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[View on UCSC Genome Browser {Cornell Mirror}]

dse 200 |scaffold 10:949236-949299 - |candidate | Canonical miRNA | CDS

Legend: mature star (IS izt 81 it litai1 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 19 20 21 22 23 24 25 26 & I I 1 I
Size Condition 949350 949300 949250 949200
Genomic Position
Hairpin partition -~ Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
CDS [Dsec\GM18990-cds]; utr3 [utr3_minus 9681]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V113 V114
CGTCGCCGGCGGTGCCAACAAGTGTGCCACCTTGCGGCATGTGGGTCGCTATGGTGGCTCGCTCAAGGGCGTGTCCGCCGTCAATGCCACGCCCTCGACCGCCGCCGCCCCAGCGGTCCATTCGCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACAG female
Read # Hit ||Total head male embryo body
ek dkdeokdeokk ko kdok ok ko dkek ek kdekdek ok k (((LL ((CCCCCCCC - COCCCC CCa e e o (Ceeenn .. IIIIIIDIDYS))))a d)))) ) a )N D)) ) ) ) ) L)) ) .. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x**x 5ize Mismatch Count Norm Total body
.................................................. X eleli eleloli o] elol ToF-V.Nele] clo]c NP5 N 1 102.00102 77 18 7 0
.................................................. - eled JelelokoleTol 1or-V-Nele]elo] e, PP %~ B 1 73.00 73 32 31 10 0
.................................................. ATGGTGGCTCGCTCARGGGCGTG  « e e v e v e e e e et e e et e e e e et e e et et et et e e et et et e ettt e ettt et ee et ieeneneene. 23 0 1 59.00 59 14 11 33 1
................................................... TGGTGGCTCGCTCARGGGCGTG + « « ¢ ¢« o e e s et e e s o e e e e s te e anoeaaeaseeeasoeeneaseeensoeeneaseeensaaraeareaensaneaeancaas22 0 1 32.00 32 15 |7 10 0
.................................................. N eleli el eloli o] eTelioF.V.Yc]e] clo PP~ 0 B 1 29.00 29 25 3 0 1
.................................................. - elel JelelokeleToli ol V. NeTeTcTolc L, N B 1 19.00 19 7 11 0 1
.................................................. - elel eleloho]elolTor-V-NeleTelol e e NN PP S 1 19.00 19 8 8 3 0
................................................... ueelielelohio]el ok oF.V.NeTeTcle] i PR~ N O 1 15.00 15 10 3 1 1
................................................... i elelifeleloliofelol Jo7.V-eTe] el o] eI PP~ B 1 13.00 13 13 0 0 0
................................................. TATGGTGGCTCGCTCARGGGCG .+ ¢ o e v e v et ettt ettt e e et et e e e a e et et et e e et e ettt e et e e et e te e tteeneneeaeneeeeneaa22 0 1 8.00 8 2 1 5 0
................................................... i elelifeleloliofeloliJoy.V-Nele] elo] e e NN AP~ BN 1 8.00 8 6 2 0 0
.................................................. - eled Jelelokioletol oy V- NeleTeTo e, e [N D7/ S 1 6.00 6 1 1 4 0
................................................... i elelifelelolioleloliJoy.VNele]eto] e .. AN PP~ B 1 5.00 5 4 0 0 1
.................................................. N elel Jelelok o] eTol 1oV ele] N PO - B 1 4.00 4 3 0 0 1
.................................................. i elel felelokieleTeli Ty V. NeTeTclole L, . - [ AP~ S 1 3.00 3 1 2 0 0
.................................................. ATGGTGGCTCGCTCAAGGG . -« ¢ ot ittt ettt ettt ittt e et e e e et e et e e e e e e et e e e et 21 1 2.00 2 2 0 0 0
.................................................. i elehelelodi ol eTel Jo.V-NeT el o] ! [N -3 I | 1 2.00 2 1 1 0 0
.................................................. i elel JeleloheleTol oy V.NcTeTc NN 5 N 1 1.00 1 1 0 0 0
.................................................. - elel elelok o] eloh ToF-V.NeleTelol e e o NP1 B 1 1.00 1 1 0 0 0
................................................. TATGGTGGCTCGCTCARGGGM. « ¢ o e o vttt ettt ettt et ettt e et e e e et e e et e e e e e e e ettt ettt et ettt e 21 1 1.00 1 0 1 0 0
.................................................. ATGGTGGCTCGCTCAAGGGE - - « ¢ o e o et et et et e ettt et e e e e et e e e e e e e e et e e et e e e et e e ettt e et e e 212 1 1.00 1 0 1 0 0
.................................................. i eel JelelolieleTeli oy V.NeleTclo]eL e . R D S 1 1.00 1 1 0 0 0
......................................................... CTCGCTCAAGGGCGTGTCCGCCGTC e & v v e e e e e e e et e et e e e ee e e e et e e e e e e e et e ea e e e eeeeeneaaeaenaeaeneaaenenneaea 25 0 1 1.00 1 0 0 1 0
....................................... ek elelel Joleloti N ele e elol: buN OO~ BN 1 1.00 1 0 0 1 0
.................................................. i elelielel ol oleloti oV el FU PP = N 1 1.00 1 0 1 0 0
................................................... i elelifeleloliofelol Joy.V-NeleleleleL e’ . NN AP B 1 1.00 1 1 0 0 0
.................................................. -\ elel elelokofelol oV Yelelelol et e o] oINS 1 1.00 1 0 0 1 0
................................................. i elelifelel ol olelotife.V-Nete]eTo]e . \FN AP~ B 1 1.00 1 1 0 0 0
.................................................. - eled JelelokoleTol ol V- NeTeTc' o B 1 1.00 1 0 1 0 0
................................................. TATGGTGGCTCGCTCARGGGCGT « « ¢« e e et ettt e et et e e et e e a e et ettt e e et e et e e et e e et eeeaeaeeaeneeaeneneeaeneeaeneaa23 0 1 1.00 1 1 0 0 0
.................................................. ATGGTGGCTCGCTCAAGGIl- - - - - - - oo e i it ettt ettt 20 2 1 1.00 1 0 1 0 0
................................................... TGGTGGCTCGCTCARGGRIE - - « - « ¢ o e o et e e et et ettt e e et e ettt e e et e et et e et e ettt et ee e eneieaenneaeneeaen. 20 3 6 0.17 1 1 0 0 0
Anti-sense strand reads
GCAGCGGCCGCCACGGTTGTTCACACGGTGGAACGCCGTACACCCAGCGATACCACCGAGCGAGTTCCCGCACAGGCGGCAGTTACGGTGCGGGAGCTGGCGGCGGCGGGGTCGCCAGGTAAGCGGTTTGAACTCCTCGCGGTTCTGCGGCAGCTATCGGTGTC
Read # Hit Total
e L N N N N N T T T INIINIINDY D)D) e dI)))) D)D) ) ) ) ) ) L)) ) L ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 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
ldrosec2|scaffold 10:949186-949349 - |ldse 200 |cGTCGCCGGC------——————-—- GGTGCCAACAAGTGTGCCACC—-—-- TTGCGGCATGTGGGTCGCTATEGETEGECTCEGCTCAAGEECETGTCCGCCGT——————————— CAATGCCACGCCCTCGA---CCGCCGCCGCCCCAGCGGT -~ === ——————————————————— CCATTCGCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACAG
ldrosim2|x:1004323-1004486 - I |ceTceecceee-——------—————- GGTGCCAACAAGTGTGCCACC--—-- TTGCGGCATGTGGGTCGCTATGGTGECTCGCTCAAGEGGCETGTCCGCCGT——————————— CAATGCCACGCCCTCGA---CCGCCGCCGCCCCAGCHGT - ——————————————————————— CCATTC[8CCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACHG
am3 llchrx:1114952-1115115 - ldme 392 |lceTceccoqR--—--------———- GGTGCCAACAAGTGTGCCACC--—-- TTGCGGCATGTHGGTCGCTATGETGGCTCGCTCAAGGGHGTGTCHGCCGT--—--—————- CAATGCCACGCCCTCG8---CCGCCGCCGCCCCAGCHGT - ————————=—————————————— CCATTCGCCAAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACHG
droEre2|lscaffold 4644:1100258- CGTCGCCGGC-—————————————~ cTcccaArlAAGTGTGCCACKH-—--- TTGCGRCATGTGGGTCGCTATGGTGGCTCGCTCAAGGGHGTGTCCGCCGT-—————————— CAAT\CCACGCCCTCG---CCGCCGCCGCCCCAGCHGT———————————————————————— [EcATTCGCClgAACTTGAGGAGCGCCAAGACGCCGTCGATAGCCACEG
1100421 -
ldroyak3|[x:1029752-1029915 - | (S e —————— ercccarlAAGTGTGCCACH----- BrGcalicATGTGGGTCGCTATEETEGECTCECTCAAGGGHGTGTCCGCCGT—-———————— - CAATGCCACGCCCTCGg---CCGCCGCCGCCCCAGCHGT -~ —————————————————————— CCATTCGCC[EAACTTGAGGAGCGCCAAGACGCCETCGATAGCCACHG
droEugl|lscf7180000408973:232998— celcccGGe-—-—-—-—-—————- INececaaiaaldTcTeccacc----- [@TGCGGCATGTGGGTCGCTATGETGECTCGCTCAANGGHGTGTCCGCCGT----————— - CAATGCC[ECGCCCTCGg---lCGCCGCCGCCCCAGCHGT— -~ - === === ————————————— ccarTceecgaacrreacirfdcccilaracceciIrcearacclgacls
233161 +
droBialllscf7180000302069:826824— CGTCGCCGGC-—=—=—=—=—=———- INeficcariiracTGEcccacc----- TTGCGGCATGTRGGTCGCTAMGETGECTCECTIAAGGGCETET CCGCCGT-—-————— -~ canTceclgcilecriicE---cceceeeeaeecceaceGT-—- - - - - — - - - m o m - — - - ccarTceecgaacrreaceaceeecarPacieciircearaficiacls
826987 -
droTakl|lscf7180000413933:63055-63221 ccldceeceeee-—-——-—-—-———-—- INecccaniaacTeTGCCACH----- TTGCGGCATGTGGGTCGCTAMGETGECTCCCTIAAGGEHGTGTClGCCGT-—-——-—————- CAATGCCACGCCCTCHINECCGCCGCCGCCCCAGCINGT-— -~ -~ -~ = - - CCATTCGCCAAACTTGAGGAGCGCCANACGCCGTCGATAGCCACHG
el
droElell|lscf7180000491043:337841— cclfjccicag---------—--—---—- ECAACAAGTGTGCCACE-—--- TTGCGGCATGTGGGTCGCTAMGETGGCTCLACTEAAGGEHGTGTCCGCGT-—-——-———-—- canfdeccaceeecTcla---pedcceepeecececlcT-—- - - - - - - - — - — - - - - EcarTcceclgaacTreaceaceaecanifaccecTcilaTacecacle
338001 +
droRhol|lscf7180000779976:79973-80130 cclfjccceog---—-—--—--—--—-—- R CAACAAGTGTGCCACKH-—-—- TTGCGGCATGTGGGTCGCTAGETGECTCECTEAANGEGTGTCCGCCGT-—-———————- CAATGCCACGCCCTCGg---clgccceeceeeccEeepeT----—-—— === - = - —————————— ccaTTceeccarAacTTAGGAaGeGecaAacccidrceaTacecacEs
+
droFicl|lscf7180000454072:2000662- cclceccao}-—-—-—-———————- WeleccErrliaacTcTcCCACE----- BrcceecaTeTlcccceTAMGETEECTCCTEAAGGGHGTGTCCGCCGT--—-————— - - CAATGCCACGCCCTCGE---ccocileclcececlgecleT------—- === == == == === ———- ccarTceeclaacrradceacececaraccecrigiaTacecacls
2000825 +
droKik1|lscf7180000302469:60909-61078 JecTeT A TAGTGGTGGTGGTTCCACG T[N NAA IehilelelelNel» BT BrccclicATGTGGGTCGTATGETGECTChTEAAGGEG T GlgclcceT------—-—--- GIGINElsT GG ASA A A T/ CREEe A - - - — - — - — - (S Glelen A earTciieclearfiTToaceacicccancaceecTcilaTacCccACHG
droAna3|lscaffold 12929:976691-976854||dan 4057 |cclgccclgcde--------------- cecijcaacanacTcldcccacl----- TTGCGGCATGTGGGECGETATCEEGECTCECTCAAGGEHGTGT ClecclgcT-—-—-—-—-—- Erercldcaccoicdecca- --Weccci¥ciic cldecder----- - - - - - - - - - BearTcaeclradrccilaciicccancaciccldTceaTacecaclc
+
droBipl|lscf7180000394786:12337-12500 ecececycee-----------—---- INecccaacaaGTGEGCCACC-—-—- TTGRGGCATGTGGICGETATGGTGECTCECTCAAGGEHG TG T ClgcclgcT-—-—-—-—-—- Eafdrcccaceoycldecale- - -feccci¥ciiccldccecT- - - - — - - - - - - - oo gearrcdecaralfdraldciiacicccARGACHCCGTCGATAGCHACMG
lap5s |XL_groupla:4973508-4973650 +| [T - - -E———— &lecccaacarATGTGCCACH----- TTGCGGCABGTGGGTCGCTATGEEGGCTCGCTCAAGGCHG T cCcAT-———-———-—- SciececaTc------Em. = — — — —[€C/SIeTeTS e] — — — — — - Ac@erceccrafrrcEcacecccaacaceecrccaTacecacs
|droper2|lscaffold 25:736369-736508 - | [ccBccEmm-———----------- BT G TG CCACHaggse TaCEcclTc ¥\ Tcec TdTRccitY\cclardaacecgcilc Tlecceccld- - - - - - - - - - - CAATGCClHEC CEa - - D CGEECc AGCHGT - - — - = - === — - m o — o — o — - - - - - -Glgdleccccifiicc TNl T RGN Tl Tl cle - GciaME G cINE
droWil2|lscf2 1100000004909:2564511- |ldwi 5423 |CCleRGCC M- ——-—-—-—-—-—-~- INecccaninaldTeTeccac----- TTGRGGCATGTGGGICGCTATGETCGCTClEC TlEAAGGEHG Thep C Gl CleleleleeleRieleieR C A A T GRIC AlEG Cllc i - — - --—-—-— - —- AnINHTEGAGTTGGAACCATAAATGGATTGTCGECCINEAMINNNTIENA CECINE T/ISIINTNC A SHelelieleI-Ni T/ele A /N6 /el
2564692 -
drovir3|lscaffold 12928:5262053- uceecccadc------—--—-———-- INecccaniaacTccccaclg----- [@TGCGGCATGTGGGTCGCTATGGTGECTCCTEAAGCECOeT i - - — - - ————-- e - — it~ — — — — == —=—=—===—=—=—=—=— BcerceccaacTTcEcEaccceccarlaceecrclaTaccEaclc
0262174 +
droMoj3|lscaffold 6359:3776297- coldceccum-—-—-—-—-—-—--- INelecccancAAGTGEGCCACE-—--- ErcccldcalcTeccEcceTAMGEEECTCECTCAAGGECOET C i - — - - ————— - e - — — i — — — — — = === —=—=—=—=—=————— BcercecclrrlfdTcEcEaccGCCARGACGCCGTCGATAGCCACAG
3776415 +
droGri2|lscaffold 14853:9934994- colcoc - — - —-—-—-—-—-—- INeccilaacaacTeTeCccAaCk-—--- ciyelofe o Nilelii r{elehloletehy\C elel elelehiele TG V-Nelelelolelc Clilsl - [elofel - - REEEEEEE B — — et — — = = = = = = = = = == == — = — = — = — = — BRETCGCCARAMTTGEIGHAGCGCCAAGACGCCMTCGATAGCCACG
9935112 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:949186-949349
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:949186-949349
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_200.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:1004323-1004486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:1114952-1115115
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_392.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:1100258-1100421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:1029752-1029915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408973:232998-233161
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:826824-826987
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413933:63055-63221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491043:337841-338001
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779976:79973-80130
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:2000662-2000825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302469:60909-61078
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12929:976691-976854
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4057.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394786:12337-12500
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:4973508-4973650
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_25:736369-736508
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:2564511-2564692
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5423.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:5262053-5262174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:3776297-3776415
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:9934994-9935112
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View on UCSC Genome Browser {Cornell Mirror}]

dse 334

scaffold 31:128725-128781 + Canonical miRNA

candidate intergenic

Legend: mature star [t ARl gt mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity
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128,700 128,750 128,800 = [ I I I I \}&@’ & e .
Genomic Position 18 19 20 o - & | I |
Size Condition 128,700 128,730 128,800
Genomic Position
Hairpin partition - Sense -#- Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V115 V113 V114
AAAAATAACGTTTCGCTGTGAAAAAACAGTGAAGCAATTGAATGTCACACTGCGTATGAGTGATGAATTTCTGCGTTGGCTATGAAGTTTATTACTCATACGACGTGATGCCTTTCGAAATTTATTCCATGGGCCAACAAATGGATAAAGTGCATAT female
Read # Hit ||Total head male embryo body
Ik kokkddokkkdkokkkdkkkddeskkkddkkrdekkkr (.o (CCCC - COCCCCCCCCCCCCCCCCCCCaa )Y e )N ) o)) ) u)) e e))))) oo ke kkkkkkkkkkkkkkkkkkkkkkkkk*x**** gjze Mismatch Count Norm Total body
.................................................. TGCGTATGAGTGATGAATTTCT « « + t e e e e e et e e et e e e e et et e e et e et e et e ettt et et e e e ettt ee et te et eaeneneeaeneeneae 22 0 1 205.00205 138 48 13 6
.................................................. TGCGTATGAGTGATGAATTTC . « « v e e e et e e e et te e et et e e et e te et e ea e e teeaeeteeneaeeeeneaeeneneeaenenneaeneeaeaea2l 0 1 8.00 8 6 1 0 1
................................................. CTGCGTATGAGTGATGARTTTCT . « & e e e e e e et e et et e et e e e e ee e e e ta e e e e eneeeeneaeeaeneaeeaeneaaeneneeaenenaeaa23 0 1 3.00 3 2 1 0 0
.................................................. TGCGTATGAGTGATGAATT . ¢ e v et ettt et e et te e et e e et et et e ettt e e e ettt e e ettt et ettt ettt et teea e 190 1 1.00 1 1 0 0 0
.................................................. TGCGTATGAGTGATGAATTT « &« « e e e et e e e et e et e e e e e et e e e e e e e e e e ea e e a e eaeeaeneaaeneneeaenenneaeneeaeaaa 20 0 1 1.00 1 0 1 0 0
.................................................. TGCGTATGAGTGATGAAT TTCTI. . . o ottt i i i it ettt e it et it ettt et ee e i e 23 1 1 1.00 1 1 0 0 0
...................................................... TATGAGTGATGAATTTCT ¢ « ¢ e e et e e e et e e e e e e et e e e e e et e e et e e e e e eneeeaeneeeeaeneaaeneneeaenenneaenn. 18 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
TTTTTATTGCAAAGCGACACTTTTTTGTCACTTCGTTAACTTACAGTGTGACGCATACTCACTACTTAAAGACGCAACCGATACTTCAAATAATGAGTATGCTGCACTACGGAAAGCTTTAAATAAGGTACCCGGTTGTTTACCTATTTCACGTATA
Read # Hit Total
Ik ek ok ko okkkdkokkkdkokkddskkkdedkkrdekkkr (.. (CCCC - COCCCCCCCCCCCCCCCCCCaaa)) o)) ) e)))u)) e ) ))) ... ke kkkkkkkkkkkkkkkkkkkkkkkkkx****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
droSec2|scaffold 31:128675-128831||dse 334|AAAAATAACGTTTCGCTGTGAAAAA——————————————— ACAGTGAAGCAATTGAATGTCA--—--- CACTGCGTATGAGTGATGAATTTCTGCG--—-—- TTGGCTATG——A=————————————————————— AGTTTATTACTCATACGACG--—-— TGATGCCTTTCGAAATTTATTCCATGGGCCAACAAA-——————————————— TGGATAAAGTGCA-—————————————————— TAT
l
ldrosim2|[3r:26748367-26748523 + || |2222ATAACCRTTCGCTGTGARAAR- - - - - —————————- ACAGTGAAGCAATTGIATGTCA---—-- CACTGCGTATGAGTGATCEATTTCTGCG---——- TTGGCTATG-~A== === === === ===~~~ — AGTTTATTACECATACGACG----- TGATGCCTTTCGAAATTTATTCCATGGGCCAACEAA-——————————————- TGGATAAAGTGCA= == === === === === === ———————— TAT]
am3 llchr3R:27468407-27468550 +| |2 A A T A ACG T — — — —— === ——————— Tt T G AAT GT CA~—— =~ CACTGCGTATGAGTGATGEATTIETGCG-—-—-- TTGGCTATGREA - —— ==~ === m—mm o AGTTTATTACTCATACGACG----- TGATGCCTTTCGAAATTTATTCCATGGGCHAACEA IR See -[§-Ne- BT CIATAAAGTGCA- —— =~ == === ———mm o TAT|
droEre2|lscaffold 4820:506067- AAAAATAACCETTEGCTINTGAA - ———————————-- ACAGTGAGCAATTGAATGTCA-—-—-- CACTGCGTATGAGTGATCEATTTI[decCG—-—-—- T GGCT[ET G- —A——— == ————— AGTTTATTACTCATACGACG----- TGATGCCTTTCGAAATETAT TRCATGGGCCACEAn /- -—-—-—-—-—-—- - - —- — - —ClNeG T A TC TG T AA TGC T T TA T CAAGA A N I
506239 -
larovak3|[3R:28405696-28405862 + | |A2AAATAACGTTTCGCTGTGAN M- ————————————- AACAGTGAAGCAATTGAATGTCA-————-— CACTGCGTATGAGTGATGEATTITEIGCG--—--- et - AGTTTATTACTCATACGACG----- TCHTGCCRTTCGAAATTTATTRCATGGGCCAAIERA NS NN - -Tg- - AT GEATAAAGTGCA- ———— ==~ === — oo TAT|
droEugl|scf7180000409488:438479- AAAAANCGT T TG T A A -~~~ ——————————- EcsdlcaSccEaTTiAATGECA- - - - - Cl§cTGCGTATGAGTGATGEATT TINI G- - - - eGGeTiTG--fg-- - - - - - e AGTTTATEACTCATACGHCH----- GETileT/Siliic A TIvGEN - NI TINC AETGcRTC TGN CTGCHAAGGAAACAAGIEA AN C TIE T WTAT
438646 -
droBialllscf7180000302035:128356- AAAAATIIECGT TTRENATGTGAARAR--—-——-————————- ACAGTCEAGCEATTHAATCCA-—--—- CACTGCGTATGAGTIGATCMErTTdeclEc—-—--- T GGCTRT G- —A— === ——————mmm AGTTTATTACTCATECGHCHEdSdesesccclrecErrT T rhiciecccgcancer Y- ------------- -2 - NN e T TR T T T 2 A e BT
128519 +
droTakl|lscf7180000415712:538796- AAAAATIECGT T TN T GAA A A NSNS NITNGNT VN A CAGTGAAGCEAT THAATCECA-—-—- - CACTGCGTATGAGTGATCEATTTHTGCG—-—-—- T GGCTRT G-~ A—— === ——————mmm AGTTTATTACTCATHCGHccEXSdecTcccTTTlEcEAAT TTAT ThcESccgNaacledy---------—-—-——- T T T TN 2 — (6 C R e THT
538970 +
droElel|lscf7180000491194:1505895- AnARATIECGET TN ROATGAA R — — - — - ————————— AcaGTeErGCEASTHAATCldCA------ FINSLEISehiNiaI A cCINNaN GAAANAGE cCAA CceCllNE T TINCAAINAGCGTAGAGAT TGTTGAAT TGATGACAT T TTAAAINEIRNCH - — - — - — - — - — - — - —EEEE. - ATjNE- - - - - - - - - G - - A C A C T T T T T G Gl T N T A G R THT
1506062 +
droRhol|scf7180000779322:236100- ArAEATHECGT T TN TG A - —— - ——————————- CTRANSNNCINEN T TH - - - - GEcAATGAINTIEA AN - - — - — - - — - ————————— - — - — - - e e n i GE¥- — - - -\crcccTTEearaTe T TN TN Cleaclenlg- - - - - - - - ——-- CTT TGN A A TECEEE TATTCCCATCTTAGTGGCATATTAATTGTACHCC
236242 -
droFicl|lscf7180000454114:150493- LVVVAC TGlelCIRiTAAClEC/e)V - - - EEEE R aflacTEraEcEaTTHAATCCA------ CACTGCGTATGAGT GAT (G — - — - — MGG C T[T G- —fg--—-—-— - - - m oo BeTTTATTACTHATECCECG----- G TGCCT T TEGAAAT T TA T T C Rk~~~ —~———-—-—-—-- et — — = = = = == == === - - -]
150608 +
droKik1|lscf7180000302810:712617- ’EAAATCGTTTMGW - — - ——————————— TTTGTIGTINWECINCA A AREIA GGINEHEITNIELNEIN T NIA T - - il - - — - [EEEE e - - - - - - - EerrTaTACTCATACCHENG----- TGS G T T TH G e Rt — — — == == == === === e — — — - -]
712723 + \
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_31:128675-128831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_31:128675-128831
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_334.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:26748367-26748523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:27468407-27468550
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:506067-506239
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:28405696-28405862
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409488:438479-438646
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302035:128356-128519
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415712:538796-538970
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:1505895-1506062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779322:236100-236242
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454114:150493-150608
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302810:712617-712723

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 140 [scaffold 1:12222925-122229°78 + |candidate || Canonical miRNA || intergenic
Legend: mature star [TTTY I NURN NS, muismatoh in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 20 21 00 23 2 | | |
Size Condition 12,222,900 12,222,950 12,223,000
Genomic Position
Hairpin partition -#- Sense - Antisense Mature -e— Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
V115 V113
TCGAAGAGAAGCCCCATTAGGCTAAATGTTTACTGCGCTGCCAAAGCAAAAGCAGGCCAGCTTGCCATCGTGGGACAGCCCTCGATTGCATTCTGAGTTGCATTCTGCAGTCAGTTTCCCCAGTTTTTTTTTTTTTTTTTTTGGCGGGGTCAGC
Read # Hit Total head male
dkkhkkhkhkhkkhkhkhkkhhkhhkkhkkhkkhkkhkhkhkkkkkx (C(...... A R T D D I D D D IO D D I D D 0 B 1))) e )))  hkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k**k* 5jze Mismatch Count Norm Total body
................................................................................. TCGATTGCATTCTGAGTTGCAT . « e v ettt et e ettt et e e ettt te e e eieaenenenneeea. 22 0 1 26.00 26 26 0
................................................................................. TCGATTGCATTCTGAGTTGCA . « ¢ v vttt e e et e et et ee e eneaenaeneeaeeaenaennea. 2l 0 1 7.00 7 7 0
................................................................................. TCGATTGCATTCTGAGTTGC « « e v v v e e ee e e e et e e e e e e e ieeneeneiaenaenneneea. 20 0 1 3.00 3 3 0
.................................................. AGCAGGCCAGCTTGCCATCGTGG M « &+ v v e e e e et e et et e e a e e e ta e et a e e e ta e e e aeeaeneneeeeaeneneaneaenenenneaeaenaa23 0 1 2.00 2 2 0
.............................................................. TGCCATCGTGGGACAGCCCTCG M « e v e v et et et ettt et e e et et e et e e ettt e e e ettt eneneeeaeneneeee. 22 0 1 1.00 1 1 0
................................................................................. TCGATTGCATTCTGAGTTGCATT ¢ & v v vt et et e et ee e e eneeteaenenenaeaeaenenneaeas 23 0 1 1.00 1 1 0
Anti-sense strand reads
M054
V113 v114
AGCTTCTCTTCGGGGTAATCCGATTTACAAATGACGCGACGGTTTCGT TTTCGTCCGGTCGAACGGTAGCACCCTGTCGGGAGCTAACGTAAGACTCAACGTAAGACGTCAGTCAAAGGGGTCAAAAAAAAAAAAAAAAARACCGCCCCAGTCG female
Read # Hit Total body male embryo
dkkhkkhkkhkkhkhkhhkhhkhhkkhkhkhkkhkkhkhkhkkhkkkkk (((...... CCCCCCCCC. - COC. CCCC-CCCeaa)))D)))D))d)))) et )))) ... ))) . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total body
........................................................................................................... GTCAGTCAAAGGGGTCAR . « v ot et eeeieeeeeaenaennenae. 18 0 1 1.00 1 1 0 0

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droSec2ilscaffold 1:12222875- dse 140fITC----GAAGAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCGCTGCCAAA-G
12223028 +

|[drosim2|2r:15363066-15363211 + | |TC----GAAGAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCGCTGCCAAA-G

|dm3 lchr2r:14714787-14714946 + |ldme 403|[TH----GAAGAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCGCTGCCAAA-G AGECAGTTTCCCl-—————- RGTTTR-—————————————- I8 - TTT- TETTTTT-TTTTTEGGCG-———- GGGTCAGE - ——————________ |

droEre2|scaffold 4845:8906662- TH----GAAAGAAGCCCCA-TTAGGCTAAATGTTT--ACTGCGCT[RCCAAA-G aclcacTTTigYEC----—-- N — — — . — BT -ArrrTEr-TTTT TG GCG-—- -~ GGGTCAGC———=—=—==—==———-
8906813 +

ldrovak3|l2r:14481095-14481230 - | |TH----caalaGaAGCCCCA-TTAGGCTAAATGTTT--ACTGCGCTGCCAAA-G

droEugl|scf7180000409663:632326- TCRRReGEAAGAAGCCCCA-TTAGGCTARAATGTTT--ACTGCCTGCCAAA-IY
632497 -

droBial|scf7180000302292:1671461- - - - - GleJeL\AGAAGCCCCA-TTAGGCTAAATGTTIN--ACTGCEcEcccann-jy
1671605 -

droTakl|lsc£7180000415991:150947~ T/g----GAARAGAAGCCCCA-TTAGGCTARATGTTT--ACTGCECTGCCARA -~ —————————=———————————————————— CARARGCAGG==CCAG= === === ====ooo oo e e e e SR TCCATCETGGGA CA- — - GCCCTCRIAT T e il - — Gl§TGCAT TCTGC ~—————————————————~ AccaGTEECCCC-—- - — - - -~ —— - ——————————————— TTT - C-GGiiCCiiC AR CIEITTNGleleIleREEE GGGTCAGC--—-—=—-—=-—--—-
151091 +

droElel|lsc£7180000486190:830-984 - | |Tc----caacacancccccaBrTAGGCTAAATGTTR--ACTGCECTGCCARA - - - - CAAA c - GACA---GCCCTCGAT e chl- ~ T GCAT TCTGC——————————————————— AGECAGTTTCCCC-—————~- e — cccacTT-c-coficiliic ARCIEEEClelclolc —— GGGTCAGC-=====mmmmmmm

droRhol|lscf7180000766409:37737~ - - --GAAAGAAGCCCCA-TTAGGCTIAATGTTT—~ACTGCgCTGCCARA - ——————————————————————————————— CAARAGCAGG--CCAlg-—————————-————- - B __TTGCCATCGTGGGACA---GCCCTCHAT T eGH- ~GTTGCATTCTGC -~~~ === —=—==—————~— acBcaGTTTCCCl--———- [ —— - - —————————- GTT-Ji- GCGCHNC AR CHETTLC/elel R cfeTcace-—---——--—————-
37881 -

droFicl|lsc£7180000453811:243691~ - - - -GAAGAGAAGCCCCA-TTAGGCTARATGTTT—-ACTGCECTGCCARA - -~ —=——=————=——————————————————— CAAAGCAGG—=CCAG=——=——=-———————————————— R _TTGCCATCGTGGGACA---GCCCTCAT T e G8- — GeTGCATTCTGC~—————————————————~ AcfcacTTTCCCC-—--—-- - - — - TTT - C-GCliciicCcaCIRllIC Glelcldlch—— GGGTCAGHENR-——————————~
243839 -

droKik1l|sc£7180000302682:429721~ (e - - -ier\AGAAGCCCCA-TTAGGCTARATGTTT--ACTGCCTGCCARA -~~~ =~ ——=——=-——————————————————— CAAA CAGCCAGLCCAGCAG GACAIAGCCCICCAT T T G/ T CCAT Th - ——— -~ —————————————~- BcEcacrTTCCCC------- AT TT- - - TTATTATT T I GG Cs G CliCIRI T o e —— GGGTCAGC--=—=-—=-==-——~~
429893 +

droAna3|scaffold 13266:17639101- TC---[EGARNAGARGCCCCA-INIEGGCTARATGT TT- - ACTGCECEGCCARA -~ —————— === ——— oo — - —— CAAA G GCCACTTTTTTTCCGT SN ERRNEISIele oA T\ - - - - - - CECEEACINED NliAINe®A CTTGCCCCAAGTGGAGGCECISC THiA Iee R - — - - R e G- - - ccliic - [NCERGIIEENGIEEIelEC G G C Clelele Clol CleIT R
17639282 -

droBipl|sc£7180000396735:907171~ TC---lgcralacanceccca- M ddGGCTARATGTTT--ACTGCECGCCARA--——— - -~ ——————— - = - CAAA G GCCACTTTLTTTCCGT SN EREISIele {ola T\ - - - - - - CECERIACINEO NlAINESA C T TGCCCCAAGTGGAGGC NG e CCllAG T - — — - e - Te-Errferrld-grrrrfgcccc----- ceacdec-----—--——-———-
907350 -

dp5 [3:2509602-2509782 + | |TB----BaaBacanccccca-TTAGGCRAAATGTTT--ACTGCECRGCRAANEG- - - - - - - CARA A/ AGTGCTGGCGGCGGAGGAGGAGGAGGTGGAGAACAAG Cifelela] GARA---GCCCEC AT T elCle- ~ ClETCCAT Tl - - —-——-—--——-———— - CTG-GGAISIISA CTGC A C— - - — - [l et rfel T T[ele- AT TT Tl GCG - — - - - GGGTCAGC--——————=——————~ |

droPer2|scaffold 2:2698754-2698934 TH- ---Baalacanceccca-TTAGGCRARATGTTT--ACTGCECRGCAA G- - - - - — - - - - CAAA Al \AGTGCTGGCGGCGGAGGAGGAGGAGGTGGAGAACAAG Cileloa GARA---GCCCTC AT T e~ -G T CCAT Tl - - ——-——-———--—--—— - CTG-GGAUOeACTGCAC- - - - - GCT - - - CCINCIEINCCRAIRGNNG clelolcEEE GGGTCAGC-—==--—=—===———=~
+

droWil2|scf2 1100000004510:2218466- — - B ¥\ A [NT VNCLCISIT Bt kT Nelelel T - [\C AIGRN G GINT - - T T[ele T T - - GGECATATGTAGT TATTGCCATTAGACCACCAACGEGINNGESGTATC ATACAAAAGAACTAGAAC
2218652 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:12222875-12223028
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:12222875-12223028
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_140.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:15363066-15363211
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:14714787-14714946
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_403.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:8906662-8906813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:14481095-14481230
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409663:632326-632497
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:1671461-1671605
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415991:150947-151091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000486190:830-984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766409:37737-37881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453811:243691-243839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302682:429721-429893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:17639101-17639282
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396735:907171-907350
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:2509602-2509782
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:2698754-2698934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:2218466-2218652

ID: Coordinate:

dse 210 |scaffold 1:1895924-1895994 - | candidate | Canonical miRNA || 3pUTR

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star [STTPT NPV PTNOST, mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 20 21 20 K\ | | | |
Size Condition 1896050 1896000 1895950 1895900
Genomic Position
Hairpin partition - Sense -~ Antisense Mature
Hairpin partition Mature
Show Alternate Folds
Flybase annnotation
utr3 [utr3 minus 2458]; CDS [Dsec\GM20698-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V113
CGGGACTGCTATTAACAAAAAAAAAATTGGATAGTTCTCGATCCTGATGCCAAACTCATACGCAGACCAATTACTGCACGCGCATTTTAGCGTAGTGATTGGGT TGCACTTGAGATTGGCAACAAGGGTCCAAGATTCTCCACAATTCGACGTATTAAAGATGTAATGTGT female
Read # Hit |Total male body
folialialiolioliolialioliolioliolialioliololololalololllolholhelholholholhofhofhofiofiofiofiofl O OGP X G G G G O G O G O G O O O G O O e O O O O O O O O O S Y AR 1)))))0)))))))-2)))-22)0)))2))))))-.2)))))) . .))) HEEEEERRAAAA A ARk KAk A KKKk dkkk k¥ *k** size Mismatch Count Norm Total body
.................................................................................................. TTGGGTTGCACTTGAGATTGGC « ¢« v e e e ettt e et et eee et eee e eaeenaennenae 22 0 1 6.00 6 6 0
.................................................................................................. TTGGGTTGCACTTGAGATTGG - « ¢+« a e e e e s e tnsanasoeasoacasaasnosancaeancannaaassaaa2l O 1 4.00 4 4 0
.................................................................................................. TTGGGTTGCACTTGAGATTG ¢ - ¢« e e et ettt te e e e ee e eee e neenneneenaennenae 20 0 1 2.00 2 2 0
.................................................................................................. TTGGGTTGCACTTGAGATTGGR . . - ¢ o e i i i i i e 22 1 1 1.00 1 1 0
.................................................................................................. TTGGGT TGCACTTGAGAT TG . - ¢ oottt i i e et e e 211 1 1.00 1 1 0
.................................................................................................. TTGGGTTGCACTTGAGATTGGR. - - o i i i i i i i ittt ieieeeeeaa 22 1 1 1.00 1 1 0
.................................................................................................. TTGGGTTGCACTTGAGATTGGCH. . .« oot e e e 231 1 1.00 1 1 0
.................................................................................................. TTGGGTTGCACTTGAGATTGGCAM. . . o ittt i i e e 241 1 1.00 1 1 0
Anti-sense strand reads
M054
GCCCTGACGATAATTGTTTTTTTTTTAACCTATCAAGAGCTAGGACTACGGTTTGAGTATGCGTCTGGTTAATGACGTGCGCGTAAAATCGCATCACTAACCCAACGTGAACTCTAACCGT TGTTCCCAGGTTCTAAGAGGTGTTAAGCTGCATAATTTCTACATTACACA female
Read # Hit |Total body
R (A O T (T N (T P A R L AR L P A T 1))3))))))))) -))) 2 )))) )))))) e )))))) L)) ) L KERKE KA KKk Kk Ak kA Kk A Kk ARk A KRk KKk K** 5ize Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 1:1895874-1896044|dse 210 |CGGGACTGCTATTAACA-AAAAAAAAATTGGATAGTTCTCGAT--CCTGATGCCAAACTCATACGCAGACCAATTACTGCACGC-GCATTTTAGCG---——-——-—- TAGTGATTGGGTTGCACTTGAGATTGGCAACAAGGGTCCAAGATTCTCC-ACAATTC--~GACGTATTAAAGA-TGT————-—————~ AATGTGT
|drosim2|2r:5068557-5068728 - ldsi 32467 |ceeeacTeeTATTAACINAAAAAAAAATTGGATAGT TRTCGAT - -CCTGATGCCAAACTCATACGCAGABCAATTACTGCACGC-GCATTTTAGCG——————————- TAGTGATTGGGTTGCACTTGAGATTGGCAACAAGGGTCCAAGATTCTCC-ACAATTC—~~GACGTATTAAAGA-TGT ——~——~——~-— AATGTGT |
lam3 lchror:4249864-4250032 -  |ldme 465 |lcefdeacteeTaTTancl-AganaranaQTEGARAGT THTCGAT--CCTGATGCCAAACTCATACGCAGACCAATTACTECACGC-|CATTTTAGCG-——————--—~- TAGTGATTGGGTTGCACTTCGATTGGCANCAGGGTCCAAGATTCTCC-ACAAT TI- - -C@CGTATTAAAGA-TGT—-————————— AATGTGT |
droEre2|lscaffold 4929:18383228- CGGGACTGCTATTAACH-{EAn A I T GGATAG T/ T CGAT -~ CCTGATGCCAAACTCATACGCAGECAATTAC THYEACGH-GCATTTTAGCG-—-———————~ TG TGATTGGGTTGCACTTCGATTGGCAMCAGINGTCCl@AGATTCTCC-ACAATTC--~GACGTATTAAAGA-TGT——————————— AATGTGT
18383393 +
ldrovak3|2L:16905839-16906000 - | |cclleacTeeTaTTAACl-EanEar R ERTGGARBRAGTlTCGAT--cCcTGATGCCARACTCATANGCARSCAATRIACTHC A ClE - T TTAGC G- —————————~— TG TGATTGGGTTCHACTTCEGATTGGCAACARGGGTICAAGAMTCTCC-ACAATTC—-~GACGTATTAAAGA-TGT——————————— afrereT |
droEugl|lscf7180000407691:116860- cojccTecTaTTaACH-ErnEAEAA AR TGCATAIN T THITHGAT - -ccTcATGlCEARNC THA TlClEciiC A A T/ RN C A R - R Tl oG - — - — - — - — - —- THGcTGAETCINeTTGCANTcAGA T ECHCEA e Gl T ClXeAGAT TTCC-ACAATTC- - -AEGTAT TAAAGA-TGT--——-—————- CTClehNely
117021 -
droBialllscf7180000302291:2118620- CGGGACTGCTATTAACH-ErnEaEarrReccATECTRTCoAT - - cifskia i cAaafic T ClaT/c i cleic Alee~ N A chddNccaT T TAGHG - — - - - —-—-—- TG TcARTC T Tl T AT GGCAA ClEARETSIT ClAAGATTCTCC-CAATC--~GACGTATTAAAGA-TGT--—-—-—-—-- lecTcT
2118790 -
droTakl|lscf7180000415627:124495- CGGGACTGCTATTAACH-ErnErErSrRecca Tl coaTiccTcaldcccaaacTeaTcccaciic afddleaci¥c A chileciNle T Tleaclic - — - - - —-—-—- T TcAgrelerTeclgNeTcAGAETGeCAECAAGHGTCCAAGAMT/EYCcC-fcEATTC-- ~-GACGTATTAAAGA-TGT - -~ - ——-——-—- - SlecTcT
124667 -
droElell|lscf7180000491240:1075257- CGGACTGCTATTAN e EABA A AR ceA T TRl coaT - - cljTcliTcccaaacTcaTcccaGkic A A AN C A Chll - e T T ARG - — - — - ——-—-—- THCERIAT TG T TGl NS TIAGATTGGCAACAAGHGTCCARGATTRAT CC-ACA AN - -GARGTATEAAAGA - TG TS NN VNG NG TG T
1075437 -
droRhol|lscf7180000770177:371011- CGGGACTGCTATTAACKH-EirErEAr AR NccATEcTRlTColeir--ccToiircccaaacTcaTcccacicaaETaci¥ e achil- cINdT TiX&A GG - — - - —-—-—- T TiRNerci\crTeclgNeTclcaTTeIcArcanGicTCCcAAGEeTCTCC-ACAAT TIY- - ~GlCGTAT TAAAGA-TGT - - ————-————— AecGTGT
371180 -
droFicl|lscf7180000453851:2085654- CGGGACTGHTHETEAC-Enn e eRlcINE T Al TR ThicA T - - cljTclércccanacTcaTcccaclccandea cE¥c AREEN- IR T(e T(ele Il gleh felel ek R ¥.Ne TRYG T G AT T GGl T Cilelele T ClEGAT TGGCAA CAAGIEAT CCANGA T TIATHC - AcAAR T C- - -GACGEATTAAAGAlTG T - — - — - — - — - —- INTGTGT
2085834 +
droKik1|lscf7180000302277:102548- RGGGACTGCTATTARCE - ey A S G CleA G TEC TCGAT - - CCTGRTGC CAAGECRaeC GCAG/SC AlaeA G C A - XTI T[eR GRyG —— —— - —————— TACENGSeCG T TGN CAGATTGCHA A CAECINT CeleclE T Tlelecc - ifeler T ciehga ciXea T A A Alle - TG T - - — - — - — - —- - pEgelcTET
102718 -
droAna3|lscaffold 13266:1744899- INccoacTecTagTAACK-erer A TcoATRA S C THGET - -EcTeliTcccaldec Tealgaficcaclic Al ciNA c G C - CLAA N NeleR g - - — - —- —-—- - THGTCARTCIAGTTCCATNT CAGAINEGGCAACATRINT CClec i n— — — i C CEA e AfA - T - — - —-—-—-- afTGTRT
1745052 +
droBipl|scf7180000396730:2737824- AN CINNE G GIACIC TIAG - [¥eeGlic Clic - C T/ Sile CINSSYNNINING G TN C TG CIEA A A TR T TRTE - CARGT/EA TREEEEEEE THGTGEENCING T TGCAN M GAGHecGC A Ak ¥ T c clga Gl Tl clda g c - - -aliGTATTARARA - TGT - — - - —— - —— - RNEGTGT
2737992 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1895874-1896044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:1895874-1896044
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_210.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5068557-5068728
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32467.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4249864-4250032
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_465.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:18383228-18383393
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:16905839-16906000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407691:116860-117021
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2118620-2118790
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415627:124495-124667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491240:1075257-1075437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000770177:371011-371180
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:2085654-2085834
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302277:102548-102718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1744899-1745052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2737824-2737992

ID: Coordinate:

Confidence: Class:

dse 344 scaffold 9:2893608-2893662 + |candidate | Canonical miRNA

Genomic Locale:

intron

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star 163 (ie1(d (@1 Ty it _

Predicted structure

Small RNA-seq Read Density

Read size distribution
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Genomic Position
Hairpin partition - Sense -#- Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM16042-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads
M054
V113 V115 V114
TTGTGTGTGTCACGAACTACAGAAAAATAGTTTATAACGTCTAGACAAGTCACTTTATCTACGCACACAGCCAAGCACCTGGT TTTGTGCGCAGTGTAAGTGAGCAGTCCTCGAGTTGAGCTCAGGTGCTCAGGTGATAAGCTACACATGTATAT female
Read # Hit |Total male head body embryo
ke k ok ko okkk ek ok ke k ok koo dekokkk (L. .. R N T T I D)) I ))) e ))) ... *kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x*x 5jze Mismatch Count Norm Total body
.................................................................................. TTTTGTGCGCAGTGTAAGTGAG « & ¢« v e ettt ete et e e et e e iaenenaenenennenen 22 0 1 17.00 17 7 8 2 0
................................................................................... TTTGTGCGCAGTGTARGTGAG . ¢« ¢ ot e te e et e e enteeenenenaeaeneeaeneneeaeneneaa 2l 0 1 11.00 11 6 4 1 0
................................................................................... TTTGTGCGCAGTGTAAGTGAGC « « + e v e et e te et e e et ee et te e eneaenenaeaene. 22 0 1 7.00 7 2 3 0 2
.................................................................................. TTTTGTGCGCAGTGTARGTGA . « ¢ v vt et et e e eneee e eneaeeaeneaanaeneeaeaeneeaeaea2l 0 1 7.00 7 5 1 1 0
.................................................................................. TTTTGTGCGCAGTGTAAGTG . ¢ v v e ettt e et et et et et et ee e ie e eneenaenaennena. 20 0 1 5.00 5 3 2 0 0
.................................................................................. TTTTGTGCGCAGTGTAAGTGAGC . « « vt et o et teemeee e s eeeaeneaaeaeneeaeaenneaeaea 23 0 1 3.00 3 2 0 0 1
................................................................................... TTTGTGCGCAGTGTAAGTGA . « ¢ v v et e e e eeeee e eeee et te e eaeiaeeeeaenaenaenaens 20 0 1 3.00 3 1 2 0 0
.................................................................................. TTTTGTGCGCAGTGTAAGTGAR. . - - o o i e e e i e e e 22 1 1 1.00 1 1 0 0 0
................................................................................... TTTGTGCGCAGTGTAAGTGAGCA. . .. oo i i i i i 241 1 1.00 1 1 0 0 0
...................................................................................... GTGCGCAGTGTAAGTGAG . « ¢ e e v vt et et e te e et e e e eeeaeneeaeaeneeaenenaeaa 18 0 1 1.00 1 0 0 1 0
.................................................................................. TTTTGTGCGCAGTGTAAGTM. - ¢ o oottt ittt ittt i it it eie e 20 1 1 1.00 1 0 1 0 0
.................................................................................. uibilihehdeloleler-Neli el J-V-Ned e R OO N 1 1.00 1 1 0 0 0
.................................................................................. TTTTGTGCGCAGTGTAAGTGAGH . « ¢ o v ittt ettt ittt ie i ee e ie i ee e ee e eeeenaenaeaa 23 1 1 1.00 1 0 1 0 0
.................................................................................. TTTTGTGCGCAGTGTARGTGAE . o ot ittt it i e e e e e e e e 221 1 1.00 1 0 1 0 0
Anti-sense strand reads
M054
AACACACACAGTGCTTGATGTCTTTTTATCAAATATTGCAGATCTGTTCAGTGAAATAGATGCGTGTGTCGGTTCGTGGACCAAAACACGCGTCACATTCACTCGTCAGGAGCTCAACTCGAGTCCACGAGTCCACTATTCGATGTGTACATATA female
Read # Hit |Total body
Tokdkkokdkkdkkkkkkkkhkkhkhkkkkkdkkhkhkkdkkh (L., .. N N N I T MDIDN)IINIMD)I D) IN)) e ))) e ))) .. . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|lscaffold 9:2893558-2893712 +|dse 344|TTGTGTGTGTCAC-GAACTACAGAA---AAATAGTTTATAACGTCTAG------- ACAAGTCACT-TTATCTACGCACACAGCCAAGCACCTGGETTT—=—~—=———=—--—=-——————————\———_ GTGCGC-~--AGTGTAAGTGAGCAGTCCTCG=~AG=———==——==——==———————————————— TT--GAGCTCAGGTGCT--CAG--GTGATAAGCTACACATGTATAT -~
ldrosim2|[2r:20121911-20122057 + | | ————G T CAC-GAACTACAGAS---AAATAGTTTATAACGTCTAG----—-- ACAAGTCACT-TTATCTACGCACACAGCCAAGCACCTGGITTT———=———-—-—-—-—————————~—————— GTGCGC---AGTGTAAGTGAGCAGTCCTCG--AG==—=—=—=——————————————————— TT--GAGCTCAGGTGCT--CAG--GTGATAAGCTACACATGTATAT---
|dm3 lchr2Rr:19612819-19612984 +  |dme 402 | GTGTGTGTCAC-GAACTACAGAA---AAATAGTTTATAACGTCTAG-——=—-- ACAAGTCACT-TTATCTACGCACACAGCCAAGCACCTGGITTT-—————————————————————_______ GTCINGC---AGTGTAAGTGAGCAGTCCTCG--ACIUNRIg- - - ———————————~- IS N T T - -GAGCTCAGGTGCT -—CAG--GTGATAAGCTAC i TATAT - — -
droEre2|[scaffold 4845:20975866- T[8lG TG TGTCAC-GAACT/GYAGAA- - - ANTAGTTTATAECGTCTAG—-—-——— ACAAGTCRCT-TTATCTACGCACACAGCC[EAGCACCTRGTTTT———————————-————————————————~— cleci\cC---AGTGTAAGTGAGCAGTCCTCY--ACIINe- - —-—-—-—-————- cGcACACGAGHAREIeT(elec/ohNeleliels» Be clelc G TN N N-NElhUT - - - - - - - -[NiEE
20976028 +
ldroyak3|[2R:19590857-19591037 + | |@88cTeTeTCAC-GAACTARAGAA--—@AATAGT TTATAACGTCTAG---——-- ACAAGTCCT-TTATCTACGCACACAGCCAAGCACCTGGRT I T—————————-—-———————————_——____ Glec\GC-—-AGTGTAAGTGAGCAGTCCTCGESA G N BT N S I N Telelel Yl Nelel-Xel T/Y- - GliGC TCAGGTGCR- - ClEGEG TGATAAGC T A 7, T — —
droEugl|scf7180000409474:30964-31134 TG TETGTGYe-GAACTANAGAALN- - AAATAGTTTAT@ACGTCTAG-—————- ACAAGTCHCT-TTATCTACGCACACAGCCEAGCACHTGGTTT TRy NGBS IS I NS b Sl (e —py Nl T NC— - -G TGTAAGTGAGCAGECCl8CG- [ --—-—-——-—————— - —— - -ERGCTCAGGT GGG TGATAAGC T A e B - - —
droBial|scf7180000302143:1783487- Tlec TG TNEGECHC-GAACTANAGAA- - AAATAGTTTAT@ACGTCTAG- - - —-—- INTNNEIE T B LN UNII T NI NI Neleler.VNe TEXSIehlelel i lii - T TACTCATATTTTAATTTTTGT Gy T Gial € CIEAE - Rt NEUIC CTVNE - — T[€ TINEMGGINSIEREFNE T C A C T A REEEEEIEEEEE GCACATAAAAAAETENINEIeIlele 2 BEe GIE C A /hleEUF NNl T T - - - - - - - - [N
1783675 -
droTakl|scf7180000415400:545586- Tlec TG TRATGTHAN-GAACTANAGAAN- - AAATAGTTTAT@ACGTCTAG---—-—- NG GENEINe T LB S NI VNI NI NI NelSS- Ve /XS riele il T TACTCATAT TTTAAT T T T TR TGC T TTGGEpNe At - EEE T/l Al NNEIIA TA TINEC - - - - - Bl - - TTAGTGREEEEEEE GCACATGAGAAAATSNINEIehie T ABS GlE C Al U NNEISi T T - - - - - - - - IR
545773 +
droElel|[scf7180000491201:1158413- ArcTRATATGTHAC-GAACTARAGAAN-IAAAATAGT TTAT@ACGTCTAG——————- EXCEVNEL NS T[Sl B G LU NI I NI NI~ STV NIFNC il & L d L T TAT T TTTATTTTAAT T TT TGT G TCGGEUREAETACATAIA NG/ NI AINE TINE C/HENSERRINE T CACTA A A REEEEEEEEEENA ACACATGAAJIA A ACTEIIRSNelelNe » A NS cle C AlIer UV NNelslcC - - - - - - - - - - -E=E
1158610 -
droRhol|[scf7180000778122:37138-37335 RTINS T TiAC-caACTANAGAA-WAAATAGTTTATECGTCTAG--— - —- - ACAAGTCHCT-TTATCTACGCACACAGCCAAGCACHTHGTTTTRESNEIE SIS S S ST VO LIS I b e el clgNc — - —pENiNlda e Ti\aclircl8ccTeo- - AN Ne- — - — - — - ———————- GCACATGAAJIAAAETNINEIINe T ABRIS GIE C A IFNF NNl T - - - - - - - -I\GTCA)
droFicl|scf7180000453809:597170- TG TGTGTGTHAN-GAACTAMAGAAN- - AAATAGTTTAT@ACGTCTAG---—-—- ACAAGTCHECT-TTATCTACGCACACAGCCEAGCACHTGGT TTRERY Ny Sty NS LS [ Tel— —flTelelc TP .S - —licTcTleacTeackircldcc TeG- - ACIT @I — - - — - ————————-[ ACACATGAANAAGE T/eleierNelelde T A RRNe - B - - - — - ———————___E
597343 -
droKikl|scf7180000302470:2112882- AT GreTiAEGAACTANAGARY- - AAATAGT TTATACGTC TAGI YN A ReEA GTCRC TRTTATC TACGCACACARCABGCACIYNGET TR -~ =~ = - = === —— - - - — - - — - - NG A T NE - - - - - — - — - - — R T e i i — — e et — — —
2112987 -
droAna3|scaffold 13266:8251248- TR TEAT Ge - GAACTANAGAA NN A A ATAGTTTATSACGTCTAGLYGYSEINEA CAAG T CRNTENT TATCTACGCACACASCCAAGCACHTHGT T T TR~ ——————————————————————— —— - [ - — - — - —— - — - ———— - — — — [ R e - e — — i - — Tt — — —
8251344 +
droBipl|scf7180000396759:565545- e TGO T G Tl - GAACTAMAGAARN--A2ATAGTTTATACGTCTACI Y NEACAAGT CRRTINT TATC TACGCACACARCCAAGCACHTIIGTT T T -~ =~ =~ = ===~ ————————————————— i — — e — — R~ —— ———————————————————————————— - e — - - e -~
565634 -
Groperz|scatiold saioaeen-einasts -]  |Grorororor e e = e S o e
Growi12[soi2_1100000004854:242284- o B e e = e s = s
2422310 -
Frovies|sealiold 13048:1208886- Froree e Dol e I S B e = ===
1208918 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:2893558-2893712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:2893558-2893712
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_344.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:20121911-20122057
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:19612819-19612984
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_402.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:20975866-20976028
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:19590857-19591037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:30964-31134
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1783487-1783675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415400:545586-545773
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:1158413-1158610
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778122:37138-37335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453809:597170-597343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:2112882-2112987
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8251248-8251344
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:565545-565634
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:4708840-4708849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004954:2422284-2422310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:1208896-1208918

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}
dse 138 |scaffold 14:1043085-1043147 - || candidate | Canonical miRNA ||intergenic
Legend: mature star [oit e Nl Rl gt mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense -~ Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V115 V113 v114
TGCGACAGCTGGCACGAAAATGAGAATGAAACCGAAAACTCTGCGCTTGTATGCGTGCGTGCGAGTGTAGATGTGAATTTAATTGTGACACCCACACAAGCGCACACGCACACAGACACCGTAGACGTGGTCATGGTTACAGTGGTTTAAACTTCATTTAAAT female
Read # Hit |Total head male embryo body
AR R s e N N N O N O O O 1)) e )))) o)D) D)D) D)) ) et u)))))) L) ) Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body
.................................................. N el ol el elef el eleles-Netelid-Nes-Ni O~ 3~ S O 1 13.00 13 12 1 0 0
.................................................. AT GCGTGCG TG G AG T GTAGA . « « v e e e e e e e e e e e aaeaaeeeeaansnseeeeansnneeeseansaeaeeeeeaasneaeeeosasaassesenasnnaeeseananaaaa2l 0 1 9.00 9 7 2 0 0
.................................................. F N elol el eTot el el el ey e e 1i1y-X DX N O 1 7.00 7 7 0 0 0
................................................... TG G TG G TG G AG TG T AGAT « &« e e e e e e e e e e e aa e e s oaannneeeeennssneeeeaansenaeeeeenaneeeeeeeaanseaeesesnnssaaeesasnnnnaaeaeaa2l 0 1 3.00 3 3 0 0 0
................................................... i eleteliele] el elole7:N el el NP -4 N O 1 1.00 1 0 1 0 0
................................................... TG G TG G TG GAG TGTAG e « « v« e e e e e e e e aaaeae e e aonnnaneeeeannssseeeseaaasneeeeonaneaeeeeeaasneaeesesasnsnaeesasnnnnaanaaaald 0 1 1.00 1 1 0 0 0
.................................................. F N elol el eTot el el el e e e 111y N ° O 1 1.00 1 1 0 0 0
............................................... TG ATGCGTGCGTGC GG TG TAGAT G o o v v e e s e e e e e e e e o aaaaeeeeennnsnseeeaaassneeeesansnneeseaassaaesseaaasnaaeesonnsaaaseaennaaa26 0 1 1.00 1 0 1 0 0
................................................. N elof el elelelieTeted-Neli el - e\ 32 A O 1 1.00 1 1 0 0 0
................................................... NECENECETECEABTEIMEETE o o oo oo oo oooo0000000000060060000606000000000000000050060000000000000000000000c0cnccocoscs|22 @ 1 1.00 1 0 0 1 0
Anti-sense strand reads
M054
V114
ACGCTGTCGACCGTGCTTTTACTCTTACTTTGGCTTTTGAGACGCGAACATACGCACGCACGCTCACATCTACACTTAAATTAACACTGTGGGTGTGTTCGCGTGTGCGTGTGTCTGTGGCATCTGCACCAGTACCAATGTCACCAAATTTGAAGTAAATTTA female
Read # Hit |Total embryo body
AR e L N N N O T O e O 1)) o)D) ) ) )D)) D)) ) i) ))))) L) ) Rkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total
......................................................................................... TGGGTGTGT T G G TG TG e v v v v e e e e e e et teeeee e eeeeeeaeeeeesesaaaaeeeennnaanaaaan 18 0 3 0.33 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 14:1043035-1043197|[dse 138|[TGC—————————————————mm— o GACAGCTGGCACG-===========————————————— AAAATGAGAATGAAACCG-———————————~— AAA----ACTCTGCGCTTGTATGCGTIG----CGTGCGAGTGTAGATGTGAATTTAATTGTGACACCCACACAAGCGCACAC-————— GCACACA-GACACCGTAGACGTGGTCATGGTTACAGTGG----TT-TAAACTTCATT-———————————————~— TAAAT-———~—
ldrosim2|[21:1037636-1037792 - | R e ——— GACAGCTGGCACG-————=—=—————————————————— AAAATC A AACCG———=—————=——— AAA----ACTCTGCGCTTGTATGCGTH----CGTGCGAGTGTAGATGTGAATTTAATTGTGACACCCACACAARNCGCACAC-—-——— GCACACA-GACACCRTAGACGTGGECATGGTTACAGTGG--~-TT-TAAACTTCATT-———————————————— TAAAT-——--— |
|dm3 lchror:1089568-1089724 -
droEre2|scaffold 4929:1131172-
1131338 -
ldrovak3|[21.:1066222-1066388 -
droEugl|scf7180000409005:125264~
125440 +
droBialllscf7180000302188:779213-
779396 +
droTakl|lscf7180000415264:295837~
295999 +
droElel|scf7180000491273:2408835-
2408913 +
droRhol|lscf7180000764025:2998-3162
droFicl|lsc£7180000454155:300321~
300468 =
droKikl|lsc£7180000302405:308924-
308966 -
droAna3l|lscaffold 12916:4555257—
4555341 -
droBipl|acfl180000396737:232337 CTEIMEIE  [eTCCeAGIGTADATGTGAAT TTAAT TGTGEIACCCATAC D I R I D —
232421 +
EEE l4_group3:9527540-9527637 - || |TccEEs [elc--—-cATclcARN TG TAIATGTGAAT TTAAT TG TGERACCCACHC ARG CINImCAC— - -~~~ I CACE- G A C A C ettt  — — — e [T — — — — — — — — — -~~~ — — - - |
|droPer2|scaffold 8:714996-715106 - | | Tec/des felc-—— -l GhCAINTGTAIATG TGAAT TTAAT TGTGleRACCCACHC ARG CINEmC A CTNE - — — —C A CHC A [ el A T A O T G G C 2 o] — — — e - — — — — — — — = — = = — = ——— - - |
drowil2fscf2 1100000004585:4219351- TGRS elrchicidsl- -~ -he YR A e TAATG TRAA T T TAAT TG TR A A e ————— T ettt ~ ~ ~ ke~ B~~~ ~~ ~~ =~~~ ==~~~ -

4219431 +

droVir3

scaffold 13246:2664980-
2665055 =

droMoj3

scaffold 6500:22997716-

22997806 -

droGri?2

scaffold 15126:4052684-

4052780 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:1043035-1043197
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:1043035-1043197
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_138.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:1037636-1037792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:1089568-1089724
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_447.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:1131172-1131338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:1066222-1066388
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409005:125264-125440
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:779213-779396
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415264:295837-295999
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491273:2408835-2408913
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000764025:2998-3162
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454155:300321-300468
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302405:308924-308966
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:4555257-4555341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396737:232337-232421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:9527540-9527637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_8:714996-715106
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:4219351-4219431
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13246:2664980-2665055
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:22997716-22997806
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:4052684-4052780

ID: Coordinate:

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 221 | scaffold 0:11209529-11209587 + |candidate | Canonical miRNA || CDS

Legend: mature star [\IS)nizi(d 81N g 11i191) mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 o0 o1 22 ¢® | | |
Size Condition 11,209,500 11,209,550 11,209,600
Genomic Position
Hairpin partition -#- Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds
Flybase annnotation
CDS [Dsec\GM25816-cds]; utr3 [utr3 _minus_7729]
No Repeatable elements found
mature star
1. scaffold 0:11206039-11206059 +
2. dse 221 scaffold 0:11209566-11209586 +
Sense Strand Reads
hide 3p reads| show mid mismatch reads “
M054
v1il4d V113 V115
CGCCAGTGGGATCTACATGATTGGAAGCAGTGTGGCGGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCT TCTGCGAGGCGGTGGCCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAAGTT female
Read # Hit |Total embryo male body ||head
Fkkdeok ok dkk ok okk ke dk ke kdekdekrdkkdekdk (((( (... (. (o CCCCCCCCCCC e e o (e (e e 1)) .. ))) e 1)INDIIDDIDD) L)) L)) )i l))))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gize Mismatch Count Norm Total body
....................................................................................... CATCTTCTGCGAGGCGGTGGC « + t v e v v ee et te e e e et ie e eieeaeeeaenneaeneeaen. 2 0 2 14.50 29 21 6 1 1
....................................................................................... CATCTTCTGCGAGGCGGTGGCC + ¢ e e v e e e et ee e e e aeeeeaeneeaenenaeaenneaenneaeas22 0 2 6.50 13 9 2 1 1
....................................................................................... CATCTTCTGCGAGGCGGT « - ¢ v vt et e ee e et et ettt e et te et eeeneaeneeaenenae.. 18 0 2 3.00 6 6 0 0 0
.......................................................................................... CTTCTGCGAGGCGGTGGC e - + e e e vt e ea e oe e eas e e seecneoaeneaneaenneaenaeaa. 18 0 2 1.50 3 3 0 0 0
....................................................................................... CATCTTCTGCGAGGCGGTG M « « v e e e e et ettt eee e e et a e te e eneeaeneeneneeaea. 19 0 2 1.50 3 3 0 0 0
....................................................................................... CATCTTCTGCGAGGCGGTGGCCAT . ¢« vt et et e et ee e et teeneeeaenneaenneaeneeaea. 24 0 2 1.00 2 2 0 0 0
........................................................................................ ATCTTCTGCGAGGCGGTG M « v v v e e e e ee e et e e et et ee e eeeeaeneeaenaeaeneeaen. 18 0 2 0.50 1 1 0 0 0
........................................................................................ ATCTTCTGCGAGGCGGTGGCC  « « « e s o e e e s oacecassoeasoaearoacasaasasansaaascsaa-2l 0 2 0.50 1 1 0 0 0
....................................................................................... CATCTTCTGCGAGGCGGTGG e « + v e e v e te e et e e et e et teeeeieeaeneeaeneeaeneeaea. 20 0 2 0.50 1 0 1 0 0
........................................................................................ ATCTTCTGCGAGGCGGTGGC - + v e e e e e ee e e e ens e e eeeneaacaenaeaenneaenneaea. 20 0 2 0.50 1 1 0 0 0
..................................................................................... GTCATCTTCTGCGAGGCGGT + « v e v e e e e et e te e et e et e et te e eeetaeneaeneeaeneae. 20 0 2 0.50 1 1 0 0 0
....................................................................................... CATCTTCTGCGAGGCGGTGGCCA .+« v vt et et e e et teen e eneeeeaenaeaenneaeneeeea. 23 0 2 0.50 1 0 1 0 0
........................................................................................... TTCTGCGAGGCGGTGGCC « & e v v e et e ee et e et ee et te e eeenenaenennenen. 18 0 2 0.50 1 1 0 0 0
...................................................................................... TCATCTTCTGCGAGGCGGTGGC ¢« e v v e et e te e e e et e e e e e iaeneeaenenaenena 22 0 2 0.50 1 1 0 0 0
........................................................................................ ATCTTCTGCGAGGCGGTGGCCAT . ¢ o v v et et e e et e eeeneeeeaenaeaenneaeneeaeas 23 0 2 0.50 1 1 0 0 0
.......................................................................................... CTTCTGCGAGGCGGTGGC At « v v o et e et e e et e e ee e eeeeaeneeaeneeaenenaes 20 0 2 0.50 1 1 0 0 0
........................................................................................ ATCTTCTGCGAGGCGGTGGECCA . - ¢ c s e e e s oacecastocasoaaaroacasaasosansacascsaa-22 0 2 0.50 1 1 0 0 0
Anti-sense strand reads
M054
V114
GCGGTCACCCTAGATGTACTAACCTTCGTCACACCGCCCGCCGCCTCACGCTAGCGGAGCGTAGTTCTGGTTCTTGGACTAGAGTCAGTAGAAGACGCTCCGCCACCGGTAGATACCGGACTAGTGCCGGTAGGACGAAAGGCCGTTGCAGTTGTTCAA female
Read # Hit ||Total embryo body
Kkhkkkkkkkhkkhkhkhkkhkkhkkkkkrkrkrkrrkx (((( (... ((Co o CCoCCCCCCCCCCC e oo (0o (e e ))) . ))) e 1)INIDIDDDDD) L)) L)) )i ))))) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total
............................................................................................................................. GCCGGTAGGACGAAAGGCCGT . v v v v ven.n.. 21 0 1 1.00 1 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species |[Coordinate ID Alignment
droSec2|lscaffold 0:11209479-11209637 |[dse 221 ||CGCCAGTGGGATCTACATGATTGGAAGCAGTGTGGCGGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTCTEGCCAGCGCCETCEGCCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAA-GTT
+
ldrosim2|[3r:10484072-10484230 + | [ceccacTGGGATCTACATGATTGGAAGCAGTGTGGCHGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTCTGCGAGGCEETNGCCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAA-GTT
|dm3 lchr3r:10725635-10725793 -  |ldme 393 |lccccacTGGRATCTACATGATTGGARGCAGTGTGGCGGGCGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTTITGCGAGGCCETCECCATCTATGGCCTGATCACGGCCATCCTGCT§TCCGGCAACGTCAACAA-GTT
droEre2 |lscaffold 4770:10261697- CGCCAGTGGEATCTACATGATTGGANGCAGEGTGGCGGGGGCGGAGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTClEGTIATCTTCTGCGALNGCGGTEGCCATCTATGGCCT@ATCACGGCCATCCTGCTTTCCGGCAACGTCAACAA-IATT
10261855 -
|drovak3|[3R:15702076-15702234 + ldva 1815 |CGCCAGTGGGATCTACATGATTGGANGCAGEGTGGCGGGCGGCGGAGTGCGATCICCTCGCATCAAGACCAAGAACCTGATHTCEGTHATCTTCTECCAGGCGETEECCATCTATGGCCTGATCACGGCCATCCTGCTTTCCGGCAACGTCAACAA-IATT
droEugl [|sc£7180000409794:298392- FcccAlSGGGATTACATGATTGGARGCAGTGTGGCRGCRGCHGARGTGCGATCSCCRCEEATCARNACCAAGAACCTGATRT G TCATINT TCTGCGARNGCGETIGC CA TN ARG GRS T GATCACINGCCATCCTGC TRITCCGGC ARG TISAEAA -[§T T
298550 +
droBial |scf7180000302402:3691436- Reccad@cGGATRATACATGATRGCERIGCAGRGTGGCRGGCGGCGEGTGCGATCGCCCGCATCAAGACCAAGAACCTGATCTC[§GTCATCTTCTGCGAGGCGGTGGCCATCTABGGCCTGATCACGGCCATCCTGC T ClEGCHARYT ClEigeA -GTT
3691594 -
L
droTakl |sc£7180000415397:180061- GCCASGGGATIATACATGAT TGGGCAGEGTGGCBGGCGGCGGGTGCGATCGCCTCGCATCAAGACCAAGAACCTGATCTCAGTCATCTICTGCCGAGGCCGETGGCCATCTABGGCCTGATCACGGCCATCCTGCTMTCEGGCAECGT/eNeA A - Glal
180219 +
L
droElel |scf7180000486474:1271634- GCCANTGGGATITACATGAT TGG/SRGCAGEGTGGCGGGCGGIGGAGTIACGATCGCCCGCATCAAGACCAAGAACCTGATC TC/EGTCATIT TCTGCCGAGGCEETGECCATCTABGGCCTGATCACRGCCATCCTGCTTCCGCA G T/eAdeA -G T
1271792 +
droRhol |lsc£7180000777941:33450-33608 FcccAEcGHATHTACATGATTGGERGCAGRGTGGCHGGHGGCGGAGTGCGATCGCCYCGCATCAANACCAAGAARCTGATCTC[§GTCATCTTCTGCGAGGCGGTGGCCATCTARGGCCTRATCACGGCCATCCTGCTTCCGGCIRECG ThAGSE-GTT
droFicl|lsc£7180000454104:642402- ‘EGCCAGTGGEATCTACATGATTGGAEGCAGTGTGECGGGCGGCGGEGTECGATCGCCTCGCATCAAGACEAAGAACCTGATCTCAGTCATCTTCTGEGAGGCGGTGGCCATCTAEGGCCTGATEACEGCCATCCTGCTTTCEGGCEEEGTEAEEAA—GTT
642560 +
droKik1l |lsc£7180000302461:997473- ceccreeilaTirAlATGATTGCEA A e TG ClcclicEcGeacTccaTceecldccilaTcarcacaacanfic TRA T T Clec THATHT TC TGGAGECINGTIGC CA T T ATGGHC TGATCACGGCHATCCTGC TTCCGCaiG TileA ClgA-GTT
997631 +
droAna3|scaffold 13340:5804540- cocclgdecclaTiiTacAaTcAeGGAYcAGTRTIHG CING GGG CGGAGTHCGATCGCCleCGCATCARGACEAAGAACC THATIT CARTCATCTTCTGRGAGGCEGTGCCHAT CTATGGCCTGATCACHGCCATCCTGC THTCRGGINeG Thiekie A A - T T
5804698 -
droBipl |sc£7180000396708:3009702- cociastsccilatiiTacaTcAe GG A c A TG Ci\cclicci\ccleic TiicGATcGeclgcGCATCARGACEAAGAACC THATIT CARTIATC TTCTGCGAGGCGGTGGCEATCTATGGCC THATIAClGCCATCCTGC TlgTChlG GINeG Thiekie A A - T T
3009860 +
lap5s |2:20661131-20661289 - | lceccBgreciarcr Al REccEARc AR EclEccEccceddsTcc@irceecicceaTcancaccancaacerarcrc@riariNrrcreccacecerecccarcraldccEc rearcaficcccaTieritErccocEr g e Ac2 2 -BT

ldroper2|lscaffold 3:3416247-3416405 - [dpe 2524 |[cocclrccEaTcEAcARBcAREccEARBCACER HcRccceccoclcTHNNggclccfcccaTcancaccancaniiitcaTiTclicTeaTcTTCTECEAGECEETRcCCATCTABGGCcTGATCACHGCCcATHETGeTldrccoccEarEeA A -G TT

droWil2|scf2 1100000004902:8619615- [dwi 5434 |[ccccfeccleaTcleriir@arcclEacac@iThiclicccccococicTidNNdeccccccaTcancaccancaapliTcaTcTCcTCATITTCTGCCAINGCGTGECCATHTABGGHNT GATCACHGCCATIETEMTET cCoCiXenIN T/l AN i T
8619774 -

drovir3|scaffold 13047:19131285- dvi 24653 |ceccleiTcGEATIN AN ecclaafdc ActhicliccceeecoacTidNNdecGecilcceaTiaacaccancaafcTGATHTClgc TCATCTTCTelcAGGCeTScccaTcTAldGGccTGATCACGGCCATHETGC TTCcoccEadddT/dea e -G T T
19131443 +

droMoj3 |scaffold 6540:14560044- dmo 3158 [ceccepTccEaTiNeACAerecceacacEThclcccceolcacToiNNdeccecilcceaTiiaacaccarcaafiTGATHTClec TRHATHTTCTCCAGECHGTEGC AT AldccccTA Tl ClicccaTcgree TldT cliccife et/ dea e -G T T
14560202 -

droGri2|scaffold 14906:12137647- dgr 470 |mcccETGGEATHEARARGAREGCEARBCAGTRTHGHGGGHRGGC GG THINGEC GCCCGCATCAAGACCAAGAARNC TGATHT C8G T CATHT T CT GRiGAGGCHGT@GCCATCTATGGCCTGATCACGGCCATIRET GCTTCCGG /AT AeA -GTT
12137805 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:11209479-11209637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:11206039-11206059
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_221.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:11209566-11209586
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:11209479-11209637
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_221.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:10484072-10484230
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:10725635-10725793
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_393.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:10261697-10261855
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:15702076-15702234
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1815.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409794:298392-298550
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:3691436-3691594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415397:180061-180219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000486474:1271634-1271792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777941:33450-33608
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454104:642402-642560
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302461:997473-997631
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:5804540-5804698
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:3009702-3009860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:20661131-20661289
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:3416247-3416405
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2524.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:8619615-8619774
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5434.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:19131285-19131443
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24653.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:14560044-14560202
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3158.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:12137647-12137805
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_470.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 149 scaffold 2:4210468-4210524 + | candidate|| Canonical miRNA ||intergenic

