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Show Alternate Folds
Flybase annnotation
intergenic
Repeatable elements
|Name“Class“Farnily“Strandl
ITVIL [LTR ||Gypsy||+ |
mature star
1. dwi 21 scf2 1100000008628:417-434 -
2. dwi 22 scf2 1100000004591:180539-180556 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M045
V119 V117 v118 M020
TGGGTATTCCTACTATTGGAATGTAGTTTTCATTATCCTCGTGAGCACTATGTATCCTACCAGCTGCGCCAATTAAATATCCAATTTTCCCAATAAGGAAAAAAAAGATATGTTTTGTGAGT TAAAAGCAACGTACTTTATTATTTGAATGAAAACTTAGAACTGGTTACAAAAATGTCTTATGGTTA female
Read # Hit Total head body male embryo head
Rk kK k kA k kA kR k kR kR k| O P C C O A A S C N (A C P A A A A ST 1))))) e e ))))) e )Y e )Y eI D)) e *kkkkkkkkkkkkkkkkkk kA kkkkkkkkkk*¥*** 5ize Mismatch Count Norm Total body
..................................................... AT CC T A C C A G C TG Gl C A . v it et e e e e e et et e e e e e e e e e ae o e o e aeaa oo ae oo oo s o s oeaeeesesaeeesesesaeeeseseeaeeesesaeessesesaseeseseeessesesaeesseseass 18 0 2 3034.00 6068 4730 280 151 866 41
................................................... (N o] el - e 07V eToki e o] o] o7 NPA 0 I O 2 2140.50 4281 3654 377 44 202 4
.................................................... AT CC T A C C AG C TGl G C A s v v e e e et et e e e e e et e e e e ae o e s o e aeaeeeeesaeeeeeeeeneeeseseeeeeesesaeeeeeseeeeeesesaeeseeseeaeeeseseeeeeesesaeeneeneeeaaeas 19 0 2 1911.00 3822 3161 393 174 83 11
..................................................... ATCCTACCAGCTGCGCCH . « v vt vttt et 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 e 180 2 25.00 50 31 5 8 0 6
................................................... el oot J-YoloF-NeToli el ol e] oL/ = AU~ A R 2 20.50 41 34 7 0 0 0
.................................................. TG T AT Cl T A C C A G T G G  C A s o i i it et e e e e e e o e e e e o e o e o e s ae o e o e e o s ae o e oo s oeae o e s asaeeesesesaeeeseseeeeeesesaeeseesesaeeeseseeeeessesasenesseeneeaeas 21 0 2 15.00 30 25 2 3 0 0
.................................................... - ool -NoToF-NeTo: et ol et o] e - NN PP ° N 2 14.50 29 14 12 3 0 0
................................................... e Ni o] ol -0 07V e Tk €] o] €01 o 20 A I O 2 14.50 29 5 6 2 15 1
..................................................... ook J-Xele).Ne o JeToleT ol U ORGP - B 2 9.00 18 17 0 0 1 0
.................................................... AT CCTACCAGC TG G C e 4 v v e e e e e ettt e e e e e et e e e e e e e e e e e e e et eee e et eeee e et e eeee e et eeeee e e s e eeaee e et eetaaaaaeesaaaaaaaeaanaaa. 18 0 2 7.00 14 4 2 2 4 2
................................................... el ol e N el ey NeT ol e el e el - AU~ N 2 5.00 10 9 0 0 1 0
Anti-sense strand reads
M045
v1ilig V117
ACCCATAAGGATGATAACCTTACATCAAAAGTAATAGGAGCACTCGTGATACATAGGATGGTCGACGCGGTTAATTTATAGGTTAAAAGGGTTATTCCTTTTTTTTCTATACAAAACACTCAATTTTCGTTGCATGAAATAATAAACTTACTTTTGAATCTTGACCAATGTTTTTACAGAATACCAAT female
Read # Hit |Total body embryo male
Hokk kR Kk kA kA k kR Rk kR kAR k| N P C C O A A S C N (A C G A A A A C ST 1))))) e e ))))) e )Y e )Y eI D)) e *kkkkkkkkkkkkkkkkkkkkkkkkkk*kkkk**** 5ize Mismatch Count Norm Total body
..................................................................................................................................................... ACTTTTGAATCTTGACCAATGTTTTT .o eeeeeeeen.. 26 O 20 0.05 1 1 0 0
............................................................................................................................... CGTTGCATGARAATAATARA . & e e e e e et eaeee s st eaeaeeessaaaaaaaeeanaaa 19 0 20 0.05 1 0 0 1
........................................................................................................................................................ TTTGAATCTTGACCAATGTTTTTAC. .. .vvv.... 25 O 20 0.05 1 1 0 0
............................................................................................................................................... AAACTTACTTTTGAATCTTGACCA . v v v vt v vveeeeneenannaa 24 0 20 0.05 1 1 0 0
....................................................................... A AT T T AT AGG T T AR A A GGG T TA T -« v v 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 aea e e eeeeaeeeeeeaeeeeeeeeaeeeeeeeeaaaeeeeesaaanaeeeanaa 24 0 20 0.05 1 0 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
|drowil2|lscf2 1100000008628:300-487 - [[dwi 21| TGGGTA==—-—————————————— - TTC-CTACTA--————————~— TTGGAA— — === === = = TGTAGTTTTCATTATCCTCGTGAGCACTATGTATCCTACCAGCTGCGC-————————~ CAATTAAATATCCAATTTTCCCAATAAGGAA----AAAAAAGATATGTTT-TGTGAGTTAAAAGCAACGTACTTTATTA---TTTGAATGAAAACTTAGAACTGGTTACAAAAATGTCTTATGGTTA
drovir3|scaffold 12815:221091-221269 A e — B e T ARGIARANT AT T TCGGIT A GAT CT T TG T R

+

TG S . T T 0 B L - L - 0 - Rl 0 O -

|[aroMoj3|lscaffold 4116:829-1014 + |

ATCASEACTGTTTACTTT] Rz rcceTrrTccaANCECA NRECAA R TEIA D T T T G R R A YN cC T g TA TG TCTCT GRGATGRAT A

droGri2|scaffold 14853:8332432-

ATCTTTACCATTTATTTSTR- ——————— - TiNIcErilcceriirrrreaciiacclciAlEC ARG AR r TRCT T AR R Al CATEMA R rClR T c TRl T TTCTCTARGCH GAAA-AC

8332616 +
dp5 Unknown singleton 1469:15335- NeTcAREACTTTTTACT TS TE callcaleTcecaaC TTCGAGHNEA CGICAANA CAIRNATIGEARNC T T GGl C CINERIA cCA TISNA GIVE T CCINT IS G TAIIN TR T C TC TG ANGIRNC AlEA - AT
15476 +

ldroPer2|scaffold 382:10631-10814 + |

TETCASEACTTTTTACTTHT] cafjcalgraceanlicrTcaaclACGRCAATACANCRTICEABC T TG o I A T iR TC T e TR TR TCTCT GAIGIRICART -AT]

[dromnas|scatrold cizoa 1150 + | ATCCETACTGTTGACATTTY ————————---———- - TERIABCBocATTTTceAREIATRAHCAARECAA G IREA T TR T A A R RN CA T G I AR RS 1A T T TCTCT GG REAAE 1]

aroBip1|scE7180000395417:13896-14111 B B ACATARATGTGGAGTCTTTGTCOGCTTTAATTHCT T TRGGRT TACCCAT T TCATARST ARECC A GRE— AGTAATGCORCTTITIGCTICTARCS I I S .- ST 0 -G T e 0 -~ e o - (R 7
+

droKik1||sc£7180000302780:26730-26880 T ATCTETACTTTTTACTTSGH cclerceecaalrTTCGAGlNGAcARCHANACAGGINTINNEAINNA TCTGAGHT CCCRERGINA A GINAINNNA T Ci#NT TR TG TAIE TS TCTCGAECGH TAM\
d

ldroFicl|scf7180000453068:4645-4795 + |

|droElel|[sc£7180000490508:6835-7019 + ||

- e e - ATTATAGCCRCTTTTCGCTTCTAACE ATCTGTACTTGTTATTTST] ERTEccCANgrTTTCANICACGRCANGACAAGECIANC T TCATTCC oRmA O TR GRER TC O T TINEA TR T TT CICGGANGRCTRET -AT
- pTGRTTGCGORETTTCCAAT TCCRRTADTARECT TTC ATTGITGCTRCTTTARGCTICTAGC ATCTSTACCTITTACTTI] CalfcTgriccanlirrrcaaciicABARCGARACANCIN A DT T C T T A c A TR NN T (T T G TART TTCTCT AARTRNTRER - AT

|droRho1|lsc£7180000766957:4457-4632 + ||

ldroBialllsc£7180000297485:794-986 + |

ldroTak1|lsc£7180000414416:8192-8375 + ||

ldroEugl|sc£7180000408860:614-763 + |

[ — TTiCARTIN- - - - B A T C T C A e A T A B C T T T C TTATTGCTRCTTTTTGCTTCTAGCC ATCTETACATTTTACTTET crigrilccanirrrecaciiialiaficaaliacaici¥¥lcaaiirriicrcaiiicc cimmma ccATMA NN I rcclirreTe AT TTCTCTAANGHNTHEE - AT|
T T CTTTATTTfCTTARGOET TTCCARTTTCCREA BT ARRCT T TC A ——— ATAATTGCTBGTITIGGCTTCTACCS ATCISEACCTGITACTTECR

[ — AT THCTTGHGGHTTTCCCATTTCGINA AT AR C T T T ATGATAGCTRCTTTTAGCTTCTAACC ATCCETACTTGTGACTTETH ci¥¥aleri\ccariiTTTTGAGHAAACGICGANACANGINTEN A AJNT T T G cii¥c c cRRA cCATEGAINNNAT CCINT IS A A TR TC TC THA AN TINEA - A T]
- - B - ———— ATAGITGCTRCTTTTGGCTICTAGCS ATCTETACCIGTGACTTR O ccanr T ceA R RoRCA A RECAC T EA T T RGO pma A 11NN T R NS A T TTCTCTRARAGCREA AT

dm3 llchroRHet:1826015-1826199 + |

eEccccairTrocaNTAcHCAAECAHCRCHEARTA Tl T2 R R A R N R TR e A T TT T CTCT G CAREIAA -G

TercTETACTGCTGACT TN

B e — CriGGACGaTTCCCAT TC e 1 S pccacaGTg

ldrosim2|[31:23205979-23206162 + |

073 . |

droYak3 v2_chr2L:random_O28 :432776—
432972 +

———————————————————————————— AT TiiCTATGGGHT TACCCATATCGIRNEACT AR TGCG T R A AAA TAGC TRCTTTTAGTTTCAAGAC ATCTETACTGTTTACTTET rccaRccc TR TTcAREA ARRECAANA T AR TR GIEA RN T e T T AR G T a CHANCHAN SN cclircaaTalfircTcTc TdlgcAci A AE- G T
ATCT(@®TGCTATTATTTT®TM-— - — -~ ————————————— TWTINARNGGCGANTTT - GCHESAA ACGiCAAWECA GG TSNS INT TsC T T AlliGic TEEEIANC A T GHAN NG TCCHTCINEG TAMNT TTC TC TG GHMNA Al - G T!
ATCT@®TACTGTTTACTT®TR- -~ ———————————————— TCRACHACGCCTTTTRGANNAA ANGIICAAJNACAGAT TGEANT T/ T T AN Gk TR A il A CINA N YN T cCRTGISA TAClITGTCTCTCEGAIBNGAAA - GT|

droEre2|lscaffold 4824:38381-38563 + ||

ATCTSTAGAGATGACTTGR- - ----- ---- --- - TEAGEECCGCATT TTCGAIAACOCA A CARGCHGEART G 1A R A R I R T C RS A TAR T T T CTCTABCARGAAA -AT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000008628:300-487
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_21.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000008628:417-434
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_22.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004591:180539-180556
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000008628:300-487
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_21.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12815:221091-221269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_4116:829-1014
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:8332432-8332616
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_1469:15335-15476
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_382:10631-10814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_672:994-1190
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395417:13896-14111
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302780:26730-26880
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453068:4645-4795
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490508:6835-7019
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766957:4457-4632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000297485:794-986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414416:8192-8375
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408860:614-763
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2RHet:1826015-1826199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:23205979-23206162
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13262:88-273
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr2L_random_028:432776-432972
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4824:38381-38563
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[View on UCSC Genome Browser {Cornell Mirror}]

dwi_22|scf2 1100000004591:180472-180559 - |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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Show Alternate Folds
Flybase annnotation
intergenic
Repeatable elements
|Name“C1assHFarnily“Strandl
ITVIL|[LTR |Gypsy|+ |
mature star
1. dwi 21 scf2 1100000008628:417-434 -
2. dwi 22 scf?2 1100000004591:180539-180556 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
Vv119 V117 v118 M020
TGGGTATTCCTACTATTGGAATGTAGTTTTCATTATCCTCGTGAGCACTATGTATCCTACCAGCTGCGCCAATTAAATATCCAATTTTCCCAATAAGGAAAAAAAAGATATGTTTTGTGAGTTAAAAGCAACGTACTTTATTATTTGAATGAAAACTTAGAACTGGTTACAAAAATGTCTTATGGTTA female
Read # Hit |Total head body male embryo head
khkkkkkkkkhkhhhhhhkkkhhhhhhhhhhhhhddr O o PSP G G (O (O PSP (B (PR (R (B (Y (PR (R (R (PR (R PSR (R (R (B (R (PSR (Y (R (O (O (R (PSP NI o)) I ) )Y N))))) e Ihkkkkkkkkkkkkkkkkkkkdhkhkhkkkkkkkkkk*x*x gjze/Mismatch Count Norm Total body
..................................................... AT CC T A C C A G C T Gl Gl C A . i i it e e e e e e ettt ettt e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenneeeaa 18 0 2 3034.00 06068 4730 280 151 866 41
................................................... Gl AT Cl T A C C A G TG G  C A .t v v v v v e et ettt et ettt ettt et ettt eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeieiieeeeeeaa 20 0 2 2140.50 4281 3654 377 44 202 4
.................................................... BN O O 1N O N € G 1 € 61 €1 ) 0 2 1911.00 3822 3161 393 174 83 11
..................................................... oot Yol ey NeT ol cle] cle] o < U OO : N 2 25.00 50 31 5 8 0 6
................................................... GTATCCTACCAGCTGCGCC .+« v v vttt ettt et et e et et et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 2001 2 20.50 41 34 7 0 0 0
.................................................. TG T AT CC T ACCAGC TG G A . & 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 e e e e e e e e e e e e e e s 20 2 15.00 30 25 2 3 0 0
.................................................... oo o 0-Yolo7-NeT ol elo] eTo] o - NP A S 2 14.50 29 14 12 3 0 0
................................................... GTATCCTACCAGCTGCGCC 1 v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e s sasa19 0 2 14.50 29 5 6 2 15 1
..................................................... N ol oiy N oT0)Ne] ol el et e ole] o R PP I - S 2 9.00 18 17 0 0 1 0
.................................................... TATCCTACCAGCTGCGCC 1 v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e s 0 2 7.00 14 4 2 2 4 2
................................................... eh N eleli - ole).Nel ok JeTeleTole] - NP R 2 5.00 10 9 0 0 1 0
Anti-sense strand reads
M045
V118 v117
ACCCATAAGGATGATAACCTTACATCAAAAGTAATAGGAGCACTCGTGATACATAGGATGGTCGACGCGGTTAATTTATAGGTTAAAAGGGTTATTCCTTTTTTTTCTATACAAAACACTCAATTTTCGTTGCATGAAATAATAAACTTACTTTTGAATCTTGACCAATGTTTTTACAGAATACCAAT female
Read # Hit |Total body |embryo male
hhkkkkkkkkkkhkhhhkhhhhhkkkhkdkkkrkrk O o PSP (o (G (R (o PSS (B (PR (R (R (O (PR (R (R PR (R S (R (R (B (R (PSR (Y (R (O (O (R (PSP NI . oMM ) Y)Y )DL khkkkkkkkkkkkkhkkhkkkkkkhkkkkkkkkkkxkx** gjze Mismatch Count Norm Total body
........................................................................................................................................................ TTTGAATCTTGACCAATGTTTTTAC. . e v ue.... 25 0 20 0.05 1 1 0 0
..................................................................................................................................................... ACTTTTGAATCTTGACCAATGTTTTT. .+ v vveeeee.. 26 O 20 0.05 1 1 0 0
....................................................................... TAAT T T AT AGG T T AR R RAGGG T TAT « & 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 e e e e e e e e e e e s e e i 2800 20 0.05 1 0 1 0
............................................................................................................................... CGTTGCATGAARATARATARR . « v e e e e e et e e et e et ettt e teeeieeieea. 19 0 20 0.05 1 0 0 1
............................................................................................................................................... AAACTTACTTTTGAATCTTGACCA . « o e e e e et e eeeeee.. 24 0 20 0.05 1 1 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|scf2 1100000004591:180422-|[dwi_ 22(ITGGGTATTCCTACTATTGGAATGT--AGTTTTCATTATCCTCGTGAGCACTATG T == =====———==——————————_____ AT-————mmmmmmm e CCTACCAGCTGCGCCAATTAAATATCCAATTTTCCCAATAAGGARAAAAAAAGATATGT T T TG TG mmm— ——— —m m m AGTTARAAGCAA === e e e e e e e e e GTACT----- 1 T ATTA-=————m—mm—mm e TTTGA-AT-===—=————mmm——m—m e — GAAAA--—————- CT=mmmmmm e TAGAACTGGTTACAAAAATGTCT--TATG--———————— GTTA

180609 -
ldrovir3|scaffold 175:1515-1651 + |
droMoj3|scaffold 6320:73419-73600

+
ldroGriz|scaffold 7624:3467-3561 + |
dpb5 Unknown group 344:10649-
10745 -

droPer2|scaffold 86:183589-183709

droAna3|scaffold 13010:88089-88227
_|_

droBipl|scf7180000394721:9482-9598

droKikl|sc£f7180000302586:164119-
164263 -

droFicl|scf7180000451752:37951~
38136 +

droElel|scf7180000489793:1547-1741 e GRTRANA A A AR TR T - - TALRY

B TACAAA AR TGN - - TATH- - - -—-—--- [ra|
e T -0

- el T — cHCcl

[

Al acTGGTTACAAAAATEN I — - ———————— - chliiG

- TGN TTIGE - B - TR CHc

ldroRhol|sc£7180000775877:357-542 |

droBiall|lscf7180000301710:17079-
17259 -

ldroTakl|sc£7180000415754:547-678 |

droEugl|lsc£7180000409852:7667-78414
_|_

dm3 chrUextra:22160695-
22160826 -

droSec2|[scaffold 597:3994-4094 +

Q] oo Wall nila Walle Ne! oo Wall nila e W, wi L ||
== = =

ldrovak3|chr2h:50490-50620 - I
ldroEre2|scaffold 547:47145-47271 +|
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004591:180422-180609
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_21.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000008628:417-434
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_22.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004591:180539-180556
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004591:180422-180609
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_22.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_175:1515-1651
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6320:73419-73600
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_7624:3467-3561
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_344:10649-10745
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_86:183589-183709
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13010:88089-88227
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394721:9482-9598
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302586:164119-164263
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000451752:37951-38136
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000489793:1547-1741
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000775877:357-542
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301710:17079-17259
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415754:547-678
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409852:7667-7844
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:22160695-22160826
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:23652278-23652345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_597:3994-4094
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=chr2h:50490-50620
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_547:47145-47271

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_55/scf2 _1100000004909:7946214-7946276 + | confident-exception | Testes-restricted | intergenic

Legend: mature star [ niz0d B iTgi 11511 mismatch i read

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
v11l7 M020 V119 v118
AAAAAACGAATGAAAAGTTCAGGTTTTTAAGAATTTTACATTATACCAGTTTTGAGCCTGTTTTGAATCGGTTTAAATTATATATGCAATCGGTTCTGAATTGGTTTCAAGCCGGTAACATTTAAACGTCGACGAATCGAAAGTTTCTATATTGTAATTAGAA female
Read # Hit Total male head head embryo body
khkkkkkkkhkhkhkhhhhkhkkhkhkhkhkhkhkhkhkhhhhhhkdkdx ((((_ ((((. (((((. ((((. (((((((((. .. (( _____ )) . .))))))))) . ) ) )) .))))) .)))) .)))) ........... khkkhkkhkhkkhkhkhkhkkhkhkkhkkhkkhkhkhkkhkkhkhkhkkhkhkkhkkhkkkk size Mismatch Count Norm Total body
.................................................. T T GAGC C T G T T T T G A A T CG G T T ot v i i e i e e e e e e e e e e et e e et e et e et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneennaaaaas 23 0 1 1030.001030 898 77 33 20 2
.................................................. I N € O O i Lt 1 L C 20N G 2 | 0 1 292.00 292 226 36 24 4 2
.................................................. ey Vel ol ok e i eV o] e L PRI~ 3~ S O 1 121.00 121 116 3 2 0 0
................................................... el NeTof ol et e o] e L PR~ 57 S 0 1 16.00 16 13 1 2 0 0
.................................................. T T T GAGCC TG T T T T GRAATC G e v e v et e et e e e e et e e et e e e 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 e e e e e e e e 20 0 1 10.00 10 9 1 0 0 0
................................................... T GAGC C TG T T T TG AR T CGG T e« v v v e e e e e e et e et e e e ae e e e aae e e aaeeeeeenseeeeeenseeeeeeneeeeeeneeeeeeneeeeeeneeneeaneeneaa 2l 0 1 6.00 6 6 0 0 0 0
.................................................. ey Yel ol ok e i e VN o] e o A~ SR | 1 5.00 5 4 0 1 0 0
.................................................... TGAGCC TG T T T T G R T GG T T e v e v v e e e e e e e ae e e e e ae e e e aae s e e aeeeaeeenseeeeeeseeeeeeneeeeeeeneeeeeeneeeeeeneeenenneeaaaa2l 0 1 4.00 4 4 0 0 0 0
.................................................. ey N ol ok e i e -V o] e L 2 S O 1 4.00 4 4 0 0 0 0
................................................... T GAGC C TG T T T TG R AT C GG e + v e v v e e et e e e ae et e e s ae e e e aae e e aseeaeeenseeeeeenseeeeeeneeeeeeneeeeeaneeeeeeneeeeeaneenaaa 20 0 1 4.00 4 4 0 0 0 0
................................................... e N eTof ok el s €N @] c s ° BN ¢ 1 2.00 2 2 0 0 0 0
................................................... e NeTof ok el ey VN o el i -\ D20 B | 1 1.00 1 1 0 0 0 0
.................................................. T T TGAGCC TG T T T T GA AT C GG T T . - « v o vttt ettt e e e e ee e e e ee e teesae e aeesaeeeeesneeeseesneeeseeeeeeeeeeeeeeeeeneenneeneeaaa25 2 1 1.00 1 1 0 0 0 0
.................................................... ey N e otk e did i )V o] e 11 22 O B O 1 1.00 1 1 0 0 0 0
................................................... e NeTof ok et ey VN o el - PR D0 | 1 1.00 1 1 0 0 0 0
.................................................... ey N e otk e dik i )V o] e s A BN O 1 1.00 1 1 0 0 0 0
.................................................. ey Ve ol ok e ik eV o1 o RO~ s R ¥ 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
M045
M020 V118
TTTTTTGCTTACTTTTCAAGTCCAAAAATTCTTAAAATGTAATATGGTCAAAACTCGGACAAAACTTAGCCAAATTTAATATATACGTTAGCCAAGACTTAACCAAAGTTCGGCCATTGTAAATTTGCAGCTGCTTAGCTTTCAAAGATATAACATTAATCTT female
Read # Hit Total body head embryo
hhkhkhkhkhkhkhkhhkhhkhkhhkdhkhhkhkhkhkkdhhkhkhkx COCC COCC OO0 OO e (... .. )NV DINN)IIININ)IIN)Y D)) e kkkkhkkhkhkkkkhkkhkkkkkkkkkkkkkkkkkk*kx**x gize Mismatch Count Norm Total

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

7946326 +

droWil2|scf2 1100000004909:7946164- |dwi 55| AAAAAACGAATGAAAAGTTCAGGTTTTTAAGAATTTTACATTATACCAGTTITTGAGCCTGTTTTGAATCGGTTTAAATTATATATGCAATCGGTTCTGAATTGGTTTCAAGCCGGTAACATTTAAACGTCGACGAATCGAAAGTTTCTATATTGTAATTAGAA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7946164-7946326
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7946164-7946326
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_55.html

