - - - —————- GTANT THTCTCTGT-[CT-—CTCGCTTCGTCAT CGCAGC TG TGO G~ — = — = — = == — = — — —— - — o o o - T---—- chy--—------ er-B B - -]

833923 -

droBialllscf7180000302428:833690~ AINCE- - - - -SnlNe - - - - - - - - EEEE. N eecanancecilacanceca---gaacTeTCTRgCCCC- TR A-ATGGGTGE -~ AT ———————————-—- BB A TT T— == CGAG==T—— === == === == — = — o OO Ie Lo ————"——_—_ e—a —_—_“ I iibiiiiiinZnlinnn ATTHEG--AlCCGGAGTTTTGAGTTTATAAATAAG=TTC-——=——————-—~- JNehecTGVG-I-------- CGAACGAGCCAGAGAGEGI NIl NI NCITeIN NN G S G N Ll L NelcIo R GTANT THfECTCTGT-[CT-—~CTCGCTTCGTCATCGCAGCTGCTGCIG-— === === === == ————— o m oo Ol — - oo fer-—--- ciy-------- GRT--l-GTGTRE|

22566 +

droTakl|scf7180000415778:22368- N D — — — = = == = == Aaleranflccllacanceca---fgaacTGTCT/MCCCC-TGAA-ATGGGTCE -~ AT -~ ———————————- AT TT———CGAG——T————— == ——— = —————— o TCCCCC G-~ === == — = — ————m—m o ATTHCG--AWCCGGAGTTTTGAGT TTATAAATAAG=TTC-—=—=—fj-—=-- c@EhldcEciGG---------- CR R [\ GI\a TN - - AJN AT TR T TCRC-—-——————-—- GTAWTTIfeCTCTEITHCTCT--CTCGCTTCGTCATCGCAGCTGCTGCHG———————=—————=——=—————=—————— - T--—-- GC-—--—-—- TGCREITGCGCiNe
il i ] ]

4988160 -

droElel|scf7180000491249:4987979- o Rt C GAGA G i — — — - — - —— —— A e — ¥Xe» AF¥\GTCTGCCCCC- T/SAR - ATGGG TG -~ AT ————————————- = = — G e G T e e O oo oo R A - - .- ek AT T~ M CGGAGTTTTGAGTTTATAAATAAG=TTC-~—=————————- CAGTChC— Al e P A — - — - ————————— A AGEGAGAINGGAAACATACAT TR T TCCC———————————— ErAlTTCTCTITGT - CT—-CTCGCTTCGTCATCGCAGCT GO G R~~~ == == == == —— —m —m —m — o o o oo B-—-—&---—--—--- GIT - -J-GTGTGH|
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droRhol|scf7180000779198:19068- G-B-—- - - - ININEY- - - - - EEEEEEEE A e X.Xe~ \F¥\c TcTGCCCCC - T/SMARA - ATGGGTGE—— AT - ————————————- BBRE T T T-——CGEG——[8- - === ——mm o m oo TCCCCCG-———— === ===~ —————m o - - Al CCGGAGTTTTGAGT TTATAAATAAG=TTC—=—=—=—=—=—=—"- CAG T C— Al A — — — — — ————————— A acilcacalccAAACATACAT TR T TCCC-———— - —————— AT TCTCTT G- CT—-CTCGCT TCGTCATCGCAGC T GC TG -~ = == === == — = —m —m —m — o o o o oo B----- -------- - B - -

droFicl|scf7180000454113:1363532~
1363737 -

- C GAGAGCARMGAGIEYNY- - ————aanacaanrAGecilacanGlca---[@aacTGTCTGCCCCC-THGAANARGGGTGE--ARATA- — -~ = ————————- == — R — — R TCCRCRG-—-————————— B TCCG--ARBNCGGAGT TTTGAGT TTATAAATAAG=FTC-——=—=—=—---=- CACTCHIC- ATt \A — — — — - ——— - ————— ACACIGAGAINGGARACATACAT T T TCCC———————————- AT TCTCTCTHT - [MCT —-CTCGCTTCGTCATCGCAGCTGCT GO - ———————————————————————— T e e T————- Ch-------- GCT--f-CRmTGH