Legend: mature Star [t td AL T d s mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 20 21 22 23 24 25 28 I I |
Size Condition 4,210,450 4,210,500 4,210,550
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M054
V113 V115
AATGAATGAGTAATTTATATGCCTCCTGTTTAGTTATGCCAATTATTACTCACACGCCATGTTGTCCAAACGCAAGCAAATTTCGTTTGGTTTACGTGACGTGCGGGTAATCTTCATGGTAACATTCATGTCTAAAGTGCCCACCCAAAGTGCAGGG female
Read # Hit |Total male head body
Je ok de ok e ok ok ek ke ke ok ke ke sk sk ke ek ke k(.. (OO COCC COCCCe o (OO (e e )N NN . )))) ) Khkkkkkkkkkkkkkkkkkkkkkkkkkkkk***k*k*k** gize Mismatch Count Norm Total body
..................................................................................... TTTGGTTTACGTGACGTGCGG M « ¢ e e e e et e e et e e ee e ie e eiaeiaeaenaeeneea. 20 0 1 11.00 11 7 2 2
..................................................................................... T TGGT T TACGTGACGTGCGGEG - « < <t s e aacancancanaaanaaaaacasaaacaacancaacnane-a-222 o 1 5.00 5 1 1 3
..................................................................................... TTTGGT TTACGTGACGTGCGGGT ¢ - ¢ v v e e e et et e e e e et e et ie e eeaeneeaeneeaen. 23 0 1 2.00 2 2 0 0
..................................................................................... TTTGGTTTACGTGACGTGCGGGY. - - - o i i i 23 1 1 2.00 2 0 2 0
.................................................. CACACGCCATGTTGTCCARACG + « ¢ v e e e et ee e e e e et e e et e ettt e e e e et e e et e e et ettt e ettt ettt e 22 0 1 2.00 2 0 1 1
..................................................................................... TTTGGTTTACGTGACGTGCGGGT- - -« o e i e i i i i i i e 24 1 1 1.00 1 1 0 0
.............................................................................. AATTTCGTTTGGTTTACGTGACGTGC . « ¢ e e e e e et et e eaeeaeeaeenaenaenaeeaeaaeeaeeanenaes 26 0 1 1.00 1 1 0 0
..................................................................................... TTTGGTTTACGTGACGTGCGGGTA . « « v vt ettt et et ee e e eia e eiaeenenneeneea. 24 0 1 1.00 1 1 0 0
..................................................................................... TTTGGT TTACGTGACGTGCG e « « e e e e e ee et e e e e e eneeaeneeaenenaeaeneeaeneeaeas20 0 1 1.00 1 1 0 0
Anti-sense strand reads
M054
V113 V115 V114
TTACTTACTCATTAAATATACGGAGGACAAATCAATACGGTTAATAATGAGTGTGCGGTACAACAGGTTTGCGTTCGTTTAAAGCAAACCAAATGCACTGCACGCCCATTAGAAGTACCATTGTAAGTACAGATTTCACGGGTGGGTTTCACGTCCC female
Read # Hit Total body male head embryo
de ok e ok e sk e ke ok e ok e ok ke ke ok ek ke ke ke (((( (. (CCCCCC COCC- COCCCe oo (... D)D) NI ... )))) ) kkkhkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkk*x* gjze Mismatch Count Norm Total body
................................................................................................................................... GATTTCACGGGTGGGTTT........ 18 0O 1 1.00 1 1 0 0
................................................................................................................................. BAGATTTCACGGGTGGGT . « v v v vv... 18 1 2 0.50 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec?2|scaffold 2:4210418-4210574|dse 149 [AATG--—--=--—-——-—————- AATGAGTAATTTATATGCCT---—-- CCTGTTT--—-————-—-—- AGTTATGCCAATTATTACTCACACCCCATCTTCTCCAARCGCAAGCAAATT TCGTTTGCTTTACCGTGACGTGCGGGTAATCTT -~~~ CATGGTAA-CATTCATG-~——————~- TCTAAAG--—-- TGCCCACCCAAAGTGCAGGG
+
|drosim2|31:4173697-4173853 + ldsi 32451 ||lAATG-—---------——————- AATGAGTAATTTATATGCCT---—-- CCTGTTT--—-—=--—-—-—~ AGTTATGCCAATTATTACTCACACGCCATGTTGTCCAAACGCAAGCAAATTTCGITTGGTTTACGTGACGTGCCHGTAATCTT-~~~CATGGTAA-CATTCATG-~~~~~~—~ TCTAAAG--—-— TGCCCACCCAAAGTGCAGGG |
am3 lchr31,:4213582-4213742 +  |dme 404 [AATR---------————- BpgYer AT G TAAT TlEAATGCCT - - - -~ - EereTT---—-——-————- AGTTATGCCEATTAT[EACTEACACGCCATCTIGTCCAAACGCAAGCAAATTTCGYITGGTTTECGTGACGTGCEGTAATCTT-~~~CATINGTAA-CATICATG -~~~ ————~ TCEAANG----- TGCCCACCCAAAGTGCAGGG |
droEre2|lscaffold 4784:6926035- ARTG--—-— - aaTiacrarIrT@aTGcecT------ BCTGTTT---—-—-—————- AGTTATGCCEATTATTAC T AL A e e I A CCTCACIIN\C BT 2 A TC T/g- - - -cAl¥\cTAA-cATECANG- - - - - —-—- TCEAAAG----- TGCCCACIIREEET GCAGGG
6926156 +
ldrovak3|31.:4787879-4788001 + | [ e ————— AATRAGTAAET TR TGCCT- -~ - - - ACTGTTT---—--—--—--- AGTTATGCCET TAT TACT C A AC G AT G T et 1 A C G T GA CRI N ACTNGINE A A T CRT - - - - Clgri\c TAA - CAlJ8CATG -~ - - — - ——- TC@AAAG----- TGCCCACH TGCAGGG |
droEugl|lscf7180000409466:1979159- ARTG--—-— - eriagraarri@aticcT------ T[S AGTTATGCIXSETTAT TACHNACACCCCATCTECRCLMARCE CcAAGC AT T THGTTIAGG T TN i T Gl e ThbckG TAA TR T TH - - - &G Gi\a 2 - pRTIM A TG - - - — - - —- CTIENNA TTATANAIINS T GINTIY- GATINEAE
1979320 +
droBialllscf7180000302428:923562- FTG —————————————————— aaTaea AT TT@ATGCCT-- - - - pcg\rfgr-----—--—————- AGTTATGCIXGET/EAT TACTEACACCCCATCTTCARACE A Glfer AT T TClT TlEcCETTACCTClEC TG T A A Tl T ThEN - - Cl¥NGGTAA - CH TN IR I NTNNAT Clen A G- - - - TICCCACH CATINEAR
923723 +
droTakl|lscf7180000415707:7752-7908 FTG —————————————————— aaTa A AT TT@ATGCCT------ pceegNfe-—-—-———————- AGTTATGCLYGWT TATTAC TCACACCCCATCTTCECCARACCR~ GCldr AT ThicTTIAccTTTACIN T GldceTibiccoTAA TS TH - — - WALNNGI A AR TEN A TR, - — — ———— - iiA AINYNETA A A GIIA TN - - - - - GTTINelele
droElell|lscf7180000491249:5083000- AT - - aaT A A T TfETATGCCT-- - - - BT TV NS NS Xelehle» G T TAT GCLXGST TATTAC TCACACCCCATETTCECHARACEI\ 2 nccaraT TTRCEYT GG T TACCTCRCC TG G TA A T T TRk ¥ G TAA - CRiTBCATG- — - — - — - —- iGNV A A GAAACAINSIT - - - - - GTTINEAR
5083173 +
droRhol|lscf7180000779786:5257-5435 AATIENNN, TCCCAGAAAAATTAINNNAINCIVNNTENG ANl T[S A e AGTTATGCLXJET TATTAC TCACACCCCATCTTCCLARACEI\a nccaraT TT/ENESTGElr TACCTlc e TER G TlEa ThiT T ciiN e TAA - clirlEcalle - - - - - —-—- TIRTAAAGIENETEC CCACLRE ThNA GE\G
+
droFicl|scf7180000454113:1447877~
1447882 +
droKik1|scf7180000302383:601634-
601691 +
droAna3|scaffold 13337:14637463~-
14637604 +
droBipl|scf7180000396641:673941-
673944 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:4210418-4210574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:4210418-4210574
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_149.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:4173697-4173853
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32451.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:4213582-4213742
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_404.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:6926035-6926156
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:4787879-4788001
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:1979159-1979320
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:923562-923723
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415707:7752-7908
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:5083000-5083173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779786:5257-5435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:1447877-1447882
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302383:601634-601691
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:14637463-14637604
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396641:673941-673944

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 320 scaffold 10:1789862-1789924 + | candidate | Canonical miRNA || CDS

B Rl P mis match in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
CDS [Dsec\GM19198-cds]
Repeatable elements
|Name HClass “Family HStrand|
| (CAG)nH Simple_repe at“ Simple_repeat“+ |
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
v1il4a V115 V113
AAGCATGGGCGTGGGCATGAGCGTCGGCAACAAGCACGCATCGAAGCAGCAGCCGCCGTTGCCGGTGGTCAACTGCAACAATAATAACAACGGCATCGGCAATAGCAGCTGCAGCAACGGCGGCGGGAGCAGCAATACCAGCAGCAGCAACGGCAGCAGCAAC
Read # Hit |Total embryo head male
AR R R R R e e L L O O O O N O O O O O O O O O O O O O 1)INDIDNDDD) L)) L)D))) L)) i) )) L)) ) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x 5jze Mismatch Count Norm Total body
......................................................................................... ACGGCATCGGCAATAGCAGCTGC . v v v vt et et ee et tee e seee s eaeeeeaeesaaaeenanennanaaaa 23 0 1 11.00 11 5 4 2
......................................................................................... ACGGCATCGGCAATAGCAGCT G . « v e v e e e e et e tttaeeee e teaaaeeeeeeeanaaneeeeennaa 22 0 1 3.00 3 2 1 0
.......................................................................................... CGGCATCGGCAATAGCAGCTGC t v v e e et ettt eaeee e tteaaeeeeeeeenanaaeeeeeennnaa 22 0 1 3.00 3 0 3 0
B Xelo) N elelelolchielelelo: Vil ey Ve ] ol 21 0 1 2.00 2 1 0 1
.......................................................................................... CGGCATCGGCAATAGCAGCTG e ¢ v v v e e e ettt eaeee e eteaaeeaeeeeeannaaeeeeeennaaa. 2 0 1 1.00 1 1 0 0
....... elelolchielelelor:Uer-Nelolchiole]eTo. V- Vo~ SN 0 1 1.00 1 1 0 0
....................................... el e).V:\e]07:NeToF-Ne] o] of e ol o] e i1kl ol ol S 1 1.00 1 1 0 0
.............................................................................................................. GCAGCAACGGCGGCGGGAGCAGC . « v v e v v v e e eeneeaneeenennaaa. 23 0 1 1.00 1 0 0 1
..... ielelelofelielelelor: Vi er-Ne o] el ol e e oy NP~ S 1 1.00 1 1 0 0
.................................................................................................... AATAGCAGCTGCAGCARCGGC e v v v v vttt e e teee s teeeseaeeeeneeeennnenaaaaa 2l 0 1 1.00 1 1 0 0
........... uelelelor.Niie) Nelolel ol elelol.V-No) V-NeT 07X ol R A O 1 1.00 1 1 0 0
................................................................................................................................................ CAGCAACGGCAGCAGCAAC 19 0 2 0.50 1 1 0 0
Anti-sense strand reads
M054
V115 V113
TTCGTACCCGCACCCGTACTCGCAGCCGTTGTTCGTGCGTAGCTTCGTCGTCGGCGGCAACGGCCACCAGTTGACGTTGTTATTATTGT TGCCGTAGCCGTTATCGTCGACGTCGTTGCCGCCGCCCTCGTCGTTATGGTCGTCGTCGTTGCCGTCGTCGTTG female
Read # Hit |Total head male body
Kkkkkkkkkkhkkdkhkkdkkkhkddkkhkdkhkdrrdrrd (0 ((C. o (o COOCCe CCe COCCCCOC0Cn e e e e e e e e e e e e e e e 1)NIINDNDDD L)) L)N))) L)) L L)) ) L)) )L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k* 5ize Mismatch /Count Norm |Total body

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droSec2|scaffold 10:1789812-1789974fdse 320 [AAGCATGGGCG-T---—=--—--——-——-——- GGGCATGA---GCGT------C---GGCAACAA------GCACGCATCGAAGCAGCAGCCGCCGTTGCC---GGTGGTCAACTGCAACAATAATAACAACGGC -~ == —==——=————————— - ATCGGCAATAGCAGCTGCAGCAACGGC-~——-——-———————————————— GGCGGGAGCAGCAATACCAGCAGCAGCAACGGCAGCAGCAAC
+

|drosim2|x:1847337-1847499 + ldsi_ 116 |[AAGCATGGGCG-T--------—————————- GGGCATClg---GCGT------C---GGCAACAA------GCACGCATCGAAGCAGCAGCCGCCGTTGCC---GGTGGTCAACTGCAACAATAATAACAACGGC -~~~ —————————————————————————————— _ATCGGCAATAGCAGCTGCAGCAACGGC-~—=--—=-—=——=——————————— GGCGGGAGCAGCAATACCAGCAGCAGCAACGGCAGCAGCAAC)

am3 lchrx:2005367-2005529 + ldme 396 |[AAGCATGGGCG-T--------—————————- GGGCATCfg---GCGT---~---C---GGCAACAA------GCACGCATCGAAGCAGCAGCCGCCGTTGCC---GGTGGTCAACTGCAACAATAATAACAACGGC -~~~ ——~——————————————————————————_ _ATHGGCAATAGCEGCTGCAGCAACGG -~~~ ~—==—==—==—————————~— GGCGGGAGCAGCAYACCAGCAGCAGCAACGGCAGCAGCAAC)

droEre2|scaffold 4644:1979689- der 1539|AGCATGGGCG-T---—-—-—-——-——————— GGGCATGlg---GCGT caccceeaccdecalecaNac CIACE SN O clon e cEI NI NG
1979881 +

ldrovak3|x:6318256-6318430 - laya_1808]AfccATGGGCG-T---=-==—-===—=-—=—- GGGCATCE---fcaT it C ATOA R NG CAGCAACGGC -~ — === == === === —————— YeeccicEAccaRcAErBcBccaccAlc@8cccaccaceaac]

droEugl|lscf7180000409093:112312- [JeGCATGGGCG-T-————————————————— GGGCATGA---GCGT SYIIINI NI\ ccifer ccaceaganicleccaceaciagci¥cacecaceaac
112498 -

droBial|lscf7180000301760:1973764- [eGCATGGHCG-T-—-—-—-—-—-—-————- GGGCATGE---GCRTHIaNeC- - - GGCAACAA—-—-—-GCACGCHTCGAAGCAGCAGCCGCCGTTGCC---GGTGGTHAMTGCAlc AT A c A AC N I Ne- - — - — - — = —— —— - NIV eTe - — — — — [ JNeTe N e C TGCAGCAACGGC — = — === —————————————————— . G Cleenic Al\clccAGCAACGGCAGCAGCAC
1973929 +

droTakl|lscf7180000415191:76909- [Feccareefcl:-T1-----—--—-—-—-————- GGGCETHm-—-mCGT - - ——— - — - — - — - — [ INIINNIelele~ GCAACAGCAGCAGCAACAACGGCAEEA A CINETINT GIG CIARGEA S CIEINCE A 2 NEITNEII VNG
77095 +

droElel|lscf7180000491001:1536616- aldecaTceee}-T-—-— - — oo GGEcaTclg---GeaT CAGTIGEAE - - - — - — - — - [T A N T e GCAGCCACAAECINISINAR GG CTCINTINEITNA AT A SN2 Bl VNG
1536802 +

droRhol|scf7180000779506:63670-
63868 +

droFicl|lscf7180000454106:1884443- TG----- cee-g------——-—-——————- S\ccarEngidiccle CIAARAEFNACINE- - - - - - - —-- - - —--BaccaacaccaACTGCAGCAACAGCAAMEACINIINIINNCIAC I NIINelS clelelc clelele clele e - - - - |
1884596 +

droKik1|scf7180000302685:196370- G- G C A e R TTANGCEEEEIEISA G cAGCAACATCTARAECINEINAING CACINEIIN T[S T[el T/Ne» EISFNEII NS
196525 +

droAna3|lscaffold 13248:2270651- dan 4064|aegcaldcil cc----—-—-—-—-——————— Ecccalden---cciXe caccaccaceanSalECiNINA S GIACIACINII NI NI Ve T I NI NI\ e
2270812 -

droBipl|lscf7180000396423:460726- TINfelci¥en e GG CGCAGGATTATCAGEEEC A I NiCIEEEeleln G caccaTcacealgeacclNIINeIC CING AT T[S A NG 8 A TINET NSNS
460892 +

EEE |2:6797356-6797523 + | (G- A e R ———— ccaa---cciXe SN HeeeeNG CRGErAcaceagerlcaccaceaceaacilicaccaccad]

ldroper2|lscaffold 33:723654-723802 +| = ggec-g--- - - - - - - ——————- BRccaAlNea---cciXg XSG G s calc AflsrBcaccalcaceaaciicliaceaccald]

droWil2|scf2 1100000004968:2076113~- nefcar®ec - - &E¥\caNen - - -cCiXe caccaacAACAEeaACINIINAFNACINA S T{HINEIFNEIIING 2 o N~ FNEINCS
2076277 +

drovir3|lscaffold 13049:14891824- FAGCAGCE— —————————————————— @G\ccalr---ccle-—---- c---ccaacan------ c-—-—-————-INJINIINE - - —-—-—-— B — - ————— - _[FINTINNCINGCINY- - -BalllircecancancacciEEEEs GCAGCAACAGCAGCAACHGRARINGCINE- - - - - - - - — - — - — - -BaacACEEEEEEEE YTV ST\ i\ cErccaceanrilcaceaceallcaaciBicaceacealge
1 A007 Q0N

droMo7j3|scaffold 6308:431080-431241 negcadcc}-- - @ccagen - --cci¥g------ P HINNINGCAGCAG—- - —-—-- §- - NN Ne - - - - —— B — - — - —— - — - ——[JNGINGCINACIAGY- - - [EfeaGCAGCAGCAACTEEEEE GCAACAGCAACAGCAGCIGGARINGCINE - - — - - - - — - — - - - - _BAGCAGEEEEEEEE caccaccaACAeaEcINECINEFG CING I NEITNEITNEIIVNG - Sl NEleE.NEII.V NG

droGri2|lscaffold 25:4030-4194 - I | e A cce-fg-- - - - - - - - - - - - ————- @\ccaden---ccl¥g--—--- e \ccaccag-------- §- -INeSGEINe - - - - - - —- - PR - - - - — - - - - - -[J\cNcceeCccNGRAEAccaecaGCAGCREEEEE GCAGTAGCAGCGGCAGCGEARNGCINE- - —- - - - - - — - - - - -BaGCGG T YT eeeNG G s e casrBcaccaccaccafgclccaccaccalgd]
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:1789812-1789974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:1789812-1789974
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_320.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:1847337-1847499
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_116.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:2005367-2005529
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_396.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:1979689-1979881
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1539.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:6318256-6318430
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1808.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409093:112312-112498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:1973764-1973929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415191:76909-77095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491001:1536616-1536802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779506:63670-63868
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:1884443-1884596
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302685:196370-196525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:2270651-2270812
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4064.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396423:460726-460892
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:6797356-6797523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_33:723654-723802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004968:2076113-2076277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:14891824-14891980
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6308:431080-431241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_25:4030-4194

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
dse_1839 |scaffold_14:212361-212495 - || candidate | Canonical miRNA | CDS View on UCSC enome Browser LConell M

Legend: mature star it ukied B T8 nismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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dse_1839_annot [-41.3]
Show Alternate Folds H
Flybase annnotation
CDS [Dsec\GM16690-cds]; utr3 [utr3 minus_32]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V114 V115 V113
TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCTGCTGCCGGACCAACTCTTGGCGGATTAAGTGGTGCATCCGGAGGAGCGGGATCCGGCAAGAGCCAGGCGCAGTCGCAATCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAAAAGAAGCAGCAGCAACAGCAACAACAGGCGCAAAA female
Read # Hit |Total embryo head body male
kkkhkkhkhkhkhkhhhhhkhhhhhhhkhhhkhkhhhkhkhhhhhhkhhhhhhhhhhkhhhkkhhhhhhkhhhkhhhhhrk N I N T T O N T 1)))) D)D) )) 2 ))u)))))) ) c i) ) ) ) ) ) ) ) ) Kk k ek dek ko k ok kk ko k ko kkkkkk ko kkkkkkdkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total body
..................................................................................... ielolielefe]ele) N el ey VN ok o il cle olc AP SN0 1 11.00 11 1 9 1 0
..................................................................................... el etofe]ele).Noles.V-Nok o il cle olc e\ - T O 1 3.00 3 2 0 1 0
...................................................................................... elolieleloleleyNeloF-V.Noli okt e clo] AP P-3 BN ¢ 1 2.00 2 0 1 1 0
..................................................................................... el eTofo]ele).Noloy.V-Nok Lo il cle U PR~ R O 1 2.00 2 0 0 2 0
................... eleloFNelel.V N eteley.NeT el e c N PP PR- 20 N ¢ 1 1.00 1 1 0 0 0
.............................................................................................................. TTAAGTGGTGCATCCGGAGGAGC « + ¢+t e e e e e e e e e et e e e e et e e e e et e e et et e e e e et e e e e e te e e e e e eaeeeeaeeeeeaeneeaeaeneeaenenneaenenneaaa23 0 1 1.00 1 0 0 0 1
............................................ ol eley Neele). Vi elelNoF N o o.Ne i Lo AP~ S 0 1 1.00 1 0 0 0 1
.................................................................................................. ACTCTTGGCGGATTARGTG . «+ ¢ e e o e v et e et e e e et et e e a e et e et e et e e et et ettt et e e et et e e et e e ettt et et e e et ee et eneaeeenenneaenenaea 19 0 1 1.00 1 0 1 0 0
............................................................................................................. ATTAAGTGGTGCATCCGGAGGAGC . + ¢ v e et et ettt et ettt et e e et et e e et et e e et e e e ettt e e et e e ettt e ettt ettt ettt 240 1 1.00 1 0 0 0 1
............................................................................................................... Vel elelifeloy i ole] el . NeTeT.NeT ol c D~ BN 1 1.00 1 0 0 0 1
......................................................................................................................... ATCCGGAGGAGCGGGATCC .+« v e et et et et et et e e et e ettt e et e e e et e e e e et e e et e e et e et 190 1 1.00 1 1 0 0 0
............. o8Nl il eTele) NeTey VN e e RO - BN 1 1.00 1 1 0 0 0
............................ GGGAGGAT TGGGTARTCTTGCAG . « « « ¢ e e« o e st e e a s e e e e a s e te e e s aae e e s anseeasaneeensanseeasaneeensonseasaneenensoetaeasoeeeensoeeeeasoeeeeasoeeeeasoeeeeasoeeneasoeaeeasoeeneasoeaaearoeeneasoeeaearoeensaneaaacareaanaaa23 0 1 1.00 1 0 0 1 0
..................................................................................................... CTTGGCGGATTARGTGGTGC ¢ ¢ e e v e e et ettt et et et et et et e e et et e et e et e et e et e e e e e e e et e e e ettt e ettt e ettt ettt et e e 20 0 1 1.00 1 0 0 1 0
.................................................................................................................................................................................... CATCGTCTTCGGCTAGTAAAAAGAAGC . « vt vt eeeneneencnennenaenan. 27 0 1 1.00 1 1 0 0 0
..................................................................................... el eTefe]ele).Nol eV ok Lo il c -4 o I O 1 1.00 1 0 1 0 0
....................................... el 0.V o JeloyNeTeled N ete). Yol Yok Jo7-Ne L b PP~ A 1 1.00 1 1 0 0 0
............... e i eTeler Nelel. V. eTele) NeTey Niut e e c i - S O 1 1.00 1 1 0 0 0
........................................................................................................... GGATTAAGTGGTGCATCCGGA  « e v e v et e et et et e e et et e et et e e e e et e e e e et e et e e e e et e e e et e e e e e e e et 210 1 1.00 1 0 0 1 0
..................................................................................... ielodieTofe]ele).Noley.V-Nok Lo il cle ol -5 S O 1 1.00 1 1 0 0 0
............................................ o i elo7 NeTele). ¥ el oy N o 2NN PP A I ¢ 1 1.00 1 1 0 0 0
.................................................... GATGGACACT CAGTCGCTGGTTGCG - « ¢« ¢« e st e e s e e e e e e et e e s e e e e a e e ta e s e e e e e et aeasaee e s e aeaseeeaeaseeeaeasaeeneaseeeaeaseeeneaseeeeaseeaneaseeeneaneeeaeaneeeneaaeaensaneaannaneaas25 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
M054
V115 V114
ACTTGGATAAACGGTCAAACCGTCCTTACCCTCCTAACCCATTAGAACGTCCCTACCTGTGAGTCAGCGACCGACGCGAATACCGACGACGGCCTGGTTGAGAACCGCCTAATTCACCACGTAGGCCTCCTCGCCCTAGGCCGTTCTCGGTCCGCGTCAGCGT TAGTAGGCGGTGAAGCAGTAGCAGAAGCCGATCATTTTTCTTCGTCGTCGTTGTCGTTGTTGTCCGCGTTTT female
Read # Hit |Total body head embryo
kkkkhkhkhkkhkhhhhkhhhhhhhhkhhhhkhhhhhhhhhhhkhhhhhhkhhhkhhhhhhkhhhhhhkhhhhhhhhhhkkhhhkhrk N N T O N T 1)))) D)D) L)) D)) ) ) ) ) c i) ) ) ) ) ) ) ) ) Kk ke k ek k ok kkkkkkkkkkkkkkkkkkkhkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total
.................................................................................................................................................... GGTCCGCGTCAGCGTTAGTAG . « e e v et et ettt et e et e ettt e ettt te et ea e ieeaeneeaeneneeaea 2l 0 1 1.00 1 0
.............................................................. ehio)XeTofe) Nololel-NoleTole). V% r-Xo PP RPOPRND 5 NN 1 1.00 1 1
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec?2|scaffold 14:212311-212545|dse 1839 |TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCEGCTGCCGEACCAACTCTTGGCEGATTAAGTGGTGCATCCEEACEACCEEEATCCGGCAAGAGCCAGGCGCAGTCGCARA-————————————————— TCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAAAAGAAGCAGCA-~—GCAACAGCAA - —— === === — == — - =~ — = — CAACAGGCGCAAAA
ldrosim2|[21:200386-200620 - dsi 106 |TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCTTATGGCIGCTEGCCEEACCAACTCTTGGCEGAT TAAGTGGTGCRNCCCEACEACCEEEATEEGGCAAGAGCCAGGCGCAGTCGCAA-————————————————— TCATCCGCCACTTCGTCATCGTCTTCGGCTAGTAAAAAGAAGCAGCA =~ —GCAACAGCAA — == — = = — = = — = = — = = o~ __ CAACAGGCGCAAAA
|dm3 lchror:214238-214472 - ldme 410 |TGAACCTATTTGCCAGTTTGGCAGGAATGGGAGGATTGGGTAATCTTGCAGGGATGGACACTCAGTCGCTGGCTGCGCT@ATGGCEGCTECCCEECCAACTCTTGGCEGATTANETGGTGCATCCEEACEACCEEEMICCGGCAAGAGCCAGGCGCAGTCGCAR-—————————~——————— TCATCCGCCACTTCGTCATCETCTTCGGCTAGTAAAAAGAAGCAGCA-——GCAACAGCA A == = = = = = = = = o = o o o CAACAGGCECAAAA
droEre2|scaffold 4929:259805- der 1534 |TGAACCTHTTTGCCAGTTTGGCHGGAATGGGAGGATTGGGTAATCTEGCEGGGATGGACACTCAGTCGCTGGCTGCGCTMATGGCEECTECCECACCARNCTCTTCGECECAT TAAGTGGTGC ATCCCEACCACCCEEICEGCGCAAGAGCCAGGCGCAGTCGCAA-————————————————— TCATCCGCCACTTCGTCATCEICTTCGGCEAGTAAAAAGAAGCAGCA-~—GCAACAGCAA - — = — == —— === = — = =~ — o CAACAGGCGCAAAA
260039 -
ldrovak3|l2L:206672-206906 - ldya_ 1802 |reaaccTETT@GCCAGTTTGGCHGGAATGGGAGGATTGGGTAATCTEGCEGCHATGGAWACTCAGTCGCTGGCTGCGCTMATGGCEGCTECCCEECCAACTCTTGGCEGAT TAEGTGGTGCATCCEEACEACCEEEEICEGGCAAGAGCCAGGCGCAGTCGCAA-————————————————~— TCATCCGCCACTTCGTCETC@TCTTCGGCTAGTAAAAAGAAGCAGCA-——GCAACAGC A A= —— == = — = == = = = — = — o CAACAGGCGCAAAA
droEugl|scf7180000409461:602617- TGAARETETTTGCRAGETI TGGCldccaATGGGAGGARTNGGrATC TlgGCEGGeATGeAACcARTCGCTGC TGCGC TR TGGCTGCTGCCCGACCHACTCTTGEGGET TEA NG CldG C[giCNEEACCACHEEEHTCEGGCARGAGC CAGGCGCAGT - — eeleh elehiele - — — - — - ErciirccceclgerreeTeaTclerclgrececldacTanEArAAGCAGCA- - -GCAACAGCAlg- - — - - - - — - — - o canrcalcclicanan
602857 +
droBialllsc£7180000301547:44555- TGAACCT[ETTTGCCAGTTTGGC/GGAATGGGAGGAT TGGCAAT CTIEGCEGGGATGGACACMCAGTCGCTGGCTGCGCTTATGGCIGCTGCCCCGACCAACTCTTGGCGGATTIEABT GG TGCEECCECACEACCEEOHTCECGHAAGAGCCAGHCGCAGTCIAC A deleerlelepyele - — - — - — ErcaTccocigcTrcrecarcrcrececacTanlEarilanceallca---ceancallenlg--------- - cAGCAGHAGENEIEIEIT VNN
44807 +
droTakl|[scf7180000413017:324186- TGAARCT[ET TTGCCAGTTTGGC/§GGAATGGGAGGAT TGGCEAAT CTI8GCEGGGATGGACACMCAGTCGCTGGCTGCGCTMATGGCIGCTGCCGEGACCAACTCTTGGCGGATTIEAMT GGTGCATCCEEACCACCEEOHTCECGCAAGAGCCAGCEGCAGTCIACA - - -[Ede- - —-- rcaTcceeclcrclrc AT ceTccccacEaaldarcarceacea---ceaEcAGCANI NN - - — - — - - - GCAGCAGUACHEI T YVN
324438 +
droElel|lsc£7180000490454:159986- TGAACCT[ET TTGCAGTETGGCAGGAATGGGAGGANTGGCAAT CTIEGCEGGGATGGACACMCAGTCGYTGGCTGCGCTTATGGCIGCTGCCEEACCAACTCTINGGCGGATTEAMEGG T GCHICCECACEACCEEEMICEGGCAAGAGCCAGGHGCAGTCGCAGYederladeNe - — - — - - ErcarciccecTrcdrcarcrcrrececlacEanlEaailanceacea---ceaEcallc IS - - - - - - - - - H GCTCAAJACEENEIEISIEIE VNN
160244 +
droRhol||sc£7180000779252:239935- TGAACCTETTTGCAAGETTGGClcGAATGGGAGGATTGGCRATC TG C8GGGATGGACACCAGTCGCTGGCTGCIICTTATGGCIGCTEGCCCEACCAACTCTINGGCGGATTIEABT GG T GCHECCECACEACCEEOHTCECGHAAGAGCCAGGGCAGTCGCA G Yedeselepiee - — - — - — ErcaTcccgfecTrcrcarcrcTrececlacEaaleaailaniicacea---ceancallecan- - - - - - - - - GGCTCAADACHNCEIEIIEII VNN
240190 -
droFicl|scf7180000453904:479755- TcarcTETTcccAGTTGGClgccaATcGeAGEARTGocEa A TlEccEccaTGeACACEcAGTCGCTGGCTGCGC TR TGGCIGCTECCEEACCAACTCTTCCCECANTEA oo TcCFCCEEACEACCEEEHTCECGCAAGAGCCAGGCGCAGTCGCA G NeelelelelerNele - — — - — - WrcErcceeccrrcgrcErcrcrececacEanlEancanceacea---Bealcacerlg---F- - - - - - - - - GGCCCAAINGINIeleleler\C VN
480010 -
droKik1l||sc£7180000302401:520543~- TGAACCTETTGCCAGTETGGClEcGEATGGGAGCHT TGGGCEA ARNTENG CHGGGATGGACACMECAGTCGCTGGCTGCGCTEATGGCIGCTGCCEEECCAACTCTTGGCGCHT TlerMecc ThCAlEECEEEEEAGCEEETCEcccArGAGhcANGgccaGTColedg- - - - - - - - — - - - —-——-—- - - -iNScEdecEC - - -NIXiscife cielelels clNe CEVAGI VT VeI A T EEREIINCHNIF\c CAA CAACAGCAGCAGCAGCAGGCAGCGGCAGCGGCAGCTGCCCAGHAGNEIEIEIT VNN
520816 -
droAna3|lscaffold 12943:4179527- |dan_ 4050 |[TcaajcTErTcccaclrTecclgccaTcecaceaTTeccaarcrgsclcciiaTceacaclicacTeeeToccilccoeTgaTcecTGeTeecceACCAlCEcTTCONGCARTEARCCINGTCCEEACECCEEEATCNCCAAGACCA G CACTC R - - aaeaasee - - - - - - ErcErcc ¥ chcmmrcrcitrcErceaclgacEaaanrncanceacea---cealgeallcaAf------- - - - GGCGCAASIGINEIereC/SACENN
4179770 +
droBipl|scf7180000395973:401593- TGAANCTETTTGCCAGRETGGCAGGEATGGGAGGAT TGGGEAAMCTIEGCEGGHATGGACACHCAGTCGCTGGCTGCGCTTATGGCEGCTGCCEEECCCTCTEGEGET TEA ec YT CCEEACI N CEEATCECGCARGACARNGEGCAGT C - - ifelepfelelelele - — — - — - ErcErca¥chic T cercidrcidrccecgacanlgancanccacea---cenlgcrllcrg------------—--—--—- - GGCGCAASVNINEEIS TGV
401836 +
dp5 4 _groupl:4397239-4397470 ||dps 3851 |[TGAAlCTETTTGCCAGHETEGCEccEATGGGAGEATTGGERAATCT/EGCEGCEATGGACEC A lTCGCTGGCTGCGCTMATGGCTGCTECcEEcCAACCTEccEc e oA G cl /i ClecC e C GO ECE G GCAAGAGHCAGICGCAG - — CGGCGGTGGCGREEEE HerEeccEca e T CrcldTcolicdacrrEanrcancealica---cealgcaci¥de-- - - - - - - Ereeecce GCAZ—\
+
droPer2|scaffold 5:812647-812878 |dpe 2515 |TcaajcTlETTTcCccaceTdccldccaTcccaccaTTeccRaaTcTdccEccEaTccackEcalircccTcaecTeecoeTaTcecTecTEchecEccaAckcTlcclEc e/ c o e cle e COMTCCCGCAAGAGICAGHCGCAGEI-— CGGCGGTGGCGREEE RerEeccEc e crcldrcclicEackanldracanccallca---cealgcactYde- - - - - - - - - - — - Gl\GGCEeldlelslNAC T
droWil2|lscf2 1100000004577:93934-|dwi 5426 |[TGAARNCTETTTGCCAGTTTGGClEGCEATGGGAGGATTGGGTAATCTEGCHGGHATGGANECBCAGTCGCTGGCTGCGCTEATGGCTGCTGCCEEECCAACITIEcCHGCs T~ A c N T ChiCCl G CRIGCATEC GGC AAGAGCCAGHC GCAG I . - CGGCGGCGGTGCREEANSTINEA THINILISIEINS G - - - jehliNe A T[S CINE ChV RN NNV NEIeIN A & N A O o NElo YN C 2 2. C 2. G C 2 R e T GCAGCAANNNACALFYVY
94186 -
drovir3|lscaffold 12963:8889365- |dvi 24647||TGAANCTETTTGCCACHETGGCECCEATGGGEcceTcccTAATCTEGClccEaTGoalfeccacTcoeTGaeTGCoeTATGGCcTGCTECgecAaccAAclEcTicECE /s TilA R G NS T R C 8 CCCEELNEC G GC AAGAGCCAGHCGCAGTCl - - S Xddeeaeaaa e cTcciXeclecT ol CiT cldeaccoCEacen A A AGA AGCAGC A - — - LN A — — — — — — — — o o o o = --—————————-INN
8889587 +
droMoj3|lscaffold 6500:2441410- dmo 3157 |[TGAafcTETTGCcCcAGTErcecldccEaTGecEcEETTGGeTAATCTEcClcGEaTGeAfeCcAGTCRCTGGCTGCGCTEATGGCIGCTCCHGCACCAACIECTTCCCECHS oA GG NI\ R YXCCECENCCcGCAAGAGCCAGHCGCAGT Cl - - S Xeaaaseaa ¥ cercci¥ecaclrcldrclrceoTcdaccocaclralgrrcanceallca- - - GCAlgCACRmm— ——— =~ === == === === === === ——— e B . 7,
2441638 -
droGri2|scaffold 15252:12898706- |dgr 471 |TGAARCTETTEGCCAGHTTGGCEGCEATGGEEGGHTTGGGTAATCTGCHGGEATGGANECMCAGTCGCTGGCTGCGCTHATGGCTGCTGCIEGEHCCAACECTIHGECE T A eG G N I ClCC R (UG GMNCC GGCALGAGCCAGHCGCAGT C - - eledlelelstelel felelel Xelei T C 8T C C[Xejielcelefy T cldT cliT CiYec s clenclEanldnacraceace AN cagcacc NI VI VS eIV I - —————— @XecagcalX\ccanan
12898973 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:212311-212545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:212311-212545
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1839.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:200386-200620
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_106.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:214238-214472
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_410.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:259805-260039
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1534.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:206672-206906
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1802.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409461:602617-602857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301547:44555-44807
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413017:324186-324438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490454:159986-160244
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779252:239935-240190
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453904:479755-480010
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302401:520543-520816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:4179527-4179770
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4050.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395973:401593-401836
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:4397239-4397470
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3851.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:812647-812878
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2515.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:93934-94186
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5426.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:8889365-8889587
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24647.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:2441410-2441638
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3157.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:12898706-12898973
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_471.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 191 |scaffold 1:2684672-2684739 - | confident-exception | Mirtron |intron

Legend: mature Star [t LRI d a0 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
intron [Dsec\GM20624-in]; CDS [Dsec\GM20624-cds]; CDS [Dsec\GM20624-cds]; utr5 [utrS_minus 2976 ]; utr5 [utrS minus_ 2977]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V114 V113
TCTACTCGAACCATTTATTTTAATCCTGCTGTTTGCCTACAACTTCTCATGTAAGTCCGGTGAAGTTATCTTAGGTCATAAGTATCACTAAGGCTATGTGAACTCCCCCGGATTTTAGCAACCGTTCTGAAGAATGAAGTCATCTACCAAAGCTGCACGGCGGGTTTG female
Read # Hit |Total body head embryo male
Kokkkkdkhkkkkhkkhkkkkkkkhkhkhkkkhkhkhkkkkhkrdkrdkkrkrdkrr  (((((((C... ((((onnn.. CCCC (e e e eenn )))))) ... 1))) . )))))))) . kkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x 5jze Mismatch Count Norm Total body
................................................................................................. GTGAACTCCCCCGGATTTTAGH . .« oot i e i e e e e 221 1 9.00 9 4 3 0 2
.................................................. GTAAGTCCGGTGAAGTTATCTT .« e e ot e et e et te e et et e e e e et et et e e et et e e et e e e et et e et e en et e e eeneataeneaeaenneaeneean 22 0 1 6.00 6 1 2 2 1
................................................................................................ TGTGAACTCCCCCGGATTTTAGH . « oottt e e e et et et e e e e e e e 231 1 6.00 6 2 0 3 1
.................................................. Gl AAGTCCGGT GAAGT TATCT .+« e e e e et e et e et e et e e a e e et e e et e e e e et e e e te e e e e ea e e e eneeeeaeneeaaneeaeaeneeaenenneaenaeaaa2l 0 1 3.00 3 0 1 1 1
................................................... TAAGTCCGGTGAAGTTATCTTA . ¢ e e v et et et et et et e e e et et et et ettt et e e et e e e e e ettt e ettt ettt ettt et eieeaeneeaea. 22 0 1 1.00 1 1 0 0 0
................................................................................................ TGTGAACTCCCCCGGATTTTAGC « ¢ o e e e ee e e e e eeetaeneeaeneeaeaeneeaeneeaenanae23 0 1 1.00 1 0 1 0 0
.................................................. GTAAGTCCGGTGARGTTATCTTA .+t e et et e et te e et et e ettt e e et et e et e et e et et e e e et e e e et e et ettt ettt et e ieeaeneiaeneea 23 0 1 1.00 1 1 0 0 0
................................................................................................. GTGAACTCCCCCGGATTTTAGH. . . oo i ittt i e e 221 1 1.00 1 1 0 0 0
................................................................................................ TGTGAACTCCCCCGGATTTREE. . . . . ..ot it i i e 223 2 0.50 1 0 1 0 0
Anti-sense strand reads
M054
AGATGAGCTTGGTAAATAAAATTAGGACGACAAACGGATGTTGAAGAGTACATTCAGGCCACTTCAATAGAATCCAGTATTCATAGTGATTCCGATACACTTGAGGGGGCCTAAAATCGT TGGCAAGACTTCTTACTTCAGTAGATGGTTTCGACGTGCCGCCCAAAC female
Read # Hit |Total body
ek ok ke kok ke kok ok k ok ok ok okkk ok ko k ke kkdkkk  ((((((((... (((Cnnn.. CCCC (e e en e )))))) ... )))) e e )))))))) .. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x* 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldrosec2|lscaffold 1:2684620-2684789 —|ldse 191 |TCTACTCGAACCATTTATTTTAATCCTGCTGTTTGCCTACAACTTCTCATGTAAGTCCGGTGAAGTTATCTTAG--GT-——————- CATAAGTATCACTAA-GGCTATS====GTGAAC-~TCC-CCCCCATTITAGCAACCGTTCTGAAGAATGAAGTCATCTACCAAAGCTGCACGGCGGGTTTGGG |
ldrosim2|l2r:5855457-5855626 - |dsi 3455 ||TCTACTCGAACCATTTATTTTAATCCTGCTGTTTGCCTACAACTTCTCATGTAAGTCCRAGTGAAGTTATCTTAG--Clg-------- CHTHEGTATCACTAA-GGCTATE S SN EHEEAC T TCC CCCCEATTITAGCAACCGT TCTGAAGAAT GAAGTCATCTACCAAAGCTGCACGGCGGGTTTHGG |
|dm3 lchror:5052101-5052270 - |dme 463 |[TCTACTCGAACCATTTATTTTAATCCTGCTGTTTGCCTACAACTTHTCATGTAAGTCCRACTCAAMEATCTTAG--Clg-------- CATHSGTATCACTAA-GGCTA TLA [€-cchy CAACCGTTCTIAAGAATGAAGTCATCTACCARAGCTGCACEGCGGGTTTRGG |
droEre2|lscaffold 4929:17603776- TCTHCT[§GAACCATTTATTTT§ATCCTGCT@T TTGCCTACAACT TITCATGTAAGTCCINGTGAAGT/EATCTTAG-—-[Xg-—-—-—-- caT@AGTATCARTAR-\GCTH AT G AGCAACHGTTCTGARGAATAAGTIATCTACCAAAGCTGCACGGCGGGTTTGG
17603945 +
ldrovak3|2L:17707674-17707843 - | |TErlcTceaaccaTTATTTTAATCCTGCTRTTTGCCTACAACT THT CHTETAAGTCCACTCAACTIEACTTAG--Glg |
droEugl|lscf7180000409183:694844— TCcTACTRGAECCETTMATTTTAATCCTGCTMTTTGCCTANAACT THTCATCTAACT/EC/T TN XAl I NN L - - — - —- & GCCGTGLURINLFNT TTHTTECA CAACCGTTHTGAARNAATGAAGTIIATIATARICAAAGCTGCACEIGCGGGTTT/8GG
695003 -
droBialllscf7180000301506:1680888- TcTACTCGAGCCErTaTTTTAlgTCCTGCTHTTTGCgTACAACTTCTCETETAACT NN CECAT N T AT C TN A Gl - — - —- —- - N TS T A A - e A == = el AL = = T = T N ClF T T TAG C/eA CCG T THTGAAGAATGAAGTCATIATACCAEAGC TGCACGCGGGTTT/EGG
1681056 +
droTakl|lscf7180000411009:35414-35569 TcTACTCGAgcCErTATTTTAATCCTGHTRTTTGCCTACAANTTCTCETCTAAGTGN TN T TAINE T TAG I - — - —— ——- GeacATHCEcANNST C@ACCGTICTGAAGAATGAAGTCATCTACCAAAGCTGCACGCIGCET TG
+
droElel|lscf7180000491201:868352— TCTECTCGAACCETTTATTT@ATCCTGCTMTTTGCCTACAANTTCTCETGTAAGTHCINGT Gl MleATCT ThG—-[ofe- - - —---- T----- fenTCEyTAL [T AL AGET i WAGCAACCGTTITGAAGAATGAAGTCATCTACCAEAGCTGHACRGCGEETTTGG
868514 -
droRhol|lscf7180000773652:145047 - TCcTACTCGAGCCrTATTRT @A THCc TGCTRTTTGCCTACAANT TCTCTGTAAGT CLN TN AA T CT T A G- — - — - —— - GGCCTGRNOATIVNET - TiJN AGETT iy CAACCGTE§TGAAGAATGAAGTCATCTACCAAAGCTGCACGCGGGTTT/8GG
145215 -
droFicl|lsc£7180000453851:1230716- TCTHCTHGAACCETTTATTRTHATCCTGCTTTTGCCTANAANT TCTCETGTAAGTIL G TIAALNT T NT Tlelel bl - — - —- - - GATCCGGINEGTIlGIENE- AjiGG GENATERIT AR T/eACA [AGCAACCGTTITGAAGAATGAAGTCATCTANCAARAGCTGCACIAGCGGGTTTHGG
1230884 +
droKikl|lsc£7180000302476:2358555~ TcTlecTiGAACCETTATTTTAATHC TR CTMT T8GCCTACAACT TCTCHTGTAAGTIENGENT GG T 2 I ool - — - —— —— - TCAGCTGIMNET TIRATET - Gl GEGIAT GeTG JAG A ClGT THTGAAGAATGAAGTCATCTACCAGAGHTGCACGHCEGGTHTHGG
2358719 +
droAna3|lscaffold 13266:6720501- TCTHCTCGAECCHTTEATTETEATCCTGCTHTTTGCCTAWAACT TCTCETCTAACTIRNCEN ST N \r A T T A b - - - - - - - GGACATGIMETINNYSC-TGCal GTGIT IeeadcanciicTTeTAARNAATGARITCATITANCAAAGC TGCACGGCHGGT T TIREG
6720669 +
droBipl|lscf7180000396423:268775- TCTHCTCGAGCCHTTIAT T T T8ATCCTGCTITTTGCCTACAACT TCTCETGTAAGT CRENNT[eA ALY N\ TileT N A [N L — - —— ——- TAINATACITE NN T-GGCA TGTGAT T lsAGcaaclicTTeTAA A ATGAAR T CATHTARCAAAGCTGCACGGCHGGTT TIYG
268943 +
ldps |3:14660459-14660612 - | |rcTlEcrlgcaBcc@rrratirraaTic TRiiTeTTGCCcTACA AT THT CTET AR G T e e - — R CIIcT NCIc It (<] Ittt - CcAT-TG-- g A= =R = C LR R AT HeAC Clen CRic TR TGAAGAATEAANTI A TCTAfCAAAGC TGCACGGCHGGET TG |
ldroper2|scaffold 4:2955008-2955161 | |rcTlcrlgcaBcclrrratiirraaTic ThicTeTTGCcCcTACA AT THT CETET ARG T N it — R CIIeT NCIC St <] ittt - CcAT-TG-- g A== G I=C LR R IATHeAG Clen CRic TR TGAAGAATAATI A TCTAfCAAAGC TGCACGGClGGET TG |
droWil2|lscf2 1100000004954:5242156- TcTigdTicAECcrTEATR T TEA TR C T TR T TTGCCTACAANT TCTCATGTAAGTENCCLNT GEiA Gl T it T i - ERqeTeh ot eTel B VA~ 1 e e C - e VX i b S b fle T elAG Clen c CY TR TiiA AGAA TRA A G TIIA T T ABCAAAGC TGCACHGCGGGRTTGGG
5242308 -
drovir3|lscaffold 12823:1765108- TcTiyrlEcAEccdraTTiraaTlcTecTT TEGCCTACAANT TCTCATG TG T TNl T ClI N Gl - — - —- - - AACIATGT]I- - - - [N e - - ----TATTATTLSGTAT WAGCAACCRTETGARRET[eA AR TIA TC TARCAlBAGCTGCACGGCGGGET THGG
1765268 +
droMoj3|lscaffold 6496:1059288- ol T TG AGolec CilGI N ChliNGI e TidelehiCilivC T(®AWAT/ VA TikehdeiCiN el VNele T TECATIACCG-CAINAIACT - - EEEEEEE GATGCARC- - -i{-IAT-oG- - ----T-E5-AADeTTET CAGCE~ccT¥TcArN AT cATCcTARCAlgAGC TGCACGGCGGGRTTHGG
1059444 +
droGri2|lscaffold 15245:16272029- NS NeLi c TNNTel il GEN A TGN A Tl CTNele A WA TENA T A WSINGEN GINEC T T T[EATNNCIE - - - - CINeRE - - Bl C ARERICINNACCIY- - - - - - TAA- -WNCACGTACATGTTE AT AARAT cjacceTEcT/deA e AR TCATCTARCAAAGCTGCACIGCHGEETTGGG
16272192 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2684622-2684789
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2684620-2684789
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_191.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5855457-5855626
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_3455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5052101-5052270
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_463.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17603776-17603945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17707674-17707843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:694844-695003
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1680888-1681056
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000411009:35414-35569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:868352-868514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000773652:145047-145215
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1230716-1230884
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:2358555-2358719
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:6720501-6720669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396423:268775-268943
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:14660459-14660612
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:2955008-2955161
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004954:5242156-5242308
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12823:1765108-1765268
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:1059288-1059444
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:16272029-16272192
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[View on UCSC Genome Browser {Cornell Mirror}]

candidate | Mirtron || intron

dse 154 |scaffold 1:13796305-13796357 +

Legend: mature star [TTPTN WPV TN, misnatoh in read
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Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM22011-in]; CDS [Dsec\GM22011-cds]; CDS [Dsec\GM22011-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V113 V115 V114
TAAGTGCGCTCCACTGCCCGTCAATCTGGCCACCGCTCGAATCGTCAAAGGTAAGATGAATTTGGCCAAAAAATTAAACATTTTACCATAATTCT TCTTGCAGTGGAGCTGCGCAAGAAGGCGAAGCGCGAARAACAGGCAGCTARAAAGGCT female
Read # Hit |Total male head body | embryo
de ok e ok ek ok ok ek ok ok ke ok ke ok ek ke sk ke ok sk ke sk ek ke sk sk ek ke ok ((((( (L (CCCCCCCe e e (e e e e et 1)))L))) D)D) L)) )))) L Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*k** 5jze Mismatch Count Norm Total body
.................................................................................. TTACCATAATTCTTCTTGCAGT « - v e e et et et e teee et aee e e eeeeeeeaeaeaeaenanans 22 0 1 21.00 21 8 7 5 1
................................................................................. TTTACCATAATTCTTCTTGCAGT -« o v et et e teteeeeeeeeeeneneneneeasanaeaenenenaeas 23 0 1 2.00 2 1 1 0 0
.................................................................................. TTACCATAATTCTTCTTGCAG . « e e e ettt e te e e ee e e e e eeeeeeeeaenenenen.. 2 0 1 2.00 2 0 2 0 0
.................................................................................. TTACCATAATTCTTCTTGCAGH . « ¢ vt ittt ettt et et ettt e i eeee e 22 1 1 1.00 1 1 0 0 0
................................................................................. TTTACCATAATTCT TCTTGCAGH . ¢ o oottt ettt ettt et ettt i e e 23 1 1 1.00 1 0 0 1 0
.................................................. GTAAGATGAATTTGGCCA . + & et e e e e et e e e e e e e e e et et et et e e e e e e et ettt e et et e e e e e et teeaaaneneneaneaa 18 0 1 1.00 1 0 0 0 1
Anti-sense strand reads
ATTCACGCGAGGTGACGGGCAGTTAGACCGGTGGCGAGCTTAGCAGTTTCCATTCTACTTAAACCGGTTTTTTAATTTGTAAAATGGTATTAAGAAGAACGTCACCTCGACGCGTTCTTCCGCTTCGCGCTTTTTGTCCGTCGATTTTTCCGA
Read # Hit |Total
Tekkdekddkokdkhdkokdkokdkokd ko dkokdkkdokdkkdokddkkdkddkddkrdkd ((((((. (CCCCCCCe e (CCCeaneen. .. 1)))2))) D)) )) L)) ))) ) L Lk kkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|lscaffold 1:13796255- dse 154||TAAGTGCGCTCCACTGCCCGTCAATCTGGCCACCGCTCGAATCGTCAAAGEIAAGA === G-~ —————— - - AATTTEE === === CCA-————————————— oo AA--AAAT-———————————————— L T —,—,— .- st i . I iniiillbi . inn A AT T T T ACC AT A — = = = = = = = = o A-TTCTTCTT--—-——-—- GCAGTGGAGCT-——=-——=-—~— GCGCAAGAAGGCGAAGCGCGAAAAACAGGCAGCTAAAAAGGCTAA
13796409 +
ldrosim2|2r:16810525-16810689 + I |AAGTGcGcTCCACTGCcCGTCAATcTGGCCACCGCTCGAATCGTCAAAGm ————————————— T TCT T AT T A - -RmAAT-—————— R T T e T ACATTTTACHATALNGL®-— - - oo T e e TGTTRAAAINNCHUEEE R GCAGTGGAGCT--——-=-——~— GCGCAAGAAGGCGAAGCGCGAAAAACAGGCAGCTAAAAAGGCTAA
|dm3 lchr2R:16229905-16230068 + | [BracTalcccCACTGCCCGTCARTCTGGCCACCGCTCGAATIGT CAAAGEIARGAS =S IG——ooo oo e e AATTICEE R - - oo mmmm—m—o—oo—- N 2 Y C R T R e e e T ACATTTTACHATALGEE- - ——— - - - o= T e TGTTRCAANTILEEEE GCAGTGGAGCT-—--——-—-— GCGCAAGAAGGCGAAGCGCGAAAAACAGGCAGCTAAAARAGGCTAA
droEre2|scaffold 4845:10382833- [®AAGTGCGCTCClCTGCCCGTCAATCTGGCCACCGCCGAATIGTCAAAG TTGGITREEG Thi----FTTG G e AA-—-AAT-— - R e T e e acaTTlgrlEckA A - - CT TR G AGC T T T TRENA ARG Cl R GCAGTGGAGCT-----—-—- GCGCAAGAAGGCEAAGCGCGAAAAACHGGCEGCTAAEAAGGCTAR
10383000 +
ldrovak3|2R:12963260-12963423 - | [B2acTclGCTCCACTGCCCGTCAATCTGGCCACCGCRCGAATHGTHAAEG Thi----BTTG 1/ AA--A@AT---—-———————————- S T NS 72— | 7, 2 CACCCCT . TT T TIRLA ATNTeIC] GCAGTH&RIGCT-——--—--~ GCGCAAGAAGGCEAAGCGCGAAAAACHGGCAGCTANEAAGGCTAL)
droEugl|scf7180000409474:1743886- AAGTGCGCECCTGCCCGTCAATTGGCEACEGCCGATGTEAAAG T A G T T R T 2 2 T T T ——— —— e — — GCTTGTTTTTGTATAAT - - B - - T e e e e T A - — — - — - — B T T TAT T T TG-fi{a- - - - -EEEEA LS \CAGTGGAGCT————————— GCGCAAGAAGGCEAAGCGHGAAAEANNGGCAGCTARAAAGGCTAA
1744049 -
droBialllsc£7180000302291:3079877~ ACAGTGGAGCT--—-—---- GCGCAAGAAGGCEAAGCGGAalErflGGCcAGCEarlErAGGCTAR
3079965 -
droTakl|scf7180000415159:202857~ TardrceeclecddrceccetilaaTiiTcecEacceeTedaTgcTCAnAG T TATACGTAATATATTATTTTATATTTTTAAAATAATTTTTAATTATTAAGAAAAAATATTTAAGGTE-—--HCTT - - —————————————— - - - AT -—————————————— - R T e T - CGACTTCAGGTTAATACGAATREEEEEE — - T - — - — - — - — e B e T GTACAAATTTTATTTTR T i AT - — — - N NCAGTGGAGCT——— - ————- bcccancancecaaceoicapaEriicceaccaalgaaceeTan
203099 -
droElel|lscf7180000491201:471575~ AAGTGCGCCCTGCCCGTEAATGGCCACCGCCGATEGTCAAAG GGET c ----FrTC T T — T LTI - - B - T G R e e e e e — — = = = = = = = = = = == — = m—m————————— AATTGAATTAATTAATTATTCCTTTGAATGAAATATGTTTTGR TREEEE A-BMTRTTCTT-------—- ICAGTGGAGHT--------- GCGCAAGAAGGCHAAGCGCGAAEBNGGCAGCTAAAAAGGCTAA
471753 +
droRhol|lsc£7180000777843:16259- eracrececccdirceclloiiaaTiircecilaccocecleaTiicTcanac TACCCTRRRTTTGG GTACCA GCGCAAGAAGGCHAAI CClGANAEARNGGCAGCTARAAAAGGCTAR
16500 -
droFicl|scf7180000454039:1526971- ErallrceeocilecirceccareaaTireeecaccoccilaatgcTeannc AAGITEESTTCTT CCTA T CGE e — - - R e
1527224 +
droKik1|lsc£7180000302471:687035- TaAGTGCGCldccldrcecicTAATHTGGCRAC G ClEc Glla TG T~ A AINCTARE T TV - —--FATa) T T e
687204 +
droAna3|scaffold 13266:3050704- EracTGCcGeTCCACTGCCHGTEAATGGccaccocci¥eaTiN cTcanAG TC----ETTT T AG
3050860 -
droBipl|sc£f7180000396427:1515290- AAGTGCGCchTGCCEGTEAACTGGCEACCGCCTGTEAAG TC----FcTa A - — - TG T TR TG 2 T C R oy T Gl T - — — R e T TG TREE A/ ELEICIIC ATIA R \cagTGeAGCT--—--—--- A2 AGINNSNNEIelS i VNeA A AIACING GG C TlE A ClENAGIVNElelel N
1515451 -
dp5 [3:10292111-10292277 + | |AAGTGGCccCTGcccETCAACTGGccCCGCTCGATEGTCAAG TGGGC 2 G G G e — — — — — — — e — — — GTGAGATCTTATAGGATEEEEEIS - - ————-——————————- B C G TR e e = = G- — = — = — - — 7\ TACTCTGCTCREEEE TA-IT- - - - - B GG T T Telo) NeiNe AL C Sl GCAAGAAG@AAGGAEAA@AGGCGCAAAAGGCEAA|
droPer2|scaffold 4:5625941-5626107 AAGTGGCCCCTGCCCETCAACTGGCCCCGCTCGATEGTCAAG TGGGC G T G G R e — ——— — e — — GTGAGATCTTATAGGATREEEEE - - — - R B C G T = = G- — - — - — - — e 2. TACTCTGCTCREEEE TA-JIT - - - - - B GG T T Tl NINe AL C Rl € CINNTNNE CGCINNE G TIATEVAG A INElelel Clele CINAGEVNElele C/ NN
+
droWil2|scf2 1100000004514:3866447- AAGTGGCTCCCTGCCQGTEAATTGGCC@GCEGAMTEAAG TATTG- -cc----FATT A — — — - B--AEAT-— - T e e GG T T T T R T C I N T 1 e — — 0N~ —— ————————————————————_ T Efeky- TTRTTCTT---—-—-—- GCAGTHMGAGHMT--------- elele TIYNSINA C G CINNAJIE TRV T G 2 INETIFNEle CLV:VEVNelele C IV Y
3866606 +
drovir3|lscaffold 12875:9018958- AAGTGGCECCACTEGCCGTCAATGGEACGCNTH AR T AL TN T TGATACL G GTh-—- - T T T AT G TG o e A GTATAATEEEEE - - B - — — R e e e e R e — — - — —— ———————————————————— R CCTECAAAAR TT-———————- ET/NECTCIT THEEEEE IV~ C T/En A 2 CIeleln GECCINAGE T/Elelel - - - - - - -I\a/ea NN
9019116 -
droMoj3|lscaffold 6496:18159858- ClN:Nelife T eleln ofef-Xehii T efeiceliNe)V-Ndehidele' T T G GelelolT A TCA A SINORVACH e Th— — —— — =~ —— GCG T/ATCAAASEEET ATGTCTTCTAT TAT g — - — - — R — i~ — it e i = A — - — - — - — R T e et 1 7 Gy - ——————————- -E-AAACACIIACAGCACATTTGAAACI A CUIEEEE Tt A AETEYAGI\n ele).N-Xelc Clele ClVNAG A \n elo/Celelid:-V-V-V:V-Xelelen G C
18160027 +
droGri2|scaffold 15245:2355621- AATTTTTINCGEANACHEEE ARSI NN T/EA 2 [FVNA B CINNAG S T T/ele A A ARVAGIVNEIEILN:
2355792 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:13796255-13796407
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:13796255-13796409
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_154.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:16810525-16810689
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16229905-16230068
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10382833-10383000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12963260-12963423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1743886-1744049
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:3079877-3079965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415159:202857-203099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:471575-471753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777843:16259-16500
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454039:1526971-1527224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:687035-687204
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:3050704-3050860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:1515290-1515451
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:10292111-10292277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:5625941-5626107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:3866447-3866606
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:9018958-9019116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:18159858-18160027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:2355621-2355792