ID: Coordinate: Confidence: Class: Genomic Locale:
. View on UCSC Genome Browser {Cornell Mirror}
dwi 186 |scf2 1100000004902:7275739-7275798 + | confident-exception || Canonical miRNA || intergenic
IR SRS Eigmis match in alignment] _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
M020 V118 V117 V119
AGGCATCAATTATATTAGAAAAATATTGAGAATGATGTGAAAACTACTTTTGATAAT TTTATGATATTGGATTATAT TTCGATGAATCCAGTAACATCAAATTATTAAAAGTGTTTTCATAACCGAAACAAATGCAAAATTTACTCATATATGCTAAAGT female
Read # Hit Total head|/ embryo male body |head
e e e ke ok ok ok e ek ke ok ok ok ke ke ke sk ok ok ok ke e sk sk sk ke e sk sk sk ke ((C(CCCCCCC- COOCCCCCCOCCCC COC- O C0C-2223)))))))))))2)))-)))))))))))))))))))))) ) *xkdkkdddkdkskakkdkdkkskkkkkkkkkkkkkkkkkkxk*k*** size Mismatch Count Norm Total body
.................................................. TG AT A A T T T T A T GA T AT T GG A T & v o i i e e e e e et et et et et e e e o e oo oo oo oeaeeseseseseseseeeeeeeeeeeaeaseeeseseseseseneneeeeneeaes 22 0 1 717.00 717 376 216 89 23 13
.................................................. TGATAAT TTTATGAT AT TGGAT . - ¢ o o ottt ittt ettt ittt e ettt ettt e e e ettt e e e et et ettt e e et e e 23 1 1 50.00 50 42 2 1 3 2
.................................................. TGAT AR T T T AT GAT AT TGGAT T « + v v v vttt a e e e e e e e e e e e e e e e e e et e et et eeeeeeea e eseeeeeaeaaaaaaaaaeeeeeeeeennnnnaaa23 0 1 26.00 26 10 12 0 2 2
.................................................. TGATAAT TTTATGAT AT TGGAT . . & o oottt ettt ittt ettt et ettt e e et e et te e e e e e et en e ieeeaenenenneae. 23 1 1 13.00 13 5 1 4 1 2
.................................................. TGAT AR T T T TAT GATAT TGGA . « v v v v v e e e e e e e e e e e e e e e e e e e e e e et e et e eeeeeee et eeeeeeeeneaaaaaaaaaeeeeeeeeinnnnnaaa 2l 0 1 13.00 13 0 7 3 3 0
.................................................. TGATAATT T AT GAT AT TGGAR . -« o o it ittt it ittt ettt ettt et e e e et e e e e e et e et et ettt et 22 1 1 9.00 9 9 0 0 0 0
.................................................. TGAT AR T T T AT GAT AT TGGA R . . o o ittt ettt ettt e et ettt e e e e e e et e e e e e et et e e e e e et 221 1 4.00 4 0 1 2 0 1
.................................................. TGATAAT TTTATGATATTGGATIIB . « -« ¢« ¢ ot ottt et ettt ettt et et e e e ettt et e et e e ettt e e e e ettt e et teiaaeneneeee. 24 2 1 4.00 4 3 1 0 0 0
.................................................. TGAT AR T T T TAT GATATTGG e « v v v v v e e e e e e et e e e e e e e e e e e e e e e e e e e et eeeeeeee e e tteeseeaaaaaaaaaeeeeeeeinnnnnnaa 20 0 1 1.00 1 0 1 0 0 0
.................................................. TGATAAT TTTATGATATTGGAT . « ¢ o ¢ ot ittt et ettt ettt e e et e et et e e e e e ettt e e et et ettt et ettt e e e 231 1 1.00 1 1 0 0 0 0
...................................................................................... TCCAGTAACAT CAAAT TAT T e« v v e v vttt e eeeeeeeeeeeeeeeeeeeeeeeennnnnaaaaanneeeaaaa 20 0 1 1.00 1 0 0 0 1 0
................................................... GAT A AT T T LA T GAT AT TGGAT & e v e e e e e e e e e ee e e e aee e e e e aee s e aeeeesnneeeeeeaeeeeeeneeeeeeeeeeeeneeeeeeneneeennanaaaa2l 0 1 1.00 1 0 0 0 1 0
................................................... GATAAT TT TATGATATTGGAT . - « o ottt et e et e et et et e e e e et et e e e e e e e e e e e e e e et et e e ettt e e e e i e e 22 1 1 1.00 1 0 0 0 1 0
Anti-sense strand reads
v118
TCCGTAGTTAATATAATCTTTTTATAACTCTTACTACACTTTTGATGAAAACTATTAAAATACTATAACCTAATATAAAGCTACTTAGGTCATTGTAGTTTAATAATTTTCACAAAAGTATTGGCTTTGTTTACGTTTTAAATGAGTATATACGATTTCA
Read # Hit |Total embryo

ok ok ko ok sk ke ko sk sk ke ko k sk ok ke ks sk ke ke sk sk kR (CCCCOCCC OO e e (00.22233)3)3333))))3)-)))-)))))))))))))))))))))) ) *¥xrkkkkdkkdkkkkkkkkkkkkkkkkxkkk*xxx*** size Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droWilZ2|scf2 1100000004902:7275689-
7275848 +

dwi 186 || AGGCATCAATTATATTAGAAAAATATTGAGAATGATGTGAAAACTACTTTIGATAATTTTATGATATTGGATTATATTTCGATGAATCCAGTAACATCAAATTATTAAAAGTGTTTTCATAACCGAAACAAATGCAAAATTTACTCATATATGCTAAAGT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:7275689-7275848
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:7275689-7275848
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_186.html

ID: Coordinate:

dwi_3742|/scf2 1100000004954:3924356-3924415 - | confident-exception | 3p_tailed_mirtron || intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature - mismatch in alignmen _

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
dwi_3742_annot [-8.1]
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK22950-in]; CDS [Dwil\GK22950-cds]; CDS [Dwil\GK22950-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
V118 V119 M020 V117
GTCTAGCCGTTGTAGCTTACGTAGTATATTACCTCATCCAAGTTGTCAAGGTAAGCCAGTTAAATTTTTGTTTAAATTTTTGTGAACAAAAATCTGAAACTCGTTTTAAGCGTCCCATAATTGCTTGCTCGGATGGACCCTTTAAGCAATATTTGATTCG female
Read # Hit |Total embryo head head body male
khkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhkkhkhkhdk (((. ... ((((((((((( ........ )))))))))))))) ....... khkkkhkkkhkkkkkkkkkkkhkkhkhkhkhkhkhkhkhkhkkhkhkhkkhkkkkkkhkkkkhkkkkkkkkkkkkhkkktk gjze Mismatch Count/Norm Total bOdy
.................................................. GTAAGCCAGT TARAT TTTTGTT « « « t e e e e et e e et e e e et et e e e e e e e et e et e et e e e e et ettt et ettt e ettt et e eieeneneene 220 1 420.00 420 319 91 2 8 0
.................................................. GTAAGCCAGTTARATTTTTGT « ¢+« e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eeeeeaeeaeeneenaenaenaenaenaennennenaennanaa2l 0 1 115.00115 65 43 1 6 0
.................................................. GTAAGCCAGTTARATTTTTG ¢ & ¢ v e e e e e e et e e et e e e e et et e e e e e et e et e e e e e et e ettt et ettt ettt et eaeneineneneeae 20 0 1 6.00 6 0 4 0 2 0
.................................................. GTAAGCCAGT TARAT T T T TG T . - ¢ - o ettt ettt et et et et e e e e et e e ee e ee e eeeaeeae e eaeeaeaeenaenaenaenaenaennenae 23 1 1 5.00 5 5 0 0 0 0
....................................................................................................................... ATTGCTTGCTCGGATGGACCC .« v e v v e veeeenaen.a. 21 0 1 4.00 4 0 0 3 1 0
...................................................................................................................... AATTGCTTGCTCGGATGGACC . v v v v veeneennenaen. 21 0 1 4.00 4 0 0 4 0 0
....................................................................................................................... ATTGCTTGCTCGGATGGACC . « o v e veeeeevnennens.. 20 0 1 3.00 3 0 0 3 0 0
...................................................................................................................... AATTGCTTGCTCGGATGGACCC . « v v v e eeeenenaenen 22 0 1 2.00 2 0 0 2 0 0
.................................................. GTAAGCCAGTTARATTTTT « « « e v e e ee e ue e e e e e e e m e e e e e e e e e e e e e e e e e e e e eee e eaeeeenaenaenaenaenaenaenaenaennenaa 19 0 1 2.00 2 1 1 0 0 0
.............................................................................................................. CGTCCCATAATTGCTTGCTC e o v v v e e e eeeneencnenacaenaeae 20 0 1 2.00 2 2 0 0 0 0
.................... GTAGTATATTACCTCATCCAAGTTGTCAR . & ¢« e e e e e e e e ee e e e e e e e e e e e e e e e e e e e e e e e e e e e e ee e eaeeneeneeneeneeaaeneeneeneenaenaenaenaennenaenaaa29 0 1 1.00 1 0 0 0 1 0
...................................................................................................................... AATTGCTTGCTCGGATGGACCCT « v v vveeeeeeennen. 23 0 1 1.00 1 0 0 1 0 0
........................................................................................................................ TTGCTTGCTCGGATGGAC . « v v v v e veeveennennen. 18 0 1 1.00 1 0 0 1 0 0
............................................................................................................... GTCCCATAATTGCTTGCTCGGATG . ¢ v v v o v e e eeeeeeennennaen. 24 0 1 1.00 1 0 0 0 0 1
........................... ATTACCTCATCCAAGTTGTCAAG . « « ¢ e e v e e e e et et e e e e et e et e e e et et e e et e e et e e e e et e e a e e e e e e et e e e e teeneeeaeneaaenenaeaeneaneaenaeaa23 0 1 1.00 1 0 0 0 0 1
................................................................................. GTGAACAAAAATCTGAAACTCG « « « e v e e ee e e e e e e ee e e eee e eaenaenaenaenaennennenaeea22 0 1 1.00 1 0 0 0 1 0
.................................................. GTAAGCCAGT TARAT TTTTGE . « « « v e e e et et e e et et e e et e e e e et e e e e e e e e e et e e et te ettt et i ee et eeen e 2l 1 1 1.00 1 0 1 0 0 0
............................................................................................................... GTCCCATAATTGCTTGCTCGGA . « v e v e e e eeeeneenacnncnnens 22 0 1 1.00 1 0 0 1 0 0
.................................................................................................................... ATAATTGCTTGCTCGGATGGACCC . v v v v e eeeeennen... 24 0 1 1.00 1 0 0 1 0 0
..................................................................................................................... TAATTGCTTGCTCGGATGGACCCT . ¢ o v veeveennennen. 24 0 1 1.00 1 0 0 1 0 0
.................................................. GTAAGCCAGT TAAATTTTTGTTT . « ¢ & e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eaeeaeeaeeneenaenaenaenaenaenaenaenaenaanaa23 0 1 1.00 1 0 1 0 0 0
.............................................................................................................. CGTCCCATAATTGCTTGCTCGGA . « v v e e e eeeeeeaeneeaenenae 23 0 1 1.00 1 0 0 0 0 1
......................................................................................................................... TGCTTGCTCGGATGGACC . ¢ v v e v v veeveennenn.. 18 0 1 1.00 1 0 0 1 0 0
......................................................................................................................... TGCTTGCTCGGATGGACCC . ¢ vt e v v eeeenenaenan 19 0 1 1.00 1 0 0 1 0 0
..................................................................................................................... TAATTGCTTGCTCGGATGGACCC . « e e v veeeeennennens 23 0 1 1.00 1 0 0 0 0 1
........................................................................................................................ TTGCTTGCTCGGATGGACCC . v v v e v e eeeeenennen. 20 0 1 1.00 1 0 0 0 0 1
...................................................................................... CAAAAATCTGAAACTCGTTTTAARG . « « e e et eeeeeaeeae e enecnaenaenaennenaennennenae 24 0 1 1.00 1 0 0 1 0 0
............................. TACCTCATCCAAGTTGTCARGEE . « - « -« v et ettt ettt 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 et e et e e e e e e e e ettt ettt ettt ettt e 232 1 1.00 1 0 0 1 0 0
Anti-sense strand reads
M045
V117 V118
CAGATCGGCAACATCGAATGCATCATATAATGGAGTAGGTTCAACAGTTCCATTCGGTCAATTTAAAAACAAATTTAAAAACACTTGTTTTTAGACTTTGAGCARAATTCGCAGGGTATTAACGAACGAGCCTACCTGGGAAATTCGTTATARACTAAGC female
Read # Hit Total male embryo body
kkkhkkhkhkhhhhkhhhkhkhhhkhhhhhhhhkhhhkhkhhhkkhhkhkhhkhhhhhhhhkkhhkhrkhhn COCe e o o (OO ennn. IININININ))) e Khkhkhkkkkkkhkhkkhkhkhkkkkhkhkkkhkkkkkkkkkkkkkkkkkk*k*k*k*k***** size Mismatch Count Norm Total body
.................................................................................................... AGCAAAATTCGCAGGGTATTA . . vttt eeeeeeeeeeeeeeeeeneenaenaenae. 20 0 1 1.00 1 1 0
............................................................................................................................. ACGAGCCTACCTGGGAAATT. .. vovuen.en.. 20 O 1 1.00 1 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
droWil2|lscf2 1100000004954:3924306- [dwi 3742||GTCTAGCCGTTGTAGCTTACGTAGTATATTACCTCATCCAAGTTGTCAAGGTAAGCCAGTT-——-- AAATTTTTGTTTAAATTTTTGTGAACAA-—=—AA——————————————ATCTGAAAC-—-—-—-—-—-—————————————— - ICETTTTAAGCGTCCCATAATTGCTTGCTCGGATGGACCCTTTAAGCAATATTTGATTCG
3924465 -
droVir3|lscaffold 10324:984286-984456(dvi 848 |[cerEccciIriMiTiccErAlcTEAErAfTACCTCATHCAGTECT/EAAGCT/EACIcmEe Skl —Rmes T e T T/Xe T A AR ASTAAlTTTGGT TTGGT b eI STNG T T T ThiAGCGlgcclea A Tlec clTcclgciicaTeclccleT TaAGcAATA T TGA TR
droMoj3|lscaffold 6496:3434765- GearaccEc TG cErafic T TATTACCTCATHC AGG TG TlEA A GET{EACHIEAINT- - - [N XTI X T T/ XeleTeln 1o AGCTTAGTCALNUITGTCTTTCAS/CGTAAACTAACGAAGTTTCGTAACACARAIICINGEA SIS CINICINTNele Cile T clé cleNiele c[ole il CINNEIAGIINC CiNgNEC A 2|
3434948 -
droGri2|lscaffold 15245:9077128- cecrgcccRrTireccraficTHGTETATTACCTCATHC ARG TG TRA AGE T A Gl e - —— — CCAC]EIACGIFNATCIRICGTIT AD  CTGCCGTTCTAACTATAT
9077287 -
EE [3:9738987-9739138 + | |cBcrBeccRrrrficc@raficractgrarracctRarccaeTEeTcarcETEACHm— == - - --cealicTcclicATcliaccEcEccTeicTaAT- ----dceeTe TN TN~ GecRccleaTaaTccTTeTcc ARG clETTRAAGCARTATTGATTCG |
|droPer2|scaffold 4:5059505-5059656 + |cEcTEcccRrridriiccraficTacTdraTTaccTATCCABGTEGTCAAGETEACH . — — — — - cealicTcclichTciiaccECEeCTGCTAAT - ----[Eccere MINA T TiNeAcecccEaTanTEccTTalTCcccABcGEccErTEaaGcATARBT TGATTCG |
droAna3|lscaffold 13266:6745804- calicldec TiiGleiclee C I NTRI N CivACITA T/l NN G el Gl YNl eliGINE T G - - [icEacaciccacallifdccliciiccililiicEcEciiTclicTaaccaaca GEcaacagcTac TAAAA AAACTAANIA CINSIE A JelCINi TN Clele cie Thleleler\Clele c[sfe chlilciNAn FIAGI¥AC ci¥eNicde
6745983 -
droBipl|lscf7180000396423:292852— € callGlelea ThiGE Glelel CiNSeliGElEN TN Chd Tl GIUNIT G el clelNeEVNelel G /NeiT G - - [iaBacTciTGeaalle cciicilc cililfiiGEcEceTGlicTaAGCAGCT ASlchiaaTi T AR VT TiNeA G colgccleaTiiaTlccrcliTcocaldcclgcclT T e AlgTAllgTcAT/EC G
293022 -
droKikl|sc£7180000302476:2385994- EcajicEerajiciEicds ciiNrieilcleilciFN T T ol A INIINC i N NNeleli GiNEA G TlEliaaaGGeGilGecaliNecaficEccGciiGECEce TGl cTAATGCCTT A NITGCGTTET mcer TiNeA GecidccEaTiaTcc TToliTcocaldecgcclir TraccagTaT/dTcAT/dC G
2386167 -
droFicl|lsc£7180000453851:1257129~ En allcle cAfGENGE ci Tielicleil T i VNSIehi A I NI c hliNeliVNel el c/Ne TG - - [iaBAacGcclicceaififecaliciicalliicGEcEceeeTGTAATCGCTA -ITG---TTG YN\ i GeciccEaTiia TG cBTGeTeocAdGalgcclgr Tlr AllcAlgTaT/dT A T/EC G
1257294 -
droElel|lsc£7180000491201:841964- EcalicidscleliceilclEe cifrielicleil CiFNv /el A IV /i N VNeleli c/Ne TG - - liaBaGGccliccealifiiacaliciiccliccGEileccEclicTaaTcacca ADNITGETCTTG ReL¥Ar TiXeA Geci\ccEa T TG CBTGliTcocaTGGgcclgrTTAAGCAGTAT/TGAT/ECG
842134 +
droRhol|lscf7180000773652:118569- crilcldecleiceice ciir/ehiclciFNEINIehiA NN e el YN ehiciNE TG - - [iaBaTGacilccealliddcaliciiTclicccEiléceTalicTaaTCACCA aABNiTGEGcTTG INAT TENeA G coilcclia T TG cTTeliTcoGAldGGlgcclgTTTAAGCAlgT AR TGATEC G
118739 +
droBial|scf7180000301506:1713211- EcaliciescclicEilcEle cirleliceilCiFNTvNeIeliA NI/ R VNeleli /e TG T/EliaRA T TCiNGcaalliiacalicicaliccGEGEceTGlicTaaTCGACA ASNITGETTTTC YN\ TN GGl ccEaTanTldccETcliTcocalgecgcclEr TraccAgTAT/dTGAT/ECG
1713383 -
|droTak1|sc£7180000413421:2142-2313 +| [EcalicldscElicics cia el i NN eI el YN NelehicINE TG - - [iafcTTccaeeacifiacaliciicalicccEcEceTelicTaaTCGCTA) aciliTGEcccTG TN T TiXeA cecllcclEaTaaTlEcclTcliTcecaEcdgccler TeaalcAldTaTfrcaTEce |
droEugl|lscf7180000409183:670297— Ecallclelen eliGleiiGlele chvrlelyNeli T il F:Nelehi A PNl /el cehXekNNel el N TG - - fiaBaTGccl¥NicaillecaliciicalicccacEceTalicTaaTCcATCA TGEGCTTA VAT TN G colccleaTiiaTlccTTelTcocAldccacclgTTEAAGCAATATTHAT TCG
670467 +
|dm3 llchr2R:5021226-5021396 + | | rEcchcTEeTEccEracet@et@rarraccriaTccaBeTEeTcAAcETEA M- NI TOA ST T Gl 1A e r(HeC T C eI E ART FN XN [e Xelele CENITIACCGTC INT T cecllccleaTaaTccrcliTcocalcdEgcclerTeaaccAlgTAT@TCATECG |
ldrosim2|l2r:5830836-5831006 + | [(EcalicEscEicicEs ik e RN NSk TSl e el N chiclNE T ¢ - -[iaRacacciiccealfifec aAliciicalicccllildceTelicTaaTcacce cEACTECCGTC IV TiNer cecllccleaTaaTccETcliTcocalcdEgcclerTEaaccAlgTATETCATECG |
larosec2llscafrold 1:2660516-2660686 +|| e B cerBerEce i NelehicleliCiv:NuYNelohy TINNIOING e GEINOINeleliGINe TG - - iARIa cACCIGCGAINNEC AINCIACAA CGEIlECGTGLICTAATCACCG chilcTileccaTe N\ ri¥eacecldccEaTaaTiccllrclircecalcddccErldnacealdraTircaTlice |
ldarovak3|2L:17682855-17683025 + I B2 e e e e T e el T R ele i G SN i GLNE TG — —JARACACCIAGCGAECARCACGICCGEIECGTGACTAATCACCC cENITGEGCTTT N\rriXeacecllccBarantldecrclirceearcclgccgrrTaacealgraTlgrcatidcs |
droEre2|lscaffold 4929:17628371- ecalicldecleiicleicee ciiNlehic i CiyN b NIl T -G el Gl ¥NeleliciNE TG - - iaBacacciiccealifiiacajiciicclicccEidéceTclicTaaTCcAaCCC cENitcEccTTC INT iV GeoiicclaTaaTldccrcliTcocAldcGlgccleTTErAGcAlgTATTGA T CG

17628541 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004954:3924306-3924465
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004954:3924306-3924465
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_3742.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_10324:984286-984456
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_848.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:3434765-3434948
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:9077128-9077287
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9738987-9739138
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:5059505-5059656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:6745804-6745983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396423:292852-293022
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:2385994-2386167
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1257129-1257294
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:841964-842134
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000773652:118569-118739
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1713211-1713383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413421:2142-2313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:670297-670467
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5021226-5021396
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:5830836-5831006
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2660516-2660686
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17682855-17683025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17628371-17628541
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Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dwil\GK17265-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
V117 v118 Vv119 M020
GACTTTGACGCTAGGCATTTTATTGATTCTATTATATTTTATATGCTGAGTGGAGATCAGGTAAAAGTAGGAGCGCTATAAATCGAAATTTTCCTGCTTTTACTTGTTCCTTTCTCAGCGTATAAGAAAAACGAGATCAACCAATTCATATTTTAGGTAAGAGCT female
Read |# Hit Total male embryo body head head
R R e R s s e L N N N N T N N N N INIIINIIIIIIIID) D)) ) o)D) ))))))))))) .. ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x* 5ijze Mismatch Count Norm Total body
.................................................. TGGAGAT CAGG T AR A AG T AGG A . v v e e et e e e e et e e et e e et e e et et te s et et et ettt ettt s s e sttt e et eteiieneea. 22 0 1 413.00413 305 69 34 4 1
.................................................. TGGAGA T CAGG T AR ARG TAGG « « + t v e e e e e e e e e ae e e e e e e e s aeseeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeaeeeeeeseeeesannneaaa 2 0 1 142.00142 100 6 33 3 0
.................................................. GG AGA T CAGG T AR A A G T A G G A A . & it it it e et et et e ettt e o e e s o et et eeeeeeeeeeeeaeeseseseseseseeeeseseeeneeeenensasesenesees 23 1 1 41.00 41 32 4 5 0 0
.................................................. T GG A GA T CAG G T A A A A G T A G e 4 v e e e e e e e e e et o e e e e e o e oaoeeeaeeeeeaseeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeseeeeeeeeeeeeeeeaeaaaaas 20 0 1 19.00 19 16 0 3 0 0
.................................................. TGGAGA T CAGG T AR ARG TAGGAG e & v v v et et e e e e e et e e e e et ee e e et te e tee e tee e tee ettt teeeteeeeeeeeeeeeeeeeeeneeeneenena 23 0 1 17.00 17 14 3 0 0 0
.................................................. TGGAGAT CAGG T AR ARG T AGG AR . &+ v it it e e e e e e e e et e e e e eae e e aesee e seeseeseeaeeeeeeseeeeeeeeeeeeeaeeeeeeeeeeeeaeeneaaaa 23 1 1 12.00 12 11 0 0 1 0
.................................................. TGGAGA T CAGG T AR ARG TAGG A A . . o i ittt ettt et ot e et ee e tee e tee e te e tee e tee e eeeeeeeeeeeeeeeeeeeeeeeneeeneeeeeeeneeneeeneenaaaa 24 2 1 7.00 7 6 0 1 0 0
.................................................. TGGAGATCAGG T AR A AG T AGGAG . .« ¢ vttt ettt e et ee e e aeeoaeeeneeeneeeoeeeaeeenaeeeneeeoneeeoeeeaeeeneeoneeeneenneeneeenaeenana24 1 1 3.00 3 2 1 0 0 0
................................................... GGAGAT CAGG T AR AAGTAGGA .« « & e v v e e e e e e e e ee e e e e ae e aae e eaeeaeeeaeeeaeeeeeeaeeeaeeenaeeeeeeaeeeaeeeaeeeneeaneeaanenaeeaaaa2l 0 1 2.00 2 1 0 1 0 0
.................................................. TGGAGAT CAGG T AR ARG TAGG AL . & v v v it ettt ettt et e et e et e e ettt ettt e sttt et ettt et et ettt e et e e et e et ie e 23 1 1 2.00 2 1 0 0 0 1
.................................................. TGGAGATCAGG T A A A A G T AG G A R . . . .ttt it ittt ettt e et te e tteeteeeeeeeoeeeeeeeneeeneeeeeeeeeeoeeeneeeneeeeeeneeeneeenennnaa24 2 1 2.00 2 1 0 1 0 0
.................................................. TGGAGATCAGG T A AR A G TAGH . « & o e v e e e e et ae e aaeeneeeaneeeneeeneeeneeeoeeeaeeeaeeeneeonseeoeeeaeeeneeoneeeneennesneeannenaaaa2l 1 1 1.00 1 1 0 0 0 0
.................................................. TGGAGA T CAGG T AR ARG TAGGAGC « « v v v e e vt e e et et e et ee et ee e et te e tee e tee e teeeeeeeneeeeeeeeeeaeeeneeeeeeeeeeeeeeneneneenaaa 24 0 1 1.00 1 1 0 0 0 0
................................................... GGAGAT CAGG T AR ARG TAGG AR . & ot ittt ettt ettt et te et ee et e ettt ae e tee e tee et tee e teeeteeeeeeeeeeeaeeeeeieeeeneneneenaa 23 2 1 1.00 1 0 0 1 0 0
.................................................. TGGAGATCAGG T AR RAGTAGG . « « v v v et e e e e ae et ee e e e e ae e aaeeeaeeenseeaeeeaeeeneeeneeeeeeaeeeaeeenesoneeeneeaneeneeeneeenaaa22 1 1 1.00 1 1 0 0 0 0
.................................................. TGGAGATCAGGTARRAGT A . o e e et e e e e e e e e e e e e ae e e e e ae e e ae e ae e ae et eeeaeeaeeeaeeeaeeeeeeaeeeaeeeaeeeaeeaeeeneeenaeeaaa 19 0 1 1.00 1 1 0 0 0 0
.................................................. TGGAGATCAGG T AR R AGTAGGAGC G B . « « v v vttt e et ee e et te e tte e teeeeeeseeeneeeneeeeneeeeeeeeeeneeeneeeneeeeeeneeenennnennaaa 27 1 1 1.00 1 0 0 1 0 0
.................................................. i eTe) N eT: N 07X el e V-0V e 111V - P~ X O N | 1 1.00 1 1 0 0 0 0
.................................................. T GGAGA T CAGG T AR R A G T AGG G . &« v o v et e e et et e et et et et e o e oo o e o e oo aeaseseseseseseseeeeeeeeeeeaeeeeeeseseseseseseeeeeeeeeaeaeas 22 1 1 1.00 1 1 0 0 0 0
................................................... GOAGA T CAGG T AR ARG TAG . + v v v et et ettt e e e e e e et ae e tee e tee e te e teeeeeeeeeeeeeeeneeeeeeeeeeeeeeeeeeneeeeeeeneeneneneeeaaa 19 0 1 1.00 1 1 0 0 0 0
.................................................. TGGAGA T CAGG T AR ARG TR . &« ¢ o vt e et et e e e et e e e e e et ee ettt e ee et e et ee e tee et tee et e tee et eaeetaeeeneenanenaeeaa 20 2 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
v118 V119 v117
CTGAAACTGCGATCCGTAAAATAACTAAGATAATATAAAATATACGACTCACCTCTAGTCCATTTTCATCCTCGCGATATTTAGCTTTAAAAGGACGAAAATGAACAAGGAAAGAGTCGCATATTCTTTTTGCTCTAGTTGGTTAAGTATAAAATCCATTCTCGA
Read # Hit |Total embryo head male
khkkkkkkhkhkhkhkhkhkhkkhkhkhkhhhkhkhkhkhkhkhkhhhhkhkkk (((((((((((((( (( (( (((((((((((((((( .............. )))))))))))))))) )))) .. ) ) ) ) ) ) ) ) ) ) ) ) )) L. kkkkkkkkkkhkkhkhkhkhkhkkkkkkhkhkhkhkkkkkkkkhkk* g]jze Mismatch Count Norm Total bOdY
......................................................................................... AAAGGACGAA R ATGAACAAGG A . + v e ettt e et te e te e ettt st et eaeetaeinaetanennaaa 22 0 1 1.00 1 1 0 0
................................................................................................................................... CETCTAGTTGGTTAAGTA . « v v v v veeeenn.. 18 2 12 0.08 1 0 1 0