515035 -

droKik1|scf7180000302383:514810- A - GCIAGINEGAGAC T - — — - ————— GAAGCCA AGTGTCTGCCCCCETEGAR-ATGGGIN- - AR Tele- - ——- leellercrleTTT---f{cEc--fg------ - - - - TCCCCC - — -~ afTcCGlelCCGGAGT TTTGAGT TTATAAATAAG=TTlg-— ===~ GTGTCTC\EhiTCles ElCAlEl- - - - CEEEE - —-E----FXercldcacaccErrACRACAT TRMT TCHC— - ——-—————— - - GT-CT-—CTCGCTTCGTCATCGCAGC TG T G- — == = == = == = = m — o o e B-----R TGTTTGTGTETATC T REINERRET|
il ] ] ]

droAna3|scaffold 13337:14554287- EA—‘
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755232 +

droBipl|lsc£7180000396641:755024- TG — — — — — — —— —— AR ~I¥Xer A G TR TGECINR- Telmele - ATGGGIAGI -~ ARAThEEe -~ -~ T GCC G eh G C R T T I C TCCCCC - -~ -~ — oo --BACCCAGTRTTGAGT TTATAAATAAGS RS === == TGTTTCSINE A — — — —— ————————— IATENEA AN ACAT T T CClehfeleler el delelelelc T[T Nele T ClEC TG T - lelCle- -8 T CGCT TCGTCATCGCAGCTGC TG 8- — — = = — = == == — =~ m o o o o o o TGCAGCTGCGGCGTRE - TAGCTT TG --B-EEErRC
[ [t | i [ [~

dp5  [XR group8:8300037-8300290 | [ ————— - et tetetetatete — (<G TG TGCCCCC-GEAR-ATGGGTCY ~ARATERRIY- - PIISEOrGTETTS - (R § SOy e gijrececel - -——---—-—---—----—----—---~----—~--—-—-—~---~----"~---"-"----—---—- ASCCGHEAACCGGAGTRTTGAGTTTATAAATAAGETIC -+ e A et~ ————————————~ A T - cR- Sicceca e e e T C TG C TG A TG T C G LT C T GC LT T G C A T C G T AG T CG T G T T G T A T C G T T T G G CAGCAGC TG C G LT G CAG T A G e — - W SCeT
droper2|lscaffold 40:490593-490846 -| [ e ———— o e e T N T UG A N T T T T e T TCCC G G C i T~ — ~ il il AT G TGO TG T TG R G C ittt gyreceeeld -~~~ ——~---—~—~--—~—~—~—~-~—~—~-~-~—~~—~—~~~~~"—~—~—~~-~—~—~—~——-——- AXSCCRSAACCGGAGTRITTGAGTTTATARATAMGEIIC o == TGO - GG - A i e —— -l FicciiiccRiacEcl e e g T G C TG A TG T CGC T C TG CC T C T GC AT CG T AG T CGT CGC T T C G T C AT C G T G T TG GO CAGCAGC TGCGC T GCAGC TG A e~ —— - [EcET

droWil2|scf2 1100000004762:4227391—
4227660 -

ClE- NN N ettt — — — —— ———— — --—-—-———————— - -IArTTIAAAGINNelC - -[élil - - TS T/SRhiC - IATRFNelelel¥ele c AIN-INiGC TGC TG T CTACCGIEMGIEIC T T TATINE CCIEEE A TG T GCATAATGT T T TC Rt R e e GTTTTCTAINGEACCCCCACCAACAGACAAAAAAAAAAAAAAAAAGAAGAAGAAGAGGAAGAAA - - AleT CLYNIolelel-Nehi - Il NSI NL B LNV Lo ATGTTTCIINE- - - -FNGG- - - — - — - — - — - B\ 2, A R 7, C AT TAT TTTCClg-—————-—-—-— Gl Il GieliC R - - S G C T e e Ny N le T - — - - — - — - — - e e GCAGC T G AR BNe-----—--—--- - - T - - T¥eT