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M054
V115 v113 V114
ATTTTCAATACAGAAAAATAGACACTTGCGCGTATTCAGCTGAAACGGTAGTTTGCAGTTCAATTCGTTGAGTGCTTTCTTTCGAGTATTTAAACTTTTAAAAATACACATTTTTAAAGGCTTAAATCGATTCCGAGT TAATCACTAACCGAACTGAACCGCAAACAGGCCTTTAGATCCAAAGAAAACCCACCGATAGAAACATGTCCAAGCCA female
Read # Hit |Total head male body |embryo
iaeiaieiaieielalaialaialalaiaiaialaiaiolalalaiaiaiaiaiahaiaahah ek O O O O P A P A A N N N N N T S N (CCCCCCCCEEC COeeeeEECC-24233393)92)0)0)):))0))))-2)))-)))) e 1)))--2))))2)))))-))))))-.)))))))) . HFFEEERRRAAAAAAA AR A A A KA A AKXk, *kkk kA k% size Mismatch Count Norm Total body
................................................................................................................................................. TAACCGAACTGAACCGCARACAG . ¢« « v et et ettt te e eee e et etaeneneeaenenneaeae 23 0 1 7.00 7 5 1 1 0
............................................... GTAGTTTGCAGTTCAATTCGT « « et v et e et e ettt ettt et e e et e et et e e et et ettt ettt et ettt ettt e e e e ettt ettt e ettt e e e e e ettt ittt ettt et e ettt 200 1 5.00 5 2 1 2 0
.................................................... TTGCAGTTCAATTCGTTGAGTG « « « v e et e et e e e et e e e e e e e e e et e et 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 e e e e 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 4.00 4 2 1 0 1
............................................... GTAGTTTGCAGTTCAATTCG . « « e e v et e et et ettt e et et e e et et e e et e et e e ettt et ettt e e ettt et et e e e e e e et et et e et et e e e e e ettt et e e e e 2000 1 2.00 2 0 2 0 0
............................................................................................................................................. TCACTAACCGAACTGAACCGCA . e vttt et ettt et et et et te e eieeieeaeeneeneeneea. 22 0 1 1.00 1 0 0 1 0
................................................... TTTGCAGTTCAATTCGTTGAGTGE. . . o . ottt ittt ittt ettt ettt et et et et et et e e e e e e e et e e e e e e e e e e e e et e e et et e e e e e 24 1 1.00 1 0 1 0 0
................................................................................................................................................... ACCGAACTGAACCGCAAACAGH . « o oottt ittt ettt et e ee e 221 1 1.00 1 0 0 0 1
................................................................................................................................................. TAACCGAACTGAACCGCARACA .« et et et ettt te ettt te et eaenennenene 22 0 1 1.00 1 1 0 0 0
......................................................... GTTCARTTCGTTGAGTGCT « &+t e e v e ettt ettt et ettt et e et ettt et ettt ettt et ettt ettt e e e e e ettt et et et et et e e e e e e 190 1 1.00 1 0 0 1 0
.................................................................................................................................................. AACCGAACTGAACCGCAAACAG. -+« ot i ittt ittt et e i e e e e 231 1 1.00 1 0 0 0 1
............................................................................................................................................... ACTAACCGAACTGAACCGCA . & e vt ettt ettt et et et ie e i e e 20 0 1 1.00 1 1 0 0 0
................................................ TAGT TTGCAGTTCAATTCGTT « ¢ -« ¢ e e e e e e e e e e e e e e e et e e e e et et e et e et e e e e e e e e e et e e et et et e e e e e e e e e e e e et et e e et te e e e ae e e et et te e te e eeeieenaeneneeneeneeaeea. 2l 0 1 1.00 1 1 0 0 0
............................................... GTAGTTTGCAGTTCAATTCGTT ¢ & ¢ v e e v e et et e et e e et ettt et e et e e e e e e e e e e e e et e e et e e e e e e e e e e e et 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 220 1 1.00 1 1 0 0 0
Anti-sense strand reads
M054
V113
TAAAAGTTATGTCTTTTTATCTGTGAACGCGCATAAGTCGACTTTGCCATCAAACGTCAAGTTAAGCAACTCACGAAAGAAAGCTCATAAATTTGAAAATTTTTATGTGTAAAAATTTCCGAATTTAGCTAAGGCTCAATTAGTGATTGGCTTGACT TGGCGTTTGTCCGGAAATCTAGGTTTCTTTTGGGTGGCTATCTTTGTACAGGTTCGGT female
Read # Hit Total body male
el ot s S (A 4 A O A N S A P LA A PR A A A SRR S (A TR COCCCCCCCOCOC CCOCCECEEEE---2329090000) 0000 -0 ) - ... 1)))--))))20)))))))))) - .)))))))) . KRKEFKXKKRKA XXX KKK XXX KKKKXXKXKA XXX X Size Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
droSec2|scaffold 3:2332077- dse 1819 |ATTTTCAATACAGAAA---AATAGACACTTGC-------- GCGTATTCAGCTGAAACGGTAGTEEG=======-—=—==——-——-———-—- CAGTTCAATTCGTTGAGTGCTTTCTTTCGAGTATTTAAACTTTTAAAAATACACA--—-T---T-TTTAAAGGCTTAAATCGAT-T----- CCGAGTTAATCACT=ARCCCAACTCAACCECA - AACAGGCCT-TTAGATCCAAAG-—-AAAA—--—CCCACCGATA-———————- GAAACATGTCCAAGCCA
2332291 -
ldrosim2|[21:6567295-6567509 - lasi 32461|aTTTTCAATACAGAAA---AATAGACARTTGC-------- GCGTATTCAGCTGAAACGGTEGTITG-—————————————————————__ CAGTTCAATTCGTTGAGTGCTTTCTTTCGARNNATTTAAACT TTTAAAAATACANA--——[8---T-TTTAAAGGCTTAAATCGAT-T--—-- CCGAGTTAATCACT=ARICEARCTEARNCECA - AACAGGCCT-TTAGATCCAAAG-—-AAAA—--—CCCACCGATA-———————- GAAACATGTCCAAGCCA
|dm3 lchr21:6793358-6793570 - |ldme 435 |arTTTCAATACEGARA---AATAGACARTTGC-------- BRGTATTCAGCTGAAACGETEGTITG=——————=——————————————__ CARNTTCAATTCCTEGAGTGCTTTITTTCGARNTATTTAAACTTTTAAAAATAIAA - - —-T- - - T-TTTAANGGCTTAAATCGAT-T-——-- CCGARTTAATCACT=AACCCAACTCAACCECA-AACAGGCCT-TTAGATCCAAAG—-~AAAA—-—-CCCACCGATA-———————~- GAAACATGTCCAAGCCA
droEre2|scaffold 4929:15709691- ATTTTCAABACAGAAA---AATAGACAMT TGCRENY- - iESTNTNSA T THAGCT ClEA N T T TG -~~~ ———————————— IS e cAGT Tl A RC TESAGTGC T TTCT TTlECAI T T TlAACT T TTAAAAATAC/A- - - T— - - T-TTTAAWGGHT TEAATCGAT-T-—-—- ccllacTNA ABCACT-AACCCAACTCAACCGCA - AACAGGCCT-TTAGATCCAAAG—-—AAAA-—-—CCCACCGATA-———————— GAAACATGTCCAAGCCA
15709913 -
larovaks|lor:6115210-6115446 + laya_1803 |aTTTTCAATACAGRAARA---AATARRCARTTGC-------- BRciarrErceTeanrfccETNT T TG NG S NG ST N I IS N e CAGT T C Al T TG AGT e T T TCeT T AT T TiaanCcTTTTARAAATACARA - - - - T- - - T- T T TARRNGGIT TEAATCGAT - TIEN- - -fCciA G\ A ECACT=AACCEAACTEARCCECAI\A A CAGGCCT-TTAGATCCARAAG- —~AAAA-—--CCCACCGATA-———————— GAAACATGTCCAAGCCA
droEugl|lscf7180000409463:2325833- ATT T CAGAAS- - — A TG ——————— - ISR INC AT T C AT T/ VAT Gl T IR TG AR T A A A T T T TA A AA T ARA CRYSERE TR B TS T T ThA ALY T(eleleln S T TEVY- - —feciRiG T T A ALNC A A C R T GAACEIGIYA - [ CAGGCC TIT TAGATHCAAAGIXSAAlEA - - - —cccaccealp————-———- GEAACATGTCCAAGCC
2326019 +
droBiallscf7180000302422:2558348- INEEENA YA T GcAIN GA ARG A AcTGllNele TAA AR TATC Al AIA T/ - - - ALNCel A el c el C A e CEGTTCATTMAETGETTGAETETTTEAETTTTAAATACAEA————TT—@AAACTAACEATETMCEGTCA=—CTGAACEG—EACAGGCCT—TTAGATECAAAG———AAAA————CCCACCGAEAM———EGAAAEATGTCQAAGCC
2558576 -
droTakl|scf7180000415361:102142- AT C A AL - — - AATEGECACTTGR-—----—- = o o o A i el CAGTTCATTTGETTTMTGA@TTATTTAAAAT@A@————————TTEAAAA@ATMCCEGTEAECAETEAACCGAACTGEA=CA—EACAGGCCT—TTAGATCCAAAG———AAAA————CCCACCGAEAGAAAEATGTCCAAGCC
102337 +
droElel|scf7180000490640:490491- [riA A TACHNSCERACTT AN -BGTA - - -TAAAAAGCAARIGIA T - - - ATNACHE A S C A A e —— - ———-Acff------ - _ETAGHATARGARTTTA - - - - - - - - fel-T---—- coieliTEn ANl R \AACT CAACCCiJe - A CAGGCCT- TTAGATIMAAAG- -~ AAAA--—-CCCACCGARA- - — - ————- AAACATGTCAAGCC
490651 -
droRhol|scf7180000778441:56127- BAAACATGTCCAAGCCA
56207 -
droFicl|scf7180000453815:131597- BAAACATGTCCAAGCCH
131657 -
droKikl|scf7180000302468:363257- GAAACATGTCCAAGCCHE
363345 +
droAna3|lscaffold 12916:8371511- B~ CATGTCEAAGCEA
8371525 -
droBipl|lsc£7180000396572:3021716- B~ CATGTCIAAGHCA
3021730 +
dp5 4 _groupl:3902227-3902255 BaaficaTGcTccancca
droPer2|scaffold 5:1368113- B2afcATGTCCAAGECA
1368141 +
drovir3|scaffold 12963:3844060- A TGTCEARCCE
3844087 +
droMoj3|scaffold 6500:7696803- B2AarcTclEanilccd
7696842 +
droGri2|scaffold 15252:1553004- A TGTCEARCCE
1553032 - \
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:2332077-2332291
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:2332077-2332291
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1819.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:6567295-6567509
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32461.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:6793358-6793570
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_435.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:15709691-15709913
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:6115210-6115446
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1803.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:2325833-2326019
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2558348-2558576
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415361:102142-102337
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490640:490491-490651
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778441:56127-56207
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453815:131597-131657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302468:363257-363345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:8371511-8371525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:3021716-3021730
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:3902227-3902255
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:1368113-1368141
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:3844060-3844087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:7696803-7696842
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:1553004-1553032
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[View on UCSC Genome Browser {Cornell Mirror}]
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hide 3p reads H show mid mismatch reads
M054
V113 v115 v114
CATTTAAGCAGCTGCTGCCCTTCTACCGACAGCTCCACGGCTACGTTCGTTTTCGTTTGCGGCAGCACTACGGTCCGGATGTGATGCCAGCGGAGGGAAACATACCTATAAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC female
Read # Hit Total male head embryo body
AR A A R R e L L N N N N N I T e e D D I D D D IO R D D R I D D D D D I D I )))))) KEkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x*** 5jze Mismatch Count Norm Total body
................................................................................. TGATGCCAGCGGAGGGARAC A . « e ettt e ettt st ettt et et et eseeaaeneenaana 2 0 1 7.00 7 4 2 0 1
................................................................................. TGATGCCAGCGGAGGGARAACAT « & v v e et e e te e tsesaesaeeseeseeseesneeneeneeneennaa22 0 1 6.00 6 2 4 0 0
................................................................................. TGATGCCAGCGGAGGGARACAT A . « v v et et ettt e et ettt ettt ettt e iie e 230 1 3.00 3 3 0 0 0
................................................................................. TGATGCCAGCGGAGGG AR . & v v ittt ettt te e teeseesaeeaeeeeeseesneeneeneeneenaaa19 1 1 2.00 2 2 0 0 0
................................................................................. TGATGCCAGCGGAGGGARA . & v v e e e e e et ettt ettt ettt te et e et eeeeee.a 19 0 1 1.00 1 0 1 0 0
.................................................................................. GATGCCAGCGGAGGG AR AC AT « v v v vttt te s tetaeseeseeeeeeseeeneenaeeaeenannnenaaa 2l 0 1 1.00 1 0 1 0 0
............................................................................... TGTGATGCCAGCGGAGGGAARACAT « v e e ettt ettt et st et et et saeineenaeneea 24 0 1 1.00 1 0 0 1 0
................................................................................. TGATGCCAGCGGAGGG AR e + v v et e ettt e te e et eeeeee et eteeseeeneeaeeneeneeaaa 18 0 1 1.00 1 0 1 0 0
..................................... of el eTok N o el o el i 0L L N~ 0 B 0 1 1.00 1 0 1 0 0
.................................................. T T G T T T G GG AGCAC T+ & v v v e et e et e et e e e e e e e ae e ae e ae e te e ee e seeeee st eseeeeeeeeeeeeeesaeseeaneeneeneeaa 19 0 1 1.00 1 0 0 1 0
.................................................................................. GATGCCAGCGGAGGG AR AC A .+ v i ettt ettt ee e te st et et teeaaeeneeneeneeneenea 20 0 1 1.00 1 0 0 1 0
.......................................................................................................................... AACATGTGGGGTCAGTCG. e v veeen.n... 18 0 1 1.00 1 0 0 1 0
........................................................ i elotelelo7:Nelo7:Neki - Nel e et o] o PG~ N 1 1.00 1 0 1 0 0
.......................................................................................................................... AACATGTGGGGTCAGTCGTGGA. ... ..... 22 0 1 1.00 1 1 0 0 0
..................................................................................... GCCAGCGGAGGGARACAT « v v v e e ettt e s et s te ettt ettt saeeneeee 18 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
M054
V115 V113
GTAAATTCGTCGACGACGGGAAGATGGCTGTCGAGGTGCCGATGCAAGCAAAAGCAAACGCCGTCGTGATGCCAGGCCTACACTACGGTCGCCTCCCTTTGTATGGATATTCGGACGACCCGTTGTACACCCCAGTCAGCACCTTGCTCGACG female
Read # Hit |Total head body male
************************************((- ((((_. ((.. ((((((. (((((((((. (((.. ((...)) ...))) .)))) .))))) .)))))) ..)) ..... )))))) .*********************************** Size Mismatch Count Norm Total bOdy

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droSec2|scaffold 3:4010274-4010426 |dse 3009 CATTTAAGCAGCTGCTGCCCTTCTACCGACAGCTCCACGGCTACGTTCGTITTCGTTTGCGGCAGCACTACGGTCCGGATGTGATGCCAGCGGAGGCGGAAACATACCTATAAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC

+

ldrosim2|21:8241065-8241217 + ldsi 32472 |CATTTAAGCAGCTGCTGCCCTTCTABCGACAGCTCCACGGCTACGTTCCIECEIIICCCCCACCACTACGGTCCGGATGEGATGCCHECEEACGEEAAACATACCTATAAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC

am3 llchr21:8523515-8523667 + ldme_443  |CETTTAAGCAGCTGCTGCCCTTCTACCGACAGCTCCACGGCTACGTTCCEITECEITTIGCEGECACCACTACGGTCCGGATGTIGATGCCAGCGGAGGGAAACATACCATAAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGE

droEre2|scaffold 4929:9117025- CATTTAAGCAGCTGCTGCCCTTCTACCGECAGCTCCACGGCTACGTTCCEHNICETTTCCEECACCACTANGGTCCGGATGTGATCCClEGCCCAGGCAACA THICCEATAAGCCT[8C TGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC
9117177 +

ldrovak3|2n:11169016-11169168 + I |CATTTAAGCAGCTGCTGCCCTTCTACCGACAGCTCCACGGCTACGT TCCERHECCT T TCCCIEACCACTACGGTCCGGATGTCATCCCEGCINGACCEAAACATICCTATIAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC

droEugl|scf7180000409554:1010373- carTldaaccaceThcTilcccTTeTACRGEcAGCcTCCACGGC TACGTC I NECEHHTECEECACCACTA GG cclicaTcTGATGCCAGCNcAlNceaACA T ccTaTAAGCCTGC TGGGHAANA TG TGGGGC AT caTGGAACGAC TG
1010525 -

droBialllscf7180000301518:1320694~ cartEancrlcTceTGecCTTCTACCINECAGC THCACGGCTACGT TCCERIECCMETGCEINCACCACTACGGTCCGGATGINATGCCAGCGGAGGEEAACATHC CIAATAAGCCTGCTGGGCAACATGTGGGGT CARTCGTGGAACGAGCTGC
1320846 -

droTakl|scf7180000413920:148687~ CATT@AAGCAGCTGCTGCCCTTCTACEGECAGCTCCACGGCTACGTECCHNNSCECTETGEEECACCACTACGGTCCGGATGTGATGCClEGCGCAGGEEAACA TS CEATIAGCCTGCTGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC
148839 -

droElell|lscf7180000491186:1325025- CATTTAAGCAGCTGCTGCCCTTCTACKGEcANTcCcacGGeTARGTEC NI CEdT LN ECAINCACT ACGGTCCGGATGTGATGCCAGCGGAGGGAAANATACCATEAGCHTGCTGGGCAACATGTGGGGECAGT CITGGABCGAGCRGC
1325177 +

droRhol|lscf7180000779312:349679- clgrtaaceacercetfjcceTreTacilcgcacITicAccee TARG TR CEINCE T ECEENAGCACT A CGGTCCGGATGTATGCCAGCGCAGGEEAANA TS CTATAAGCHTGCTGGGCAACATGTGGGGT CART CITGGAACGAGCTGC
349831 -

droFicll|lscf7180000454117:185414— CATTTAAGCAGCTGCTGCCCTTCTACKGACAGITCCANGGCTACGTTCGTHNICETPTECELNCACCACTACGGTCCGGATGTCATCECAGCINGANGGAAACA THCClEATAAGHC TR C TGGGCAACATGTGGGGTCAGTCGTGGAACGAGCTGC
185566 +

droKikl|scf7180000302412:653674- carreaaccallcrcereecrTeTacicEcacTccalcGT Al TlEC N C T CEClECACCACTANGG TCCGGATGTGATGLYNEGCGCAGEAAANA T ACCATAAGCCTGC TGGGCAMNATGTGGGCECAGTCIITGGARCGANE T
653826 +

droAna3|lscaffold 12916:10167591— dan 4062 |cErrarccacericTiicccrTeTacicacal®drceaficecTaficTlEccaRNSCCETEINeCCALNCACT kGG TCccocallcTiericcldcchicacecdaacaTldccgaTlEaclc TGCTGGGCAACATGTGGGCECAGTCGTGGAACGACETLYY
10167743 +

droBipl|lscf7180000396580:867242— ciirTeaaccaciTecTcceTTeTAcCIcAacA¥ITccaAliceeTACG TEC G NECEETNCEECACCACT A fcG TCccocARGTNaTEccldc CliGAGCCEAACA T ACClgA TEAGCCTGCTGGGCAACATGTGGGGYCAGTCGTGGAACGAGETEY
867394 -

dp5 Unknown group 503:3367-3519 qyrreaaccallcTecTiccecTTeTACCEcAcTccaccecTANG TGN NSCEINSTCCEHCACC AT A ic g cc AT TceTidc eI AGEEdAACAT ACC A T/ C TGC TGGGCAACATGTGGGTCAGTCGTGGAACGALNE TG

droPer2|lscaffold 5:4192089-4192241 ‘@T TlaaccailcreeTiicccTreTaccdcaciIrceaceeeTalc TNCGINENCEI NS TECElCACC AT A c N\ c A T T clgrlEccldececaccaiaacaTACCEA TSI C TGCTGGGCAACATGTGGCETCAGTCGTGGAACGAINE TG
+

droWil2|lscf2 1100000004884:913288— cATTTAANESA T T C Cidr e TAccolgcal¥aThic AllccliTACG T TCo THNECETTTECCECAINCANT ~ c g N \caTcTclEThc G ClicAGECAAACA T ACCA TIESACHTGC TGGGCAAMA TG TGGGGTCAGECETGGAACGAGETCI)
913440 -

drovir3|lscaffold 12963:14523065= claTiXeral¥eldc Tiic TcecccTTC TACGACAGRTRICACGGYTACGT TRGEHXSCCEHACCECACCANT A C Gehlc clicAEGT ClETGC G CHGAGEEHAANA T A CCleA Tl NIC TG TGGGCAANA TG TGGGCECART CGTGGAACGANETE
14523217 -

droMoj3|scaffold 6500:15479058- claTiXe AYg i TGCTGCcCTTCTACRGACAGRT CCANGGC T ARG T CEHNSCCHETCCCECACCANT A G R ClEcAEGTClETCCClEGCHCAGCEHAACA ThC ClA TS NC TGC TGGGCAACATGTGGGGECAGTCGTGGAACGAGETEN
15479210 -

droGri2|lscaffold 15252:1980990- dgr 474 |cEri¥eaadcEecTiTccciIrTeTACcEc Al T ceaficecTANG TNCEHNECETSTECelCACCANT GGl ccBcaTcTcdTeccacclicaceaalaTACCEA TS NC TGCTGGGCAAMATGTGGGECAGTCGTGGAACGAE TN
1081142 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:4010274-4010426
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:4010274-4010426
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_309.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:8241065-8241217
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32472.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:8523515-8523667
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_443.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:9117025-9117177
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:11169016-11169168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:1010373-1010525
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301518:1320694-1320846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413920:148687-148839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491186:1325025-1325177
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779312:349679-349831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454117:185414-185566
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302412:653674-653826
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:10167591-10167743
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4062.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396580:867242-867394
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_503:3367-3519
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:4192089-4192241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004884:913288-913440
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:14523065-14523217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:15479058-15479210
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:1980990-1981142
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_474.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cormnell Mirror}]

dse 222 |scaffold 10:2877273-2877344 + | candidate | Canonical miRNA ||intron

Legend: mature star (18 e (BTRT T T _
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Genomic Position
Hairpin partition -#- Sense -#- Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM 1926 7-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 v113
GGCCTTCTGTTTTGTGTCTTTGATTGTCGTACTGGCCTGTGCCACGCCCCCCGCCCTCTGTGCCTGCAGT TTAAATAGGCT TAAGTAATGTAGCCGGAAGTGGGTGGTAAAGTGGGTGGTCAACTGGGTGGCGGTGGGGAAAATGGAAAATGCTTAAAGCTTCTAACATTTC female
Read # Hit Total head male body
dedkokde ke ko ok ok ok ek ke ke ke (L (O (e COCCCC CCa OO o (- (e (CCCe e e )Y ) ) )N ) e )))))))) . ) ) kkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkk**k* gsjze Mismatch Count Norm Total body
................................................................................................... GTGGGTGGTARAGTGGGTGGTC . ¢ v v e e e ee e e te e e e e et aeee e eaeaenaeneeaennene 22 0 1 10.00 10 8 1 1
................................................................................................... GTGGGTGGTAARAGTGGGTGGT « « ¢« + v e e e e oete s ceeoeenseaeeaenaeneeaeanenaeaneaan-a2l 0 1 8.00 8 2 6 0
................................................................................................... GTGGGTGGTARAGTGGGTGGTCA t &+ e e ettt et et e et e e e e ee e te e eaeeeeneeaanaen. 23 0 1 1.00 1 1 0 0
.................................................................................................... TGGGTGGTARAGTGGGTGGTC w e v v e e et e et et e e e e e et te e ieee e taeiaeeaeaeeaeaen. 20 0 1 1.00 1 0 0 1
Anti-sense strand reads
M054
V115
CCGGAAGACAAAACACAGAAACTAACAGCATGACCGGACACGGTGCGGGGGGCGGGAGACACGGACGTCAAATTTATCCGAATTCATTACATCGGCCTTCACCCACCATTTCACCCACCAGTTGACCCACCGCCACCCCTTTTACCTTTTACGAATTTCGAAGATTGTARAG female
Read # Hit Total body |head
dedkokde ke ke ok ok ko ek ke sk ek (L (e (e COCCCC CCa e o (o (e CCCCe e ee e )Y ) )N ) e )))))))) . ) ) kkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|lscaffold 10:2877223-2877394ldse 222 [[GGCCTTCTG----TTTTGTGTCTTTGATTGTCG---TACTGG----CCTGTGCCACGCC—===CCCC—==—==—=————————————— GCCC---—---- TCTG=— === === ———————m e m—m o TGCCTGCAGTTTAAATAGGCTTAAG---TAATGTAG-——-—-——- CCGG-AAGTEEETGCETAAAGTGEETCET AR~~~ —— ——— ===~ =~ —————— oo CTGGGT-—=-—=—==—=—=—————————————— GGCGGT——=—==—= === === ——————m GG-—--—=——-—-- GGAAAATGGAAAATGCTTAAAGCTTCTAACA-TTTC--
+
ldrosim2|x:2923896-2924067 + lasi 32464[l6GCCTTCTG----TTTTGTGTCTTTGATTGTCG---TABTGG----CCTGTGCCACGCC—===CCCC= === === ———————————————————————__ GCCC---——-—~ TCTG-— === === === === — = ——m——m—m TGCCTGCAG@TTAAATAGGCTTAAG--~TAATGTAG-——--—~--— CCGG-AAGTGGGTGETAAAGTGGGTGGTNAA —— ————— == ===~ — = —————mm e ETGGGT-————————— - GGCGGT—==—=====—==—= === ——————— eI ——— GGAAAATGGAAAATGCTTAAAGCTTCTAACA-TTTC—-|
|dm3 llchrx:3169718-3169879 + ldme_445 ||GGECTCTG————TTTTGTETCTTTGATTGTCG———TACTG————CCTGGCCACGCC————CCCC ———————————————————————————— GCCly-------- e —— TGCCTGCAGETTEAATAGGCTTAACNETAATGTAG--——-———- CCGG-ARGTGCCEEGCTAAAGT CCCT Gl —— ——————————=——=——=—=—=—————————————————— = - — — — R e — — — — C R oy----------- GGAAAATGGAAAATGCTTAAAGCTTCTAACA-TTTC--|
droEre2|scaffold 4690:579040-579219 GGCCTTCTG----TTTTGTGTCTTTGATTGTCG---TlecTc----ccldciicccaccec----cocf8-----—--——-——-——————— - ———— Ch-------- = — — R e BNCCTGCECET TAAAT/§GGCTTAAG-~-TAATGTAG-—-—-———— CCGG-AAGTGGGTGAEAAAGTA GTCE AR - - -~ - - - oo Gl TAGAGTGGTTGC T - —-GRGG T - ——— == == ——m o NG-----————- GGAAAATGGAAAATGCTTAAAGCTTCTAACA-TTTC--
+
ldrovak3|x:5213414-5213589 - | lceccrTeTG----TTTTGTGTCTTTGATTGTCGHEETACTCE----ccTa§eccaceee----ceeC- - - - - Gecly-------- Acc--------—— - TACCTGCAGETTAAATAGGCTTAAG-~~TAATGTAG-~~~——~--~ CCGG-ARGTGGEEGETAAAGEGGGTCETIgE -~ —————————=——=—=——==——=——=—————————\————— T - — - [EN— - E——— - --GEGGT-~— === m e e — GGAAAATGGAAAATGCTTAAAGCTTCTAACA-TTTC--|
droEugl|lsc£7180000408825:82122- GGCCTTCEG----TTTTGTGTCTTTGATTGTCG---THCTINe- - - -pic@NXecccacepc----cccclg----—-- === - - Bccc--—----- CRCTTRGCCAACCCGT G LNl N \GCAGETTAAATAGGCTTAAG-—-TAATGTAG-——-————~- cCGG-AANGCEEGE A AAGTGEETCETIAA — — ~ —— — =~ == — = —— - —m o EThGGT--—— -~ - I - — —— — == === === === ———————— TTGGGGGT/REEEEE RcdaaaTccaaaaTGeTTEAAGCTTCAACA-TTTC--
82309 -
droBiallscf7180000302126:2047546— GGCCRITCEGl---TTTTGTGTCTTTGATTGTCG- - - TECTHGE- - -ciXecEcccaciicc----cedf@--- - - - - - - === - Bchlc---—-——- CGACT TR CCGCC e e — Bl NE AT TAAATAGGC TTAAG- -~ TAATGTAG--——————— el N N e lele Clelel - - — - — - — - — — - — - — - — e = = — — — R = — — — — R B-----—-—--- BcaaalgrccanaarccgrigaaficTlgcTaaca-rrTClEe
2047696 -
droTakl|scf7180000415360:106950- GGCCTTCEGH---TTTTGTGTCTTTGATTGTCG-—-TlECTi8e- - -CCNeGCCACGCC--—-CCCp{—-———-—————————————— - - Ncclp------—-- = — — e BRcCTi\CEcEr TAAATAGGCTTAAG- -~ TAATGTAG--——————— CCGG-AAGTGCAEGCL A AAGTGCCT GO~ —— ————————————=——=—————————————— Rt~ — — = === —=—=—=———————————— GGCGQg--——————— - BG-----——-——-- GGAARATGGAAASGCTT/EAGCTTCTAACA-TTTC- -
107105 +
droElel|scf7180000490996:342375- coficTrciNc----§ &TTGTGTCTTTGATTGTCG- - - Tl TiNe- - - -cclNecccaceee--—-ceclg-—-——-————-——— - Bcch------—-- TCTR———————=—— === mm TGCMCAGETTAAATAGGCTTAAG---TAASGTAG-----—-—- TSIl Y el elel A A G T GlE] - - — - — - - GG e - — — — — — = T T T e BG-----—-—--- GORmAEGGAAAATGC TTMAAGC TTCTAACATTTC--
342524 +
droRhol|[scf7180000779337:361773— GGCTTCEG----fTTTGTGTCTTTGATTGTCG- - - T/ Ne - - - - CCN8GCCACGCC-—--CCCC—= == === mmm o m oo GCCC----—--- R e e e — — — — — JiCAGET TAAATAGGCTTAAG-~-TAATGTAG-—-—-—-—— CCGG-AAGTGGGTGCT/MGTCEIEGETIgAA - — - — - ——————mm e [ — - BT - — - —— === ——————————— - GTGGGGCTATEEEEEEEE ciXeaarTcGARAANC TTEAAGC[8TCTAACA-TTTC--
361938 +
droFicl|lscf7180000454072:131038— ceeerTcgN----B CRRNEE C e il C - (¢ - - — - - - - - — - - — - —— —— — Y  — — e GCm-------- — - — R e BCCTEcEcET8rAATAGGCTTAAG---@AATGTAG-~-— - - - -~ CCGG- A AT GO T ittt — — — = = — = = = = == == = = == == == === = ——m——————————_ i - —— — = === ====—=—=——————=— - - — - R e NG-----—-———- GGAAAATHGAARASC TSl AGC T/RelEACA-TTTC- -
131145 -
droKik1|[sc£7180000302344:1189307- GGCCTTCEG----fTTTGTGTCTTTGATTGTCG- -~ T/ TN N Nele T GCCACGCC-———CCCC— === === == == ————————— o ccc--g----- Bcie---—-—-———--—- GCCGCCCCCTTCTGTREEEE TGCCTGCAGETTAAATAGGCTTAAG---TAATGTAG--—-—-—-— CCGG-ANGEGEETCCTIACEcER e\ n - —- - - - - - N R — — ————————————————————— — - - [ AAAATGCTEAAATGCTGAAATHINN YNNI VNNl - - - - - - - Allic TSGR CiicCEE
1189500 -
droAna3|scaffold 12613:236226- dan 4058 |Gi¥ecEc/ER----TTETGTGTCTTTGATTGTCG---TleTiNe- - - -cliTiN\cccapgNec - - - -cclec - - aNle - — - — - — - - - - —-——————- CT(ET(E- cCTREEEE GACT TCCTAGCCCCT G GGCTAC----A GCHGEITTAAATAGGCTTAAG---TAATGTAG-----—-—- CCGG-AAGTGCCETGEANECRGCCTCC I - - - — - — - ———————————————————————————— CTGGCACT - - - R e GGAT T T T T e G- GGAAAATGGAAAATGCTTEAAGCTTCTAMNE-TTTC--
236427 -
droBipl|lsc£7180000395930:13274- GGAAAATGGAAAATGCTTEAAGCTTCTAMNA-TTTC--
13501 -
dp5 XL _grouple:2694226-2694451 ciugiaEaTGGAAA NG TEARNC T TR - TTTC - -
+
droPer2|lscaffold 18:1595248-1595470 cigyaeaTccAR ARG TENARC T TifeA\A - TTTC - -
+
droWil2|lscf2 1100000004401:1012275- O — - — e — — — i — — — — it - — — ] — — —— —~————=—==—==—=—=———————————- - —----- - — - R e e T T AAATAGGCT TAAG- -~ TAATG T8 - - —--—-—- Bl cEer crpmcTceTAREcEN e e eEr A - - — - - - - — - - - - —— - CTTGAAAGCHGAAREEEEEEEEE i - - —— —— === === ————————— - --ACAlGGGGAAGATAGAGAGAGAAACATAGCGAGGGGE TREEEEEEEEEE ceanETRCAEAERACIN A A Ge TTCBAER- T Tl8c - -
1012411 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:2877223-2877394
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:2877223-2877394
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_222.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:2923896-2924067
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32464.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:3169718-3169879
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_445.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:579040-579219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:5213414-5213589
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408825:82122-82309
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:2047546-2047696
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415360:106950-107105
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490996:342375-342524
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779337:361773-361938
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:131038-131145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302344:1189307-1189500
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12613:236226-236427
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4058.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395930:13274-13501
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:2694226-2694451
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:1595248-1595470
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004401:1012275-1012411

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 311 |scaffold 34:184262-184323 + |candidate | Canonical miRNA ||intergenic
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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P>
Genomic Position 19 20 ¢ | | I
Size Condition 184,250 184,300 184,350
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds “
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V113
TATTCAGGGAGAATCGTGTCTCTGGGAAAACGTGTCAATTGAGCGGCGTTTTGGGAAAGTGGGCGGGATTGCGTCCTGGTGGGCGCCACAATGGACCAGCTTTCATTACGGCATCCGCAAAGAATCCTTTGGCCAAATCTATTATAGACTAAATCACTTGAT female
Read # Hit |Total head male body
khkkhkkhkhkhhhhkhhhkhkhhhhkhhhkhkhhhhkkhhhkkhkd COCC COC- COCeEeeeee. (... .. CCCCCCe o)) e e DDA N)I ) ) e *kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x*x* size Mismatch /Count Norm | Total body
.................................................. uielele). V.V N ekl cle] clo]eTc]e.N LN PPN A S ¢ 1 12.00 12 12 0 0
................................................. T T TGGGARAGTGGGCGGGAT - - « ¢« « e e s e e et e e e s e e e e e ta e s eeeas o aaeaseeeaseeensoeeneaseeensoeensoeeneaneaensoacnnaaenaaa20 0 1 2.00 2 1 1 0
.................................................. i etele) V-V Nkl ele]eloleTcle. NP PO PRR I : I O 1 2.00 2 2 0 0
................................................... TGGGARAGTGGGCGGGAT « & « « e e e e e et e e e ee e m e et e e e e e a e e ta e e ta e e e eeaseaenseeeneaeeaeaneaeneaeeneaneaenneaanaa.. 18 0 2 2.00 4 3 0 1
.......... GARATCGTGTCTCTGGGARRRC . + ¢ e e e e e et et et e e et et e e et e e e e ettt et e e et e et e et e e e et e e e e e e e e e e e e e e e e e e e e e e e e e 210 1 1.00 1 0 1 0
........................................................................................... TGGACCAGCTTTCATTACGG « « « ¢ o e v et et e e eae e et ee e eneeaenenaenennenenneaes 20 0 1 1.00 1 0 0 1
.................................................. ielele) V.V Nehi ele] eloleTele N i O o B O 1 1.00 1 1 0 0
Anti-sense strand reads
M054
V114 V115 V113
ATAAGTCCCTCTTAGCACAGAGACCCTTTTGCACAGTTAACTCGCCGCAAAACCCTTTCACCCGCCCTAACGCAGGACCACCCGCGGTGTTACCTGGTCGAAAGTAATGCCGTAGGCGTTTCTTAGGAAACCGGTTTAGATAATATCTGATTTAGTGAACTA female
Read # Hit Total embryo body |head male
khkkhkkhkhkhkhhkhkhkhhkhkkhhkhkhhkhkkhhkhkkhhkkkkkkk COCC COC- e (... .. CCCCCCe o)) e e D)) ) e khkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk**k*x*x gize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
droSec2|scaffold 34:184212-184373 |ldse 311||TATTCAGGGAGA-ATCGTGTCTCT———=—====———=——————————————————— GGGAAAACGTGTCAATTGAGCGGCGTTIT======= GGGAAAG-TG-GGC-GG--GATTGCGTCCTGGTGGGCGCCACAAFEEACCASGCTTTCATTACCGECATCCGCA-—--AAGAATCCTTTGG-~CCAAATCTATTATAGACTAAATCACT-TGA-—--T
d
ldrosim2|x:8373733-8373894 + | |TATTCAGGGAGA-ATCGTGTCTCT -~~~ GGGAAAACGTGTCAATTGAGCGGCGTTIE======= GGGAAAG-TG-GGC-G6--CGATTGCGTCCTGGTGGGCGCCACAANEEACCATNCFTTCATTACCGECATCCGCA-—--AAGAATCCTTTGG-~CCAAATCTATINATAGACTAAATCACT-TGA-~~T |
|dm3 lchrx:8813441-8813597 + ldme_466][TBTTCAGGGAGA-ATCGTGTCTCT-============—=—=——=————=———--—- GGGAAAACGTGTCAATTGAGCGGCGTTIT-=—=—~— GGGAAARN-TG-GGC-Gl8--tArGceGTCCTGGTGGGCGECcACA A TEEECCATNC T T TCATTACEECATCCGCA-—- - AGAATCCTTTGG- - CCAAA TN TAGACTAAMTIACT-TGA- - - T |
droEre2|lscaffold 4690:6287165- JeT T CAGGGEGA-ATCGTGTCTCT———————=—————————————————————— GGGAAAACGTGTCAATHGAGHGGCGTTRT-=—=—=~ GGGAAAG-TG-GGC-GG—-C\TGCGTCCTGGTGGGCGCHACAATCIECCAT N T T TCATTACING CATCCGCA--—-AAGAATCCTTTGG-~CCAAATCRATTATHGEETAAATCACT-TGA- -~ T
6287325 -
ldrovak3|[x:12488986-12489147 - | [TBrrcAGGCBEABATCGTGTCTCT - === == === === ————————————————-—- GGGAAAACGTGTCAATEGACHGGCCEIIfE-—~---- GCAAAG-TG-GGC-GG--RIeTGCGTCCTGGTGGGCACCACA ATCECCAINACTTTCATTACRNGCATCCGCA- -~ ~AAGAATCCTTTGG--CCAAATC AT TATHGAIIEAATCACT-TGA-~-T |
droEugl|lscf7180000408176:246657— T A it — ettt C T C T = — = — = = = = = = = = = = = — =~ ——— GGGEAACGTGTCAATGAGEGGCGT TR ThER R RNEeGCINAAAG-TG-GGC-6G—-EaRrcealdc s ToeccoecacA ATCECATI N TR TCATTANNNG cATCcCGCA- - —-AAGAATCHT TTINY- - IXer an TRt TA TG AR T A AT - TGA- - - T
246807 +
droBialllscf7180000301760:2548222~- T[ET TCAGGG[EGA-ATCGTGTCTCT - ———=——————————————————————————— GGGMEAACGTGTCAATGAGEGGCGTTEIT-=— ===~ GO - B~ —[®AET GCGTCCTGGTGGGCGCCACAATCERCAINCTETCATTACCECATCCGCA--—-AAGAACHE T TC8- -cllaanTcRaTTAA A IS CACT-TGA- -~ T
2548370 +
droTakl|lscf7180000415169:1103076- TETECAGGGAGA-ATCGTGTCTCT -~~~ === ————————————————— GGCeAACGTGTCAATGAGIGGCC - ————— e —EalTcceTCCcTGETGGGCGCCACAATCECAINC TTTCATTALING CATCCGCA- - - - AAGAATCIRET/EGG - - WA A RISl T TATAG ALY T AfelCACT-TGA- - - T
1103218 -
droElell|lscf7180000491006:2320020- TETECAGGGAGA-ATCRTGTCTCR - — - — -~ — - — oo cGoeraciIrcrcanTlcacEcecog¥--—- —- I\ IXea allelec-66C -GG -~ GART GCGTCCTGGTGGGCGCCACAATCEECCATNCTTTCATTARNNG CATCCGCA--—-AAGAATCHTTGG- - clgranThlRA T TRTC AR T ARSI C ACEY- TGA- - T
2320181 +
droRhol|lscf7180000779841:325348— TericaceeacA G TGTCTCT-— -~ -~ - GGCeAACGTGTCAATGACECCIN Y- -—-——- IN\clEanc-I¥\-clec-cc--caldridccEccTeeTececfIccac A ABCEECCASINC TTTCATTALINNC ATcCcGeA- - - - AAGAAT CRETIAGG - - Clla AA TERA TTAT/EC AR Tl CcACT-TGA- - - T
325507 +
droFicl|lscf7180000453829:788743— T[&T TCAGGGAGA-ATCO@GTCTCT - ——————————————————————————————— GGClEAACGTGTCAATGAGHGGCGT T I TR~~~ GeINa Al TEN NN NE g ET T GRiG T CCTGGTGGGCGCCACAATCEECCA N CTTTCAT TARREEE TiiC A — - — - AAGEATCHTESCIY- -IXeranTcReTaTaAcA M CcACT-TGA- -~ T
788903 +
droKik1|lscf7180000302698:275905- GeailaTA TN Neel¥el¥eC TIiTCCCCTGCGTCTCTTCCTCTCTCTCGTTGAGGHECGLYNINNI NN C/FNen 2 elele G ClicEEEEEEe L\l - -ciXe-ci}-—caldrclicTccTeeTacscccacAATECECCATTNCTTTCATTANNG CleThic c N~ A G A A TR T TEV NS I\ AlfelcRA T TAEcAC TARA THYEClS - T RERENT
276103 - ‘
droAna3|lscaffold 13047:657441- Tl i~ €T CGTGTCTC T~ — = —— == === === == ————————— cGoerrlcTeTCAATGEGEcccoTElg--—-—-- CCCR i -EGCEc N NGl TCCTGGTGGGCGCCACAARCEECCAT T TCATTAINNG CA T C o — — e T & T GG - — CLXEAET C e~ G AldeA e T el Ne - — - T
657573 +
droBipl|lscf7180000396431:445027— T ——— A-ATCGTGTCTCT—=—=—=—=—————————————————— GGGerANGTGTCAATGEGEcGcoT g —-—-- NGB GGC -GGG T GG TCCTGGTGGGCGCCACAATCEMCCANNCTTTCATTAIN G CETiIC A - - - -[EA GRS T GG - - Cl e - me - -~ T
445149 +
G5 [Mb_urouple:8091681-8001683 > R IO - e e O I e - e e B
+
droPer|scatfold 13:474871-474887 CEEEE R e e B T I e - S S B
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PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 1
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http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_466.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:6287165-6287325
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:12488986-12489147
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:2548222-2548370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415169:1103076-1103218
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491006:2320020-2320181
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779841:325348-325507
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453829:788743-788903
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302698:275905-276103
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13047:657441-657573
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396431:445027-445149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8091681-8091683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:474871-474887
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Show Alternate Folds “
Flybase annnotation
CDS [Dsec\GM17002-cds]; intron [Dsec\GM17002-in]; CDS [Dsec\GM17002-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V114 V115
TGCCCACCTACAATGAAAAGGATAATTTACCCATTATAATATGGCTAATTGTGAAATACATGAAGGCAAGGTGAGTAGCGGCTGCTCTAAGATGCAAATTCAGGCATTTAAAGCACCCCCTTTGCAGCGGCTTGGAATACGAGGTGATTGTGATTGATGATGGTAGTCCGGATGGAA female
Read # Hit |Total embryo body head
Ikkkkkhkhkhkkhkhhkkhkhkhhkhhkhhkkhkkdhhkhhkkhkkhkhhkhkkhkhkkkdkkkdx COCCCCe e e R T 1))))) 2 )))) L)) L)) ) ) ) ) L L hkkkkkkkkkkkhkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkk*k**x g5jze Mismatch Count Norm Total
......................................................................................................... ATTTAAAGCACCCCCTTTGCAG . « v v et te e et e et e e et te e eieeneneneeaenaena. 22 0 1 10.00 10 1 0 0
................................................................................................................................ GGCTTGGAATACGAGGTGATTGTG. - <« accescnoceocnac--a.-224 0 1 1.00 1 1 0 0
........................................................................................................................................ ATACGAGGTGATTGTGATTGATG . « « v v v e eveennenn. 23 0 1 1.00 1 1 0 0
........................................................................................................................................... CGAGGTGATTGTGATTGATGA . - « v v vvvneen.n. 21 0 1 1.00 1 0 0 1
......................................................................................................... ATTTAAAGCACCCCCTTTGCAGH. .« vt i i e e e e e 231 1 1.00 1 1 0 0
.......................................................................................................... TTTAAAGCACCCCCTTTGCAG « « v e v e e e ettt te e et teeieeieneeneeaeeaeeaennenae 2l 0 1 1.00 1 0 1 0
................................................................................................................................................ TGATTGTGATTGATGATGGE®. . ... ....... 21 2 1 1.00 1 0 1 0
................................................................................................................................................. GATTGTGATTGATGATGGTAGTC......... 23 0 1 1.00 1 1 0 0
............................... CATTATARTATGGCTARTT . + ¢t e e ettt e et e et e e et e et e e e e e et e et e e e e e e e et 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 e e e e e e e et 190 1 1.00 1 0 1 0
.................................................. GTGAAATACATGAAGGCAAGH . -« ¢« ottt ettt ettt ettt et et e et e et e e et e et et e e e e e et 20 1 1 1.00 1 1 0 0
.................................................................................................................................................. ATTGTGATTGATGATGGEE. . . - .- -..... 19 2 6 0.17 1 0 1 0
Anti-sense strand reads
M054
ACGGGTGGATGTTACTTTTCCTATTAAATGGGTAATATTATACCGATTAACACTTTATGTACTTCCGTTCCACTCATCGCCGACGAGATTCTACGTTTAAGTCCGTAAATTTCGTGGGGGAAACGTCGCCGAACCTTATGCTCCACTAACACTAACTACTACCATCAGGCCTACCTT female
Read # Hit Total body
kkkkhkhkhkhhkhkhkhkhkhhhhkkhhhkhhhkhhhkhkhhhkkhhhkkhhkkhhkkkhkkhkdx COCC((Ce e e R T 1))))) 2.)))) L)) L)) ) ) ) ) L L kkkkkkkkkkkkdkkkkkkkkkkkhkkhkkhkkkkkkkkkkkkkkkkkkk*kk*x gjize Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|lscaffold 7:3140809-3140985 -|dse 1530[TGCCCACCTACAATGAAAAGGATAATTTACCCATTATAATATGGCTAATTGTGAAATACATGAAGGCAAGGTGAGTAGC---GGCT---—- GCTCT------ AA-GAT---G-CAAATTCAGGCATTTA==AAGCAC-———=—-——-————--—--ooooooooooooooo CCCCTTTGCAGCGGCTTGGAATACGAGGTGATTGTGATTGATGATGGTAGTCCGGATGGAA
[drosim2|[21:19060115-19060291 - | |TecccaccTACAATGAAAAGGATAATTTACCCATTATAATATGGCTAATTGTGAAATACATGAANGCAAGGTGAGTAGC---GGCT-———- GCTCT------ AA-GET---G-CAAATTCAGGCATTTA--AAGCHC-——————————————————————_—________ CECCTTTECAGCGGCTTGGAATACGAGGTGAT TGTGAT TGATGATGGTAGTCCGGATGGAA
dm3 lchror:19526114-19526290 - || |TecccACHTACAATGARAAGGATAATTT/CCCATTATAATATGGCTAATTGTGARATACATGAAGGCI§AGGTGAGTAGC-—-GGCT---——- GCTCT--—--- AA-GET---G-CAAATTCAGGHATTINA= -fijGCRjC——————————-——-——-—--—-——-—_-——___ CCCCTTTGCAGCGGCTTGGAATACGAGGTGATTGTGATTGATGATGGTAGTCCGGATGGAA
droEre2|scaffold 4845:4772697- TGCCCACCTACAATGAAAAGGATAAT TT/§CCCATTATAATATGGCTAATTGTGAAATACATGAAGGCAAGGTGAGTAl-—-GGCT-—-—- clTCT------ En-clET---G-WAAATTIIAGGCATTTA--AAGCHC——————————————— - CCCCTINTGCAGCGGCTTGGAATACGAGGTGATTGTGAT TGATGATGGTAGCCGGATGGAA
4772873 +
ldrovak3|[2r:6022969-6023145 - | |TecccacTACAATGAAAAGGATAATTTECCCATTATAATATGGC AT TGTGARATACATGAAGGCAAGGTGAGTAGR---GGCT-———- cciler------ Er-cEr---c-aanaTldcacecTTTA--AAGCHC- - -~ —- - CClCIN T TGCAGCGGCTTGGAATACGAGGTGATTGTGATTGATGATGGTAGECCGGATGGAA
droEugl|scf7180000409463:1838690- TGCCCACCTACAATGAAAAGGATAAT TT/§CCCATTATAATATGGCTAATTGTGAAATACATGAAGGCEAGGTIAGTEGC---GolT----- TTATA R afl-clege- - - -EannNNercEATTTA- AN - - - - cecld N TGCAGHGGC TTGGAATACGAGGTGATTGTIAT TGATGATGGEAGTCCGGAGGAA
1838867 -
droBiall[scf7180000302408:441313- TGCCCACCTACAASGAAAAGGATAATTTECCCATTATAATATGGCTAAT TGTGAAATACATGAAGGCAGGTGAGT[EGC---GGClg----- CTINY- - — - — - n[g-BRYel- -Bh-\aani¥cacecaTTT/E- -pAcEcIN- - - - - - - - - - - EEICCTTTGCAGCGGCMTGGATACGAGGTGAT TG TIAT TGATGATGGEAGTCCGGATGGAR
441490 -
droTakl|scf7180000415115:993384- TGCCCACCTACAASGAEAAGGABAAT TT/§CCCATATAATATGGCTAAT TGTGAAATACATGAAGGCEAGGTGAGTAGC - —-LRicle-—--- bcEy--—-—- ne-EaT- ¥ A A nf¥ cacecaTTTA-—AAGHElE- - - - - e T TTIICAGC GG TGGAATACGAGGTGAT TG TIATTGAMGABGGAGTCCGGATGGAA
993561 +
droElell|[scf7180000491046:3439283— TGCCCACCTACAARGAEAAGGAAAT TTECCCATTATAATATGGC THAT TGTGAAATACATGAAGGCEAGGTGAGEAGE---G6CT----- BeThT------ An-IYele- - -c-piiA ¥ cAGGCATTTA--AAGRICH- - - - - -~ -~ -~ -~ CCClETTGCAGCGGITTGGAATANGAGGTGATTGTIAT TGATGAMGGEAGTCCGGATGGAR
3439460 +
droRhol|scf7180000777913:128025- TGCCCACCTACAATGAEAAGGABAATTTACCCATTATAATATGGCTAATTGTGAAATACATGAAGGCHAGGTGAGEAGE-—-GColfs-—--- WcThT---—--- AA-Clge---G-arnN\cAGGCATTTA-—AAGHEIN- - - - - - CCRINT T\ CAGCGGCTTGGATACGAGGTGAT TG TIATTGATGABGGEAGTCCGGATGGAA
128201 -
droFicll|lscf7180000454003:59002-59176 TGCCCACETACAARGAAAAGGABAATTTECCINATEATAA THTGGCTAAT TGTGAAATACATGAAGGCEAGGTGAGT/EG---GGCT----- T TINT A REE an-clee---F-FrrrgNcAcATTTA--AAGRIC - -~ -~ - - CClCT T TRICAGCGGIT TGGAATACGAGGTGATTGTIATTGATGARGGBAGTCCGGATGGAA
+
droKikl|scf7180000302382:796331- TGCCCACCTACAASGAAAAGGATAAT TT/CCATTATAATATGGCTAT TGTGAAATACATGAAGGCEAGGTGARTAGC---GGCT-—- -~ CTITAREEEE AACES- - - - r AENA e AT T[S - - AllchE - - — - - - - - - RcciirrrecaccceeTi¥GAdTACGAGGTGAT TG TATTGAMGABGGEAGTCCGeAlGGAA
796507 +
droAna3|lscaffold 12916:12052033- TCCCACCTACAATGAAAAGGAAATTTACCHATIATAATATGGCTAATTGTGAAATACATGAMGCEAGGTGAGIAINY- - -8 — - - - Crlia 2 A T e G C R T A YA A Tl C L a - — A N e T T T BlccrrfecachGGETNEGAETACGAGGTGAT TG TIATTGAGATGGAGTCCGGARGGAR
12052206 +
droBipl|scf7180000396769:401089- TIACCCACCTACAABGAAAAGGABAARTTACCCATTATAATATGGCTEATTGTAAATACATGAlBMGCEAGGTGAGTAINE- — - B AT - — - - cleTN-—---- ng-1Yee- - -f-Daa n RN ChEC ARNTele - — ARG - - — - - - — - - BlccrrfdecaccedEri¥cadraccaceTeaTToTaTTGAMGABGGEAGTCCGGATGGAA
401262 +
EE l4_group1:1675787-1675967 + || |recccaccracaarcanaEeca@aaTTTACCRTTATAATRTGGCTEATTGTGARATACATGAAGGCEAGGTGAGTAGC - - -HoHE----- NN - - AB-cEr---E-far APACACECHr TS - A AGiE g8 - ——————— - fcceTlErGeAGCGGCTIYGAATACGAGGTGATTGTGATRGAMGATGEEAGTCCGGARGCHA
ldroper2|lscaffold 5:3530495-3530675 -| |TecccaccracaaTcarnEcGABAATTTACCERT TATAATTGGC TI@AT TGTGAAATACATGAAGGCEAGGTGAGTAGC - - -Ghe-——-- Sche - - Alg-clEr---E-paaaglcagccarTraNA A kNS - - - -~ - - - - - piclicTldrecaccceC T GAATACGAGGTGATTGTGATGAMGATGGAGTCCGeAlGGAA
droWil2|lscf2 1100000004521:6723034- TGCCCACHTACAATGAAAAGGAAAT TTECCCATTATAATATGGCTAAT TGTMAAATACATGAAGGCEAGGTINEGTAGH- - - {ekqe- - - - - caliTaaccACGT-HAGCTAAAAACINN A AT A Al T C C T A T ehiddicciNerTecacicce T cAlTACGARGTGAT TG TA TR G AldGATGEldAGTCCGGATGGEA
6723224 -
drovir3|scaffold 12723:2914356- ToecilaciracaaTcalgarilcaBAATTTECCIATTATIATATGGC THAT TG TGAAATANATGARRNGCHAGGTGAGH AT NT RTINS N - R e - — - — —fy2 - [Sele- - - i Eelen e [ XS T A -~ A A — — - — -~ ReCTTT{8CAGCGGCTLXGATACGAGGTGAT TG TIATTGAMGATGGAGTCCGGATGGEA
2914532 -
droMoj3|scaffold 6500:16185534- TGCCCACRATANAASGAAANNGABAATTTACCRATTATATATGGHTAATTGTRAAATANATGAARNGCHAGGTIA G THGEY- - - Ly Nl e G N N e N - G AT - - 2 A T A L e — — - — — = === === ———ooooooooooooooooe T TT{ECAGCGGC TG AT ANGAGGTIAT TG TGATEGAGATGGAGTCCGGATGGEA
16185709 -
droGri2|scaffold 15126:565259-565441 TGCCCACKTACAATGAAAAGGARAATTTECCRRTTATEATTGGCTAATTGTGAAATACATGAANGC/AGGTGAG TIERY - - - GliClE--—-- CTATHEEEEEE i c--EE. -B-------—--————— B —— - BB GCTATTTGTGCAATTGATAGTTGAAACTTGCTET ThHlGiT T/NE T/lelehiA C AR TN NI XiliveliC b C e ciNENele T Nele cly
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_7:3140809-3140985
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_7:3140809-3140985
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1530.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:19060115-19060291
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:19526114-19526290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:4772697-4772873
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:6022969-6023145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:1838690-1838867
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302408:441313-441490
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415115:993384-993561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:3439283-3439460
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777913:128025-128201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454003:59002-59176
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302382:796331-796507
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:12052033-12052206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396769:401089-401262
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:1675787-1675967
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:3530495-3530675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:6723034-6723224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12723:2914356-2914532
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:16185534-16185709
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:565259-565441

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dse 216 |scaffold 5:3042362-3042417 + | candidate | Canonical miRNA | CDS

Legend: mature Star [TTPY FURNATIST, mismath inread

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition Mature Star

dse_216_annot [-34.9]

Show Alternate Folds‘

Flybase annnotation

CDS [Dsec\GM18506-cds]; utr5 [utrS_plus 690]

No Repeatable elements found

Sense Strand Reads

rhide 3p reads‘ rshow mid mismatch reads H

V115 v114 V113
GTCGCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGTTGGCCAAGCTGCAGGCCAAGAAGTCCCAGCTGCTGGCCAGCGCATCCGCAACCAATGGAAAATCAACAACGTCTGCTATAGGTGCGACGCAACATGCGA

Read # Hit Total head embryo male
Jedk ok ek ek ke ko ke k ek ke ke k ko (((((............ COCCCCCCECCECECCCe (... .. 1)) ) IO ) e e kkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkk*k*** gize Mismatch Count Norm |[Total body
.................................................. ATTGCGTTGGCCARGCTGCAGGC . « + « e v et e e et et e e et et e e et e e e e e e e e e e e et et e e ettt e ettt ettt e ia e 230 1 4.00 4 2 2 0
.................................................. ATTGCGTTGGCCARGCTGCAG e - « « e e e e e et e et ae e e e e ea e et e e et e e e a e e ta e e e eneaeeaeneaaeneneeaenenneaeneeaeaaa2l 0 1 4.00 4 2 0 2
................................................... Seto]ed et elolof-V.Nel ot et ol eTc U N o 1 2.00 2 0 2 0
.................................................. ATTGCGTTGGCCARAGCTGCAGG - « ¢+t e e e vt e et e e e e e et et et e e et e e em e e ta e e e eneaeeaeneaeeneneeaenenneaeneeaenas22 0 1 2.00 2 1 0 1
................................................................................... CAGCTGCTGGCCAGCGCATCCG « « v e e e et e te e et e ettt e et e teeeeianeneeae 22 0 1 1.00 1 0 1 0
............................. €7l NeToleey.Ne. VTV X AP - BN 1 1.00 1 1 0 0
............................................... CGCATTGCGTTGGCCARGCTGCA . + « v e e et et et et et e e e e et e e e e e e e e e et e e e et e e e ettt ettt et et e e 23 0 1 1.00 1 0 1 0
............................. &0\ -\l el eleT-NeT-V-Ne).V-Ne . | OO - I 1 1.00 1 1 0 0
Anti-sense strand reads
CAGCGTCGTACAGGTGAACGTCAAGTAGGCTCTATCGCCTCTTCTTCGCGTAACGCAACCGGTTCGACGTCCGGTTCTTCAGGGTCGACGACCGETCGCGTAGECGTTGGTTACCTTTTAGT TGTTGCAGACGATATCCACGCTGCGTTGTACGCT
Read # Hit Total
e e ok ok e ok ok e ok ok e ok ok ek ok ek ok ek ok ok e ok ek ek ke (L. ... ... .. CCCCCCCCCCCECCCCe (... )N NI e, hhkkkkhkhkkkhhkkkkkkkkhkkkkkkkkkkk*k*k*k*** gize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|scaffold 5:3042312-3042467 +|dse 216 ||GTC--GCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCGTTCECCAAGCTCCACCCCAAGAAGTCCEAGCTECTCCCCACCECATCCECAACCAATGGAAAATCAA-————~- CAACGTCTG---C---TATAGGT---GCGACGCAACATGCGA-— |
ldrosim2|21:4769010-4769165 + dsi 32450|l6TC--GCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTCCETCECCAACCTCCACECCAAGAAGTCCEAGCTECTCCCCACCECATCCECAACCAATGGAAAATCAA-————~ CAACGTCTG---C—--IA@AGGT---GCGACGCAACATGCGA-- |
|dm3 lchr21:4955575-4955730 + |dme 401 |l6TC--GCAGCATGTCCACTTGCAGTTCATCCGAGATAGCGGAGAAGAAGCGCATTGCEEIGGCCAANNTGCAGGC CAAGAARTCCEACCTECTEECCACCECARCCECAACCAATGGAAAATCAR-————— CAACGTCTG---C---BAAGGT---GCGACGCAACATGCGA-- |
droEre2|lscaffold 4929:5032026- GTC--GCAGCATGTCCACTTGCAGTTCATCCGAATAGCGGAGAAGASGCGCATTGCEMTGECCAAMMTGCAGGCCAAGAAGIICCEAGCTECTEECCAGCECATCO I AccardccararATCARY------ BRAcGRcTG---Cc---alaceT---ccfeccealdcaTccde- -
5032178 +
ldrovak3|l2r:10571233-10571388 - |dya 1788 |[cTc--ccaceaTeTccacTTGCAGTTCATCCGARNATAGCGGAGAAGAACGCATTGCEEIGECCAAGCTGCAGGCCAAGAAGTCCPAGCTECTEECCACCECATCOCAliccargccanalTcan-————- cAACCRCTG---C---alAceT---GolfehgaAc A ARCEA - - |
droEugl|lscf7180000409005:837269- GTC--GCAGCATGTCCACTTGCAGTTCATCCGAATAGCGGAGAAGAAGCGCATTCCHTTCECHAAGCTGCANGCCAAGAAGT CINCALH N CTICHARIINCATCRIC/lic carTcorarATC A - - - LN CleA LTSNS - -1} - -I\afdal\o - - - clgcallccaacAllciie- -
837427 +
droBial|scf7180000302188:1539593~ GTC--GCAGCATGTCCACTTGCAGTTCETCCGAATAGCGGAGAANAAGCGCATTGCEETGECCAAGCTGCAGGCCAAGAAGTCCCACCTECTCCCCACICCAT R ~HeleccAnalgTCAlg-—---- cld8cGlMITE- - -c---Bafdnilc T - - -ceciccaacalcifen - -
1539742 +
droTakl|l[scf7180000415705:273693— GTC--GCAGCATGTCCACTTGCAGTTCETCEGAIATAGCGGAGAAGAANCGCATTGCEMTGECCAAGCTGCAGGCCAAGAAGT CCCACHTCCTCCCCACIICCATCREREEE Cddedccran/gTcEa------ G TG - - C— - - A G T - - - G et — —
273827 +
droElel|lscf7180000491046:2622831- GTH--GCAGCATGTCCACETGCAGTTCATCCGAATAGCGGARNAAGAAGCGCATTGCEMTGECCAAGCTGCAGGCCAAGAAGT CCCALNCTCCTCECCANC N CAT R C e cGAAETCAR- - - - -~ cleacifec Tidesc - - -RaEal¥T - - - cecccancal i -
2622983 +
droRholl|lsc£7180000779695:7662-7814 + || [Brc--ccacearcrecacTTGCAGTTCETCCGAMATAGCGGAGRAAGAAGC GO YT TGCEETGECCAAGCTGCARNGCCAAGAAGTC COANCIACTCCCOANC COATC et C AQ8GGAAAGTCAl- ————- cleaciXec T/dsec - - -[XJen YT - - - e cNccancal G- -
droFicl|lscf7180000453842:1297093~ FTC——GCAGCATGTCEOTTGCAGTTCTCGAQATGCGGAGAAGAAGCGCATTGCGTGGCCAAGCTGCAGGCCAAGAAGTccCAGETGCTEGCCAGCECAECECAGGAAA@AA —————— clacc¥Mrfe- - -c-- - EANYT - - —cccfdccancallcille- -
1297241 -
droKikl|lscf7180000302271:69334-69485 GTC--GC@cAaTGTCCACTGCAGTECETCCGAGATIGCGGAGAAGAAGCGCATTGCISTGICCAAGCTGCAGGCCAAGAAGT CCLACCTHECINECCCACLICY S TGGCHEGIGICIGcccRERIecENEA TiiCRERISEEE A I\CINele c G c clelelc c Al NNeIA - - - - B
=
droAna3|lscaffold 12943:2696429- elci¥iccaarercifecErccacTlgcMiccalaTccceacancAAccCATTECINETGECCAAGCTGCAGGCER AGA AGEClECAC NS T N Ll C O R - G A A A AlEClen Seeleebi e CE¥YET G - - - C - - - [ EAlNG T - - - clicle\cc A nRA N c Glei- -
2696577 +
droBipl|lscf7180000396535:2094263- - -EcrsarercifeclrccacTleccccalatiicclcacancaallcccaTTeciYiNcccaAGC THICAGGClER AGAAGLACINCACCTSIC TECC CLIISICClEAlECIAG C Rt 2. 18| T C[eRy— - — - —- cleacI¥cTld- - -c---Rafdallc T- - - GeGEING CAR A [ -
2094401 +
EE l4_group4:1471207-1471338 + || [cEc-ERaareTccacT oA O RacHcARATAG G AR AGAAGC G TGO TGGCCAAGCTGCARNGCCA AN A G T A G O I A ettt | C 17 Xe1e - — - CIEleIC G~ — /XA A ¥ Ne- - - GCGRRGCAACARG - |
ldroper2|lscaffold 10:473217-473343 + | |- - B~ cilaTcTccacTrcacEEeacHcARaTAGcRc A a AGAAGCGCEITGCT TEECCARGCTCCARGCCAANA AGT Cl A C TS i 1 A it T C Y2 — — — — — XleccEclds- - - cEX A IME- - -cecdlecancallc - - |
droWil2|lscf2 1100000004585:1582250- GTH--cigN\aTeTcdeaclrccacrgcilclEcalaTacclicalaacaldccccATTECHT TENGCCAANC TGCALNGC CAAGA A G C ClU A T G e C C1C Ak C ileleler. ¥~ ARBeIC AN - - - - - - CifecEc Th- - - C- - -GG T - - - HC Gl C i ———— -
1582382 -
drovir3|lscaffold 13246:1175609- cc--acaTeTecfdrccadecilac cGAGATAGCHGAGAAGENC GCATTCCINTGECCAAGCTGCAGGCEA AL r A G CClo A NG e C G e AN N o e ettt — — — — — — - - — - — - — - TR A I\ /A L EEe T - CA - - — - — - - GCGA--
1175728 -
droMoj3|scaffold 6500:4738876- ‘=——=ATGTC AGT CINESINC A GIINGA TENEENAT eleln h.XNA C Glelelele). i Ce[e A Clla Elefe Ve[l el Nele[o TIVNERVAA A A6l o).\ A A CA S CA 6 GTAAATINS - - - - - - ARVACACEVNNGCECGREEEEE eCiNen A - -l R - —— —— R — — - ———————————_
4738990 +
droGri2|lscaffold 15252:16053753= ———B- - [SIEAc TR c AR C G TBNTNENE A SNSRI A c o TRIES S EIERA CUEEE TR A AR C TAAA S ettt -~~~ ~ ~ NS - - - GCEHECAACA TN
16053849 +
Generated: 09/08/2015 at 09:52 PM
PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 4


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3042312-3042467
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3042312-3042467
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_216.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:4769010-4769165
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32450.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:4955575-4955730
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_401.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5032026-5032178
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:10571233-10571388
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1788.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409005:837269-837427
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:1539593-1539742
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415705:273693-273827
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:2622831-2622983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779695:7662-7814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:1297093-1297241
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302271:69334-69485
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:2696429-2696577
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396535:2094263-2094401
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:1471207-1471338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:473217-473343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:1582250-1582382
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13246:1175609-1175728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:4738876-4738990
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:16053753-16053849
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[View on UCSC Genome Browser {Cornell Mirror}]
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dse 206 |scaffold 11:59752-59814 -