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species |[Coordinate ID Alignment

droWil2|scf2 1100000004511:3391645-

3391809 -

dwi_ 132

GACTTTGACGCTAGGCATTTTATTGATTCTATTATATTTTATATGCTGAGTGGAGATCAGGTAAAAGTAGGAGCGCTATAAATCGAAATTTTCCTGCTTTTACTTGTTCCTTTCTCAGCGTATAAGAAAAACGAGATCAACCAATTCATATTTTAGGTAAGAGCT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:3391645-3391809
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:3391645-3391809
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_132.html

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}
dwi 147 |scf2 1100000004511:3392101-3392166 - |confident-exception || Testes-restricted |antisense to intron
Legend: mature star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Flybase annnotation
Antisense to intron [Dwil\GK17265-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
M045
V117 v118
AAACTTAGTGATCGTCGCAGGATCATAAAAATCATATCTTATATGCAGAGTAGAGATCAAGTGAGCTTAGGAGCGTTATAAATCGAAATTTTCCTGCTTTCACTTGGTCTTATCCCGGCGTATAAAAAACAAATCAAATCATTTTATTTGTTTATTAAATAGACAG female
Read # Hit |Total male body
khkkkkkkkkhkhkhkkkhkhkhkhkhkhkkkhkhkhkhkhkkkhkhkhkhkkkdk .(((((((( ..... (((((((((((((_'((((((_((( ________ ))).)))))).'))))))))))))) ______ )))))))) _____ khkkkkkkhkkkkkhkkhkkhkkhkkhkkhkkhkkkkhkkhkkkkkkx sizelMismatch(knnﬁ:Norm TotaJ.body
.................................................. TAGAGAT CAAGT GAGC T TAGGA . & e e e ettt e e e et e e e e e e e e e e et e e ettt ee e ettt e e ettt ettt ettt e et et et eeesaneea 22 0 1 183.00183 115 27 31
.................................................. T AGAGA T CAAG T GAG C T T AG G . 4 v i i e e e et e e et et e e et e e et e a e ea e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeneeneannaaaaa 21 0 1 136.00 136 106 20 9
.................................................. TAGAGATCAAGTGAGC T TAGG A . . o ottt ittt ettt et et ettt ettt ettt e e et e ettt ettt et e e e e et .23 1 1 38.00 38 320 2
.................................................. TAGAGATCAAGTGAGC T TAG e « « v v e e e e e e et e e e e e e e e e ae e e e e e e e e e e e nnnneeeeeeeeeeeeeeeeeeeeeenaaeeeeeaeeeeeeeeeeeeeennnnaaa 20 0 1 34.00 34 32 2 0
.................................................. TAGAGATCAAGTGAGC T TAGG AR . « o ittt ittt ettt et e e e e e et ettt ettt ettt e e et ettt sttt e e ettt 23 1 1 27.00 27 21 2 4
.................................................. TAGAGATCAAGTGAGC T TAGGAG « « v v v v e e v e e e e e e aeeeaaa e e e e e eeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeneeeeeeeeeeeeeeeeennnnanaaaaa23 0 1 23.00 23 16 2 5
.................................................. TAGAGAT CAAG T GAGC T TAGG . & o vt ettt et e ettt e ettt e e e ettt e e ettt e e ettt e e ettt e e ettt e et e e e e e e e e 221 1 17.00 17 17 0 0
.................................................. TAGAGAT CAAGTGAGC T TAGG T . . . o & ittt ettt et ettt ee e te e et eee e e eeee e eeeeeseeeeeeeeeaeeeeeaaeeeeeaaeeeeeaaaeeenaaa 24 3 1 10.00 10 10 0 0
.................................................. T AGAGAT CARG T GAGC T TA e+ v v e e e e e e e e e e e e e e e e e ee e et ee e ettt ee e et teee e ttee e ettt e tteeeseteaaeeeanaaaesnaaneennaaaa 19 0 1 9.00 9 1 0 0
.................................................. TAGAGATCAAGTGAGC T TAGG A . . . . . o ittt ettt ettt e ettt ettt et et e e e e e e ettt et e et e e eeeeeeennnnnna. 24 2 1 9.00 9 6 2 0
................................................... AGAGAT CAAGTGAGC T TAGGAG . « e e e e e e e e e e e e e ettt e et e e e e e e e e e e ettt ettt e ettt ettt 22 0 1 8.00 8 5 1 2
.................................................. TAGAGATCAAGTGAGC T TAGG A . . . . . ittt ittt ettt ettt ettt eeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeennnnnnnas 24 2 1 5.00 5 2 0 0
.................................................... GAGAT CAAGT GAGC T TAGGAG . & e v v v v et e e e et e e e e e e e e e et te e ettt ee ettt e ettt ettt ettt et it e i e et e e 20 1 3.00 3 2 1 0
................................................... AGAGAT CAAG T GAGC T TAGGA s + v v e e e e e et e e e e e e e ee e e e ae e e e taae e e teee s eeeeeeeeeeeeseeeeeeeaaeeeseaeeeeeneeeeeenaneenna 21 0 1 3.00 3 2 1 0
.................................................... GAGATCAAGTGAGC T TAGGAGC « + v v v e e e ettt e et e e e e e e e e e e e e ettt ettt ettt e e e ettt ettt ettt e e e et e 22 0 1 3.00 3 1 0 1
.................................................. T AGAGAT CA R G T GAGC T T v v v v e e e e e e e e e e e e ee e e e e aae e e aae s e aaeeeeseeeeeeeeaeeeeeeeeeeeeaeeeeeeaeeeeeaaeeeeaaaanneaaaaaa 18 0 2 3.00 6 0 0 0
.................................................. TAGAGATCAAGTGAGC T TAGG A . . . . . ..ttt ittt ettt ettt et e ee e eeee e e eeeeeeeaaaeeeaaaeaeeeeeeeeeeeannnaaaa 25 3 1 2.00 2 2 0 0
.................................................. TAGAGATCAAGTGAGC T TG . « « v v vt et ettt ettt e e e e e e e e ettt ettt et e et e ettt ettt e 21 1 1 2.00 2 2 0 0
.................................................. TAGAGATCAAGTGAGC T TG . « o vt ittt ittt e ettt e e e e e ettt eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeennnnannnaaa2l 1 1 2.00 2 2 0 0
.................................................. T AGAGAT CAAG T GAGC T Tl .+« v ittt ettt e e ettt e e e et e e e ettt e e e ettt e e ettt e ettt e e ettt et e e e 19T 2 1.50 3 0 0 0
.................................................. TAGAGAT CAAGTGAGC T TAGG AT . . o ot ittt ettt et e ettt et e e et e e e e et ee e e sttt e e ettt ettt e et e et ettt et e e 24 2 1 1.00 1 0 0 0
................................................... AGAGATCAAGTGAGC T TAGGAGH . « « o o vttt ettt ettt et e e e e e e e e e e ettt et e ee e e e e e ettt ettt eaaaaaaaananaa 24 2 1 1.00 1 1 0 0
.................................................. TAGAGATCAAGTGAGC T TAGG L . « « + v vt ettt ettt et e e e e e e e e e ettt ettt ettt e e e ettt ettt ettt e e e e e e e 23 2 1 1.00 1 1 0 0
.................................................... GAGATCAAGTGAGC T TAGGA s « v v e e e e e e e e e e e e aaeeeeae e e e e e e e e aaeneneeeeeeeeeeeeeeeeeeeeeeaaeeeeeeeeeeeeeeeeeeeennnnaaa 20 0 1 1.00 1 0 1 0
.................................................. TAGAGATCAAGTGAGC T GG . « « v v vttt ettt ettt e e e e et et eeeeeeeeeeeeeeeeeeeeeeeeeeaaeeeeeeeeeeeeeeeeennnnnnnnnaa22 1 1 1.00 1 1 0 0
................................................... AGAGAT CAAGTGAGC T TAGG A . .« .\ ittt ittt ettt et e ettt e ettt et e ettt e ettt e et e e e e e e e e e 221 1 1.00 1 0 1 0
.................................................. T AGAGAT CAAGTGAGC T TAGG . -« o v v v ot e e ettt e et e e e e e e te e e aee e e teee e e eeeee e eeaeeeeeeeeeeeeeeeeeeaeeeeeaeeeennnea22 1 1 1.00 1 0 0 0
.................................................. TAGAGATCAAGTGAGC T TAGG A R A . . . o o ittt et e ettt et e e et ettt ettt et e e e e e ettt ettt ittt e e e e e e 25 03 1 1.00 1 1 0 0
.................................................. TAGAGATCAAGTGAGC T T AGG I . « « + v v vttt ettt ettt et e e e e e e e e ettt ettt ettt e e ettt ettt et e e et e 232 1 1.00 1 1 0 0
.................................................. TAGAGATCAAGTGAGC T TG . « « « v vttt ettt ettt et e e e et e e ettt ettt et e e e e e e e ettt ettt eeeeeieeennnnaaa 21 1 1 1.00 1 1 0 0
.................................................. TAGAGATCAAGTGAGC T LA . . o ottt ettt ettt ettt e e e ettt ettt et ettt e e et ettt ettt e et 20 1 2 0.50 1 1 0 0

Anti-sense strand reads

TTTGAATCACTAGCAGCGTCCTAGTATTTTTAGTATAGAATATACGTCTCATCTCTAGTTCACTCGAATCCTCGCAATATTTAGCTTTAAAAGGACGAAAGTGAACCAGAATAGGGCCGCATATTTTTTGTTTAGTTTAGTAAAATAAACAAATAATTTATCTGTC

khkkkkkkhkhhhhkhkhkhkhkhkhhhhhhkhkhkhkhkhhhhhhhkk

e

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species |[Coordinate

ID Alignment

Read #
khkkkkhkhkhkhkkhkkkkhkhkhkhkkkkkkkkhkkhkkkkk*x*x gjze Mismatch Count Norm Total

Hit

Total

V118

embryo male head head

body

No

conservation
details.

M020 V119

embryo head head

O O O O O O O O O FHF W o o o oO FHBH O o WwokFr o o o o o o »x o =

V117 v119 M020

o

drowil?2

scf2 1100000004511:3392051-

dwi 147

3392216 -

AAACTTAGTGATCGTCGCAGGATCATAAAAATCATATCTTATATGCAGAGTAGAGATCAAGTGAGCTTAGGAGCGTTATAAATCGAAATTTTCCTGCTTTCACTTGGTCTTATCCCGGCGTATAAAAAACAAATCAAATCATTTTATTTGTTTATTAAATAGACAG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:3392051-3392216
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:3392051-3392216
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_147.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_ 136 (scf2 1100000004513:3452852-3452959 + || confident-exception | Testes-restricted | 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 H
M045
V117 v1i18 V119
AGAAAAAACGAGCAACTCGCATCTTGCATATAGTCATCTCTTTCATTCGCGTCGCTTTTGTATTCCGTTTTGCCCGAGCTTCGCCCGAAGCTAACTTAGTCGCTTCGCGAGCCTTCGGCTCTTCAGAATGTTCTTGAGCGTGATCGTGTGCAGTCGTCGTACGTGTGAAGTGAAAATAAAAGTGAAAGAAATTAATTATTTGTCCAAA female
Read # Hit ||Total male embryo head body
ok AR KKK I IR KK I IR KK I Ik ke ok kkkdededoddkxxxd (((((... (((((.n.... O O O O O O P O O (N P )))))I)))A))) L)) )l ))))) ... IN))) e Kkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*kkkkkk*kk*kx*** 5jze Mismatch Count Norm Total body
................................................................... el o ofel ey ] kit o] c] ol oo c N~ BN 1 79.00 79 77 1 1 0
................................................................... EINECCCEANGCIICECCCE 0 0 0 0 0 0 0 0000000000000 00000000000C00000CC000000C00000000C000000CC000000C000000000000000C000000600000000GC0000000C0C0000000000 0o |20 0 1 63.00 63 62 1 0 0
................................................................... i el ofeole). Nelod i dolelot o] e TV, . PPN~ B 1 8.00 8 8 0 0 0
................................................................... TTTTGCCCGAGCTTCGCCCGRR . « ¢ v et et e et e e et e e e e e e et e e e e e e et e e e e e e e et e e et e e et e e et e ettt e et e e et e et ettt ettt e et e aee e 22 0 1 7.00 7 5 1 1 0
.................................................................... el olelefey e oliifine] e o] olo e N I 1 3.00 3 3 0 0 0
................................................................... i elo ofof e)-NeT o il ol et ol e . PP . B 1 2.00 2 2 0 0 0
................................................................... i elelofelelNel ot il o] eTelote] e | A PP S 1 2.00 2 2 0 0 0
.................................................................. el eTofoleTey-Ne]okiil ol c]ol ool c NP P~ A 0 1 1.00 1 1 0 0 0
..................................................................................................................... GCTCTTCAGAATGTTCTTG e + e e v e v et e e et e e e e e e e e e e e e e e e ettt e e et ettt e e i 190 1 1.00 1 1 0 0 0
................................................................... i ele ol el e) el ed il ol et el el o] e V.. . FA ¢ N 1 1.00 1 1 0 0 0
................................................................... i elolofole)-Nelod il ol et ol oto]es-V-Ne) . AP~ S 1 1.00 1 1 0 0 0
.................................................................. ek el o] oleT ey X okt o] e ol o o] c NN A 1 1.00 1 1 0 0 0
................................................................... i JeTofoole).Nelo i doleoto]er ! AN O~ N 1 1.00 1 1 0 0 0
................................................................................................ TAGTCGCTTCGCGAGCCTTCGGCT T . & v v v et e e et e e et e e e et e e e et e e e e e e et e e et et e et et e et et ee e ettt et e 26 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M045
V117 V119
TCTTTTTTGCTCGTTGAGCGTAGAACGTATATCAGTAGAGAAAGTAAGCGCAGCGAAAACATAAGGCAAAACGGGCTCGAAGCGGGCTTCGATTGAATCAGCGAAGCGCTCGGAAGCCGAGAAGTCTTACAAGAACTCGCACTAGCACACGTCAGCAGCATGCACACTTCACTTTTATTTTCACTTTCTTTAATTAATAAACAGGTTT female
Read # Hit Total body male head
Kkhkkkkkhkhkkhkhkkhkhkhkkhkhhhhkhkhkkhkhkhkdkrkdkdkrdkrkrkdkrx (((((... (((((...... I N (N YNNI NI e ))))) ... .. )))) e dhkkhkkkkhkhkkhkkhkkhkkhkkkhkkhkkhkkkkkkkkkhkkkkkkkkkkkkkkkk*k*x**x gize Mismatch /Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|scf2 1100000004513:3452802- |ldwi 136 ||[AGAAAAAACGAGCAA--———-—-—— CTCG----CATCTTGCATATAGTCATCTCTTTCATTCGCGTCGCTTTTGTATTCCGITTTGCC---CGAGCTTCGCCCGAAGCTAACTTAGTCGCTTCGCGAGCCTTCGEETCTTCAGAATEGTTCTTCAGCGTGATCGTGTGCAGTCGTCGTACGTGTGAAGTGAAAATAAAAGTGAAAGAAATTAATTATTTGTCCAAA
3453009 +
drovir3|lscaffold 12928:7455394- GTGATCHTGTRCHNTIEI XX CH TN NA AG TGA A AR A A A A TGl A A GA A A T A T
7455455 +
droMoj3|scaffold 6328:2334507—
2334583 +
droGri2|lscaffold 15074:4785073~ SN T e ¢ T i e e eee - - - -]
4785111 -
droPerZ|scaffold 28:1009378-1009392
+
droAna3|lscaffold 13248:2215639- I\AINNATINNG AJNe A [N CEEEE AnfdaGAATEINATRGARIC
2215677 +
droBipl|scf7180000396733:566854- AR AAAAACGA -~~~ ———— - - -]
566864 +
droKikl|{sc£7180000302808:48212-48222 GAAAAAAEGA= ————————— - - -]
droElel|scf7180000491047:378926- TIAINNNTEVNNAA YA Al TR T A NG G
378968 +
droTakl|scf7180000415846:426440-
426447 +
droEugl|lsc£7180000408993:2208-2260 +| | e ettt ————— — — - - - —————————— - ST T ClIeie A SNV~ C T T B DA T T TCCATNEA Y
dm3 chrUextra:28928703-28928714 AGAREAARNGACEE
droEre2|lscaffold 4770:4351398- AGAAAAAECC
4351407 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:3452802-3453009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:3452802-3453009
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_136.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:7455394-7455455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:2334507-2334583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:4785073-4785111
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_28:1009378-1009392
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:2215639-2215677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396733:566854-566864
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302808:48212-48222
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:378926-378968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415846:426440-426447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408993:2208-2260
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:28928703-28928714
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:4351398-4351407
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[View on UCSC Genome Browser {Cornell Mirror}]

dwi_3251 |scf2_1100000004943:3830110-3830172 + |candidate |3p_tailed_mirtron |intron

Legend: mature Star [t N Rl d a0 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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Flybase annnotation
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
M020 V119 V118 V117
ATGTGCGAAAAGGTTTAAAGCAATTAAGATTGGATTTTCAAATGTTCGAGGTGAGAAACGGCGTTGAATTTCTAGCTTAACTAATCAGATTTCACTTCGT TTCTTCAATTCAGT TAAGTCGTCCCACAAATGGTGATTGCTTGGATGATCAGTTTATCGTATC female
Read # Hit |Total head head embryo body male
Jedk ok ke ok ok ek ok ok ok ok ok ke ok ke ok ke sk ke ke ke ek ke k(e (e COCCCC- (e 1)) 2 )))))) ) ) )))))))) ) L Lk kkkkkkkkkkkokkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x** gjze Mismatch Count Norm Total body
.................................................. GTGAGARACGGCGTTGAATTTCT « + « o e e et et e ee e et et e e et et ettt et et e e ettt e et e ettt e et te et eneeeeaeneaeneneeaen 23 0 1 37.00 37 26 11 0 0 0
.................................................. GTGAGARACGGCGTTGARTTTC . « « e e e e e e e e ee e e et e e e e et e e et e e e e et e e e e ea e e taeeeaeneaeeaeneeaeneeeeaeneeaenenneaas22 0 1 15.00 15 15 0 0 0 0
.................................................. GTGAGARACGGCGTTGARTTT .+« et ettt te e e e et et et e e et et ettt et et et ettt e et et ettt e ettt e ieeneeeneneea. 2l 0 1 3.00 3 3 0 0 0 0
.................................................. GTGAGARACGGCGTTGAAT . « ¢« e e e et e e e et e e et e e e et e e et e e e et e e e et e e e e e ta e e e eneeeaeneaaenenaeaeneaaenenaenaa 19 0 1 1.00 1 1 0 0 0 0
........................................................................................ ATTTCACTTCGTTTCTTCAAT « ¢ v e et e et et et et et e e et ie e eeeiaeaenaenaenaenaena. 2l 0 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
M045
M020 V118
TACACGCTTTTCCAAATTTCGTTAATTCTAACCTAAAAGTTTACAAGCTCCACTCTTTGCCGCAACTTAAAGATCGAATTGATTAGTCTAAAGTGAAGCAAAGAAGTTAAGTCAATTCAGCAGGGTGTTTACCACTAACGAACCTACTAGTCAAATAGCATAG female
Read # Hit Total body head embryo
Kok kokkk ek ok ok k ok ok ok ok ok ko ke ok ke k ok ke dek ok ke k(OO (- CCCCCC- (... 1)) e )))))) L)) D)) )))))) L. Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
droWil2|lscf2 1100000004943:3830060- |ldwi 3251 ||ATGTGCGAAAAGGTTTAAAGCAATTAAGATTGGATTTTCAAATGTTCGAGGTGAGAAACGGCGT————————————————————————— - ____________ TG-—=——=—=———————- AATTTCTAGCTTAACTAATCAGATITCACTICCTTTC-—~T-TCAATTCAGTTAAGTCGTCCCACAAATGGTGATTGCTTGGATGATCAGT TTATCGTATC
3830222 +
drovir3|scaffold 13047:16558894- e = — =R T i~ G TIA G T CGLACCCACEAATGGTGAT TGATINGATGATCAGTT/MATCIATATC
16558948 -
droMoj3|lscaffold 6540:12875795- AR WaXiTlecaclerdacTeGldcceacalgareccarrecTTdoaGaTCAGT TEATCRTATC
12875979 -
droGri2|scaffold 15116:1512401-
1512455 -
ldps 2:29533506-29533600 + I | . &1 T G G T T T L 7 et byl IeeT ThiA e TiAG TCGldcccacaaTeccaTTolfeTccAcaTCAGTTRATIG Th{TC |
ldroper2|scaffold 6:4904203-4904297 +| T 7 &1 T G G T T T A 2 et pelclem ThiA ciTiiacTcalcceaclaaTcccarTelfeTccaScaTcacTTATR G TRiTC |
droAna3|lscaffold 13340:15302457~ ATGTGYNeA A GG T/ e GCA A TGS TR G AT TRC AA A TG T THGAGCTCAGCA R AT TCAGETAAGTCGIcCCAClAATGGEGAT TGI8 T GGATGATCARTTTATHGT/ETC
15302613 -
droBipl|scf7180000396708:4731643- ATGTCINNer AEGCINE TG Al Te Gl TGGATTTcAAA TG T THGAGETER et TcacTAAGTCCRcccaclarcelcaTTTGGATGATCART TTATIG T/ETC
4731789 +
droKikl|lscf7180000302707:304494— IAcleli¥en A cEVAGIEE c Glilc cEXESING clilc clgc ciiedAcidncICINNei TN elecET - - - - - - iiccccTTTT AcacraacreeTeciacEaaTcolgearTocrcealcarcacTTTATNGTlETC
304650 +
droFicl|lscf7180000454126:65161-65323 ATGTCIYNeA A ECCINETEerGC AR TEAGATGGAT T T TCAA TG T TCGAGETCECA R G T~ — =~ =~ =~ === == —=—=———————— - ___ lICTAATTCCATATGTGTECECCTIWACTCN eIt eliec AceTAAGEcGTCCCACBAATGGTGATTGCYTINGATGATCAGTTTATING TlgTC
+
droElell|lscf7180000490994:859097- ATGT G NeAAECCINETEerG AR TEAGATGGAT T T TCABATG T TCOAGETCECA R G T~~~ — =~ =~ =~ === ————————————— -~ __ liICTAATTTAACGTTCTTAGHGCTAINISICI- - — - —-—————- IS CiIe YA cldTARGTCGTCCCACARATGGTGATTGCETGAGATCAGT TTAT G T]TC
859255 +
droRhol|lscf7180000779522:17168-17327 ATGT G NeA A ECCINETIEen G C AT/ EA A TGGAT T T TCAATG T TCOAGE TCECh it G T~~~ — = ———————————————————————— - __ lICTAATTTCGTATGCGTAGICCTGERENY IgXeilecacdTarcTCceTcccaclaaTGeTGAT TGl TG AlcATCAGT TTAT G TlgTC
+
droBial|scf7180000302402:846474- AGTCLN YR Ec e T G A TEA G AT GG AT T T TC Al A TG T TCOAGCETClECA i G T = — — =~ == ———————————— - ____ CCTAATCGCATGTGCGCHGICCTiINSICiFA IR NecacldTArGTCGTCCCAYAATGGTGAT TGCTRGABGATCAGTTTATING Tl]TC
846634 +
droTakl|lscf7180000410451:111328— ATGTGYNeAAEGGINT/deAGCAET TEA 8 TGGAT T TTC A ATG T TCGAGETClECA DG T JiICTAGTCTCATATGCGTGG]ICCTIUNEISCIIY NI cAGlrErcTCeTCCClcBARTGGTGATTGCTGAGATCAGT TTlE TG Tl8TC
111487 +
droEugl|lscf7180000409804:1349459- ATGTLNYNeR AEGCINET[Een G C A TfEAGARTGGAT T TCAAA TG T TCGAGETCEC ARG T Mg IercacdTarGTCGTCCCAEAATGEGAT TGCETGATGATCAGT TTAT G T]TC
1349613 +
am3 llchr3R:15084625-15084784 + | |aTeTciNXEAAEGCINg TEsAGCAAT TGRS TGGAT T T TCAAATGT TCGAGETCECl -G T iECAATCTCAAATGCGTIAGIICCT Tcaclgraacrcagcccadedaarcercarroiferiicafcarcal}rrraTicT)TC |
ldrosim2|3r:6177895-6178054 - I |aTeTciNXEAAEcCNg A GCAAT TGRS TGGAT T TTCABATGT TCGAGETCEC ———C T JECAATCTCGAATGCGTGICCT BcacrancrecfecpderarcercarroercadcarcarrratiicTirc |
ldrosec2|scaffold 25:682142-682301 - | |aTeTciNXEAABccNg A GCAAT TGRS TGGAT T T TCABATGT TCGAGETCEC ———C T iECAATCTCGAATGCGTAGIICCT BcacraacTececccalddantcercarroiferNcafcarcallrTTaTiNGTTC |
ldrovak3|3R:3794103-3794261 + I |aTeTci¥XeArBeciNgTdeaceA A TIEA GARTGGATTTTCABATG T TCCAGETCEC A G T cEcaaTcTcGTATGCGTEGHCCTINESITT ircEraacTecdcccalderaTcerdadrciferilcadeaTcaldrrraTG TleTC |
droEre2|lscaffold 4770:6547194- ASGT NN EcCINE Tl A GCAA T TEAGARTGGAT T TRCAEA TG T TCCAGETCAC T iléCAATCTCGAATGCGTAGHCCTIJNIRENY cacdrancTecdcccaddraTcerealroifdrccaldcaTcal}rrTAaTRG TlgTC
6547351 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:3830060-3830222
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:3830060-3830222
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_3251.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16558894-16558948
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12875795-12875979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15116:1512401-1512455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29533506-29533600
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4904203-4904297
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15302457-15302613
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:4731643-4731789
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302707:304494-304650
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454126:65161-65323
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:859097-859255
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779522:17168-17327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:846474-846634
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410451:111328-111487
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1349459-1349613
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:15084625-15084784
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:6177895-6178054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_25:682142-682301
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:3794103-3794261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6547194-6547351