drovir3|lscaffold 12963:800784- T-B
800839 +

droMoj3|scaffold 6654:1847054-
1847309 +

3050159 -

droGri2|scaffold 15110:3049919- N D] — — — = = == = == e — — — i G T G ThY T[Slme.C Y - ThemA - AT GG T GE - - ARATH-ife-—-—- [Selelelele TG Tl T T TG G-~ T- - - ——-— - - GTGTGCATGCTATTTTGREEEE e TCCCCCCTCeeleAGCCCCATCAA R e \n - - e T CINNISEINLEGEI T G A GIEENENVYN N = i TCGTTCAAAGTTTCHLE - - - -HGG- - - - - — - — - - - R i 7, » B C AT TIT T TlECle - —-—-—----—- CINGIRI- - - - - - - - - B - - - GRS G C S GlNelelie cIlele T C A Sl eleNe T T T R CACAGTCATCGTGABGGCCGCAGCAGCAGCAGCTGCGCTGCAGCREEEEEEIE B----- -------- ---B-B-----8
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[View on UCSC Genome Browser {Cornell Mirror}]
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Show Alternate Folds
Flybase annnotation
intron [Dyak\GE26033-in]; utr5 [utr5_plus_10181]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V120 GSM1528802 M056 V046 V052 M026 V058
ATGTACAAGTATATATGTATCTATAAAGTGTCCAGAGTTGTCAAGCGTCAGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTAAACCCCCAGCAAAACAATCAAAATACACCCCCACAACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCCATCGAATTGAAGACATTGACCCAGTGATTAGTGATATTAA female
Read # Hit |Total male follicle embryo body |embryo head head head
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.................... O N0 VV ek el ofeyNeT Nei el o7V Ve oI O~ X N 1 2.00 2 2 0 0 0 0 0 0 0
.......................................... AAGCGTCAGTGAGATCTCG ¢ + « v v et et et et e et ettt e et et et et et e e et e ettt e et e et et et et e e e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 190 1 1.00 1 1 0 0 0 0 0 0 0
................................................................. TGTTGCACGACGAGACAGTTGC « + « v e et et et et ettt et et et et et e e e e e e ettt e e et et et e e e e e e et e et e e et e et et e e e et e e e e ettt e e e e e e e e et 220 1 1.00 1 0 0 1 0 0 0 0 0
................................................... TGAGATCTCGGGTTTGTTGCAC « & ¢ e e e e et e e e et et et e e e e e e a e a e et et et e e et et e e e e e e e e a e et et e et et et e e e e e e e e et et et e e et et et e e e e e e et et et e e e e e e e eneneneeeaaeaeaeaeaenenenena22 0 1 1.00 1 0 0 1 0 0 0 0 0
....................................... el oF Y Neloleh o N ek e). Ny o o cle] el i P30 A 1 1.00 1 1 0 0 0 0 0 0 0
............................................ GCG T CAGTGAGAT T CGGGTT - « « ¢ e e et e e e e e e a e a et s s o a e e ta e e e e e e e a e aeae s as oo eenaeeeeeaeeasasasas e eeeeeeeeeneneneneasasaseeeeeeeeeeeeenaeneneasasasoeeeeeeeeeeneneaensaramaneaeanaeaaaana.a2l 0 1 1.00 1 0 0 1 0 0 0 0 0
........................................................................................................................................................................................................ ATTGACCCAGTGATTAGTGAT..... 21 O 1 1.00 1 1 0 0 0 0 0 0 0