Legend: mature Star [y g LR g g, mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution
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Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM22246-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V113 V114
GGTTGCAGAATCCCATTTCCACGCGACCTCCAGATGCAATCTTCACACTTCGGAGGGCCATCAAAGAGAGTGCTGTTAATTTTTTCCAGTGCATCTCTTTGTGGCCTTTTCGAAGGCTAGATTGAAAGGTCCTTCTTTTGGGT TCGTTCCGTGAATTAACAGG female
Read # Hit ||Total head male body embryo
dkokddkokdkokdkkdkkkdkokhdkokddkokdkkdkkdkkkkkx  ((((((..... I N N T 1)) IINIIIIIIIII)DIIID)))) o)) )))) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body
........................................................................................... CATCTCTTTGTGGCCTTTTCG w + t e e ettt e te e e e et e e e e eaeaeneeeaeaenena. 2l 0 1 10.00 10 8 1 0 1
........................................................................................... CATCTCTTTGTGGCCTTTTCGA ¢ e e e e et e teea e e e e eaeneneeneacnenenneaeaenenaes 22 0 1 6.00 6 3 1 1 1
.................................................. CGGAGGGCCATCARRGAGAGTGC « & ¢ e v vt et e e et et et et et et et et e e e e e et e e e e e e et e et ettt et e ettt et 230 1 3.00 3 1 2 0 0
.................................................. ofeTelNeTe eTolor. N oF.V.¥.NeT-NeT.Ne i e N7~ B 1 1.00 1 1 0 0 0
............................................................................................ ATCTCTTTGTGGCCTTTTCG e & e v e v e te e ettt e e et ettt ieeeeneneeeaenenenaeaene 20 0 1 1.00 1 0 1 0 0
........................................................................................... CATCTCTTTGTGGCCTTTTCG. « - o it et i i i et e et eeeee e 22 1 1 1.00 1 1 0 0 0
........................................................................................... CATCTCTTTGTGGCCT TTTCOA . - o ottt it e i it e e ee e 231 1 1.00 1 0 0 1 0
........................................................................................... CATCTCTTTGTGGCCTTTTCGAR . « ¢ e e et e eeee et e e aenenaeaeacnenenneaeaenenaes23 0 1 1.00 1 1 0 0 0
......................................................................................... TGCATCTCTTTGTGGCCTTTTCG e & e v vt et et e et e te e et ee e eeen e eeeaenenenneaenen 23 0 1 1.00 1 1 0 0 0
............................................................................................ ATCTCTTTGTGGCCTTTTCGA . ¢ v e v et ettt e e aen e eeaeneneeaeaeneneeaeaenea 2l 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
M054
V115
CCAACGTCTTAGGGTAAAGGTGCGCTGGAGGTCTACGTTAGAAGTGTGAAGCCTCCCGGTAGT TTCTCTCACGACAATTAAAAAAGGTCACGTAGAGAAACACCGGAAAAGCTTCCGATCTAACTTTCCAGGAAGAAAACCCAAGCAAGGCACTTAATTGTCC female
Read # Hit Total body |head
Fkokdkokdkkdkkdkokddkokdkkdkkdkkkdkkkdkkdkknk  ((((((..... R N N N T INII)) IINIIIIIIIID) DIDD)))) ca)))))) . ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
ldrosec2|lscaffold 11:59702-59864 -ldse 206 |lgeT-------------—-—- T-—Gm——————————————————— CA--—-—-——- GAA-—-—-- T-————— - CCCATT--TCC--—-—-——— ACGCGACC-—--—-——— TC-CAGATGCAATCTTCACACTTEEEAG=CGECCATCARACACACTECT GT— -~~~ ———————————————————————————— TAATTTTTTCCAGT--GCATCTCTTTGTGGCCTTTTCG--—-——— AAGGCTAGATTGAAAGGTCCTTC--—-—- TT-T--—-- TGGGTTCGTTCCGTGAATTAACA-————— GG-————————m—mmm
l[drosim2|[31:19738956-19739141 - |dsi 26799|lccEEE------- T GGG A e CA-—-—--—-—- GAA---—--- TN - - - - -cccarT--Tcc-----—--- ACGCGACC-----—--- TC-CAGATGCAATCTTCACACTTEGEEAC=CECCATCARAGAGAGTEC TGT -~ - —————————————————————— TAATTTTTTCCAGT--GCATCTCTTTGTGGCCTTTTCG-—-—--— AAGGCTAGATTGAAAGGTCCTTC-—-—- WeT-T7----- TGGGTTCGTTCCGEGAATTAACA----—- [En T T GG T
dm3 llchr31,:20149161-20149363 -ldme 467 |ccldNg------- eI T - - G- ——— - S GAA--—--- Tl Nelehy - - - - - icccarT--dec-----—-—- ACGCGlgcc---—-—-—- TC-CAGATGCAATCTTCACACTTCCCACEGECCATCAAACGACGACTCCTIYE-—-—- R TGGCT TR CGTCGC TG ETAATTTTT[ECCAGT--GCATCTCTTTRTGCHCTTTTCG—-—-—- - AAGGCTAGATTGAAGGTCCTTC----- ArT-T-———- TGGGTTCGETCCRTGAATTAACA--—-—- €0 T T G R
droEre2|scaffold 4784:19876342- EGCTGGATGCGGATGGG TR e CA-—-—--—-- GAA------ TXN- - - - -F¥\cccarlg--fdcc--------- ACGCGcC--------- TC-CAGATGCAATCTTCACACTTCGCAC=CECCATCARAGACGACTCC Tl - —--- GERGEEICGGCREEEGGGCGCTAREEEEEEEE ETAATTTTT[ER{CAGT--GCATCTCTTTGTGCCRTTT TG - —---- AAGGCTAGATTGAAAGGTCCTTC---—-— TT-R-----McclgrcelgrcceTeaaTTiiaca- - ---- [En T T GG e
19876544 -
droYak3|v2_chr3L random 040:5241- colgedde------- TGGGA I B e CA--—-—-——- GAA-—-—-- TN - - - - -E¥cccarl--dec--------—- ACGCGACCHIINe- T\ GATGCAATCTTCACACTTEEEAC-CECCATCARACACAGTCC THT—— —— - GAGGEEICGGTAGGCGGTCGCTAREEEEEEE ETAATTTTTTHCAGT --GCATCTCTTTGTGGCCTTTTCG-—————- AFNGCTAGATTGAAAGGTCCTRM--—--- TT-R----- THGGETCcETCcCGTGAATTACA-———— - cLee - - — - — - -
5454 -
droEugl|scf7180000409711:5801024- colegedde------- T T GGG A T chy--------- GA------ licACTTREREARCCCRGTINICCEANEEEEE Ecfdcclcc--------- TC-CAGATGCAATCTTCACACTTCLNGAG-CCCCATCAAAGACACTCCT/ET-—-—- R GEEICAGCEEEEAGTAGGAAREEEEEEE ErEATTTTTlECAGT --GgATCTCTTTGTGECClET T TG - —- —--- AAGGCTAGATTRAAAGGClepIelelyle T T |- - - —- BT ThcEeCc cliTcAATTACA- - — - —- € T T2 G e
5801226 +
droBiallscf7180000302193:2928152- colgede-------- T TGGGACHE T T Je--------- GAl------ jicACTTREREGECCCHST THC TRINCEEEEEE pccEclgcc--------- [&)-CAGATGCAATCTTCACACTTCEEAG-CECCATCAAAGAGACTCC T]T-—--- €- - -[Shfeli- - - -INRIIeTeISY- - - - - - [Nl [T T T TfccacT--GlealcTeTTTeTecc T ThIG - - - - - - - aaceCEaGATTI®EAGGcCTTH------ TT-R----- EmCTTHGETCCcljTcAATTACA- - - - —- e T T2 G
2928351 -
droTakl|scf7180000415868:105039-
105221 -
droElel|[scf7180000491193:4461994- copdee------- e --g------~-———————-—-—-—--- ch--------- - - - —- R [ ACT TAACCCHET TN T TiNICRE eccycc-----—--—- TC-CAGATGCAATCATCACACTTCINSALN-CECCATCAAAGACGAGTCC T/oT-—- - R GEECGGCREEA GTCGCAA R FderTTTTT[ECCAGT - -ClEACTCTT TG TG T TG - —- - - - AAGGCTAGATTLAAAGGRCTTH---—-- TT-R-—--- - - [ Tl CIlSe T Y N T GG A T A C A A T T A G
4462193 -
droFicl|lscf7180000454113:2159900- cogdee------- GCGGGC - R --------- Bab--—-g-—--------- WNicccededs--Ecc--------- Hchcilcc- - -pRlelee - CAGATGCAATCTTCACACT T/S6CAC=CECCATCARACACACTCC T Y- - - E--E----- CACAAAGTCGCCAREEEEEEEE ErEATTTTTlERCAGT--GEATCTCTTTGTCGCClTTCG - —- - - - aldciicT@a TR A AAGGTHC/H8C------ TT-T-—-—- TeGGTTHcETCClTGAAT THECA------ [En T T A G
2160095 +
droKik1|[scf7180000302441:2884920- ecCTCTTGREEEEE GGG A G CA-—-—--—-- cdg------ ITGCCTACCTARCCCANTTGIGTGUCEEEEE aecifdcc--------- [Ec-ClGATGCAATCTTCACACT/SCREAG-CECCATCARACACACTCC T[S T[elehelle - -8 - - - - R A G T CGC A A AT TT T T i — - I TeC T e T TG - - — - - - - AAGGCTARNATTIRAAAGG[SRgNT TR - - - —- - Er-g----- ey T TEcErccglaaTTACA- - - - - - G-
2885109 -
droAna3|scaffold 13337:6271396- [leGCAGGEEEEEE CTGGGGGGAGGCTCAGGGGATAAAGGGTCHTGGGTGREEE- — - R B--Xe- - ---"ekiccle Q- -gcc--------- HChmcecc--------- YT TGCAATCTTCACACT T nameil CAASCACANTCC THT —- — - - CRA TR C A GT TGAA A SRR CIENNELEL G T NLERIe GIAC TilShLlNE Clefels T CIEli T TCGGAAAGGH- - - - - - — - — - — - -[decaAldhic TEEEEE ciiaancacalTEECIlGECINSE TIEEG AT TS TEEEEE €A TTACATTTTCCTTTAACCTTAAGGAC
6271626 -
droBipl|scf7180000396709:26936- elecTGGACAGGCEEEEE GAGREGGCTAAGGGGTTAAAGGGGCETGGGTGAGTACGTCCTGGACCACREEEEIEE cccfdrT--TCcC----—-—-- c----- felc-—-—-———- G- A TGCAATCTTCACACT TL i L CAAMCACANTEC ThiT— - —- - E--I----- R A G T T G A A 2 S ETAATTTTTIERICAGT - - GlEAlSRIEC T T T C/8C G ChIel T T eleTeTeleTeleTe ~ R - (S C T[] - — - — - — ciicaacacaiiTldeciicEGINe TINNG AT T/S TEEEEE € T T2 C
27150 -
dp5 XR_group6:2022768-2022910 elcACCCCTTTCRE GcGRlecGGCAACCACTTGAAGCTCH--BGACGTARE - - -EEEEEE B--e----—-—--- - - - - - -CG-[8GCTCCGTTCC- - - - - — - - EEEEEEEE - -B- - - - - - — - -GS G CGA - - - - - - - - - - - - - [ A e A A T A CA T A TR A G CTTATGGATTR------Clic-----F& B ettty — — — — — — — - - - - - — - —-[liACGITEGATACEEEEEE TT-T----- cannlliTA AN A GIINACH T C/SEEEEE G-
droPer2|scaffold 9:315940-316082 eleéCACCCCTTTGEEEEE GCGRIECGGCAACCACTTGAAGCTC - -EGACGTARE - — - SEEEEE R TCRE R — — - — - CG-[8GCTCCGTTCC----—- - - SR - B - - - - — - — GG INTINCCA- - - B - - - - - - - - — - [\A/Nel/ANATACATATEEEEA GEEE T T R CTTATGGATTg------Cj{G-—-—-2& i ] — — — = = = = - - — - — - — - - A CGIAT/EGATACOEEEEEE TT-T----- (CAAAGNT AR IO A GER-VACINT C/o:CEEEE G-
droMo)3[scaifold 6296:17066500- N e B B S - B R - R R O ST
17066600 +

Generated: 09/08/2015 at 0745 PM
PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

crit.total

crit.pairing

crit.top3

crit.tptop3

crit.uri

crit.back

rescue.total

rescue.dominant

rescue.known

rescue.confident

rescue.candidate

NOORRFRPRFRPRORPRRPRFRPOOOOR



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_11:59702-59864
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_11:59702-59864
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_206.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:19738956-19739141
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_26799.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:20149161-20149363
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_467.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:19876342-19876544
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_040:5241-5454
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:5801024-5801226
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:2928152-2928351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415868:105039-105221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491193:4461994-4462193
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:2159900-2160095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:2884920-2885109
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:6271396-6271626
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396709:26936-27150
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:2022768-2022910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9:315940-316082
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:17066599-17066600

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 187 |scaffold 9:1378140-1378196 + |candidate | Canonical miRNA | intergenic
Legend: mature star |\ =Yt (W T TS _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition -#= Sense -#= Antisense Mature
Hairpin partition Mature
Show Alternate Folds “
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V113 V115 v114
TAACACTCAGCTTTTTTTCGGCCCACATATTGTCTGGATGCAGCCCATATCCAAGTACTATAGGTTATATATTATTGAGGGT TATTTAGCCTGTCAGTAAT TGGAGGAGGGCACATAAACCACCGTGCTAGCTACCCATAAATTGCACATTAGATAA female
Read # Hit |Total male head embryo body
AR e N A N I N N N T Y N II)AIINIINDDIND) ND))) L)) )) L)) L)) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total body
.................................................................................... TTTAGCCTGTCAGTAATTGGAG . « &« e v e ettt e et e e et ee e ae e eneenaeennenaas 22 0 1 8.00 8 6 2 0 0
.................................................................................... TTTAGCCTGTCAGTAATTGGAGG « « « « e e v vt et ee e e ene e eaeneeneeaenneneeaenaenaeaae23 0 1 4.00 4 1 2 1 0
.................................................................................... TTTAGCCTGTCAGTAATTGGAGGA . « « v e v vt et et e et te e ee e e e eneneeaenaenaea 24 0 1 3.00 3 1 1 1 0
..................................................................................... TTAGCCTGTCAGTAATTGGAG : « ¢« + e o v e et e e s neeeneeneeneaaenneneeaeenennenaes2l 0 1 2.00 2 0 1 0 1
.................................................................................... TTTAGCCTGTCAGTAATTGGA . « ¢ o et et et et e e e et et ie e e eeaeaeeneeaenaeneea. 2l 0 1 2.00 2 2 0 0 0
..................................................................................... TTAGCCTGTCAGTAATTGGAGG . « « + ¢ e v e e e e et et e eaeneeaeeaenneneeaenaennenees 22 0 1 1.00 1 0 1 0 0
.................................................................................... TTTAGCCTGTCAGTAATTGGAGGAR. . . .o i i i e 251 1 1.00 1 1 0 0 0
Anti-sense strand reads
M054
V113 V114
ATTGTGAGTCGAAAAAAAGCCGGGTGTATAACAGACCTACGTCGGGTATAGGTTCATGATATCCAATATATAATAACTCCCAATAAATCGGACAGTCATTAACCTCCTCCCGTGTATTTGGTGGCACGATCGATGGGTATTTAACGTGTAATCTATT female
Read # Hit |Total body male embryo
AR e N O A (I N N T Y T 1)) IIIIIN))NND) D)D) a o)) ) ) ))) L)) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total body
................. AGCCGGGTGTATARCAGACCT « « « ¢t v e e et e e ettt e et e e e e e et et e e et et e et e e et et e e e e et e et e et et e et et et ee et et ettt e 210 1 1.00 1 1 0 0
......................................... TCGGGTATAGGTTCATGAT . « & e v et e et ettt et e e e e et e e e e et e e et e e e e e e e e e et et e e e et e et et ettt 190 1 1.00 1 0 0 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droSec2|lscaffold 9:1378090- dse 187||TAACACTCA-G--————-——-———————- CTTTTTT-TCGGCC-——-—=——-—=-— CACATATTGT----- CTGGATGCAGCCCATATCCAAGTACTATAG--—--— e e TATATA-TTATTGAGGGTTATTTAGCCTGTCAGT-—-——-- AATTGEAGGAGGG C — =~ == === == === ———m e m ACA--TAAACCACCGTG----- CTAG--CTACCCATAAAT--TGCACATTAGATAA
1378246 +
ldrosim2|2r:18605608-18605764 + | NN T N e ——— CTTRATTT-TCGCEC------—---—-- CACAT[ETTGT----- CTGGATGCAGCCCATATCCAAGTACTATAG-—-——- BT = mmm mm - TATATA-TTATTGAGGGTTATTTAGCHTGTCAGT-—————- R ————— ACA--TAAACCACCGTG--—-- CTAG--CTACCCATAAAT--TGCACATTAGATAA|
am3 lchr2r:18067743-18067909 +|[dme 459|[Ta8CACTCA-G-=—====—=--=—-—--- CTTRTTT-TCGCgC-----—-—-—-—- CACATATTGT----- urciallccaceccaTaTccaacTicTaABA------ GT-——-———————————- e - — - — - - TATATA-TTATTGAGRGTTAT TTHGCHTCTCACTIE NS N AA TTGEAGGAGGGC -~ =~ — === — === = — = — = — =~ — —— —— ACA--TAAACCACCGTG----- CTAG--CTACCCATAAAT--TINCACATTAGATAR|
droEre2|scaffold 4845:12207191- (T TG T e — cTdNrT-TCc® - - - - —- cacaEhlGT----- cTGGRARGAcccATATCCAAGTAC T i - ———- — R e e GCCTATCTA T R T TGGATAGGHGGCINILENIIE T/elele CiNLiG e Tile eI T AGCAG T Ve T Gle - - - [eelela A CCRE e - -Eiraccaccere----- CTAG--CTECHCATAAATININCACATTAGATAA
12207370 +
ldrovak3|2r:17813837-17814026 + | [r2Bcacrea-f----------—------- cTE@r-Tcecc---——---——--- cAdeTAT THTIEE SRR T GRS cccATATHCAAGTACTARAR- - - - —,—————“t b= in TATAGAGA e —_——.—.—_,HFH b GATATATAGATAGTIENGIN TN ANl Tie e N i Els e S e T A GC A G T N e T Gl - - 1l 2 . — ————————, b AC@--fEraaccaccerg----- Wrac--cTBcccaraaar--tRcacgrTacaTas)
GroPugl[sf1180000405663: 76770 ErcoccaRch R G G- A A A A CGAACCCaCTAT T - NG TCTACGAATACCCTTTARCAACTGCACAGAGCCTATCAATTGOA LA S e IR - E s s
76875 +
droBiallscf7180000301506:2419721- erecaca-g---------—-————- ATHE- - - - - -BINeleAGACGAGCCCGCTGTTTINGNA - - - - - EEEEE Bttt — — — — — ----- TR GGTTCTATAGGTACCCTGTACGCAGT TTGTAAAGC T TATCGAAGT G e T - - - - - - e NeTele CllG A - UG e T TR T A A G T GG CC A el Gl - - - [Ele e T IATIT AGTEVNSIS T Sleleli TREEE T - - EEGAGAJININNNEEC A TG TIACHTSNIY
2419894 + ‘
GroTar[soZ1180000415346: 248800 AT B - R AR GACGACCCCGCCaa T B I GG TCTATAAGTACCCTATAACTAGTATATAGAGCCTATATA L e e R - = e e I el
244891 -
droElel|scf7180000486721:875-1062 TafgcacTcg-B--------—-——- TCARE- - - ACIEECTEACEAGAGCCCGCTGTTTINGA - - - - -EEEEE D  — — — — = --—-- TR CATTCTAGGGGTACCCTGTTTCTGGTAGATAGAGC T TAT TAGT TGG R e - - - IS CTNA A TlelelelA I\ C Al GlE T T GlECl e T A GG AG T T R C T - - - - — - — - CAATTATTTACEEEEEEEE INTIEE G TEVAAS T T{elel TREEE WTAG--cTACHCATAAAT--TINCATIIATAA
droRhol|scf7180000777716:31565- TalgcacTclg-G----------—-- acanl- - - AGCIEINTAAGGCGAGCCCGCTGTTTINGNA - - - - - EEEEE Bt | — — — — — ----- TR CGTTCTAGGTGTACCCTAT TAT TTAAAGATAGAGC T TAT T TG TCGGA R T - - - - - - - - - - — - — - TG T A T T TG TAG T T T e T - - - - — - — - e Afla - -iNela A ccpicldc ThESE NG - -fiTleclicATaAAT- - Ti\cEcalTiicA TEA
31737 -
droFicl|scf7180000453858:513679- TafgcacTc@-B--------————- TCAGR Tl CIENIelecGCGAGCCCGCTGT TTINGAA - - - - -EEEE Dt  — — — — ~ ----- TR ATATCTGTGTTTGCGCTATACCAAGAACAT TGGGCTTATCAGT TAGA R e B T2 - T T N G R . —— ———— —-—-—--—-—-[EcATACAACTCTTAARGT TREEEEE. - - - - - ThgA A CE TR - - - - -E¥\ac - -ATfecclen ThiiA T - - ThiETe G A TiA
513847 +
TroKi kI [soE1180000302232: 5477 TR b ey e - R T EEEEIGGATACTATTACCTAGCAGCCACCCITAGCCATA AR ESEEEE S T EocoacTCIC - = s B e cooena
5581 -
Arohnadlacatfold 13266:10120230- T IR e s e B e e e e
10729247 -
droBipl|scf7180000396428:1158034- WG cacNeATCGATRCGARERITCAAGE- - ClicliTcGldecl®ccAaGCCCGTTGTTTIAIA - - - — - EEEE e . - — — — [~ — — — — TRAATTTTAGGAATGCGCTACTTTTGGTTGT TAAAGCTTATCAGCAGATTTCATTAT TGGGGGGT R - - -GS CCIN e Cleelel - - - - - - - - - —- - - - -EEEEEE et — — — = = = = == === === — TTTAATERITGTTTGTTTACCCAGCTAGCH SRLEVYNSITs IVcEEEEE GiNer ASINe T T T AINN\A BEE A I T/ CliCle ThiC G]
dp5 3T1T5580300-19280510 ~ |EAAECTCA‘ AATCGATGCGATGATCAGRSCliccCllGEAGEcGAGccceCATTT TN - - - - - cﬂ——HTﬁccngAAT——TGCAcﬁTGA§A|
droPer2|scaffold 37:282677-282875 FAACTCA‘ AATCGATGCGATGATCAGHISIBNCIICGGIGEAGCECGAGCCCGCATT TT/NSEGH- - - - -| CE——HTCCETAAT——TGCACETGAEA\
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:1378090-1378246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:1378090-1378246
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_187.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:18605608-18605764
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:18067743-18067909
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_459.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:12207191-12207370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:17813837-17814026
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409663:76779-76875
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:2419721-2419894
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415346:244802-244891
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000486721:875-1062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777716:31565-31737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453858:513679-513847
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302232:5477-5581
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:10729230-10729247
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396428:1158034-1158239
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:19280300-19280510
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_37:282677-282875

ID: Coordinate:

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}

candidate | Canonical miRNA ||intron

dse 758 |scaffold 10:2359013-2359109 -

Legend: mature star |10zt (BLEL 00 nismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dsec\GM 1886 1-in]; CDS [Dsec\GM 1886 1-cds]; utrS [utrS minus 11422]; CDS [Dsec\GM 1886 1-cds]|
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V114 V113 V115
GTTGAGACAACAAAAGAGCTAGAAGCGTAGCACTATGAACAGCATACACAGTGAGTATTTGGCATTTAGTGCGGTGGCGTTGCTCCAGCGGTACTGATATGGCGCTCCTGCCCGCCCCCGTCACGTATCCCTATTCCCATCGCGCAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG female
Read # Hit |Total embryo male head body
hkkkkkkhkkkhkkkhkkhhkkkhkhhkkhkkhkhkkhkkkkrhkrkkrrrrrrrr (((((. .. (o (oo COCCCC OO o (0o oo (e nenn DRI IS DS DD D I DD DD S DD D D D D D D dhkkkhkkhkkhkhkhkhhkhhkhkhkhkhkhkhkhkkhkkhkhkkkhkkhkkhkkkkkhkkkkkkkkkkxkk**x |gize Mismatch Count Norm Total body
................................................................... Xl elolelekelelol ek eloki ofo7:Xe] o] e 20 AN 0 1 11.00 11 11 0 0 0
............. PN N O N AV N 01 1 17N C N A ) 0 1 3.00 3 3 0 0 0
..................................................................................................................................................................... AGTACATCAGCCTGCTGACGCTG......... 23 0 1 1.00 1 1 0 0 0
........... F V. V.N ey Ne] ok X e V:Xe ] o7 e 11 e T 24 B 0 1 1.00 1 1 0 0 0
el e7:Xe\07:V-107:¥.V- VXN ek 72XV V] 26 0 1 1.00 1 1 0 0 0
............................................................... N ehelolelelelel ol i et oTe) N ol PP~ B O 1 1.00 1 0 1 0 0
................................................................... hXeliNelelelehelelo] el elot ol o7:Xc OO~ N 0 1 1.00 1 1 0 0 0
N € Ne7:Ne7-V-X07 V. V-V N e7-Xe 0k X7 V-X o7} NP 26 0 1 1.00 1 0 1 0 0
........................................................................................................ CTCCTGCCCGCCCCC G TCACG T A e e v e e e et ee e ae e te e teeseeeneeeeeenaeeoeeeneenaeeaeeeeeeneenaneeneenaaaa23 0 1 1.00 1 0 0 1 0
B e Ne7:N o0 V:Y00V: V-V e 7N e 041X e 7:V-X o 25 0 1 1.00 1 1 0 0 0
................................................................... F el ele]lelehielelo] el ot ol o NP~ BN 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
M054
V114 V115
CAACTCTGTTGTTTTCTCGATCTTCGCATCGTGATACTTGTCGTATGTGTCACTCATAAACCGTAAATCACGCCACCGCAACGAGGTCGCCATGACTATACCGCGAGGACGGGCGGGGGCAGTGCATAGGGATAAGGGTAGCGCGTCACTTGCGGTTATGCGACTTCATGTAGTCGGACGACTGCGACTGGGACGTC female
Read # Hit |Total body | embryo head

hhkkhkhkkkhkhkkhkhkkkhkhkkhkhkhkkhkhkhkkhkhkkhkhkhkkhkhkkkhkhkkhkhkhkkhkhkkkhkhkkkhkkkx ( ( ( ( ( ... ( (. ( ( ... ( ( ( ( ( (_ ( ( ( ( .. ( (_ .. ( ( ( ( . ( ( khkkkkkkkhkhkhkhkhhhhhhhkhhhkhkhkhkhkhkkkkkhkkhkhkhkhkhkhkhkhkdkhkkkkkkkkxk*x*x gize Mismatch/ Count Norm [Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droSec?2|lscaffold 10:2358963-2359159/dse 758 |[GTT---GAGACAA-—---- CAAAA--GAGCTAGAA-—-——-—-—- GCGTA---GCACTATGAACAGCATACACAGTGAGTAT--—-— TTGGC-——-——-— ATTTAGTGCGGTGGCGTTGCTCCAG-——-— CGGTACTGATATGGCGEICCTECCCECCCCCETCACETma==s ATCCCTAT---—--- TCCCATCGCGCAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG

ldrosim2|x:2399628-23998024 - ldsi 32465|cTT---cAGACAR----—- CAAAA--GAGCTAGAA--—--——-—- GCGTA---GCACEATGAACAGCATACACAGTGAGTAT--——- TTGGC-—--——-— BT TTAGTGCGGTGGCGTTGCTCCAG-——-— CGGTACTGATATGGCGERCCTGCCCECCCCCCTCACCT o= ATlCCTAT--—--- TCCCATCGCGCAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG

|dm3 llchrx:2597391-2597584 - ldme 457 |leTT---GAGACAA------ . -~ GAGCTAGAA—————————~— GCGTA---GCACEATGAARAGCATACACAGTGAGTAT--——- TTGGC-—--——-— BT TTAGTGCGGTGGCGTTICTCCAG-—--- CEGTACTGARATGGCGERCCTECCCECECCCCCTCACET o= ATlCCTAT--—--- TCCCATCGCRCAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG

|droEre2|scaffold 4690:23886-24087 | leTT---cacaARAA------ caarr@eaceralafg--------—- GClT AN G CALNSATGAACAGCATACACAGTGAGTAT - ———- TTGGC-------- ErrracTti¥iccccceTToecTCCcAG----- CGRTACTGATATGGCGEECCTECCCECCCCCETCACIT -~ =~~~ ATRHCHTAT------ TCCClgTCGH8CAGTGAACGCCAATACGCTGAAGTACETCAGCCTGCTGACGCTGACCCTIICAG

ldrovak3|x:5752737-5752935 + | leTT---cacaRan------ CAAAAGNGAGCTAGAA--—-—-—-—- GCGTA---GCACEATGAACAGCATACACAGTGAGTAT-—-—- TTGC-------- ErrracrelccccceTTGeTCCA- - -~ CGGTACTGATATGGCGEECCTECCCECCCCTNCEceT-————~ ATRCCTAT------ TCCCATCGC[@CAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG

droEugl|lsc£7180000409061:116151- GTR---fria e - —--- canfer--GAGHTHEAA - - - - -—-—- Bcclga---cealdenToan A TACACAGTGAGTAT - - - - - TTGGY-------- T racTieccccerTaeTeca}----- ch\cTaCTGAATGGCGEECCTICCCECL\CCCETCACH ===~~~ AT — ———— BccpiaTccifecAaGTGARNGCCAATACHC TEIAAGTACATCAGHCTGCTGACGCTGACCCT[SCAG
116338 -

droBial|lsc£7180000302126:2754002~ GTT---GEcgNe NN Xelc A nde- - GrchTHcA- - - - —----- GCfen---GealdenTGA N EEA TACACAGT GAGTAlg- - — - - reeec-------- BT TTAGTEAGTGGCGTTGCTCCAG—- -~ - cI¥racTGAATGGCGEICCTECCCECCCCCETCHCleT==mm=s ArfeccraTdddtleccCATCOE8CAGTGAACGCCAATACECTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG
2754207 +

droTakl|sc£7180000415769:953328~ G- --ncidlan—-—-- canlde--caclriicaa--------—- GCGlgA—--GCAEATGAA A TACACAGTGAGTAY- - - —- TTGGC---—---- EBrrraGTgNGTGGCGTTGCTCCAG--- -~ CEIrACTGAATGGCGEECCTECCCECCCCCETCACHT====== ArghccTalg------ TCCCATCGC[@CAGTGAACGCCAATACHCTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAG
953522 —

droElel|lscf7180000490141:394092- T T TIEGAGT TG - — i TR Nk LY NI VY Ve — - —GCAleaTGAACMATACACAGT GAGT AlTNGE T TGGC-——— - —— - ErTTAGTRENGTGGCGTTGCTCCAG--- -~ clcTACTGAEATGGCGEECETECCCENCCCETCACH T~ =~~~ ATRCCTAT------ TCCCATCGC[NAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACHRITGCAG
394296 +

droRhol|lsc£7180000779467:425549- GTT---clgcalan------ CAAAA--GAGHTREAA-——-—-———- bccla---cealdenTcan oA TACACAGTGAGTAT - - — - - TTGGC-------- ErTTAacTHENGTGGCGTTECTCCAG--- -~ clecTacTGAEATGGCGETCTECCHECI\CCCETCACH ===~~~ AT ————— BcclATCGCECAGTGAACGCCAATACGCTGAAGTACATCAGCCTGCTGACGCTGACCHTGCAG
425736 +

droFicl|scf7180000454072:639877- GTT---facallan------ CARMA - -G THelen - - - - — - — - —- GCGlgA—--GCASATGAACMATACACAGTGAGTAG-—-—- TTRGC-------- ErledacrdgNirccicTdccTccag----- CRCRAACTGAATGGCCRICTGCCCEUC G AT N NE T R IARyC C T ARt Nge . C ClReC GClAGTGAACGCCAAJACGRTGAAGTACATCAGCCTGCTGACGCTGACCCTGCAR
640079 +

droKikl||sc£7180000302495:104322- rle- - -G fan--—--- AINGGCEEAINASA CANCEEEEE ERiGERr---cecacaTGARCRRRTACACAGTGAGTAlg-- - —- ANEIEGGTTTATGT GIRRVNEI T GECCECHEICEIITONEAA CTCE TENNSNSNCIACCA - - - [iGEIAEERa Feselis T - - - EEEEE i — —— —— BciarcoifdcAGTGAACICCAAACGCTGAAGTACATCAGCCTGCTGACGCTGACECT/ECAG
104513 -

droAna3|iscaffold 13248:482504- G~ ~ - ettt - e - ettt ~ =~ - e~ ettt ~ ~ ~ ~ ke~~~ =~~~ et~ ~ ~  ~ et eteetatatete C T[SC TRNCC CGCCCCRMT CRCHT ~ = =~ == A Clh -~~~ e cgcidcacreanciiccangaclefiancracgreaceerecTeachcTidacECTECAG
482588 +

droBipl|lscf7180000394736:17775= G~ ~ ettt -~~~ - e - Bttt =~~~ e~ ~ ettt ~ ~ ~ ~ ke~~~ =~~~ e~ ~ ~ ettt etetatatet C T[SC TACCCGCCCCRMT CRCHT ~ = = === AT Cl -~~~ e CgciicacTGAACKCCAATACHCTEAAGTACETCAGCCTECTGACHCTGACECTECAG
17859 -

dp5 XL grouple:1992831-1992985 - - i — — — — - i — e — — — = = = = = = — - - - oA TGA A TleC ANAGTGAGTAY- - - —- A TAEREEA TA T GIERN NI T GEAICCGAACTR T TEEEE A A TINANE T CIN\CAA TSl G TiNESSEEeTeeealTT - - - EEEEEE I - — — — — - BciliareoicacTeaaciiclearaciicTeaacTacarcachcTcTacGeTilaclEcTGCAG

droPer2|scaffold 18:843207-843361 - (2 - - — - — - — - — - — e — - — - — = == == - — - CEA TGAA A TleC AlAGTGAGTAR- - - - - iIATAREEEEA TA T GBI NI T GEAIRCCGAACTSUTONTEEEEEA A TINAIE T CI\CAA T[Sl G TilE[eeeleleTeealiTT - - - EEEEEE e — — - —— BciiarccilcacreanccfEaalaccreaacracarcaccrdc TaccrRacEcTecag

drowWil2|scf2 1100000004515:2984205- - D A - ——— = — CARA DA A — — — = — = — = — = (a2 nJEERIE /NG A GRS VAT - - - INUNCIN /NS NLU B A 2 2 AGEEEEA TA A CIURNNEATGATCT TTAACTSULe AN TEEEEE HeGEalTcAlA TR TN TECCHECLICCCEThEI b T====== AT ClT ARSI YA TC IS C AGTGAACGCCAATACGCTIAAGTACATHAGHC TRcTRACE e TRACi)c THCAG
2984395 +

drovir3jlscaffold 12970:2159655= TH- R e - Rttt ~ ="~ e~ ettt ~ ~ ~ ~ e~~~ ~~ =~ e~ ~ ~ ettt letetetaletetatate ~~ ~ ==~ - ——-EEEEE EciEXrceiccacTiaacilccarEACCTGAAGTACATIIAGHC TGCTGACHTGACECTGCAG
2159718 +

droMoj3|scaffold 6473:13301385- T - ek - Rk e~ ettt ~ ~ ~ ~ ~ ke~~~ =~~~ Rl Dl EcciEri®iccacTraceecangacler@ancTallErEacceTeeTEACTETGACCETRCA]
13301448 -

droGri2|lscaffold 15203:8890943- TH- R - - e e~ ettt ~ ~ ~ ~ e~~~ =~~~ R ———————-CEEEEE mcclridcli¥lcacreaaceecaaTaceeTgarcracErgaciicTelTAACCHTGACCCTRCAG
8891006 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779467:425549-425736
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:639877-640079
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:843207-843361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:2984205-2984395
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:2159655-2159718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:13301385-13301448
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:8890943-8891006
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scaffold 0:16380991-16381048 + Canonical miRNA

candidate intron
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Predicted structure
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V114 V115 V113
AATTCACGAATGGCACACGCATTTAAAAGCAAATTTCATACTGGAATGGGTGATATTTTGGAACGCCCTTATATACTATATCTATATAGGCATCCTGAAATATCACCCATCTAAATTTACCAACCCCTTTTGCACTTACACACAGCACTTATGATTTT female
Read # Hit |Total embryo body |head male
kkkhkhhhkhkhkkhkkrkrkkhkhhhkkkkkkkhhhkkkkkx COCC COCCCCCCECCEEECCe e e O Caeennn NN DI DI e khkkhkhkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x**x gsize Mismatch Count Norm Total body
..................................................................................... ATAGGCATCCTGARATATCACC . « e v et e e e e et et ettt e e e e eaea e eeenenananaeneneaaa 22 0 1 8.00 8 5 1 2 0
.................................................. TGATAT T TTGGAACGCCCTTAT « v e e e e 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 et e e teeaseseeasnenenenenesesaeasasaenenenana 22 0 1 3.00 3 0 1 1 1
.................................................. TGATATTTTGGAACGCCCTTATAT ¢ ¢ o e e e et et et et et et et et et e e e et e e e e e e e e e et e et e ettt ettt iaeaenenene. 24 0 1 3.00 3 3 0 0 0
...................................................................................... TAGGCATCCTGARATATCAC . + « e e et et et e ee e e e e e e e e et eetaeaeaeaenenenenaa. 20 0 1 1.00 1 1 0 0 0
.................................................. TGATATTTTGGAACGCCCTTATA . « o e e e e e e e e e e et et et e e et e e e e e e e e et et e e et et et et e e e e e e et tetaeaeaenanenena 23 0 1 1.00 1 0 1 0 0
.................................................. TGATAT T TTGGARACGCCCTT ¢+ v e e e e e e e e e e et et et et et et et et e e e e e e e et et e e e e et et e et ettt ettt taeaeaeaenena. 20 0 1 1.00 1 0 0 1 0
...................................................................................... TAGGCATCCTGARATATCACC . « v v et e te e e ee e ee e ee e e eeeeeeaeaeasananaenenenaa. 2 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
M054
V113
TTAAGTGCTTACCGTGTGCGTAAATTTTCGTTTAAAGTATGACCTTACCCACTATAAAACCTTGCCCCAATATATGATATAGATATATCCGTAGGACTTTATAGTGGGTAGATTTAAATGGTTGGGGAAAACGTGAATGTGTGTCGTGAATACTAAAA female
Read # Hit |Total male body
hhkkhkkkhkkhkhkhkhkhkhkhhkhkkhkkhhkkkkkrk A T N T N N 1IN NI e kkkkkhkhkkkkkkkkkkkkkkkkkkkkkkkk***** 5ize Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 0:16380941-16381098|dse 162|AA----- TTCACGA-—=-—=-—=-———~ ATGGCAC--—=-—=-—=-—=-—--~ e S B L i i . —_a  —ai -t il i i, inipninvvviin™hn CATTTAAAA-—-—-—————————~ GCAA--—-—-—- ATTTCA--TACTGGAATGGGEGATATTTIT-~~GGAACG-——C-————=—=——~ O —"m—“_—“—= I 5:h]hn TTATATACTA--—-—-— TATCTA--—-—=-—-— TATA=--=—-———=—=————————————— GGC-=ATCCTG-AAATAT—=—=C= A== === == == == == == = o C-=CCATCTAAA-TTTACCA--—=-—=-—=——=—=————--~ ACCCC-TTTTGCACTTAC--AC----AC—-—-—~- A--—m———— o GCACTTATG----- ATTTT-
+
|[drosim2|3r:15510348-15510505 + | |l2a----- TTCACGA-=-——=-—=-——~--~ ARGGCAC---——-——-————- AC G == === = = = e CATTTHAAA-—————————————~ GCAA---=--—-~ ATTTCA--TACTGGAATGGGEGATATITT-~-GGAACH {4~ O m = e 1 PN — TATRTA---—--—~~- TATA===—=—==—=—==————————— GGC-~ATCCTG=AAATAT ——==C= A= === == = = = e e e e e e C--CCATCT@AA-TTTACCA--—--—--——-——————~ Eccce-TTTTGCACETAR--AC----AC--—--- N —— GCACTTATG----~- ATTTT-|
|dn3 lchr3R:5515867-5516034 - | |l2a----- TTCACGA-=--—-—=--—~-~ ARGGCAC---—————-————- AC G == == = == e CATTTAAAA-—-—=——=—-—=——-—-~ BcAA---—----- ATTTCA--TACTIGAATGGGTGATATTTT-—-FGAACK - IR - FNe e -~~~ CCmm = — == ———mm—mm oo TTATATATA-——-——- TATRTA---—--—~~- TATA-=——=——==—=—=—————————— GGC--ARCCTERNAAATAT -~~~ C-A—m——mmmmmmmm o C-—CCATCT@AA-TTTACCA--—--—--—————————~ BccecfjrTTTGCACETAC--AC-~--AC-~-—--~ R —— GCACTTATG----- ATTTT-|
droEre2|scaffold 4770:16081366- Af----- TTCACGA--———————~~— Alcecac--—----—-—-—-- N TR e e e T CATTTAAAA-—————————————~— GlAA--—-—--- ATTCA--TACTGAATGGGECATATTT/e-—-L\CAlCl-—=C-=—=———=——-—"- O - i .- B e -._ k«iB T T i T 2 — — = == — = TATHOA-———————— TATE----—-—-—————————————— GGlE--AlcCTG-SATAT - ——C-A- -~ m - —CCATCTRRA-TTTRCCA-————————————————— SccRm-TTTTGCACMAAC--AC----Afg------ A-m——mm— - GCACTTATG----- ATTTT-
16081514 +
ldrovak3|3R:9570118-9570273 - | [ —— TTCACGA--——-——-——~ aleecac--—-—-—-—-———- ACH -~ ——mmm - cagrrran---—-—- - ———- GCAA---—--—~- ATTTCA--TRCTINGAATGGGECATATTIT-—-CCARCl-——C—————=——————=- e e AT ATIETA-—————- TATH®A-———————- THTE------— - ———- GGlg--ARcCTG-AAATAT -~ C-A-————m C—-CCATCTRARTTTACCA-————————————————— Bcccc-amTceaceac--acNg--ACc-—-—-- A-——m——m— - GCACTTATG----- ATTTT-|
droFugl|scf7180000407136:170135- AA--—-- TTCACGA-—————-———— a¥lccac--—-—-—-—-———- ACK - — - S — - — — - Rcife---—----- ATTTCA--T2ARTIAGEA TG NCATAT T T{ehy- —RiCAlcI N —=ffi-———=—=——-—= = e e e -—-——-—-- TTRmA T - ————- NelecTA-———-———- erA-———— - N - -y - AAATAT -~ - —C-A——m oo c--cclgrcrlgan-regaccg----------—--—-—--- - T{SleleR - - - iNelINCCIUATREINA ACACINSACCTACI ACACEEEEA TGCANTIFGTeEEEE ATTTT-
170298 +
droBial[oci1180000302402:3002103- RS e == = s = = e o e e e = = e S=CCRTCTER MRACCA 3 — T I A R e G LT T
3002268 -
GroTar[sof1180000415653: 564048 T e == B = = = e R i I = A I I R I occo- Bon B R - - AR - T AT
564142 —
droElel|lscf7180000491047:120367~ AA-——-- Ercaclla---—-—-—--—- A¥\ciEc----—-—-—-————- Ach--pgz---—------"-"-————— CACATC A I e ean-—-——-—-—- J\ac - AT TGGTCAEGINWeee e NNl LicEEEA S caRE ST TTTCAATAC T TR HTEE SRR TTTTE  ACTCTACTTTGATCTGTTAAGCE JAAAGCTTT-[i:Ui--T- - -EEEEEE — AACTGAAAGGCTA-—-— G A T YA Y \G-anATAT----C-f- - C——CCATCTAAA-TTTACCA-————=————=————————~ CHeelcE - - - [eldFNec AlNT T CINSIA CA CING A CAREENA c A CEEEEA TGC AT XlcEEEE ATTTT-
120593 +
droRhol|scf7180000777865:298676- AA--—-- Ercacia-6------—--- AN GCAC-—— - cACATCINERVACINA ABEIA A TTAAGGREREIA NG A TG T TCCINRER TREINNS C A 2 GENNelele) Te/ NN L il BT A cO T e T TG ECAA TG TAT TARE S A A TTAA TACE R AATGAAAAATTEITAAATGTT-[FNi- - T- - -EEEEA T TCINITA TREEEEEE A - TAATATT TAGCT T TATGTAACT AR T 2 A e Y N N N e O R e c--ccaflc@err-Egrfdacca--—--—-—- - - ———- C/SJelSIeR - - - iNelINC C NN A CAC/aACCRERINA CACREEEA TGCANTIIFTcEEEE ATTTT-
298925 -
droFicl|lscf7180000454104:1325303~ AA-—-—- Ercaciege)--—-—-—--- g\ cEc-----------—-—-—- A CT A T TCCCA A AR AL T A T - G GCArelaeln T T Cle- - TACE N YA T GG GATAT T T T—— A A N D - — — = = == - - - - - B~~~ === —===—=—=————————— - NG~ AR AT AT~ — == C— A= ————— = — = ——m e T C T CCL G A S cadle TR CCllfelINe A CINEIAINSA CACINSACCAAACACACEEEEA TGC AN TIV-UTeEEEEE ATTTT-
1325481 +
droKikl|[scf7180000302461:169642~ Alg----- IIAAIA A CAA BRI a¥lccac--—-—-—-—-—--- NS A CCAGCCATGAAA A TCC A C A BHBOH—H - - I T C Cl R Cch---—----- PN T CEE A FNelen A Ci¥eA8c e N N i T TTAA N TACTTGECAGAAN TAT TATTTAAAATAATATTE I AGAACACT TTGAT T - TAAGCCGAAAGCARE - I NiGHT T TGTTGTT-- - - - - TTAGGCGTA----J e ---B5--- TCleI G- - - -TTTATAIATCGAACTAAATTTAAAAAAAAATATCTREEEEEEFEFEFEEEE c—-pcTEE-der&cA--— - - - - - C/ofen - BCillelIN A~ - - B - - EEE - B cCEERNA CACEEEEATGCANTIIF TR ATTTT-
169903 +
|droAna3|lscaffold 13250:53870-54040 BE----- Tcac@A-B--------- ANRICAC--—— - ACH - o S/ AKET T CF el ------- WTTTCA-- T A T e e & =~ —— TAAGCTATATTTTTAATTATTATACE SATATTTTA - - - - - - — - [ - TATRTA-——------ TARNA- -~ AGE- - ATHCN - AAATAT-—-—C-fg-——- - C--EpA THTEAA - TFRCCA-————————————————- Ecficc - M TGCACTTAC--AC-—--AR--———- ANINS- - - - TR AT TATR- - - ATTTT-|
droBipl|scf7180000396413:609347- ||  |[[&§----- Tlgcaca---—--—-———- @\chcec-------------- ACK - m o N A T T Cl e ERAR--—----- BT TTCA-- TN A A TG e e N B--—-—-—-————-- TAAGCTATATTTTAAATTATGAATCEEAGATTTCT -l - - G- - - EEEEIA T TIVGIN T T EEEE TAA-———————— - - -arppN-2earari¥INN-0- - - - - -l c—-ppiaTiTeAA-TTIcCA- - - - - Bcccc-amMTGCACTTAC--ACXSXSRE-—-—-- A ---II¥acrTAT----- ATTTT-
609528 -
dp5  [[2:5542442-5542565 « [ pE----- e A T A TG T A C AT A T R A A T A C T A T A C O C O A e S e N N N N e e X e ——————————————————————- -~~~ - e o e - e~~~ e — GG bttt bttt G et ek~ W W~~~ -~~~ T S reircCAcX - - - -AC-————- TG AR TTGA T TAT T A T ATTTT-|
AroPer[scaifold 18:1259221-1250250 S == = = = B 0 B —_— = = R RS P R e e T
+
droWil2|lscf2 1100000004902:10776246-
10776483 -
droMoj3|scaffold 6540:33934147~
33934332 -
droGri2|scaffold 15074:2556751-
2556855 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:16380941-16381098
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:16380941-16381098
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_162.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:15510348-15510505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:5515867-5516034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16081366-16081514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:9570118-9570273
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407136:170135-170298
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:3002193-3002268
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415653:564048-564142
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:120367-120593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777865:298676-298925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454104:1325303-1325481
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302461:169642-169903
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13250:53870-54040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:609347-609528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:5542442-5542565
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_19:1259221-1259250
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:10776246-10776483
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:33934147-33934332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2556751-2556855

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 176 |scatfold 1:8643274-8643351 - | candidate | Canonical miRNA |3pUTR

Legend: mature star {1532 91 ITi11T3 11 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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8643400 8643350 8643300 8643250 = | I | I I Q!}Q -
Genomic Position 20 23 24 o5 o6 1 | | |
Size Condition 8643400 8643350 8643300 8643250
Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_3161]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
vili4 V113
TGAGCACTTACCTCAGCTCAAAAAGAAACCTATCGCAGCACAATGTACTTATGCCTGTCCATGTCGGAGTTCCATATTGTAGTCTACGAGTTTCTCTACGATATGAGGTCTTTGGCAATGTGTGTGTTATCATATGTGTATAACGTCTTCTTAGGTAGTACATTTTACTTGCTTATAA female
Read # Hit Total embryo male body
ARk kAR AR (e CCOCC 0o OO COCCCCCCCCCCe e eeeeans 11103030 2000303000000 -))))) o)) ))))) .. KERKRKA KK RK ARk kk ARk KAk kKK AK KKK KK¥** 5ize Mismatch Count Norm Total body
...................................................................................................... ATGAGGTCT TTGGCAATGTGTGTGT « v v v e v e e et et et e ee e e et eeeaeateeeneaeaeaeaneneas 25 0 1 5.00 5 5 0 0
...................................................................................................... I G G G G G LG LT 2O [ 1 3.00 3 0 2 1
...................................................................................................... ATGAGGTCT TTGGCARATGTGTGT « - ¢ e v e e et e ee et et et e e e et ettt eeaeaeanananeas 23 0 1 2.00 2 1 1 0
................... AAARAGAAACCTATCGCAGCA . & ¢ e e et et et e e et et e et e e et et e et e e et et e et e e et et 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 210 1 1.00 1 0 1 0
.................................................. PN el ofodi el Jolo) Nl el ofete)-Neli dil of 7Ny P~ X S 1 1.00 1 1 0 0
..................................................................................................................................................... CTTAGGTAGTACATTTTA........... 18 0 1 1.00 1 0 0 1
........................................ 08 e o i - e o] o T T of o NP~ N O 1 1.00 1 0 0 1
...................................................................................................... ATGAGGTCT TTGGCARATGTGTG M « « e e e e e et e e e et et e e e e e e et e et teeeaaeaeanenenes 22 0 1 1.00 1 1 0 0
Anti-sense strand reads
M054
V115 v113 V114
ACTCGTGAATGGAGTCGAGTTTTTCTTTGGATAGCGTCGTGTTACATGAATACGGACAGGTACAGCCTCAAGGTATAACATCAGATGCTCAAAGAGATGCTATACTCCAGAAACCGTTACACACACAATAGTATACACATATTGCAGAAGAATCCATCATGTAAAATGAACGAATATT female
Read # Hit |Total head male body | embryo
R T (T A (A P L PP S L S L T R T A A T AT T 11103030 2)))))))))0)))2)0)))) o)) ))))) .. KERKRKA Rk Rk kKA Rk AkA KK AKA KK KRN KK KK¥* Size Mismatch Count Norm Total body
B e )V ele-Nei o] el Nt i i1 21 0 1 1.00 1 0 0 0 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec?2|scaffold 1:8643224- dse 176 |TGAG--CACTTAC---C--—-——=-———--— TCAGCTCAAA--—————-—~— AAGAAACCTA--TCGC-————-—-———————— A--GCACAATGTACTTE=====—=== ATGCC----- TGTCCATGTC—-——-— GGAGT-----—-—- TC-———————————— CATATTGTAGTCTACGAGTTTCTCTACGATATGAG- -~~~ GTCTTT--GGC-—--— AT == ——m GTGTGTGTTATCATAT--G—-—-—— TG — == == ==~ —— ATAACGTCTTCTTAGGTA----GTACA-TTTTACTT-GCTTATAA-——-—
8643401 -
ldrosim2|2r:11820472-11820650 - |ldsi 32468|TGAG--CACTTAC---C----———————- TCAGCTCAAQ---------- WAGAAACCTA--TCGC--———-—-——————-— A--GClCAATGTACTTE========= ATGCC----- TGTCCETGTC------ GGAGT-—--——--~— TC————————————— CATATTGTAGTCTACGAGETTCICTACGATATGAG----- @rcTTT--GGC----- T ——-.-sih GTGTGTGTTATCATAT--G-———-~ ] ————ti-_.-e st it e Aiiit°PF S :tbsf-[L_LZ ATAACGTCTTCTTAGETA————ETACA—TTTTACTT—GCTTATAA————
|dm3 lchr2r:11150576-11150754 —|ldme 442 |TGAG--CACTTAC---C-----——---—- TCAGCTCAAR---—------- WAGAAACCTA--TCGC--—-—-—————————~- A--GCRCAATGTACTTE======== WATGCC----- TGTCCETGTC--—--- GGAGT----——=-—~- TC-———————————- ClETATTGTAGTCTACGAGETTCACTACGATATAG-—-—- EriferT--G6C----- T —_ ed ... h-. GTGTGTIM TATHATAT--G--—-—- . ..—- it I . h - i e ATAACGTCTTCTTAGTA----GT@NA-TTTTACTT-GCTTATAA-—-—- |
droEre2|scaffold 4845:14719662- [der 1536 [[TGAG--CACTTAC---C--—-—=-——-—-—-~— TCAGCTCAAR---—------- WAGARACCTA--TCGC--—-—-————————-- A--GCECAATGTACTTE========= ATRACC----- TGTCCETGTC------ GRAGT--------- TC-———————————- CATIT TGTAGTCTACGAGETTCACTACGATATCEG-———- @rcTTT--GGC----- AAT — == == ——m o BRGTGTGTTATCATAT-—-G-—-—-~ TG T — — == == — == — ATAACGTECTTAGTA----GTACA-TTTTACTT-GCTTATAlg-----
14719833 +
ldrovak3|2r:11072237-11072418 - | |TeaG--cacTTAC---C------—————- TCAGCTCAAR---—------- WAGAAACCTA--TCGC--—-—-—————————- A--GCARIATGTACTTE========= AT CC----- TGTCCETGTC--—--- GRAGT--------- T ————— - CATIT TGTAGTCTACGAGEETCIACTACGATATCISN-—-—- ErerrT--cec----- -, —kAP-F-R L—>=L—= BBGTGTGT TATCAT AT - — e e G T — = — = — = — = — =~ = — =~ = o o ATAACGTCTTCTTAGRTA----GTACA-TTTTACTT-GCTTAT/ M- ---[§
droEugl|lscf7180000409672:8154- TGAG--CRCTTAC---C--—-—-————-- TCACTCAAR---------- WAGAAACHTA--TCGC--—-—-————————-- A--GCEAATGTACTTE========= AaTAcC----- TGT NN T/ - ———- BGAGT------—-- A AT A c G AT T AllcATAT/dAG-———- ErcrrlE--mol----- AATEREN--—--- y---—-------- GTGTCTGTATGTGTGT gl - [Nl Nl UGN B - B C e e T ATHACGTNTECTTAGETA----GT[8CA-TTTTACTT-GCTTATAR-----
8343 -
droBial|scf7180000302143:261904- TGAG--CACTTAC---C-————————-—~— TCACTCAAR--—------- WAGAAACHTA--TCGC--—-———————————- A--ccinldreTaCcTTE == === === AT CC----- ilecAACCC--EEEEE EeagT-—------- R cgVrreraciicicoacErTcfeclaciaTaTdAG---—- ErclrE--[Ech----- T BRGTGTGT TleCATAT--G---—-- TG — == == == = — aTaBcccr@cTTacitA----cTEcA-TTTTACT-GCTTAT/ER-----
262077 +
droTakl|scf7180000415878:859119- TGAG--CACTTAC--—-C—————-————-— TCARCTCAAR--—------- BAGAAACHTA--TCGC--—-—-—-———————- A--GCaljTGTACTTESSEEEEEEE aTRcC----- TGTNNTETR--—--- BGAGT--—-—-—-- Bc-------— - CATAT TG TG, e T CEA\C T A [N TAT A - - - —- Ci¥SiliiC T T TE TREEE AT ————mmm oo BRGTcTGTTdcATATIMG------ TG T = — = == —— — o m o aarficTeTEcTTAGRTANSNG TECATTTTACTT-GCTTARA TN TN TE
859297 +
droElell|lscf7180000491214:4007756- TGAG--C§CTTAC---C--—--—-—-—-—- TCARCTCAAR--—------- WAGAAACHTA--TCGC--———-—-———————— [ eleC TEVSELIN LG TACT TACT T/ VAR INeliNA A Cll G T GA G T C € Tl e CATE T TG TAGT C A 2. G — = = = = ErcTTE--pch----- AAT — == == ——m o G T et — — G — — == == L T ATANCGTCTECTTAGETA----GTcE-TTTTACTT-GCTTAT/ER-----
4007916 -
droRholl|lscf7180000776849:680827~ TGAG--CACTTAC---C-—-————————-~ TCACTCAAR--—------- WAGAAACKHTA--TCGC--—-—-—————————- A--GCEAATGTACTTE========= AT CC----- TGTN T/ --—--- BGAGT----—-—-- O CATATTGTAGTCTACARETTCIACTACGATATAG---—- ErcTTle--mol----- T ————m_ e : BRGTGTGTTAECHTAS--G------ L -————-—_. - i ee_ —e—e———ii’no-n ATARCGTCTECTTAGTA----GT[8CA-TTTTACTT-GCTTATAR-----
681000 +
droFicl|scf7180000453342:771787- TGAG--CACTTAC—--C--——--——-——~ TClecTCAA---—--—--- WAGAAACHTA--TCGC--——-——-———————— A--IcEilaaTcTACTTEESS === aTcc----- ielia ACIICCGCGTCCC-[ONGIEEETEEEE R S GH I T - - —— - - —— - —— - ———————————— - - — - - - - R N e e e GTGIGTGTTAMCATHT--G---—-- L e T ATANCGECTETTAGITA- - - -GTfeca-rTTACTIY- GITEAINE - - - -
771934 +
AroKix1[3or1180000302476 157888 7GR0 AP TR Meor A Cm AT OG0 e == e e e B e e e SR o115 1 ———GTECE TTTTACTT-COTTATAR -
157983 -
droAna3|lscaffold 13266:7568321- TIX8G--CACTTAC---C—-———-————-- Tcalcldcanf---------- A GRRNA CITA- - TCGC--—————————————- a--GCcaafleTacTTEE= === === GCAARATTATIENIATClICIIGCGGEET - - - AlNTCCAGGAATCEEEE F\cGCHAGHAA - RcSaRTIEEINS RIS Nici\acccaaciisiiccEE T CoEEEEE AAT — == == — AIAJIAN- - - - - - - - - —-EEIATGTGCGGC - BRI e e prapiceTcTcTTAGRTA----GT8cA-TTTTACHT-HCTTATAR-----
/568512 -
droBipl|lscf7180000396759:1248387~ TEX8G--CACTTAC---C—-—————————- Tcalccanf---------- WAGHAACHTA--TCGC--—————————————- A--cCcad\cTACTTE == == == === GeaaRATTAAENIAAC)ICIISEEEEEE ClEG A T CCA G - — e i ¥\ AT TTCEcTACGATATEALNGNI N T C T/efe- - flecifeeN\anle- - -~ - - - AAJIAN- - - - - - - — - -EEIATGTGCGGC - SRR - praflceTcTRCTTAGTA----GT[8CA-TTTTACTT-GCTTATAR-----
1248569 +
dp5 |3:541712-541938 - ldps_3845 |[TREE}--CACTTAC---C-——-------—- TARCIN AR - - - - ¥\ anciledn - -I8fc------—-——-—-———- a--fcafiaarcTacTTEEEEEEEEES SATAGE T iAjiT- -liclicTeal T - - -EcACCTTGAACCEATTAGTACGATCCE- - - - - - - - AR[INSAR TIGENS A SN~/ Nicl\A FEEE A G TII TA T - - EEEE AT NGt TAldcaTAE--G------ A JIG TGGCTGCCAGAAT TATCT TAT TGTGTGCGT TC T GC R AN N T TAGHTA- - - -GTl8cA-TTTTACTT-GlyT/ETAA - - - - - |
droPer2|scaffold 2:706732-706958 |dpe 2516 |[TREEN--CACTTAC---C----—-—-—-—- TRARNCIE A AR - - — - —————- i\ ancifedn--flc-- - - - - —-———————- A--IcAlAATGTACT TR == ======= INATAGEEEEE ialiT- -liclicTealEE - - -EcaccTTreaacciaTrTagTaccarccl NcrachaiirTTclcTaccaaTldAN-———- AGTRDITAT - - FEEEE AT TNt T TAldcATAE--G------ A G TGGCTGCCAGAAT TATCT TAT TGTGTGCGT TC T GC R AN T TAGHTA- - - -GTl8cA-TTTTACTT-GlyTETAR - - - —-
drovir3|lscaffold 10324:900494- REIIAT] | A 2 NAAGINA ACINSEEEITAAAACTCAAAAR ISTATATINGTEEEEEE -2 aachra--Blec---------—-———-- AN Rl TGTACTTE= == == === afdecly----- TRTECET - ----- WAGTR-—-—-—-- TC--—-————————- TGV \CERTANGINATETAA - - - - - - - TAGHGITGATEEEE TIAACCEE- - AACTEEF-VNEEEE TAATATATATTAACTGCTTGTATCTGTATRE - —[CilehleC- - - — - — - —[E - EEEEE. — — R e e BraadA T T T TAGHTA--—-GTICA-TTTTACTT-FT TATAR- - —--
900696 +
droMoj3|lscaffold 6496:2771576- ‘@E——CAW - e TATATIGIAGAGATATATATI AL TIUEEA A cloEEE e A ST TG TNy NlA TGCATE WTGCC----- TRATEA T T ------ —ATANAREEEEEE TC————————————— TG \CheIT A - - - — - — - — - — - - — - — - — - —~GJICTTGCAAAT)ACEE - - ATACEEF-V-UIEEEEEEE - — - ————m o AWANAIAIGT GEGINGIEEI CEEEEEE TG T m = = —m— —mm AT TN T TAGHTA- - —-GT8cA-TTTTACT TR T TAT/ER]- - —- -
2771757 +
droGri2|scaffold 15245:8588359- TR -faifdTAc-- |
8588544 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:8643224-8643401
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:8643224-8643401
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_176.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:11820472-11820650
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32468.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:11150576-11150754
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_442.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:14719662-14719833
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1536.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11072237-11072418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:8154-8343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:261904-262077
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415878:859119-859297
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:4007756-4007916
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776849:680827-681000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453342:771787-771934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:157888-157983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:7568321-7568512
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:1248387-1248569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:541712-541938
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3845.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:706732-706958
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2516.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_10324:900494-900696
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24654.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:2771576-2771757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:8588359-8588544

ID: Coordinate:

dse 583 |scaffold 0:20320949-20321021 - |candidate | Mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star [t R gt mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 19 20 21 22 28 24 25 < I I | |
Size Condition 20321050 20321000 20320950 20320900
Genomic Position
Hairpin partition - Sense - Antisense Mature -# Star
Hairpin partition Mature # Star
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM23507-in]; CDS [Dsec\GM23507-cds]; CDS [Dsec\GM23507-cds]; utr3 [utr3_minus_8615]; utr3 [utr3 _minus 8616 ]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V113 V114 V115
GCATGCGACACAGCCAGATGATCATATCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGTTTTGTGGGAAATCCATTAATTTGCATGATAAGCTTTGTATTTCTCTCATT TTCTGCATGTATAGGAATGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT female
Read # Hit |Total male embryo head body
Tk okkkdkokkd ok ko ok ko ke kokkkdk ok ok dekokkkdekkkrdkkkrx (e (OO (e e e e (e e e DI DD DD R DD D D D I D D D hokkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total body
.................................................. GTAAGCAGTTTTGTGGGARATC « « e e et e et ettt e e et e e et et e 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 et ettt ettt et e 220 1 6.00 6 3 3 0 0
.................................................................................................. TTTCTCTCATTTTCTGCATGTAT « & ¢ e e e e ettt ea e et et e e e eaeeneeaeeneeneeanennenae 23 0 1 2.00 2 0 1 0 1
.................................................. GTARAGCAGTT TTGOTGGGARAT . « ¢ e e e e et e et e et e et e et e et e et e et e e e e et e et et e e ettt et et e e e e e e e e ettt ettt et e e 200 1 2.00 2 1 0 1 0
.................................................. Gl ARG CAGTTTTGTGGGARR . &+ ¢ e e et et e et et et et e e e e e e e e et e e e e e e e e e te e a e e eae e eaeneeeeneneeaeneaeeaeneeaeneeneaenneaenneaea 20 O 1 2.00 2 1 0 1 0
.................................................................................................. TTTCTCTCATTTTCTGCATGTATAG . « ¢ v e e e et ee e ee e et e e et ee e eeaeeneeneeneeneen.e 25 0 1 1.00 1 0 0 0 1
.................................................. Gl ARG CAGTTTTGTGGGAR . « &+« e e e e et e e e e e et et e e e e e e e e et e e e e e e e e e e e e e e ea e e e en e e e eeeaeneaeeaeneeaeneaaeaenneaenaeaea 19 0 1 1.00 1 0 0 1 0
....................................................................................... TAAGCTTTGTATTTCTCTCATT « « o vt e et e et e et e et e et e et et et et et et et ee e ee e e eeaeeneeneen. 22 0 1 1.00 1 0 0 0 1
.................................................. eV NeTo) e i et eelel V. VN O~ S 1 1.00 1 1 0 0 0
................................................... TARGCAGT TTTGTGGGARAT « &« v e e e et et et e et et e e et et e e et e e et e e e e e e et e e et e e e e e e e e et e e ettt e ettt et 2000 2 0.50 1 0 1 0 0
Anti-sense strand reads
M054
V113 V114
CGTACGCTGTGTCGGTCTACTAGTATAGCTCACGGACCGCGTGCACCGCCCATTCGTCAAAACACCCTTTAGGTAATTAAACGTACTATTCGAAACATAAAGAGAGTAAAAGACGTACATATCCTTACGGCTAAACCGTAAGGGAAGTGACCAGCATCCGTAAACACCTCAAA female
Read # Hit |Total male embryo body
Jedk ok ok ok ok ok ok ke ok ke ok ke ok ok ek ok ke sk ok ke ke (. (e OO (e e e (e e e e DI DD DD DD D N D I B ) ) hokkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total body
........................................................................................................................................ CGTAAGGGAAGTGACCAGCATCCG. « v v ven..o.. 24 0 1 1.00 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec?2|scaffold 0:20320899- dse 583 [|GCATGCGACACAGCCAGATGATCATATCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGT-—~~———~-~~ TTTGTGGGAAA—-——TCCATTAATTTGCATGATAAGC TT TG A IS S s e T AT T T T CTCCAT G- === e e A A GGAATGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGT T T
20321071 -
ldrosim2|3r:19520351-19520523 - I |GCATGCGACACAGCCAGATGATCATATCGAGTGCCTGGCGCACGTGGCGGETAAGCAGT-———————-—- TTTGTGGGAAA----TCCATTAATTTGCATGATAAGCTTTGT A o= = S s s s e e e e s oo o o e o s o e oo s e s e s - SR CAT T T T CTGCAT G~ == === === == oo o= S AT AGGAATGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT)
am3 lchr3R:19982990-19983162 - |ldme 461 |[GCATGCGACACAGCCAGATGATCATATCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGT-===--=---= TTTGTGCCAAA-——-TCHATTAATTTGCATGATEAGHT TTGT AT S S S e e e |G s s E e S s e S s s S e e s s S CAT T T T CTCCAT G~ = = S =E o s s s e e E e e A A GGAATGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT)
droEre2|lscaffold 4820:8074465- GCATGCGACACAGCCAGATGATCATHTCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGT -~~~ —————~ TTTGTLNGGAAA--—-TCIATTAATTTGCATGATAAGCT TTGEART-====—==—=—=—-———-Fc- -\ T CATTTTCTGCATGCT -~~~ —————————-—-————-ATAGGAATGCCGATTTGGCATTCC[gT TCACTGGTCGTAGGCATT TGTGGAGTTT
8074637 +
|drovak3|3R:26519738-26519910 + I [cBATGCGACACAGCCAGATGATCATATCGAGTGCCTGGCGCACGTGGCGGGTAAGCAGR - ———— === TTTCTNGGAAA-—— - TCHARTAATTTGCATGATEAGC T T TGAR === === oo e e e m oo oo oo oo oo e e e R CAT T T TCTCCAT G -~ == === === === === ATAGGAATGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT]
droEugl|scf7180000409798:406187- GCATGCGACAEAGHCAGATIIATCATETCEAGTGCCTGGCGEACIITGGCGGETAAGCHGT -~~~ -~ -~~~ SNrErNC A AA - — - - BT A AT TGCATGAT/EAGCT T TR TH A T c BFAGGAATGCCGATTTGGCATTCCHTTCACTGGTCGTAGGCATTTGTGGAGTTT
406354 +
droBial|lscf7180000302136:333780- GCATGCG[ECACAGCCAGATGATCATITCGAGTGCTGGCGCACGTGGCGGETAAGCH---f8---—--- e ycEaa-— AT TAATTTGCATGAT/EAGCHT TEITHS Al TWT e GGAETGCCGAT TGGIATTCCCTTCACTGGTCGTAGICAMT TGTGGAGETT
333949 -
droTakl|lscf7180000414373:58342- GCATGCG[gCACAGCCAGATGATCATTCGAGTGCCTGGCGCACGTGGCGGET/GAGCAT-———————— - TereriNccleaa—-—-rciiaTTiA TTEGCA THA TRESEN TIXS TR Al TAT WEAGGAETGCCEETTTGGCATTCCCTTCACTGGTCGTAGICATT TGTGGAGETT
58514 +
droElel|lscf7180000491008:287513~ GRATGCGlECACAGHCAGATGATCAT ST CGAGEGCCTGGCGCACGTGGCGGETGAGCAG - -~ ———=———- TrT{eLNicAAA - - —-Thile T TRABT TGCATGA/dERS C T T TYEY A T I AGGAETGCCGTTTGGCATTCCCTTCACTGGTCGTAGGCATTTGTGGAGTTT
287683 -
droRhol|lsc£7180000779477:61677~- GCATGCG[gCACAGHCAGATGATCATTCGAGEGCCTGGCGCACGTGGCGGET/GAGCAGT -~~~ -~~~ iiliclin e cGGREEEA T T TN T/NC AT NN CGTA T - [l N\ GGAgTGCCGATTTGGCATTCCCTTCACTGGTCGTAGGCATT TGTGGAGTTT
61845 -
droFicl|lsc£7180000453912:1150988- GleATGCAlECAAGCCAGATGATCATTCGAGTGCCTGGCGCACGTGGCGGET/AGHAGT - -~~~ ——— - iliccliafTGINATTTC - TT Tl - - AA NI NNNNG Glelehlilia T A- T T AGGAETGCCGAT TGGCATTCCCT TIACTGGTCGTAGGCAMT TGTGGAGT TT
1151160 -
droKikl|lscf7180000302778:403873~ GHATGCGACAAGCCAGATGATCATETCGAGEGCCTGGCGEACGTGGCGGETAACHNYE-——{de-——-—- iillecaaTTCEEGGIeSTCli- - A cAGCNrlEaciiNea TidiT TTCTTTAA THA A B AGGAGTGCCGITT TGGCATTCCCTTCACEGGTCGTAGGCAT T T GGAGTTT
404054 -
droAna3|lscaffold 13340:22512423- clearccalgcalaceccacarcaTiat@rcacTecijTrcccclgaceTecilcceTlgacc - - - - - —————- AcKTRTEAGTTERAGINCTICA - - AN~ T T/ TIlENA C T A MIAGGAETGCCGATTGGHAT TCCCTTHACIGCEICGTAGGCARTTGTGGAGTTT
22512594 +
droBipl|scf7180000396721:643924- GEATGCGACAEAGHCAGATGETHATIET CAGTGCHTGGCGEACGTGGGGETAAGC N~ -~~~ -~ -~ ACIHCITEAGTTREAGIETINCA - - AANIINNEINA T T/E TiIGIA CT B AGGAETGCCGATTIEGGHATTCCC T THACGGECGTAGGCART TGTGGAGTTT
644095 -
dp5 l2:14519347-14519534 - | |ccaTeecgcacacecacaTgTEATATCGAGTGCCTGGCGCACHTGGCCRCTAACHEN I NN N - - - - B T BIele T GCATGAT AT TCTTAATTTTTC GTTGATTTG TCTTT SIREeE Eeler A GGAET GCCOT TTGGCATTCCCTTCACTGGRICGTAGGCAT TGTGGAGTTT
droPer2|scaffold 0:5901808-5901995 GCATGCGACACAGCCAGATGETHATATCIAGTGCCTGGCGCACHTGGCGGTAA YR T (oo Nelel Tele) Vel o — — — — i T EEIeT GCAT GAT AT TCTTAATTTTTT GTTGATTTG TCTTT [ = dele T A GG Al T GCCGT TTGGCAT TCCCTTCACTGGTCGTAGGCAMT TGTGGAGTTT
e
droWil2|lscf2 1100000004943:7165924- clerrcidclEcacacicacaTclgriaTrcacTeccTeCEIACGTGGCGETAACHACIN- YT cle- - - PRt A A — — = ~ TClel e VAT GCATGATA AN NS L -TC AATC AATCTCTTEAT TCTLA TGACT B e AT A GGAATGCCGTT TGGIAT TCCTTCACEGGTCGTAGECAT BT GTGGAGTTT
7166117 -
drovir3|lscaffold 12822:2967962- dvi 2640|GCATGCGECcACAGCCANATAETCATTCGAGTGCETGGCGCACGTGGCGHGTAACHACE- g — A — — — . ehlele A el T T TGCATGGCTA ACAAAATTTGAT GTACATATHT ClANATI NIEATTTTTTTATTTT TATARE TATGINEl\G Ielelele ThiliiC/eleler-Xleleleh LiNel-Ne! clele C slel¥-Neleler-NliVelVeler Nehlid
2968154 +
droMoj3|lscaffold 6540:7429118- GCATGCGACACAGCCAIATGETCAT T CGAGTGCCTGGCGCACGTGGCGHGTAACH AT - [ R — i e GCTTCAMI------ TGCATGCCT --EACCAATATTATAATATT TGTACATATHT----- PN N NN T e S TN S B TR N B T XSAT A GG AT GCCGT TTGGCATTCCCT TCACEGGCGTAGGCATTTGTGGAGT TT
7429313 -
droGri2|lscaffold 14906:4501255- ciaTceacacacicallaTalgTcATETCGAGTGCETGGCGCACGTGGCO T AACHAC - LN e - — i — — — — i T T it G C A Tiee A T T TGCATGCCC TATATCTCATGTACATAT-------- TUAT.GIAJITATTT NI Ief ccalgrcecolTTlGGCATTCCCTTCACEGC@CGTAGGCAT TTGTGGAGTTT
4501449 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:20320899-20321071
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:20320899-20321071
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_583.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:19520351-19520523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:19982990-19983162
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_461.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:8074465-8074637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:26519738-26519910
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409798:406187-406354
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:333780-333949
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414373:58342-58514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:287513-287683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779477:61677-61845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:1150988-1151160
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302778:403873-404054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:22512423-22512594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396721:643924-644095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:14519347-14519534
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:5901808-5901995
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:7165924-7166117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:2967962-2968154
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_2640.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:7429118-7429313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:4501255-4501449