ID: Coordinate: Confidence: Class: Genomic Locale:
. View on UCSC Genome Browser {Cornell Mirror}
dwi 3048 |[scf2 1100000004921:4532324-4532388 + |candidate | Mirtron |intron
Legend: mature Star [ITTRNd RIOEN IO, mismateh in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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4,532,300 4,532,350 4,532,400 o | I I N - .
Genomic Position 24 o5 26 & | | |
Size Condition 4,532,300 4,532,350 4,532,400
Genomic Position
Hairpin partition -#- Sense -# Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK22829-in]; CDS [Dwil\GK22829-cds]; CDS [Dwil\GK22829-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
M020
TGGAGCACCCATGGGTATGCGGGGTGGACGCCCGCTTATGTATCAGCAACGTAAGTAATGGATTTATCTTTAGAAGGTTCATAAGGATTGTAAATTTGAATTCGTTTGAAAGCAGCTCCAAAGCAGCATACTGGAGCTGATAACAATAAGACTGTATCGCCAGTG female
Read # Hit |Total head body
dkkhkkhkkhhkhhkhhhkhhkhhhhkhkhhkhhhhhkhhhhhhkhkdhhkhkhkhkkx N T e D D D D I D D D I D D D D D D D D D hkkkkhkhhkkhkkhkhkkhkkhkhkkkhkkhkkhkkkhkkhkkhkkkkkkkkkkkkkk**x** size Mismatch Count Norm Total
.......................................................................................... TAAAT TTGAAT TCGT TTGARAGCAG e « v v v vttt e ee e e etteeeeeeeeeaaaaeeeeennaaneeennnaaa 25 0 1 11.00 11 11 0
......................................................................................... GTAAAT TTGAAT TCGT TTGAAAGCAG . + + v v e e e e e e ttaaee s e s eeaeaeseeeaaaaaaeeeennaa 26 0 1 2.00 2 2 0
.......... el eleli -\ etofele] el el e e7-Vof 2 0 B 0 1 1.00 1 0 1
........................................................................................... AAAT T TGAAT TCG T T TGARAGCAG . & e e e e e e et teeee e teaaeeseeseaaaaaeeeeannanaaaa 24 0 1 1.00 1 1 0
Anti-sense strand reads
ACCTCGTGGGTACCCATACGCCCCACCTGCGGGCGAATACATAGTCGTTGCATTCATTACCTAAATAGAAATCTTCCAAGTATTCCTAACATTTAAACTTAAGCAAACTTTCGTCGAGGTTTCGTCGTATGACCTCGACTATTGTTATTCTGACATAGCGGTCAC
Read # Hit |Total

khkhkhkhkhkhkkkkkkkkkkkkhkhkhkhkhkhkhkhkkkkkkkkkkkhkkhkhkhkhkhkkkkkkkkkkkx

No data available in table

Show Alignment With Reads “

Re-alignment of all predicted orthologs

.....

kkkkkkkkkkkkkkkhkhkhkhkhkhkkhkkhkkkhkkhkkhkkkkkkkkkkkkk****** |gjize Mismatch Count Norm Total

Species Coordinate ID Alignment
droWil2|lscf2 1100000004921:4532274~ ||dwi 3048||[TGGAGCACCCATGGGTATGCGGGGTGGACGCCCGCTTATGTATCAGCAACGTAAGTAATG-G-ATTTAT——C—TTT--—————————————————————————— AGAAGGTTCATAA--GGATTGTAAATTTG GCAGCTCCAAAGCAGCATACTGGAGCTGATAACAATAAGACTGTATCGCCAGTG
4532438 +
drovir3|scaffold 13047:3508677- i - - - (e TSlel~ INilelele ciNiNelele » [ele C [eleh.Nlelelele o C AR AT CISINA NG It NNeli o C A CETEINA A iiG AREIA .2 A BEEEEEEEEEEE cABEETCAGTTGAATAGIACAGRTA - -| GCAGCEccrrlcaceldnclEcalccdeaTaacanfdnaGacTGTATCGCClEGTG
3508835 -
droMoj3|lscaffold 6540:20518831- - - - [eeir(eleT/NilelelelcINieleleln [eleliVetel-Xolelelofea oiC C CiNA I/ NEITAC ey - YNl C A AN - B - - ACG AR A A A S CAGAAATAGTAGCTTAGHTCACETAC-BR- - —-— - — - — - — Al A - ACE A A A CCl T R eacciiccilanceacenfdaclcciicccaaacaaTancaclgeTaTcceclee Ty
20518990 -
droGri2|scaffold 14906:167226-167280 TG CECCEATGGEEATGCGIGEGGACGCCCGCISTGTATCAGCAECGTAAGT AN - - i —
B l2:18634657-18634844 + | |BccBecliccRaTceerarcecReciccacciccec@EaTeralcalcanceTanc TN - B - B ST S X W X el ————————————- - af¥NcTcercliTicalciNianliciVAcACABEEE . - -liGTAAACCIACTATTTATACGGTCGTAA N ShNSS CLYAR A SIS A e T/elel Cler IV NN CE VNI NG c ekl llelelele Clehle |
|droPer2|scaffold 3:1364855-1365043 +| e clslrIs 2 [N delelehelele a efel c elel-Nele Tislelelslc ek T T A S N e S el A R Cl - - - — - - WCCCCTGATAGGA T AGA T - al¥cTccrciiTiAcAECINEiA NGV CACAREEE e - -liGTAAACCCCTATTTATACGGTCGTAA O NCIANeCLVNAINAIACING Alle T/els ClIACINNINACIVNEI NG clelii Glilslelels clehie |
droAna3|scaffold 13088:215076-215251 TeolclccEaTeccaTceceeeTaeACGccilcMEATGTATCACAACGT ARG A SN - LA Tt — o~~~ ——————-—-————-—-————-————~- ----aTrccraccrccldcacTaiicTiiccaaTccaaTcCATTCCAATCCANTCIEA - - - - - - -EEEEEEEES ATCCTAAADNIINECINNA TN FACING 2 [ele rlelelCeP A INNCENA /NN N Cfelii Gllelelelel Nekile
droBipl|scf7180000396413:267855- TGGHGECCEATGGERATGCGGGGTGGACGHCCRC™EATGTAcAGCARCGTAAGE AN - 1 -l T i - i ————————-——————-———————————— ---l-cccTraccTccaciliiTAINAGIICCAATCCAATCREEEE CAACCCGITIINEA - — - - - - —-FEEEEEEE ATCCTAAADNIINTSCINA TN FACING 2 e rlele C/eh\ A INNEVA /YN Nelidelii Glille c Sl Nelile
268024 -
droKik1|scf7180000302387:65150-65307 cEeler/eler(ele chNielele cINlelele clefel clelelNele A Slefele c c A C T C ok clelehy LN T Chl R TR A A T C 2 C i C R e Erser\a e Al eh B T TG T AAA T[N - - — -~ ————— - e Gt AR - — - - - - - — - ——— iaccEccErrlcallcallacilcadccTeaTarcandarcacilcTlgTcceclEcTo
droFicl|scf7180000453912:1349350- TGGAGCIEICCATGGGEATGCGEGEGEHcGCcclc™dircTAsccAldccTARG TN 8- Allfeln T - - jy-fole- - - - —- - —-—-—--[§- - - —— - —————- TcTelcTcclaccGCACCINGTNNNicCAREEEE o BT Tl Ay - - - - T TN CiVA FNAFACING A e Tl ClER\CINATEVACIVNEINe C[elii Clile » Sl Nelile
1349517 -
droElel|[scf7180000491008:488103- TGGAGCHCCCATGGGEATGCGEGGMGGACGCCCcHeiTc TASCAEC G TAACeT/d-[8- AT[lelele- - Chfelefel - — - — - ———————————————————————— rTclicTccaccecacciiegvNNNiccaAREEEE B e — - ClS A AN C C N T e SiaccrcclanriicallcaacilcolicclcaEracarEancaccTleTcljccacTe
488269 -
droRhol|[scf7180000779477:281631- TGGAGCHCCCATGGGEATGCOEGGMcGACGCCChicek TG TABREGCAEC G TAAG TIIeLSY -y - AT[elelele - C-[olefel- — - — - ———————————————————————— rTcldcTcc@laccecacciiNegvNNNiccaAREEES - = S A AN C Ol T R iaccrccaniicallcadacilcclicccaaacarEancacTeTfdrcilccacTe
281796 -
droBial|scf7180000302136:536372- TGGAGC[ECCCATGGGEATGCGHGGEEGGHCGHCceCeiTGTANddcAACGTAAG TN [8- AllelnlY- - C-[fofe- - - — - — - — - - — - - cTcilcTcc@laccecacciliiTivATINIcCAREEEE R - - Clea A Ch Y T R C TN CINNA T2 FNCING A e Telel C/eR\ CINATEVA /NSNS C[elii Glilslelelel Nelile
536537 -
droTakl|scf7180000415769:2244955- TGGAGCECCCATGGCEATGCGGGTGEHCGHccoCaeTcTANScAACGTAAGTIRNNS- B - e - cifelele- - - - —--———-—--&JXg- - -—-—-—- TTTGCcTCCNA - BB - - — - — - - - - —CcCAREEEE B T B e Ay - - - - SiaccTccarlcallcallacilcoiiccEcallaacan@ancaclcTlgTcceccacT
2245109 +
droEugl|scf7180000409798:206554~- Rele T/eler\etel T/l elele ciXiNelele Clele CleleRNteletele Tfe Il ThN AN T C Lo G S el T C A C R A B G C G R C C C R e el [Selelelc A Tyl Neli T T TAAA T[N - ——— - = - Clea A Cl Y T R hiaccTccrricallcallacilccliccEcallaacandarcaccTiiTcceccacTe
206719 +
|dm3 lchr3r:20173753-20173918 - || |rcc@eclicccarced@arcceccaccicacccAcRrircradccac cTaacTHSSe - A g - -B-8- - - - - - - - - - - - - - - - e AR T8 LI Nele T T GTAAAT/SIN- - ——- I - —ficleln Alic I . —— EpaGcTccEaARcARCcABAcRcclcccrgaacarBarGACEcTATCRCCAGTG |
ldrosim2|3r:19706134-19706299 - I |rccdeclicccarcec@aTeccllcdEeciiceccclcEtiTor A c Al c s Tanc TGS - AN Y- -B- - - - - - - - le A Sele CileleleleleINle T T G TAAA T[Sl ———— . e TEA A - - - -~ - - iplaccTccfdarfcalcaldaclccliccldcaracan@aacaccrarcilccacTe |
droSec2|lscaffold 0:20512291-20512456 ifele clefelr/elofe) NilelelecINilelelel~ [elelifele T{olelelete n B Chi ThNelNAC T C A GHeN NNl T CcC oG A Clla B - B CC R e rcclicTccferceceeacciliNegvNNNiccaAREEES B e = S A A C Ol T R pkdaccrccaniicallcadacilcciicccalgaacanancaccTaTcilccacTe
ldrovyak3|[3R:26331560-26331726 + I |Tcc@eclcccarced@arcccccciceicccccecMircTaTiEccAcsTaA TS - AFXeA - - - - - - - - - - - - - - - - rrelfcTccraccacaccililegiNVNiccalEEEs R —— =S A A N T EaccTccBaaRcaRcaacRccliccBcaaacanBracaccrarcilecacte |
droEre2|[scaffold 4820:7886747- TGGEGCHCCCATGGGEATGCGGGEEGGHcGCcccoceTcTATHEGCABCGTAAG TR e - Al XeAlY- -1V -[ofefel - — - — - — - — - — - TTGllcTccraccacacciievNNNiccaAREEES B e - - A N C CE T R pidaccrcclanilicallcadacilcclicclcalgracanancaccTaTcilccacre
7886913 +

Generated: 08/18/2015 at 04:02 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:4532274-4532438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:4532274-4532438
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_3048.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:3508677-3508835
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:20518831-20518990
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:167226-167280
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:18634657-18634844
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:1364855-1365043
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13088:215076-215251
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:267855-268024
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302387:65150-65307
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:1349350-1349517
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:488103-488269
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779477:281631-281796
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:536372-536537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:2244955-2245109
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409798:206554-206719
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:20173753-20173918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:19706134-19706299
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:20512291-20512456
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:26331560-26331726
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:7886747-7886913

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_135|/scf2_1100000004909:7153734-7153792 - | candidate | Canonical miRNA | CDS

Legend: mature star [STFPY NIPNTTNO, mismatoh in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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7153800 - 71 5:3.?50 7153700 o | I I | i - ) »
Genomic Position 20 21 50 23 | | |
Size Condition 7153800 7153750 7153700
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
CDS [Dwil\GK25170-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads H
M045
V119 v118 V117 M020
CAATTGACATGAAGACAATTTTACTTTTGTGGATGTTTTGCGGATCCGGGTTGTTGTTGTTGCCAGCCTGGGCCGAACAAAATGCCAATGCAACAGCAACAGCAACTTCGGCTCCTGCTCCTGCTTCAGCTGCGGCTGCCGCTTCCAGCAATCCTGCCC female
Read # Hit Total head embryo body male head
Kkkkkkkkkkkkkhkkdkhkkdkhkkdkkkhkkkkrkdkrkd (((CCC. (CCCCCCCCCCCCCCCCe oo (e (e eeennn.. 1)) )Y I )Y ) L)) e hhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x*x | gjze Mismatch | Count Norm Total body
.................................................. ek e el i eT0107:Xe ol ol €] ] e o P~ SN 0 1 38.00 38 33 5 0 0 0
.................................................. PTG T TG T TG T TG CAGCCT GGG e « v v v e e e e e e e e e aaeee e e e e e e aaaeeeeeeeeeeeeeeeeeeeeneeeeeeeeeoeeeeeeeeeeeneeaaeeeennnaaaa22 0 1 14.00 14 11 2 0 0 1
.................................................. el e el ] el o] o)X ] of ol €] -2 NN O 1 3.00 3 2 0 1 0 0
........................................... ATCCGGGT TG T TG T TG TTGCC « « e e e e e e e e o e e e e e oo aanonnneeeensnnssseeeeaannssseeeeaaassseeeesosnssaaesessansnnaasessnnnnaaaaa2l 0 1 1.00 1 1 0 0 0 0
.................................................. TG T TG T TG T TGCCAGCCT G e o 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 eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaaanaaaeeeeeeeeeeeaaaaa 20 0 1 1.00 1 0 0 1 0 0
.................................................. el el el el olo XeTololi el e o N~ A 1 1.00 1 1 0 0 0 0
.................................................................................................................... GCTCCTGCTTCAGCTGCGGC . v vt v v e eeeeeeeennnnaaa. 20 0 1 1.00 1 0 0 1 0 0
..................................................................................... CAATGCAACAGCAACAGCARACT Tt v e e e e e ettt teeeee e e tteaeaeeeeeeesaaaaaaeennaaaa 23 0 1 1.00 1 1 0 0 0 0
..................................................... PTG TG T TGCCAGCCTGGGC « « v v v e e e e e e e e e e o aooonanaseeeeannsssseeeeannsseeeeeesnnnseeseeeoannsaaessssannnnaaseenaa20 0 1 1.00 1 1 0 0 0 0
.................................................... GTTGTTGTTGCCAGCCTGGGC « e e e e e e e e et e e e e et ettt e e e e ettt et e e e et e e e e e e e et e et eeeeeeeeeeeeea 200 1 1.00 1 0 1 0 0 0
........................................................................................... AACAGCAACAGCAACTTCGGCTCC TG v v v vttt eeee s e esteeeeeeseessnnnaanaeennaa 26 0 1 1.00 1 0 0 1 0 0
..................................................................................................... GCAACTTCGGCTCCTGCTCCTGCTTCA . v vt v vttt eeeee e nnnnaneeeeaa 27 0 1 1.00 1 0 0 1 0 0
.................................. el el ol el e\ o] o] €] ] e L PR I - SN o 1 1.00 1 0 0 1 0 0
.................................................. TTGTTGTTGTTGCCAGCCTGGG . - - o v it ittt e ettt ittt e te ettt te e tetetaeeeaeaaaeannenenaaaa 23 1 1 1.00 1 1 0 0 0 0
.................................................. TTGTTGTTGTTGCCAGCCTGGGCCTG. « + v vt vt et et et et et et et et et et et et et et et et et e e e te e e e e e te e eeeaeaeaeaeaeaeneaes 26 1 1 1.00 1 0 0 1 0 0
............................... €]\ ek i i e ol el ey N o] of €] ] el 4 €11 OO~ T 0 1 1.00 1 0 0 0 1 0
Anti-sense strand reads
M045
V118 V117
GTTAACTGTACTTCTGTTAAAATGAAAACACCTACAAAACGCCTAGGCCCAACAACAACAACGGTCGGACCCGGCTTGTTTTACGGTTACGTTGTCGTTGTCGTTGAAGCCGAGGACGAGGACGAAGTCGACGCCGACGGCGAAGGTCGTTAGGACGGG female
Read # Hit |Total embryo body male
LA AR A e R e e e L N N N N N O O O O O 1)) )N MY D)) ... kkkkkkkhkkkkkhkkkkkkkkkkkkkkkkkkk*x*x*x*x gize Mismatch Count Norm Total body
....................................... CGCCTAGGCCCARCARACARC « + v e e e e e e e e e e e e e e e e e e e e e ettt ettt e e e e e e e e e e e e e e et eeeeeeeeeeeeeea 20 0 1 1.00 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droWil2|scf2 1100000004909:7153684- |[dwi 135 |CAATTGACATGAAGACAATTTTACTTTTGTGGATGTTTTGCGGATCCGGGTITGTTGTTGTTGCCAGCCTGGGCCGAACARAATGCCAATCCAACACCAACACCAACTTCGGCTCCTGCTCCTGCTTCAGCTGCGGCTGCCGCTTCCAGCAATCCTGCCC
7153842 -
droGri2|scaffold 15203:3522820- AATCCARCAL\CIEACACCEACI Y ClechiThiclecCc Tleieric TlEC AGCIIG G C TG LG LT C C R
3522879 +

droPer?2|scaffold 13:308965-309012 + | ccrecTecTEcTecTEcHec TecHec TeRco TS cags e TGCCl

PASS/FAIL
Generated: 0ov@08/@015 at 0745 PM
crit.loop 0
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=droWil2&position=scf2_1100000004909:7153684-7153842
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7153684-7153842
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_135.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:3522820-3522879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:308965-309012

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_ 99 (scf2 1100000004909:7982534-7982596 + |candidate | Canonical miRNA || intron

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

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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7,982,500 7,982,550 7,982,600 7,982,650 o I I | | > ,(56“’ 52 .n -
Genomic Position 20 21 - 23 P | | | |
Sjze Condition 7,982,500 7,982,550 7,982,600 7,982,650
Genomic Position
Hairpin partition - Sense -4 Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK25837-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M045
M020 V118 V119
CTCTATCTCTCTCTCATAACCATTAACATATTTCAATGTACATAAAGAGTATTTTACATATGTGGATTGTATTTAATTTTGAAATCTAAAACAATCCTTATATGTACTTTGTTTTATGTGTGTGCTTGTCTGCTGTGTATGTGTTTATGTATATTCAATTTGA female
Read # Hit |Total head embryo head body
***********************************.. (((((((. ((((((... ((((((((. (((((((. (((( ........... ))))))))))) .)))))))) ...)))))) ...))))))) ...*********************************** size Mismatch Count/Norm Total
.................................................. AT T T T AC A T AT G T GG AT TG T AT Tt e e e e e e e e et e e e e e e e et e e e ee e e e e e e eeeee e e e e e eaeeeeeeeeeeeeeeeeeeeeeenneeeeeeeeennaaannaaa 23 0 1 46.00 46 42 4 0 0
.................................................. AT T T T ACA T AT G T GG AT TG T A e &« e e e e e e e e e e e e e e e e e e e e e eeeea e e e e e aeeeeeeeeeeeaaeeeeeeeeeeeeeeeeeeeeesneeaeeeeeeennaanaa 2 0 1 9.00 9 4 4 1 0
.................................................. AT T T T ACA T AT G T GG AT TG T A T « t e e e e e e ettt e e e e e e e ettt e e e e e e e ettt e e e e et ettt e e ettt e e ettt et et 220 1 4.00 4 3 0 0 1
.................................................. AT T T T AC A T AT GT GG AT TG T « « e e e e e e e e e e e e e e e e e e e e aaeeaeeeeeaanneeeeeeeeennneeeeeeeeeeneeeeeeeeeeanaeeeeeeeeennnaaanaaa 20 0 1 3.00 3 3 0 0 0
.................................................. AT TTTACATATGTGGATTGTATH . « ¢ o ettt ettt et et e e e et e e e e et et e e e e et e e e e e e e e e e et ettt e e 231 1 1.00 1 1 0 0 0
Anti-sense strand reads
v118
GAGATAGAGAGAGAGTATTGGTAATTGTATAAAGTTACATGTATTTCTCATAAAATGTATACACCTAACATAAATTAAAACTTTAGATTTTGTTAGGAATATACATGAAACAAAATACACACACGAACAGACGACACATACACAAATACATATAAGTTAAACT
Read # Hit |Total embryo
khkkkkkkkkkkhkkkhkhkhkhkhkhkhkhkhkhkhkhhhhhhhhhd ((((((( (((((( (((((((( ((((((( (((( ___________ ))))))))))) )))))))) )))))) ))))))) L. kkkkkkkkkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkkkkkkkx g]ze Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate iD Alignment
droWil2|lscf2 1100000004909:7982484- |ldwi 99|[CTCTATCTCTCTCTCATA
7982646 +
drovir3|scaffold 12963:18528853~ §a GARNIA A ARANAINTIY- -
18528979 -
droMoj3|lscaffold 6473:14055463— CTCTETCTCTCTCTChYeH
14055626 -
droGri2|scaffold 14830:4346039- ScTi¥NIG CllilGIGCE TICGT TTCAT TTGCITGACT TTAT TTT T T QAT T T TC TINSINC THlMNA - — - — - — - - — - —— - — - —— - — - — - AJNUNCElIGTAINEIA - - - - - - BRI NEGTe G T ANGINAT GET T TGIIT G C Il iGGARGT AT AJGITNEI A EEE A TGIIATIGTREIA - T/E- - - — -EEEEE TATGTITE@TATGTATlg- - -—--—-—--- GiA TG THIGHER
4346199 -
95 KB groupsarsiorez=szoize + | Jcrciarcicroronchi - PR e = e 1 e SEan Eemeee -
[aroperzlscarsola 35:0223-9296 = | |lcrgEndgdgogercat————fEcoaig FrraccT TR gCRCATGoT RO AN -l -l e 1 e e e T
droAna3|scaffold 13117:3454524-
3454575 +
GTORNOL[Sc£7160000776544:3047-3104 e e e e e e BRI e B HCRA T G TA T G - - ~- [ T - - G SR Tl R s -
e
Grosectlacafiols Laziiio-tzi - | |GoE e - D s e e R Aol 11O e o Aoty -
droEreZ|scaffold 4690:12998998-
12999124 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7982484-7982646
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:7982484-7982646
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_99.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:18528853-18528979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:14055463-14055626
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:4346039-4346199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group3a:570762-570776
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_35:9223-9296
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:3454524-3454575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778944:3047-3104
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:421419-421482
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:12998998-12999124

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Comell Mirror}]
dWi_llZ SCf2_1100000004768:2483173-2483248+ candidate | Canonical miRNA || intergenic . B . Comell M