.......................................... -V Neloleh o) Neh el Nl o o eTe] el i OO PR~ BN 1 1.00 1 0 0 0 0 1 0 0 0
................................................................ el el oy el e).No]eTNeTNe Ne L LN R < ¢ BN 1 1.00 1 1 0 0 0 0 0 0 0
.................. o N0V et el oloy-NeT Neliih ek o). Ne TN P2 A 1 1.00 1 1 0 0 0 0 0 0 0
........................................................................................................................................................................................................... GACCCAGTGATTAGTGATATT.. 21 0 1 1.00 1 0 0 1 0 0 0 0 0
Anti-sense strand reads
M043
V120 V058 V052
TACATGTTCATATATACATAGATATTTCACAGGTCTCAACAGTTCGCAGTCACTCTAGAGCCCAAACAACGTGCTGCTCTGTCAACGAT TTGGGGGTCGTTTTGTTAGT TTTATGTGGGGGTGTTGGGGTAAATCATGAGTCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAACTGT TGCTGCGGTAGCTTAACT TCTGTAACTGGGTCACTAATCACTATAATT female
Read # Hit Total body |male head head
e s L PN T R T T T O T (T T T TR T TN 1)))) 2223131313132 ))) =) )N D)) e XAk kK kK kKKK KKK KKK AKX KX KX KXk XkX* gize Mismatch Count Norm Total body
....................................................................................................................................................................... CCTAGAACTGTTGCTGCGGTA  « e e o e e ee e eeeeecaenacnenncneeaenaeaaa 2l 0 1 1.00 1 1 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|3R:10242690-10242915 + |dya 1794 |[ATGTACAAGTATATA--T---G--TATCTA-——---——-—- e e AAAGTGTCCAGAGTT—-—GT-—————————————————————— CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACCGACCAGACAGTTGCTAAAC--CCCC-A——————— GCA—————————————— AAACAATC-—-—AAAA-—TACACCCCC A= C A== == == = = = = = - = o o - ACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC-~--ATCGAA——————— TTGAAGACATTGAC--—-—- CCA-———————————m—m GT--GATT----- AGTGAT----- ATTAA
droEre2|scaffold 4770:15403301- |lder 1519 (AT.NREEEEEET A T/ehdAT/h@G- - TATCTA-—-—-——-—-- e e AAAGTGTCCAGAGTT—-—GT-———=——————————————————— CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACCGACCAGACAGTTGCTAAAC--Clgcce--—-—-- GCA—=————————————— o= AAACAATH----AAAANNTACACChCCfg-cA- -~ - - ACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC-—--ATCGAA—-————— TTGAAGACATTGAC--—-—- e e GT--GATT----- AGTGAT----- ATTAA
15403525 -
droSec?|scaffold 0:15728309- dse 1842 (IRl TATA-~T—--G-~-TATCTA--—-—-————- I AAAGTGTCCAGAGTT--=GT———==————==———————————— CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACGACGAGACAGTTGITAAAC--CCCC-[g-—----- T AAARAATC-—— = AAAA——TACACCCCC A= CAm — = = = = = — — — - = o — o o - ACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC----ATCGAA-—————~ TTGAAGACATTGAC-————— CCA=—————m————mmmm— e GT--GATT----- AGTHAT----- ATTAA
15728524 -