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 156 |scaffold 6:728061-728113 - candidate | Canonical miRNA ||intergenic
Legend: mature Star [ g R R A S0 mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Flybase annnotation
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No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V114 V113 V115
GCTGCCGGCTCTCTCCACATCTGAGTTGTGCCTATTTGAGCTCCTGGGGTGAGGCACAAAGGAGACGGAGCCAGATAGTGTTCCGTCTCCTTTGTGGCTATTTTTAAAGCCACAAAGCCCCGTCTTCTGCTTCCCAGCTATTTGTGATGGAAT female
Read # Hit |Total embryo body |male head
Fokdkkkdkdkdkkkdkdkkkdkdkkkdkdkdkrkdkdkrdkr (L ( (... (COCC- CC- OO ... .. 1)) I I))) khkkkkkkhkkkkhkkkkkkkkkhkkkkkkkkkkk*kk*x*k*x gize Mismatch Count/ Norm [Total body
.................................................. GAGGCACARAGGAGACGGAGC &« v v e ettt e e e e ettt ee e e ettt e e e e ettt et a2 0 1 10.00 10 8 1 1 0
................................................. TGAGGCACAAAGGAGACGGAGC e « v v v v e e e e e e et eee e e teeaa e eeeeeeeeeeeeeeeeeeeaeeeeeeeaaaeeeeenneaeeennnnaaa22 0 1 2.00 2 1 0 0 1
................................................................................. TCCGTCTCC T T TG T GG T AT Tu a v v e et e e e e e e tteeee e eeaeeaeeeeanaaaeeeennannaaaaa 2 0 1 1.00 1 1 0 0 0
.................................................... GGCACARAGGAGACGGAGC « & e e e e e e e e e e e e e e aee e et eeee et a ettt ettt et 19 0 1 1.00 1 1 0 0 0
................................................... AGGCACA A AGGAGACGGAGC + « v v e e e e e e e e e e e e et aeee e eaee ettt ettt e 200 1 1.00 1 1 0 0 0
................................................... AGGCACA A AGGAGACGGAG e « « v v e e e e e e e aeee e et aaeeae et aeeee e e e e et 190 1 1.00 1 1 0 0 0
Anti-sense strand reads
M054
Vv113 v11l4
CGACGGCCGAGAGAGGTGTAGACTCAACACGGATAAACTCGAGGACCCCACTCCGTGTTTCCTCTGCCTCGGTCTATCACAAGGCAGAGGAAACACCGATAAAAATTTCGGTGTTTCGGGGCAGAAGACGAAGGGTCGATAAACACTACCTTA female
Read # Hit Total body male embryo

************************************.((.(((.'_(((((.((_(((((((((((((((((

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species/ Coordinate ID Alignment

khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x*x*x gize Mismatch Count Norm Total
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phyloP LRT conservation scores
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Genomic Position
Hairpin partition Mature Star

droSec?2|scaffold 6:728011-728163 |(dse 156 GCTGCCGGCTCTC

|drosim2|[3r:562739-562924 - ldsi 32452[ccTeecceaeTeTe

|dm3 llchr3R:627985-628062 - | [ESCiEssEEs- -
droEre2|scaffold 4770:935900- C
936033 -
[drovak3|3r:946964-947099 - | [EriAREAAR- -fa N IS Nele N T T G TG T T ATTAGTCAGTCCAGAT CGG T C T A A He TR TGGART|
droEugl|{scf7180000409759:562257- CICTCCTTTCTCLNCTATT T T A [hicHeC A lEE - D Gl TE\CEY- - - - - R TN T TINEA C TIC T TGRCEATCGAGCATCGAACTAGGT TGTTTTGACAGTAGGAAT TT TGC R CAGACTAATTCREET TEEEEEE TTideAA TC/ECIAC
562429 -
droBialllscf7180000302411:362044-
362159 -
droTakl|lscf7180000415261:499561-
499757 +
droElel|[scf7180000491104:2403922- GCTGCCsCRMTC
2404018 -
droRhol|[scf7180000778917:8474- GCTGCCiSCRMTC
8566 +
droFicl|scf7180000453903:234663- GCTGCCRECETH
234820 -
droKikl|scf7180000302634:320675- TTGETTETE-- - -|
320767 -
droAna3|lscaffold 13340:22849098- i Toiccleci¥rc c@icrcleileles T ANE T/EC
22849198 -
: e ____2|
aroBip1[acf1180000396424:1121641- SCT 0GR~~~ B B ERGTE GRRTTTA - CTcA e R SRR ClCTTGGTRACTACC TS —
1121749 -
dp5 2:22164678-22164802 + eelele T A - - liGCGCTGTTTGCCTATTTGCTATCTGCTGATGTCTGGCT-GEGTCH- - - - - - - - - - [SCINENE T A TiS eIl C/eRiA AINE e AREEEE Srer Sr-BRclicccciiceT TR TEIS IS B EIIEEehy Ul SINAGA G- GGT - - - - — - - — - - — - - -EEE R — R e =|
droPer2|scaffold 3:4945718- eelifelele T A8 - - liGCGCTGTTTGCCTATTTGCTATCTGCTGATGTCTGGCT -GEGTCH - - - - - - — - - - - SAINEGNE T A TiSIShiCleR A A iVE T/EATEEEE OT®T- - - - —-- - - - -—-[8T-BEclicccclicEec TR TERlhsel i LiEh el N NG AG -GG T - - B - — - — - - - - — - — - EEEE R — — - — ——— R e e = ———]
4945842 + \
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:728011-728163
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:728011-728163
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_156.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:562739-562924
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32452.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:627985-628062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:935900-936033
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:946964-947099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:562257-562429
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302411:362044-362159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415261:499561-499757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:2403922-2404018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778917:8474-8566
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453903:234663-234820
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:320675-320767
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:22849098-22849198
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396424:1121644-1121749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:22164678-22164802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:4945718-4945842

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 235 |scaffold 8:1734659-1734782 - || candidate | Testes-restricted || intergenic

Legend: mature Star 3o R R d 0, mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
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Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M054
V115 vil4 Vv113
GTATCCTTCGCATAACAATACATATATAATGTACAATATAATGGGTAGCAAGATGCTCGTGTTCTCCCGTTTCGATGT TCATTTTTCGGTACT TGAGTGCTAAATATGTTTTACATGTATGAACATGTATGAACATGTGCAATATAT TTAGTACTCTAGTGCCGTCACACAGCTCGATGTCCTGGAAACTTGTTGCCATAATACCAAGACGTCTTCTATTCTAG female
Read # Hit Total head body embryo male
AR e e e L N A A (I N T I IIINI)) e kkkkhkkkhkhkkhkhkkhhkhkhhkhhkkkhkkkkkkkkkkkkkkkhkkkkkkkkkkkk**k*x* gsize Mismatch Count Norm |[Total body
................................................................................................. TGCTARRATATGT TTTACATGT . « . et et et et et e e et et et e e e e e et et et e e e et e et et e et e e et e e e et e e e et ettt e e e e et ettt e e 20 1 4.00 4 1 1 2 0
................................................................................................ GTGCTARATATGTTTTACATGT « & ¢ v e v et et et e e et e et et et e e e e a e et et et e e e e et et e et et e e et ettt e e e e en ettt te e eneneneeeataeneneneaeea 22 0 1 3.00 3 2 0 1 0
...................................................................................................................................... ATGTGCAATATATTTAGTACT « « « v et ettt et e e e et et e e et et e e et e ettt ee e eneeaeaenenen. 210 1 2.00 2 1 1 0 0
...................................................................................................................................... ATGTGCAATATATTTAGTACTC . + ¢ e e et ettt et et et e e e e et e e e e e eneneeteeaeaenennaeeaeaeneneaan 22 0 1 1.00 1 1 0 0 0
....................................................................................................................................... TGTGCAATATATTTAGTACTC . ¢ v v e et e et ettt e e et e e e e et et et et e te et eiaenaeneeaeneen. 20 0 1 1.00 1 0 1 0 0
.................................................................................................. GCTARATATGTTTTACATGTA . « « vt et et et et et e et et et e e et ettt et et e e et et e et et et e e ettt et et et e et eaeneneneeaeaeneneneanea 2 0 1 1.00 1 0 0 0 1
................................................................................................. TGCTAAATATGTTTTACATG . « ¢« e e e et e e et et te e et e et e et et e e et e e e e e e e e et e e e e et e e et et e et e et et e et e ettt e ee et 20 0 1 1.00 1 1 0 0 0
.................................................................................................... TARATATGTTTTACATGT . « ¢ e e e ettt e e et et et e et e e e e e et e e et et e e et et e e et et e et et e ea e e eae et ee e neaaenaeneeaenaeaenaen. 18 0 2 0.50 1 0 0 0 1
Anti-sense strand reads
M054
V113 V115 v114
CATAGGAAGCGTATTGTTATGTATATATTACATGTTATATTACCCATCGTTCTACGAGCACAAGAGGGCAAAGCTACAAGTAAAAAGCCATGAACTCACGATTTATACAAAATGTACATACTTGTACATACT TGTACACGT TATATAAATCATGAGATCACGGCAGTGTGTCGAGCTACAGGACCTTTGAACAACGGTATTATGGTTCTGCAGAAGATAAGATC female
Read # Hit Total male head embryo body
AR e L N N N N T T )N IIIN))) e Khkkkkkkhkkkkkkkhkkkkkkkkkkhkkhkkkhkkhkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k****** sjize Mismatch Count Norm Total body
................................................................................................................................... TTGTACACGTTATATARRTCAT . « ottt e et e et et et et e e e ettt et et et et ettt en e eieaeaenenen. 22 0 2 36.00 72 48 14 6 4
.............................................................................................. CTCACGATTTATACARRATGT . « & et et et et e et e et et et e e a et e et et et e e et ettt et e e e e et ettt et et e e et ettt te e en et eaeaeneneneeeeaenene. 2l 0 1 26.00 26 23 2 1 0
............................................................................................. ACTCACGATTTATACARRATGT . « ¢ e et e et te et ettt e e et et e e et et e et e e e e e et e e e et e e e e et e e e e e e et e et te ettt ettt 220 1 20.00 20 14 2 3 1
............................................................................................. T A C G A T T T AT ACARARTGT . « &+ e e et e e et et ettt e e et et e e e e et e e et et e e et et et et e e e et e e e e et e 22 1 1 2.00 2 2 0 0 0
.................................................................................................................................... TGTACACGTTATATARATCAT . ¢ . vttt e et et et e et et et e e et e et e e e e e et e e et eaiaeneaenaeneen. 20 0 2 2.00 4 4 0 0 0
................................................................................................................................... TTGTACACGTTATATARATCA . « ¢ e et e et te e et a e e e e et e e e et e eae et aeeneeaeaaeneeaenaeneeaenaea.a 2l 0 2 1.50 3 2 1 0 0
............................................................................................. ACTCACGATTTATACARRATG . - « ¢ e e e ettt e e et et e e et et e e et et e e e et e e et et e e et e e ee et e et e et e ee e eeenete e eneeaenaeneeaeeaea.a 2l 0 1 1.00 1 0 0 0 1
............................................................................................... TCACGATTTATACARRATGT « & ¢« e e vt e e ettt e e et et e e e et et et et e et e e e et e e et et et e e et e et et te et e ee et eneeeenaeneeaenaea. 20 0 1 1.00 1 1 0 0 0
................................................................................................................................... TTGTACACGTTATATARATC . &+« e e te et te e ettt e et et e e e et et et te e ee e te e areaenaeneeaenaea. 20 0 2 0.50 1 1 0 0 0
.................................................................................................................................... TGTACACGTTATATARATCA . & ¢« vttt e e ee et te e ettt e e e et et te et te e te e ee e eeneaenaeaeeaenaea. 20 0 2 0.50 1 1 0 0 0
.................................................................................................................................. BT TGTACACGTTATATARATCAT . « o et e et te e e e et e e et et ettt e e et a e et ieen e te e ae e eaeneeneeaennen. 23 1 2 0.50 1 0 0 0 1
..................................................................................................................................... GTACACGTTATATARATCAT . -« v e ettt ee e et et e e et e e et et et e et te e ea et eneiaeeeennenenaenaea 20 0 2 0.50 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droSec?2|lscaffold 8:1734609-1734832||dse 235 [IGTATCCT--------- T C G  —m ——m —m - — o m o ATAACAATACATATATAATGTACAATATAATGGGTAGCAAGATGCTCGTGTTC--TCCCGTTTCGATGTT-———————=————=—— CATTTTTCGGTACTTGAGIGCTAAATATGTTTTACATGTATGAACATGTATGAACATCTCCAATATAT === ====—=—————————_-= TTAGTACTCTAGTGC-———-——-———- C-GTCACACAGCTCGATGTCCTGGAAACTTGT TGCCATAATACCAAGACGT C T T Cm = == = = = = = = — = m = TATTCTAG------
|[drosim2|x:18341739-18341952 - lasi 32477|lcTATCCT--------- TCGC——————————m oo ATAACAATACATATAEAATGTAWAATATAATGGGTAGCANGATGCTCGTGTTC-~-TCCCGTTTCGATGTT-—————————————=— CATTTTTCGGTACTTGAGTGCTAAAT AT G T A\ CATGTATGAACATCTCCAATATAT -~ == ————=—-—-—-——-—————= TTAGTACTCEAGTGC--—-—-—----- C-GTCACACAGCTCGATGTCCTGGAAACTTGTTGCCATAATACCAAGACG T C T T == == == = = = = = — = — = o o o o - TATTCTAG----—- |
|am3 lchrx:19452361-19452625 - |ldme 462 |rfgrcc /SNSRIy N N NI NN NG S eIy N (L TN N TN ST VNN NN NN Yo 12 i A T e T G T AWA A TATAATGGGEAGC AWGA TGHTCG TG T TR TN C G T TTCGRT GTT- - - - - - - ————————- CATTTTTCGGTACTTGAGTEGCTAAATATC T T i ACATGEATGAACATCTCCAATATAT -~ —————————————-——-—-——=- TTAGTACTCEAGT GG SN NG E e - GTCACACAGCTCIATGTCCTGGAAAC TTIT TGCENEA AT ACC ARG A | i — — = = = = = = == == == — = == == = o - BT CTAG-————— |
droEre2|scaffold 4690:9688622- GT
9688737 -
ldrovak3|x:11886114-11886258 + I
droEugl|scf7180000409230:880046-
880107 +
droBialllscf7180000302069:1151383~ G Tealac AN AN T C GG AR A CT TG T TGClgA T AR TACCAA GG T CT T C— = — =~ = = — —— - — - m o — oo o ATGilGCI A BT
1151480 +
[~~~ B
droTakl|lscf7180000415169:845110- pc-XecaiiacaciilcealMrccllceaaacTreTToCaTAATACCAAGNGTClET ClYelle- - - — - — - -~ - oo - iNicTGTECTARET]
845273 +
PN __pumepw mm|
droElel|[scf7180000490751:1118492- || [Cliemmm——————— |-~~~ ——— L e — e — — — = = — = = — = — — - — — — e e — — = == m e m e et — — — — ———————~— B-Brcaflacacidcca¥rccldccaaacTrerccgaTaaTaccAAdGNG TIRETH- - - — - - ————-—-—-m o IWGIENeGINECACRET
1118557 -
droRhol|scf7180000761121:190453= || (Gl ===~ - === —— = mm e — — i - — — — =~ = = — = — = — — — — e = = = = = = = s s s s et — - — — — — === === - B - TENNE T 2 ef\a 2 [lefe C TV NNeLlile Cilele LU F- VNI NI NN\ el C/8c GCCCGAATGGTCTTAT TTCCCCGATGTAGTGACAGCGTAGGAATGAGHTREEEEEEE R TETTCTAR------
190563 +
droFicl|scf7180000454073:1733572— be-prcaacacilcealleTreceeanacTrcrccEaTarTAccErcr e ciECiiE-E-8--------- - - - - GACTTCGCTGGTTTCTTTTCTTHCIENTIITAREEEE
1733677 -
droAna3|scaffold 13417:2468150-
2468193 +
droBipl|scf7180000395874:40469-
40512 +
drowil2|lscf2 1100000004515:307815-
307833 -
drovir3|lscaffold 13050:365958-
366062 +
droMoj3|scaffold 6496:16956201-
16956247 +

Generated: 09/08/2015 at 08:01 PM

PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

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

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

RPOORRRORRROOOOR


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1734609-1734832
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1734609-1734832
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_235.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18341739-18341952
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32477.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19452361-19452625
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_462.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9688622-9688737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11886114-11886258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409230:880046-880107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:1151383-1151480
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415169:845110-845273
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490751:1118492-1118557
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000761121:190453-190563
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1733572-1733677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:2468150-2468193
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395874:40469-40512
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:307815-307833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13050:365958-366062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:16956201-16956247

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 167 scatfold 22:40563-40618 - |candidate | Canonical miRNA |SpUTR

Legend: mature star (0 =1 i1 Ie1 e i3 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 40650 40600 40550
Genomic Position
Hairpin partition -8 Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
utrS [utrS_minus_10449]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V113 V114 V115
TTCGAAGTTACTAATACTAAGCAATAGGCAGCAGGCTTTTCGTTTGTGTGTGCCTGCTCCCTCTCGCEGTATAGTATATACCCATGTGCCAGAGAGAGCAAGCCGAAAACGAAAAGAGAGCGAGAGTCGGGCGAAGGAAAAAAATATCGCCACAGTT female
Read # Hit Total male embryo body head
AR e T (R A I I T e e D D D D D D D I D D D D I D R D I D D D D D D D D D khkkkkkkkkkhkkkkkkkkkkkkkkkkkkk**k*k**x** gize Mismatch Count Norm Total body
................................................................................... TGTGCCAGAGAGAGCAAGCCGA . « vt vt et et e e e e et e et te e e e e e aaeaaaeneaaa 22 0 1 6.00 6 4 2 0 0
................................................................................... TGTGCCAGAGAGAGCAAGCCG e & ¢ e v v v teee e et et e te e eaeeeteaaeneeaeaeneaeeneanaaa 2l 0 1 3.00 3 1 0 1 1
................................................................................... TGTGCCAGAGAGAGCARAGCC . « o e et ettt et ettt e e e ettt et ee et eaeneneeneaaa. 20 0 1 2.00 2 2 0 0 0
.................................................. TGCCTGCTCCCTCTCGCGTATA . « v v v e e e e e e et et e e e e e et et e e e e e e et e e e e e e e e aaeaee e teaeeaeneaeeasaenenesaeannenaeaea22 0 1 1.00 1 0 1 0 0
.................................................................................... GTGCCAGAGAGAGCARGCCGA t & v v vt et e e ettt te e et teeaeeeeteaeaenaeneaenan 2l 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
M054
V114
AAGCTTCAATGATTATGATTCGTTATCCGTCGTCCGAAAAGCAAACACACACGGACGAGGGAGAGCGCATATCATATATGGGTACACGGTCTCTCTCGTTCGGCTTTTGCTTTTCTCTCGCTCTCAGCCCGCTTCCTTTTTTTATAGCGGTGTCAA female
Read # Hit Total body |embryo
I T N I I R T e R D N I D D R I D D D D I D D D I D D D D D D D D D hkkkhkkkhkkhkkkkhkkkkkkkkkkkkkkk***** | gize Mismatch Count Norm Total
................................................................................................ CGTTCGGCTTTTGCTTTTCTC e & v v v teeeee et eeeeeeeeeeaaeneneeneaen. 2 0 1 1.00 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|lscaffold 22:40513-40668 - |dse 167 |rT---cGrAG------ TTACTAATACTAAGCAATAG--GCAGCAGGCTTTTC----- GTTTG-T--GTGEGCCTE====== CTCCCTC----T------—- CGCGT---ATAGTATATACCC----ATGTGCC--A--GAGAGA————————————————- GCAAGCCGARAACGARRAG—— === === = = = = = = = - A--GAGCGAGAGTC———— === === === ———————————____ G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT--——-- |
ldrosim2|[3r:22831763-22831918 - ldsi_32449|rT---ceArG------ TTACTAATACTAAMCAATAG--GCAGCAGGCTTTTC————- GTTTG-T--GTGEGCCTC- =~~~ CTCCCTC-—--T-=--—-—-- CGCGT---ATAGTATATACCC----ATGTGCC--A--GAGAGA-———=-—=-—=———-————— GCAAGCCGAAAACGAARARG—— == === == = = = = = = A--GAGCGAGAGT === == == === === === G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT----—- |
|am3 lchr3r:23406994-23407150 - |dme 400 |[TT---cGAAG------ TRACTAATACTAAWCAATHG--GNEGCAGGCTTTTC- -~~~ GTTTG-T--GTGHEGCCTC CTCCCTC----T-—--—--~ CGCGT---ATAGTATATACCC----ATGTGCC—-A~-GAGAGA-———=—-——-———————~ GCAAGCCGAAAACGAAAAGINE -~~~ == === mm e m e A--CG@GCGAGAGTC -~ === === === = mm—mm e G--GAC----GAA---GGAAARAAA--ATATCGCCACAGTT--—~-~ |
droEre2|scaffold 4820:4630735- der 1529 |TT---CcEAAG------ TRACEAATACTANGHAATAG- - ¥ aciNeccdTTTTC----- B\ TTG-T--GlcEeCCTE-——=-- CTCCCTC--—-T---—-—-~ CGCGT---ATAGTATATACRC----ATGTGC--A--GAGAGA-—-—-———————————— GCAAGC COA 2 P 7\ A\ G — — = = = — = — = = = = = = - A==GAGCGAGAGT Cm= === === === === ————m G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT-——-—-
4630883 +
|drovak3|[3R:23081054-23081202 + | |rT---cBang------ TRACEAATACTERGEAATAY- - AGCAGGCTTT TR - ---ATTTG-T--GTGEEEETE~~~ CTCCCTC----T-—=--—-—~ CGCGT---ATAGTATATACRC----ATGTGCR--A--GAGAGA--——————————————~ GCAAGCCGAA IR\ 1\ 5 — — — = = — = = = = = = = = = = A==GAGCGAGAGTC === == === === === = m = mm e e e G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT-—~--—~- |
droEugl|lscf7180000409770:888896~- TT---oAAG--—-—~ TRACT A el iC AR ThTel- - Ll o G RN T Ty — - - - B TTG-T--GTCE NN - crcpic Tl Tl I Tt i lecceT-—~ATAGTATATACEC - - -~ ATGTGC--A--F\aGacA-—- - - - - - — - - ————- et 2. 2\ G = = = = = = = = — = = e e ey e L o ———,——S—————--O G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT-—--——
889037 -
droBiallscf7180000302075:1520953~
1521054 +
droTak1|scf7180000413872:284297-
284432 -
droElel|scf7180000491261:1896685-
1896822 -
; macTcTTINAC
droRhol|lscf7180000767320:9615-9757 AACTCTTIVACEEEEE TR T C— CTEGTTCEETET - - - [gfe - - [ TEEEE GTTTG-T--ATGTCRIC— ===~ cflEgictc----T1---—-——-- L CEeT---ATAGTATATACEC----ATGTGCIN N WEcAGAGA- -~ -~ - = - = - - ————- GCAARICCGA 2 P 1 7\ G = — = — = = = = = = — - A--GAGCHAGAGTC-—— === — - mmm oo G--GGC----GAA---GIJAAAAAA--ATATCGCCACAGTT----—-
droFicl|lscf7180000453826:309218- TT---pAAG-—-——- - ENSRY- - - - - -ccIATiGCREITGT - - -[ele- - j{-[¥eiTACGA[hlNNERtINIelIeG e T Tie CAGT G Ie T 0GR et IEEE e CGCGT---ATAGTATATACRC----ATGTGCIYY M --GAGAGA-—-—————————————— GCAAGCCOA M P 7\ A\ G — — = — = — = — = — = = = =~ = - A--GAGCGEGAGTC—————————— oo G--GGC----GAA---GGAAAAAA--ATATCGCCACAGTT--—-—-
309365 +
droKik1|lscf7180000302697:675425- AJATTTCEV N TRAC T ekl C AR TiYel - - i AR Gl T T TTC-—— - - Breee-E--crciC cecfcTc-—--T---—-—-- CCCCTXMATAGTATATACAC----ATCTC[e--[8--GAGAGA-—————-—- AGAGAGAE G NE A e N - - - - — - — - e A--GAGGAGAGTC———————— - m o m oo G--GGC----GAA---lGAAAAAA--ATATCGCCACAMTT----—-
675570 -
droAna3|scaffold 13340:19285509- RET IV (cAAAATTIATTTCAATAN-IATHT - - - - - - CTIATATCEETTT- - -CT--A- - - EEEEE e Y- -¥\cdeccre—-—--- WERfElTC-— - - T-——————— ci\cEr---ATAGTATATANG- - - -[&\cEec Xy~ -cldcaca-—-—————————————- TG A AT T T TN T CN G e A G A G A e GAGGTAGTCGGGCACTTGCCGTCTCGAGTCTAGAGAAAGIEEIINEAININe CTCTCCCAAACGGTAAAGCATGTCCGAACCGGGTATGGATAAATHASTAGCHNACTCEAINCINYN SN GCGAACTGAINE AT
19285749 +
dp5 |2:9056150-9056281 - | T C - - - e — — P — — — — [elc - - -BGTE- - iie- - llEcGeTCaTie Ts e N cEEEEE T ¢-CalEEE A NN NINCA S c A CENiA A G A T e e e NG CCCAGCGAAAGAGA R - — - — - — - — - — — - — — — — — — [ GTGGGAGGA e T e e el R . 2 GGC----1¥er---cGanaannBATATCGRCRHCAGTT--- - -~
droPer2|scaffold 0:2869233-2869364 LT C — - — I B — — A — - — ec - - -BGTE- -[iE - -[lecGeTCaTNeTLIsETEE cEEEE §-CalEEE A NI UNUNGASla c A CIN AT A G ATy e N Ne NG CCCAGCGAAAGAGA R - - — - — - — - — - - — - — — — — — [ e T GTGGGAGHGA S C e T[N el R e INCcce----IEa---corrnrann¥ai\aTccliclicacTT------
arowi12|scf2_1100000004902:3644410- - S S R oo R B
3644413 -
Arotio}s[scalfold 6540:32543020- s e el s e B e B e e I T R CCACTTICTTICICC R e oo e B B o
32543112 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:40513-40668
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:40513-40668
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_167.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:22831763-22831918
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32449.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:23406994-23407150
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_400.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:4630735-4630883
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1529.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23081054-23081202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409770:888896-889037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:1520953-1521054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413872:284297-284432
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:1896685-1896822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000767320:9615-9757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453826:309218-309365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:675425-675570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:19285509-19285749
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4052.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:9056150-9056281
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:2869233-2869364
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:3644410-3644413
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:32543020-32543112

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 1843 |scaffold 9:543298-543405 + | candidate || Canonical miRNA | CDS

Legend: mature star {05 i=ed BT 1911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 1 25 o3 24 o5 26 & | | I I |
Size Condition 543,250 543,300 543,350 543,400 543,450
Genomic Position
Hairpin partition -# Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
CDS [Dsec\GM15831-cds]
Repeatable elements
|Name “Class HFamily HStrand|
|(CAG)n||Simple_repeat”Simple_repeat”+ |
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V1il4 V115 V113
CATATAGCGACCCAAGTGAAGGGAATCGCCAGCAGCAGTAGCAAACAACAGAAGCAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACAACAACAGCAAACGGCAGAGGCAACGGCAGCAGCAGCAGCACCCGCCCACTCCAACGTATCCACCTCCGTTTCCTCCAGCACAATAGAAACCTCTGTTTTGCCGC female
Read # Hit |Total body |embryo head male
dedk ok ke ke ok ok ek ke ke ok ke ke ke sk ke ok ke ke sk ke ke ke ke sk ek ek ok (L (OO e e (O GO (e (e e e e e e 1))))) D)) L)N))) L)) D)) ) ) L)) ) ) L ke kkkkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total body
............................................................................. el elooleloki ek olelolofek i e olo]c NN U3 SO 1 3.00 3 3 0 0 0
............................................................................. TGTGCCGCTGTCGCCCTTGCC . + « e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e et e e e e e et e e ae et e e eneaaenaaneeaeaaeneeneaaennen. 2l 0 1 2.00 2 1 1 0 0
................................................................................................................ AAACGGCAGAGGCARCGGCAG .+ ¢+« et et et et et e e e et et e e e e ettt e e ettt 210 1 2.00 2 1 0 1 0
...................................................................................................................... CAGAGGCAACGGCAGCAGCAGH . . o . it it i ittt e e ittt et et ettt e e iea e 22 1 1 1.00 1 0 0 1 0
................................................................................................... CAACAACAACAGCAAACGGCAGAGGC .« ¢« vt et e et ettt e e et e e e et e e et e e et e et e e e e et e ettt et e 260 1 1.00 1 0 0 0 1
................................................ 07:Xe ¥-NeToF-V. Nl el o oF-Ne L LF NN AU - B ¢ 1 1.00 1 0 1 0 0
..................................................................................................................... GCAGAGGCAACGGCAGCAGCAGC « &+« e e v et et et e e e ea e e e e e e et e enetaeeaanaeneeaenaeneeaeeaanaea. 23 0 1 1.00 1 0 1 0 0
.......................................................................... eloloki el eleloleledi el ofelole] e i e ol APPSR SN0 1 1.00 1 0 1 0 0
.................... elele) V- ofel ol ol elo).YeTo). el PP A B0 1 1.00 1 0 1 0 0
................................................................................................................ AAACGGCAGAGGCAACGGCAGCAGC « + ¢ e e e et et e et ee e et et e e e e e et e e e eeaeneeneeaenaenneneeaenaeaa 25 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
M054
V115 V113 V114
GTATATCGCTGGGTTCACTTCCCTTAGCGGTCGTCGTCATCGTTTGTTGTCTTCGTTGACCGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGTTGTTGTTGTCGTTTGCCEGTCTCCGTTGCCGTCGTCGTCGTCGTGGGCGGGTGAGGTTGCATAGGTGGAGGCAAAGGAGGTCGTGTTATCTTTGGAGACAAAACGGCG female
Read # Hit |Total body |head male embryo
dkdekdkdkkkkkkkokkkdkokdkkdkkhkkdkkhkhkhkhkkhdkkkkdkkdkkdkkdkkdkdkdkrkrkrd (.o (CCCCe e (O COCCCe COCe GO e e e e e e e 1)))))))) D)D) )NDNDD)))) L)) )) . S kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total body
................................................................................................................... GCCGTCTCCGTTGCCGTCGTCG  « - « e e e+ e e e e e e s e e s oe e aatasoeeaatasoeeaeanseeeoeenasasoaeansnscaaanans?22 0 1 2.00 2 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species/ Coordinate ID Alignment
ldrosec2|scaffold 9:543248-543455 + |ldse 1843 |[CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGC-———----———- AGTAGCA———=————————————— AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCIGTGCCECTGTCGCCCTTGCCGCAACA---ACAACAGCARACEECACACECARCEECAGCAGCAGC -~~~ ————————————————— AGC---ACC---CGCCCAC-——————-————— T-————- CCAACGTATCCACCTCCGTTTCCT - === — === == == === —————————— CCAGCACAATAGAAACCTCTGTTT--—————————— TGCCGC|
ldrosim2|2r:17766310-17766517 + ldsi 32456|cATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGC-————————-—~— AGTAGCA————————————————————————— AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCIGTGCCEGCTGTCGCCCTTGCCGCAACA---ACAACAGCARACCGECACGACCCAACBECAGCAGCAGC-———————————————————— AGC---ACC---CGCCCAC-—=-—=-——-—-——— T-—-——- CCAACGTATCCACCTCCGTTTCCT——————————————————————————————_ CCAGCACAATAGAACCTCTGTTT--—-—-—-—--- TGCCGC]|
|dm3 lchr2r:17211888-17212089 + |[ldme 419 [CATA---TAGCGACCCAAGTGAAGGGAATCGCCAGCAGCINGY--------- BA GCA— === === === === ————————— AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCEGCAACA--—-ACAACAGCARACCECACACCCAACCECAGCAGCAGC————————————————————— AGC---ACC---CGCCCAC--—-——=-—————- T--—-—- CCAACGTATCCR T e CC T~ === === === —=——————————————————— CCAGCACAATAGAAECCTCTGTTT-—-—-—-——-—- TGCCGC|
droEre2|scaffold 4845:11355676- der 1520 |CATA---TAGCGACCCAAGT[@AAGGGAATCGCCAGCAGHNES-—-—-—-—- i & — = = = == == == === ————————————— Alg---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCIGTGCCEGCTGTCGCCCTTGCCGCAACA---ACAACAGCARACCGECACGACCCAACCECAGCAGCAGC-———————————————————— AGC---ACC---CGCCCAC-—=-—=-——-—-—-— T-—-—-- CCAACGTATCCACCTCC it~ ——————=—=——=—-——————————- GGTTCCCTTININIVNUNT NG GllNeiNe CiliEE cccae
11355880 +
ldrovak3|2R:11976229-11976433 - lava_1795 |lcata---TacceacccaacrfganflecaaTceccaceacci¥Xe--------- i . — = = = == == == === ————————————— AA---CAA-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCIGTGCCCGCTGTCGCCCTTGCCGCAACA-—-ACAACAGCAAACCECACACGCCAACGECAGCAGCAGC-———————————————————— AGC---ACC---CGCCCAC-—=-—=-——-—-——— T-————- CCAACGTATCEACCTCCGTTTCCT———————————— == ————————— o — CCAGCACAATAGAAECCTCTGTTT--—-—-—-—--- Eeccac]|
droEugl|[scf7180000409474:730362— calde---TlicCcGACCCAAGRMAAGGGAATCGCCAGCAGCINGE - —-—-—-—- AGTAGCA-————————————————————————— - --RAA-CAGAAG---CAACTGECCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCAACA—-—ACAACAGCAAACEINCACAGCCAACCECAGCAGCAGC————————————————————— allc---a¥d---ceececac-—-—-—--—-—-- T—-———- GTINAT CCINNSNelG - - - - - - GACC T Xl \ccaceackaTacargccTc@GTTT-- - - - - - - - - ClEelelele
730572 -
droBial|scf7180000302143:1194589- CATA---THGCGACCCAAGEGAAGGGAATCGCCAMCAGCINTY------ ENEeAGTAGCA-— -~~~ — - — o - --B2E-CAGAAG---CAACTGGCCAGTGCGCAGCTGCCEGTGCCGCTGTCGCCCTTGCCGCAACA—-~ACAACAGCARACEL\CAGAGCCAACCECAGCAGCAGC-————— I XTI XL I NS XA GC - - —~ACC—-—~CGCCCAC-———————————— T—-———- ccaacerrcclgccreccddecET - ----------—-—-—-——-—- GCACCATUNIING CEUFNS NG SIelle el Ll TEccee
1194823 -
droTakl|scf7180000415722:103138— CATA---THGCGACCCAAGEAAGGGAATCGCCAGCAGHNGS - —-—————~- i 2\ — = — = === === === ————————————— B - - BrGAAI)---CAACTGGCCAGTGCGCAGCTGCCEGTGCCGCTGTCGCCCTTGCCGCAACA—-—ACAACAGC RAACCINCACACECARCEECAGCAGCAGC-————— - - CAGTINCICEEEYNSICEEEICIels - - - - EEEEEE B-—--—-- T — — = = = = = = = — = m—mmm Bcaceac@aTacaafjccrceTTT-- - - - - —-- &ccae
103312 +
droElel|[scf7180000491232:161869- caT@XeTiicccacccaacanlccanTcecaceaccNde--------- i 2\ — = — = === === === ————————————— - --RAA-CAGAAG---CARCTGECCAGTGCGCAGCTGCCTIGTGCCEGCTEGTCGCCCTTGCCGCAACA—-~ACAACAGCARACEINCAGAGCCAACCECAGCAGCAGC———————————=—————————— AGC---AfC---CGCCCAC-—-—=-——-—-——— - cCcAACHEATCCECC TR C T - — - — -~ - - - — - — - g\ clerceacaTacardccTCTGTTT- - - - - - - - - - Bcceae
162076 -
droRhol|[scf7180000780265:156473— caTle---TacccallccaacaaldceaaTcocaccacNde - —-—-—-—- i 2\ — = — = == === === —————————————— - --B2r-caGAAG---CAECTINCCAGTGCGCAGCTGCCEGTGCCECTGTCGCCCTTGCCGCAACA--~ACAACAGC ARACEL\CAGAGECARCCECAGCAGCAGC-————— - - @Xfercc---a}c---cGeecac-—-—-—--————- - cCAACHEATCCECC T - CLXel - - — - — - — - - - S\ clerceackaTacarlccTCBGTTT-- - - - - —— - - Eccclec
156683 -
droFicl|scf7180000453811:56703~- caTXeTiicCcEadccarcralccarTCGCCcAGCACH NS - —- —-—-—- i 2, — = — = === === === ————————————— - --R2a-caGAn}---cAECTGECCAGTGCGCAGCTGCCTIGTGCCECTGTCGCCCTTGCCGCAACALNTNACAACAGCARACEINCACAGGCAACCECAGCAGCAGC————————————————————— AGC---ACC---CGCCCAC-—-—-—-—-- TCAGCTTAC TN CClNee ool - - - - - -8 C T e 1 2 XIS\ cldecaclgaTAGAAgCCTCTGTTT-— - — - - - - - —- Bcccae
56922 -
droKik1|[scf7180000302411:441422— calds---t8eccEcccaacg@raceeagrececaceacyXde - —-—-—-—- 2, — — — = — = == IS Ye - - - XIS Xele e Xec nfe- CAGAAG---CAlEC TGECCAGTGCGCAGCTGCCTGTGCCEGCTEGTCGCCCTTGCCE e CH- - - A ACAGCARACEINCACACCCAACCECAC R CACGCCAGEEEEEEEE XL coi¥elifecc---ceececcac-—-—-——-————- T—-———- T CINeT - - -[FNSTji- - - - - - - - -BCTACAAGTTTAAATTCTGCCTCCACCACCAMSNAINT CINUNTNAT{Sleile Clelil~ i Gccae
441668 +
droAna3|scaffold 13266:5014085- dan 91 calde---X¥eleccoackcrldcdanilccanTccecec - - --—-—-—-—- - - — - — - A 2 [SIYTeL) - — [N XTel n [ FNelcr 8- cAcAACHecAlECcTGcCAGTGCGCAGCTGCCIETECCECTGTCECCHTTGCCGCAACH- - - A ACAGC RARCELNCACACCCAACCCCAC C R CACGCCAGEEEEEEEEE CGGCINEAGACINICEEEICIEIII A G CREEEE - BCAACHERTCCACCT I I - - - — - — - — === - ———————- Xt \ccaGCAeATAGAANCCTCRAGTTT- - - - - — - —— - - BGceae
5014313 +
droBipl|scf7180000395751:823775- calds- - -I8eccackcaldc@aallccaaTccoecace - - --—-—-—-—- - —-—---1%: NI NS XTIV XTeln » - — - CAlg- CAGAAGHECAECTGcCAGTGCGCAGCTGCCIGTECCGCTGTCECCHTTGCCECACH- - -BaAlicAGC RARCELNCACACCCAACCCCAC C R CACGCCAGEEEEEEEE CGGCIENEAGACT[CEEETCIelolelo A EEEEEEEEEE - CLXelCI N C CACC T/ C Tfel -~ — - — -~ == - - — - X \clerceackaTacarlccTCBGTTT- - - - - - - —— - - Gccae
824000 +
dp5 [3:9802137-9802349 - laps 3826 |lcnpE-- - cRcardcarAccrBrc@Ecacialc------------ AGTAGIXS--—--—-———- ;s B d---can-cacdac---caAldcTGECcCAGTGCGCAGCTGCCEGTGCCGCTGTCGCCCTTGCCGCEACH- - - EmAACAGCARACE\CAGACCCAACCCCAC T CACGCCAGHEE TAGCINCISEEEINTIeA cCCTABAACEACAACEREEEE. B--—--- i CEXE A el e T e C A T[S - — - - — - - — - - — - GCCACCARGIEINT CINFNSNACISiNeClelc Beccac]
droPer2|scaffold 4:5118111-5118332 |dpe 2480 |CAle---Emic2rdecAANccAldT cellacialic—--------—-- AGTAGNS----------- B Cr8---CcAA-CAGEAG---CACTGECCAGTGCGCAGCTGCCIGTGCCGCTGTCGCCCTTCCCGCEACH- - - RMAACAGCARARCCI\CACACCCAACCECAC R CACGCCAGEEEEEEES TAGCINEJSEEISNeIeA CCTABAACEACAAACACACTCGIEEEEEE - - - -SrciNidecec - - - - - -2 Crie--—-—-—- - GCcACCABGINESNT CINUNTNACHNECleC ClEEEEE clEfelelele
droWil2|scf2 1100000004510:1465966-|dwi 5424 ((Nehim- - - GINIIN G Tlec TN TGleTAGC - - - - TINA NSNS T~ I - - - [ ccacTTCAgEA
1466124 +
droVir3|lscaffold 12875:18068715-  |ldvi 24649(CAl0A- - - n o e ittt _ 7. G C ol — — — = — == ——=——~— GSNeCleCIRCAGATTCCACAGCEEA
18068893 -
droMoj3|scaffold 6496:11689326- eI AR Il (- CRRA - —— - — - ————————————————— - — - A[NeTAGCAACAACHGCINECIYeAINACCCAGCAAACAACA A SEEEEEEE BaA---cAA-CAGEAG---CAlSCTGRCAGTGCGCAGCTGCCTETGCCECTCTCEN T T - - - i G/ \CACACCCAACEECAC CEcc A P - TN - — - — - —— - SEXLerco---pic---cRcac-— - - - - - -————- T-—-—-- o - - — - —————— - [ehfeleln A - - - N T CEE e AGCAARINE- - - - - CrYeh\TNeelifeCleliiliiCAGAGT CAATAGC/E{dlelele
11689523 —
droGri2|scaffold 15245:4197227- dgr 473 |calXe---Ln/&N TN~ - -cccancacecacciNeciNeaNaaccancanBEE A a8 --can-cAcEAG---CAlgCTGECCAGTGCGCAGCTGCCTETGCCECTGTCE N T T C i - - - C\CACACCCAACEECAC CEccaGCIY eI Ne - — - — - —- —- CAGCT[EISRENIT TSRS A6/ C AREEEEEEE T C A - - - -[8- - e A TS A ele A » - — - i CCEEE e TCAATAAAINE- - - - - CEXEINAG - - -[SilecChEEEEE ccaccaciddees
4197430 -
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crit.star

crit.loop

crit.mor

crit.half

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

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:543248-543455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:543248-543455
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1843.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17766310-17766517
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:17211888-17212089
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:11355676-11355880
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1520.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11976229-11976433
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1795.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:730362-730572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1194589-1194823
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:103138-103312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491232:161869-162076
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780265:156473-156683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453811:56703-56922
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:441422-441668
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5014085-5014313
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395751:823775-824000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9802137-9802349
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3826.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:5118111-5118332
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2480.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:1465966-1466124
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5424.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:18068715-18068893
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24649.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:11689326-11689523
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3164.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:4197227-4197430
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_473.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 466 scaffold 0:8221099-8221169 - |candidate |3p_tailed_mirtron |intron

Legend: mature star [(\T03 1ie1(d 19111t \11iT31 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position o1 - 03 o4 & | | | |
Size Condition 8221200 8221150 8221100 8221050
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
dse_466_annot [-16.0]
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM24444-in]; CDS [Dsec\GM24444-cds]; CDS [Dsec\GM24444-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V113 V115 V114
CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTAAGGTCTTCAGATGGAGGAAAAGCTCGCACTTGCATTTCATAACTTCTGAAATCCTTTCCGAAACTCAGGTTAAGGTTTTCACCCAGCCCAACTACACGGAGAACTTTGTCCAGGCCAT female
Read # Hit Total male body |head embryo
Je ko ok e ok sk ek ke ok e ok sk ke ok ek ko ke ok ek ke ke ke ke kel ((((LL ((((((..... COCC((ee e een e ) D)))) e D)) ... kkkkkhkhkkkhkhkkkhkkkhkhkhkhkhkhkkkkkhkkkkkkkkkkkkkkkkkkkkk**k*x*k*** gjze Mismatch Count Norm Total body
.................................................. GTAAGGTCTTCAGATGGAGGAR . « + t o e v et ettt et e e et et et et e e e e e e e et e et e e e e e et e et e e e ettt e ettt et e e e 220 1 4.00 4 2 1 0 1
................................................... TAAGGTCTTCAGATGGAGGAR . « « « v e e et e ea e et e e m e e e et e e e et e e et e et e e en e e et e e eneeeaeneeaeneaaeaeneeaenenneaeneeaea2l 0 1 3.00 3 1 1 1 0
.......................................................................................... CATAACTTCTGAAATCCTTTCCGA ¢ e v ettt et et ettt e ettt e et ee et teeneieaeneeaene. 24 0 1 2.00 2 0 2 0 0
.............................................................................................................................................. AACTACACGGAGAACTTTGTCCA...... 23 0 1 1.00 1 1 0 0 0
..................... -Xelo]e7 XeTel V. Nl o7 Neli cTe. N NN AP - SN ¢ 1 1.00 1 0 0 0 1
..................... el ooy NeTel. V. Nole7 Neli eTey Nk e o AP~ N ¢ 1 1.00 1 0 0 1 0
......................... AGGAACCAGTGGATTGCGCARARAGG « « « « v e e e v et et et et e e et e e et et e et e et e e et e et e e et e e e et ettt e et e e e e et e et e e e e e et 260 1 1.00 1 1 0 0 0
............... ey NeT VN el ooy NeTcT.V.Nole7.Ne i c e N -3 S ¢ 1 1.00 1 0 0 0 1
................... GARGCCAGGAACCAGTGG « « ¢« v e ettt et e e et e e et et e e ettt e et et e 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 e e e e e e e, 180 1 1.00 1 0 1 0 0
.......................................................................................... CATAACTTCTGAAATCCTTTCCG w + « v e et et et e te et e et ae e eneetaenenaenenneaenneaeneaa 23 0 1 1.00 1 0 1 0 0
......................... el €3V No oy NelieTey. i1 eTo]e] oy NN AP~ N ¢ 1 1.00 1 1 0 0 0
....................................................... GTCTTCAGATGGAGGARRRGCTC G . ¢« ¢ v e e e e e e et e e et e e e e et e e e e et e e et e e e e et e e et e e e e e s e e eaeneeaeneeaeaeneeaenennenan24 0 1 1.00 1 0 0 1 0
.......................................................................................................................................... GCCCAACTACACGGAGAACTTTGTCCAG..... 28 0 1 1.00 1 0 1 0 0
................... 38 Nelolof-Nele).V.Noloy-Ne deTel- N e o] c U RO~ B ¢ 1 1.00 1 1 0 0 0
.................. AGARGCCAGGAACCAGTGGATT . + ¢ e e et e e ettt et et et ettt ettt et ettt et e e et e et e et e et e e e ettt e et e e e et e e e e e e e e e e e e e et 220 1 1.00 1 0 0 1 0
...................................................... GGTCTTCAGATGGAGGARRAGCT .+« v e e e e et e ettt et e et et et et e e et et e et e et et e et e ettt e ettt ettt 230 1 1.00 1 0 0 1 0
............................................................................................................................................. CAACTACACGGAGAACTTT........... 19 0 1 1.00 1 0 0 0 1
....... o0 Nele) Neelehi of el V. Ne ol oF-ele).V.No oF-N e AP~ B 1 1.00 1 0 0 0 1
.................................................. GTAAGGTCTTCAGATGG. - ¢ ot ittt ettt e ittt it ettt ettt ittt e ettt e ettt e et e e e, 181 2 0.50 1 0 0 1 0
Anti-sense strand reads
V113
GTTTCGGGATGCTCCCAGTCTTCGGTCCTTGGTCACCTAACGCGTTTTTCCATTCCAGAAGTCTACCTCCTTTTCGAGCGTGAACGTAAAGTATTGAAGACT TTAGGAAAGGCT TTGAGTCCAATTCCAAAAGTGGGTCGGGTTGATGTGCCTCTTGAAACAGGTCCGGTA
Read # Hit |[Total male
Fekdkdokdekdkk ok ok dkdkkkokkokdkkdkkkok ok ko kkokdkkdkkdkkdkrdkk  ((( (.. ((((((..... COCC (e eee et )))))) e I ... khkkkkkhkkkkkhkkhkhkhkkhkhkkkkkkkkkkkkkkkkkkkkkkkkk***** 5jze Mismatch Count Norm Total body
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec?2|scaffold 0:8221049-8221219 |ldse 466|[CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTAAGGTCTTCAG--AT-GGAGG————-——————-—————————~ AAAAGCTC—————=—-——————————————————— GCACTT----- GCATTTCAT======== AACTT-CT-——GARATCCTTTCCOA--—-—--—--————-—————- A--ACTCAGGTTAAGGTTTTCACCCAGCCCAACTACACGGAGAACTTTGTCCAGGCCAT
|drosim2|31:15739944-15740112 - | |CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTAAGCTIIIEAG--AT-F\cAC -~~~ ———~—~—~—~———————___ AAEAGCTC-————————— e GCACTT----- GCATTTCAT-—=—=-—=--- AACTT-QJT--—GAAATCCTTTCCEA--—-——-—————————————- A--ACTCAGGTTAAGGTTTTCACCCAGCCCAACTACACGGAGAACTTTGTCCAGGCCAT|
|dm3 lchr3r:16121392-16121562 - |ldme_469|lcanaccccTAGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGETAAGCTCTTCAG-—[gT-GEEGG-———————————————————— AAAAGCTC———————————————————————————— GCACTT----- GCATTTHAF======== AACTT-CT-=—CARATCETTTCCEA--—-—-—————————————- A--[CTCAGGTTAAGGTTTTCACCCAGCCCAACTACACGGAGAACTTTGTCCAGGCCAT]
droEre2|lscaffold 4784:18369135- CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTIGAGEGTCTTCAG--AT-GCEEIGG-—————————————————-—=- AARARNCTC-—— - —mm o GCAETT----- ACATTTEAT======== AACTT=CT-=—GAAATCCIMTThyCeR - - —-—-————————————- A--JCTCAGGTTAAGGTTTTCACCCAGCC/AACTACACGGARNAACTTTGTCCAGGCCAT
18369305 -
ldrovaks3|[310.:22056019-22056189 + | |cARAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGTEACRTCTTCAR--Al-cddleg-———————————————-~—~———~- G - aH  —.—~_ ciAETT----- GCATTTECAT-==—==--= AACTT-CT---GAAATCINVTRlcA - - --———————————————- A--BCEHAGGTTAAGGTTTTCACCCAGCCAACTACACGGAAACTTTGTCCAGGCHAT
droEugl|lscf7180000409711:1219795- CAAAGCCCTACGAGGGTCARAAGCCAGGAACCAGTGGATTGCGCAAAAAGGT/GAGETCTT AN --I- T8 Y- - - - - AAEAGCTC-———————————— EcallrT----- HCATETIeT-—————-= AACTT-[ET---cAarATgNNrThyceA - - - ——————————————- a--aclgcaceTTAarRGTTTTCACCCARCCEAACTACACGGAIRACTTTGTHCARNGCCAT
1219964 +
droBialllscf7180000302428:3998382- CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGT/EEGCTCT e -AT-W - - - - - - - AAAAGCTC—-————————————————————————__}8 TGTAAREEEECINICIIT\ATEE e AACTT-[€T---GAAATCCINNTCCeA-—-————————————————- A--ACECAGGTTAARNGTETTCACCCARNCCCAACTACACGGAGAACTTTGTCCAGGCCAT
3998551 +
droTakl|lscf7180000414337:197349- CAAAGCCCTACGAGGGTCAGAAGCCAGGAACCAGTGGATTGCGCAAAAAGGT/EEGETCTTCAG--Al-Gepclel-—-—-—-—-————————————- AAAARNClEC— - — - R el —-—-- CcaTErifgr-—————-—- AACTTi{ET---cAAAlJcciMfelccdA - —-————————————————- a--ficcacerTarfcTTTTCACCCARCClgAACTACACGGAIIAACT T TGTCCAGGCCAT
197521 +
droElel|lscf7180000491249:7320613~- CAAAGCCCTACGAGGGTCARRAGCCAGGEACCAGTGGATTGCGCAAAAAGCTIEEGCTC TN - - AR TV el — - — - - ——————————____ AR~ARCleC-—-— - Ecallrr----- GCATHTfeT======== NG GIEEE SN VNICTGIIT - - - EEE elel- -\ - -fci\caceTilarllcTTTTCACCCAGCCERAACTAACGGAINAACT TTGTCCAGGCCAT
7320783 +
droRhol|lscf7180000776525:9806-9977 CAAAGCCCTARNGAGGGTCARRAGCCAGGEACCAGTGGATTGCGCAAAAAGETIEECC TN A T - Chiclel- — - — - — -~ - - —————————- AARfecCleC— - — - - clacp)----- BCATTTCRE-—==——-=- NI G EGIVACEGCIliT - - - B el -Er - -fcreaceTrailcTTTTCACHC AR CCleAACTACACGGAAACT TTGTCCAGGCCAT
+
droFicl|lscf7180000453839:1504111- CAAAGCCCTACGAGGGTCARAAGCCAGGAACCAGTGGATTGCGCAAAAAGGT/EECNr NI N\ Ti VAo — - — - - - - —————————- e af\clc---- - - - TAMA AR BCATETHAT=-======= N A Gl T N G T L T C R aA--eeginceTrrReTTTTACCCARCCEAATACACGGAIRACTTTGTCCANGCHAT
1504283 -
droKikl|lscf7180000302486:2825651- CAAGCCCTACGAGGGTCAGAAGCCAGGEACCAGTGGATTGCGCARARAGC TSN T/EAlY- - A - R - —— — - ————————— CGGGACIN NG A T Cl R e ErGcTiGTCATCTINICH- - [IEEEEEmEs AACTT-[Je---caraTCCrTCiiYe - -—-—-—--—-—--—- - -teildiclecacerganlleTldTTcACcccAGECAACTACACHGAGAACT TTGTCCAGGCHAT
2825829 -
droAna3|lscaffold 13337:10495681- CAAECEE{CTACGAGGGTCAGAAGCCAGGEACCAGTGGETTGCGCAAAAAGGT/EAGHTEIENA/ - - T e — - — - — - —————————————- N — - — - — R GATCTTTTEACTTAACTTINEINA/ CEEEEmmE AARNTT-fiT— - flAAATClfET eI - - - - ————————————- e--fci¥\acerTarlcTTTTCACCCARCCCEARTACACHGAGAACT T TGTCCAGGCCAT
10495853 +
droBipl|lscf7180000396569:873531— CAASGER{CTACGAGGGTCAGAAGCCAGGAACCAGTGGETTGCGCAAAAAGGTIEAGHT A/ - - - P — - — - —— - ———=- B C TC— === ————————————— ATEEEIAGATCTTECTCCTAAACT TRUMBINeGASEE ANNST T = ATl Tl - - - —---—-—-—-—-—-- a--fclcaceTaalcTTTTiHACCCARCCCEARTACACHGAGAACTTTGTCCAGGCCAT
873703 -
dp5 |xR_groups:1795952-1796121 | |cBaBccccTaccAGGAEcAGAAGCCAGGEACCAGTGGATTGCGCARAAAGE IO NN NNGTAN- (i - - ———————————-—- TCAAGEE- - N a A TCTCGGGTCT- - - - - - i C e~ — - — - — - - G----F--B8--I8NirG------- SISl C ST [T eTeRele - - el - SCACAGGTEAAGGTTTT CEECAGCCCAACTACACGGARACT TTGTCCAGGCCAR]
droPer2|lscaffold 24:1254169-1254338 CljA@GCCCTACGAGGGECAGAAGCCAGGEACCAGTGGATTGCGCARARAGCT/ N YNNI/ - P - ——————————— TCAAGEE- - [N a A L TCTCGGGTCT- - - - - - R i C e - — - — - — - - G----F--F8--I8NeG------- ————CECAGGTAAGGTTTTCCAGccCAACTACACGGAEAACTTTGTCCAGGCCA
+
droWil2|lscf2 1100000004511:4929928- ciarilcceralcaceeTcallaacecicclaciacccarTiicccararaceTAA TSN - -Rr-fe - - - - - FNATIT TileACAATATCAAGGAAAATGAACHACATTA- - - - - TTAACATISIGHACATACATACAT N A Al GTA T T A T A e G - - EE e appNeciIrGGTIAAGGTTTTCACHCAGCCCARTANACGGA A AT T TG TRICALRECAT
4930133 +
drovir3|lscaffold 13049:3971653- FNACleleleleld-Nolel Nelele )\ [N:Nelele clefe NP e Clefe c Cilel et NV NN\ a Elii i NETiiaCcA A TC Rl - - B - - - -[€AAA T T TACAGT TACACGGCACHCH - - - - - EEE e i~~~ — —-—-—-—-GEEEEEEE CalNT T -lEr— - - GAANT T T T ————————-—————————- B--ERecaceTTAaANcTlTTCACECcAGCCCAACTACACGGARAACTTTGTCCALRYEC AT
3971813 + \
droMoj3|scaffold 6654:147204-147357 e TI\CA e N A elelC/oh\n N\a olef-Nele/CIXe TINe Cleleh\Chin Heleh VNN el C T A ThiA G A A - - B - - B - A T — - LA T T e e e E LT et RAcagrr----- AGNAINT T e BN e e A G — — —— ——————————————— i--ecaceTErrRcTirTeacldcaceccaacTacACGGA A ANTTTG TR C AL CAT
droGri2|lscaffold 15110:10772216- canecccTacGaGeGTCAGAAccacaaccacccaTTiAcccarAr AN G T/EAGKHTEYE NN/ B - T8N - - —— - AAAARNNGY - - - —-————- - AGTiAEEEE T — — — = ———— AT NG AIIEEE CIAGC TGA - [IoA [ CREE RSN TN, - -kecaceTTAANGTTTTCACECAGCCCARTACACIGAGAACT TTGTlEC AIRYECAE
10772387 - \
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414337:197349-197521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:7320613-7320783
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776525:9806-9977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453839:1504111-1504283
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302486:2825651-2825829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:10495681-10495853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396569:873531-873703
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:1795952-1796121
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_24:1254169-1254338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:4929928-4930133
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:3971653-3971813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:147204-147357
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:10772216-10772387
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Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM20568-in]; CDS [Dsec\GM20568-cds]; CDS [Dsec\GM20568-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V114 V113
GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGT TGCTGCGGTAAGTGGGTGGAGTGGGTGGCAGGTGGACGGGCCAGCTGGTCCGTACGTGGCCCCATTAATCCCCATTTCCGCGATGGCTTATGCAATATTATTAAT TCGTGCAGGTCGTGCGGTGGCCT female
Read # Hit |Total head embryo body |male
e 3k ok e ok e ok e ok ok ke ok e ok ok ko ke ok e ok sk ke ok e sk sk ek ke sk ek sk ke ke ke k (((( (L (CCCCCe e (e CCe e CCCCCCCe IO ) ) o)) ))) et t))))) L. ke kk ko kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*x**x 5jze Mismatch Count Norm Total body
.................................................. eliele]elifeley.Nel e cleliile]eToy. NN NP - BN 1 9.00 9 5 3 0 1
Anti-sense strand reads
M054
CTCCGTGACCCAAGGACCCGTTCCAGGACCAGCTCTTCAACGACGCCATTCACCCACCTCACCCACCGTCCACCTGCCCGGTCGACCAGGCATGCACCGGGGTAATTAGGGGTAAAGGCGCTACCGAATACGTTATAATAATTAAGCACGTCCAGCACGCCACCGGA female
Read # Hit |Total body
Jekkdokdekk ok dkok ok okd ok ok ko ko ko k ok k (. (CCCCCe e (o CCe e CCCCCCCe - IIIIII))) D) o)D) ) ) et t))))) L. ke kkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk*k**k**x 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
droSec2|scaffold 1:3399141-3399307 |dse 349 |[GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGTTGCTGCGGTAAGTGGGTCG-——————= A==--G----TGGGTGGCAGGTGGAC-~——-——-—————————————— GGGCCAGCTGGTC-CGTACGTGG-CC---CC-ATTAATC-CCCATTTCCGC-—-——— GA---TGGCT--T-ATGCAATATTA-TTAATTCGTGCAGGTCGT-GCGGTGGCCT
ldrosim2|2r:6565735-6565901 - ldsi_6537|[GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGT TGCTGCGGTAAGTEEETCE= === A=—=—G----TGGGTCGCAGRTGGAC————————————————————— GGGCCAGCTGGTH-CGTACGTGG-CC--—-CC-ATTAATC-CCCATTTCCGC————-~- GA---TGGCT--T-ATGCAATATTA-TTAATTCGTGCAGGTCGT-GCGGTGGCCT |
am3 lchroR:5788360-5788526 - ldme 407 |[GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGTTGCTGCGGTAAGTEEETCE-————=—= A--—-G--—-TGGGTGGCAGGTGGAC-————-———————————————— GGGCCAGCTGGTC-CGTACGTGG-CC---CC-ATTAATC-CCCATTTCCGC-—-——— GA---TGGCT--T-ATGCAATATTA-TTAATTCGTGCAGHTCGT-GCGGTGGCCT |
droEre2|lscaffold 4929:8580048- GAGGCACTGGGTTCCTGGGCAAGGTRRITGGTCGAGAAGTTGCTGCGGT/GAGTGECTCG-~~————~ AN G- PRt T GGAC —————————————————————— GGGCCAGCTGGTC-CGTACGTGG-CC---CC—-ATTAATI-CCCATTI N e - - - - - e ---TGGCT--T-ATGCAATATTA-TTAATTCGTGCAGGTCGT-GCGGTGGCCT
8580206 +
ldroyak3|[21.:18413945-18414102 - | |GAGGCACTGGGTTCCTGGGCAAGG THINT GGTCGAGAAGEITGCTGCGGTHAGTCEETEE-—~~~=-=- AN -G P T GG AR~ — —— —————————————————— GGGCCAGCTGGTC-CGEACGTGG-CC---CC-ATTAATC-CCATTTCCGC------ GA---TGGCT--T-ATGCAATETTA-TTAATTCGTGCAGGTCGT-GCGGTGGCCT |
droEugl|scf7180000409209:387565- GAGGHACTGGGTTCCTGGCAAGGTCCTGGTCGAGAART TGCTGCGGTAAGTGGGTGG-—~—~~~~ AN G I T GGl — - —— - — - — - - — - — - — - GGINECAGCTGGTC-CGTACGTGG-CC--~-CC-ATTAATC-CCRATTTICGC - —- -~ feA---TGGCT--T-ATGCAATATTA-TTAATTCETGCAGGTCGT-GlGGTGGECT
387723 +
droBialllscf7180000301506:919171— GAGGCACTGGETTCCTGGGCAAGGTCCTGGTCGAGAAGETGCTGCGGTAAGTGEETG-~--——- -~ AlN\--G----reeereec@cTecgc - - - - - - - - - - - - - IcEcaceTelrc-cltldceTal)-cc---fc-aTrTaaTc-ccflaTTTCCGC-- - - - [@A---TGGCT--T-ATGCAATATTA-TTAATTCMTGCAGGTCGT-GCGGEGGCCT
919338 +
droTakl|lscf7180000415870:481016— GAGGCACTGGGTTCCTGGGCAAGGT[ECTGGTCGAGAAGTTGCTGCGGTAAGTCCET COIee XTel- el - G- — - — i T G GlgC ~ — — = — === === === ———————— GRGECAGCTGGTC-CGIIACGTGG-CC---CC-ATTAATC-CCRATTTCCGC---- -~ - - -8GGCT--T-ATGCAATATTA-TTAATTCETGCAGGTCGT -GlGGMGGCCT
481179 +
droElel|lscf7180000491107:1307841- Gl8GGCACTGGHTTCCTGGGCAAGGTCCTGGTCGAGAANETGCTGCGGTAAGTGCEEY----—--- AT -G P T GGlEC —— ———————————————————~— GGGECAGCTGGTC-CGTACGTGG-CC-—--CC-ATTAAT-CcCATTTCCGC-----~ [EA N TGGCT--T-ATGCAATATTA-TTAATTC@TGCAGGTCGT -Gl{GGTGGCCT
1308001 +
droRhol|lscf7180000768901:30931- GAGGCACTGGGTTCCTGGGCAAGGTCCTGGTCGAGAAGETGCTGCCGTAACTCEEHEE [@A---TGGCT--T-ATGCAATATTA-TTAATTCETGCAGGTCGT-GlGGTGGCCT
31088 -
droFicl|lscf7180000453858:952956— GAGGCACTGGETTCCTGGGCAAGGTCCTGGTCGAGAAGETGCTGCGGT/EAGTCCEGE Br---ccCcT--T-ATGCAATATTA-TTAAT TCMTGCAGGTCGT-GCGCEGGCCT
953134 +
droKik1|lscf7180000302476:2755028- Cl8GGCACTGGIITTCCTGGGCAAGGTCCTGGTCGAGAAGYTGCTINC GG T/EAGTCEEEGE - --TlGCT--T-ATGCAATATTA-TTAATTCGTGCAGGTCGT-GlGCGGCCT
2755196 -
droAna3|lscaffold 13266:15297917- GaGGCACRGaIrTccTiGER R AN G TccTaaTEGAGAANETGCTEGG TACT T S XY - - LV I V¥ \rceeTeefelic TeegY- - - - - - - - - - - - - - ————-———- G lc e -WeEaceTRcRcc---cc-aTrTaaTC-CLNNET T C - - —- - - By --recCcTiT-ATcCcAEATTA - TlgAdT TCldTR CAGGTCT-GCGGTGGECT
15298095 -
droBipl|lscf7180000396547:1749894- GAGGCACTGGGTTCCTHGGRRARGTCcTGaTEcAGAANTHC TIN GG TldAc TN T CS XSV - - LV IV \rcl\c Tecifelic TeegY- - - - - - - - - - - - - - - - —————- Ncchirpic Tieec -cldaceTRccc---cc-aTrTaaTC-Cl¥XET TEC - —— - — - By - - Tcc T T-ATGcAeATTA- Tl T Tl TldcAGG TCldT - GGG TGGlEC T
1750072 +
dp5 |3:10987194-10987368 + | lcacecacTecrrecreccBaaceTecTeeTCGAGAAGRTRITGCGCTEAGTCEETCERE-— - -~ -BGGG-CGGAJlE----------- - - - TGTGCTTGGGTCGAAET TINIehlele CT/sle/ciNlelcClelen CA TS AN T FVICE 75 A il i T - - [—_— - - -BRGCTEAT R TGCAATATTA-TTAAT TIRGEGCACETCG T -GG GECACT
droPer2|lscaffold 4:6308596-6308770 GAGGCACTGGIITTCCTGGGRAGGTCCTGGTCGAGAAGHTIINTGCGGTIEAGTGCCTCChE-——— -~ -BGGG-CGGANE- - —-—-—-— - — - — - TGTGCTTGGGTCGAAET TINeleNele cleT/leciNele G CleRteln CA TR ARNEVINIE o Al iCiic T - - EEEEE - --EmGCT AT TGCAATATTA-TTAAT TIXISGCAGETCGT- GG ClEcE¥C T
+
droWil2|scf2 1100000004514:932358- GAGGCACTGGHTTCHTGGGCARGGTlCTGCTEGACA AN TETINACG T/gAGTCEETCE -~ -~~~ GCGpmttat - — - — - — - - — - — N C G - cAFNCTGAAGTRTAAINIENE TR T TREE G S AN T TR T/ AN - A T- - R B --BRGCT--T-ATGCAATATTAINTTAAT THINTGCAGGTCGT - GGCEGEERT
932509 +
drovir3|lscaffold 12875:20454606— - - -t TEaXe- AT e T TA- TTAAT THINTGCAGETCGT - GlGClciElC T
20454683 -
droMoj3|lscaffold 6540:13477686- cecccacTeaITTclTiGGCAAN N B R — — — — — — ———————————————— A ABTTGEsA AL CCRdenNeliNe A e TR T CRINA NN TG A T TECIlilASleA ACc TG AR T TRERNT/E T ACGCRAG T TIATINMING A G AINACiNG Tiele G T/l T A C Gl a elifelele T C|
13477812 +
AroGrizljscatfold 15245:11051844- SEGGCACTGORT THCTHGOMA ARG THC TGO TReAGAAGRTGCTGCGET ARG IG6 S e e e ————_[—— Eeee T [ e e I D [ D D B
11091902 +

Generated: 09/08/2015 at 07:02 PM

crit.star

crit.loop

crit.mor

crit.half

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

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

PASS/FAIL

NOORFROFRPROORFRPROOOOO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:3399141-3399307
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:3399141-3399307
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_349.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:6565735-6565901
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_6537.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5788360-5788526
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_407.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:8580048-8580206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:18413945-18414102
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409209:387565-387723
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:919171-919338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415870:481016-481179
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491107:1307841-1308001
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000768901:30931-31088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453858:952956-953134
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:2755028-2755196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:15297917-15298095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396547:1749894-1750072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:10987194-10987368
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:6308596-6308770
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:932358-932509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:20454606-20454683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:13477686-13477812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:11091844-11091902
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[View on UCSC Genome Browser {Cornell Mirror}]

dse 171 |scatfold 0:19573398-19573459 - | candidate | Canonical miRNA || intergenic
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Show Alternate Folds

Flybase annnotation
intergenic
No Repeatable elements found

Sense Strand Reads

hide 3p reads H show mid mismatch reads‘

V115 V114 V113
GCTTTTGGATAAGGACTCTGGGGGGCTAAGGATATATGCGGGGGCGGGTATGCGGGTGTAGTTGGTGGTGGGCGCGGCAGAGCAGGCGCACTCCTGGCAACTCTCTCGCAAACTCTCTCGCGCGCTCTCTCGTAAACTCTCTGTGGACGAGGACTCCAATCC