Legend: mature star [iiTc) (iei(d i1 eI Eed il il _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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Size Condition
Hairpin partition -# Sense - Antisense 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
M045
M020 vilig V119
AGATATTGAGATTGATCAAGATAACATAGCACTTAATCATTCATATTGAATCAAAATAATATGATCATGATTGT TGATTAAATTGATCACATTTGTCACATTAATCATGATTGTATTATTTTGGT TCAATAAGATGTTGATAAATATAATAATGATCACGATCACATTGTTTACTA female
Read |# Hit |[Total head body |embryo head
e e e ke ok ok ok ek ke sk ok ok ek ke sk ok ok ok ke e sk sk ok ke sk sk ke ke ke kL (OG- - COOCCCCCCOCCCCCOCEEECeeeeeeC e e e )))))))).22)))))))))))))))))))))))))))))) )))) .. cEER R RRREkkk Rk kkkkkkkkkkkkkkkkdkkkk*kk** size Mismatch Count Norm Total
....................................................................................................... ATCATGAT TG T AT TAT T T TGG T e v v e e v e et e e et eee e eeeeseeeaaeeennaneeenaanennaaa 22 0 1 26.00 26 25 0 0 1
........................................................................................................ TCATGAT TG T AT TA T T T GG T T« o e v e v e e e et eee e etaeeseeenaaeseenaaseeenaneennaaa 22 0 1 2.00 2 2 0 0 0
....................................................................................................... ATCATGATTGTATTATTTTGGTE . ¢ o e vt vttt e et ettt ittt e e eeaenene. 23 1 1 2.00 2 2 0 0 0
....................................................................................................... ATCATGAT TG T AT TAT T T TGG e ¢ v v e v e e ee e oeeeeeeeneesesnaeeeenanaeennnaeennnaaa2l 0 1 2.00 2 1 1 0 0
........................................................................................................... TGAT TG T AT TAT T T TGO TTC A e o v v ettt et e e teee e eeeeeeeeeaaeeennaaeeeennneenaas 2l 0 1 2.00 2 2 0 0 0
....................................................................................................... ATCATGATTGTAT TATTTTGG . « ¢« vt v e ettt it e it e ettt eeen e eenaeaenenen. 22 1 1 1.00 1 1 0 0 0
.................................................. O A A A A T A A T A T AT C AT GAT Tt o v v e v e e e e e e e e e e e e e e e e e aee e e e aeee e e aee e aaeee e aaeeeeeeaeeseeaeeeeeeaeeeeeneeeeeaneeeeeaeneeennaneeaaa22 0 1 1.00 1 1 0 0 0
..................................................................................................................... ATTTTGGTTCAATAAGATGT TGAT « o v v e e eee e e eeee e eenaeeeennnnaannaa 24 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
M045
TCTATAACTCTAACTAGTTCTATTGTATCGTGAATTAGTAAGTATAACTTAGTTTTATTATACTAGTACTAACAACTAATTTAACTAGTGTAAACAGTGTAATTAGTACTAACATAATAAAACCAAGTTATTCTACAACTATTTATATTATTACTAGTGCTAGTGTAACAAATGAT female
Read # Hit |Total body
e e e ke ok ok ok sk sk ke sk ok ok ok sk ke sk ok ok ok ke sk sk ok ks sk sk ke ke ke kL (OO COCCCCCCOCCCCCOeeCeeeeCCC. e e e ))))))))..2)))))))))))))))))))))))))))))) )))) ... cEERRRRRkkk Rk Rk kkkkkkkkdkkkkkkkdkdk*k*k** size Mismatch Count Norm Total

Show Alignment With Reads “

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droWil2|scf2 1100000004768:2483123- |dwi 112|AGATATTGAGATTGATCAAGATAACATAGCACTTAATCATTCATATTGAATCAAAATAATATGATCATGATTGTTGATTAAATTGATCACATTTGTCACATTAATCATGATTGTATTATTTTGGTTCAATAAGATGTTGATAAATATAATAATGATCACGATCACATTGTTTACTA
2483298 +

Generated: 09/08/2015 a0 AS %M
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004768:2483123-2483298
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004768:2483123-2483298
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_112.html

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dwi 100 scf2 1100000004909:4979080-4979169 + | candidate | Canonical miRNA | intron
Legend: mature §tar mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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4,979,050 4,979,100 4,979,150 4,979,200 o I I I | I | Q\a‘b égé \Qe‘\-* o - .
. -, &5 @ =
Genomic Position 19 20 21 22 23 24 @ - | | | |
Size Condition 4,979,050 4,979,100 4,979,150 4,979,200
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate FoIds‘
Flybase annnotation
intron [Dwil\GK2564 7-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
v119 M020 v118 V117
TTTCTATACTTTTTTAGTTAGGAATAATAAATGATAAACTTGATGCCCCTTGAAGTATGCAATGAACATAAAGAACGTTTTAAATTGTCAAATAACTTAAAATTAATAACAATTTATGCCCTTTGCATACTTTAGGGGACATTTCATATCCCTTGACATCGTTTTTTATATGTATTGATGTTATGTGTTT
Read # Hit |Total head head embryo male
AEAZIIEAZIIEAZIFERIIIERIIIE BRI I I E I BSOS N N e A N A P A A PR A E AR DR D D DB D D B D I ))IN)) - )))INIIINN)) D)) ) e FhREEEEIII KKKk kKKK KTk kI kkkkkkkkk*k*** size Mismatch Count Norm Total body
.................................................. TGAAG T AT GCAAT GARCAT A .+t e e e e e e e et e e e e e e et e e et e e et e e et e e e e et e e ettt e ettt e et e e ettt e et e et e e e e e e e .20 0 1 24.00 24 16 7 1 0
.................................................. TGAAG T AT GCAAT GAACAT « + v v e e e et e e e et e e e e e e e ee et e e e ee et tee et te e et ee e et ee e et ee ettt e et ettt et e e e e e e e e 19 0 1 11.00 11 3 8 0 0
.................................................. TGAAGT AT GCAAT GAACATAR .« e e e vttt e et e e e et e e et e e et e e e et e e e et e e e e e e e e e e e e e e e e eaa 20 1 10.00 10 0 0 9 1
.................................................. TGAAGT AT GCAAT GAACATARA . « v e v e e e et e e e e e e e st ee e e aee e aee e aee e aee e tee et eee et eee e s eee e teeeeeeeeeeeeeeeeeeeeeeeeeeeeeseeesaeeesaeeenneaaaa22 0 1 2.00 2 0 0 2 0
................................................................................................................... ATGCCCTTTGCATAC T T TAGGGGA . « v v v st e et tee e teee e taeeeeseeeenseeensaeeenneennnea 24 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
AAAGATATGAAAAAATCAATCCTTATTATTTACTATTTGAACTACGGGGAACTTCATACGTTACTTGTATTTCTTGCAAAATTTAACAGTTTATTGAATTTTAATTATTGTTAAATACGGGAAACGTATGAAATCCCCTGTAAAGTATAGGGAACTGTAGCAAAAAATATACATAACTACAATACACAAA
Read # Hit |Total

khkhkkhkhkhkkkkkkkkkkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkhkhkhkhkhkhkhkkkk

No data available in table

Show Alignment With Reads “

Re-alignment of all predicted orthologs

........... khkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkxk** gize Mismatch Count Norm Total

Species | Coordinate ID Alignment
droWilZ|scf2 1100000004909:4979030- |[dwi 1O00|TTTCTATACTTTTTTAGTTAGGAATAATAAATGATAAACTTGATGCCCCTTGAAGTATGCAATGAACATAAAGAACGTTTTAAATTGTCAAATAACTTAAAATTAATAACAATTTATGCCCTTTGCATACTTTAGGCGGACATTTCATATCCCTTGACATCGTTTTTTATATGTATTGATGTTATGTGTTT-——-—-—-—-—-—————
4979219 +
droMoj3|scaffold 6328:147402-147471 NelecallerccileiNGGIT T T CIRTENS I T/eliA GICI TINNNA A GIINEING TG TiiC G - CCliGCACAGAGAAAC
BE
droAna3fscaffold 13117:3765920-
3765921 +
droKikl|scf7180000302586:169398- TTTRSRT AWT TEAT T T AT G et TIY TEAT T T — — — = — = —— = ———
169424 +
droRhol|scf7180000779914:607735- ATTET@TTTGTTTT ____________
607759 -
PASS/FAIL
Generated: 09708/2015 at 07:46 PM
crit.loop 0
crit.mor 0
crit.half 0
crit.total 1
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



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:4979030-4979219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:4979030-4979219
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_100.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:147402-147471
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:3765920-3765921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302586:169398-169424
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779914:607735-607759

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_128 sct2 1100000004511:10906250-10906317 -| candidate | Canonical miRNA | antisense_to_CDS

Legend: mature - mismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 24 ' | I |
Size Condition 10906350 10906300 10906250
Genomic Position
Hairpin partition - Sense -8 Antisense Mature -e- Star
Hairpin partition Mature & Star
Show Alternate Folds H
Flybase annnotation
Antisense to CDS [Dwil\GK17619-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M045
V119 V118 M020 V117
GTATTCGGTGATGAGGTGGGCGTGGGCGGCATCATTGACGGCGGCGGCGTTATCAT TATGCCCTTCGACTGCTGTGGCTGCGATTGCTGCTGCGGTTGCTTGGGCATCATCATCGTCTCCATGCCGTTTCCACTCAACTCATTGT TGCTGGCCGCAGCCATTTTCTCC female
Read # Hit |Total head embryo body |head male
dekokd ok dokddokkdk ok kok ko k ok ko dokkdkkdkk (L ((((........ COCCCCe - CCCOCC e e ... )N IM))) e )))) L)) . kkkkkkkkkkkkkkkkkkhkkkhkkkhkkkkkkkkkkkkkkkkk*k*k** gjze Mismatch Count Norm Total body
....................................................................................... TGCTGCGGTTGCTTGGGCAT « « + v e e v e e e e e e et ettt e et ee et e e eneeeenenaeaeneeaenenaeaen. 20 0 1 16.00 16 10 3 3 0 0
....................................................................................... TGCTGCGGTTGCTTGGGCATC .+« e e v et e et ee e e et te et e e eee e entaeenenaeaeneeaenenaeaen. 2 0 1 14.00 14 10 1 0 3 0
....................................................................................... TGCTGCGGTTGCTTGGGCATCA . ¢ o e v vt e et ee e ettt e e et e et e e en e eneeeaeneeaenenaeaen. 22 0 1 10.00 10 2 8 0 0 0
....................................................................................... TGCTGCGGTTGCTTGGGCATC . - - - oo e i i i i et e it e e 22 1 1 1.00 1 1 0 0 0 0
....................................................................................... TGCTGCGGTTGCTTGGGCA . « v v v et e et e e et e e ettt et et e e et e e e e e eneaeneeaeneneene. 19 0 1 1.00 1 0 0 0 1 0
....................................................................................... TGCTGCGGT TG T TGGGCATCAT « ¢ v e e e e e eete e e ta e e e eae e caeneeaeneeaeaeneeaeneenenan.23 0 1 1.00 1 0 1 0 0 0
........................................................ TATGCCCTTCOACTGCTGTGGC + « + e v e v e e e e et e e et et e e et e e e e et e e e e e et e e e e e e e et e ettt te et ittt e iaeneeaene. 22 0 1 1.00 1 0 1 0 0 0
....................................................................................... TGCTGCGGTTGCTTGGGCATCATC . ¢ v v v e e e ee e ettt e et e et e teen e eneeeaeneeaenenaenen. 24 0 1 1.00 1 0 1 0 0 0
....................................................................................... TGCTGCGGTTGCTTGGGC « &« v v e e e e e e e e e e e e et e e e e e et e et eeeneeeeaeneeaeneeaeaan. 18 0 1 1.00 1 1 0 0 0 0
....................................................................................... ielel Jelolelelieloli i Teleleley N < FA N P~ N 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
M045
v1lg V117 V119 M020
CATAAGCCACTACTCCACCCGCACCCGCCGTAGTAACTGCCGCCGCCGCAATAGTAATACGGGAAGCTGACGACACCGACGCTAACGACGACGCCAACGAACCCGTAGTAGTAGCAGAGGTACGGCAAAGGTGAGTTGAGTAACAACGACCGGCGTCGGTAAAAGAGG female
Read # Hit |Total embryo male body |head head
ek ok ok ok ke ke ko ko ko ok ke ke ke (L ((((...... .. CCCCCC - COCOCCC (e nn. .. NI NI ) e )))) . )) .  kkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkk*k***x 5jze Mismatch Count Norm Total body
........................................................... CGGGARAGCTGACGACACCGA « & « v e e e et et ettt e e et et ettt e e et e e et e et e e ettt e ettt e et ettt 200 1 2.00 2 1 1 0 0 0
................................................................... TGACGACACCGACGCTARCGA . + « e e vt e e ettt e e et et et et e e et et et e et et e et e e enieaenaeaenneene. 20 1 2.00 2 1 1 0 0 0
........................................................... CGGGAAGCTGACGACACCGACGCTARCG . + « e et e te e et et e e et e e et et et et e ettt e ettt ettt te e ittt e eieiaeneaeneeae. 28 0 1 1.00 1 0 0 0 0 1
.......................................................................................................................... CGGCAAAGGTGAGTTGAGTA .+« vt e e eeeenenenenneaes 20 0 1 1.00 1 0 1 0 0 0
................................................................ AGCTGACGACACCGACGCTARCGA . & ¢« vt e et ee e a e et ettt et et e ettt e et e e eae et teeneaeeaeaaeaeneeaenenaeae. 24 0 1 1.00 1 1 0 0 0 0
.............................................................................. ACGCTAACGACGACGCCAR . &« v et ettt te e e et et e e e e e et e ettt ettt te ettt teea i eaeneeaene. 190 1 1.00 1 0 0 0 1 0
......................................................................................................... TAGTAGTAGCAGAGGTACGGCARAGGT « « « v v e eeeeeeeaenecacnenncnenneaas 27 0 1 1.00 1 0 1 0 0 0
................................................................... TGACGACACCGACGCTARCG « « + « v e e te ettt e et et et et et e ettt e e et e e ettt e et te e ettt et 20 0 1 1.00 1 0 0 1 0 0
........................................................................................................ GTAGTAGTAGCAGAGGTAC . « « + e e et ee e eee e s eaeneeacaenaeaenenaenan. 19 0 1 1.00 1 1 0 0 0 0
........................................................... CGGGAAGCTGACGACACCGACGCTARC . & vt e et e te e e et et e e et ettt e e e e et e et e e et e ettt e ettt e eieiaeneiaeneee. 2T 0 1 1.00 1 1 0 0 0 0
........................................................... CGGGAAGCTGACGACACCGACGC « « « e v e e e e ee e et e ta e e te e e e e e e e te et e et e e eneaeeneaaeaeneeaeneaaenenneaenneaaa23 0 1 1.00 1 1 0 0 0 0
.......................................................................................................................... CGGCAAAGGTGAGTTGAGTAAC . « vt v e e e eeeeeenenenaenen 220 1 1.00 1 0 1 0 0 0
........................................ CGCCGCCGCARTAGTAATACGGGAAGC « « « ¢ e et e e et e eta e et e e et et e e et e e et et et et e e et e et e e e et e e e e te e eneataeneeaenenneaenneaa 2] 0 1 1.00 1 1 0 0 0 0
......................... ofelelofeli Vel 0.V Noli felelofeTolo] et o] o] clo PP S O 1 1.00 1 0 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|scf2 1100000004511:10906210-||dwi 128|GATGAGGTGGGCGTGGGCGGCATCATTGACGGCGGCGGCGT TATCATTATGCCCTTEEAC I oo s oo e CCTETE6CTE-CeATTEETGCTGCGG - —— — - TPGCTTGGGCATCATCA--—TCGTCTCCAT-G-—-——— CCGTTTCCACTC-—————-—————-— AACTCATTGTTGCTGGCCGCAGC
10906358 -
drovir3|lscaffold 13049:2654830- caldcalicTiicecoTiicclgcccaTcaAlTclcGeceeceeeeTTATCATI AT cCCTT ACTGGCAT TGTGGGCATGGACATGGTGGG TCTGTTCCTGGTTECTGGTTCTTGT : - - - ININi¥e G CAjelelelele T Cle - |
2655004 +
droMoj3|lscaffold 6654:1233460- caldealicTcccoTicclcccaTcABT GG GeocelcTTATCATIATGCCCTT ACGGGCAT CGTGGGCATAGACATTATACT GGGCAEEGC TCTGATTCTTGTTECGATCGCTATT - - - - — - —-[iicATj¥elerSA TC/EIS
1233632 -
droGri2|lscaffold 15110:3651157- caldealicTlcccoTiicciicccaTcaAdTclgccceeceeeaTTATCATEATIACCCT THEACI NIl v TGTCGGCATGGACATCATGTT CGGCAEIGCAGCGCCACCTCTGACTCCTGTTGCAGTTGCTGTTGTT
3651358 +
ldps |XR_group6:9826449-9826591 + | lcarcalleTeeccTeccccecaTc Al e mmccCGCRGTTATCATIATGCCCT T ORI IeIo CATGGGCATGGGCATG cceT@recaccdedeaN--------- Be~BrcarerrdErecccaclcd]
|droPer2|scaffold 61:105396-105538 + || lcarcaflcTeecfcrcccceecaTcaAfr JacmccCGCRAGTTATCATRATGCCCT T AR eon CGTGGGCATGGGCATG ccerfdrccackcTedegy- —--—--—- BerBrcarerTdErecccacEed]
droAna3|scaffold 13337:3536420- GAlgGAGGTGGGCGTHGGEEGGCAT CAMIECGGCGGCGGHGTEATCATTATHC CC T TECASSS == =LYl ffe=elelsly==Telel Jelelel.X Jelelelel X § JeTeleTel ; GGACCTA AlAR CAT n GGCTGGCEADNITTCHEEECR T e TiiGEA A TCCAlaEA ANIINS G c CEERIC T GG ARERG GIYAINIACINENE ci¥eleldlelele G /e¢
3536616 +
droBipl|lscf7180000396387:68501-68697 GAEGAGGTGGGCGTIGEEGGCAT CAMSNECGGCGGCGGIGTEATCAT TATHC CCTTECAd= == Xeh i foi={elelel i==(slelel Xelelel X foTelele X § eTeTelety GGACCTA AeAA CAT ; iiGCAGGCEADNITTCEEEE CETCNee TiiGEA A TCCAEAEA AISINS G C GRERC TG GAREEG GINA S CINEIGNE Gilesees c/de
droKikl||sc£7180000302486:2429352~ GABGAGGTGGGCGTGGGCGGCAT CAMYGECGGCGGCGGCGTEATCATEATGCCCTTIECACS GGGCATGGGCATTGGCATGGAGCGTGT - -AAGEECATGEICACGGET ccclderccaclcdaXTgeeY- - -dealrcgrTeTTelgrcecceeace
2429527 -
droFicl|lsc£f7180000453807:995407~- GARGAGGTGGGCGTGGGCGGCAT ClaNeGECGGCGGCGGCGTTATCATIATGCCCTTHEAC S = =[cellele TE TGTGGGCATGGGCATTGGCGTCGATCTGGCCAAG alca CATE\CATGGESGAMIeEEEEE eccidiiciNcaTcifeca---fScifdcrccirlec—----- JILIINIINC e CGGAGT TGG TR G GIA NS Clllehle Gilelesleelec el
995609 -
droElel|lscf7180000490564:632564- GARGAGGTGGGCGTGGGCGGCATCENYGECGGCGGCGGCGTTATCATEATHC CCTT/ECAl s =~ (cekie GTGGGCATGGGCATCGGCGTGGACCTGGCCAGG CAT e \CATGGESGAMeleEEEE ecciMEciNcaTcifeca-—-Scifdcrccirlec—----- ccogrccackcHdaNadeay- - -deircErTeTTelgTccccaclgec
632763 -
droRhol|lscf7180000776514:32650-32849 GARGAGGTGGGCGTGGGCGGCAT CENYGECGGCGGCGGCGTTATCATEATHC CCTT/ECAl s =~ (clekie GTGGGCATGGGCATCGGCGTGGATCTGGCCAGG allca CAT e \CATGGESCAMIeEEEEE ecciMEciNcaTcifeca-—-fScifedcrccirlec—----- ccodrccacEcHdaNaideay- - -deldrcerTeTTelgTccccaclgec
droBialllscf7180000302428:7914307- GARGAGGTGGGCGTGGGCGGCAT ClENYGECcGGCGGCGGCGTTATCAT/EATcCCT TECAldes ~ ~lekice o GGCGGGCATGGCCATGGGCGTCGACCTGGCCAGG allca CATEeCATGGEEcAEABECA TCGERAINCEAMNNIE T CHEEE CloiT CNe TiicEEEEE 8- - - ClPINCGoCGGAGGTGGARREG GGG CileiliVe Gilelesd o el
7914509 -
droTakl|lscf7180000415269:179749- eF\CleINelehlelelelelehlelelelelelelof-NiNe G C C S clelelelofelelelelelolel k-t or-Ni A [NleleTeleldil G e \6 G C Bl G C TGGACGC TGGCGTGGGCATGGGCATGGGGGTCGATCTGGCCAGG 8- - - CilINC o CGGAGGTGGATGCGGRA NG CilhlNeGilelelsldele el
179939 -
droEugl|lscf7180000409711:1709267- GAIGAGGTGGGCGTGGGCGGCATIHENECEMGGGGCGGCeTTATCATEAT/MCCCTT/ECAR ele- = ~[clekie GTGGGCATGGGCATTGGCGTCGATCTGGCCAGG allca CAT e \CATGGETGASTCREEE ecciMEchicaTcifeca-—-fecifecrciirlec—--- - ccoderceacicdgy--------- FeridrclerreTTclgrececaeace
1709460 +
lam3 lchr3n:9852393-9852586 + | [c2BcAHGTGEGCGTGGGCGGCA THEMSGERGGCGGCGGCGTTAT CATEATRC CCT THCA TS = (e GTGGGCATGGGCATCGGTGTCGATTTGGCCAGT alca CAT\CATGGE/SGAT(Ele erBrcErrerrcErecccceacc)
ldrosim2|[31:9611848-9612041 + | [c28cAHGTGEGCGTGGGCGGCA THEMEGECGGCGGCGGCGTTATCATEATRC CCT TR TS = (e GTGGGCATGGGCATCGGTGTCGACTTGGCCAGT acal CATHE CATGGEEGATEE FerRrcErreTTeEreccceeacc)
ldrosecollscarsold 0:2084737 2084930 4 \Cleh\T T GCClEG ATCATEATS GE\GGCEEEGCTG GTGGGCATGGGCATCGGTGTCGATTTGGCCAGT Alsical CAT[#/e/:\CATGGel$(GA Tiele CGEle/AliCeA:NIeT C/oCEEIC/oT Clohlelo/ TiNG e Tololei Culolof:-NeIC6IC GG A S
laroyak3|[31.:9827573-9827766 + | |crcrieTeecceTeEGCGGCATEeGEC GGIGGCGGCGTTATCATGATECCCTTIgEAs===cleiie GTGGGCATGGGCATCGGCGTCGATTTGGCCAGT alsca CATHel \CATGGES AT/ GCETGECATCCA———C ———————————————— pl\rclegrerTalgrecccaeacc
droEre2|scaffold 4784:9841880- GARGAIGTGGGCGTGGGCGGCATINGHSGEC GGHGGCGGCGTTATCAT/EATC CC T T/ECAlddd= ==l Ie] GTGGGCATGGGCATCGGCGTCGATTTGGCCAGT aldca CAT\CATGGE®GAT/ele cccolderccackceddy--------- FeridrclerreTTclgrececaeace

9842073 +

Generated: 09/08/2015 at 0746 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