ldrosim2|[3r:14862265-14862480 -  |dsi 32455|f EaiA TATA—~T-—-G--TATCTA-—————————— e AAAGTGTCCAGAGTT—-—GT-—————————————————————— CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACCGACCAGACAGTTGCTAAAC--CCCC-Jg--—---- GCA—————————————— = ARAIIAATC-— - = AAAA-—TACACCCCC A= C A= = === == — = — = —— o - ACCCCATTTAGTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC-—--ATCGAA——————— TTGAAGACATTGAC--—-—- e e GT--GATT----- AGTRAT----- ATTAR
|dm3 lchr3R:6216934-6217149 + |dme 373 |(iNaelA TATA--T—---G--TATCTA--—------—- Y —O————C_eh . AAAGTGTCCAGAGTT-=—GT—-=—==——=—=———————————— CAAGCGTC-AGTRAGATCTCGGGTTIGTTGCACCGACCAGACAGTTGCTAAAC--CCCC-Jg--—-—-- S e —,—,—.S,—,—,—,———,SY-G  HGSES ARAIIAATC == AAAA-—TACACCCCC A= C A= = == = = = = = = =~ = o o o - AfcECcATTTATACTCAGCTGTCTCTCGTTGTTTTCGATT TCGGGATCTTGACAACGACGCC-—-~ATCGAA——————— TTGAAGACATTGAC-—-—-—— e ... . GT--GATT----- AGTGAT----- ATTAR
droEugl|lscf7180000409692:687973~ A e — B -~ -E--TATCTA--—-—=————— T o [@AAGTGTCCAGAGTT---GT-—-—-—————————————————— CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACCGACGAGACAGTTGCTAAAN--cccClpfdybytys N, . ______ AAACAARC-—-— A — T A C A C A= C A= = = = = = = — = — — — o - ACCCCATTTARTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGEM-—--ATCRAA RN TGAAGAC/ISTGAC-—-—- - S GT--GATT----- AGTGAT----- ATTHA
688195 +
droBial|lsc£7180000302402:8304624- T i T A T[@- - T~ —~G-~TATCTA-—-——-—-—-— R e e [@AAGTGTCCAGAGTT--—-GT-—-———————————————————— CAAGCGTC-AGTGAGATCTCGGGTTEGTTGCACCGACCGAGACAGTTGCTAAAE--CcCCCely-—-—-- CcaYle--- XXy -v -\ nPREEC----anAA--fEaclEcE\cceA-CA- - - ACCCCATTTARTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC-—--lTCGAN- - NIdeGAAGACETGAC-—-—- - CCA-———————mm oo GT--GATT----- AGTGAT----- ATTER
8304856 +
droTakl|scf7180000415380:1425635- - - - - -TATCTA-—-—-——-—-- T m [@AAGTGTCCAGAGTT---GT-—-—-—————————————————— CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACCGACCAGACAGTTGCTAAAE--CCCC-fg--—-—-- ety B C — — - — A A AT A C A ClC C A= C A= = == = ——— —— o - ACCCCATTTARTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC-—--ATCGAN- - IeTGAAGAC/STGAC-—-—- - CCA=— === —————mm—mm GT--GATT----- AGTGAT----- ATTHA
1425849 -
droElel|scf7180000490995:524589- CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACGACGAGACAGTTGCTAAA--CCCC-g------- ege-8s\---—-—————— - B2 R C— — — — AAAA—— T ACAC I CC A~ C A= = = = = = — = — = — o - ACCCCATTTA[TACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCI--—-[grccaly------- Ercancaclrcac------ e e GT--GATTLVMEeAGTGAT---—- A THA
524800 -
droRhol|lsc£7180000777158:35501- CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACCGACCAGACAGTTGCTAAAN--CCCC-[f--—---- ege-m;y--—-—-————— B A R C — — — — A A A A - — T AC A C I C A= C A= = = = = = = — —— o - ACCCCATTTARTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCC-—--ATCGAR--—-—-- Ercaacaclercac------ CCA-———————————m—m GT--GATR----- AGTGAT----- PACRE T
35716 -