Read # Hit |Total head embryo male
***********************************.((((_(((.((((_((((((.__(((((_(((_((((((.((.._))_.))))_))_)))_)))))_.)))))).)))).))).))))_.************************************sizeMismatchCountNorm Total body
.................................................. elolelelelekid-Nel i eleh elehl cle] et o] eI P S 1 4.00 4 1 3 0
.................................................. TGCGGGTGTAGT TGGTGGTGGG -+ « « « =+« e e e e st e e ae e anee e e nanceeaenseeeaesasoneaeensoeeaseneoeenaaseeaeearoneaaanneanaaas22 0 1 2.00 2 0 1 1
......................................................................................... ACTCCTGGCAACTCTCTCGCAR . « t v ettt e et e et te e e et et ee e te et eaeaenaeneeaen 22 0 1 1.00 1 1 0 0
.................................................. ufelolelelelely Nel i elehelelifeTc RN R T 1 1.00 1 1 0 0
.................................................. elelelelelieliy-Nel i elehelehilcle) . NP 1 1.00 1 1 0 0
Anti-sense strand reads

M054
V113
CGAAAACCTATTCCTGAGACCCCCCGATTCCTATATACGCCCCCGCCCATACGCCCACATCAACCACCACCCGCGCCGTCTCGTCCGCGTGAGGACCGTTGAGAGAGCGTTTGAGAGAGCGCGCGAGAGAGCATTTGAGAGACACCTGCTCCTGAGGTTAGG female

Read # Hit |Total body male

************************************_((((.(((_((((.((((((__.(((((.(((.((((((_((._.))._)))).)).))).)))))._))))))_)))).)))_))))._***********************************sizeMismatchCQuntNorm Total body

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droSec?|lscaffold 0:19573348- dse 171||GCT----TTTGGATAAGGA--CTCTGGGGG--GCTAAGGATA CTCCAAT-CC
19573509 -
ldrosim2|[3r:18751720-18751869 - | Bcr----TTEGGATAAGGA--CTCTGGGGG--GCTAAGGATA CTCCAAT-CC]|
|dm3 llchr3R:10200515-19209675 - || lecT----TTlEccaTAAGGA--CTCRGGGCR- -BCTAAGGATA-———— -~ TAT---G--CGGGGGCGG--HTATEC-CEETETACTTCETCETEEECECGGC fARACTCTC cTccaa-cc|
droEre2|scaffold 4820:8840098- T————=GGATAAGGA——CTCTGGGGG——GCTAAGGATA‘——— CGGTGCGTGTGTATGGGTGTGTGGGIEEIEINelele T/e - - - - BReliGlelontele CilehyNehLlelchielcLielclclelclelelele TG G T c--ccilceeTe-— - - - - - TClECGTHAACTC TCeGEy - —-—-—-—-——-—-——- SCINEICcCT TREREEE e T - C C
8840283 +
|drovak3|[3R:20088962-20089129 - | |cEe----BrreeaTarcea--crereecccgdccTarccA A IIdeeeease - - - Hde- - - - - - - - - - - ————-———- BB - ByGCGG--CldeTGC-GGGTGTAGTTGGTGGTGGGCGCGGE SCINElAccC T T -----—cEh]
droEugl]lscf7180000409473:129319- MR- - - -G CETAAGGA--CTCTGGGGR--GlTAAGGATH -----RAcccrrreereccTiigecccEeT]
129470 +
droBial|scf7180000302075:4729535- cldg----FTTGelTAAGGA--CTCTGGGGg--GCTAgGGARM- - — - — - - - === —— THT - - -l - G G GCGGlgec T T~ GGEL\ G TAGTTGE TGETGEECECGGC— - — - — - - AGAGC-—-—-=——=—————-—-—— AGGCGC T CIACCAAGAGAGAGTTG G T T T - — - - - B - - - — - [ TCTlECEAEC TC TR - ————————— —— — - - GCCCTTREEEEE i T - C C
4729689 -
droTakl|lscf7180000414295:293275- clede----BTTGGETAAGGA--CTCTGGGC]g--GCTARGGATH--—- - - - === == — - — o m e TiNe- - - - - G G GG - GlealsiC - GG\ TAGT TGGTGGTGGECECGGC-—-—— - AGAGC--—=——=——=——————————— AGGCGC T AT drcTCcTC-- - - TH- - C TC—————=——————=—=~— TCTCGTAAACTCTCMTGGR-----—-—------- --Ha-cceeTTREEEEEE - - - - IS
293421 -
droElel|lsc£7180000491261:373946- GCTagaNTEGGETAAGGA--CTCTGGGG- - GITARGGA - - — - — - -~ - ==~ - — - m o Tlee- - -l--Becce6Ce6- - CaricEc e AT TGGTGETEEECECGGC—- - — - —- AGAGC-—=--—=——=——————————— AGGCGC T oG G - - - R - BT C— — —— = ——————————— TCTCGAEACTCTCRINGE---—----—--—--- -- - --BcccTTEEEEEE =T—CE‘
374092 +
droRhol|lscf7180000780099:180314- FRyr- - - - GCETARGGA- - CTIRTGGGC]N- - GCTAASIGATR- == === === === === mmmm oo Tlele- - - - - GCGalg-ClyTiNe- e\ cilacTTEETEETGGECECGGC-—- —- - AGAGC—-————————-——————— AGGCGC T GGGl - - - B - i C — — = == === === ————~— TCTCGTEACTC TCRpme G- ————————————-- --—--J\cccTTEEEEEE T - C C
180446 -
droFicl|scf7180000453906:640438- MR- G CYAAGGA -~ CTCTGGGCE -~ GR§TAAGGATR~—— === === === === === — === === ———— == —— - - - B -BRGGGGCGG--GEATGC-GEEINNAGT TGETGETGEGCECGGC-— - ———— AGAGC---—-=——=——————-———— AGGCGCEN T TC T O GG e - — - R - e C T C——=============— TCTHGTEEC TCTCmYCR-—-——-—-—-—-——-—-- - - - - -HcccTTEEEEEE T - C C
640575 +
droKik1|scf7180000301815:63204- T————GG@AAGGA——CTCTGGGG}——GTAAGGA ————————————————————————————————————— ErY- - B -G GCGG-- GG C-GCOEc N\ GG TGETGGGCGCGGC-— - - —— - AGAGC-—-—-=————————-—-—— AGGCGC T GINNSCAGETCGCTCTATGT R - B - (ol ol Tl N e TClCIER AlEC T C i - —— ——————————-~- i~ ek ele - - - - —- - i T —f4C
63348 +
drohnas|scaifold 13340:2034¢063- - e e B e 05000 - e BTS00 G e 66866606 05GC - gOAGC——————------——--—- B e T o B TCTCOEAAEC TCT B -~~~ e
20345100 +
droBipl|lscf7180000396413:2053152~ ’ET————=G@AAGGA——CTCTGGGG=——GTAAGGA ————————————————————————————————————— NeLXelele GLelelc GG GG G - - il S G A G TG G TGGTGEECECGGC—— - — - — - EcAGC-—————— - AGGCGC CT Iceemcrfgrc-------—-————- TH- e —— ——————————=——~— ifelieleiC - CINTINTING - - ClEA - EEEEEEE e — — — — TTACCG R - - - - - -jT8
2053293 -
dp5 l2:2690987-2691125 - | GCT-- - - A AGGA- - CTCIXSGGGCE-clgr Al ANE - - —— - iGN T A TGGlelelen S T/l cc A C AR C A C TIR NS ClElehielchUelelclelc olccloImm— AGAGC-—=—-—====—=——————~ AGGCGC TAT A T[T - -GS —— Tl — - i — —— ————————— — - — CTCT|SANeUT - - Clc T — - -----[\cccccEEEE—. T - CC|
droPer2|lscaffold 7:1661035-1661175 GCT-- - - A A GGA - - CTCLX8G GG G- — LA G A TA— - — = — = == —— - — o — oo -GiAGTATGGEHEeA S T/EleRIA GCACARAAE CTIUNELIClElhelelielclelolc/oleleleEETmE AGAGC——=——=—=——=—=—————————— AGGCGC TAT A hichfekicTcTC---—-- TGGGT R - - R — — - — - — B e~~~ — — [eLeliC TC Thg el Gl - — — — ——— ——— ——— —— B eefelelel - - — - — - - T - C C
+
droWil2|lscf2 1100000004943:9241312- 1S R GGCaldTAINNEle T A TiNeleln [ - BElC AliG CCAGII TR TAAAGTATACACATACATACATACATAINNEEEIEERNG A S elele s BRIT GING CBECA - - - - GTjENelchlelelielelelolelolelelsl A T T T A G ClNe) e R alccae TCT -B- -- ---F5- T T T[Sl - - - R - B - - - - - IECCTCAGTGATTTGC TCHTARAA TN GG TC T - - C - ST clcea-----———-—-- ST CCIBTT]
9241498 - \
Grovir3scaifold 13047:8583673- - D D B B B E BTG R CCAGTCAGAGTCTREG IR A AT TCTGGAGCAACACACTCTGARER s c-BE- TS BB o R - B T
8843781 -
droMoj3|scaffold 6540:31835697- T AR A A A leC ALY C - - B - G Tje - — - — B C G T e G T et IWGIEEEA S eT(dlelea eleBEC G AR CClececliTia ThlelelielelelolcloleleloR it rts €' TAGCCCAGTCAAAGGCCGAGC/NEEAAT!($ACACACTCGCTCGCCCTCGCCCACTCCCTCTCTCTGTCTCTGTCTCCCTCTCTCTCIMOTCTGGAGTTACACACATGCGALA G GC-ACGC-EEEE Rt - - — — = === ========= — - — - —INTEY NSNS CINeCINTC T T TCCTCTCTCTCHECTC TRt cléccleer-cc
31835940 +
droGri2|scaffold 15074:786765- COlCEE - — - — - - B - - — - — - — B - I - e Eec TLY¥\T GG TGGGCECGGC-—————— INeGARCCACGTCAGAATCTGTGCINSEAAAG TCTGGAATCGCATACTCTCAAAATACTCTCTTTCTAGCATGGTTTTALT GElerTeTTECcCETCTCTCTCTCTCTCIETCTeeT/SifeCCTCATTATCTREEEE i CT C'T CRR TG - - —--—-—-—----- — - — - R SeGCGGRTE
786941 +
Generated: 09/08/2015 at 07:46 PM
PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 0
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 1


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:19573348-19573509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:19573348-19573509
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_171.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18751720-18751869
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:19209515-19209675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:8840098-8840283
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:20088962-20089129
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409473:129319-129470
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:4729535-4729689
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414295:293275-293421
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:373946-374092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780099:180314-180446
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453906:640438-640575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301815:63204-63348
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:20344963-20345100
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:2053152-2053293
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:2690987-2691125
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:1661035-1661175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:9241312-9241498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:8843673-8843781
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:31835697-31835940
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:786765-786941
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[View on UCSC Genome Browser {Cornell Mirror}]

dse 188 |scaffold 23:642703-642761 + |candidate | Canonical miRNA | intron
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Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM11913-in]; Antisense to utr3 [utr3_minus_4275]; utr5 [utr5_plus 6042]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M054
V114 V113 V115
CCTTCAATGGGTCGCGGTCGTGAAGCTCCAGTGGTCTGGCTCCACTTCATTICAGCTCGTCGTCGGCGAAAGAGATTATCTCTACTCTTGCTCCGCGGCGAGCGATCGCTTATATAACCGCATGGCTCCCGAGTGGAGAAGAGGGCTATARAACGGCGTG female
Read # Hit |Total embryo body male head
HH KA KK KKK KKK A KA KK KA KA KKK AIAIFIHKIH (L. COCCCCCC- C0Ce e e e )N e NI ) e ))) ... EEEKEKEKKK KKK KK KKK KKK KKK KX KX XXX KX *** 5ize Mismatch Count Norm Total body
...................................................................................... TTGCTCCGCGGCGAGCGATCGC + « v v e e e et et e teeeeeee e e eeeeeaeneeaeaenenenneaes 22 0 1 5.00 5 4 1 0 0
.................................................. TCAGCTCGTCGTCGGCGARAGAG . « ¢ o ¢ e e e e et et e et e e e et e e a e e e e e eaea e e e eaeaeneneeeeaeaeneneaneaeaenenenneaeaeaa23 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M054
V114 V113
GGAAGTTACCCAGCGCCAGCACTTCGAGGTCACCAGACCGAGGTGAAGTAAGTCGAGCAGCAGCCGCTTTCTCTAATAGAGATGAGAACGAGGCGCCGCTCGCTAGCGAATATATTGGCGTACCGAGGGCTCACCTCTTCTCCCGATATTTTGCCGCAC female
Read # Hit |Total embryo body male
Kkkkhkkkkkkkkkkkkkkkkkkkkkkhkkhkhkkhkd  (((L............. N T IN) e IMDIIIMI))) e ))) ... kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total body

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Conservation

phyloP LRT conservation scores

r

642,650

Hairpin partition

642,750
Genomic Position

Mature = Star

642,800

Species Coordinate iD Alignment

ldrosec2|scaffold 23:642653-642811 +|[dse 188|CCTTCAATGGGTCGCGGTCGT AGGG---CTATAAAA-CGGCGT----G

ldrosim2|2r:21248290-21248448 + | |CCTTCAATGGGTCGCGGTCGT AGGG---CTATAAAA-CGGCGT----G]

|dm3 lchroR:20785625-20785784 + |ldme 460||CCTTCAATGGGTCGCGGTCGT AGGG---CTATAAAA-CGGCGT----G

droEre2|scaffold 4845:22155472- CCTTCAATGGGTCGCGETCG AGGG---CTATAAAA-CGGCGT----G
22155630 +

ldrovak3|2r:20748716-20748874 + | |ccTTcaaTceeTcceeeTCaT AGGG---CTATARAA-CGGCGT---—G|

droEugl|sc£7180000409464:1147449- CCTTCARTGGGTCGCGGTCGT - T c T AGGG---CTATAAAA-CGGCGT----G
1147611 +

droBiallsc£7180000301754:5750816- CCTTCAATGGGTCGCGEECGT AGGG---CTATAAAA-CGGCGR----G
5750976 +

droTakl|sc£7180000415805:439160- CCTTCAATGGGTCGCGGTCGT AGGG---CTATAAAA-CGGCGT----G
439329 -

droElel|lsc£7180000491214:2162233— CCTTCAATGGGTCGCGGTCC/SUeRRIEGAAG-CTCCACE - Bl - - -ErATAAAA-CGGCC----G
2162383 +

droRhol|sc£7180000779661:49080- CCTTCAATGGGTCGCGGTCGT AGGG---CTATAAAA-CGGCCE----G
49224 -

droFicl|scf7180000453858:712448- CCTTCAATGGGTCGCGGECGT AGGG---CTATAAAA-CGGCGE----G
712611 -

droKik1|[scf7180000302366:921496- CCTTCAATGGGTCGCGGTCGT - - -CTATAAAA-CGGCGE----G
921644 +

droAna3|lscaffold 13266:12073869- CCTTCAATGGGTCGCGGTCGT
12073982 +

droBipl|lscf7180000396547:405432— CCTTCAATGGGTCGCGGTCGTIECANS - - - G T G~
405556 -

dp5 [3:1873329-1873513 + | |ccrrcaarcReTcclicRBTEcE------ N - E—

droPer2|scaffold 2:2056363-2056547 cCTTCAATGGTColclT/Ecl------ AG--B--------F--
+

droWil2|scf2 1100000004510:1812426- CCTTCAATGGGTCGHGGTCGT
1812651 +

drovir3|lscaffold 12823:2378190- CCTTCAATGGGECGIEGTCGT T
2378352 +

droMoj3|scaffold 6496:1742658-
1742671 +

droGri2|scaffold 15245:15691895- TCGTTGTTGTCTGTGGCTGCTGCAGACTCCCAGTGG
15692093 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_23:642653-642811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_23:642653-642811
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_188.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:21248290-21248448
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:20785625-20785784
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_460.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:22155472-22155630
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:20748716-20748874
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409464:1147449-1147611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301754:5750816-5750976
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415805:439160-439329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:2162233-2162383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779661:49080-49224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453858:712448-712611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302366:921496-921644
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:12073869-12073982
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396547:405432-405556
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:1873329-1873513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:2056363-2056547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:1812426-1812651
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12823:2378190-2378352
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:1742658-1742671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:15691895-15692093
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[View on UCSC Genome Browser {Cornell Mirror}]
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dse_1852_annot [-72.8]
Show Alternate Folds “
Flybase annnotation
CDS [Dsec\GM20615-cds]
Repeatable elements
|Name HClass HFamily HStrand‘
| (CTG)nH Simple_repeat” Simple repe at“+ ‘
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO054
V114 V115
CTGTCGGACCTGGACTCACGTCCCACCACGCTGCGTCGACTGCTGAAGGAGCAGAAGATGGCGCTGGATGCCGGCGCGCTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGCAGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGGCGATCCTGGACCTGTGC female
Read # Hit Total body |embryo head
iaeiaiaiaialaialalalololololalololololololoofooooofofofofofofofll O (PRPRN O O O O (PP ))))) ) e e ... (CCCCCCECC.22))))))))) eee e ))))-2)))))).2)))...))))))))) (CCCC (OO 22))))) L)) ) ) ) Fakkkddkdkdkdkdkdkkkkkkkkkkkkxkxkxk*k*x******* size Mismatch Count Norm Total
.......................................................................... ofelolel et elelNer.V.Nol et el ol et o PP~ X B ¢ 1 2.00 2 1 1 0
......................................................................... ele]elelelohiele).Ne). Vot okl clodi e ot O3 B O 1 2.00 2 2 0 0
....................................................................... ofeeto]eleleT el ele).Ne).V.Nod o)l c NP - TN O 1 1.00 1 0 0 1
.......................................................................... ol elelelohiele). TV N o] ol el e e AP A B0 1 1.00 1 1 0 0
..................................................................................................................................... GCCAGCGCCAGGAGCAGTTGCGTCTGCA : &« v v v et e e ee e eee e s eencaeneneeneaenanaes 28 0 1 1.00 1 0 1 0
.......................................................................... oleloleledifelelNel.V.Ne et eTol e . P~ B 1 1.00 1 0 0 1
.......................................................................... ol elolelohiele).NeT- V. No] ol el o e o LN~ B O 1 1.00 1 1 0 0
........................................................................................................................................... GCCAGGAGCAGTTGCGTCTGCA . « v v v et ettt te e ettt te e e eeeeaeneneneea. 22 0 1 1.00 1 0 1 0
.................................................................................................................. CAGCAGGCGCTGCAGCAGCGI. - - - o ittt i i i i i i e i e ittt e e it e ie e a2 1 2 0.50 1 0 0 1
Anti-sense strand reads
GACAGCCTGGACCTGAGTGCAGGGTGGTGCGACGCAGCTGACGACTTCCTCGTCTTCTACCGCGACCTACGGCCGCGCGACCTCTTGGACGACGACGTTGTCGTCGTCTGACTCGTCGTCCGCGACGTCGTCGCGGTCGCGGTCCTCGTCAACGCAGACGTCGTCAAGGTCCTCCGCGTCGCGGTCCGCTAGGACCTGGACACG
Read # Hit |Total
ok sk ke ke ks k sk ok sk ok ks ksk sk ke ke ke x (L (CCCC L 1)))) - )) (OO e ... CCCCCEECC..2)33)))))) e et 1)) -0)))))-2)))--2))))))))) (CCCC. COCC(....))))) . ))) ) ) *xkkkkkkkdkkkdkdkkkkkkkkxkkkkkk****** size Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/|Coordinate ID Alignment
droSec2|scaffold 1:2777257-2777460 |dse 1852||CTG----TCGGACCTGGACTCACGTCCCACCACGCTGCGTCGACTGCTGAAGGA-—=GCAGA=————————————————— oo AGATGGCGCTGGATGCCGGEGCECTGGAGAACCTGCTGCTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC——————————————- AGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGGCGA-——————=———————————————— TCCTGGACCT - == —=— === === ———————— GTGC
ldrosim2|l2r:5947918-5948121 - ldsi_105 |cTG----TCGGACCTGGACTCACGTCCCACCACGCTGCGTCGACTGCTGAAGGA==~GCAGA=——————————————————————————————— AGATGGCGCTGGATGCCGGEECECTEEAGAACCTGCTECTGCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC——————————————— AGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGGCGA———————————————————————— TCCTGGACCT ——————————————————————————————— GTGC
|dm3 lchror:5145332-5145535 - ldme 255 |lcTG----TCGGACCTGGACTCACGTCCCACCACGCTGCGTCOECTGCTGARGGA=—=GCAGA=——————————————————————————————_ AGATGGCGCTGGATGCCGGCEGCECTCCAGAANCTGCTCCTGCAECAGCARCAGACTGAGCAGCAGGCHCTGCAGCAGCGCCAGCGCCAGGAGC——————————————— AGETGCGTCTGCAGCAGTTHCAGGAGGCGCAGCGCCAGGCGA-——————————————————————— TCCTGGACCT—————————————————————————————_— GTGC
droEre2|scaffold 4929:17512622- CTG----TCGGACCTGGACTCACGTCCCACHACGCTGCGCGACTGCTIAAGGA-—-GCAGA-————— === == — o —m oo ARATGHCGCTGGATGCCGGEGCECTEEGAGAACCTGCTGC TR CAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC——————————————— AGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGGCGA-——————=—=———-——————————— TCCTGGARCT—— === === === === ———— o~ GTGC
17512825 +
ldrovak3|21.:17799673-17799876 - I lcTG----TceeaccTGeACTCCGTCCCACHACGCTGCGTRGACTGCTGAAGGA -~ ~GCAGA -~ —————————————————————————————— ARATGHCGCTGGATGCCGGEGCECTEEGAGAACCTGCTGCTINCAACAGCAGCAGACTGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC——————————————— AGTTGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGCCAGGCGlg-——-—-——————-——————————— TCCTGGARRT ~—————— == === ——————— GTGC]|
droEugl|{scf7180000409183:787293- CT----TceeaciIrceactcleceTeccciacaeTiiceTedec THC TR AGGA- - -GCAGA- — = — === === — - — o m e aaTcicicTolXe T8 GG CGCTGEAGAACCTGC TG T GCACAGCARCAGACBGAGCAGCAGGCGCTGCAGAGCGHCAGCGCEAGGAGC - -~ -~ - == - = — - —- AGETGCGTCTGCAGCAGTTCCARNGAGGCGCAGCGHCARNGCGA-— -~ -~ - = - oo TCCTGGARCT - =~ =~ ———mm e WTGC
787496 -
droBiallscf7180000301506:1579442- CT8----TCGGANCTGGACTCECGTCCCACCACGCTGCGTCGECTGCTGAAGGA-~~GCAGA-—————————————————————————— aaTclicceTeoaTEclccliccecTecacAicTeCTc TecaEcallcaccacACEGAlcAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC——— -~ -~ == == == —— ACETGCGTCTGCAGCAGT TCCAGGAGGCGCAGCGECAGGCGA-——————————————————————— TCCTGGARCT - ——————————————————— o~ GTGC
1579645 +
droTakl|{scf7180000415274:102757- CT[§----TCGGACCTGGACTCECGTCCCACCACGCTGCGTCCECTGCTRAAGGA--—GCAGA-—————————————————— adatceeceeTecaTcidcoiicceeTecacaAldccTeCTiEC TGCAECAGCAGCAGACEGAGCHGCAGGCAC TGCAGCAGCGCCAGCGCCAGGAGC-————— == ——=——=——— AGETGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGHCAGGCGA-——————————————————————— TCCTGGARCT -~ —————=——————————————————————— GIGC
102960 -
droElel|[scf7180000491201:969916- CTG----TCGGACCTGGACTCECGTCCCACCACGCTGCGTCCECTIICTGAAGGA---GCAG-—————————————————— o — oo aaTclicccTeeA TG CECTEEAGAANCTGCTGCTGCAACAGCAGCAIIACEGAGCAGCHGGCGCTGCAGCAGCGCCAGCGICAGGAGC— -~~~ =~ === == —— AGETGCGTCTGCAGCAGTTCCAGGAGGCGCAGCGHCAGGCGA-——————————————————————— TCCT8GARCT-———————— === ——— oo~ GTGC
970119 -
droRhol|[sc£7180000777222:48764- CTlg----TCGGACIITGGACTClCGTCCCACCACGCTGCGTCECTGCTGAAGGA- -~ GCAGS-— = — === === == == ——————— aAaTGlcGCTGGATCEcGlGCECTEEAGAANCTGCTGCTGCAACAGCAGCAIIACGAGCAGCAGGCIICTGCAGCAGCGCCAGCGCCAGGAGC— -~~~ == === —— AGETGCERCTGCAGCAGT TCCAGGAGGCGCAGCGHCAGGCGA- — === —=—=—————————————— TR T GGARJCT - — - == == == === ———mm e GTGC
48967 +
droFicl|scf7180000453851:1129627- CTR----TCGGACCTGGACTCECGTCCHACCACGCTGCGTCGECTGCTGAAGGA--~GCAGE-————— === == - — oo aaTclcccTcATECENGlGCECTEGEAGAACCTGCTGCTGCAACAGCAGCAGHCEGAGCAGCAGGCGCTGCAGCAGCGCCAGCGCCAGGAGC——————— == === —— ACETGCGTCTGCAGCAGT TCCAGGAGGCGCAGCGHCAGGCGA-——————————————————————— TCCTGGARCT - ——————————————————— oo~ GTGC
1129830 +
droKik1|{scf7180000302476:538734- CTG----TCGGACCTGGAWTClEccTcccaccaclcTeeaecpcTileTiAANGA---GCAGA-— -~ - - - - — = aaTcliccreoaTciliXecceiitiNcacaakicTec e TocaldcaccaGCcACEBcAGCAGCAGGCGCTGCAGEAGCGCCAGCHgcallGAGC - - - - - - - - = —- acNccaorijrccaceacTTicalleaceccaceeecacela- - - - - - - - oo TCCTRGAT - — - ————— === == ————m o~ GTG—‘
538937 -
droAna3|lscaffold 13266:8423733- cTlg----fcEcaccreeacTcleceTecclccaceTeceTecEcTGCTGAAGGARENGCAGE - — - -~ - - - - — - — - m e rcldccereearlcleci¥gececTecacalEectlcTecTecancaceaclcalNecallcaceacaceTeeacEallcceecacececaceaGe-— - - - - - - - - - - - - - AGTTGCGECTGCAGCAGTTCCAGGAGGCHCAGCGCCAGGCA-——-————— - — oo TCCTGORENT ~ — — = — = — = === — - ———mm—m—m GTGC
8423939 +
droBipl|lscf7180000396759:388801- CTl----cEcacirccalircleceTccclccaciTcceTecc TG TGAAGG ARG CAGE - — - — - - — - = - — - — o e~ rcldccereearicilciXgeceirccacaldccrileTeiirceaecallcacci¥icEcaceallcacaclcTeeacEacececacecgeaceace- - - - - - - - - - - - AGETGCGECTGCAGCAGT TCCAGGAGGCCAGCGCCAGGCGA-— =~ ———=—=—————————————— TCCTGAR T - — -~ -~ —mm e GTGC
389007 -
dp5 Unknown _group 304:3613-3793|dps 3848|/clels- - - - Rl - €C AR CCAC CR 1y XIeC GlE- - - GCAG AN NS Nl Jeleh Tolel el Yel Teleleleleleleleleler.X del~ ol X8 C G Clefelc AN NG cleciNiciNclea clealeciNe il clla c aldc afic accacd¥eer ceaccaeNc cllc caccaccl¥ec AfciNecacldaGC- - - - - - - - - - - - —- ACEENGCGTCRGCAGCACHINEC A g - — — — = === —======—=—==—=—=— ettt — — = == === === === ————m———————————— =\
droPer2|lscaffold 25:402423-402595 | A~ =~ ——————=————————————————— - - - - - Al I A G C A T C R —— AGAGEENGINGlEA TN XTI\ ch\cfdaclealeciN e cile i\ c aldcaccacraNder ccaceacelecidclgaccacci¥fecaciccacilace - - - - - - - - - - ———- ad@cci¥ecilccaceactiiccacilacccacciBcac®ce- - - - - - - - - - - - - - ———- IEeciceaEch- - - — - - 1]
droWil2|lscf2 1100000004822:1799301-[ldwi 5420|cTlé----cEcaldcTecacrclgceTcciafgyacleir cI¥Xg G Al T Y- - -ccalfy- - - - - - - - - - TEccacTEeicdNicaGEAGE T CEA TR T TIESARG T GINAENEA T/ A ClINe A [NIINelelel TNEISFNEIeE~ A 8a S A8 T G Gl NIRRT ANIYNGEC TcAccacETic ARG A GG N g i\l - - - - - TRCTGGAT -~~~ —— - == === == ———— - A chy
1799504 +
drovir3|scaffold 12875:14433744- cTiy----TcEca¥rcealrclaciTccilallcacceTeccldecic T TcEAENe - - -IAcAlNg EccldeccacaldacNececcCcCTGGCCAATTCCTTGGATCGCACGGCAACGIGCAGATCGTGCAGATACAGACCGTAATGCCCANES
14433984 -
droMoj3|scaffold 6496:9144855- ¢CAGATGINSASINSCALErNGAAGAECAAGNCHNSC - - - - - - - - - - AleGlelClNelC GEERTelNeC acNccaechciiaccac¥ecacacEccAciNECA - —— -~~~ - ————-—————=-—-—- e gce--------------- - ecaG
9145034 -
droGri2|lscaffold 15245:14428726- cTle----TcEca¥rceagrcaciitccliallcaccereecccrcc TN - -fcade I \n 2 ClEGAJINEA A NElrNE A iGN CINE A - AT Clelele A T{ole) AN GGC A e C Gl e cl&c
14428914 -
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crit.total
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2777257-2777460
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2777257-2777460
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1852.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5947918-5948121
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_105.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5145332-5145535
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_255.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17512622-17512825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17799673-17799876
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:787293-787496
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1579442-1579645
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415274:102757-102960
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:969916-970119
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777222:48764-48967
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1129627-1129830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:538734-538937
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:8423733-8423939
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:388801-389007
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_304:3613-3793
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3848.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_25:402423-402595
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004822:1799301-1799504
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5420.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:14433744-14433984
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:9144855-9145034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:14428726-14428914

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dse 1846 |scaffold 0:5185211-5185299 - |candidate | Canonical miRNA |CDS

Legend: mature Star [ttt BRI s mismatch in read

Predicted structure
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dse_l1846_annot [-23.4]

Show Alternate Folds H

Flybase annnotation

CDS [Dsec\GM24613-cds]

No Repeatable elements found

Sense Strand Reads

hide 3p reads H show mid mismatch reads‘

M054
V114 V113 V115
AACGAGGCGGAGGCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCGGGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGGAGAAGAAAAACCCGGCGCGGCCGCGCATTGCCATTCTCACGCAGGGCTGCGATCCTGTACTGCTTATTCAGCAGGATTCGGTGCAGGAGTTCCCGGTCACG female
Read # Hit |Total embryo body |male head
Kkkhkkkkkhkkhkkhhhhhkkhhhhkhhhkhkhkhhhkhhhhkkhkkhhkhkhkkhkkrkkrkrkdkrkdkrkrr® (.. (CCC- CCCo (e e e e eenn. Y)Y NININ)) D)) e CCCCC(. e YIN))) e kkkkhkkhkkhkkhkkhkkhkkkkhkkkkkkkkkkkkkk*k*x**x |gsize Mismatch Count Norm Total body
................................................................................... GATGGAGAAGAARARCCCGGC + « e e v v e e et et et te e et e e et et e e et e et e et e et e ettt ettt et 210 1 2.00 2 2 0 0 0
......................................................................................................... CGGCCGCGCATTGCCATTCTCA t & e v e e e e e e e ee e e ea e e et e eee e eneeneaaenaenenaeneaaenneaens?22 O 1 1.00 1 0 1 0 0
............................................ oF-Nelo]eleleley.Nol ol felofelol el el Vi1 e el o PPN~ S O 1 1.00 1 1 0 0 0
......................................................................................................................................................... ATTCAGCAGGATTCGGTGCAG. « v vt veween.en. 21 0 1 1.00 1 0 0 1 0
............................................................ GAGATTGGCARAGCGATTGGTGGCGAT . « « ¢ e v e e e e e et e e et e e e e e et e e et e e et et et e e e ea e eaeaeeae e eneeeeneeaeaeeneeaeneeaeneeaenneneeaenneaaa26 0 1 1.00 1 0 0 1 0
.......................................................... elofe).Ne). N elelo.V-Neloles N i eled el et o] e N AP PPR -2 S ¢ 1 1.00 1 0 0 1 0
................................................................................................................................................................. GGATTCGGTGCAGGAGTTCCC....... 21 0 1 1.00 1 1 0 0 0
.................................................................................................................... TGCCATTCTCACGCAGGGCTGC « « + e e et et e e ettt e et et e e ie e ta e eiaeneena 22 0 1 1.00 1 1 0 0 0
..................................................................... R G G e U 1 1.00 1 1 0 0 0
........... elelod o Nehiofel: i o eTo] o e} AP < I 1 1.00 1 1 0 0 0
................................................................................................................................................... CTGCTTATTCAGCAGGATTCGGTGCAGGA .« « v vvveen... 29 O 1 1.00 1 0 0 1 0
.............................................................. GATTGGCAAGCGATTGGTGGCG « - « « e e v e e e et et ee et e e et e e et e e e e e e e e e e e e e e e e a e e e e et ae et eeeneeneneeneaaenaeaenneneaaenneaaa22 0 1 1.00 1 0 1 0 0
....................................................................................................................................................... TTATTCAGCAGGATTCGGT « o v v v v enevnenenn. 19 0 1 1.00 1 1 0 0 0
......................................................................... GATTGGTGGCGATGGAGA . « o« ¢« e e e et e e et et e e et e e s e e e e s aeeaetaeaeeaseeenseeeaeeneaeaneeaeaneaeoaenseaenaeaeaaennas..18 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
vild Vv113
TTGCTCCGCCTCCGAGTCAGCAAGCGGCTCCGGGTCGTCACCGGGTCGCCCCTGGACGCGCTCTAACCGTTCGCTAACCACCGCTACCTCTTCTTTTTGGGCCGCGCCGGCGCGTAACGGTAAGAGTGCGTCCCGACGCTAGGACATGACGAATAAGTCGTCCTAAGCCACGTCCTCAAGGGCCAGTGC
Read # Hit |Total embryo male
************************************((((((.. ((((. (((. ((( ........... ))) .))) .))))))) .))) .......... (((((( ...... )))))) ....... khkkhkhhkhkhkhkhhhkhkhkhkhhhhkhkhkhhhhkhkhkhkhhhkhkhkhkhhhkhkhkhkhhhhkhkhkhkhhkhkkhkhkhkkkkkhkdkkkkxkkdk** gjze Mismatch Count Norm Total bOdY
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Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

ldrosec2|scaffold 0:5185161-5185349 -|ldse 1846 |[AACGAGGCGGAGGCTCAGTCGTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATGCGAGAAGARAAACCCGGCGCGGCCGCGCATHECCATTCTCACCCAGGEETEEGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG |

[drosim2|[31:12704025-12704213 - dsi_ 32458 |AACGAGGCGGAGGCTCAGECGTTCGCCGAGGCCCAGCAGTGGCCCAGCG——-GGGACCTGCGCGAGATTGGCAAGCGATTGGTGGCGATCGAGAAGAAAAACCCGEEGCGGCCGCGCATHECCATTCT CACCCAGEECTGEGATCCTGTACTGCTTATTCAGCAGGA---TTCGGTGCAGGAGT TCCCGGTCACG |
|dm3 lchr31:13013576-13013764 -  |ldme 245 ||AACGAGGCGGAGGCTCAGECGTTCGCCGAGGCCCAGCAGTGGCCHAGCG---GGGACCTGCGCGAGATTGGCAAGCGARTGGTGGCEATGCAGAAGAAAAACCCEACGCGGCCGCGCATIECCATICTCACCCACEECTEEGATCCTGTACTGCTTATICAGCAGGA---TTCGGTGCAGGARTTCCCGGTCACG |
droEre2|scaffold 4784:13021109- der 1523 |[AACGAGGCGGAGGCTCAGECMTTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGATGGTGGCGATGGAGAAGAAAAACCCEIXCGCalccaeaeaATHECCATCTCACCCACEEHTECCATCCTGTIgC TGCTEATECAGCAGGA---TTCGGTGCAGGAGT TCCCGGTCACG
13021297 -
ldrovak3|31.:13092479-13092667 - ldva 1798 |aacGAGGCRGAGGCTCAGECETTCGCCGAGGCCCAGCAGTGGCCCAGCG---GGGACCTGCGCGAGATTGGCAAGCGABTGGTGGCGATCCAGAAGAAAAACCCEEGCGGCCGCGCATHECCATSCTCACCCACEECTGEGATCCTGT@CTGCTTATTCAGCAGGA---TTCGGTGCAGGAGTTCCCGGTCACG |
droEugl |sc£7180000409711:6101265- AACGAGGCGGAGGCHcaANecErTcecceacaeccacrAlTGGCCAGHG- - -GGGARNC TICGIGAGAT TGGCAAGCGIIETGGTGGCEATCCeAAININAA ARNNCEINCGcaaecaeaea THECHATSC TCACECACEECTEHGATCCTGTCTGCTTATMCANCAGGA - - -fTCGGTCAGGAGT TCCCGGTCACG
6101453 -
droBiall|lsc£7180000302193:2253856- AACGAGGCGGAGGCHcAGEcErTCcocceacaeccACiYgNTGGCCCAGCG---GGGARCTGCGCGAGAT TGGCAAGCGRETGGTGGCOTEcARAAINGNEAAlNCCEECGCGGCCGCGCATECCCATICTCACCCACEECTEC AR ccc T c T TTcAGCAGGA---TTCGGTGCAGGAGT TCCCGGTCACG
2254044 -
droTakl|scf7180000415706:66147-66335 AACGALMICGGAGGCTCAGECETTCGCCGAGGCCCAGLYEMTGGCCCAGCG---GGGARNCTGCGCGAGATTGGCAAGCGMETGGTGGC CMTGCAAACIIEAANCCEGCGCGGCCGCGCATHECCATECTCACECACEECTEC ATCClcTcTGCTATCAGCAGGA---§TCGGTGCAGGAGTTCCCGGTCACG
droElel|lsc£7180000491255:1412089- AACGAGGCGGAGGCHcAGEcErTcocceacaeccacaldTcecccAGCG---GGGARCTGCGCGAGAT TGGCAAGCGRETGGTGGCEGATCCARAACEAANCCEINcceclicclcccATEEECATINCTCACECACEECTEC AT CClEc T c TG TEATCAGCAGGA- -~ T TCGGTGCAGGAGT TCCCGGTCACG
1412277 -
droRhol|lsc£7180000769477:967-1151 + | laaceaceeceacecReacEc@rreeeceaceeccacialireeeclrceG---66GARCTGCGCGAGATTGGCAAGCGARTGGTGGCEEIGEARAANIEAANCCGECGCGGCCGCGCATHECCATINCTCACCCAGEECTEOCATCCRGTEC TGCTRATECAGCAGGA---TTCGGTGCAGGAGTTCCCGG T
droFicl|lsc£7180000454048:724234— anrpcaceclcaceclcaccrTececcoac¥cacIAliTGGCCCAGCG---GGGARCTGCGCGAGAT TGGCAAGCGAMTGGTGGCEATCCAAAINGNEAANCCEECGCGGCCGCGCATECCCATNCTCACCCACEECTEC AT CCGTcTGCTAT/dCAGCAGGA---TTCGGTGCAGGAGT TCCCGGTCACE
724422 +
droKikl|scf7180000302272:666717- AAlGAGGCGGAGGClgcadgcrTcccoaceeccal¥nidrceeclgacee---ecafjcToecljcacaTTeccarllccifdrceTeccilaTccalaaiNeliaaaficcelicceceeciicccATRECCATECTCACCCACCEHTOHCA TCClc T c TocTlATEcAGCAGGA---TTCGGTGCAGGARTTCCCGGTCACE)
666905 -
droAna3|lscaffold 13337:4137395- dan 4038 |AACGAGGCGGAGGCEcadgcErTcccceaceeccaciXagrececlEacic---cecalicTeccllcacaTTeccarceogYrecTccciTidcalaaceiYeaachicaliccilccccoeGCATECCCATTCTCACCCACCECTECAT CCcTlec ToCT/TcAGCAGGA-—-[8TCGGTGCAGGAGTTCCCGGTCACH
4137583 +
droBipl|scf7180000395450:265900- AACGAGGCGGAGGClgcAlYecErTceecceaceCccCACiYaeTGGC ClgAGHG- -~ GGGARNCTGCGIAGAGATTGGCAAGCHEYT GG TGGC CHTlECARA ACIehTeA ARFNCISNCINNAG c chiccl\a TEECCATTCTCACECCACCEITCC cATCClc Tl c TGC Tl TCAGCAGGA- - -§TCGGTGCAGGAGT TCCCGGTCACG
266088 +
EE [XR_group6:4377266-4377454 - |[dps_3829 |aafcacccecaceCfEcaecEr THcCERScGCccadgasrcee ARG -- -MAGANCTGCGCGAGATTGGCAAGC ST GGT GGCEET CCASAANEAARCCEECGCCRcCHC A TIGCCATACTACECAGEecTarGA TCCRGTEC TecTEA TR AGCEGGA- - -[8rcee THEARGAGT THCCGGTCACH |
[aroper2][scaffold 9:2666447-2666635 —|dpe 2483 |[palGAGGCGGAGGCECANECET THGCENSGGCCCcAcEgarceCCEABcG- - XNcAlCTGCGCGAGAT TGGCAAGCGHET GGTGGCEgICCAAANIEAANCCGGCGCGRC clicceATHGCCATACTMcecAGeecaemcA TCCEcTlEcTee TRATECAGCEGcA - - -Bircoc THEARGAGT THCCGGTCACH |
droWil2|scf2 1100000004511:5276750- |[dwi 5417 |ARMGAGGCGGAGGCTCAEcETTHGCCIXgucECcacEasrcccciladec---RicalicTccceeacaTTeGCAANCcTG TcEdrccacaalNediaAacCENYgic Goccfdc oA THEEECATINCHNACECAGEECTONGA TcClgc Tl e TATTCANARGA - - - TTcoe TiEAN GAG T Thicc GG TRA CEN
5276938 +
drovir3|lscaffold 13049:22492152- dvi 158 |aAcCGAGGCGGAGGCgcaMecET TiiccciYicclacAlNdeiiTcccccldecciXX G aklc TecclicacaTTeccaaGc Y TeeTlecCEldTCi\akiaalYkYeA AlTAC Gelec c Gllc cldc G ATECCCATINCTCACECACEECTCc A cldctlec TecTTATIcAGcAca- - - TTCoaTldcAGGAG T THC ClNG TlEA Cy
22492343 +
droMoj3|lscaffold 6680:17099712- dmo 114 |aaccrccReacecEcaifeclrTiiceci¥ccclEcai¥daercecccdecciigeccalic TGCCHGAGATTGGCARRNCGHTTGGTGGCIXT CeAANAREA ARCINGIG C i cldc G c A TEECCAT \CTCACCCACEECT A BccBcTEc TecTATldcAGCAGA - - - ¥ GG TldcAGGAGTTCCCGGTCACE
17099903 +
droGri2|scaffold 15121:203613-203807|dgr 465 |ARMGAGGCGGAGGCENACECHT THGCCINGcGChcAlYdde T colgccldecciMdccalic TeeclicacaTTeecalgccoieT TG CiNdTceAlAARTEA ARRNCING C e Gllccidc A THEEEATINCTCACECACEECTCHGA TcCc Tlec Toc TlaTEcAGc AldcaldddTldc Ge TlcaccacTTeccile ThA CE
+
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Legend: mature star 1115 1i=1ed L g1l mismatch in read
Predicted structure
40
DO
o B
% © Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
®
@ © o - ©
\ ® ’ o =
% @ o %
M 50 o " H “
30 —® 0 w
f’“@ g @ 3 S
\ e < = @ =
‘ ® o c o s ©
, ] e _% T %
\ © o —
By o 5 2 " o 2 °
@@”/@\5 T o
‘@X@ - ©
G o= o = —
M /,’\\ o E
°/© ] L o= ¢
20'— }-D (] _D 1
; |‘ o 1 | _:E‘ .
| @ [ ]
PEIN © ' "‘ RS .
. "o g 265800 265750 265700 265650 o I | Qf\ ®
@2 .:@ Genomic Position 21 29 ¥ | | | I
Size Condition 265800 265750 265700 265650
@~ ®}® Genomic Position
Q / Hairpin partition -#- Sense -# Antisense Mature
10~
c—=9 Hairpin partition Mature
@;—__——-,(i;—-BO
ll I".
@
88/
dse_1044_annot [-13.4]
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM17595-in]; CDS [Dsec\GM17595-cds]; CDS [Dsec\GM17595-cds]; utrS [utr5S minus 12408]; utrS [utr5S minus 12409]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
vV1l4 V115 V113
GAGACCTGCATTTCCCAAACTCAAAGAGAAACTGGAGGATCCTGATCCAGGTTTAGCCAGCATACCACATACATTATTCTGCAGCTATTTCTTCCATGCAATCCATGTATCTAATGCACTGCTATTCTGGTTTTACAGGTGT TCAATCAGCTGCCGTGAATGTAATATGTGAACTAGCACGTAAGAAC female
Read # Hit |Total body embryo head male
ekdd ok dkdokdkdkk ko k ok koo ko kkk ko dkokdkkdkkdkkdkrdkkdkk (L (((CCCC. (CCCC (e N ) e I)))) e 1) L)))L)))))) L)) . ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x gjze Mismatch Count Norm Total body
..................................................................................................................... ACTGCTATTCTGGTTTTACAGH. .« o e i ee e 221 1 8.00 8 0 5 1 2
.................................................................................................................... CACTGCTATTCTGGTTTTACAG . « ¢ e e v e ettt te e e e e e ene e e eaenaenaenaeneeneeas 22 0 1 5.00 5 4 1 0 0
.................................................................................................................... CACTGCTATTCTGGTTTTACA . « « e v vt ettt et e e et et te e ia a2l 0 1 2.00 2 1 0 1 0
..................................................................................................................... ACTGCTATTCTGGTTTTACAG . « ¢ e e v et e et tae e iaeeieeneeaneenaaenaeenaennaena. 2l 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M054
V115
CTCTGGACGTAAAGGGTTTGAGTTTCTCTTTGACCTCCTAGGACTAGGTCCAAATCGGTCGTATGGTGTATGTAATAAGACGTCGATAAAGAAGGTACGTTAGGTACATAGATTACGTGACGATAAGACCAAAATGTCCACAAGT TAGTCGACGGCACTTACATTATACACTTGATCGTGCATTCTTG female
Read # Hit Total head body
e e e ok ok e e ok ok ok ok ok ok ok ok ok ke ok ke ok ke sk ok ke ok ke sk ke ko ke ek ok ( (L (O CCC (... CCCCe e e e e DR RIS D D D DD I 1) D)) ) ))))) L)) . ckkkkkkkkkkkkkkkkkkkhkkkkhkkkkkkkkkkkkkkkkkkkkkkk*k***x 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
ldrosec2|scaffold 20:265627-265814 -|ldse 1044||GAGACCTGCATTTCCCAAACTCAAAGAGAAACTGGAGGATCCTGATCCAGGTTTAGCC——————————————————- AGCATACCA—--CATAC-—-——-——-——————————— AT-T--ATTCTGCAGCTATTTCTTCCATGCA-ATCCAT—-——-——-———— GTATCTAATGCACTGC————————————————————————————— TATTC-—--—- T-———————- GGTTTTACAGGTGTTCAATCAGCTGCCGTGAATGTAATATGTGAACTAGCACGTAAGAAC)
ldrosim2|[x:12963147-12963331 - | |GAGACCTGCATTTCCCAAACTCAAAGAGAAACTGGAGGATCCTGATCCAGGTTTARNCC-—————————————————— aflcaTacca---CATAC-—-—--—- - AT-[8--ATTCTGCAGCTATT TmCCATGCA-ATCCAT———————————— GTATCTAATGCACTRC-—--———— oo TATTC---—- T-———————- GGTTTTACAGGTGTTCAATCAGCTGCCGTGAATGTAATATGTGAACTAGCACGTAAGAAY
|dm3 lchrx:13627208-13627394 - | |cacaccEecarTTcccanacTcARAGAGAAACTGAGGATCCTGATCCAGGTTTANNC- - - - ————————————— ARCATA - - - CATAR--R--——--——— - BN T-E--ATEcTcCHCATAT T T CCATGCA-ATHCAT -~ ————————— - ATATCTAATGEACTAC -~~~ ————- - - oo TATTH----- . [BGGTTTTACAGGTGTTCAATCAGCTGCCGTGAATGTEATHTGTGAACTAGCACGTAAGAAY
droEre2|scaffold 4690:13256339- GAGACCTGCATTTCCCAAACTCAAAGAINAAACTGGAGGATCCEGATCCAGGTTTAICC————————— -~~~ —- AT AR — - calhl- - - - - BT TGCAGCTAT T TCEA TG - AT —— —————————- crlgrcTaaTiieacTiNC - - TATTC--—-— T————————- HGTTTT@AGGTGTTCAATCEGCTGCCGTGAATGTEATETGTGAACTAGCACGTAAGAAE‘
13256515 +
ldrovak3|lx:7921258-7921440 - | |cacaccBecaTTTCcCccARACTCARAGAGAAACTGAGGATCCTGATCCAGGTTTAYC- - - -~ --———————————- A - — - B Y R T 2 C BB -ERTCTGCAGCATT T NN TGlEA - ATIRT - — - - — - —————- GTRTCTAATGCACTGC-—————————————————————————— TlgTTh--—--- Tlg----- LSRG T TSHAGG T GTTCAATCAGC TGCCGTGAARGTHATHT GTGAACTAGCACGTAAGAAY
droEugl|{scf7180000409008:47604- GAGACCTGCATTTCCCAAACTCAAGAGAAACTHGAGGATCCINGATCCAGGT T/ Y- —-—-————————————- AN A - -caldac-- V- - ——— - - B - B - - lGINEIINele A TiliA - - AGI A/ A T - - [ cpeyrcTarTGCAN- - - - TR - - —-- Tle----—- GTTTTAEAGGTGTTCAATCAGCTGCCGTGAATGTEATETGTGAAETAGCECGTAAGAAE‘
47786 -
droBial|lscf7180000302041:647633- GAGECCTGCATTTCCCAAACTCAAEGAGAAECTGGAGGATCCI GABccaGeT Al lcC--— -~ - - - - CTAGAT- T A B T 2 T - -B- BN - ilslc A nINEIICIRNN- - - GGIGEGGAINIG - - [T felnfelc ThiafccyThc- - - - - - - - - - - TaEC-—---- TMAGGTGTTCAZ—\TCAGCTGCCGTGAATGTEATETGGAACTAGCECGTAAGAAE‘
647821 =
droTakl|lscf7180000414562:534968- GAGACCTGCATTTCCCAAACTCAAEGAGAAACTGGAGGARCCIGATCCAGGTTTARCH---—--—--—--——————- GATIA - - - - B T A B C A T B BN T CAGCTAT T/ VAR TGlEA - Al — — - - ——————— - T A T e T T T T 2 R TATTCLEPNeT————————— GTETECAGGTGTTCAATCGCTGCCGTEAATGTEATETGGATAGCECGTAAGAAE‘
535146 +
droElel|scf7180000491044:95588- GAGACCTGCATTTCCCAAACTCAAEGAarACTR GAGGATCCRGATCCAGGTTTAIC - - - - -~ - - - - ——- SX N cie- - -cagal)- -8 - - - —-——-————- B-B--ERrErccaccar T cEechA - AT T - —- - - - ———-—- e A T N T G T T T G TgTTh-----[dg----—--- TTTEAGGTGTTCAATCAGCTGCCGTGAATGTEATETGTGATAGCECGTAAGAAE‘
95769 +
droRhol|scf7180000779342:7597-7776 GAGACCTGCATTTCCCAAACTHAAEGAIAAACTGGAGGAcCRGaTCCAGGTTldAC — - - - - - - — - - - ————— GARINA - - - -BEEANANA A A T T TR - - B - B - - ile I NEIhi il A - - - AGINEAREEIC T - - IR Brairiea ricafTic - - - - - - - — - - TleT - ---- Tlg------- TTTEAGGTGTTCAZ—\TCAGCTGCCGTGAATGTEATETGTGAATAGCECGTAAGAAE‘
+
droFicl|lscf7180000454073:1342285- GAGACCTGCATTTCCCAAACTCAAEGAGAAACTGGAIGATCCIN GATCCAGGTTTAR C— -~ - - - - AN — - caldac-- - - - -B- B - TGAATECITIENA - - - A[TNNECININIT - - [ BTATRENIATGCARTRIC-— -~ ———————— = TRYT T —-—- - B----—-- TTTTEAGGTGTTCAATCAGCTGCCGTGAATGTEATETGTGAAETAGCECGTAAGAAE‘
1342462 +
droKik1|[sc£7180000302592:1586093~ Fe-D¥\rrrficaAGG G TTCAATCBGCGCCGTGAATGTATATGTGAANTAGCHCGTAAGAAY
1586261 -
droAna3|scaffold 13248:2849217- GEGACCTGCATTTCCCAAACTCAAAGAGAAACTGGARGATCCAGATCCAGGTT T C - — - — - —————————————- T A AT - T- - I T A A TR B e - i — — = = = = = = = = = = T C T A T A A T T T A 2 EATTR-—--T-—-—--—- N T T TEENAGGRGT/CAATCAGCTGCCGTGAATGTIA TIT GTGAATAGCACGTAAGAAC
2849374 -
droBipl|scf7180000396429:158638- FAGACCTGCATTTCCEAAACTCAAAGAGAAACTGGAEGATCCEGATCCAGGTTEAECE ——————————————————— AN TR - -BarAac--@- - - -B-Ba - — - AllA TINEJSIN - - [l - - - AGINNEG TR - - A- - A A REEEEEEE T - — T AT - - — - — - — - e T L - ——-—- B-—--—---- ETTTTEAGGTGTCAATCAGCTGCCGTGAATGTEATETGTGAAETAGCACGTAAGAAE‘
158795 +
dp5 XL grouple:1271537-1271708 GAGACCTGCETTTCCRRAAACTCAARGAGARACTGGARGAcCldcaTCcCAGGTT/AGCR-----—-—--————————- - - INTTA- An AL - - - - EEEE C G A - - —————————___Eild - - - R - - - — - —————TITj{- - CGGTCGTGATCCTCTTTATAATGGTGT T GGk - EEEEE B-—---- PEYGGT T T TR AGGTGTTCAAT CMGCTGCCGTGAATGTRATHTGTGAANTAGCECGTAAGAAY|
droPer2|lscaffold 18:117685-117856 - |cacaccTec@rrrcclaaacTcanacacaaacteerlcacclicarceacer A ----------—------—- - - T TA- A A - - - - EEE C G A B ettt — 2 T C i — — — == === — === - - - - - — - — - -FTj{- - CAGTCGTAATCCTCTTTATAATGGCGCTGIGHIG -t B------ BISIGGT T TT[ECAGGT GTTCAATCHGCTGCCGTGAATGTRATHTGTGAANTAGCIECGTAAGAA
droWil2|scf2 1100000004909:7682629- eiaccrceaTrTeclaracTCARAGAGAAACTGGARGATCCINGATCCAGGT TERCE- - - - — - — - — - - ————— AACGARINNATT-2ARA - - - -FEEEE gy - — - - —————————___Eild - - - R ———— - T - T T T T T A arTC----- T-—-—————- BT EIECAGGTGTRCAAT ClGCTGCCGTIAATGTRATITGTGARTAGCACGTAAGAAR
7682783 -
drovir3|scaffold 12970:8004107- GGACCTGCATTTCCCAAACTEAAAGAGAACTEGAGGATCClgcATCCAGGTE T CH ppcieNr tifdiaGGTGTIcAATCldGc TaClG TAA TG TBATHTGTGAEC TlEcClgccaaGAn)
8004266 -
droMoj3|lscaffold 6482:1526740- cecleccEecgrTrrecccancTEAAAGAGARACT[EGAGGATCCRGATCCAGG TESIRERNC ATATIRRGC O Neleceiia oh.VNe G elehifele T/eliCLYNNelCINN TINEINSING ohiy G ele G ele/CLYeRVAT
1526905 +
droGri2|scaffold 15203:11067117- cdcaccTeclgrTidcccanldc TIAAAGAGAAACTEGAGGAT CCgGATCCAGG TS Cleh iy Nee sk e X el TeT X e X T N N - — —— - - - D e i — — — — — — — — — — — — T, TG C A - ———=——=——————-————————______ . Q- TETT@AGGTGTECAZ—\TCGCTGCEGTAATGTATETGTGACTAGCACGTAAGAAE‘
11067276 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_20:265627-265814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_20:265627-265814
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1044.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:12963147-12963331
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:13627208-13627394
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:13256339-13256515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:7921258-7921440
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409008:47604-47786
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302041:647633-647821
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414562:534968-535146
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491044:95588-95769
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779342:7597-7776
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1342285-1342462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302592:1586093-1586261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:2849217-2849374
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396429:158638-158795
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:1271537-1271708
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_18:117685-117856
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7682629-7682783
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:8004107-8004266
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6482:1526740-1526905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:11067117-11067276
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dse 1294 |scaffold 4:4167302-4167357 + |candidate|| Mirtron | intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM12786-in]; CDS [Dsec\GM12786-cds]; CDS [Dsec\GM12786-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M054
V114 V115 v113
GGGACCACAATGCGCAGACCGTCGTGCTGCTCTCATCGCTGGATGATATAGTAGGTTGCATTAGATTTCCCATCGAATTGCGATACTAATCCAATGTACTCCACAGAACTTTGCACAGTTTTGGCCAGATGAGGCCACGCCCATCGAGAGCGATCA female
Read # Hit |Total embryo body head male
de ok ek ok e ok e ok e ok ek ke ok ke ok ek ok sk ke sk ok ek ke sk ke sk ek ke ke ok ok ( (L (L (OO (CCCa oo e (... 1))) e e )))) ) ))))) L u)))) . Kk kkkkkkkkkdkkkkkkkkhkkkhkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total body
................................................................................... TACTAATCCAATGTACTCCACAG . + ¢ e e e ettt e te e e e et et te e e e e iaeaeaenaneeae. 23 0 1 7.00 7 3 2 1 1
.................................................................................... ACTAATCCAATGTACTCCACAG . + « v e e e et e tete e e e e et e e e e e eeeeeeaeaeneneeaes 22 0 1 1.00 1 0 1 0 0
................................................................................ CGATACTAATCCAATGTACTCCACAG . ¢« e v e v et e teee et e te e e eneaeeetaeaeneneeneaenans 26 0 1 1.00 1 1 0 0 0
........................................................................ TCGAAT TGCGATACTARATCCART « + v v e et et et e e e e et et e et e e e ettt eeaeaaananeaeaeananaa 23 0 1 1.00 1 0 0 1 0
................ eF-Nofo el oled eloli el ol ofiil o3V ol c] ol e c 20NN S 1 1.00 1 1 0 0 0
...... -7V i elofeloF-NeT-ofo] el of L o PP~ BN 1 1.00 1 0 0 0 1
................................................................................... TACTAATCCAATGTACTCCACA . « v v e e et e e et e te e e e e et e te e e e e eeeiaeaeaananaeaes 22 0 1 1.00 1 0 1 0 0
.............................................................................................................. TTGCACAGTTTTGGCCAGATGAG . « v v v v veeeeeaeanenana 23 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M054
CCCTGGTGTTACGCGTCTGGCAGCACGACGAGAGTAGCGACCTACTATATCATCCAACGTAATCTAAAGGGTAGCTTAACGCTATGATTAGGTTACATGAGGTGTCTTGAAACGTGTCAAAACCGGTCTACTCCGGTGCGGGTAGCTCTCGCTAGT female
Read # Hit Total body
dedkokde ke ke ok ok ke ok ke ok ok ke ok ok ek ke ke sk ek ek ek ok ( (L (L (CCCCCe (CCCa e oo (... 1))) e a)))) D)) D)) L u)))) . kkkkkkkkkkkkkkkkhkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
...................... e]0) Nol el ol e)-Ne)-Neliy-NeTolc)- Yol o LU PR~ N 0 1 1.00 1 1
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec?2|scaffold 4:4167252-4167407 |dse 1294||[GGGACCACAATGCGCAGACCGTCGTGCTGCTCTCATCGCTGGATGATATAGTAGGTTGCAT -~ ~TAGA-~TTT--C~-CCATC-—-——-—————~- O ——_—_— . s, iphi--_.ssm psiiii il .iss iyl i i yi’'io.©# iz e it :  }|oo0o6Q AATTGCGA=—=———- TAC-TAATC-C-————— === ————————————— A-—-———- ATGT------ ACTC-CACAGAACTTTGCACAGTTTTGGCCAGATGAGGCCACGCCCATCGAGAGCGATCA
+
|drosim2|3r:24668867-24669023 + | [6GGACCACAATGCGCAGACCGTCGTGCTGCTCTCATCGITGGATGATATAGTAGGTTGCAY---AGA--TTT--C--CCATC--—-———————- T e e aAATlclGA-—=—-—- Eac-TAATR-Cl8------— - A--—-——- ATGT------ ACTC-CACAGAACTTTGCACAGTTTTGGCCAGATGAGGCCACGCCCATCGAGAGCGARICA]
|dm3 lchr3R:25308745-25308901 + | |GGGACCACAATGCGCAGACCGTCGTGCTGCTCTCATCICTGGATGATATAGTAGGT TGCAT - -~ TAGA--TTT--C--CCATC-——————————~- R e AATTGCGA=—=—=——- TAC-TAATC-Clg---—-—————— oo A-—-———- ATGT------ ACTC-Cl8CAGAACTTTGCACAGTTTTGGCCAGATGAGGCCACGCCCATCGAGAGCGATCA|
droEre2|scaffold 4820:2696936- GGGACCACAATGCECAGACCGTCGTGCTGCTCTCATCECTGGABGATATAGTAGGTTGCAT - - -[geGA--[8Tfg--c--fcAaTC--—-—-———-—- R e e AATlclGA-——-———- C—TAATC-Ch-————m e A-—-———- ATGT------ ACTC-CACAGAACTTGCECAGTTTTGGCCYGATGAGGCCACGCCCATCGAGAGCGATCA
= [ ]
2697092 -
|drovak3|3r:21175252-21175408 - | |ceeaccacaarecflcacaccereareereeTeTeaTcBeTccAeaTATAGTAGGTTCRAT - - -[HacE--ArE--c--Acarc-—————--————- Gm = = e e AATTGRGAR ===~ Eac-TAATC-C------—-— - A--—-——- ATGT------ ACTC-CACAGAACTTTGCECAGTTTTGGCCEGATGAGGCCACGCCCATCGAGAGCGATCA)
droEugl|[scf7180000409787:253169- GGGACCACAATGCECAGACRGTCGTGHTGCTIITCATCHCTGGATGATATAGTENCTEREEY- - -IXcA- - T1/g- -c—-fcli--—-—-—----—- e e e e e e e AnNIN A - - TAC-TAATH-E¥YE------—-— - A-—----- BrRTH----- e -IENAGAACT TTGCECAGT T T TGGCCYGATGAGGCCACGCCCATCGAGAGCGATCA
253326 -
droBial|scf7180000302136:2798729- GGGACCACAATGCIICAGACHGTCGTRCTGCTCTCATCHCTGGATGATATAGT ARG TLRENAE - - -l aca- - T Th- - C - - R TE- — - - e - - — — - — = — =~ = — —— — - ---ATAANCEEEEEE TAC-TEATH -8 — - - - - ————— === - — - A-—-—-—- WrG------ BRI\ CHICAGAACT TTGCECAGT T[T GGCCGATGAGGCCACGCCCATCGAGAGCGATCA
2798887 -
droTakl|scf7180000415765:871794~ GGGACCACAATGCRCAGACCGTCGTGCTGCTCTCATCHCTGGATGATATAGT GG TINE T - AI- - T T- - f}--E¥arC-- - - —— T e e e e e e e T BaTi¥VcA-—-———- T - TAATH - - — - — - ————— === - — - A-——————- BTRT------ Sclec-ClCAGAACT TTGCEICAGT T T TGGCCYGATGAGGCCACGCCCATCGAGAGCGATCA
871951 - AAA
droElel|scf7180000491280:1523119- GGGACCACAATGCIICAGACGTCGTGCTGCTCTCATCRTGGATGATATAGTARNG TR Cie - - -[enl\nfd- el - -jy- - Clent - - - - ———————- B TATCTCAATTGGTTTAAGGGTTTTTGTACTGCATATATGAATAAAAGAAAAACGT TTCTAT TAGT T T T TC T e CATG R - === === —--B-----B- BT TTTTCTTCTGAAAAATGTAGCTAAT T TAT pilatintts ErRTH----- T IJdCAGAACTTTGCECAGTTTTGGCCl§GATGAGGCCACGCCCATCGAGAGCGATCA
1523362 +
droRhol|scf7180000777929:9699-9959 GGGACCACAATGCRICAGACCGTCGTGCTGCTHTCATCICTGGATGATATAGTANG TN NRe - - B - - - - —-—-—----- B-—--- TCTCTAAAGTTTTAAAAAAAATAT TTCAGGTGTCT TAAAGEE TTCTATGGATATTTCTGGTAGAACGAAATAAAACGTTTGGAAACTTATAGGAAAAATAGGAATACATAREEEEEEEEEE - === === —--B-----B-BTEE T TCT TCTGAGAAGT TTAECTAATGTAT ittt AETH----- BClel-ECAGAACT T TGCCAGT T TTGGCCI§GATGAGGCCACGCCCATCGAGAGCGATCA
+
droFicl|[scf7180000453776:609483—- piclec TR ENAGAACT TTGCECAGT T T TGGCCHGATGAGGCCACGCCCATCGAGAGCGABICA
609645 +
droKik1|[scf7180000302466:120832- ER TR~ NAGAACT TTGCECAGT T T TGGCCgGATGAGGCCACGCCCATCGAGAGCGATCA
120994 -
droAna3|scaffold 12911:4996480- ppirCc-pRicaGAACTTEGCc AT TTGGCCAGATGAGGCIECGCCClETIGAGAGHGATCA
4996639 +
droBipl|lscf7180000396640:1833120- cceapjcacanccilcacacciircaTeeTocTITCETClCTGGATGATATAGTENG TR A T - - - TAGAS-TTT--f--CCAlNg-— - - -~ -8 - JATICAGEI R Th{E- TAATH-ffe—-——————————————————— I - TRt ---- REYelc—BICAGAACTTTGCECAINTTTTGGCC]GATGAGGCHACGCCCATIGAGAGHGATCA
1833277 +
dp5 |2:2169756-2169914 + I |eeeaccacaaTeeeeacacceTeeTecTecTCTCrcEeTRGATGATATAGT ARG T TN - B B - - TN - -Hca TR -l - -l - - - - - - ———————————mmmmmmmmmmm oo [ GAGC AT A N A A C e T B------- Wrce------ HCTC-CACAGAACTTTGCECAGTTRTGGCCAGARIGAGGCCACGCCCATCGAGAGCGATCA)
droPer2|lscaffold 7:2337354-2337512 GGGACCACAATGCGCAGACCGTCGTGCTGCTErcErclcTGATGATATAGT ARG T[S Y- B - —E TN C - - R A TR - e — -~~~ — =~ =~ ————m— o GAGC AR AR N A A C e T e e B------- Wrcle------ BCTC-CACAGAACTTTGCECAGT T@TGGCCAGABGAGGCCACGCCCATCGAGAGCGATCA
+
droWil2|lscf2 1100000004902:8090071- GGGACCACAATGCECcAGACRGTEGTGHTGCTCTCETCGCTGGATGA A TG T ARG T ThENA T - - - T GlelerNE Th - - C - — I e e i — — I G — — — — — — — = — = — — = — = — - — o o T TleficA-———-—- TRC-TAATC—E - oo B------- AR ---- AINTH-IARNAGAACTTTGCACAITTTGGCCEGABGAGGCCACGCCCATIGAGAGCGATCA
8090234 +
drovir3|lscaffold 12822:2851404- GGGACCACAATGCGCAGACCRTHGTEcTGCTCTCETrCcGCTGGAMGARATHGTENGT THEALY- - - cE NN - - C - - R ey - eV - fel - B N N e e e — — - — - — - — - -~ - CAT G - — == === == - — - — - R T T B------- TRk iR BB AlAGAACTTTGCgCAGT TTGGCCAGARGAGGCCACGCCCATCGAGAGCGATHA
2851570 +
droMoj3|lscaffold 6540:26782539- GGGACCACAATGCRCAGACCIITCGTGCTGCTCTCTCGCTGGATGATATIGTANGT TGS - - - - R TH - - - — - ———————- — R et et et e ettt CGCACGATAAGGI- - —-— - -EEEEEEs — = — - — - —{oR A C AT NI L TN el Tk X B L~ fEC AGAAC T T TGCCAG T T@IT GGCC@GATGAGECCACGCCCATCGAGAGCGATHA
26782692 +
droGri2|lscaffold 14624:3598954- ceeapjcapaaTccecaace TG TG THCTCTCETCIACTGGATGARA TG T A G T TS - - - — - - - - —————-—-—- B------- CCT AL A G T C R T T CGGGAAGATTCGCTCTCGCTAAGAN- - - - - - -EEEEEE == —F - — - R T C R A--—-——- BWTGT------ teki-kicacarlTTToCcaAR T Tt clgcaldcaceccacGeccATCGAGAGCGATHA
3599116 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:4167252-4167407
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:4167252-4167407
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1294.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:24668867-24669023
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:25308745-25308901
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:2696936-2697092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:21175252-21175408
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409787:253169-253326
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:2798729-2798887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415765:871794-871951
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:1523119-1523362
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777929:9699-9959
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453776:609483-609645
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302466:120832-120994
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:4996480-4996639
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:1833120-1833277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:2169756-2169914
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:2337354-2337512
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:8090071-8090234
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:2851404-2851570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:26782539-26782692
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:3598954-3599116
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[View on UCSC Genome Browser {Cornell Mirror}]

dse 1848 ||scaffold 12:131856-131942 + |candidate | Canonical miRNA |3pUTR

Legend: mature Star [t g R R st mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition -# Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_8043]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO054
V115 V113 v114
CAAAGTAATGAAAACAAAACCAAGCAACAAAAACAGTAATCGTAATGAACAAACAAATGCGGTCGAACATCAGTAAGTCGAACTAGATCTACGAATATAGT TCGCCTTGCGGAGGTTCGTCTGTGTGCTTAAAGTAATGTATGCAACAAGT TTAGTGAGCCTTGTGT TTAGT TTAGTTGTTGCAAGC female
Read # Hit |Total body head male embryo
dhkkkhkhkhkhkhkhkhhhkhhkhkhhkhkhkhhkhkhhhkhhhkkhhkhhhkhkhhkhkkhkhkkhhkhk R I T T N N N N D) I IIN)Y DI e khkkkkhkhkkhkhkhhkhkkhkhkkhkhkkkhkkkkkkkkkkkkkkkkkkkkkkkkk**k*xk** gjize Mismatch Count Norm Total body
......................... ARCAAARACAGTAATCGTAATGAAC . « ¢« e et ettt et et ettt e et e ettt et et e ettt e et et e e e ettt 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 250 1 2.00 2 0 0 0 2
............................................................... CGRACATCAGTARGTCGAR . « . et ettt ettt et e ettt e et ettt et e ettt et et e ettt et et e ettt et ettt ettt et ittt e 190 1 1.00 1 1 0 0 0
......................................................................................................................................................... AGTGAGCCTTGTGTTTAGTT. .« vvueenen.. 20 0O 1 1.00 1 1 0 0 0
................................................ ACARACAAATGCGGTCGAR « &+ ¢ et et ee ettt e et e e et et et e e et e et et e e et et et e e e et e e e et et e et ettt 190 1 1.00 1 1 0 0 0
............................. AAAACAGTAATCGTAATGARCARACA . « . o e ettt et et e ettt et e e e e e et e e e et e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e 2600 1 1.00 1 0 1 0 0
................................................................................ AACTAGATCTACGARTAT . « et et ettt e et e e e et e et e et e e e e e et e e e ettt e e e e e et et e e et et ee et 18 0 1 1.00 1 0 0 0 1
................................................................................................ ATAGTTCGCCTTGCGGAGGTTCGTC . vt vttt e et et e ettt e e ettt et et et e et ee e ie i 25 0 1 1.00 1 0 0 0 1
......................................... GTAATGAACARACAAATGCGGTCGAAC . « « vt vttt e et ettt ettt et ettt et et e ettt et et ettt et e ettt et ettt ettt et e et 2T 0 1 1.00 1 0 0 0 1
............................. AAAACAGTAATCGTAATGARCARACE . « - o o ot ettt ettt et ettt et et e et e et e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e 2601 1 1.00 1 0 1 0 0
............................................................................................................................................................. AGCCTTGTGTTTAGTTTAGTTGTTG..... 25 O 1 1.00 1 0 0 0 1
.................................................................................................... TTCGCCTTGCGGAGGTTCGTCT .+« v v ettt te e et e et e e e e et et et e et et te i e e, 22 0 1 1.00 1 0 0 1 0
............................................................................................... TATAGTTCGCCTTGCGGAGGTT . « & v v ettt et ettt et ettt et et e et et et e e ea i, 22 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
GTTTCATTACTTTTGTTTTGGTTCGTTGTTTTTGTCATTAGCATTACTTGTTTGTTTACGCCAGCTTGTAGTCATTCAGCTTGATCTAGATGCTTATATCAAGCGGAACGCCTCCAAGCAGACACACGAATTTCATTACATACGT TGTTCAAATCACTCGGAACACAAATCAAATCAACAACGTTCG
Read # Hit |Total
dhkkkhkhkkhkhkhkhhkhkhhkhkhkhhkhkhhkhkhhkhkhhkhkkhhkkhhkhkhhkhkhhkhkkhkhkkhhkhk R I T N T N N N T INDIND)ININD)I D)D) )Y e hkkkhkhkkhkhkkhkkkhkhkkkhkkkhkkkhkkkkkkkkkkkkkkkkkkkk*kk***x gize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|lscaffold 12:131806-131992/dse 1848 [[CAAAGTAATGAAA-———————————————————— ACA------ AAACCAAGCA----—-- A-CAAAAAC-—-——-———————————— AGT-AATCGTAATGAACAAACAAATGCGGTCGAACATCAGTAAGTCGAAC TAGATCTACGAAT S e ATAGTICCCCTTCCEEASCETTCETCTGTGTGCTTARA-GTAAT—————— == —G-————————— TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG-——~——-—=———— TTGTTGCAA--—-——-——~- GC
+
|drosim2||3r:7258338-7258533 + ldsi_32443)ARAGTAATGARA-———————————————————- ACA-—-——- ARACCAAGCA--—-—-- A-CAAARAAC————————————————— AGT-AATCGTAATGAACAAACAAATGCGGTCGA[ECATCAGTAAGTCGAACTAGATCTACGAATEESSSEESEEEEEEEEEEEEEEEEEEEnmnnnnns ATAGTTCGCCTTCCEGA=GETTCCTCTGTGTGCTTAAA-GTAAT RN NI G- ————————— TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG-———————————— TTGTTGCAA-—————-——~- GC|
|dm3 lchr3r:14020065-14020265 —|dme 386 |BAAARGTAATGAAA------——————————- ACA------ AAACCAAGCA------- A-CAAAAAC-—-—-——=——=————————- BGT-AATCGTAATGAACAAACAAATGCGGTCGAANATINEGTAAGTCOEACTAGATC T A~~~ ——————=—=—==————= W YIS Y AT ACTTCECCTICCCCA T TCCLNC T THTGCTTAAA-GTAA T/ NN G- - - - - ——-——- TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG—-—-—-——-—-—- TTGTTGCAA--—-——=-—=— GC|
droEre2|[scaffold 4770:7615273~ der 1525 [[MaaacTanlcarnA-—-—-—-——————-—————- ACA------ AAACCAAGCA---—-—- A-CAAAAAC--———————————————— AGT-AARCGTAATGAACAAACAAATGCGGTCCAlECHTCEcTAAGTCOEACA AN TAg A A== === === === e e BRACTTCOCle M CCAEETTCELNC TG TTGCTTAAA-GTAA T/ NN G — - — - ————- TATGCAACAAGTTTAGTGAGCCTTGTGTTTAGTTTAG—-—-—-——————- TTGTTGCAA--———————— GC
7615466 +
ldrovak3|[3rR:2621982-2622175 - lava_132 |BanacTBARGEAA-————-—--—-———————-—- ACA---—--—- AAACCAAGCA--—-——- A-CAAAAAC-—-——————————————- AGT-AATCGTAATGAACAAACAAATGCGGECCAECHTCHGTAAGTCEEACTAGA CTA G A === e s BrACTTCCHCTIYCEAT T TCEC rcTidrceTTARAA-GTAA TIPS N NI G- - — - —————- TATGCAACAAGEITTAGTGAGCCTTGTGTTTAGTTTAG-———————————— TTGTTGCAA--—-—————- cC|
droEugl|scf7180000409246:369730- A AAGTARN A A - - en----—- AAACHAAGCA--—-—-- A-frannfdc---—-—-—- - —- PN B VNI U VATV NI VNN VNN delel» Ehi T[] VNG Tide T S -V a A TP N NI CIA TG AINGINA AA AGTAAAAT T TATAAATGAACT TGAAGT TCTGCTTGlIGEN IS AAIIA AL T cElbise Al iNelelin BTN T INNNIC T TAA ACA T/CREEEEEE TATGCAACAAGT T@AGTGAGCCTTGTGIATTAGTTT8G---—-———-——-- TTGTTGCAA--—-—-———- e
369963 -
droBiallscf7180000299102:1950375- A AAGTARNGAAA - -~ - - ACA e
1950605 +
droTakl|scf7180000414450:147916- N ettt — — — — = = == === —======—=— ---] e
148092 -
droElel|scf7180000491008:2241875- eancTan®lEn - - - Ala e
2242104 +
droRhol|scf7180000778633:31130- e ancTARGAAA - - - - ACA----- Maaaccaacea e
31365 -
droFicl|scf7180000453800:497450- A AAGTAATGAAA-——————————— - ——— ACA e
497681 -
droKik1|scf7180000302809:267108— e g nfdchile-------—-—-—-—-—————- ACA cle
267252 +
droAna3|scaffold 13340:15787928— A T e e T TGy GC
15788063 -
droBipl|lsc£7180000396708:4248370- MARAGTARTGARA -~~~ — === ===~~~ TGIATTGAAINNNSCE T[S TTGTTGCAASNIIININGC
4248526 +
dp5 l2:29111724-29111907 - | [SAcINECciccl@¥ccancccceceTecccacccacaiag Ac
droPer2|scaffold 6:4436018- F\GINeci\cclN ccaacgeceeceTeccccaccecacaiag) Ac
4436201 -
droMoj3|scaffold 6496:20413049- TN A LN A LN - B —--| T
20413127 -
droGri2|lscaffold 14853:6508943- AP T A I G 2. fca ﬁq
6509018 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:131806-131992
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:131806-131992
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1848.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7258338-7258533
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32443.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:14020065-14020265
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_386.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:7615273-7615466
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1525.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2621982-2622175
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_132.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409246:369730-369963
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299102:1950375-1950605
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414450:147916-148092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:2241875-2242104
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778633:31130-31365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:497450-497681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302809:267108-267252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15787928-15788063
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:4248370-4248526
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29111724-29111907
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4436018-4436201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:20413049-20413127
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:6508943-6509018