RPOORRPRRORRRROOOO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:10906200-10906367
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:10906210-10906358
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_128.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2654830-2655004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:1233460-1233632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3651157-3651358
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:9826449-9826591
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_61:105396-105538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:3536420-3536616
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396387:68501-68697
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302486:2429352-2429527
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453807:995407-995609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490564:632564-632763
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776514:32650-32849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:7914307-7914509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415269:179749-179939
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:1709267-1709460
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:9852393-9852586
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:9611848-9612041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:2084737-2084930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:9827573-9827766
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:9841880-9842073
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dwi_1476|scf2 _1100000004558:161554-161619 - || candidate |3p_tailed_mirtron |5SpUTR
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Show Alternate Folds H
Flybase annnotation
utr5 [utrS plus 3188]; intron [Dwil\GK2214 1-in]; CDS [Dwil\GK2214 1-cds]; CDS [Dwil\GK2214 1-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M045
M020 V118 V117 V119
ACGACTCGAATGCCGCTAGTAATCAGCAGATTGAGGAGTTATCTAATCAGGTAAGCGTCATAGGTTGAATAAAACAATTTGCAAGCATTATTTGACTAATCGATCGTTTTACTTAGGTCATGGACATGCGTTTAAATCTGGAGGGTTTGGAAAAGGAGCGCGATTT female
Read # Hit |Total head embryo male body |head
Je ko ok e ok ok ke ok ok ok ko ke ok ok ke ke ok ek ke ek ek ek ek ke ke k(OO (OO e e e e e e 1))))))))) L)) L)) L)) ))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk***x 5ize Mismatch Count Norm Total body
.......................................................................................... TTTGACTAATCGATCGTTTTACT « + t v vt ve e et e et et e e e eee e eeeeneeneenaenaenaen. 23 0 1 10.00 10 10 0 0 0 0
.......................................................................................... T TTGACTAATCGATCGTTTTACT T . ¢ e e e e e et e e e te e eeeeeeneeecaeneeaenenncaennenenanae24 0 1 6.00 6 2 4 0 0 0
........... GCCGCTAGTARTCAGCAGATT . ¢« et ettt et e e et et et et e et e et e et e et et et e et e et e et e ettt e e e e e e e e e e e ettt e e e e e e e e e e et 210 1 2.00 2 0 0 0 2 0
................................................................................................................................. GTTTAAATCTGGAGGGTTTGGA . « « e vvvevnenon. 22 0 1 2.00 2 0 1 0 1 0
................................................................................................................................ CGTTTAAATCTGGAGGGTTTGGA. « v v vvvennen.. 23 0 1 1.00 1 0 0 1 0 0
......................... GO AGAT TGAGGAGTTATCT « « ¢ e e e e e e e et e et ee e e e e e e e e e et e e e e e e e e e e e e et e e e e e e ea e e ea e e e e ea e e e eaeaeeaeneaeeaeneeaeneeeeaeneeaenenneaenneaaa 19 0 1 1.00 1 0 0 1 0 0
............... CTAGTAATCAGCAGATTGAGGAGTT « & ¢ v e v et e et et e e et et et et et et et e ettt e e et et e e et e e e e et e et e et e et et e e e e e e et e e ettt et e e e e 250 1 1.00 1 0 0 1 0 0
.................................................. GTAAGCGTCATAGGTTGARATARAACA . « &+t e e e e e ta e et e e e e e ee e a e e ta e e e e e e e ee e n e e ene e aeeneaeeaeneeaenenneaeneaaenenneaaa26 0 1 1.00 1 0 1 0 0 0
.................... 8 ¥ o Neloy-Ne N e NeTe-Ne i AP~ X N ¢ 1 1.00 1 0 1 0 0 0
........................................................................................................................................... GGAGGGTTTGGAAAAGGAGCGC..... 22 0 1 1.00 1 0 0 1 0 0
.................... 8o Neloy-Ne N e} NeTe-Ne i NN OO N B ¢ 1 1.00 1 0 0 1 0 0
......................................................................................................................................... CTGGAGGGTTTGGAAAAGGA. ........ 20 O 1 1.00 1 0 0 1 0 0
............. CGCTAGTAATCAGCAGAT TOAGGAGTT « & « ¢ e e e e v e e et et et e e e e et e e et e e e e et e e e e e e e e e ea e e e et e e e eeea e e e e e aeea e e eeeneeseaeneeaeaeeeeaeneeeeaeneeaenenneaenneaea2] O 1 1.00 1 0 0 1 0 0
................. AGTAATCAGCAGATTGAGGAG « « ¢« vt e et te e ettt et et et ettt et e ettt e e e ettt e et e et e et e e e e e e e et e e e e e e e e e e e e e e et 210 1 1.00 1 0 1 0 0 0
.......................................................................................................................................... TGGAGGGTTTGGAAAAGGAGC....... 21 0 1 1.00 1 0 1 0 0 0
.......................................................................................... TTTGACTAATCGATCGTTTTACTTAGH. . . .o e e i e i ee e 2T 1 1 1.00 1 0 1 0 0 0
........................ A GCAGAT TGAGGAGTTAT .« ¢« ¢ e e e e ettt et e e e e e e e e et e e e e e e e e e et e e a e et e e a e e ea e e te e e e e e e e e ea e e e e e e eaeneeeeneneeaeneeaaaeneeaenenneaenneaaa 18 0 1 1.00 1 0 1 0 0 0
.................................................................................................................... GTCATGGACATGCGTTTAAATCTGGAGG . « v v v e v v eeeneaenen.. 28 0 1 1.00 1 0 0 1 0 0
.................................................. GTAAGCGTCATAGGTTGARTARA . « ¢ e e et et e e et e et e e e e e e e e m e e ta e e e e e e e e e n e e et e e eneetaeneeaeneaaeaeneaaenenneaea23 0 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
M045
TGCTGAGCTTACGGCGATCATTAGTCGTCTAACTCCTCAATAGATTAGTCCATTCGCAGTATCCAACTTATTTTGTTAAACGT TCGTAATAAACTGATTAGCTAGCAAAATGAATCCAGTACCTGTACGCAAATTTAGACCTCCCAAACCTTTTCCTCGCGCTAAA female
Read # Hit |Total body
Jek ok ok ok ke ke ok ko ke k ok ke ke ok ke ke ke ke ke k ok (OO CCCCCCCCCCe e e e e e 1))))D))))) L)) L)) L)) ))) . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x 5ize Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
droWil2|lscf2 1100000004558:161504- ||dwi 1476 |[ACGACTCGA---ATGCCGCTAGTAATCAGCAGATTGAGGAGTTATCTAATCAGETARCCCTCATASCETTCARTARAACAAT TTGCAAGCATTATTTGACT-AAT-COAT—————————————-——-——————________________ CGT-TTTACTTAGGTCATGGACATGCGTTTAAATCTGGAGGGTTTGGAAAAGGAGCGCGATTT
161669 -
drovir3|lscaffold 12875:15556464- AT/ TIige G C T GGieecCAA T CGINACIN TN NN A il Giel CINGIRSINe el T C[€ - - [ie cAcAlEfelia - GGG TG TCIY- - -\ rca- — - - - - - —- B - - - - INIAGTATTCAT TTTTGT T TGTTTGT TCATATCGC ittt - ST T{eCk¥ N, GG THA TGGANATGCGT TTAAATC TGGAGGG T T GGAAAAGGAGCGHGARTT
15556640 +
droMoj3|lscaffold 6496:8250708— INSEI T clelec TG A caldec e A GINNNT A TN /N N CllGINECINMWINe <l T ¢ - - [iscliGH-AaC- TG T -GT/T - - [N TGA- - —- - - - -B- - -FA Tl ATATTATAT T TTGT TTTGTTTGTTCATATCATCEEEEEE - ST TN AT A TcoaliaTGCoTTEAATC TGGAGG G T TGeABAARGAGCGCGAT TT
8250887 -
droGri2|lscaffold 15245:12351860- AcGrecclagaeT cclecciMdeA AT CANCAGATEGCAIGAGETTCEAATCACE ARG TC A el oA AT ARACARN T TIG CA A e T TR LA CTileAT/SCClm-————————————————- - eI le - - R BT AT TAGGTRATGGACATGCGETTIgAATCTGGAGGGTYTGGAGAANGAGCGCGATTT
12352024 +
dp5 [3:912117-912280 + | [T e G c Al eIste r TR NI A T e e s cR\c Xe e Ve - -fiacach - clia-cllechirTTTT - - - cciRE8c- - - - - - - - F- - -B- i TGCA T TCATCACAA TTC it ByrirEreNre, coreaTcerRaTcecdTanAdc TeealceTTTGEAEA MG AR CGCGART T
droPer2|lscaffold 2:1088649-1088812 (e T G C A el T CINEA IO NI A R e ChrSe cRG e iy G C - - A CAGH - Clia - CAGCATTTTT - - - CBCgEG- - - - - - - - - - - - -F- - TGCATTCATCACAATTC ByThTlerN TS, coTecaTeeaaTce T aardc TeGrRGGTTTGGAR ARGAI cGCGAlT T
sl
droAna3|lscaffold 13266:18354314— ININe e GcCARC TS G T CENE CINACINA TN C/INA NS A G NNCINE <1l GE - - [iGIAAGH - Alic-INAGIGIATTGIY- - -IN\aGTiC - - - - - - - -F- - -Fan - - e e - - NNl e GG TI A TGGACATGC G THA AT CTGGAGGG T TINGAAAAGGAGCGCGAT T T
18354470 -
droBipl|lscf7180000396735:1635887- ININe clec GG AR C TR G T CINECINACINA TN C/FNA N~ ARGIIINNCINE <liiGGE - - [iGIAAGH - Alic-INAGIVATGTGT - - -CAINGAGTjC - - - - - - - -F- - - FalE - - EEEE e B 8- — RN Iellellel Tl GG TEA TGGACATGC A THAATCTGGAGG LN TI\GARAAGGAGCGCGATTT
1636043 -
droKik1|lscf7180000302273:72686- ACGANT CINNNelhicE\Cie [eA A TCAGCAGATTGARGAGRT/ET CEA Afdc A e T E AT A= NI AACAAAACA 7 RSl C A A GLIA T e - ————————————————~- - - &IV NINN I Tl NI NTel» GG TCATGGACATGCGEIAT AR AT GGAGGCLAT TGGAEAAGGAGCGCGATTT
72845 -
droFicl|scf7180000453955:653945- ACGAClEC G A c G XeA A TCACAGAT TGAIRNGAGRTlET Cl8n Al A GET e C R A T .Y oA AlA ARG A B G C A ALY e - e G~ ——————————————-—- B-y--------- P\l - —p NI NI NI fen GG TCATGGANATGCGEATEA AC TGGANGGET TGGARAAGGAGCGCGASTT
654101 -
droElell|lscf7180000491217:364693— INTSINe c[ele G ccAR\ClEe Gl T A CIN NN NI NN /NI NE A GISl CINNCINE cliiG G e - - [iGINiCcH - Aac- TIAGIACIATTEVY- - - [ NNea/ac - - - - — - - -F- - -Fale - - e e - - NG TN e e GG TCATGGACATGCG T THA AC TG AGGGIT TGGARAAAGGAGCCHGARTT
364849 -
droRhol|lscf7180000766551:11160- NN cle T GGCARC TR T CINA CIN NI NTF NN C/FNA A AlGIEICINNCINE <liG e - - [iGINIGH - AAC-INAGIVACIATEVY- - - TINNea/ac - - - - - - - -F- - -Fale - - EEEEEE e e T e A wA BT A ASIEh T A A GGAJICINEIINerNelerNeFNidelofe C A VNN Slifelel-Nelele » il A &I GIN-Nele\a [ole n feF Clilis
11316 -
droBialllscf7180000302292:3509148- [Nl e c[ele G c A AR\C T/8n [ T A CINNNI NIF NN /N [N A lGIelA [N CINE <l G e - - [iGIAAGH - AAC-INAGINNNATGIY- - -[eciaaTiiC - - - - - - - -F- - -Fale - - EEEEEE e - AR CEEETAA T TAAGGAJCININT XTI TIXielele C AJiCEYAClelelerNelele » il G/ NNl Nelolelolel Al
3509304 =
droTakl|scf7180000415420:450547- accacccaaaicEcildriXeraTcaccaARaTcAINGAGRTET Cl\a Al A OO A e Ry oA Al A AAAGA A B CC A AL T/ - O ——————————————--—- B-p----—---- AR CEEETAATENTAAGGANCINEIEINTNElerN T Xielele c A lNCINAC SifelerNelele » kil SFN G-V Neleh-NeleleteleI N i
450703 -
droEugl|scf7180000409462:3512873- acGAaclgccrgansicicildrXer aTCcAGCARA TRGARGAGRTET Cln Aldc A G BT A e .Y Nl A Al A ARG AL S I~ 2 LY e - - CClp———————————————--=- B-B--------- P\-el= - —pF NG TileeledelNT{e GG TCATGGANATGCGEATHA AC TGGAGGGIIT TIGAAAAGAGCGCGASTT
3513029 +
|dm3 llchror:2642297-2642453 + | l2ceacEicr g ricEcHeA A TcARc AR TRGARGAGRTET cRr AT CACE TS C T CALNe - R N CRAAC AR A AN T A AN - - CCp—————————————————- B-B---—-—-—---- 8- - BN e cerEaTceagaTccclArAAABc TGGAGGCRATTGGAARAGGAGCCRGARTT |
ldrosim2|[2r:3507217-3507373 + lasi 17126 |accacEccagdiaTicRcEANEaaTcaAccARATRc ARG ACRTET CTAARC A TR T C ALY A A A A A ATA A T N 2 N N ittt it CCl—————————————————- E-f------—--- - - TN AT~ GG TCATGGAA TGCGIATAA AC TGGAGGGRTTGGARAAGGAGCCHGARTT |
1 _ L iTCINACH uGilalbNNCIaINelcliGGle - — IeF\AGH - AlIC -\ AR
droYak3|2L:15378963-15379119 + | ||ACGACECGA‘ATC.‘EGA‘AATCAGCA;AT&GA&GAG;‘TTCEAACAGGTG Wl \AGH-AAC-1Y A
droEre2|lscaffold 4929:19903046- AcGACEccAgS A ThCECIeAIEAATCAGCAINATING ARG AGIT/E T CiYa Aldlc A BT C ALY RN T (e A Al A A A AL A A B G C A A A e - o ———————————————- - - 8- — NN I NI\ el G TCATGGARATGCGTAAAC TGGAGG LT TGGARAAGGAGCGHGATTT
19903202 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004558:161504-161669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004558:161504-161669
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_1476.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:15556464-15556640
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:8250708-8250887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:12351860-12352024
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:912117-912280
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:1088649-1088812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:18354314-18354470
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396735:1635887-1636043
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302273:72686-72845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453955:653945-654101
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491217:364693-364849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766551:11160-11316
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:3509148-3509304
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415420:450547-450703
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:3512873-3513029
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:2642297-2642453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3507217-3507373
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_17126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:314737-314893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15378963-15379119
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:19903046-19903202
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dwi

Coordinate:

1748 |sct2 _1100000004585:8373366-8373436 + || candidate |3p_tailed_mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK24858-in]; CDS [Dwil\GK24858-cds]; CDS [Dwil\GK24858-cds]; utr3 [utr3_plus 369]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M045
V119 V118 V117 M020
ACTATAAGGATGGCAGGTGTCTGGGTGTGGCCTTTAGGGGCTTAGATCAGGTGAGTGAGAGCATCAATAAGGAGTAGAAAAAGT TTAACTTACATTCTTCTTTTCCCCTCACTCTATT TAGGTTAAAGAGCCGCTCTACCCAATTGT TTGTTCAACAGCGGCTAAAACCGA female
Read # Hit |Total head |embryo body male head
Tkdkdkkkkkkkkdkkdkkhkhkhkhkkhkkkkkdkkhkkdkkhkhkhdkhdkrdkrdkkd  (((((((...nennnn.. COCC (O (0 e 1) L)) D)D) L)) ) L)) ))))) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total body
.................................................. GTGAGTGAGAGCATCARATARGG . « « + ¢ v v ettt ee et et et ettt e e ettt e et e e e e e et e e e e et et e e e e et e e e et 220 1 20.00 20 11 6 2 1 0
.................................................. GTGAGTGAGAGCATCAATARGGA « « « ¢« v e v e et et e e et et e e e e et e et et e e e e e e e e e e e eas et et e e eneeaeaaenaeneeneaaenaenneaneas 23 0 1 15.00 15 5 9 0 0 1
.................................................. GTGAGTGAGAGCATCAATARG « « « « v e e e e et e et e et et et ettt e e et e e e et e e e e e e e et e e e et e et e e e e e et e e et 210 1 8.00 8 5 1 0 2 0
................................................................................................ CTTCTTTTCCCCTCACTCTATT ¢ v e e et e et et e et te e e e e ea e eaaeneeaeeaenaanaenaea 22 0 1 2.00 2 0 1 1 0 0
.................................................. GTGAGTGAGAGCATCARTA . « « e et e et ettt e et e e e ettt et e e e ettt e e e e ettt et e e e e e e et e e e e e e e e et 190 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
M045
M020 V117
TGATATTCCTACCGTCCACAGACCCACACCGGAAATCCCCGAATCTAGTCCACTCACTCTCGTAGTTATTCCTCATCTTTTTCAAATTGAATGTAAGAAGAAAAGGGGAGTGAGATAAATCCAATTTCTCGGCGAGATGGGTTAACAAACAAGTTGTCGCCGATTTTGGCT female
Read # Hit |Total body head male
Ikkdkkdkkdkhkkhdkkhdkkdkkdkkdkkhdkkhdkkhdkkhkhdkkhdkkrdkkrdkkndk  (((((((..nennnen... COCC- COCC (e e enn 1) 2))u)))) L)) ) ) L)) ) ) ) ) ) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|lscf2 1100000004585:8373316-|ldwi_ 1748||IACTATAAGGATGGCAGGTGTCTGGGTGTGGCCTTTAGGGGCTTAGATCAGEGTGAGTCAGAG--——-—= S e e e e e TCAAT------- AAGGAGTAGA---AAAAGTTTAACTTA----CATTEEEC —=== TTTTCCCCTCACTC-TATT----- TAGGTTAAAGAGCCGCTCTACCCAATTGTTTGTTCAACAGCGGCTAAAACCGA-—-
8373486 +
droVir3|scaffold 12963:8572594-
8572688 +
droMoj3|scaffold 6500:1184462- ACTATAAGGATGGCALNATGEcTGeacTeacT TAGINGIME T Ac A A cETCAC AR -————-- B---—-—-—-———————- CACGATACAGTCGTCTAGTTGTCReTTAGTTGGGATAT TGT TAAT TCCCAGTCAAT TCCAGAATATTCTCTACTGTATAAATAAT AT ACA T A e - ————-- - P - _EEEETAIIG-ATANAT T EACIGREEEE TacGTAEcA cclicTeTallcclaTToTrcldTclEacBccilocl@arnaclEca---
1184682 +
droGri2|scaffold 15252:11767600- actadaaceaTcecalloTccTGedEcTcccTTEAGGGeCErgcaTRAGETINA CEc AN A
11767659 +
905 [2groupdsisc0asi-1se0ssn o | [FeramacerTopRo T g T e T ————— ... . = D e e DS B B0 el BB B B iog dEcacdEodg AR ]
|droper2|lscaffold 10:565030-565129 +| |acTaTancearceRaReTeTCTRGERGTGGCCTTEAGGCERT TECA T i — - ———— = — T ——————————————-—H i —.. G —S—le G B ll-—-ai i~ it - A —GS GG —— GBS - B> - - ——--- I — — T — — — — | ————— T ey — — — — B rTErEcAcclicrerafcclaTRBcTRrcEBrcEacaccEecclanaacEea---|
droAna3|lscaffold 12916:13671805- ENCUACIN:NEIeT Clelelel N~ ehilelc/shifeleleliielii ele Thlivc C e el a il AP\ CIINelehia G/l TIACCACTGATTAR T TGAREEEEEEEFEEEEEE T A AT GA - - —-——-——- O A T G T T T = —— — e - - - e T2 AL - - - - CAA---EEEES --—-FATCcTCTiTECGlGEEEE EaclrrErEcacccicrEraficcEaTroTldrcrcacEcciccdaanaciica- --
13671968 +
droBipl|lscf7180000396535:641648— EXCRUNCINNEIST Clelelel N~ Ehie|c/shieleleleli Ele Thlivc C e e A il G AR I NElehia Gl T GCCACTGATTATGTGAREEEEEFEFEEEEFE GCAATGA R G- -—-—-—-—-- CA A T G e e - —— ————————— B - — - —ClGI¥\a - - - B - Clia - - -EEEE e N CLNTC TR - - - ciIrrEriicaceccicTlgTafjccEaT To T cleTcldaclgcceecdaanraccea---
641811 +
droKik1|[scf7180000302271:164193~ AcTASAAGGARGGCARNG TG TGGEeTGGCT TAGGGEIT Tl8cATCAGGTCACTINGAL- - - - — -~ -
164265 +
droFicl|lscf7180000453842:1207569- INSRUNCEVNEIER\ClelelelNa eliel clelielete clehiclelsteliiic C Ea e A il Gl NN Nelel T NE Cc T TC G - EEEEEEE = B A A C T G e e A GAT AT A A A - ————-- —-TE---—- - - - — - —-[TAGWACTTH--------FEEE= alicclcciiaiTcTECciicEEEE EacirTlerficacccifiteTacccaTToTleTrclrcaacEcceacdananclca---
1207728 -
droElel|scf7180000491273:190393- ACTARAAGGATGGCARGTECTGGEEGTGGCCTTMAGGGGT TEGATCAGETCAGTIALN G NIk - - o
190483 -
droRhol|lscf7180000777055:112192~ ACTATAAGGATGGCARGTGEICTGGAEGTRGCCTTAGGGAIT TlEcATCACC T R —————— -]
112245 +
droBial|lscf7180000302261:469109- afjTalAAGGATGGCARG TG cTGeacTGce T TACGGIr TldcaTCAGGTCAC TS A R-—————- - ----—-—- == - GGGATGA R GTCAGAATTGGGGCAAT G CAGATAGTACAAATGTATTGTTATTGTTATTTTTAAAATTGCTCTGICEREEEEE FAT(elelN- - - - - B - — - — - — - - - -Gl#A\cTTATINSACACTAAAANCTEETIANTCEE CTIICEEEE Erciireerficaceclcr@racccarrerlgrcTTcfackEccEccarEaclEca---
469337 +
droTakl|scf7180000415204:107278- ErciirrlerficaceccTlTaiccaTToTETcrcldacEcceccldannacEca- - -
107364 -
droEugl|lscf7180000409005:924366- ACTARAAGGATGGCANATGEC TGGOEG TG C T TG GG TlEG A T CAGG T GA G TG AL - — — — — — T - — — — = — = = = = o o o iia/¥NiicaacccTINATE TENEGEREINNATC - - AT A PN TG - — - — - - FE s — - —— - THA TCATIN GiCEEE ErcirrErficallccldc TidraliccEa TG Tl TGl clia clcclic cldaaldacllea - - -
924528 +
|dm3 lchr21:5039691-5039858 + | [EcTaBarccaTcecalercEcTecdEcTcclT RScEGc AT IBGATCAGGTCACTRSCEm-————— -1 TTGAATTGTTCAATCCTCCAAGGATC A R GG C T C T A G .-, ., -Ha:S e —————- D — - - AN \[eTCECCT ACTEIINY- - - - EacrTEalicacecerigracccaTEeTiircEr ciiaciiccldccaaaacEca---|
|[drosimz|[21:4853015-4853186 + lasi_s917|EcTaarccaBcccaBercEcTccdEcTHcCHT TSR CRT IBGATCAGETCACTSScEm ————— = TTGAATTGTTCATTCCTCCACGGATCA N ——————————_..H i .—" GGCTCTAG e —_—,—,—,,——.,_._ ..., = = i —-—_ i A .., Qb e —————- - - - - - - E—— = T \eTCECCTNACTE ey Xe~ cRr TErfcAcc e TEracccaTRcTRr cBrcliaclicclecaraacBca---|
droSec2|lscaffold 5:3126208-3126378 FCTAAAGGAGGCAEGTGCTGGGGTGCETTGGGET TEGATCAGGTGACTeCER--—--—-F TTGAATTGTTCAATCCT TCAAGGATCA N e GAC T CTAG e e e - — - — - - — — e e — - - = = = S VAT ClecCTLNAC T/ [felele - S ¥ X Gl Tlerficacccldc TlgracccfdaTde TRTe TT A clicc8ccllaaAaClEGa- - -
droYak3|ZL:10485770-10485935 - ECTAAAGGAGGCAEGTGCTGGGGTGCCTTGEGGETTEGATCAGGTEAGTEG= ——————— TTGAATTATGCCACACTGCAAGGATCA R e CGT T AL G e T - - ———-- - — - e — - - - ——— LT TecINCC TN T el T - - —- - CrciIrTleaficaceciteTacccaTro TR GlrcliacliccEccldanaacEca---
droEre2|scaffold 4929:5118792- GG T T T A G . e, e riiivti .= n ihihn - — == === e - — - - — - - ———— LT T ecCl AT C I XTe - - —- - ErcirrErficaceclcrlgracccaTEcTiTclercliacliccEccleaaraclgca---

2118957 +

FCTAAAGGAGGCAEGTGCTGGGGTGCETTGEGGET Gl N ele el T e - - B - T TGAATAATGCAAGTATGCAAGGAAC A S
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:8373316-8373486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:8373316-8373486
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_1748.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:8572594-8572688
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:1184462-1184682
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:11767600-11767659
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:1560431-1560530
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:565030-565129
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:13671805-13671968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396535:641648-641811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302271:164193-164265
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:1207569-1207728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491273:190393-190483
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777055:112192-112245
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:469109-469337
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415204:107278-107364
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409005:924366-924528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:5039691-5039858
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:4853015-4853186
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_5917.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3126208-3126378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:10485770-10485935
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5118792-5118957
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[View on UCSC Genome Browser {Cornell Mirror}]

dwi_ 110 scf2 1100000004511:2653150-2653223 - | candidate | Canonical miRNA ||intergenic

Legend: mature - mismatch in alignmen _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M045
M020 V118 V119 V117
ATTGTTAAAATAAACGAGAGTCGAAAATTAAACAAATTAATTGACAATTTTATGAGAACAAACTGGAAAGTCTATAACAATGCAAATTGCCAACGAAGCTGACATCCAATTTGTTGACATTTCTTGTCTATTAATAATCACAGTGATAAACTAGATCTGAAATACATATATATG female
Read # Hit |Total head embryo head male body
AR AR AR EA SRR S AR SRR R e E el L N O O O I O € G O O O O G O (CCoa))) e 1)) D)D) )))))) ci))) e i))))) L)) )))) L KRR KKKk Kk Kk Kk kK KX KKK K KKKk KKKk X*¥*** 5jze Mismatch Count Norm Total body
.................................................. TATGAGAACARACTGGARRGTCT « - ¢« vt ettt te e et e et e e e et et e e e e et e e e et e e e e e e e e e e e et e e e et e et 230 1 36.00 36 19 6 8 1 2
................................................. T T ATGAGAACAAACTGGARAGTCT . « e e e e e et et e e e e e ee e e e e e e e e e e et e e et e e e et e en e e e e eaeneneeeeeeaeneneeeaaeaenenenneaeaenenenna24 O 1 6.00 6 1 4 1 0 0
................................................. TTATGAGAACAAACTGGARRGTC .+« e e e e e et e ee e et et et et et et e et e et et et e e et e et et e ettt e e e e e ettt e et e et ettt 230 1 1.00 1 0 1 0 0 0
.................................................. TATGAGAACARACTGGARAGTC . ¢ e ¢ e e ot e e et et e e e e et e e e e e e ettt e et e e et et e et e et ettt e e e ettt te e e e eeetaneneneneaenea 22 0 1 1.00 1 0 0 0 1 0
..................................................................................................... ACATCCAATTTGTTGACATTTC . « v et et et e et e e e e eneeaataeaeneneeneaeaenenenne22 O 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
M045
V118
TAACAATTTTATTTGCTCTCAGCTTTTAATTTGTTTAATTAACTGTTAAAATACTCTTGTTTGACCTTTCAGATATTGT TACGTTTAACGGTTGCTTCGACTGTAGGTTAAACAACTGTAAAGAACAGATAATTATTAGTGTCACTATTTGATCTAGACTTTATGTATATATAC female
Read # Hit Total embryo body
AR e N (N N (N N N T T N N (CCae))) e 1)) S)D))NID))) o D)) D)) )) L)) ) ) ) ) L. ko kkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|lscf2 1100000004511:2653100-|dwi 110||ATTGTTAAAA---TAAACGAGAG--TCGAAAATTAAACAAATTAATTGACAAT TTIATGAGAACAAACTGGAAAGTC T AT AACAA T -~ — =~ — = = = = — = = = = o o o o GCAAATTGCCAACGAA--GCTGACATCCAAT T G =~ == == === = == — = =~ — = o -TTGACATTTCTTGTCTATTAATAA————————————————— TCACAGTGATAAA---CTAGATC--TGAAATACATATATATG
2653273 -
drovir3|scaffold 13042:4024595- IN¥e G AINAT GREEGEVNAT A CANA TA AR TIVENNESNNA T/ AEARNAGIIL- - - - - - - - -BEfeacldia ATGAGGCTGAGCECGAAGCATTTCTTTGAETTAACGCHAAAAACAATTT D — - FEgert— — TRARA TARA TATATATR
4024751 +
droMo)3scatfold 6540130176124 A AT T T AR AT TCAAGCA T T T A e T A T T A A G e T = C -V U S AN T TRt - R T TG T T TTA T T TT TG T AR A Ry A A A A ALY VTt
30116327 +
droGriZ2fscaffold 15110:11876594-
11876770 +

dpb XL _groupla:2917521-2917567

droPer2|lscaffold 36:398190-398260 +|

droAnalflscaffold 12929:2112456-
2112478 -

droBipl|scf7180000396431:797066—
797126 +

droKikl|scf7180000302517:733496—
733578 +

droFicl|scf7180000453927:1171411-
1171428 -

droElel|scf7180000491255:5587-5619
+

droRhol|lscf7180000775259:1481-1493
+

droBial|lsc£7180000299946:72844~ TIRARATT - - B - — - - — - —— |

72914 -

droTakl|scf7180000412262:29414- TG TIGINAT CEEE - ING/Y- - - - - |

29464 +

droEugl|sc£7180000409672:5433698- T TIGIG GG TR CEVAT CIY - - |

5433818 +
|dm3 llchrx:3683251-3683332 + |
ldrosim2|4:84055-84069 + |
drosec2|scaffold 4:3019788-3019914