droFicl|scf7180000453800:2293362- CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACGACGAGACAGTTGCTAAAC—-CChclle------- e 8- - B R C—— - —AlgAA - - TACAC R CA A - — — - o ACCCCATTTATACTCAIICTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGACAACGACGCI--—-ATCGAR-—----- TTGAAGACETGAC---—-- CCA—————————mmm GT--GATT----- AGTGAT----- ATTHA
2293580 +
droKik1|[scf7180000302475:1404670- CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACGACGAGACAGTTGCTAAC--CcCCide------- A TGGAARACA A ArrpAATINVN A NA A - - TAChcCRccg-cA- - - - - ACCCCATTTARTACTCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCT TGHCAACGACGCCIINANTNCGAN-----—- Erilaacacdreac------ e e GT--GATT----- AGTGRT----- ATTHA
1404904 +
droAna3|scaffold 13340:938695- dan 4037 Cl8AGCGEC-AGTGAGATCTCGGGTTIGTTGCACCGACCAGACAGTTGCTAAAC- - CCRCoy--—-—-- clee------ GGAGCCCGTAAAAACAAANGH N A SR C Rl Cl N T - - (e e e e AT AT AClCAGC TGTCTCTCGTTGTTTTCGATTTCGGGATC TTGICAACGECGCL®- - ATCGARN--—-—-- L e — — — — = = Bl GT--GATT----- TCIT TR ciliicG
938923 +
droBipl|lsc£7180000394085:58816- CAAGCGTC-AGTGAGATCTCGGGTTIGTTGCACGACCGAGACAGTTGCTAAC--cljcc-fg------- clee------ GGAGGREGGAREEEEE Manncanilc----nldde--EachlmccCA-fgA-— - - - - — o AN T T/ T A Cl§CAGCTGTCTCTCGTTGTTTTCGATT TCGGGATCTTGCAACGECGC- - - -Rrcldnfd--—-—-- B C AT T~~~ - — = — R e - ——— - i~ — — - — --cal
59006 -
dp5 |2:7251726-7252027 - ldps_3825 [T AT ATA--T---G--TATATAg--------- B---------- TGTGTGTGTGCGAGAGAGTGTACGAGAGTATATC T A N CH A T/ N L T o C R CAGCGTC-AGTGAGATCTCGGGTTIGTTGCACCGACCGAGACAGTTGC T e E--t\cce-F------- - TCTTTCC-EEEE --—-B&- - - - - - -BAGH¥NGACGCCATTGTGATGATGTTGT TGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGC T TINT/HEA ClliG C A ANl NelN e NS il N el Ml L ele) N LR Slelelel-UdeLbie T oF-V-NCIcE-XCIcITe R RN i\ T A FC EEEEE --— - — - - e - - GAACCA - - - B CriNecalT----- Ag¥ AT —-—- ATLGA
droPer2|scaffold 0:1112328- YNGR - - - - - - GAGHIGEETIEEE - B - — - — B B CGAGAGTATATC T ARCHA T/ Ne el i i C e CAGCGTC-AGTGAGATCTCGGGTTIGTTGCACCGACCGAGACAGTTCC TS - -t\ccc-F------- - TCTTTCC-ERE - — - - - - - - -BAGHINGACGCCATTGTGATGEEEEEE T RTeT X Tel X T NeTel. Xelel NeTeT.XeL.XeL.V XeTel -XeTel XeleT NeTeleTel S~ bl c CENS| T T[elL¥ A CldCAGC TG TC TC TCGT TG T T TTCGAT TTCGGGATC TTGRCAACGACGCC-— - - AT 8- — - — - —- - — - — - - E - - GAACCA - - - B e CriNecaT----- AgaT-—-—- ATLGA
1112595 -
droWil2|scf2 1100000004902:91543-|ldwi 5414 (AN REEEelenTA~-T---[--TATHTfE---------- T - — - — -~ B T G T R GG T T - — — G-~ — = — === == === == - ———— CAAGCGTCNTIAGATCTCGGGTTEGTTGCACGANGAGACAGEGC TAAAC- - CCC ey -—- - GCg-------- CACCCTCTTTGCARATGGTIVAA TEEREINCCTRECCRIT - - TTEGE AR T TG T R e T i~ T TR T AR ClGC TG TC TC TCGT TG TTTTCGAT TTCGGGATC T TLURRNACGAC - — — . —— =~ - e = = = = = = NG TGAACTATTCCGAT TAREEEEEEEEE B--BATT----- AN CER----- - -
91765 -
drovir3|scaffold 13047:936843-  |dvi 125
937032 -
droMoj3|lscaffold 6540:4939639-  ||dmo 129
4939860 -
droGri2|lscaffold 14906:5355384- [dgr 461
5355613 +
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