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 1838 |scaffold 22:111559-111727 + | candidate | Canonical miRNA | antisense_to_intron
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Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dsec\GM16331-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V113 v114
ATAATACTTTGTTAAAGGACATTCGCTAGGTACTAAAGGAGTTAACAAACAGCTGGGCCCTTCGCGGGCACTGCTGACCTTGCCCGAGAGCAGAATCCCAAGGATCGGGATTCAATCTCCACCTGATCCTTGGGAGTTTACCCAGGGACAGGCCAGCTTACATCATCGCGGGCTAACCCTCGAAGAATGCATARACATATGTGTGTATATGTAGGTATGTATGTATATTGGTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA female
Read # Hit Total head body |male/embryo
Kkkhkkkhkkkhkhhhkhhhkhhhkhhhkhhhhhhhhhkhhhhhkkhkkkhkkhkkhkkhkkkkkrkkrkkrkrrdkrkdr (((L(( (.. (((oeenenn... N N YINIIIIIIIN))) e 1)) ))) L)) e CCCo (e e al))) o)) ) *hkkkkkkkkkhkkhkkhhkhhkhhhhhhhhhkkhkkhhkhhkhkkkhkhhkkhkkkkhkkhkkhkkkkkkkkkkkkkk*k***k**** gsjze Mismatch Count Norm Total body
........................................................................................ e o817 V- of o 07V V7N L of e N~ B O 1 2.00 2 1 1 0 0
.............. . NeT e No7 il Joteoliny-Ne el -]y NP P B 1 1.00 1 0 0 1 0
........................................................................................ F-Ne{07-NeT- VN of o103 V- Nele Nl o] cle] ) NP PP~ A O 1 1.00 1 1 0 0 0
........................................................................................ el oF-\e) V-V ol e 0).V-VeT 7 o] e e A3 A | 1 1.00 1 0 0 1 0
......................... o e X007V - i 170X 22 N O 1 1.00 1 1 0 0 0
......................................................................................... el07-Xe7- VN ofo103. V- eTe7-Niil o] eTcT e A3 I 1 1.00 1 1 0 0 0
............................................................................................................. P07V Nl ol oo Xo ol 72X oL L~ B O 1 1.00 1 0 1 0 0
........................................................................................ e o8- 1) V- of o7 07V eF-N: o] -4 M | 1 1.00 1 0 0 1 0
................................................................................ ielofofo]el-el-Neloy- el V- Niil o] ole)V-NeleTXi o] clc 1P~ 2 N 0 1 1.00 1 1 0 0 0
................................................................................................................................................... ACAGGCCAGCTTACATCATCG « « + v e et e et e e e et e e e e et e e e e e et e et e et e et e et e et e e e e e et e et e et et et et e et 210 1 1.00 1 0 1 0 0
Anti-sense strand reads
M054
V115 V113 v114
TATTATGAAACAATTTCCTGTAAGCGATCCATGATTTCCTCAATTGTTTGTCGACCCGGGAAGCGCCCGTGACGACTGGAACGGGCTCTCGTCTTAGGGTTCCTAGCCCTAAGT TAGAGGTGGACTAGGAACCCTCAAATGGGTCCCTGTCCGETCGAATGTAGTAGCGCCCGATTGGGAGCTTCTTACGTATTTGTATACACACATATACATCCATACATACATATAACCAATGTTAAATTTTATCTTTGAGAACGTTTGAGTAAGCT female
Read # Hit [Total head body |male embryo
Kkkhkkkhkkkhhhhhkhhkhhhhhhkhhhkhhhhhhhhhhhhhhhkhhhhkhhhhhhkhhhkhhkhhkhhkhkkkhkkkhkkhkkrrkrkrrr (((L(((. . (((evnvennnn. N YIIIIIIIIIN))) e 1)) )))))) e CCC (((aant))))) ) *kkkkhkkkhkkkhkkhkhkhkhhhhkhhkhhkkhkkhhkhkkkkkkkkkhkkkkkkkhkkkkkkkkkkkkkk**k*k**x*** sjze Mismatch Count Norm Total body
......................................................................................................................... 6] Xoki-YeT el V-Not o] ol o3 V.V T clc] L NP2 B O 1 913.00 913 545 128 173 67
.......................................................................................................................... &7 Yo - XeT &) ¥\ o] oo L oF-V.-V- Nl e 1 5 S 1 595.00 595 333 90 135 37
........................................................................................................................... ACTAGGAACCCTCARRTGGGT « « « ¢ e e e e e et et e e e et e e e e et e et e e et e et et e e e e et e et et et e et et e e e e e e e e e e e e e e et 210 1 192.00192 122 51 12 7
................................................................................... efeT ool o] el ol -NeTel el i o] oliiy-Neto PP SN 1 168.00168 55 74 17 22
................................................................................... eletoh ok oled ok -NeTe el o] ol NP A O 1 141.00141 29 99 11 2
........................................................................................................................ i ete) Noki-Nete VYo ol ok o3V X c e - S0 1 90.00 90 44 4 42 0
.................................................................................... ok ok Tofe o i eTe el ool - P~ N O 1 85.00 85 37 15 32 1
.................................................................................... el ok Lol o el o iVl el o ol -\ o~ SN 0 1 82.00 82 40 22 is s
............................................................................................................................ o eT-V-Noto] oki07.- V-V e c i 220 I 0 1 63.00 63 38 24 0 1
..................................................................................... o ol o] el Lot YT eTe i il o] L NP PP~ 0 BN 0 1 51.00 51 34 12 5 0
......................................................................................................................... (&N oh el el Xl ool o-V.V-i T e]e e i BN P~ B 1 27.00 27 8 4 15 0
........................................................................................................................ el -\ oY el Vo] ool o7-V.-V- i e c L L S 1 20.00 20 11 1 7 1
......................................................................................................................... e]ed ok -Ne1e)- Vol ofohiilo3.V-V. Nl el c T3 S 1 16.00 16 0 15 1 0
....................................................................................................................... i eler ok -NeTe)- V- Nofo ol o7 ¥V Nl el e c i NP5 T 1 16.00 16 5 0 11 0
.......................................................................................................................... GACTAGGAACCCTCARRATGGG « « « v e v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e et e e e e e e e et et et e e e e e e et 210 1 15.00 15 0 15 0 0
..................................................................................... oo ol e ok i YT el et i oo =Y o 222 0 1 13.00 13 3 8 1 1
......................................................................................................................... (&N ohi-Nele.V-No] olo oV -Xi el e P S 1 12.00 12 5 2 4 1
................................................................................... eletol ok ofeh ok y-NeTe] el il of o4 y-X P SO 1 12.00 12 2 9 0 1
................................................................................... e]etol ok ol el ok 7-XeTe el bl of ol U B 0 1 11.00 11 0 8 1 2
.................................................................................... ok ok Tofe o i NeTe el ool - c P~ A | 1 9.00 9 2 4 3 0
............................................................................................................................ CTAGGAACCCTCARATGGGTC e « v e e v e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e et e e e e e e eaeeeeeaneaaeaaeaaaaaaaaenaennenneaaa 2l 0 1 7.00 7 3 4 0 0
.................................................................................. i (eleloh Tohi ol el Lok i -\ el et el il of o1 .Yl PP~ 2 B 1 6.00 6 5 0 1 0
..................................................................................  [elelohi o oled ok - eTeT e ol o NP PP~ 3 B 1 6.00 6 0 6 0 0
...................................................................................... ok ot el ol iy-NeTe] el i o oLy elo 202 NN 1 5.00 5 1 4 0 0
..................................................................................... ool ol el Lot - NeTeT e il o]l X TN PP~ NN 0 1 4.00 4 0 4 0 0
........................................................................................................................ o [ele) Nokid-Nelel-V-NoTol ok 1oV V- e el P~ S 1 4.00 4 3 0 1 0
........................................................................................................................... ACTAGGAACCCTCARRATGGGTC e & v v v e e e et et e e e et e e e e et et e et e e et et et e e e et et e et e e e e e et e et e et e et e e e e e e e e e e e 220 1 3.00 3 1 1 0 1
.......................................................................................................................... GACTAGGARCCCTCARATGG - « ¢« v e e et e e et et e e et e e e e et e e et e e e e e et e e et et et e e e e e e e et e e e e et e e et e e e e et e e e e e e e te e eaeeeneaeeneaeaeeneneaneneae20 0 1 3.00 3 1 2 0 0
................................................................................... 1 (etoh ok ol ed ok 7-XeTe e i bl o] ol -\ A 1 3.00 3 1 1 1 0
....................................................................................... o o] e ok YT ele il o] ok X o} PP~ 2 0 I 0 1 3.00 3 1 2 0 0
............................................................................................................................ CTAGGAACCCTCARATGGG + « « e et e e e et et et e et e e et et e e et e et e et e e e e et et e et e e e e et e e e e e et e et e e e e e e e e e e e e ettt 190 1 3.00 3 0 3 0 0
......................................................................................................................... oL\ ok -]l VX ol o ok o-V-V-Ni e c i LN -2 B | 1 3.00 3 3 0 0 0
............................................................................................................................. -NeleT-V-No of ot o7V V- e e PR - B0 1 2.00 2 0 2 0 0
............................................................................................................................. TAGGAACCCTCARATGGGTC « + o v v et e et e et e et e et e et e e e e e e e et e et e e et 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 e e e 200 1 2.00 2 2 0 0 0
........................................................................................................................ iete) Noki-NeTe)-V-Yol of o4 103 -V Xi e e S0 1 2.00 2 0 2 0 0
........................................................................................................................... ACTAGGAACCCTCARRATGGG « « « e e e e e e et et e e e et e e e e et e et e e et e et et e e e e et e e e et et e e e et e e e e et e e e et e e e e e e e e et 200 1 2.00 2 0 2 0 0
........................................................................................................................ < Leley ok NeleT-V.NoT ol ol o) .V-V-N: e e el PR~ S 1 2.00 2 1 1 0 0
.................................................................................... GO T G T CTTAGGGTTCC T « « & ¢ e e e e e et e e e e et e e e e e e e e e et e e e e e et e e e e e e e e e et e e e e e e e e et e e e e e e e e e et et e e e e e e e e e et e e e e et e e e et e e e e et e e e et et e e e e e ettt e 20 0 1 2.00 2 0 2 0 0
.......................................................................................................................... GACTAGGAACCCTCARRTGGGTC « + e v v et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eaneeneeneeeeaneeaeaeeaaeeneaaeaneeneenenneaa 23 0 1 2.00 2 0 2 0 0
................................................................................. 111 o ol ok ot el o dauy-NeT e el o odi - PP S 1 1.00 1 1 0 0 0
........................................................................................ ol eh ol e el et o] o}y X o AP PR SN0 1 1.00 1 0 1 0 0
................................................................................... elelohi ol ol el ok -Neleleh ol oliy-NeTo] of o2 PP I 1 1.00 1 1 0 0 0
........................................................................................................................... ACTAGGAACCCTCARRATGG ¢ + « v e et e e et et e et et e e et et e et et e e et et et e e e et 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 1900 1 1.00 1 0 1 0 0
.................................................................................. (el eleh ol ol et oh e e o] NP PP - 2 B 1 1.00 1 0 1 0 0
......................................................................................................................... ele7 ok eleT-V-Nol o ol o). V-¥-Xi e cLi o 02 S 0 1 1.00 1 1 0 0 0
................................................................................................................................................ ofel ol el o] ofeT el o] eV Niul i1y AP A BN 1 1.00 1 1 0 0 0
................................................................................. (el ek T odi of et Lok - Tt e il of o -2 B 1 1.00 1 0 0 1 0
.......................... N el07 e N oo -V s -3 RN 0 1 1.00 1 0 1 0 0
........................................................................................................................... 1 oh-XeTe- VYo o] okl o3V V.Xi e -4 I 1 1.00 1 0 1 0 0
........................................................................................................................ el el Nk NeTe)- Vol o] ol o7 V-V Nl el c 125 S 1 1.00 1 0 1 0 0
..................................................................................... ol o] el ol iyl e e i il o] o}y -4 N 1 1.00 1 0 1 0 0
................................................................................. el el ol oo e o e el i o oL N S 1 1.00 1 1 0 0 0
...................................................................................................................... el e) ok 0-Ne TV NoTol ot LoF- V. V- e el X T 1 1.00 1 0 0 1 0
................................................................................... 2 ok oo ok .Y el et i oo -3 R 1 1.00 1 0 0 1 0
.................................................................................... ol oli o e o Vel et o7 oL - N A T | 1 1.00 1 0 1 0 0
......................................................................................................................... efe7-N ok eleT-V-Xolo] ol o) V-¥-N: i clc TN~ N 0 1 1.00 1 0 1 0 0
....................................................................................... ol ol el T odinh -YeTeTe i il o] ok X TP - I 0 1 1.00 1 0 1 0 0
.................................................................................. elelelehdoholehoh -\ eTeT e o] o NP PP~ 2 BN 0 1 1.00 1 0 1 0 0
................................................................................... el ol ok e ok i Y] et i oo Yo 2 S 1 1.00 1 1 0 0 0
.......................................................................................................................... Y ol-Nele VYol olodi oV -Xi el e A S | 1 1.00 1 1 0 0 0
..................................................................................... ol e ok i -V el et i oo NP -0 B 1 1.00 1 1 0 0 0
...................................................................................... ok ol elol y-NeT e el i ool PO A 0 1 1.00 1 1 0 0 0
................................................................................. 111 e eloli ok ot el o iy -NeTe el ool -l oZ0N X 1 1.00 1 1 0 0 0
.............................................................................................................................. e 0V ol ool o7-V.V- ] e e i s I BN 0 1 1.00 1 0 1 0 0
................................................................................... o Letol ok ol ed ok -XeTe el o] ol N A | 1 1.00 1 0 1 0 0
................................................................................... et ol ol o] el ofi 1 1-Ne7 el e i o0 I SN0 1 1.00 1 0 1 0 0
.................................................................................. - (el ot ol ol eh ol i1l et e o] oL O A | 1 1.00 1 1 0 0 0
..................................................................................... e[ of et gt N e elint il of o X o P 2B 1 1.00 1 1 0 0 0
...................................................................................... ol o YT el il o] L NP PP K° B 6 0.17 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|scaffold 22:111509-111777 +|ldse 1838 |ATAATACTTT--G-TTA-——————---————- AAGGACAT-TCGCTAG---GTACTAA-——-—-—— AG-GAGTTAACAAACAGCTGGGCC-————-—— CTTCG--CGGGCAC- === === == === ——m e T-GCTGACCT-TGCCCGAGAGCAGAATCCCAAGGATCGGG-——-—- A-—-—- TTCAATC-—--—- TCCACCTG-———=—=——==——=——=————————— S R e R ., i -, L —e—ee—-_ -_-_-"_“_=__—__—i  =aesisIp .o s h y6c© it r iiinn AGT--TTACCCAGGGACAGGCCAGCTTACATCATC—————————-—- GCGGGC——————=————=——————— TA-ACCCTCGAAGAATGCATAAACA-—————=——=———=—————————————— TATGT---—-—- G-m—————— - TGTATATGT----AGGTATGTATGTAT-ATTG--—-—~ GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA-——-————~-
ldrosim2|3r:22893157-22893417 + ldsi 32470 T T -~ G=TTA==—===-=--=--== AAGGACAT-TCGCTAG---GTACTAA--—-———— AG-GAGTTAACAAACAGCTGGGCC-—-—-—-=— CTTCG-—CGGGCAC- === === === = ————m—m o T-GCTGACCT-TGCCCGAGAGCAGAANCCCAAGGATCGGG--—-—- A-—--- TTCAATC----—- TCCACCTG--=——=—————=—————————————— AT CCT Tm = GGG == === = = — = = = = m AGT--TTACCCAGGGACAGGCCAGCTTACATCATC-—————-----—~- GCGGGC—-—-—————————————— TA-ACCCTCGAAGAATGCATAAACA————————————————————————— TATGT-----—- - TGTATATGT----AGGTATGTATGTAT-ATTG--—-—— GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA--—-——-—-
|dm3 lchr3R:23468119-23468391 + |dme 454 |ATAATACTTT--G-TTA--——-------————- AAGGACAT-TCGCTAG---GTACTAA--—-———— AG-GAGTTAACAAACAGCTGGGCC-—-—-—-=— CTTCG-—CGGGCAC- === === == === ———m o T-I\CTGACCT-TGCCCGAGAGCAGAAINCCCAAGGATCGGG--—-—- A-—--- TTCAATC----—- TCCACCTG—-=——=—————=—————————————— e R e e e e AGT--TTACCCAGGGACAGGCCAGCTTACATCATC-—=—====-=-== GCGGGC—-—-—————————————— TA-ACCCTCGAAGAATGCATAAACA————————————————————————— TATGT---—-—- B TGTATATGTLYERAGGTATGTATGTAT-ATTG—-—-—— GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA--—-————-
droEre?2|scaffold 4820:4568989- der 100 ’ETAATACTTT——G—TTA ——————————————— AAGGACAT-TCGCTA---GTACTAA--—----- AG-GAGTTAACAAACARETGGGCC--—-—-—— CTTCG--CGGGCAC———— === === === ———m— oo T-IcTelccT-TeCCColGE6CAGAA/SCCCAAGGATCGGG--—-—- A-——-- TTCRATE------ Ti\cacclde-----—--—-—-—-—-————————— ATC T T -~ GGG~ =~ = — = — - mmm m o AGT--TT[ECCCAGGGACACCCCACHTTACATCATCRININI NGBV NG CcoeC--—-— - - - - — - — - ————- TA-[§CCCTIHGAAGAATGCATAAACA-———————————————————————— TATLN---—-—- B--—-—--——- - — - - e G TAT - ATT G~ — - - — = GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA-————————
4569247 -
ldrovak3|3R:23018621-23018851 - laya_101 |[aTAATACTTT--G-TTH--------------- AAGGARAT-TCicTAR- - -AArAcTAA- - ——-——- AG-GAGTTAACAAACAIMMTGGGCC--—--—~~- CTTCG=-CGGGCAC— === === == === ———m—m e e~ T-RcreliccT - TeiccificEecildariicccaaceaTcEe- - - - - - A--—-- TTCAATE------ Ticacce----------—-—————-————- TG T —Hd e s AGT--TTACCCAGGGACAGGCCAGHTTACATCATCIE Ny NI eIk S lclolC i — -~~~ ———————————~ - — - ——— - — - — — —— — . — - - — - [ . — T — — — AT AlG TAT -ATTG- -~~~ GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA-———-—-—~ |
droEugl|lscf7180000409770:952477~ ATAATACTTT--G-TTA-—————————————~— AAGGAMAT-THGCTAMY---BrlEcTAn--—----- AGEMIGT TAACAAACARRITGGGCC--—-— -~ C TG GGGCAC- -~ === — - — o T-IcTelccT-Tolc ClMINAGCAGAATCCCAAC Nl — — - — - B----- i — — — -~ = - - — - - — - Brch T T- -GG~ - [FXe- - T ThCiiA GGGACACCHCACHTTACATIATCRI R NI Xl BT VA G G- - — - — - - - - — - — - - —- TA-ACCENTHGAAGAATGCATAAACA-———————————————————————— TATAT---—-—- B i - — - — T GTATGTAT -ATT G-~ ———- GTTACAATTTAAAATAGAAACTCTTGCAAACTCATTCGA-———————-
952722 +
droBial|lscf7180000302075:1453603— ATAATACTTT--G-TTA
1453846 -
droTakl|scf7180000413872:362717- ATAATACTTT--@-TTA
362904 +
droElel|scf7180000491261:1964159- ATAATACTTT--G-TTA
1964416 +
droRhol|scf7180000779391:18249- ATAATACTTT--G-TTA
18515 -
droFicl|scf7180000453826:246788~ ATAATACTTT--G-TTA
247043 -
droKik1|scf7180000302697:740312- T-—--—-——-F&- B -]
740538 +
droAna3|lscaffold 13340:19221620- i T T/ -G-TTA
19221878 -
droBipl|scf7180000396413:3143007— e T T8 - - TTA
3143250 +
ldp5 |2:3822320-38202636 + I |aT2aTACTTT/HG-Rra

ldroper2|scaffold 7:528054-528362 - ||

e

droWil2|lscf2 1100000004902:3707109- ECTNNTN A BTl A WA TAA TCATAATAATARTAGNTINARINAEATTY - EEEA WXL
3707366 +

drovir3|scaffold 12855:2154342- A - I
2154377 -

droMoj3|lscaffold 6540:32460978- OTRANE TN - - G- TTA- - - ———————————- AN AT - Tl T - - - E——
32461173 -

droGri2|lscaffold 15074:2155763— ey TEcT - -pRTTA- - - - - - - - AgN¥elcaT-T/ecTAY- - -\ afdThin
2156029 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:111509-111777
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:111509-111777
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1838.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:22893157-22893417
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32470.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:23468119-23468391
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_454.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:4568989-4569247
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_100.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23018621-23018851
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_101.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409770:952477-952722
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:1453603-1453846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413872:362717-362904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:1964159-1964416
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779391:18249-18515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453826:246788-247043
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:740312-740538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:19221620-19221878
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:3143007-3143250
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:3822320-3822636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:528054-528362
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:3707109-3707366
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2154342-2154377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:32460978-32461173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2155763-2156029

ID: Coordinate:

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dse 561 scaffold 0:18326461-18326518 + |candidate |5p_tailed_mirtron | antisense_to_intron

Legend: mature Star [TTTX STPTTTNTOT, mismatohin 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
dse_561_annot [-13.9]
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dsec\GM23668-in]; intron [Dsec\GM26405-in]; CDS [Dsec\GM26405-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M054
V115 V114 V113
CTCGAGACCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGGGTATAATTGCGGATTATCAAGGGAATTTGATTCTAATGATTATACCT TTTACAGTGCCATCTATGATAAGGAGCGCCAAATGATCTACAAAATCGATGAGGTGC female
Read # Hit |Total head embryo body male
LA R R R e L N N N e D D D D D D D D I D D D D D D D D D D kkkkhkhkhkhkhkhkhkhhkhkkhkhkhkkhkhkkkkkkhkkkkkkkkkkkkkkkkkkkkk*x**x*x |gsize Mismatch | Count Norm Total body
.................................................. GTGGGTATAATTGCGGATTATCA . ¢« et et ettt te e et et et et et et et et et ettt e e ettt e ettt e ettt eieaeneneeaen 23 0 1 3.00 3 2 1 0 0
.................... GGTGCACAAGATCARGTATCAGTGT « « ¢ e e e e vt e et e et e e e e et e e a e e et e e e e e e e e et ee e e e e e ea e e e e e e eeeeneeeeneeeeeeneaeeaeneeeeaeneaneaeneeneaenaeaa?25 0 1 1.00 1 0 1 0 0
CGAGACCCAGATCGAGGCGGTGCACA . « + v e e v et et e e et et ettt e e ettt e e e e et et e e et et e e et et e e e e et e e e e e e et e et e et e e e e e e e e e e e e e e e e 26 0 1 1.00 1 0 0 0 1
el -Nololoy.NeT N Lo el NeTeT ol e e ol NFum P 22 0 1 1.00 1 1 0 0 0
................................................................................... ATTCTAATGATTATACCTTTTACA . « « et ot et teea et e neeeeeneneeaenenaeaeaenneaenae.24 0 1 1.00 1 0 0 1 0
.................................................................................... TTCTAATGATTATACCTTTTACAG . « + e et et eete et e e et te e e ieeaenenaeaeneenenen. 24 0 1 1.00 1 0 0 1 0
.................................................. GTGGGTATART TGCGGATTAT . « & e v e e e e e e et e e e et et e e et e e et e e ea e e te e et e e e e eaeneneeaenenaeaenenneaenenaeaaa2l 0 1 1.00 1 1 0 0 0
................................................................................... ATTCTAATGATTATACCTTTTACAG . « « t e et te e et e teeee e e e eieeneneeaeaeneeaenen. 25 0 1 1.00 1 0 1 0 0
............. i e]ey Nelelo]el ek eler.Ne).V-NeT N ol PRS0 BN 1 1.00 1 0 0 0 1
Anti-sense strand reads
M054
GAGCTCTGGGTCTAGCTCCGCCACGTGTTCTAGTTCATAGTCACACTATTCACCCATATTAACGCCTAATAGTTCCCTTAAACTAAGAT TACTAATATGGAAAATGTCACGGTAGATACTATTCCTCGCGGTTTACTAGATGTTTTAGCTACTCCACG female
Read # Hit Total body
R R e N N e D D D D D D D e D D D D D D D D D D kkkkkhkhkhkhkhkkhkhkhkkhkhkkkhkhkkhkhkkkkhkkkkkkkkkkkkkkkkk*kkk***x gjize Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 0:18326411-18326568 |[dse 561||C-TCGAGACCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGGG-TATAATTGC - —~~—~—~—~-——-———--- GGAT-TATCAAGGGAA--TTTGASEI === == C AR T GA= === === oo e A s A== CCTTTTACAGTGCCATCTATGATAAGGAGCGCCAAATGATCTACAAAATCGATGAGGTGC
+
ldrosim2|[3r:17494819-17494977 + | [cBrceacaCCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGEG-TATAATTGC -~~~ ——~=——--———-———= GEYAT-TATCAAGGGAA--TTTGAS P == === CRAA TGy~ ==—======= oo oo e s o oo oo oo oo S A == CCTTITACAGTGCCATCTATGATAAGGAGCGCCAAATGATCTACAAAATCGATGAGGTGC |
|dm3 lchr3r:17956119-17956277 + | [cBrceacBcccaGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGEG-TATAATTGE -~~~ ——————-—-------=- caT-TAaTCfErficGAn--TT TGRS T - S s S A A T GA - - - =SS E ST T E S n eSS s e e s e e e e s e s s TR TACAGT GCCATCTATGATAAGGARNCGCCAAATGATCTACAAAATCGATGAGGTGC |
droEre2|[scaffold 4820:10121874- Cl8TCGAGCCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGGG-TATAYTE-— -~ -~~~ ——————————- Scald-Tal\canGGaEn - -[gT/eN T MACAGTGCCATCTAMGAAAGGAGCGCCAAATGATCTACAAAATCGARGAGGTGC
10122030 -
|drovak3|3R:18804196-18804353 + | |c-TconcEclcAGATCGAGGCGGTGCACAAGATCARGTATCAGTGTGATAAGTCCC-TARAAT XIE- - - - - ————————————__ BeaT- TATCAAHGEA——TEG—GTGCCATCTATGAEAAGGAGCGCCAEATGATCTACAAAATCGATGAGGTGC |
droEugl|{sc£7180000409768:72694-72857 Cl8rCcGAlACCCAGATCGAGGCGGTGCACAAGATCAANTATCAGTGTGATAAGTLN Y- TAEANTEITIIN- - ——I¥\- Ut - - - -8 - ciiTINNA Tlec-BRliic - - -5 - -ETcTTA ATATTAG N N T NAG TGCCATC TATGAMAAGGAGCGICAAATGATCTACAAAATCGATGAGGTGC
=
droBialllscf7180000302402:5784821— Cl8TCGAGACCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTGGG-TATeTCE-—- -G -V -—-——- - - - CTITINNA CAINSEENA A TS A 2 - T A ccEEA T A G TG CcATC TARGAMAAGGAGC G CAAATGATCTACAAAATCGATGAGGTGC
5784986 -
droTakl|[scf7180000415711:1095404~ Cl@TCGAGACCCAGATCGAGGCGGTGCACAAGATCAARNTATCAGTGTGATAAGTGCG-TATANSTCE-— -/ IV8J- - - - - it TARCIV S - ii - - - T A TGCCATCTATGAAAGGAGCGCAAATGATCTACAAAATCGATGAGGTGC
1095566 -
droElel|lscf7180000491212:2443820— C-TCGAGECECAGATCGAGGCGGTGCANAAGATCAANTATCAGTGTGATAAGTGGG-TATANSTClE-—- - GTGCCATCTATGAMAAGGAGCGHCAAATGATCTACAAAATCGATGAGGTGC
2443979 +

droRhol|scf7180000780293:60348-60506 C-TCGAGECECAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGTGATAAGTINAG-TAT e rc/}-—--I¥\- -1

GTGCCATHTATGAAAGGAGCGHCAAATGATCTACAAAATCGATGAGGTGC

droFicl|scf7180000454106:1113528~ C-TCGAG[ECCCAGATCGAGGCGGTGCACAAGATCAAGTATCAGTGEGAMAACTINNG - TleTAlldTiIN- - - /X GTGCCATCTAMGAAAGGAGCGHCAAATGATCTACAAAATCGATGAGGTGC
1113686 +
droKikl|[scf7180000302461:2118275~ C-TCGAGECHCAGATCGAGGCHGTGCACAAGATCAARNTATCAGTGTGATAAGTGGG-TATAASTINE-———[J\- -1 GTGCCATCTATGABAAGGAGCGHCAEABGATCTACAAAATCGAMGAGGTIC
2118430 -
droAna3|lscaffold 13340:8957795- Cl@TCGAGECCCAGATCGAGGCHGTGCACAAGATCAAGTATCAGTGTGATAAGTIN G lErelifer/Ne-——————————- CAA GTGCCATCTAGABAAGGAGCCECAAATGATCTACAAAATCGATGAGGTGC
8957952 +
droBipl|lsc£f7180000396712:110087-
110251 +
ldps |2:12123657-12123814 + | |

|droPer2|scaffold 0:8372961-8373116 - |

GccRcRrcilific GTGCCATCTATGAEAAGGAHCG.CAAATGATCTACAAAATCGATGAGGTHC |

droWil2|scf2 1100000004943:12096631- GCTTTT GTGCCATCTATGATAANGAGCGCCAAATGATCTACAAAATINGATGAGGTEC
12096792 +

drovir3|scaffold 13047:8528825- c-tlgcacaciicacarceallociicToclEcara TIAAGTATCAGTGTGATAAGTING - TALNANEIT Glifehi GCAAGATGAAACATCAA [ACleGCCATITATGATAAGGAGCGCAAATGATC TANSEMATCGATGAGGTGC
8528983 -

droMoj3|lscaffold 6540:27630766- c-TlgeacaciicacarcealeclicTocacAAGATHAARTATCAGTGTGATAAGTCING - TeA Al TI NIk S E YT VY Yot Tek JeT.¥V L LI NS CA G cCCATHTATGATAAGGAGCGCAAATGATC TANSEMAT CGATGAGGTGC
27630934 +

droGri2|scaffold 15074:1089041- C-T[EGAGACCCAGATCGAGGCHGTGCACAAGATHAARNTATCAGTGTGATAAGT N G- TleleAd V- - - — - - —————- CTTTATT-—-jilg-—-- TGT- - TINTAIARTTE C- GAACGGTTCTCAAATG N leCACdGCCATHTATGATAAGGAGCGHCARATGATC TAISEISA TCGAT GAGGTGC
1089210 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18326411-18326568
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18326411-18326568
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_561.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:17494819-17494977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:17956119-17956277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:10121874-10122030
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:18804196-18804353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409768:72694-72857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5784821-5784986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415711:1095404-1095566
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:2443820-2443979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780293:60348-60506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:1113528-1113686
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302461:2118275-2118430
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:8957795-8957952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396712:110087-110251
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:12123657-12123814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:8372961-8373116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:12096631-12096792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:8528825-8528983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:27630766-27630934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:1089041-1089210

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]

dse 1851 |scaffold 0:4015619-4015708 - | candidate | Canonical miRNA |CDS

Legend: mature Star [ td Ao a0 mismatch in read

Predicted structure

o Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition - Sense -#- Antisense Mature

o Hairpin partition Mature

dse_1851_annot [-29.2]

Show Alternate Folds H

Flybase annnotation

CDS [Dsec\GM24702-cds]; intron [Dsec\GM24702-in]

No Repeatable elements found

Sense Strand Reads

rhide 3p reads H rshow mid mismatch reads H

M054

V113 V115 V114
AAGCTTCTGCAATAGCTAATGCTACCGCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGTGAACAAGTGTCGAGGCTCAAGGGGCGTAAAATCGCACAATTGGATCGGTCAACTTGCTCAGCTGGACCTTCAACTACTCATCCACCCACCACAATCTTTGCACTAAACACCTATTGCTGGGATAAGAT female

Read # Hit Total male head body embryo
Kok kiR Kk kR Kk Ak ek ok ke xS R(E(EE S (SRR CEEGEE S CCAAREET CCAAACEEEE T R CEE = GEE . Y)) o)) ) )XY N )N )) L)) ) ) e dhkkkkkkkkhkkkkkkkkkkkkkkkkkkkkx***** gjze Mismatch Count Norm Total body
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Anti-sense strand reads

M054

V11i4 V113 V115
TTCGAAGACGTTATCGATTACGATGGCGTCCGTGATTCTCTTCATTGCTACCTCCGCGACCACTTGTTCACAGCTCCGAGTTCCCCGCATTTTAGCGTGTTAACCTAGCCAGTTGAACGAGTCGACCTGGAAGTTGATGAGTAGGTGGGTGGTGTTAGAAACGTGATTTGTGGATAACGACCCTATTCTA female

Read # Hit Total embryo male head body
I I LI LI I I LI I et i ity o (o o (e a0 o (CECEEs o (CCCEEL (CCCEELLN o 0o UL lcoolllcccoos D)) - )XY ) ) N)))) L)) )) e dhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** |sjzeMismatch|Count|Norm |Total body

Show Alignment With Reads “

Re-alignment of all predicted orthologs

Species |Coordinate ID Alignment

droSec?2|scaffold 0:4015569- dse 1851||AAGCTTCTGCA-——————————————————————— ATAGCTAATGCTACC-—-—=——=——————————————— GCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGTGAACAAGTGTCGAGGCTCAAGGGGCGT- - === == == == ———— AA-——————— AATCGCACAATTGGATCG-—~-—=———— GTCA---——-——- ACTTG-———"—="—=—"=—==—=—————— CTCAGCTGGACCTTCAACTACTCATCCA-—-—-———— CCCACCACAATCTTTGCACTAAACACCTATTGCTGGGATAAGAT
4015758 -

ldrosim2|31:11531345-11531534 - |ldsi 36 |[AAGCTTCTGCA-——----———————————————— ATAGCTAATGCTACC————————————————————— GCAGGCACTAAGAGAAGTAACGATGGAGGCGCTGGTGAACAAGTGTCGAGCTCAAGGGGCGT———————————————— AA--—--——- AATCGCACAATTGEETCG—--—--—~- GTCA-—--—- ACTTG-————————————————————— CTCAGCTGGACCTTCAACTACTCATCCA——-———— CCCACCACAATCTTTGCACTAAACACCTATTGCTGGGATANGAT|
|am3 lchr31:11829563-11829773 -|ldme 458 [AARCTTCTGCA------—-——————————————— aTallcTaaTcCTACCIXE NSNS VXTIV RIS YTl ic A GGCACTAARGAAGTAACGATGGAGGCGCTGGTGAACAAGRGTCGAGECcAA I\ ccoT- - — - — - - - - - ———- Ag--—-—--—- AATCGCACAATTGGATCG-——-—--- BTCA------ ACTTG-—-—-—-——————————————- CTCAGCTGGACCTTCAACIACTCATCCA------- BccACHACAATCTTTGCACTAAACACCTATTGCTGGGATARNGAT|

ldrovak3|[3L.:11839375-11839410 + || B T C T TRENAA CTEAACACCTARTGCTGGGARAEGAT|

droEugl|lsc£7180000409554:3289914- cci¥calaaTcTTEGCACT/HEACACCTATTGCTGGGATANEAT
3290082 +

droBial|scf7180000302188:1829832— : : e - 2. ciAc AT C C ALRER SN XF A Cl\a clia T TT8GCACTEAACACHEAT TGC TGl NEREE T

1830072 -

droTakl|lscf7180000415705:584828~
585092 -

droElel|lscf7180000491273:348108~-
348297 +

droFicl|lscf7180000453924:782249-
782483 -

droKikl|[scf7180000302468:1176203—
1176254 -

droBipl|lscf7180000396554:1430939~-
1431063 -

cccaciaciarceTccTAAACCTAT TGCTGGGAT/ENAT

CCIAACIAACPRATIAT T[@UNC®CTEAACACCTATTGCTGGIATA T
RaclaciaridrrigiciicTg A NECT

cEmccaaarcrrTifiacTlgaacaccTAMTGCTGGGANAENET

BT TiNA A TETINAIGEA C TIRNINS G A GlFNENeleiNelea TCGCC T

ckhiccalNiaThT TR\ cifdc TEa Al CEA T TG e TG A A G A T

dp5 4 groupd:4495769-4495810
+

drobPer?2|scaffold 10:3406855-
3406888 +

. Cie cile T T T TCLER TAA A CNNEA TTGC TGGIRENEAGIT
e T e T S CiNe T A A A CE XA T TGC TGGINENEAGAT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:4015569-4015758
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:4015569-4015758
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1851.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:11531345-11531534
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_36.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:11829563-11829773
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_458.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:11839375-11839410
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:3289914-3290082
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302188:1829832-1830072
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415705:584828-585092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491273:348108-348297
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453924:782249-782483
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302468:1176203-1176254
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396554:1430939-1431063
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:4495769-4495810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:3406855-3406888

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 1850 |scaffold 1:655303-655383 + | candidate | Canonical miRNA |SpUTR
Legend: mature Star [y o L Tty mismatch in read
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Show Alternate Folds
Flybase annnotation
utrS [utrS_plus 3251]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
V115 v114
GACACGGAGTCGCCAGAACGATGGTGTGTCCTGGCCAGACAGCCCGTCTCCAGGCGGAGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGCGGCGGAGTATCCTCGACAGCCAATCCATCCCGATCCTTCCTTTCGCGACTCGCGACTCTTCGCGTGCCGCCTCGACTTGCACT
Read # Hit Total head embryo
Rk kR kR kR kR Rk Rk Rk Rk Rk kR kR kR kR R s D D D I D D R (N A P C N N A X PR A € Y G NN D)D) e (Co (e eeeaenns ))) ) ) KKKk kkkkkkkkkkkkkkkkk*kkkkkkk*k**** 5ize Mismatch Count Norm Total
.............................................................. el i elelele i el . o cTe el TN PP~ BN 0 1 2.00 2 1
.............................................................. e o eTe i e T Vo o c - s N ¢ 1 1.00 1 1
.................................................................................... ACTACACAACGTGCGGCGGA .+« v v et et et e e e et e et et et e e e ettt e e et e e e e ettt te et ettt 200 1 1.00 1 1
Anti-sense strand reads
CTGTGCCTCAGCGGTCTTGCTACCACACAGGACCGGTCTGTCGGGCAGAGGTCCGCCTCAAGTCAACGCCAAACGATAGCGCCGTGATGTGTTGCACGCCGCCTCATAGGAGCTGTCGGTTAGGTAGGGCTAGGAAGGAAAGCGCTGAGCGCTGAGAAGCGCACGGCGGAGCTGAACGTGA
Read # Hit |Total
HHAKHKHIKIKIKAIKIKIIIIKIK KKK IIKIAKR, COCCCCCCa 2 )))) D)) e OOl e OOl O (e D)D) e (Co (e ))) .) ) KkKHkkkkkkkkkkkkkk kK k¥ k¥ kKK kkk*X**** 5ize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|scaffold 1:655253-655433 + |ldse 1850|GACACGGAGTCGCCAGAA----- C—--—-—- GATGGTGTGTCCTGGCCAGACAGCCCGTCTCC A = = = = — = = = = = = = o o o GGCGG---—-—- AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC -GGCGGAGTATC-~CTCm == == == == === —————————— - —————— GACAG---—-—--- e TCCATCCCGATCCT-—--—-—-—~ TC---CTTT----CGCGA-—-—-—-——-— Commmmm——- TCG-CGA-—=—=————————————— CTCTTCGCGTGCCGCCTCGAC—-TT————-—————————— GCACT|
ldrosim2|2r:3835535-3835722 + ldsi 214 [lcacaceeacTceecacga---—- C—--—-—- GATGGGTGTCCTGGCCAGACAGCCCGTC T A= — = — = — = — = — = = = = = = o o o - GGCGG------- AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATC—~CTC-———————————————————————————— GACAG--------- e N TCCATCCCGATCCT-----—-—- TC---CTTT----CGCGA-—-—-————-— C—m——————- TCR-CGA-—-——-—-—- - ielelele¥\C TC TTCGCGTGCCGCCTCGAC--TT——————————————— GCACT|
|dm3 lchror:2986001-2986188 + |dme 430 [lcacaceeacTcoecadEn----- C—--—-—- GATGGIGTGTCCTGBCCAGACAGCCCGTC T CC A — = = = — = — = = = = = = = o GGCGG-—--—-—- AGTTCAGTTGCEGTTTGCTATCGCEECACTACACAACGTGC -GGCGGAGTATC -~ CTCm—————————————————————————— GACAG----—-—--- COAR— — == — = — oo TccljTcccGaRccT-----—-—- TC---CTTT-—---CGCGA-—-—-————-— C—mmmm———- Tci}-cea-—-—--—-—- -GN C TCTTCGCGTGCCGCCTCGAC—-TT——————————————— GCACT|
droEre2|scaffold 4929:19580927- Gaclgcceaclcilccacga----- S GAGGEG TG T CCTGGCCAGACAGCCCGT T OO A= = = = — = == — - — = m o o oo lGCGG---—--- [BGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGAGTATC--CTC-—— =~ == == ——— o — o m oo GACAR-----—-—- S - R e ] T — — — = = = = = = TC---CTiRE-—--CGCGA-—-———-—-—— B-------—-- TClg-cea-----—-—--fg---—--- e T CGCGTGECGCCTCGAC-~TT—-—————-——=—=—- dcact
19581089 -
ldrovak3|2r:15698312-15698474 + laya_1814[cacBcecacTcoccadEn----- SR —— GATGGORGTGTCCTGCCAGACAGCCCGTCTCC A= == = == == = = = = = m = m o BecGG------- AGTTCAGTTGCGEETTGCTANCGCGGCACTACACAACGTGC-GGCGGAGTATC-~CTCm === === === === === ——————————— GACAR]--------- 7 — — I T — = = = = = = = = TC---CTg----CGCGA---—-—--——~ B-------—-- TH8-CGA---—--———-[§-----—- BB T TCGCGTGCCGCCTCGAC—=TT===—==—==——~——-~ Bcacr]|
droEugl|scf7180000409672:5008810- GACIGGAGTCIICCAIYE A eIV N Ne - —— - GG TCCTGGCCAGACAGH NG T CTCCA -~ ——m—m oo clcGG------- AGTTCAGTTGCGGTTTGCTANCGCGGCACEIACACAACGTGC-GGCGGAGTATC-~CTC-———————————————————————————— GapAl---—----- ccpfe------—-——--- GARTATATCCTTTREIACATCCTCGASNeISele Gilslel T e — - - B - — - - - BT TCGCGT TR - -—-—-—-—-—--———-—- BT TC GG T et - — i~~~ ————-—-—-—-~- Scafir
5008993 +
droBial|scf7180000302292:3153996— GACERGGAGT Cicc A GG XTI XTI X Neh felelelc GEYIeLAT CC TGGCCAGAC AGHCEG T CT CCA -~ — =~ - — - — - m o oo GeCcGG---—--- AGTTCAGTTGCGGTTTGCTATCGCGECACTACACAACGTGC-GGCGGAGTATC——fThl-———————— === ————— G C T CCCAGATA T TS T C R g-----—-- TATCCTCGASICHITNTeIel T R — — B — — — — B B-------—-- - - - - - e — — R — — ————————————~ BlacT
3154165 -
droTakl|lscf7180000415382:228067- GACERIGGAGTCIAcCAGA AN NN NI NI~ Gl\c ThA T cc TeeecacacacicileTeTecfg- - - - — - - = - = - — e cccG------- AGTTCAGTTGCGGTTTGETATCGCGGCACTACACAACGTGC-GECGGAGTATC — - - —— ——————————————- GTATCCTREE- - - - - B CGAA A A T T 6 - XTI LI N\CATCCCGATCCT - - — - ——— - - TC-—-Cli- — -~ - — - —NqeelelepiC — - — - — - — - - CElTC- - - GACT T T C i — M~ — — = === =======~- clgacT
228255 +
droElel|scf7180000491265:108262- cacicGAGTCGCCAGEAEdag YN NeeerdccilcTeTccTaccacacacecileTeTicfg- - - - - - - - m - GGClG------- AGTTCAGTTGCGGTTTGCTATCGCGECACTACACAACGTGC-[JGCGGAGTETC--CT /ey NIt Xeh s SeleL Joleleb i - - — - — - — i TCCTCGACA T oo T CRE e GEEIACATCCTCGAACHUS NSl T CTGREEE - - - - - TTCCTTCGCGT TGTTCGACT TiReTIe - — B GA-JiT GiNSlelelehia SlelelelelNeIINERLRNC A GC T CCACTCGAGTEGIeH
108516 +
droRhol|lscf7180000780072:163341- cachpicilacrcilccadcEr SN NN XSS Xeldel Mo ci\ e T TecTGeccacgacacycil e TeTecg- - - - - - clecGG------- AGTTCAGTTGCGGTTTGCTATCGCGGCACTACAWAACGTGC -[WGCGGAGTATC-~CTC-—=—=—=———————————————————— AT CCTCGACA T[HE T CRE e e e GREIATATCCTCGASNNTe A TNl hEE T e - - - R — - - - BT TCGCGT TR CElTC- - - GACT e - - - jEYlelelehii STolelelelNeleI NSRRI LN C A AG T CCAT TCGAGTEGINeA
163563 -
droFicl|lscf7180000453955:273979~ NS T T TCGEGRTSNAGI CAGAAAGCAGAGCCICCAA A Nl elelele el el e ol 2 el ele e e e GEcGG------- AGTTCAGTTGCGGTTTGCTATCGCGGCACTACACAACGTGC-GGCGGAGTATC—~CTC == === === === ———————————————— GANE-—-—-—--- copla--—-—-—— - GREIATATCCTCGAMNNTeIoe) NUChEE TC-—-Cl-—— — -~~~ - TCGCCT TR CSTC- - - GAGT R BT TCGCHTCCGeCTRpIAC - - &N - — - — - - — - ————— Gy
274179 - \
droKik1|scf7180000302640:92209- GACIGGAGTCGCCACEA-—--- R LYY ccTRcccacacicececEclccalg- - - - - - - - - - - T GGCGG-—-—-—- AGTTCAGTTGCHNTTTGClEAlECcGCGGCHCTACACAACGTGC-GGCGGAMTINEC - - - —— ———————————————-~— TATCCTCTC/ININAREEEEE - B - —Xe- - - - - - - B - - TTCCATCGAGC TR clSicc- - -GAATTEEEIA CCREEEEEE - - —jaRfeletelic - - - - - - - - - -B= B-----—-—-—-—-—-- - -
92371 +
droAna3|scaffold 13266:3223061- dan_4049|cacalgciNerci¥ecacaaile---B------- B G TGTCCTGGCHAGACAGCCCAECTCClg--— -~ - === === — oo T e T R Gl G---—--- BGTTCAGTTGCGETTTGCTINCGCEGCAACACARCGTGC-GGCGEMETATC -~ CTC-—— =~ == === ——————— o cecapy--------- CCp----—-————— IGIIUNSISIT/E - - - - - B GATCCTINSGTCAIRTEEEET - - — - - R~ — G---GCATTTTATTTTACGCGT TC/eNNEGCHC T/o{e A INeCI YRR L GLXele
3223251 +
droBipl|lscf7180000396427:1694032~ GAC e ciXecaGAr e - —-B------- IR TG TCCTGGCHAGACAGECccagcTeclg--- - - === == - == ccilG---—--- BcTTCAGTTGCGGTTTGCTANCGCGGCACACACAlcGTGC-EM caaeiA TC--CTf- - — - —-— - = - === === - — - cecal-----—-—- T T T R e GGINREISTE - - - - -BEAGATCCTINSGTCTAINEEEET - — - — R - e~ — G---GCATTRENIT T TEEEEE e riccceThcciccddsyceerfe- - - - - - - - --—-—- rEcEA|
1694207 +
dp5 |3:1271492-1271697 + | lcaciiiccEeTcRecafda----- [T N leh et \GlEcTeTccTicccacacacecEscreclg- - - - - - - - INcocLNgeeleliA G TTCAGTTGCGGTT T \aldcGealcacTACACAACGTGCIIGGCGGAGTATIY- - e - -~ — - —————-——————- CTATCTTTAR---- TCCCAGA RN - - — T CATREE - - — - ——— - — - - — - —EEEEEEEE - SR LIING GCAMEloleC T TCCCTCGTGT TREEEE C/-B- - -GTTTGEEEA TR EmriccceTiicccic oA cHgTT-- - - - - - - - - - —-—- TcG
droPer2|scaffold 2:1446954-1447159 GacpicGEcTcilccaldea - - - -- I Xl e\l cTcTccTicccacacacecEscreclg- - - - - - NcooiYeldeelin GTTCAGTTGCCGT TTENCEAldcGCEEc AC TACACAACGTGCIGGCGGAGTATIY - - e - — ————————=——————~ CTATCCTTAR---- TCCCAGA T — - — e - e — — — = = = = = -SRI GG CAMEHECT TCCCTCGTGT TR CE-B- - - GTTTGEEEATCEEEEEE BriccecTcccicTdeacgrT-—- - - - - -—--———-- cller
+
droWil2|scf2 1100000004513:2577709- cacpiclelecTcilcclecil
2577954 +
drovir3|scaffold 10324:1142305- GaciicGEcTcljccacdty---B
1142425 +
droMoj3|scaffold 6496:4898037- GAcipciNeGTcliccleca - --B------- - - - - -GTeCeACTECHXINI NG T CTTGTTTCTGGCTTTTGG
4898153 -
droGri2|scaffold 15245:9224381- GAcChpfNcEcTcliccacd - --B
9224572 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:655253-655433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:655253-655433
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1850.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3835535-3835722
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_214.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:2986001-2986188
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_430.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:19580927-19581089
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15698312-15698474
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1814.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:5008810-5008993
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:3153996-3154165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415382:228067-228255
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491265:108262-108516
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780072:163341-163563
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453955:273979-274179
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302640:92209-92371
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:3223061-3223251
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4049.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:1694032-1694207
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:1271492-1271697
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:1446954-1447159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:2577709-2577954
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_10324:1142305-1142425
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:4898037-4898153
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:9224381-9224572
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[View on UCSC Genome Browser {Cornell Mirror}]

dse 1845 |scaffold 2807:1135-1221 +| candidate | Canonical miRNA | intergenic

Legend: mature star 1115 1i=1ed L i1l mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution
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Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dse 1845 scaffold 2807:1188-1212 + 1. dse 1845 scaffold 2807:1146-1168 +
2. scaffold 31:104466-104490 + 2. scaffold 31:104424-104446 +
Sense Strand Reads
hide 3p reads| show mid mismatch reads “
M054
V1il4 V115 V113
GTAGCAACGTTTACAATCCGCGAAAGTGCCGTCGCAGAATTTTCCGGCGGGGCTTCTGGCTTAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACTAGACAGTTCCGATCAGTCCGCACTAAACCC female
Read # Hit |Total embryo head male body
AR e N N N N Y N N T 1)ININDDD) o)) ))))D)) ) a D)) L)) ) L)) ) ) ) ) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x 5jize Mismatch Count Norm Total body
....................................................................................................... TTGGATGCTCTCAGTATTGGTTATT .+« v v e e ettt te et e e e e e et et e ta e e eneeneeaenaenaens 25 0 2 1.00 2 1 1 0 0
........................................................................................................ TGGATGCTCTCAGTATTGGTTAT . « « + e e e e et e e ee e et e e e et et e e e e eeeae e taetaanaanaenaenaea23 0 2 1.00 2 0 2 0 0
................................................................... ATGTGGCACTTCCAATGAGAI . . . o o e e e e e e e e e e e 2 2 0.50 1 0 0 0 1
.............................................................................................. TGCAAGGCGTTGGATGCTC ¢ & ¢ v e e e e e e e et et e et e e e e e e e ea e et e e e eeeneenseneeaeeaeaaennenaenaeas 19 0 2 0.50 1 1 0 0 0
........................................................................................... N et o0V NeTeT ole it eTe.N PR A S 2 0.50 1 0 0 1 0
............................................................................................................ TGCTCTCAGTATTGGTTATTGG . « ¢« « e e e e et e e et e e ea e e e taeaeneeneeneeaeeaeuaennenaeae22 0 2 0.50 1 1 0 0 0
....................................................................................................... TTGGATGCTCTCAGTATTGGT « « o e v v e e et et et e e et e e et e et et e ie e eeneeaenaenae. 20 0 2 0.50 1 0 1 0 0
............................................................................................................................. ATTGGCGAGATTGGCCCCGGGACAGC . + v v vt e e e e ee e eeeeaeeeeaeaennaenan. 26 0 2 0.50 1 0 0 1 0
.............................. GTCGCAGARTTTTCCGGCGG  « -+« e e e e e e e e e e et e et e e e e e e e e e e e et et e e et e e e e e et et e e et e e e e e e e e e et e e et e e e e e e e e ettt et et e e e e ettt 20 0 2 0.50 1 0 0 0 1
............................................................................................. TTGCAAGGCGTTGGATGCTCTCA + « v v e e e et e e te et e e e e et e e e e e e e et et et te e eie e eneaeeaenaenaen 23 0 2 0.50 1 1 0 0 0
................................................................................... GAGAAATCAATTGCAAGGCGTTGGA . « « + e v e e e e et e e et e e e e e e e e et e et e et e e e ettt e et et et te e e te e etaeaanaanaea.a 25 0 2 0.50 1 1 0 0 0
....................................................................................................... TTGGATGCTCTCAGTATTGGT T . « . o ottt e e i e e et e i e 231 2 0.50 1 0 1 0 0
............................................................. TAACCAATGTGGCACTTCCART G . « « + e v v e e e e e e e e e e e et et e e et e e e e e e e e e et e e e e e e e eae e e e e e eaaenaeneeneeaeeneeaenaenaennenaea23 0 2 0.50 1 1 0 0 0
........................................................................................................ TGGATGCTCTCAGTATTGGTTATT « &+ ¢ e e e et e e ee e et e e et e e e e ae e eae e taeeaenaanaanaenaea 24 0 2 0.50 1 1 0 0 0
Anti-sense strand reads
M054
V113
CATCGTTGCAAATGTTAGGCGCTTTCACGGCAGCGTCTTAAAAGGCCGCCCCGAAGACCGAATTGGTTACACCGTGAAGGTTACTCTTTAGTTAACGT TCCGCAACCTACGAGAGTCATAACCAATAACCGCTCTAACCGGGGCCCTGTCGTAATGATCTGTCAAGGCTAGTCAGGCGTGATTTGGG female
Read # Hit Total body male
AR e N N R N Y N 1)ININNDD) o)) )N ))) ) c D)) L)) ) L)) ) ) ) ) Kk kk ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5ize Mismatch Count Norm Total body
........................................................................ CGTGARGGTTACTCTTTAGTTA . « « e et e ettt et et e et e e e e e e e et et e e e e e e e e et e e e e e e e ettt e et et ettt et e e e i 220 2 0.50 1 0 1
.......................... o eleo Nelol el ot iy ¥-V-V.NeTeTolo PSP R ! 2 0.50 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
ldrosec2|lscaffold 2807:1085-1271 + |ldse 1845 |G--TAGCAACGTTTA—————————————————————— CAATCC------ GCGAAAGTGC-——--———————-———~— CG—--—-- TCGCAGAA—--TTT--—--- TCCGGCG--GGGCTTCTGGCTHARCCAATCTCCCACTTCCARTGAGAAAT CAATTGCAAGGCGETCCATCCTCTCAGTATTGCTTATTGGCGAGATTGGCCCCGGGACAGCATTACT -A-———————— GAC--————————————————- AGTTCCGATCAGTCCG----CACT-AAACCC-——-|
|drosim2|[3r:26724016-26724202 + ldsi 32457|G--TAGCAACGTTTA-————————————————————— CAATCC------ GCGAAAGTGC-——————————————— BNG--—---—- TCGCAGAA—--TTT--—--— TCCGGCG--GGGCTTCTGGCTHARCCARTCTCCCACTTCCARTEAGAAATCAATTGCAAGGCGETGEATCCTCTCAGTATTGCTTATTIGGCGAGATTGGCCCCGGGACAGCATTACT -A-———————— N AGTTCCGATCAGTCCG----CACT-AAACCC-—--|
|dm3 lchr3r:27444043-27444229 + |dme 422 |[6--TAaccARCGTTTA--------————————————— CAATCC------ GCGAAAGTGC--——————-——————- AG------ TCGCAGAA---TTT------ TCCGGCG--GGGCTTCTGGC TEAACCAATCTCECACTTCCAATEAGAAATCAATTGCAAGGCGTITGGATGCTCTCAGTATTGETTATTGGCGAGATTGGCCCCGGGACAGCATTACT -A-———————— GAC——————————————————— AGTTCCGATCAGTCCG----CACT-AAACCC----]|
droEre2|scaffold 4820:530477-530664)der 1522 |[G--TAGCAACGTTA--—--————————————————- CAATCC------ GCGAAAGTGC-——--———————-———~— AG--—--—- TCGCAGAA—--TTT--—--- TCCGGCG--GGGCTTCTGGCTHARCCARTCTCCCACTTCCARTGAGAAAT CAATTGCAAGGCGETGCATCCTCTCAGTATTGCTTATTGGCGAGATTGGCCCCGGCECAGCATIACT-A-———————— GAC--————————————————- AGTTCCGATCAGTCCG----CACT-AAACCCH---
ldrovak3|[3rR:28380157-28380343 + ldya 1797 |lc--TaccancGTTTE---------------——————- BaaTCC------ GCGAAAGTGC-=—=——===—==—=-—~ AG------ TCGCAGAA---TTT-----~ TCCGGCG--GGGCTTCTGGC TRAACCAATGTGGCACTTCCAATGAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCGGGACAGCATTACH-A-~——~~~~~ GAC—=———=—=——=—————————— EerTcceatfiacTccc----Malir-aaaccc----|
droEugl|scf7180000409488:463420- G--TAGCAACGTTfgA-————————————————————— can¥ic—-—--- GCGAAAGTGC-—-———=—-—-—————- B------ Rl A GAA-——TTT———-—- TCCGGCE-[86GGCTTCTGGC TRARCCAATETCCCACTTCCAATGAGAAATCAATTGCAAGGCGETEGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCNGACAGCAT THCT-A-———————- Nec----— - - AGTTHCGHTCAGTCCG----IXeTiAAAClC-—--
463601 -
droBial|lscf7180000302035:101881- \--faccancerTTf------—-—-—-—-—-——————- Reaic------ GCGAAAGTGC-—-—-——=————————- Roildeese TG cAGAE- - - T T T/ [ele T CCGGCG--GGGCTTCTGGCTEAACCAATCTCECACTTCCAATGAGAAAT CAATTGCAAGGCGETGGATGCTCTCRGTATTGGT TATTGGCGAGATTGGCCCCOGEcaccErEacT- A de- - -\cgc----- - - - - - - - ——————- AGTTCCGATCAGTCCG----IXeT-AAACCC-—-~
102083 +
droTakl|lscf7180000415712:510640- R NN ELli T CCACT TCCAT TTC R cegcc------ GCGAAAGTGC-—-—-=——=——=—————- B------ . GAl - — - TT T/Jeef BT CC8GCG--GGGCTTCTGGC THARCCAATCTCECCACTTICCARTEAGAAATCAAT TGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGHTTGGCCCCGGEcaceaTiacT-A- e - - \RR- —-—-—-—-—-- jelele - -[EGTTCCGATCAGTCCG- - - -[XGiT-AAACCC-- - -
510848 +
droElel|[scf7180000491194:1479822- I¥YiraccanceTTTlg-- - Wanlc------ GCGAAAGTGC-—-—-——————————- - e T chicaca®---TTT------ ThEIGGCG-[8GGGCTTCTGGC TEAACCAATCTCCCACTTCCAATGAGAAATCAAT TGCAAGLCGTITGGATGCTCTCAGTATTGGTTATTGGCAGATTGGCCCCCLAGACAGCAGT AT -[8--—-—-- TaleclacTTGGATACCAATCCAATINGINSIS NSNSt » C TV TV T A/SIeEEE
1480037 +
droRhol|lscf7180000779322:264797- G--TAGCAACGTTTfg-------—-—-—-—-——————- Wanc------ En VN NEIele T TGGGGACGCGGTCGCACREEEE TCGCAGA®---TTT------ TCCGGCG-[8GGGCTTCTGGC TEAACCARTETCECACTTCCAATEAGAAATCAAT TGCAAGGCGTITGGATGCTCTCAGTATTGGTTATTGGCGAGATRGGCCCCAGEcAGCARNT AT -A- - - -~ — - cleciNeilee------- XTI YA GTTCCGATCAGTCCG-—- - aljT-AAACCC----
265012 -
droFicl|scf7180000454114:125762- G--TAGCAACIXETER A - - - - ManfBic-—-—-- GCGAAAGTGC-—-—=-—=—-—-—————- NG---—-- TCGAGAlg---TTT------ \CCGGCG--GGGCTTCTGGC TEAACCAATCTEECACTTCCAATEAGAAATCAATTGCAAGGCGTTGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCCGEcAGcEerafjT-fg--—------ cleciXgINe-----—- XSSP XA GTTCCGATCAGTCCG -~ - - INANTIREAACCCINNSN
125965 +
droKik1|[scf7180000302810:681812- R A G AN a A 7 A Cl R CCGTAAGH AT EGCGAGT G NN Ne A e TR e Ec------ BceclEclle---ThR-—--—-- TCCGGCGMEGGGCTTCTGGC THAACCAATCTCCCACTTCCAATEAGEAATCAAT TGCAAGHCGTITGGATGCTCTCAGTATTGGTTATTGGCGAGATTGGCCCCAGEcaccidrAlgT---—-—-—-- Chy-------—-—————————- BeTTcccTiAGTCCG- - -IXEmT - A A LREEN - - - -
682012 +
droAna3|lscaffold 12911:3664259- dan 200 |[G--Eaccaaciymmn-—---- cCBEIA TCCGTACCGGAAGAT/CEEEEEE GCGAEC — — — - ==~ ———————— NG------ TlecCcAGARINNET TEY- - - - - - TRCGGCG-EGEGRAT TCTGGC/HTARCCARTETEECACTTCCAATEAGAAATCAAT TGCAAGHCGITGEGATGCTCTCAGTATTGGTTATTGGCGAGAT TGGgcccalcacalcierilaT -8 - - - —-- CACC o T ATAGTCCGT@ACE——\
3664461 -
droBipl|lscf7180000396640:523305- c--Baccanc¥rfel-—-—-—-—-- TCGAAACCGGAAGNET/CEEEEE GCGAC - — — — — - —————————— NG--—-—- TlecCAGAAINNET TEY- - - - - TRCGGCG-EcEcNETCTCGClHTAACCARTCTCECACTECCAATGAGAAATCAAT TGCAACHCBITTGGATGCTCTCAGTATTGGTTIT TGGCGAGATTGGCCCCoececAlcierileT -8 - —-—-- T CCo R e AGTERENGHE C AT ChEY- - - [T - [felelc chy- - - -
523505 -
dp5 l2:16675555-16675698 - ldps 3828 [|o- -~~~ ————————----——————"- i - - - - - - I - — — — = === === === == ------ - — - - —— - — i - - GGGR{8T CTGGCTEAACCAATCTCCCACTTCCAATCANAAATCAATTEACAAGHCGT TCCAGITCTCAGTATTGCTTATTGGCAGANGNG ceclXAClEc AG R T AINE - Al - XY - - Rl - - —-—-————————————- Ho TN A TGN NG - - - -cEcT-EanEcR----]
droPer2|scaffold 0:3721652-3721795 |dpe 2482 (G--anaaae— ——-———-—-—-—-—-—————~— i — -~ — - — R — — = — = == == === === - - — — - —— - — i - - GCG{eIT CTGGCTEAACCAATCTCCCACTTCCARTEANAAATCAATTIAC AAGHCGT TCCAMGHTCTCAGTATTGCTTATTGGCEAGAINGNG ceclXAclec Ac gt AIXe - Alehy - XY - - Bl - - —-—-————————————- e TINNACATINTATIENG - - - —clgc T-fanfgc)- - - -
+
droWil2|scf2 1100000004902:9400240-|dwi 5416 (|G- i~ — — == ———=—==————————-— - — = — == e — — = = = = = = = = = === = — B------ e — - - — — - — - - - B c T T TG C TEAANCARTCECINCACTTCCARTE A GlEr AT CEA T T[er AL CGT TGEATEN N CAGTATTGETTATT GGC GAGALXL U CRINYNNelc A G cyT T AINE - fy - By - IR - -\ - - - AT TRNGA TIENTENNG - - - - C AT - AR — - —
9400376 +
drovir3|scaffold 13047:9559455- dvi 24635)C— -t — — —— ————=—=—=—==—=—=—- R —— = — i — — = == === == =====— B------ - — ~ — ———— - i - G TC TG C TEAACCAATETECCACTTICCAATAA A AATCAAT TMeA ARCGT TGGATCHTCTCAGTATTGCTTATTGGCAGAING NN C CCI¥Y XA cAGCpNTAlNE - A - - - —- - - Mac--——— - cABEINA A A TAANA TINAASA A BEEENGH A A BN G/ Ne 2 SRR
9559595 -
droMoj3|scaffold 6540:7667646- dmo 270 |G- — — — — — = == === === === === —— - —— === e — — — = = = = = === == == — B------ - — - - - — - —- D - - Bcigir T c TG C TEAACCAATETECCACIETCCARTEA A AATCAAT T[eA ALRICGT TGCATCHTCTCAINT AT TGCTTATT GG Cl8AGAIXGNG LYY cAGCNT AINE - A - - - — - - —- c--m GaASATCAINALA TAREEETGARRENTIA ACEEEE
7667784 -
droGri2|scaffold 14906:2448932- dgr 463 |G- — — — = = === === ——————————— i - —— == — i — — — — — = == == === ——— B------ - — - —-—- i - - GGl T T C TG C TEAACCAATCTEECACTTCCARTAA A AATCAAT TS AC GTTGGATGITCTCAGTATTGCTTATTGGCEAGA TGN CCINYNSA cAGC AT Al THA - [NV e - -V e - ———————- ATACARE- - — - - - - — - ——— - - - AREEEIINA CEEVNAA A 2 EEEE
2449065 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2807:1085-1271
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1845.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2807:1188-1212
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_31:104466-104490
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1845.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2807:1146-1168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_31:104424-104446
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2807:1085-1271
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1845.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:26724016-26724202
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32457.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:27444043-27444229
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_422.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:530477-530664
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1522.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:28380157-28380343
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1797.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409488:463420-463601
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302035:101881-102083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415712:510640-510848
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:1479822-1480037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779322:264797-265012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454114:125762-125965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302810:681812-682012
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3664259-3664461
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_200.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:523305-523505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:16675555-16675698
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3828.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:3721652-3721795
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2482.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9400240-9400376
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5416.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:9559455-9559595
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24635.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:7667646-7667784
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_270.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2448932-2449065
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_463.html