Jercirircreacanccarmaacancars EEEEEEEEEE S e e e e e BT T e
Jescrircaaniscoacca T e R eSS e e - o R —cazoalclTEcooRoR ]

ettt ~ — — etatatetelel— . T2 CATATAGATG|
- ——Alang -EAAT@ATATAATE\

ey - - 00 -2 2 28R T
ettt - — ~ i T~ - TGAAABEATATATATG

droYyak3|¥:4728037-4728127 -

droEre2|scaffold 4690:9846404-
9846477 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:2653100-2653273
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:2653100-2653273
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_110.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:4024595-4024751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:30116124-30116327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:11876594-11876770
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:2917521-2917567
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_36:398190-398260
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12929:2112456-2112478
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396431:797066-797126
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302517:733496-733578
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453927:1171411-1171428
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:5587-5619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000775259:1481-1493
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299946:72844-72914
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000412262:29414-29464
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:5433698-5433818
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:3683251-3683332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=4:84055-84069
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:3019788-3019914
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:4728037-4728127
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9846404-9846477

ID:

dwi_1329

Coordinate:

scf2 1100000004521:8757642-8757701 + | candidate | Mirtron |intron

Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}

Legend: mature - mismatch in alignment] _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position o0 o1 20 03 o4 & ? | | | |
Size Condition 8,757,600 8,757,650 8,757,700 8,757,750
Genomic Position
Hairpin partition - Sense -8 Antisense Mature -#~ Star
Hairpin partition Mature = Star
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK 15433-in]; CDS [Dwil\GK15433-cds]; CDS [Dwil\GK15433-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
V118 M020 V119 V117
TTAATATATTGCAACAAGCAAATGAATTGAAAATGTTGGGTGAATATCAGGTAAGTTAGAGAAACATTAGTCCATAATCCTACCCTTCTGATGAATTTCTCTAATTACAGAGCGTTTTTATACCCGT TTTGGACACTCACACCATGGAGTTTGGTGAACT female
Read # Hit |Total embryo head body | head male
Kkdkkkkkkhkkhkkkkkkkhkkhkkhkkkhkhkhkhkkhkhkrdkrkknrkrkrkrr  ((CCCCCCCCCCCCCCCe e e e e e e oo 1))))) . ))))))))))) . kkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total body
...................................................................................... TCTGATGAATTTCTCTAATTACA . « « o e e e te et ee e e e e e eeaenenaeaeneaaeaenneaenaeaa23 0 1 7.00 7 0 7 0 0 0
...................................................................................... TCTGATGAATTTCTCTAATTACAG . ¢+ ¢ v vt e et te et e e eeenenaeaenenaenenneaeneeas 24 0 1 4.00 4 0 3 1 0 0
...................................................................................... TCTGATGAATTTCTCTAATTAC . « e e o e v et et e teee e e eeee e e eeaeneaeaeneeaeneeae 22 0 1 1.00 1 0 1 0 0 0
...................................................................................... TCTGATGAATTTCTCTAATTACAR . . o ittt et ettt et et et et et e e e 241 1 1.00 1 0 1 0 0 0
................................................... TAAGTTAGAGAAACATTAGTCC « « + e e e e e et e et et e e e e et et et et e e et et e e et e e et e et te s eeeneneaenenneaeneea 22 0 1 1.00 1 0 0 1 0 0
...................................................................................... TCTGATGAATTTCTCTAATT « &+ v e ettt te e et e e e e e et te e etaeneiaeneneenene. 20 0 1 1.00 1 0 0 1 0 0
Anti-sense strand reads
AATTATATAACGTTGTTCGTTTACTTAACTTTTACAACCCACTTATAGTCCATTCAATCTCTTTGTAATCAGGTATTAGGATGGGAAGACTACTTAAAGAGATTAATGTCTCGCAAAAATATGGGCAAAACCTGTGAGTGTGGTACCTCAAACCACTTGA
Read # Hit |Total
Kkdkkkkkkhkkhkkhkkkkkhkhkkkkkhkhkhkhkkhkhkrkrkkrkrkrkrr  (((C(CCCCCCCCCCCCCe e e e e e e e 1))))) . ))))))))))) .. L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** 5jze Mismatch Count Norm Total

No data available in table

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species|Coordinate ID Alignment

droWil2|lscf2 1100000004521:8757592- ||dwi 1329 |TTAATATATTGCAACAAGCAAATGAATTGAAAATGTTGGGTGAATAT CAGGEAAGTT-A-—G-A-————————————————— - GAAACA—————————-T-———————— - _PAGTC-CATAA-————————————— TCCTACCCTTCTGATGAATTTCTCTAATTACAGAGCGTTTTTATACCCGTTTTGGACACTCACACCATGGAGTTTGGTGAACT
8757751 +

drovir3|lscaffold 12963:3483847- iGIGAINITIRNEGIACINNES CINACEIAG Cll TIVVINIE Cielele CVIUNNINeleC ¥ (e cal T T TECET ATT.\GGTTTTCATTT, ---AALIARGATTTTTCTTREEEE e . T ey SN T [€RiC AGAGCGT TTTTATACCCE Tl TGeApACldcACACERTGGAGRTEGGEGAEMT
3484002 -

droMoj3|lscaffold 6500:13859016- iARNYA G T CliA GINXI NS T CIACEAG Cll 2 IRVYNAehlil A SNV YUNNINele. |G/ (e A A G T/EClIGAEE T IGATAAGAGTGTGCAATATAATA
13859197 -

droGri2|lscaffold 15252:3041009- Tl T TiXEAdc A EG A A TG AldYTIA AAA TG TTGGGTGAATAT CAGG E AR N A T N e e e e Jele = e e AAAAGTGACTCTTTTTTTGTGTGTTTGTCTTTATTGCIN AT ATIN- -AAATATTT ToEEEE e G 2 et e T TEICAGAGHGT TTTTATACCCE T TG AfA cllcACACINdTGGAGR T TGGTGAEMT
3041196 -

dp5 l4_group4:3291859-3292015 + | |rErEder@rTccanca§ecaradoanlTcrrAATGTTGGEEGAATATCAGC YO NEE LI TA GATGTATTATAEG ---aafUciflcTaaccacTAREEEE e U, T e T s T TlECAGAGHGTET TEATACCCET TTGGACACRcACACATGGAMT TRGGTGAACT

droPer2|lscaffold 10:2313190-2313346 Tl T8 T TGCAACAEGCAAAGAATGAAAATGTTGGGEGAATAT CAGGHGNEE (YN TA GITGTATTATAEG ---AACGCIUNGTAACGACTAZEEES e . T e T Sk T TEICAGAGHGTETTATACCCETTTGGACACCACACHATGGAMT TRGGTGAACT
+

droAna3|lscaffold 12916:10997600- TlEaa A TARTGCAECAAGCEAATGAARTGAAGATCTTGGGIGAATATCAGGHALCIYE - ALEE S TN ===k T TGAAA e — ———— A AT CAT A - - et 2. ALNT T/ VYA TP IA A G Rt T T TATACCClITEeT GoaiaclcafiaccaTc AT T TG TGAACT
10997749 -

droBipl|lscf7180000396572:655481~ Tlege\a T TR cAldcaAGCEAA TG AT GARAA TG T TRGGINGAATAT CAGCEAIE NN S SN\ JeTe! e 17, e TeT VX 3 VXL SN T TRICAGAGCG T[T TATACCCG TN TGGARACldcACACEA TG AT TTGGTGAACT
655632 -

droKikl|scf7180000302389:545036- TleleeA TATTGCAECAAGCEAATGAS TR AAATGTTGGGEGAATAT CAGGHCI VAL E{ehJALFN= =27 TAT AR e — - —— —— CTAAAAADA A T 2 i - - s AT TN NAThA T T NA GAGCGTET TTATcC CRTINg TG AfA cldcalia ceaTHGAGT TTGGI G ARC T
545191 +

droFicl|scf7180000453932:337906- T8 T T CAldcAAGCEAATGAETTGARAATGTTGGGEGAATAlCAGCHER NIV IR NN A CE A C T - - R e s Tt ThA T TldcAGAGCIr TT T TACCCE T TGGACACldcacccaTGAGT TTGGGARCT
338059 +

droElel|lscf7180000490076:25632-25786 Tgr2ATATTGEAACAAGCAAATGAS TR AAATGTTEGGEGAATAT CAGCHEINT NI\ =AI V===l TGTCC Rt — — — — — - TTATAAT ANTTATH- -] rrrci¥\raAletiicacaceGTRTTTATACCHE T TRTGGAlACTCARRICCATGAGT TTGGGACT
+

droRhol|lscf7180000771891:37886-38040 TEAASATATTGCAACAAGCHAATGAETINAAAATGT TGGCEGAATATCAGGHNTNT N R TT \=AIV ===l TGTGC R — —— - AAATAGC AllTGATH- -| TrecThTiNT TR\ A GAGCi T TTATACCHE T TTGeACAClEcAlficcleTiGAGT TEGGGAACT

droBial|scf7180000302422:3721684- Tler AR TATTGEAACAAGCEAATG AT GARAATGTTGGGEGAATAT CAGGEACCE L e\ =AlTe= = VY A AR GG — — — — - — GAAATGGLA ATAATHN- - R e X et 't 4A T TREVAGAGCGTTTTEATACCIHST TRTGGACACMdC AR CIA TG AT TTGGGARC T
3721832 -

droTakl|lscf7180000415871:257335~ TleAAATATTGCAACAAGCHAATGA/STGAAAATGTTGGGEGAATAT CAGG TGN EV VY =AG VYTV TR A G A e — — — — — — AAACAAR ANTTTTH--| A TS THA T TREVAGAGCGTTTTTATACCIES TN TGGARA CldcAlBiCiA TG AT TTGGTGAACT
257493 -

droEugl|scf7180000409063:206259- TR AR TATTGCAACAAGCAAATGASTIA AEA TG TTGGGEGAATAT CAGG NG iR sC A= =T CGTGA AAGAALTIGT G T R — - —— —— - — — — - — — | TR T T AATTICAGAGCGTTTTATACCCNNETHGACACECARRNCCATEGAGT TTGGYGACT
206414 -

am3 llchr21.:21207640-21207797 + || |TaalaTaTTccAACAEcCARATGARETIR AAATGTTGGGEG AT AT CAGGHICCIL L {SE =A== VY T GAGC e~~~ —— - AAAAGTG Al AR TN CGACGTT TR e 1. | e A SIS TR VA G A GC GT T TTi@ATACCIXS TS T GeACACcAlC CATEGANT T TGGTGAACT

ldrosim2|21:20644728-20644885 + | |TaaBaTaTTGCAACAgGCARATGAGETGAAAATGTTGGGEGART AT CAGCHICCIL LR R EI=A/T ===V T AAGC - — ——— - AAAAGTG Al TN CGCCGT T TR e 1, T e . ete i \A G AGCGTTTTEATACC/ES T T G Acacldc AlficcaTc AT TBGGTGAACT

droSec2|lscaffold 18:1127835-1127992 TRAAATATTGCAACAGCEAATGAETGAAAATGT TGGCEGARTATCAGGHNSC TN hE R = Al \===/¥X TGAGCEE e — —— - AAAAGTG AR TIENACGCCGT T TR T A, T A S Tig A GAGCGTTTT TATACC/EY TS TR G ACACEcAffic cATc AT TG TGAACT
+

ldrovak3|[2R:1568453-1568611 - | |TRr 2R TATTGCAACAAGCAAATGAETEAAAATGTTGGGRGAATAT CAGGIIEICT (Y- AfT\===FV} T GG g — — — — — — AAAAGTG A A TN T CGACGT T TAGREES e . T A, ST TR A GAGCGT TTTTATACCHST TRTGGACACHC AR CCATIGAWT TTGGTGAlECT

droEre2|lscaffold 4845:3293217— Tlera A TATTGCAlSCAAGCAAGTGAS TR AAATG T TGGGEGAATAT CAGGHIRECT IS\ =A== Ye! TGATC i — — — — —— AAAAGTG - --AACCCINNAGGACGT TT TgEEss e U, T e, (SISl \A G A G CIAT TTTTATACC T TTGGACAClEC AR CCATGGANT TTGGTGAACT
3293372 =

Generated: 09/08/2015 at 07:02 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:8757592-8757751
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:8757592-8757751
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_1329.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:3483847-3484002
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:13859016-13859197
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:3041009-3041196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:3291859-3292015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_10:2313190-2313346
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:10997600-10997749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:655481-655632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302389:545036-545191
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453932:337906-338059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490076:25632-25786
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000771891:37886-38040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:3721684-3721832
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415871:257335-257493
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409063:206259-206414
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:21207640-21207797
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:20644728-20644885
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_18:1127835-1127992
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:1568453-1568611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:3293217-3293372

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_1078 [scf2 _1100000004515:3018700-3018770 - || candidate | Mirtron |intron

Legend: mature star [\ =Yt (BRI T TS L _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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3018800 3018750 3018700 3018650 o I | I | | I | | 5
Genomic Position 20 21 22 23 24 25 26 27 | 1 | !
Size Condition 3018800 3018750 3018700 3018650
Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK19799-in]; CDS [Dwil\GK19799-cds]; CDS [Dwil\GK19799-cds]
Repeatable elements
|Name HClass HFamily HStrandl
|AT_richHLow_complexityHLow_complexityH+ |
Sense Strand Reads
hide 3p reads‘ show mid mismatch reads H
M045
M020 V119 V117
CTGATGGTGGCTGGGCGTGGGTCGTTTGTGT TGCGGCCGGCATTTCCAATGTAGGTAAAAATGATTAGAAATAAAATATTATTAATTATTTTTTTCAACTAATCGTTTTTCCTACGAACAGTTATCGATTTTTCCGTGTCTGCAGCAGTTTGGCTTTCTGTTCAAAGACCG female
Read # Hit |Total body |head head male
ek okdekk ok ok ok ko ok ok ko ke ke ek ke (L (CCCCCCCCCCCe CCa (e e nnn .. 1))))) L)) e ))))))))))))))))) L Lk kkkkkkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total body
............................................................................................... CAACTAATCGTTTTTCCTACGA . ¢+t et e e e e et et et et et e e et e e eaeateeeneneneaea 22 0 1 14.00 14 9 2 2 1
............................................................................................... CAACTAATCGTTTTTCCTACG e &« e e v e e e e e a e e teee e eaeneaeaeaeeneneneaeaeeeeneneneaeae2l 0 1 3.00 3 1 2 0 0
.................................................. GTAGGTARAAAT GATTAGARAT .+« « e e e e e et et et e e e e et et et et e e e et et et et e et e e et e e e et et e e et ettt et e it ettt 220 1 2.00 2 1 0 1 0
.............................................................................................. TCAACTAATCGTTTTTCCTA . ¢ e v et e e e e et et et et e e e e e te e eeeaeaaaeaeaneaeaeaeananaa 20 0 1 1.00 1 1 0 0 0
.......................................................................................... TTTTTCAACTAATCGTTTTTCCTA . ¢ o v vt e e e e e e et et et e e et e e et e ettt e enaaaaeneana. 24 0 1 1.00 1 1 0 0 0
............................................................................................... CAACTAATCGTT TTTCCTACGAE . - v it ittt ettt e e e ettt e e eiee e 23 1 1 1.00 1 1 0 0 0
.................................................. GTAGGTARRAATGATTAGAR . « « « e e e e e et et et et e e et et et e e e e e et et et e e e e e e et e e e e et e e e ettt e e ettt 200 1 1.00 1 1 0 0 0
.............................................................................................. TCAACTAATCGT TTTTCCTACGE . « v v ittt ettt et e ettt et et ettt e e e i e 231 1 1.00 1 1 0 0 0
.................................................. GTAGGTARAAAT GAT TAGARATARAAT . ¢ . ¢ et et e e et e et et e e et e e e e et et et e e e e e ee e e e e e eaeeeeeeneeaeaeaeeeeneneaeaeeeeneneneaeaeanaa2] 0 1 1.00 1 0 0 0 1
.............................................................................................. TCAACTAATCGT TTTTCCTACGA . + v v v e e e et et et et e e e e e e et ee e e e eaneneaeaeneaeaas 23 0 1 1.00 1 0 0 1 0
.............................................................................................. TCAACTAATCGTTTTTCCTAC .+« v v e e e e e e et et et et e e e et e eaeaaaeeaenenaaaaeaeaa 2l 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M020
GACTACCACCGACCCGCACCCAGCAAACACAACGCCGGCCGTAAAGGTTACATCCATTTTTACTAATCTTTATTTTATAATAATTAATAAAAAAAGTTGATTAGCAAAAAGGATGCTTGTCAATAGCTAAAAAGGCACAGACGTCGTCAAACCGAAAGACAAGTTTCTGGC
Read # Hit |Total head
e sk e ok e ok e ok e ok ok ok ok ok ok ok ok e ok ke ok ke ok e ok e ok e sk sk sk e sk ke ke ke ek ek ok (L (CCCCCCCCCCC CCa CCCCCCe e e e e 1))))) L)) o ))))))))))))))))) L Lk Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|lscf2 1100000004515:3018650-||dwi 1078||CTGATGGTGGCTGGGCGTGGGTCGTTTGTGTTGCGGCCGGCATTTCCAATGTAGCTAAAAATCAT -~ T-—————————————-—-——————————= AGAAA-TAAAATAT - ———————————————————— TATTAATTAT TTTT T ————————— === — ===~ —— o I e e e CTAATC--GTTTT-T----CCT-A-CGAACAGTTATCGATTTTTCCGTGTCTGCAGCAGTTTGGCTTTCTGTTCAAAGACCG
3018820 -
droVir3|lscaffold 12970:9387503~ clcatcececTeeceeTocrigcTlgrcldc Tilcclecce oot T Clga A TETACCTARAATI A= =lel==== s B G T T A T A e — — — —————————— A et — — = = = = = = === === === === — - - - = = R e e e GAREEE - TNV - B - -caaa-EEEEGTCEcHeT T TINE Clici¥ea ciiciiaiNeecide c/oifelea S Nelililc efeleliliic AlehliiT c cClgAc/de
9387657 -
droMoj3|lscaffold 6308:1341465- clcatcececTeeceeTocrEc T tEcccccoccaTTClEA A TETACCTARAAICCAI - —R=—==~ ACTCEEICCATCCREEEE i et - — = = == === === === GTGCCAAGCAATTAT R CCAG-— - - — - — — — e elele- - —-——- = = R e e - - - - --aATGCCAT - EEEEe ccET R GIXI N A G ide cil Gl i¥dldelve c ilelel Nl Nehili Clele  clic iVelilite c G c CYa dfe
1341632 +
droGri2|lscaffold 15203:5016744- Sc/ehNlele clelelelifelelelslelilele ChilcleliGiNe clelicele c /e rlelele Til A iNlF NN chy NEEh PV ¥ VAT i TCAAGCACAATE T T - B - - — - e I CCCI A A TG G A A G A R e T = = R e TGCAATCAATCCAATCAA T TG A TH-Ec /- T- - - -ar--I¥8ur cacraTccldrlgTiirccoTcfdcTecallcacTTTGecTTc To T TG AlEc G
5016927 +
dp5 XL_grouple:8334796-8334996 SclehNele cleleleliyelelelslelifele chicleliciNe clehiclele cleerlelele iRl N el \Echi V.YV GG TGl C
droPer2|lscaffold 13:230046-230252 +| [cBeaTcdsscTesccerecEgsTBr i e clccfErTTCcAn TETACCTARAN S E- s
droAna3|scaffold 12903:599200- Sc/e\CEelecleleleliyelelelslelivele ciiceiiGiNe el clele c/elelefele GillRelA PV el e by VAT T Thila/ A B -
599367 +
droBipl|scf7180000395925:6197-6360

droKikl|scf7180000302798:149383—

149490 -
CESY LRl YR AR TN IR A- L R icwicT- 1= | I (¢ C ch:\Clele clefela ifelele G cllelelelicleliliiVe c clic/elelelele clelei Thilila A TRV Cleld A EhiG A T A C A C) C o - B A G T T G A T G C O — — — — — B — — — — — — — R CC T ACG T AT GGAC T C T R A G A G- — - - — - — — — — [ A G T AT CCCC T e T T C T T C T T - - ----BcreciicT - EEEETEcECET cclNINiCiiT c Cifillicldleec Cc AN NI i ielelelciic AN Tl A SIAGINE G G[dfe
237569 -
droElel|lscf7180000490751:851455- |  |IcMcalccilccidTcccleercccTEcTErc@erfEcciicccocciTiv¥AC A Ao TG T Al AT N A T - - — = NG N [T N N e — — — e Pt — — — ————————————————————————————————— T AT/e A NI T TN T[N elel - —— — — - — - — -~ - R - - - - - - 8- -cccEcEEERTTiicGCTTCCNENCIT CCiRlRRCélela G c CNEII NI i IelelsCiic AlA A SING cle T G[de
851623 -
droRhol|lsc£7180000778091:447671- AaREEE - W¥NIGGT/ElicccEcEEEE T ThE TR GE T GINEIGICIi T C CllililiiC/Slele G c C/SiI NN~ A el TiliiG Aliciia I Gl /e
447831 -
droBial|scf7180000302069:1450425- ccarcecclerceceeTearecTT TG Tlgcclec clic e TRIT ccAA TETACCTARAATSSAl= Sl VNl as By -————————————— i g - — — = == == === ====— TTTGTATCTAGA R T A T TR I GG T A C A - — - T e e = - - R T GTGTATCREET T ACATGCA A S GAAGAAAAGGCTTACCATEINNIAGG- - - - - T-EEEEIe TS T e T TININE ClGINeCEU Cila C/eicife c/siteldr S Nelililc elelehilii c SiNehiNo G clgcele
1450631 +
droTakl|lsc£7180000415843:934330- aaBEEE TN Ti - HccliciicE cEEEEe AR TR T C CININEIGICIi T C CilililiiC/Slele c CilshllI NI A A el Tililc Aliciia FNc G T /e
934439 +
droEugl|lsc£7180000409109:242592— GAREEE - WNNITGGTCiliicEGEEEE T ThE cEG TC T TINGIICIT Cc ChlililiiC/Sele c c C/Silelg~ SNl ~ iNelele ciic Aliciia FACINE T Slele
242760 +
|dm3 lchrx:19207422-19207607 - || (ScEBACElE e ielelec clleeekicehiciyehiciiGle A Eaelee T Thic A A TH el A e hic T T A T G C o G TGGCCGA A T TG A -G — - - - — - e - — — == = = = == == GTCTGGATGGTGREEEE CATAATAATCTCCCINATRCC TR A T C R e T - -- - --Eachicacha TR c e NNl T c CEpRCEslE e CRISH I NI NeR i lelele il c Al clia e e Tl
ldrosim2|x:18033328-18033508 - | |cBeABcEscTceeceTeeeTCoTT TG TEcCBGclGGCET TTC cAA TEEACCTARARGT NS/ VY jsumns - ——— - —- it ittt — — — = == === == == === ———m—m——————————————_ IR T C A G A A A T CC T CCC A C e = = R e e TAGGAAGHEEEEEEE SeRC TAA T XS N i~ —— —Lpe- (o i cAGE T cBaT TR ccrccTecalcacTrTeGCTTTC TG TTC ARG ARCS]
droSec2|lscaffold 8:1425711-1425891 cllcaldceccidrceceeTeaiIrcoTTToc TEcclccliccclgTTTCCAATETACCTARA A NA= =Sl V=== By —————————————— ——— - - - - — - — - e I IR T C A NG A A A T CC T CCCAC R e e = — - R e T C GG A G [IdeiC TAA TINT ol — — —bNe-[o-fdi~ cAcTrcEaT T TS CcCclTclcTecallcacTTTGGCTTTCTGTTCAlgGAlECG
droYak3|[x:12192333-12192515 + clcaldceccidrceeeeTeceTeoTT TG TG CMccliGGClgT TTCCAATETACCTARAASI A==l Y ===== By —————————————— ——— - - - - — - — — e CCiCCIACH T C i - — - e - B - B T CATACAT T TAT T T TGAC A e 7\ 2 GA A CEE R [eIehiC TAA TLNCIC Yo — — —piT-[e-fkdiA cacTiTCaT T TiYccrcc TcallcacTTToeCcTTlCc T TTCAEGACG
drobre2[scaifold 4690:9465004- oS Be T GG R 660 TEe TR TS B0 Cl 000 oL P Ao e N AT S e Sy U R -~ e oA CAG GO TGA TG aaCATAC AR TCC T T - T s B N - 7 I e con oo e
9465174 -
Generated: 09/08/2015 at 07:02 PM
PASS/FAIL
crit.star 1
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


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:3018650-3018820
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:3018650-3018820
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_1078.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:9387503-9387657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6308:1341465-1341632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:5016744-5016927
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8334796-8334996
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:230046-230252
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12903:599200-599367
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395925:6197-6360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302798:149383-149490
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000451789:237386-237569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490751:851455-851623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778091:447671-447831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302069:1450425-1450631
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415843:934330-934439
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409109:242592-242760
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19207422-19207607
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18033328-18033508
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1425711-1425891
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:12192333-12192515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9465004-9465174
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iew on enome Browser {Corne irror
dwi 115 scf2_1100000004968:1109567-1109627 + | confident-exception | Canonical miRNA |intergenic |