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dse 1840 scaffold 2:4126567-4126703 - | candidate | Canonical miRNA | intron
Legend: mature star [1iTC) (Ei(d g1 N g il it _
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Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM14013-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V115 V113 v114
AGAGGCAGAGAAAAGAAAAGAAGAGAAAAGCCGAGAAGCCAAAAGTGTCTGCCCCCTAGAAATGGGGGATATATGTATTTCGAGTTCCCCGATTCCGAACCGGAGTTTTGAGT TTATAAATAAGT TCCAGGCGGAAAAGTCGGAGGAACAAGAGAGAGGGAAACATACATTATTTTCACGTACTTCTCTCTGTCTCTCTCGCTTCGTCATCGCAGCTGCTGCCGTGCGCTTGTGTGC female
Read # Hit Total head male embryo body
Fhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk L (CCCCCaeaenns II))) e e I P (N N N (T R DR D D D D I D D D D I A A N A A A T € D)D) e kkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*¥**** g5ize Mismatch Count Norm Total body
............................................................................................................................ TTCCAGGCGGAARAGTCGGAGGAAC . « o ¢ ottt e et e ettt e e e e e e e 2601 1 1.00 1 1 0 0 0
............................................................................................................................ i ol0)- Y elolete) V-V V-Ve o] clc7-NeT N3 J 1 1.00 1 1 0 0 0
............................................................................................................................ l0)Yelelolele).V.V.V.Ned o eley.Ne] el V. NPu PR~ S ¢ 1 1.00 1 0 0 1 0
............................................................................................................................................................................................................... CATCGCAGCTGCTGCCGTGCGCT. . ..... 23 0 1 1.00 1 0 1 0 0
...................... &N eT VY-V Yol ofeT-Ne-V-VeloToF- V.V VN i e T35 B 1 1.00 1 1 0 0 0
............ ARG A A A AGAAGAGA A ARG . | . o L1901 20 0.05 1 1 0 0 0
Anti-sense strand reads
M054
TCTCCGTCTCTTTTCTTTTCTTCTCTTTTCGGCTCTTCGGTTTTCACAGACGGGGGATCTTTACCCCCTATATACATAAAGCTCAAGGGGCTAAGGCTTGGCCTCAAAACTCAAATATTTATTCAAGGTCCGCCTTTTCAGCCTCCTTGTTCTCTCTCCCTTTGTATGTAATAAAAGTGCATGAAGAGAGACAGAGAGAGCGAAGCAGTAGCGTCGACGACGGCACGCGAACACACG female
Read # Hit |Total body
Rk KRRk Rk Rk Rk Rk kR Rk Rk kR L (CCCCCaeaene I)I))) e N T A N N N T R DR R S DD D D S D D D D A A N A A A T O D)) e FAKKK KK KKK KKK KKK KKK XK X KKk X ¥k ¥k Xk X*% 5ize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droSec2|scaffold 2:4126517-4126753 ||dse 1840|/AGAGGCAGAGAAAAGAAAA-—-—- GAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGG-GGA-~~TATA-————————————— TGTAT---TTCG------- AGTTCC— === ————————m C—CGATTCC === == == == = = o o o G--AACCGGAGTTTTGAGTTTATAAATAAGTTC—————————————- CAGGCG-GA-AA-AGTCGGA--—-—-—- GGAA-CAAGAGAGAGGGAAACATACATTATTTTCAC--—-—- G--—--- TACTTCTCTCTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGCC G == = — = — = = — — o o o o TG-CGC--—-—-—-—~ TTGTGTGC
ldrosim2|[31:4094320-4094554 - ldsi 150 |[aGaGGcAGAGAAAAGAAAA----- GAAGAGAARAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGG-GGA--—TATA-————————————— TGTAT---TTCG----—-- AGTTCC-———————————m—m—m oo C—CGATTCC—— === === = — = — = G--AACCGGAGTTTTGAGTTTATAAATAAGTTC—————————————- CAGHCG-GA-AA-AGTCGGA--—-—-—- GGAA-CAARRGAGAGGGAAACATACATTATTTTCAC—-———- G------ TACTTCTCTCTGE-CTCTCTCGCTTCGTCATCGCAGCT GC TG G = — = — = — = — = — = — = — = — o o o o o o - TG-CGC--—-—-—-—- TTGTGTGC|
|dm3 lchr31:4134010-4134246 - ldme 412 |[rcacecaldacanancaran----- GAAGAGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-ARATGGG-GGA-~~TATA-—————————-—~-— TGTAT---TTCG------~ N —— O Te N i o e —————— G--AACCGGAGTTTTGAGTTTATAAATAAGTETC—————————-—-—~ CAGHCG-GA-AA-AGTCGH-——-—--- GGAA-CAAGAGAGAGGGAAACATACATTATTTTCHC-—-—-- G------ TACTTCTCICTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGCC G = — = = = = — = = = = = o TG-CGC--—-—-—-—~ TTGTGTHC|
droEre2|scaffold 4784:6843042- der 1517|AGAGIACAGAAAARREEE — - ——— GAAAGAAAAGCCGAGAAGCCA---ARAGTGTCTGCCCCC-TAG-AAATGGCECHMEN- TATA-————————————— TGTAT---TTCG--—-—-- AGTTCC-———————————m—mmm oo C—CGATTCC———————— = — = — - m G--AACEGGAGTTTTGAGTTTATAAATAAGTTC—————————————- CAGHCG-GA-AA-AGTCGGA--—-—-—- GGAA-CAAGEGAGAGGAAACATACATTATTTTCEC—-—-—- G---—--- TACTTCTCTCTGT-CTCTCTCGCTTCGTCATCGCAGCTGC TG G = — = — = — = — = — = — = — — — o o o o - TG-CGC--—-—-—-—- TTGTGTGC
6843274 -
ldroyak3|[3L:4705266-4705494 - lava_1792|acAclcAcac ——— - - B~ AGAAAAGCCGAGAAGCCA---AAAGTGTCTGCCCCC-TAG-AAATGGCHCMEN- TATA- ————————————— TGTAT---TTCG-—--——-~ N S e — L a e N e e G--AACCGGAGTTTTGAGTTTATAAATAAGTTC———————-——-——~- CAGHCG-GA-AA-AGTCGGlY----—--- GGAA-CAAGEGAGAGGGAAACATACATTATTTTCEC-—-—--- G-—-—-- TACTTCTCTCTGT-CTCTCTCGCTTCGTCATCGCAGCTGCTGC G === = = = = = = m = o TG-CGC-—-——————~ TEGTGTGC|
droEugl|lscf7180000409466:1900969- NalafEn - - - - - - - - - -GIAGEEEEE Manfllacanaacecilacanceca---[gracTeTeTGCCCCC-TG-ARAT GGG MEN- A ThEYdelek felsllehelelele T G T/ T - — - TTCG——————— BGTTCC— -~ ——mmm Cl8CGATTCC - m—mmmmm oo G--AlCCGGAGTTTTGAGTTTATAAATAAGTTC—————————————~- CAGHCH-GA-AA-ACKEENA———————- GGAA-[EAAGAGAGA\GGAAACATACATTATTTTCEC—-—--- G-———-- AR T TITCTCTGT - T CTCGCT TCGT CATCGCAGC TG TG G = — = == == == == —— —m o o o o o o o TG-pcl---------- TTGTGTGE‘
1901206 -
droBial|scf7180000302428:833690- INAGHE- - - - —- - - - - - -[N\CEEEE caldclgcaaanceclacanceca---fgaacreTCTlEcRcCcC- T - AAATGG OG- T - ——————————--- AT -~ —~TTCG--————~ AGTTCC——m——— = ——m—mm—m oo ClocGATTHE- - - - —————————— G--AlCCGGAGTTTTGAGTTTATAAATAAGTITC-——————=———--- cachcllica - Ale-alRciA LTINS YT \c A 8- clerclecacaceealgacaTlEcleT TaAT TTTCBC - - - - - - G------ TANT TH{SC TCTGT - [C TCTCGCTTCGTCATCGCAGCTGCT GG - — = — = === ————m oo oo e - TG-fol---------- TTGTGT/eh
833918 -
droTakl|scf7180000415778:22354- A NN CAGAA AR — - — - — Maafaderanflccilacanccca---fgaacrereTccce-Toc-AraTcoclcmEN - Th - — - - - ————-—-—- AT -—-TTCG-—-—-—- AGTTCC-— === ——————m o ClOCGATTRC -~ — =~ = ——m—m G--AlCCGGAGTTTTGAGTTTATAAATAAGTTC-—————= ----- CINETS cRleCAGGE- - - - - CIEEEEEE ACINNETGIY- - - [ - AJXG - - - -[NGINH- - -[iEIe - SR R TARTTIf8C T C T TR CTCTCTCGCT TCGTCATCGCAGCT GC TG G~ — — = — = == —————mm oo oo GCTGC R TG-CGC-—-———-———— B T GC
22566 +
droElel|lscf7180000491249:4987979- A GAGLY N et — - — — B G - — - I~ XAGTCcTGCCCCC- T - AAATGGCIMGA - TR - —— - ———————— - [eT---TTCG--—--—~ T TCC— -~ — e N i - - B e B- - CGGAGT TTTGAGTTTATAAATAAGETC—=————————-—-=- FNE TS TR CINTIY - - - - — - EEEEEE 22 -anclcacallccanacaTacATRRT TTCC-—-—--f§------ TARNTTCTCTITGT - CTCTCGCT TCGTCATCGCAGCT GO G R~~~ === == == — = —m m o m o m o oo o o oo Be-fch---—------- TTGTGTGE‘
4988157 -
droRholl|[scf7180000779198:19071~ ININEAn - - -—-—-—-—-—-EEEE B A R e — - B~ X\ TcTcCcccce-To-AAATGGCHC RO TR - ————————————- BET-—-TTCG-—-—-—~- EeETcC———— - S ClSle - — - — B--2ABCCGGAGTTTTGAGTTTATAAATAAGETC—————=————-—-- CAGHCH-GA-[E- A i~ ——————- 22 -T\AAGAGAGARNGGAAACATACATRTTTCC-—-—--[§------ TARTTCTCTIT G- CTCTCGCTTCGTCATCGCAGCT GC TG g~ — === == == == —m —m — o o o o o oo - — - R - —————]
19236 +
droFicl|scf7180000454113:1363530~ AGAGLYEARRICAA A R — — - — Maallacanancecilacancica---fgaacrercreccece- TG A ARG ool MO L T A~ —— —— —— = —————~— - — - — — =~ — - B T T CC——— === ———mmm R e - — O e G--ABICGGAGTTTTGAGTTTATAAATAAGTTC—————————————~- CAGHCH-GA-[E- A - ——————- B2 2-CARGAGAGARNGGAAACATACA T IMT TTCC-—-—--f§------ TARTTCTCTCTHT - C T CTCGCT TCGT CATCGCAGC T GC T G R~ — — = — = == == — =~ — —— —— —— —— oo WTG-fcc---------—- TTGTGTGE‘
1363734 -
droKik1|scf7180000302383:514810- [NSNEA A - - - -INNAGCINAGI R GlEn G e cAAGCCAGENEAAGTGTCTGCCCCCETEG-2AAATGGC R - LN S Jelele - — — - — eelelerGrler- - - TThiG-—----- Eeercc-——— - cci\afgrcc---- - - GiJeiCCGGAGTTTTGAGTT TATAAATAAGTTlg-———-—- GTGTCTCEINETTCRECAGCEINE - — - CLAE— cerdaYercldcacaccenanCmACAT T TTCHC—-——-— B------ it C T M C TCTCGCTTCGT CATCGCAGC TGC T g~ — — = === == == == = = = — = — = = = = — o o TTTGTGTGTATG
515042 -
droAna3|scaffold 13337:14554277- GaRaAn---------INSM\TaGGAAIN A - — - — - — - — - — - - - - [NEEEGIYNel¥e Ci¥e G oA - GRElC -BcGINielelea - 1A A - - liTTTCAREEEE TGCCGNEIGIEEEIC T/CRE TS I e S - — - — B--BAcCcCAGTRTTGAGTTTATAAATAAGTEIC-—————- TGTTTCONE---F--AGGE--- - - - -EEEEEEEs i a2 2 GE¥AR A 7, C 2, T T T T CleeRdelelel Nel NSl eRele T Slelelele T ClElC T G T - CleC T/ TCGC T TCGTCATCGCAGCT GC TGO - — =~ — == == = = —— —— - — oo oo TGCAGCTGCGGCGTTAGCT TiRe T[ole TEEEEI TTGTGThgy
14554504 -
droBipl|scf7180000396641:755021- INaRATACEAN - - - - - - - - EEEE B . - — ~ (€A G T CleC TClecLime - T - EeA T GGG A - N THERer - — — — - TGCCGNEMGIEEEIC T ERE BT CC———————mm o S - - - - B e B--BrcccaGTRTTGAGTTTATAAATAAGT/EC-—————- ATGTTTCONE - - -B--AGGH- - - - - - -EEEEEEE - - —-B- — - — - —JXT/XeAAJ¥- - - - NN - - [N CGTCCGACETCCCCGIiCGACGINSG N TGS G Gl el el el e el o N elel N e S elelc C R e TGCAGCTGCGGCGTTAGCT Tii- B - - GEEEEEE &G TRiTCcl
755238 +
ldp5 |XxR_groups8:8300041-8300295 - 2GR - — — - . - — — €2 A G T GleRTGCCCCC - - ARA T GG CImGA - R TR - — — — - TCCCGINEINGIEREIIC TATGTGCTT - — - — - — R GTTGTREEGCCTTTCCREEE cciniecc---- - GiJ8AACCGGAGTETTGAGTTTATAAATAAGTTC————=—~ TGTTTCONE---H--AGGH-------FEEEEEEE - B -———————— -2\ - - - [UNIN- - - [T C - B------ - - - - - — - — - -[ecHeife il Ccléa cleclec cldele rlelelielelele /e C TGC TGATGTCGCTCTGCCTCTGCCATCGTAGTCGTCGCT TREICGTCATCGTGT TGGCCAGCAGCTGCGCTGCAGCTGAGREEEEIEEE - —-—--—-—- --————--]
ldroper2|scaffold 40:490597-490851 -| (2 A — — —— B ~. - — ~ € A G TGl TGCCCccC - ie- ARA T GG GG A - R TR R - — - — - TCCCGINEIGIEEEIIC TATGTGCTT - - - — - — R GTTGTREEGCCTTTCCREEE ceciniecc---- - - - - - GiJ8AACCGGAGTTTGAGTTTATAAATAAGTTC————=—~ TGTTTCONE---H--AGGH-------FEEEEEEE - B -———————— -2\ - - - [UNT N - - - [T C-CEEE B------ - - - - - — - — - -[ecHeife i Cclda cleclec cldee Tlelelilelehlele /e C TGC TGATGTCGCTCTGCCTCTGCCATCGTAGTCGTCGCT TREICGTCATCGTGT TGGCCAGCAGCTGCGCTGCAGCTGAGREEEEIEEE - —-—--—-—- --—————-]
droWil2|scf2 1100000004762:4227391- A - — - — - — - -WeTCTRGTCETICCETET-[ETRTC- -[TTATAREEEE GCCTAINEINGCEREAINAATGTTTTC - - - — - - R GTTTTREEEE T A T CC R BclaccceaccancaGACAAAAAAAAAAAAAAAAAGAAGAAGAAGAGGAAGAAAAR GiJ8AACCGGAGTETTGAGTTTATAAATAAGTTC————=—~ TGTTTCONe---F--B--F--—-----FEEEEEe i 2 GGI~ A 1 C AT TATT T T Clelg- - —- - - B------ TlECT/EC T T C T{ele- imC T/EloRG C T T CG T CAT C Ol it — — — — = === = = == === == == == — = — o~ GCAGCTGAAREEEEAGTTT - - - — - R - - - - - €]
4227619 -
drovir3scafiold 130401001426 S O B B B I IS BB e == R Togoc——————- Grororcy
1991459 +
droMoj3|lscaffold 6654:1847045- - - — - e - - - - - - INSNNelelSh:\G A A G N:Neldehi Tlele T e - B - - - DATINieleleT - (F.A A - — I TRECCEEREES CCCCGNeliGINT T ThiliNeia EEEEEEE el lidele T TACAGTGTGGCTGT TG T T T TGCCARRGCGC TAAA T CCC - — - — — (oo et e T T T Tl NebhbhieNely - i-NW-VX:Nd:V\A A li T TCGTTCAAAGTTTCNE - - - B - -AGGE - - - - - - - EEEEEEEE e Tt Y.\~ ~ B 7, C 2, T T T T — — — - — B------ e — e - el C G TCAlcficaccfdccilecclg--- - - - - == —- - - Nelelehy-—-—----- TTACAGTCATCGTGAREGGCAGCAGCTGCGCTGCAGCT G Er - -—-—-—--- TTGTRTCH
1847301 +
Gro6riZ[acaffold 15110:3050112- S O B B e L e e == R B ECCIIIEEEEEEEEEEREEEEEESEREEEEEEREEEEEEEEEEEEEEEEEES To Bl ELE
3050131 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:1900969-1901206
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:833690-833918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415778:22354-22566
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:4987979-4988157
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779198:19071-19236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:1363530-1363734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302383:514810-515042
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:14554277-14554504
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396641:755021-755238
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:8300041-8300295
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_40:490597-490851
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:4227391-4227619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:1991446-1991459
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dse 843 | scaffold 14:393895-393947 - |candidate |Mirtron ||intron

PSRzl Rigmismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
[44]
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Genomic Position 19 20 21 22 23 24 25 26 < B | | I
Size Condition 394000 393950 393900 393850
Genomic Position
Hairpin partition - Sense - Antisense Mature
Hairpin partition Mature
dse_843_annot [-12.1]
Show Alternate Folds H
Flybase annnotation
intron [Dsec\GM16671-in]; CDS [Dsec\GM16671-cds]; CDS [Dsec\GM16671-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads show mid mismatch reads
M054
V114 V115
TTGGACGATTAGGCCTTTTCTACGGCAACAAGACACAGGTTCCCCTGACGGTAAGTAAATTAGTTTCTGAAATATTTCAGCAATTAAATTGCTTTCTTCTCAGAACTTTAATCCTGTGCTGCAATGGTCTGCCGAGGATGCGCTTAAGCTGAA female
Read # Hit |Total embryo body |head
Iokkkdkkdkkkdkkdkkdkkdkkdkkhkkkdkkddkkddkkrdkkrdkrdkkrrkr (. (CCCCC CCCCC- NN I e e hkkkhkkkkhhkkkrkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*k***|gsize Mismatch/Count Norm Total
.................................................. GTAAGTAAAT TAGTTTCTGARATATT . « « e e e et et et e et e e e e e e et e e e e e e et e et et et ettt ettt et einenenaa 26 0 1 1.00 1 1 0 0
.................................................................................................................. TGTGCTGCAATGGTCTGCCGAGGATG. « e vt vvevn.n. 26 0 1 1.00 1 0 0 1
................................................... TAAGTAAATTAGTTTCTGARR . « . e et ettt et et e et e et e e e e e e e e e e e e e e e ettt et e ettt et et ia i 210 1 1.00 1 0 0 1
.................................................. GTAAGTAAATTAGTTTCTG e - + ¢« e e e e e e et e e et e e e ae e e e e e e eaeeeeneeneeneeneeneeaeeneeaeeneeneeaeeaeeaanaaa19 0 1 1.00 1 1 0 0
....................................................................................................................... TGCAATGGTCTGCCGAGGAT . « v v v vvvnen.. 20 O 1 1.00 1 0 1 0
.................................................. GTAAGTAAATTAGTTTCTGA . + ¢« e e e et e et e et e e e e e e e e e eaeeneeneeneeneeneeneenaeeneeaeeneaneeaeeaeeaenaaa20 0 1 1.00 1 0 1 0
.......................................................................................................... TTTAATCCTGTGCTGCAATGGE.  « v vt ev e e e ee i e 221 1 1.00 1 1 0 0
Anti-sense strand reads
M054
AACCTGCTAATCCGGAAAAGATGCCGTTGTTCTGTGTCCAAGGGGACTGCCATTCATTTAATCAAAGACTTTATAAAGTCGTTAATTTAACGAAAGAAGAGTCTTGAAATTAGGACACGACGTTACCAGACGGCTCCTACGCGAATTCGACTT female
Read # Hit |Total body
e sk ek ok ok ok e ke ke ok e ok e ok ek ke ke ok e ok ko ke ke ke ke sk ke ke ke ko (. (CCCCCC CCCCCe eI ) 0D e e hhkkkhkhkkhkhkhkkhkhkhkkhkkkkhkkkkhkkkkkkkkkkhkkkkkkkkkkk*kkk*x** gize Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|lscaffold 14:393845-393997 - |dse 843 ||TTGGACGATTAGGCCTTTTCTACGGCAACAAGACACAGGTTCCCCTGACGGTAAGTAAA--TTAGTTTCTGA-—AAT-——————-—--—-—-——- ATT------—-- TCA=—===—===—=—————————— GCAATTA-AA-—=--—==---— TTG----—=---~ CTTTCTTCTCAGAACTTTAATCCTGTGCTGCAATGGTCTGCCGAGGATGCGCTTAAGCTGAA |
|drosim2|21:382778-382930 - ldsi 15240 |TTGGACGATTAGGCCTTTTCTACGGCAACAAGACACAGGTTCCCCTGACGETAAGTAAA-—TTAGTTTCTGA-—AAT-—=—————-—————=— ATT------—-- TCA=——==—=————————————— GCEATTA-AA-———————- TTG--——--—-- CTTTCTTCTCAGAACTTTAATCCTGTGCTGCAATGGTCTGCCGAGGATGCGCTTAAGCTGAA |
dm3 lchron:410024-410176 - lame_468  |[TBGGACGATTAGGCCTTTTCTACGGCAACAAGACACAGGTTCCCCTGACIAGTAAGTAAA--~TTAGTTTCTGA——AAg-————--—-—-—----—- ATT-—-—-—-—- BcA-———— - ceearTa-dr--------- TTG--—-—-—-- CTETCTTITCAGAACT TAATCCTGTGCTGCAATGGTCTGCCGAGGATGCGCTTAAGCTGAA |
droEre2|scaffold 4929:461459-461615 TTGGICGATTAGGCCTT T THTACGGCAACAAGACACARNGTTCCCCT/@ACGETAAGTAAA--TTANTTTCTIA——AAT-—————————————- ATT--—-—---—- TCA-———————————————————— cCEpidra-AnIIN-—--- lerTG--—----—- crTfdrrcfdcacaacTTlAATCCGTGCTGCAATGGTCTGCCGAGGATGCGCT@AAGCTGAA
larovak3|l2r:393777-393933 - |dya 1818 ||TTGGACGATTAGGCCTTTTCTACGGCAACAAGACACAGGTTCCCCTGACINGTAAGTAAA--TTARNITCTGA--AAT-———————------—- ATT----———--- T hbir ccdaTTA-Ea----- erTc--—------ crrrcTTcfgcacAACTTRAABCCEGTGCTGCAATGGTCTGCCGAGGATGCGCTEAAGHTGAA |
droEugl|scf7180000409554:1138894— Tleccaccaldridccicrl@rrerafceiaacaacacacaleTEcclicTGACGETANGTA/A - - TIR BT T THTGA—-AAT - - ————————————- ETT--—-—--—- M- ASCIAINE CI T TEEEEE TRY e — T T THT TCl§CAGAACTTTAATCCGTGHTGCAETGGTCHGCRGAGGATGCHCTTAAGC TR
1139053 -
droBialllscf7180000302261:3431374- T§GGACGATT§GGCCTETTCTACGGCAACAAGACECAGGTTCCCCTGACGGTAACHARGNNIelirT TN A - -AAT -~ -~ -~ - ——————— Erp-—-—-———- - NS rle- 2 afdY- - - - LT TR - - —-—-—- cidrriiT/lfecAcAACT TTARECCEGTGCTGCAATGGTCEGCCGAGGATGCGCT@AAGCTGAA
3431532 +
droTakl|lscf7180000413017:107409- TlEGGACGATTlEGGRC Tl@TTCTACGGCAACAAGACECAGGTTCCINCTGACGETAACEAAA -~ TINEE T C TEbY- [T - - - - - - - ————- N T A A A AG A TG A A S GRRyATTA-AR--------- TTG-pen- — - NS TN ecAGAACT TRAATCCEG TRRITGCAATGGTC8GCCGAGGATGCGCT@AAGCTGAA
107573 +
droElel|[scf7180000491026:426998- T§GGACGATTlEGGCCT/ET THTANGGHAACAAGACECAGGTTCCCCTGACHGTAAGCT AR — TENCRRE TiTelChy- ~flelelelehpdeleleb]—— —— ——— ATe-—----—--- T T GG T R e ceearTA-fdn gy ------ TS ees - — -8y T T T/ele TieCAGAACT TTAATCCYGTGCTGCAATGGTC8GCCGAGGATGCGCT@AAGCTGAA
427165 +
droRhol|[scf7180000779917:254448- TlecGARGATTEGGCcCTET THTACGGCAACAAGACECAGGTTCCCCT/RCHiCTAAGT AR — TENR T T/leTile - -[dAT - - - - ————————- ATE-—-—-—-—- ThEy—-—-—-—-————————————— GCARTTIE AR - --—-—-- T Th{elepgyele— - —C T T TIAT THTCAGAACT TTAATCCYGTGCTGCAATGGTCTGCCGAGGATGCGCT@AAGCTGAA
254606 +
droFicl|lscf7180000453904:679991- TlE§GGACGAT TfgGGCHT/T TCTACGGCAACAAGACACAGGTTCCCCTGACGGTAAGTIEIA - — TR -~ AAT - ————————————- Adr-—-—-—--—- TE--—-- ACTTAGTAATCTTTAAASGAAINNECET TR T - —-i- - -\ cirifdcacaacTTTAgTCCEG T TGCAATGG T C8GCHGAGGATGCGCT@AAGCTGAA
680153 -
droKikl|[scf7180000302270:751691- TleccaGAT TlEcERC TlET THT ANGGCAACAAGACACAGGTTCCCCTACGETEAGTAA - - [Nl ek G- e T ———————— GCTTTTg-GAREEEEEEE Thp-—-—--- ACEATAAATTTAAAARGTA--[- - EEEEEEE - -TAATEEEEE BrTEcT TiAGAACT TTAATCCTGTGCTGCAATGGTCYGCHGAGGATGCHCTMAAGHTGAA
751854 +
droAna3|lscaffold 12943:4843899- TlecciicclT TEccTT TeTAfGGcAACAAGACHCAGGTTCCC A CCE A TERYG NN T AT T/ - i~ ——————— TTTTAALNIAT TEEE T - AT ATIN- AWNTEINT T AREEA CEEIcACCAAREEEEE T GIlC[SANT ANV NGICEYXiele clehix Mieler\cllelelye Clels T/f\a e NileleleleiCV-NeIi VeV Y
4844062 +
droBipl|scf7180000395654:190695- TlEGGACGHT TlEGGHC TR T TC TANGGCAACAAGACACAGGTTCCCCTRACGETEAGTIERNAT T A} Ry N — T —— === ——— ATTTTAALNGAREEEEEEE Thg- —-—--- . C R - - -IANINAT T TTAACERIICCTA TREEEEE BrrEcErircacaacTraarccldcTidcrecaldreeTCcccrReaTccecTAAGC TR A
190859 -
B ll4_group3:1223673-1223835 + | | TBccEccE@racecct@rreraflcciaacaacacacacerccccTiicGeTAACIYEE- (TN EReNTCA - - AATNGINGIde-—————- - — - [ TCHEIN-—-———-———————-——~ EcC-CiFNSN T EE—— _ I N - - - CET TS THeRA GAACTTEAATCCEGTGCTGCAATGGTCMGClGAGGARRACGCTEAAGC TGAA |
|droPer2|scaffold 1:2694498-2694660 +| |TEccEccEracecerfdrTerallcciiaacarcacacaceTccccTeccETAACIYEE -~/ N I T GA— ~ AAT X TN qelel- —————- - - - TCReOIN- ———————————————— EcC- ClUNS T _ pT STy — - ClET Th{eleRtelAGAACTTIAATCCl8GTGCTGCAATGG T Cl8GCHGAGGAACGC TMAAGCTGAA |
droWil2|lscf2 1100000004585:2794455- TeGGACGATTAGGHCTETTCTAGGCAANAAGACECAGGT TCCHCTRA CCETEACT/EAINNT T/ g A — ~AAT ——————————————— ATT-—-—-—-—- TEAA - - e e felelerN - — - — —————— CA I Y e IiC/ECAT TR NI TRV AGAACT T TAATCCTGTGCTGCAATGGTCEACEcalcAEccocTEanRiTcAR
2794616 +
drovir3|scaffold 12963:18812043- Tlecelcclr Tlceclr@rrecTacecaacancaclecAG TECClac TGACGETEACTAAN- - Tl I eClEGAIEAAT = == == === —————— - - TE- — - —— - - AGTNAINETI T AREEEE e TENY- - — eI T e A T TR AGAACT TTAATCCTGTGCTGCAATGGTCTGCCGAGGAMACGCTMAAGHTGAR
18812203 -
droMoj3|lscaffold 6500:24357048- iGlelecloleciiliicelein ohiin iioliV-Xelelelof:V-\T)-VNINo/Glof-\n ki Giofei c ohie) Nolelel »-V-Nel I T/ NG Bt il - [ehiG Glelile TEES-V- U iIEE e e e ATe-—---—--—- TENg--—-- G A T A €G- CiiGEIAT CGREEA A T GUIINCEEEEEE BrrEcEgitiiacaacTTeaTCcCcTGTGCTGCARTGGTCcccoallcaccoeTEanciTcan
24357209 +
droGri2|scaffold 15252:6728532- TleccacclrTlecemcT@rrecTaAlcccarcanGaclcANc TECCldc TRA cGETEAGC T EAN- —[SelAl TR A — - AAT - ————————————— ATR--—-——-—- iiATREAAAATACAAREEEEEEEREA A CTGALIVEEEE (- - N - - ST Tl A GAAC T TTAATCCGTGCTGCAATGGTCEGCHGAGGANCGC T AGHTGAA
6728696 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:393845-393997
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_14:393845-393997
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_843.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:382778-382930
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_15240.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:410024-410176
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_468.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:461459-461615
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:393777-393933
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1818.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:1138894-1139053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:3431374-3431532
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413017:107409-107573
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491026:426998-427165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779917:254448-254606
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453904:679991-680153
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302270:751691-751854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:4843899-4844062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395654:190695-190859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:1223673-1223835
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:2694498-2694660
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:2794455-2794616
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:18812043-18812203
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:24357048-24357209
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:6728532-6728696
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View on UCSC Genome Browser {Comell Mirror}]

dse 237 |scaffold 8:1734810-1734963 - |candidate | Testes-restricted | intergenic

Legend: mature Star [Tt bR s mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M054
V113 V115 V114
AAGTATATAGTATCCTTCGTATAGCATATAGAATGTATAATGTATAATGGGTAGCATGATGTTCGTGTTCTCCCGTTTCGATGTTCATTTTTCGGTACTTGAGTTCTAAATATGTTTTACATGTATGAAAATGTATGAACATGTGCAATATATT TAGTACGCCAGTGTCGACAAGTATATAGTATCCTTCGCATAACAATACATATATAATGTACAATATAATGGGTAGCAAGATGCTCGTGTTCTCCCGTTTC female
Read # Hit Total body |male head embryo
R L N T (N (N N N A O 1)) NI ) NI ) e Khkhkhkhkhkkhkrkhhkhkhhkhkkhkkhkkhhkhkhkkhkkhrkkhhkkkhkkhkkhrkkhhkkkhkkkhkkkhkkkkkkkkkkkxkk*x***x gize Mismatch /Count Norm [Total body
...................................................................................................... GTTCTAAATATGTTTTACATGT .« v vttt ettt ettt ettt ettt ettt e ettt ettt ettt ettt et ettt ettt ettt e ettt ettt ettt e ettt e et eiaeneneaeene. 220 1 2.00 2 1 1 0 0
..................................................................................................... AGTTCTAAATATGTTTTACATG . « ¢ e v ettt et ettt et et e ettt et e et ettt et e e ettt ettt et ettt e e ettt e e ettt e e et te e en et eiain . 22 0 1 1.00 1 1 0 0 0
............................................................................................................................................ ATGTGCAATATATTTAGTACGC . &« v et et ettt et et et et e et et et et e e e e e et e e e et e et et et e ettt e e ettt ettt eeea e 220 1 1.00 1 0 0 0 1
............................................................................................................................................ ATGTGCAATATATTTAGTACG . « ¢« et ettt ettt et et et ettt et et ettt e et ettt ettt et e e et e ettt ea i iieaenenneaa. 20 1 1.00 1 0 0 1 0
.......................................................................................................... TARATATGTTTTACATGT « « + v ettt ettt et et ettt et et et ettt et et ettt et et et ettt e et e e ettt et e ettt e e et ettt et e ettt e, 180 2 0.50 1 0 1 0 0
Anti-sense strand reads
M054
V113 V115 V114
TTCATATATCATAGGAAGCATATCGTATATCTTACATATTACATATTACCCATCGTACTACAAGCACAAGAGGGCAAAGCTACAAGTAAAAAGCCATGAACTCAAGATTTATACAAAATGTACATACTTTTACATACT TGTACACGTTATATAAATCATGCGGTCACAGCTGT TCATATATCATAGGAAGCGTATTGTTATGTATATATTACATGTTATATTACCCATCGTTCTACGAGCACAAGAGGGCAAAG female
Read # Hit Total male head body | embryo
AR e e i N N O N A O N N N DIDID)I DI ININ)) e KA KKKk kKKK h kR k ok hhhh Kk kkkhkhh Kk kkhhhhkkkkkkkhkkkkkkkkkkkhkkkkkkkkkkkkkkkkk k¥ ****k*** gjze Mismatch Count Norm Total body
......................................................................................................................................... TTGTACACGTTATATARRTCAT .« . ettt ettt ettt et et et ettt et et e et e et et et e et e e et et e et ettt e ettt e et ettt 220 2 36.00 72 48 14 4 6
................................................................................................... ACTCAAGATTTATACARRRTGT « « « e et e vttt ettt e et et et e ettt ettt e e et et ettt ettt et ettt et ettt ettt et e et ettt e ettt ettt e et ie ettt en e 22 0 1 13.00 13 11 0 2 0
.................................................................................................... CTCAAGAT TTATACARRATGT « « « ot e vttt ettt ettt ettt e ettt et et ettt e ettt ettt ettt et ettt ettt ettt e e ettt e ettt it e ettt 200 1 6.00 6 6 0 0 0
.......................................................................................................................................... TGTACACGTTATATARATCAT .« ¢ ottt et ettt et e ettt e e ettt e e e ettt et e ettt et i e et iaen i ennenenennenenenen.a. 2 0 2 2.00 4 4 0 0 0
......................................................................................................................................... TTGTACACGTTATATARRTCA . « ¢ vt ettt et e e et et et e e ettt et e e e e et et et et e ettt et e e ettt e e e ettt e e iieieeaeneeee. 20 2 1.50 3 2 1 0 0
..................................................................................................... TCAAGATTTATACARRATGTAC . « e e ettt ettt ettt et et et ettt et et et et et et et e ettt et e e e et e et e e e e e e et et e e e e ettt et e e ettt e et et 220 1 1.00 1 1 0 0 0
........................................................................................................................................... GTACACGTTATATARATCATGC . « o v e ettt ettt e ettt et et ettt et et e e e et et et e et ettt ettt it e ettt 22 0 1 1.00 1 0 0 0 1
.................................................................................................... CTCAAGATTTATACARAATGTAC . ¢ o vt vttt ettt ettt et et e ettt et ettt ettt ettt ettt ettt e ettt ettt e e ettt et ettt te it ettt ieen i eiaeneneaaenenenaea. 23 0 1 1.00 1 0 0 0 1
.......................................................................................................................................... TGTACACGTTATATARATCA . & vttt ettt ettt ettt e ettt ettt e et ettt ettt ettt e ettt iaen i enaeneneanenenenenae. 20 0 2 0.50 1 1 0 0 0
........................................................................................................................................... GTACACGTTATATARATCAT . & ot vttt ettt et et ettt e ettt ettt ettt e ettt it et iaen e eaneneneneenenan.s 20 0 2 0.50 1 1 0 0 0
......................................................................................................................................... TTGTACACGTTATATARATC . ¢ o e e e vttt e e et e e et et et et et e et et e e et et et et et et e et et ettt e e ettt eieenenenneee.. 20 0 2 0.50 1 1 0 0 0
........................................................................................................................................ BT TGTACACGTTATATARATCAT . « . e et ettt e e ettt e et e e e e e e e et e e e e e et e e e e e et e e e e et e et ettt ee e 231 2 0.50 1 0 0 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droSec2|scaffold 8:1734760-1735013|dse 237||[AAGTATATAGTATCCTTCGTATAGCATATAGAATGTATAATGTATAATGGGTAGCATGATG-~——-—-—- TTCGTGTTCTCC-CGTTTCGATGTTCATTTTTCGGTACTTGAGTTCTAAATATGTTTTACATGTATGAAAATGTATGAACREGICCARTATATTTAGTACCECAGTGTCGACAAGTATATAGTATCCTTCGCATAACAATACA T AT A T A - — = — = — = — = = = = = o o o ATGTACAATATAATGGGTAGCAAGATGCTCGTGT--TCTCCCGTTTC
ldrosim2|lx:18341880-18342131 - I |22GTATATAGTATCCTTHGTATAGCATATAGAATGTATAAT/NTMAATGGGTAGCATGATG-———~———~— TTCGTGTTCTCC-CGTTTCGATGTTCATTTTTCGGTACTTGAGTECTAAATATGIN TTACATGTATGAAAATGTATGAACATCTCCAATATATTTAGTACGCCAGTGCGACI8AGTATATAGTATCC T TCGCATAACAATACA T A T A A — — — = — = = = — - m o o o ATGTAWAATATAATGGGTAGCANGATGCTCGTGT--TCTCCCGTTTC
|dm3 llchrx:19452505-19452786 - GTccGCACTIINEA N secle ThiNA TS b b b e TN BTN G RLT NN NN TE - - - - - - - - - I NA IR IR U e e N N N e e r e S NS N - - - ————————— - - GG T TGTCAATGTCCTGGARACT TTTTGCCATAATACCAAGACT TCTCCTATTCTAGATATTCTAAAAAAACAATAATAATAAGCHGNN TNV CINII N TN e rileleble T Al THi T T/l

droEre2lscaffold 4690:9688725-
9688737 -

- ____GHECCIIGCE

ldrovak3|x:11886165-11886205 +

droTakl|scf7180000415169:845110~-
845122 +

e [CHCITIRC

drowil2|lscf2 1100000004511:567451~ A TAA S
567501 +

droMoj3|scaffold 6540:29855275- AR TATAGI AT CIXG NN T A TACA TATAGAA TIIT Al A A TIT A2 A T
29855321 -

Generated: 0940 &/2015 aF‘;W:/(ﬁ‘IBM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1734760-1735013
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1734760-1735013
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_237.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18341880-18342131
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19452505-19452786
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_470.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9688725-9688737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11886165-11886205
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415169:845110-845122
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:567451-567501
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:29855275-29855321

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dse 1835 |scaffold 1:2429445-2429530 + |candidate | Canonical miRNA || 3pUTR
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Show Alternate Folds ‘
Flybase annnotation
utr3 [utr3_plus 1952]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
MO054
V113 vil4 V115
ACGTTTACTTAGTAGCAAGAATCACACGTTTTTGCAGACGGCATTTTCTATTCGGAAACCTGTATAAAAGGTTTTGAGCTCCAGT TTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCATTGCGAAAGGCTTTCATGGGAGCCGCCGCCCCATCAATCGAAACTGCAGTCGGTTACG female
Read # Hit |Total male body |embryo head
e L (Ceeennn COCCCCOCOEOECC. ... COCCCCC O e 1)))))) ) ... 1)) . 2)))2)))) .)))) ) ) KAERKRKAXKNKRKA KKK KKXKA XXX X KX K% X% 5ize Mismatch Count Norm Total body
........................................................................ TTTGAGCTCCAGTTTGCTGTCG ¢ - « ¢ v e e e ee et e et e e et e e e e e et e e et e e e e e e et e e e e e et e et te e tee e ie e eie e 22 0 1 4.00 4 2 1
........................... e e X7 el o). PR - B0 1 1.00 1 0 o0
Anti-sense strand reads
TGCAAATGAATCATCGTTCTTAGTGTGCAAAAACGTCTGCCGTAAAAGATAAGCCTTTGGACATATTTTCCAAAACTCGAGGTCAAACGACAGCACTCGTTTGTCGTTTTACACCAGGTTTCGGCGGTAACGCTTTCCGAAAGTACCCTCGGCGGCGGGGTAGTTAGCTTTGACGTCAGCCAATGC
Read # Hit Total
e L L L DU (e OO ... CCOCCCC 0 e 1)) )N .. 1)) .. 2))).)))) )))) L)) KRRk Rk KAk Nk Nk Nk kA kN kKN AKX kN kX% *%* 5ize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droSec2|lscaffold 1:2429395-2429580 |dse 1835 |[ACG-TT----TACTTAGTAG-CAAGAATCACACGTTTTTGC--A-——-—-- GACGGCAT--TTT-——--——--—=-—— CTATTCGG----AARA-CCTGTATA-A-————————————————————- AAGGTETTGAGCTCCAGTTTGCTGTCEGTGAGCAAACAGCAAAATGTGGTCCARAGCCGCCA-————————————~ TTGCG--——---—- AAAG----—- e T--TTCATGGGAGCCGCCGC--———=—=———=-——- CCCAT-CAATCGAAACTGCAGT-CGGTTACG--—-
d
ldrosim2|2r:5600449-5600634 + ldsi_32438[ACG-TT----TACTTAGTAG-CAAGAATCACACGTTTTTGC--A-————- GACGGCAT--TTT--——————--———- CTATTCGG----AAA-CCTGTATA-A—————————————————————— AAGGTTTTGAGCTCCAGTTTCCTCTCETGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA-————————————— TTGCG---———-- ARAG------ S e —— T--TTCHTGGGAGCCGCCGC— ==~~~ —————————~— CCCAT-CAATCGAAACTGCAGT-CGGTTACG--—-|
|am3 llchr2oRr:4791612-4791794 + ldme 379 |lACG-TT----TACTTAGTAS-CAAGAATCACACGTTTTTGE--A------ GACGGCAT--TTT-——--——-—————— CTATTCGG--—-AAA-CCTINTATA-A—————————————————————— AAGGTITTCAGCTCCAGTTTCCTCTCETGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA-————————————— TTGCG--——-——- AAAG----—- GC-——-——————- T--TTCATGGGAGC ClpGC———————————————- CCHAT-CAATCGAAACTGCAGT-CGGTTACG-———|
droEre2|scaffold 4929:17858137~ der 175 CG—TT————TACTTAGTA—EAAGAATCACACETTTTTGC——A —————— GAlgGGCAT--TTT-----—-——————- cTTTRGG----QAr-f§cTeTlgrA-A- - - - - AAGGEITTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGTCCAAAGCCGCCA-————— === ===~ - rfecc-------- AfiAG------ cg--------- TR GRECIIT TGElele - - - - — - [l CCCA-IAATCGAAACTGCAGT-CGGTSRCG—---
17858312 -
ldrovak3|21:17449448-17449623 + laya_1784 |BEc-rT----TACTTARTAR-HAAGAATCACACIITTITTGC-—A-——-—- calgellcar--TTT-- - cleirTRcc----gaa-ccTlTlErA-A- - - - - AAGGTITTGAGCTCCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTINGTCCARAAGCCAICA- -~ -~ - -~ - ————- BriicG----—--- aAgaG----—-- CR--------- 8- - T TRRE G G i G C ~ —— —— = —————————— cccad-BATCGAAACTGCAGT-CGGTTIRAG--—-|
droEugl|lscf7180000409183:445681- ’@G—TE———— ——————— AG-WAAGAATCACACITTTTTGRY--A--—--- cAgMcAT--TTTl--—--—--—---—- CTATTCH8----AAA-CRTGTATA-[§--—--—————— - - - ——- AAGGTITTGAGCTHCAGTTTGCTGTCGTGAGCAAACAGCAAAATGEGGTCCAAAMcGCCl---—--—--—--—- Erfedcc-—---—--- AAAG------ CR--------- TRGRELEN T TIeeecle - - - - - Jjc--————— - —- Becar-aaTciiaaacTGeaGT-eRTTRCG----
445854 +
droBial|lscf7180000302291:2735848— ’@G—TE————E—EAGAATCACACETTTTTGC——A —————— GAIGCAT-—TTT--———————————— cTaTTCEY----Qaa-crerfra-g---------- - - - ——— AAGGTI TGN TI\CAGT T TGCTGTCGTGAGCAAACAGCAAAASG T TCCEAAGCGCCR-------------- BrecGg-------- AAAG--—-—- -----—--- - L - -SRI G C  C — — = = = = —————— === — ccald-AATCGAAACTGCAGT -GG T THEG-—- -
2736014 +
droTakl|lscf7180000415386:451363— AT - - -~ Y- A AGAATCACACIIT TTTTGC—-A—- - ——- GAGNGCAT--TTT---—--—--——-—- CTRTTG----Faa-ci{reTlTA-8- - - - - - - AAGGTITTGANCENCAGTTTGCTGTCGTGAGCARAACAGCAAAATGTIITCCAAAMCGCCA- - -~ - - - -~ - —- RrijcG-—--—--- AAAG--—---[f--------- TRAREN T TGAE - - - - - Gl Bccald-aaTcliAAACTGCAGT -GG T TG —--
451535 -
droElel|scf7180000490483:67747- ’@G—TE————TEAE—EAAGAATCACACETTTTTGC——A —————— GAEGRA TR T TT— - — - - - ——————- cTir T8 G- - - -FAa-rGTATA-[8- - - - AAGGTITTGALNCTNCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGcCARAN G A - — - - - - ——————- - - —————- AAAG------ CR--------- - T - T T T GG G C ~ — = == === == === ——— ccald-AATCGAAACTGCAGT-GGT T —— -
67915 -
droRhol|scf7180000780108:150187- G-V — TR oA acEaTiacaCITTTTTRC—-A- - —-—- crgN AT -—-TTI- —-—————————- criir TSN - - -QAn-IereTAEA-8- - - - - - AAGGTITCALNC T MAGT TTGCTGTCETGAGCAAACAGCAAAATGTGGccAlgA i cc¥ A — - — - - - - - TTREyG-——————- AAAG------ --------- T A T T eTele - — - — - - — T SR Y- ManTcGAAACTGCAGT -GG T TG -—- -
150354 +
droFicl|lscf7180000453851:1506165- ’@G—TE————TEA—EAAGAATCACACETTTTTGC——A —————— ceglecaT--TTTl------—-—-—-- CTHT TER¥N- - --AnA-clgreraeA-A--— - - - AAGGTITTGANCTHCAGTTTGCTGTCGTGAGCAAACAGCAAAATGEGGccAR R ccaCIA-— - - - - ——————- - - —————- ApOIN-————- CR--—-—-—— - - T TR T GG R G C — — = — = = — = —— === — = — ciae-AaaBcGAAACTGCAGT -GG T TG - —- -
1506336 -
droKikl|scf7180000302682:1354886— GAGAAC ——————— je-fiaacaaTcACACR T TTTTINGNSA - - — - - calleopaT--TTfg--—----—-————- criirTiyec----gAa-ccTeTASA-[8- - - - - AAGGT TN C TCCAGTTTGCTGTCETGAGCAAACAGCAAAATGTGGCAlEAGCcolcl--—----—--—---- TTCcG-—------ AAAN---[8--Cfg--—------ TRAT TIINT THIElele - - - - - - —[SCREEEEE Bciiae-MaarcllaaacTecacT-fecTTIEG-—- -
1355065 +
droAna3|lscaffold 13266:1225288— dan 4056 ’@G—TT————TACTM—EAAGAATCACACETTTTTGC—EAmi“ AAAAINGA SN T T T TC T TCRT T TCG AN TN A T YN T il G 2 R e ANGGTITTGALNC THCAGTTTGCTGTCGTGAGCAAACAGCAAAATGTGGECCAAAGCCGCClg-—-—---———- --rreccle----- ernnfg--—---- CR--------- GCIEREINA - - - - — - — - — - - — - - EEEEEEEEEE i E-AaarcaancTeCAGE-GE T TG - —- -
1225478 -
droBipl|sc£7180000396730:2224846— ’@G—TT————TACTE—EAAGAATCACACQTTTTTMAE————EA"'“i AAINEREGIT TATGTTCGAT TCGAAINMNTEA A A A ALY NG Gl T C T C AAGGTITTGALNCTCCAINT TTGCTGTCETGAGCAAACAGCAAAATGTGGCCARAAGCCGCCA--————— ==~ == —- TTECGl----- lerrnG-—---- cly- - - ---- - C AT TGEleT - - - €G- [T A TTTCCRANGINSAINNNSEITNE A ~[sfe 2 Clil - T/EREEE
2225050 =
dp5 |3:13606079-13606257 - ldps 3844 |AMA-TT----DalT - WAAGAATCACACRTTTTTGR--A-————- GAlGECEr--Brr-——---———————- Erir G- - - - -Rergrg8-g- - - - ———- EacRrrrTcARCINCAGTTTGCTGTCGTGAGCARACAGCAAAATGTGCEIACAA ATENACA—————————————- TTEG-----—-- AREG---—-- ASTTTAA G AR T TGAlE- - - TTA GG cciifs-NearcRanacTceaGT-HeGTTREN----|
droPer2|scaffold 2:8013574-8013752 AN - T - T - A AGAATCACACIT TTTTG--A---—-- GaplcRcEr--grr-------——————- Erir G- - - B -AcrirEre-j- - - - - - - - - - - - ———- ErciIrTTTeAlN N CAGTTTGCTGTCETGAGCARAACAGCAAAATGTGCcAAA N cA - - - - - ——— TTEG-—------ aApfeG---—-- ASTTTAAGEEEEE - A AT TGAlE - - - T T AGG G ccigye-tNeaTcilaaacTGCAGT-HGGT TN -- - -
+
droWil2|lscf2 1100000004510:2696663-|dwi 5429 |apg-EAT----TileeracTAGNeAA A CACACRTTTTTHE--[6-—-—-- e -~ — ———=—=—=—=—~- T Tie A CEEEE VYA TIlCINCATAIAAA T TGTTCTCTTTGTCAAATGTGEAINUENE TAT CAAN TN I/ E IS IS VINTNT VNN~ TiVEA C A TNINA S C T/ - EEEEEEEEEEEE — — GAATGACCCGITCTTCACATAAREEEEEEEEE T-- T AT —— ATTTTCCGREEEEE GGCTTTGGATIGINEA YNNI Nl T/e A CliGGAREEE
2696874 -
drovir3|scaffold 12875:1774792- dvi 24661 o T e B~ ATCACACRTITT T C- - - —---- calccar--rTlg--—----—-—-——- BrirecE)- - - -Brg i e A - - - pacrrrreallcTcieTErcCTGTCGTGAGCARRNCAGCAEAARNNTING THC A A ALRENGEN A - - - - [RE NI XLel T T¥NG - Y- - - - -[rG——-—-- e T - -Tie T GoieGCRRiCCE¥Y- - — - - —[NRNNNNNe VM- canfeciaaacTGCAGT -GG TTACG-—--
1774976 +
droMoj3fiscaffold 6496:13717190=  |ldmo 3156 |A - e ettt ~ 8~~~ ~ et i~~~ - R - TR B DA G T G T CHE e el et T T el LR A A T G TR A T TEAAT T TAAAT TCCCCARCHCGAAGAGCRGRCHY bty Cl----------- - CCAA— A TTTTARATECEAR IR Tl - TAAAAG
13717331 -
droGri2|scaffold 15112:3869016- AN - - - T A T - A AGAATCACACIIT TT T TR - [ - - —- - A T ————-——-—--—- - -@pa-cci¥r2f-g----—---—--—---—-------- gacRrrrregcEcidyrdrccTeTceTcAGCARfICAGCAEAANNTIG THCAA A LN BN A - — - AT A T C- TR ARTTTCGAAAGTRARE- - - - - -[€- - - Tia A A A TEEEEEEEEEE pele - L\ ASCIA AAC TGCAGT -GG T T —— -
3869173 +

Generated: 09/08/2015 at 09:53 PM

PASS/FAIL

crit.star 0
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

UOORrROFrROORrRFRPROOOO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2429395-2429580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2429395-2429580
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1835.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5600449-5600634
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32438.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4791612-4791794
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_379.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17858137-17858312
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_75.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17449448-17449623
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1784.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:445681-445854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2735848-2736014
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415386:451363-451535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490483:67747-67915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780108:150187-150354
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1506165-1506336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302682:1354886-1355065
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1225288-1225478
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4056.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2224846-2225050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:13606079-13606257
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3844.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:8013574-8013752
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:2696663-2696874
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5429.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:1774792-1774976
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24661.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:13717199-13717331
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3156.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:3869016-3869173
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dse 1144 scaffold 29:415969-416042 - candidate |Mirtron |intron

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}]
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Hairpin partition -e- Sense - Antisense Mature
Hairpin partition Mature
Show Alternate Folds “
Flybase annnotation
intron [Dsec\GM16468-in]; CDS [Dsec\GM16468-cds]; CDS [Dsec\GM16468-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M054
V113 V115 V114
AGTGCTGTGAGCAGATGCTGGATTGCTGTCGTTCTGGGTATTGGTACCAGGTGAGGGTGGAATAATTGAAATATAACCGAAATCGAATCTAATTTGTATGGGT TTTCATT TTTTCCGCAAACAGCTGGTGCAAAACACGATGAATCGCACACGAATCTACGTATTTCTGGGGGC female
Read # Hit Total male head body embryo
kkkhkkhkhkhkhkhkhkhkhhkhhhkhkhhkhkhkhhkhkhhkhkhhhkhkkhhkhkhhkhkkhhkkkhkhk I I T A I D e D D D D D D IS D O D D D D D I kkkkkhkkkkkhkkkhkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk*k**k**x** 5jze Mismatch Count Norm Total body
...................................................................................................... TTTTCATTTTTTCCGCAAACAGH. . . .ttt i i i e i e 231 1 6.00 6 0 1 2 3
.................... GAT TGCTGTCGTTCTGGGT + « + e« e v e e e e et et e e et e e e e e e et e e e e e et et e e et et e et et e e 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 et 190 1 2.00 2 2 0 0 0
....................................................................................................... TTTCATTTTTTCCGCARACAG. . .. oot i i 221 1 1.00 1 0 1 0 0
................................................................................................................................. GCAAAACACGATGAATCG . « v v v e eeenenaenenenneaan 18 0 1 1.00 1 0 0 0 1
...................................................................................................... TTTTCATTTTTTCCGCARACAGE. « .« ottt ettt et ittt e e ie e iee e 231 1 1.00 1 0 0 0 1
.............................................................................................................................. GGTGCAAAACACGATGAATCGC . v v v veeeeeenencnennenaes 22 0 1 1.00 1 0 0 0 1
...................................................................................................... TTTTCATTTTTTCCGCARRCAG « « « v e et ee e et e e et e et ie e eiaeneneeaenenae. 22 0 1 1.00 1 0 0 0 1
........................... el ehi ol elel ey N i el e - P~ B0 1 1.00 1 0 0 0 1
........ GAGCAGATGCTGGATTG T . « e v vt et ettt e e et et et et e e e ettt et et et e e et et e e et e e e et et e ettt e e et et e et e et e e et et ettt et et e e e e et 190 1 1.00 1 0 0 0 1
............ NS ele ey il e ol e 2 PO : IO 1 1.00 1 0 0 0 1
Anti-sense strand reads
TCACGACACTCGTCTACGACCTAACGACAGCAAGACCCATAACCATGGTCCACTCCCACCTTATTAACTTTATATTGGCTTTAGCTTAGATTAAACATACCCAAAAGTAAAAAAGGCGTTTGTCGACCACGTTTTGTGCTACTTAGCGTGTGCTTAGATGCATARAGACCCCCG
Read # Hit |Total
kkkkkhkhkkhhkhkhhhkhhhkhkhhhkhhkhhkhhhkhkhhkhkhrkhhkkhhkkkrkkk N T AR I I I D e D R D D D D D I D O DD D D D I hkkhkkkkhkkhkkhkkhkhkkkkkkkhkkkkhkkkkkkkhkkkkkkkkkkkk*kk***x gize Mismatch Count Norm |Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrosec2|scaffold 29:415919-416092 - |[dse 1144|AGTGCTGTGAGCAGATGCTGGATTGCTGTCGTTCTGGGTATTGGTACCAGGTGAGGGTGGAATAATTGA-————————- AATATAACCGAAAT-—-—- CGAATCTAA———— == === —————— T-TTGTATGGGTTTTCAT————————————————-—=- TTTTTCCGCAAACAGCTGGTGCAAAACACGATGAATCGCACACGAATCTACGTATTTCTGGGGGC
|drosim2|31:19363380-19363543 - ldsi_6715|[AGTGCTGTGAGCAGATGCTGGARIGCTGTCGTTCTGGGTATTGGTACCAGGTGAGGGTGGAGIBATTGA-----————- AATATAACCGAAAT-—-—- CGAATCT AR = — = == ==~ — = el - — - — — — - — — - s TTTTTHCGCAAACAGCTGGTGCAAAACACGATGAATCGCACACGAATCTACGTATTTCTGGGGGC
am3 lchr31:19718257-19718430 - | |AGTGCTGTGAGCAGATGCTGGATGCTGTCGTTCTGGGTAT TGGTACCAGGTGAGGGRGGAATEATTGA-—— - - ————- AATHTAACCEAAAT-—--- CGAATCTAA-———— = === ———— = — o T-TTGTATGIGTTTTCAT-————————————————-=- TTTTTCCGCAAACAGCTGGTGCAAAACACGATGAATCGCACACGAATCTACGTATTTCTGGGGGC
droEre2|scaffold 4784:19510860- AGTGCTGTGAGCAGATGCTGGASTGCTGTCGTTCTGGGTATTGGTACCAGGTGAGG, Y SReIA T TGA - —— —— —— —— — AAT[TAACCGAAAT--—-- S T C T-TTNSATGGG T g T CAT - ————————————————— [T T T THCGCAAACAGC TGGTGCAAAACACHATGAABCGCACACGAATCTACGTATTTCTGGGGGC
19511027 -
ldrovak3|[31.:20808935-20809102 + I |acTGCTeTGACANATGCTGGATGCTGTCGTTCTGGGTAT TGGTANCAGGTGAG] N e A TTGA -~~~ — = ——— AnTETAECCAAET-—--- G A N e e T-TTENAT LG T TRAT —— ———————————————— ErrrrilcccalacaccTecTccAAAACACEATGAASCGCACACGAATCTACGTATTTCTGGGGG
droEugl|lsc£7180000409472:268344— ATGCTGTGAGCAGATGTGGARTGC TG TCOETCTGGETATTGGTANCAGGT GAGRR TH e T Th\A - - — - — - - ——— GINTARNY- - - - - Gl e C T T C C R e e G AN C Tl - - I T G e F\rrrccEciiAACAGHTINGTGCARAACACGATGAASCHCACECGEEATCTACGTATTTCTGGGINGC
268506 -
droBial|scf7180000302377:1885224- G\ chicllialdcaccTiic TilcarlEcacGaTGAAEGCACECGEATCTACGTATTEC TGGGGGC
1885391 +
droTakl|scf7180000415304:7119-7281 [N R E e IAACAGC TR G TR\ CAAAACACGATGAAECHACACGIATCTACGT/ET TTHTGGGGGE
+
droElell|lscf7180000491255:2840147~ TTHE IN\rrreclifdaacaccTcToealEaaflianCGATGAASCGCACHCGEATCTACGTATTEC THiGGGGC
2840217 +

droRhol|scf7180000777311:9987-10167

AT G TGTGAGCHGATGCTGGARTGCTGTCOETCIGGGTATTGGTARCAGG TEA GG T, A T Th\A — - — - — - ——— TIGTI- - - - - - - —-EEEE. TTGGCECTITGAAT TACAACTAAA T A e -B--—--—--—-A--[TTAATTATEEEATTTAACGATCRNCINdEC T T/ VG Nl A ENIINGING T/NIS NSNSV C TN T /sle /NSNS VN T C/Si T/ele o

droFicl|scf7180000453831:275252~

275321 -

droKik1|sc£7180000302694:289866-
289919 -

droAna3|scaffold 13337:17178679- | |adrccTeTeAGAGATGCTCLXESTGCTGTCGRTCRGEAT AR TGGTARCAGG TClgChE T i s ok — T Y L T o e — — — — — i T A - — — —— —— —— — - RN N N e N D N N e [ N e - R e —————————————~——"—"- B YL B A GC T GG TRICAAAACAC[BATGAATCGCACHCGAATCTACGTTT TCTGGGRGC
17178848 +

droBipl|lsc£7180000396741:474651— AGTGCTGTGAGHAGATGCTGINISTGCTGTCORTCGGIT AT GG T ARCAGG T GE G T e T TLO g - - — - — - — AT AN A A T— - — - A A - - - - - R N I ¢ e — — — — = ————=——=—-———-—"- it 7 S e Jeb A GII T GG TI\CAAAACACHAT GAATCGCACHCGAAT CTACGTATTTCTGGGRGC
474808 +

ldps |XxR_group8:7793002-7793171 - | [2BrccrcEcaBchdEaccTEcarTtecTeTecredgrarTecTafic A TECHERECAAA T AN TENE - - - - ——— —- AN S A S A A A A e N A, - — —— == ——————————————————— — - —— [T e B g T[S/ [~ —————————————-———- TrleriNicciidYecaccTeoTlecAlgariiaccaTcARceCACENCEATC TACGTET TTCTGGGRGE

|droper2|lscaffold 48:573843-574012 - | [2BrccrcEc Rclc@accTEcATTGCTGTCGT T CGERTAT TGGTARCAGG THNECEESGNEA T AR TIoNA - - — —— - —— - A A A A A 2 T e ey R A, — — — = — = ——— === == === — == ————— — - — — [ e o T[S/ Chgg~——————————--—---—"- rrleriicciffiacaccTceTccalgaafinccarcaalcccacBgaTeTaceTEgTTTC TGGCMGC

droWil2|scf2 1100000004762:4860087-| |aRdrccreTcaldclaTclTiNeTGCTGTCGTTCGCMTATTGGTARCARG T A G T iieise T L.V VYV YT Yol 1 En 1\ 7 jU N XeTeln LN N g N . — — — — — — = — = — === ——— e T TEReA TG T T T ThET — - === === === ———=——- Tl TN ciiYecAclET o TicAlda AliaCEaTGAATCGlACACGHATC TANG TET T8 C TG GREAC
4860262 -

drovir3|lscaffold 13049:18967595- XN el ThichileleA CACE TIG TGCARAAACACGATGAATCGCACACGEATCTANGTET T TC T8GChfic
18967676 +

droMoj3|lscaffold 6680:12264702- AGTGCTGTGAGCAGATGATIEIS T Gl T clec T CEGGETATTGG TARCAGG T CEGHG T A ST TCA - [Nk NN - A Tl T Ale chyc Alehme - - — - - - - - AT AT e e T- T AT N T R TS T — = ——————————————-—- PNl T e A cleTc TccanaafacGATGAATCGCACCGEATCTARGTET T TC T8G GliC
12264869 -

droGri2|lscaffold 15110:16664416- AGTGCTGTGARCAGATGRT IS T cliTcldccTTC TGO T AT GG TARCAGG T GAGH G el T Thie — — —— —— - ——— CIAISSNC TG TGGEUEEEE T TGl CI A TA TACCGTGCAGA T T -B---------a--ficcaAaTAACTTATTCTCTCGATEICIiCTATACIYNINE G A LI VNN TINI XTIV NlSIIINC G ofe cINdehv T eliGiliic /sl T/elec TS
16664608 +
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|drosec2|scaffold 7:415729-415918 + |dse 1849|GCTATT-GA--------—---—- AGAGTCTT-ATGGTCGAGTACTTATGG-TCGA-CCT-AAAG-TGTTAGT-CAACTGCTACCCAATGAAG-———AAAT-————--—- C-TTCTTGG--—--——-——-— TACTACAAGAAG---G-GTTTTTCAATGG-ATA-GCATAACACTCCCACTTTCTCATGACCCTA-———- TACATTTCAATAGCT---TATA-—-ATGTAGC—--—- CACAAA---ATTGGAATGAAACTATA |
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|dm3 llchr21:16768935-16769122 +  |ldme 456 [GCTATT-GA----------—-——- AGAGT CT T - A T GG - TCGA-CCT-AAAG-TGTTAGT -CAAITGHTACCCAATCEN- -~ —AAAT-———————- C-TTCTTGCINRI RTINS T ACTACAAGAAG-—~-G-GTTTTTCAATGG-ATA-GCATAAGACTGECACTTTGT CATGACCHEA—-- -~ TACATTCAATAGCT---TATA---ATGTAGC----~- CACAAA---ATTIGAATGAAACTATA |
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