IS R Eh Sl A Tigmis match in alignmen] _

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity

Conservation
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1 10; 550 1 10; 600 1 10:3 650 g1 & S “06‘ ““"Q&
D e
108, 109, 'T T T 1T 1T 1T 17171 «5@@6 & )
Genomic Position 18 19 20 21 22 23 24 25 26 27 <@ i ! ! !
Size Condition 1,109,550 1,109,600 1,109,650
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
M045
M020 V118 V117
TGATTAATACCTCATGTGAGTAACAAATCATCTGAAAAGCGTTTACCAACACTGAAATCGGCTAAAGCTTGATAGACTAAGAAAAATGAGGCTAAAGCTTGATTTTAGTGTTGTTAAACGCTATTTTGTTACGAAGAGCAAAAAGCAAGAACTGCGTTCGA female
Read # Hit Total head body embryo male
Kkkkkkkkkdkkkkkkhkhkkkhkkdkkkdkkrkdkrkdrx  ((CCCCCC COCCCCCCCCCCCCCCC 0 (Ceeeeeennnn.. Y)Y )Y IIIIIIIIID)DD) ) )))))))) L. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body
........................................................................................ AGGCTAAAGC T TGAT T T TAGTG e o v v v e e et ee e e tee e stee e steestaeeeaaeeenaaasnananna 22 0 1 14.00 14 13 1 0 0
........................................................................................ AGGCTARAGC T TGAT TTTAG e « v v e e e ee et ee e eeeeseneeeenaeesaaeeneeeennanennaaaaaa 20 0 1 5.00 5 5 0 0 0
.................................................. ACTGAAATCGGC T AR AGC T TG e &t e e e e e et e e e e e e e e e e e e e e et e ettt e ettt e ettt e et e et et e et ettt et ie e 22 0 1 3.00 3 0 1 1 1
........................................................................................ AGGC T AR AGC T TGA T T T« o v e e v e e et ee e aee e saeeseneeeeneeeseeeeaeeeennanennaaaaaa 18 0 1 2.00 2 2 0 0 0
......................................................................... AGACTAAGAAAAATGAGGC TARAGC T Tt e v e v e e et te e et ee e e tee e tee e taeeetaeeetaaeensaaeenanannnnaaa 27 0 1 1.00 1 0 0 1 0
........................................................................................ AGGCTARAGC T TGA T T T TAGTG T T e v v e e et ee et ee s teeeeeneeeeaeeenneeeennanennnnenaas24 0 1 1.00 1 0 1 0 0
........................................................................ TAGACT AAGA A A AATGAGGC T« v v v e e e e et e e e e e e et ee et tee et eee e teee s tee e etee e seeeesaaaaanaaannaaaa 2 0 1 1.00 1 1 0 0 0
............................................................................................... AGCTTGATTTTAGTGT TG T TAAACGC . & v v vttt et tie e eeeeseeeesenaaeennaeennaas 26 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
M045
vV1ili8 M020
ACTAATTATGGAGTACACTCATTGTTTAGTAGACTTTTCGCAAATGGTTGTGACTTTAGCCGATTTCGAACTATCTGATTCTTTTTACTCCGATTTCGAACTAAAATCACAACAATTTGCGATAAAACAATGCTTCTCGTTTTTCGTTCTTGACGCAAGCT female
Read # Hit |Total body embryo head
Kkkkkkkkkkhkkkkkkkkkhkkdkkkdkkrkkrkkrkx  ((((CCCCC COCCCCCCCCCCCCOCC o (0 eeeeee. 1) ))))) o)) )))N)DN))))) L)) )))))) L. kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm [Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|lscf2 1100000004968:1109517- (ldwi 115||TGATTAA--TACCTCATGTG----AGTAACAAATCATCTGAAA-AGCGTTTACCAACACTGAAAT === C———-GGCTAAAGCTTGATAGACTAAGA A A A— — — = — = ————— - ATGAGGCTAAA-———-— GCTTGATTTTAGTG--TTGTTAAACGC--TATTTTGTTACGAAGAGCAAAAAGCAAGAACTGCGTTCGA-—————————
1109677 +
drovirs|scatfold 13324:2262716- calcacchEcE B ]
2282830 +
droMoj3|lscaffold 6680:24216846- S S A - e~~~ i ————
24216885 +
droGri2|scaffold 14906:12368608-
12368741 +
dp5 Unknown singleton 3283:1474-
1511 +
droPer2|scaffold 43:155749-155879 + || SIS CIATATIY- - - -TATACT- - TTIITGGG SN NRCEA THC
droAna3|lscaffold 13099:477684-477784 e el - e e — — e ————
droBipl|lscf7180000396264:46548-46714 BTG T R A NG T A 2 [NA [l A B Ne I T ARVA T ARG TilARNNAGI T A T - cCATINAT T TiilE Gl T
+

EeE— =————————

Nl T e e
[crcommcREcE .
[EEECERRcRarar - Batact--TirccccR RN RS TRRINEA - ACT]
T CIVRS P T ATl - -TATACT - TTRTGCCRECTRYECETCR -]

ldroKik1||sc£7180000301626:7723-7813 +|
|droFic1|sc£7180000453392:6140-6171 -
ldroElel|lsc£7180000491167:9606-9700 |
ldroRhol|sc£7180000760853:3782-3918 -
laroBial|sc£7180000300635:2106-2201 -
droTakl|lsc£7180000415971:32874-33018

+
ldroEugl|lsc£7180000408868:9383-9462 |
lam3 lchru:5352691-5352796 + |

ldrosim2|l2r:2331138-2331204 + | GCATAGTTCTA

TOoC SCOlIOLO _To7J: 1320150 L T
3roYai§§ 2L, : 208047 1U-/0U8b4 /89 +

droEre?2|scaffold 4770:849855-849885
_I_
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PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

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

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004968:1109517-1109677
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004968:1109517-1109677
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_115.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13324:2282716-2282830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:24216846-24216885
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:12368608-12368741
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_3283:1474-1511
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_43:155749-155879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13099:477684-477784
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396264:46548-46714
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301626:7723-7813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453392:6140-6171
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491167:9606-9700
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000760853:3782-3918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000300635:2106-2201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415971:32874-33018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408868:9383-9462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrU:5352691-5352796
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:2331138-2331204
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1875:1328-1401
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:20864710-20864789
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:849855-849885

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_114 sct2_1100000004943:1055866-1055956 - | candidate | Canonical miRNA | intron

PSSl el Zigmis match in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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1056000 1055950 1055900 1085850 o | I <§§ Q@ P .
. . @
Genomic Position 21 20 2 Ny | | | |
Size Condition 1056000 1055950 1055900 1055850
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK13615-in]; CDS [Dwil\GK 136 15-cds]
Repeatable elements
|Name ”Class HFarnily HStrand‘
| (TATG)n” Simple_repeat“ Simple_repeat“ i l
Sense Strand Reads
hide 3p reads H show mid mismatch reads‘
M045
V118 V119 V117
AACAGCCGGTAAGTCCGATTTCACCTTGGTTCTACAAACATAAGTATTTATGTCTGTATGTATGGCTGTGTGAGATTCTGCTACAATTTAAGCTATCGGAGTGGCATTTATATTGTACACACAAACATACATACAGACATACATATATATGTACATATGTACATCATACATCACATACTGTGTATGTATAC female
Read # Hit |Total embryo head male body
ek ke ok ok ok ke ok ok ok ke ke sk ok ke sk sk ke sk sk ek sk sk ke kL (CCCC COOC COOCCCCOECCCCeC. - e e et (CCCCCC OO 2223)))):2)))2))))))))))))-2)2)))))))))))))))-)))).))))) .. cxkkdkkdkdkddkdkdkddkkkkkkkkkkkkkkkk*kkxx* size Mismatch Count Norm Total body
.................................................. el ol ek N e N ] €T o el € SR O 1 19.00 19 17 1 1 0
...................................................................................................................... ACACAAACATACATACAGACAT « v v v vttt eee e e ettt ennaeeeeeeeennneaeeeeeennnnaneeaa22 0 1 1.00 1 1 0 0 0
.................................................. el o ek N e N ] 0 )i € -3 I O 1 1.00 1 1 0 0 0
.................................................. TGTCTGTATGTATGGCTGTGTG . - ¢ o ettt ittt ettt ettt ettt ettt ettt e e te e e e ee e ee e e eeeeeeeeeaeaeaeaeaeaeaeaeaeaeaeaeaeaeaeaeaennaaa23 1 2 0.50 1 0 1 0 0
Anti-sense strand reads
MO045
V119 v11s
TTGTCGGCCATTCAGGCTAAAGTGGAACCAAGATGTTTGTATTCATAAATACAGACATACATACCGACACACTCTAAGACGATGTTAAATTCGATAGCCTCACCGTAAATATAACATGTGTGTTTGTATGTATGTCTGTATGTATATATACATGTATACATGTAGTATGTAGTGTATGACACATACATATG female
Read # Hit |Total head embryo body
ke e ek ke sk ok ok ok ok ok ok ke s sk sk ok ok ke sk sk sk sk ke kL (CCCC COOC COCCCCCOOeCC. o0 e COCCCC CCCOECCC-2222))2))-2)))2)))))))))))):2)))))))))))))))).)))) ))))) .. xdkkkdkdkdkdkdkdddkkkkkkkkkkdkkkkkkkkkx** size Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species |Coordinate ID Alignment

droWil2|lscf2 1100000004943:1055816-|dwi_ 114||[AACAGCCGGTAAGTCC-GATTTCACCTTGGT---TCTACAAA-—--—--C----ATAAGTATTTATGTCTGTATGT- -~ -ATGGCTGTGTGAGAT-TCTGCTAC--AATTTAAGCTATCGGAGTGGCATTTATAT TGTACACACS — =A== == AACATACATACA= == ===GACA====TACATATATATGTACATATGTACAT----- CATACAT-——-———————————————m—— = CACATACTGTGTATGTATAC-—-—-—
1056006 -

drovir3|lscaffold 13049:10130496- AJAT2 - Ui G T ANGIEENGA CAlAIFNIAlA TG TINNEC AN TINE T - - - TG - - - CIATATIAT --—-CATECAT---—-—-—- PN - - R eIAT GeA T GYATAC - - —- -
10130643 +

- CRAATTCAl

droMoj3|lscaffold 6473:14100505- LN A T ARG TATETATCTINI GTATCT -~ — - ATGHENT G TLNh S S Tel Th YT N 7 A.C — - Al T B T Gl N X e e - - - ————- acaAiFWNe¥SicEAATTGA)
14100657 -

droGriZ2|scaffold 15110:21451754-
21451900 +

EEE |3:7584491-7584619 + |

ldroper2|lscaffold 56:289829-289913 +|

droBipl|lscf7180000396431:789944-
790011 +

droKikl|lscf7180000302398:482135-
482260 -

droElel|scf7180000487778:900-986 - |

droTakl|scf7180000415846:421985—

422061 +
droEugl|scf7180000409663:796623—
796695 -

dm3 lchrUextra:7725572-7725660 = @ @ | Caiin i it  — | . — — — — — — N - e — — — i - R — E ettt T 2. W TE T 2. C A S XA L T T Nt [ A C A== == BARA————TACATAT[ET AIAT ARA T AT AWETIY- - -~ CATARAT - — - -~ - ——- [A.c AT A - e AT A TIAT ATAC -~ -~ - |

droYak3|X:19860659-19860756 +

WACA====TACATATARATRTACATATINT ARIATIN- - - -QATARA TIREE B TN - - —————————- G TG TATIT AT AR - - - —-

droEreZ2|scaffold 4929:11852503-
11852659 +

WACA====FarCATABATASATACATASATACATIN----CATACAT-—-———-—- -y - - — - — - —cajiiaciNila CINUNCEEEEEE

Generated: 09/08/2015 a]g AOS737}:§IFM
crit.star 0
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crit.uri

crit.back
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:1055816-1056006
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:1055816-1056006
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:10130496-10130643
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:14100505-14100657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:21451754-21451900
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:7584491-7584619
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_56:289829-289913
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396431:789944-790011
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302398:482135-482260
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000487778:900-986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415846:421985-422061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409663:796623-796695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:7725572-7725660
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:19860659-19860756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:11852503-11852659

ID: Coordinate: Confidence: Class: Genomic Locale:
. . . . . . [View on UCSC Genome Browser {Cornell Mirror}]
dwi 118|scf2 1100000004902:525157-525231 + | candidate | Canonical miRNA | intergenic
Legend: mature §tar mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H

Flybase annnotation
intergenic
No Repeatable elements found

Sense Strand Reads

Hairpin partition

hide 3p reads H show mid mismatch reads H

-8 Sense -8 Antisense Mature -»= Star

M045
M020 V119 V118
ATATARACATCTATTAGACTATTGAATGCTGTGTGAGTATATGTCTGCATTGGGGCGGCTTTTATT TGTCATCTGCTGGATAACTTTCAACTACT TTCAAGCTGCAATTAAGATCCGCCCTAATGCATACATATGTATATAAGATTGTATGT TTGTGTGTATATTAACCCTGGAA female
Read # Hit Total body head head embryo
Rk ko ke ko ke ko ok ko ke ke ke ke ke ke kL (CCCCCC COCOCOOOOEOOE o0 00 0o CO0ee e ))-))))))))2)))))-)))))))))))))))))))) ... RRERRk Rk ke ks ks k ok kkkkkkkkkkkkkkkkdx size Mismatch Count Norm Total
...................................................................................................... TGCAATTARGATCCGCCCTART . & v vt et ettt e ettt et e e ie e e ieeiaeaennennan. 22 0 1 22.00 22 12 6 2 2
...................................................................................................... TGCAATTAAGATCCGCCCTAR . « v vt vttt et te e e ieen e iaeneeaeneanenennenanaa. 2l 0 1 1.00 1 0 1 0 0
.................................................................................................. ARGCTGCAATTAAGATCCGCCCT . ¢ v v et ettt te e et e e et ee e et ieeeeieeaeneeaeneeaen.. 23 0 1 1.00 1 1 0 0 0
.................................................. TGGGGCGGCTTTTATTTGTCATCT .« « v v vt ettt et ettt e et e et ettt ettt e ettt e ettt et ettt e et te et ieee i ie i ineneaneneneenenennen.s 24 0 1 1.00 1 0 0 1 0
...................................................................................................... TGCAATTAAGATCCGCCCTA . & vttt ettt ettt e et e ie et ie e ieeeenaaeneenen... 20 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M045
V119
TATATTTGTAGATAATCTGATAACTTACGACACACTCATATACAGACGTAACCCCGCCGAAAATAAACAGTAGACGACCTATTGAAAGT TGATGAAAGT TCGACGTTAATTCTAGGCGGGATTACGTATGTATACATATATTCTAACATACAAACACACATATAATTGGGACCTT female
Read # Hit Total body head

falialialioliolololololalololololololoholholholholholholholholholholhoiholhofholhofiofiofioft B RP N O O O O O O P O O G O G O G O O O O O G O O O O G O O G O G O O O O (Y 1)) 2))))))))))))))IINIIIIIIDD) D)D) - -

Show Alignment With Reads H

Re-alignment of all predicted orthologs

L kkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*k*k*k**|gsize Mismatch Count Norm |Total

ATATAAACATCTATTAGACTATTGAATGCTGTGTGAGTATATGTCTGCATEGEEECEECCTITTATITGTCATCTGCTGGATAACTTTCAACTACTTTCAAGCTGCAATTAAGATCCGCCCTAATGCATACATATGTATATAAGATTGTATGTTTGTGTGTATATTAACCCTGGAA

Species Coordinate ID Alignment
droWil2|[scf2 1100000004902:525107- |dwi 118

525281 +
droMoj3|scaffold 6540:24302233-

24302242 -

|dm3

lchr3Rr:2305125-2305129 + I

ldrosim2|[3r:2204858-2204862 + |

droSec?2

scaffold 6:2391590-2391594

+

larovak3|[3R:18225178-182251097 + |

droEre?2

scaffold 4770:2551267~-

2551271 +

PASS/FAIL

Generated: 00v0.8/@015 at 0748 BM

crit.loop 0
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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Genomic Position

Hairpin partition

Mature # Star



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:525107-525281
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:525107-525281
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_118.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:24302233-24302242
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:2305125-2305129
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:2204858-2204862
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:2391590-2391594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:18225178-18225197
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:2551267-2551271

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dwi 3354/ scf2 1100000004943:7978987-7979051 + |candidate |Mirtron |intron
Legend: mature Star [t ed AL gt s mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Hairpin partition - Sense - Antisense Mature Star
dwi_3354_annot [-8.4]
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK 140 18-in]; CDS [Dwil\GK14018-cds]; CDS [Dwil\GK14018-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M045
v1ilg V117 V119
CTGCTGGAGCCTACGAATTTGTAAAGAGACATTTGAAAATTGTGGGCAATGTAAGTAATTAAAAATGTTTCTCCACAAATGTGTTAATGGATTTCATTTTTTTTTTCTTGTTTAGCCTCCAAGCTTAGAATGGT TGGAATTGGAGAAAAAGTGGACGGAAACATT female
Read # Hit ||Total embryo male body |head
Kkkkkdkdkhkkkhkdkdkkkkkkdkdkdkkkhdkhkdkdkkdkrdkrkdkdkrdkrx  ((((. (. (CCCCCCe e oo (e e e e I)I)) NI )Y )))) dkkkkkkkhkhkhkkkhkkhkkhkkkhkkkkkkkhkkkkkkkkkkkkkkkkkkk*x*k*x* gjize Mismatch/ Count Norm |Total body
.......................................................................................... ATTTCAT T T T T T T T T TCT TG T TTAG . « v v e e e e et ee e tee e etee et saeeeenaaeenneeennea 25 0 1 6.00 6 6 0 0 0
.................................................. GTAAGTAAT TAARARATGT TTCTCC « v v e e e e e e e e e e e e e e e et e e e e e e tee et eee et tee et tee ettt ettt iee i 24 0 1 4.00 4 4 0 0 0
............................................................................................ T CAT T T T T T T T T TC T TG T TTAG e + v v e e e e e e e ettt eeee e ettt eeeiaaaaaaaaaaa 23 0 1 3.00 3 3 0 0 0
............................................................................................................................. TAGAATGGTTGGAATTGGAGAAAAAGT . v v v vveeen... 27 O 1 2.00 2 1 1 0 0
............................................................................................................................................ TGGAGAAAAAGTGGACGGAAAC... 22 0 1 1.00 1 0 1 0 0
.......................................................................................................................... GCTTAGAATGGTTGGAATTGGA . « v v v e e eeeennnnnaa 22 0 1 1.00 1 0 0 1 0
........................................................................................................................... CTTAGAATGGTTGGAATTGGA . v v v v v eveeeeenna.. 21 0 1 1.00 1 0 1 0 0
............. O AT T T G T AR R GAGAC AT T« « o v v vttt e e e e e e e e e e e e e e e e e e et e e ettt e ettt e e et et ettt e e ettt ettt ettt e et e et e e e e e e e e e e e e .20 0 1 1.00 1 0 0 1 0
.................................................. GTAAGTAAT TAAAAATGT TTCTC e 4 v v e e e e e e e e e et e e e e e e e ettt e e e e e ettt et e e e e e ettt et e et ettt e e ettt e e e 230 1 1.00 1 0 0 1 0
.................................................. GT ARG T A AT T AR A A A TG T T T C T &« v v e e e e e e e e e e e e e e e e e e e ee e e aee e aee et aee e aeeesaeeeeeeeeeeeeeeeeeeeeeeeeaeeesaeeenneaa22 0 1 1.00 1 1 0 0 0
.............................................................................................................................. AGAATGGTTGGAATTGGAGAAAAAGT . . v v e v vvnn... 26 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
V117 v118
GACGACCTCGGATGCTTAAACATTTCTCTGTAAACTTTTAACACCCGTTACATTCATTAATTTTTACAAAGAGGTGTTTACACAATTACCTAAAGTAAAAAAAAAAGAACAAATCGGAGGTTCGAATCTTACCAACCTTAACCTCTTTTTCACCTGCCTTTGTAA
Read # Hit |Total male embryo
Kkkkkkkhkkhkkkkkkhkkkkhkhkhkkhkkhkkdkkhkkrdkrdkkrkrdkrdkrr  ((((L (oo (COCCCCe oo (CCCe e e e MDD DI))) e khkkkkkhkkkkhkhkkkhkhkkkkhkkkkkkkkkkkkkkkkkkkkkk***k**x** 5jze Mismatch Count Norm Total body

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate

ID

Alignment
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Genomic Position

Hairpin partition Mature Star

droWilZ2|scf2 1100000004943:7978937—
7979101 +

dwi_3354

CTGCTGGAGCCTACGAATTT

droVir3|scaffold 13047:4079034-
4079216 +

droMoj3|scaffold 6540:21073721—-
21073727 +

droGriZ2flscaffold 14906:725499-725693

_I_

e T Glec-[delea TG cajiTTccAAGTACTECTCINECECTGCAGAAGAGCAGCAGAAATTINI NN TIVNEClEC

Generated: 09/08/2015 afABE(2PM
crit.star 1

crit.loop

crit.mor

crit.half

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

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:7978937-7979101
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:7978937-7979101
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_3354.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:4079034-4079216
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:21073721-21073727
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:725499-725693

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_ 602 |scf2 1100000004511:5712966-5713031 + |candidate | Mirtron |intron

Legend: mature Star 3 g R R A0 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense - Antisense Mature Star
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dwi_602_annot [-15.0]
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK17366-in]; CDS [Dwil\GK17366-cds]; CDS [Dwil\GK17366-cds]; utr3 [utr3_plus 3510]; utr3 [utr3_plus 3509]; utr5 [utrS plus 6276]; utrS [utrS plus 6277]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
M020 V119 V118 V117
TCCAAGAGCTGACCAAATCGGTGGAGAGCTGCCAAAGTGAAGTGTCCGAGGTAAGTGATGATCAACAGTCTGGGATCAAAATCAACCATCCCGATTGATTGATTGATTGT TTACAGGTAAAACGTGACATGGTGGCCATTAAACATGAATTGGATACTGTGCAGCA female
Read |# Hit |Total head head embryo male body
khkhkkkhkhkhkhkhkhkhkhkhkkkkkkhhhhhkhhkhkhkhkhkhkhkhkhkkkhkhhhhhhhhkhkhdx (((((((((((' ((((( ___________ )))))))))) _)))))) L kkkkkkhkhkhkhkhkhkhkhkkhkkkkhhkhhkhkhkhkhkhkhkhkhkhkhkhkkkkhkhkhkhkhkhkhkhkhkhkkkkkkkkkhkdhkd** gjze Mismatch Count Norm Total bOdY
.................................................. GTAAGTGATGATCAACAGTCTGGGA . « ¢ e e e e e ettt et et et et et e e et et et e e e e e e e e et e e e e e et e et e e e et ettt et et et e 250 1 4.00 4 0 3 1 0 0
.................................................. GTAAGTGATGATCAACAGTCTGGGATC . « ¢ o e e e e e et et e e e e et et e e et et e e e e et et et et e e e e et ettt e e e e e te e taeneneeeaeneaenaa 2T 0 1 4.00 4 3 0 0 0 1
..................................................... AGTGATGATCAACAGTCTGGGAT « « + v v e et et e e e et et et et et e et e e et et e e e e e ettt et e e ettt et ettt e ettt 230 1 4.00 4 2 2 0 0 0
.................................................................................... ACCATCCCGATTGATTGATTG + « « ¢ v e e e e e e et et e ee e e e et e e e teeaeneneeeeaeaenenenenneaeaa 2l 0 1 2.00 2 2 0 0 0 0
..................................................... AGTGATGATCAACAGTCTGGGA . + « t v vt et et e e e et et et et et e e et e et et e e e e e et et e e e e e ettt ettt ettt et ettt 220 1 2.00 2 2 0 0 0 0
.................................................. GTAAGTGATGATCAACAGTCTGG ¢ + ¢+t e e e e e e e e et et e e e e e e et et et et e e e e et et et et e e e e et et e e e e et te e aeneneneeaeaeaenaa 23 0 1 2.00 2 0 0 1 1 0
.............................................................................................. TTGATTGATTGATTGTTTACAGH . « ¢ ot ittt ettt it i e e e 231 1 2.00 2 0 1 1 0 0
.................................................... AAGTGATGATCARCAGTCTGG « « « « « v e e et e e e e e e e et et e 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 e e e eaeneneeeeaeaeaenenenneaeaa 2l 0 1 1.00 1 0 0 1 0 0
............................................................................................ GATTGATTGATTGATTGTTTACAG  « + ¢ e e et et et et e ee e e eaeneneneeneaenenenenneaeaea 24 0 1 1.00 1 0 0 1 0 0
.................................................... ARAGTGATGATCAACAGTCTGGGAT « + v e v e e e e et et et et e e e e e et e et et e e e e e e e et e e et e e e e et et te e e e e eeeseeasasasaenenenaeaea 24 0 1 1.00 1 0 0 0 1 0
.................................................. GTAAGTGATGATCAACAGTC + & e v et et e e e e e e et et et e e e e e e e e et et e e e e e e e e e e et e e e e e et e e e e e e e eteeasasasnenanaeaeanaaa 20 0 1 1.00 1 1 0 0 0 0
....................................................................................... ATCCCGATTGATTGATTGATTGTTTACAG . « « v v et et e ee e eeee e e ee e teaaeeaenenaeaeaeaenenanas 29 0 1 1.00 1 1 0 0 0 0
....................................................................................... ATCCCGATTGATTGATTGATTGTTTAC . « « ¢ v e e veteeeeeeeeeeeeeeaeannaeneneneeasanaenennnas 2] 0 1 1.00 1 1 0 0 0 0
........................................................................................ TCCCGATTGATTGAT TGATTGT TTACAR . - ¢ vt ittt ettt et ettt et i e e 28 1 1 1.00 1 1 0 0 0 0
............................................................................................ GATTGATTGATTGATTGTTTACA . « « et et et e e e e e e e e e e e eaeaeeeeeeeeaeaeaenenenneana 23 0 1 1.00 1 0 0 1 0 0
....................................................................................... ATCCCGATTGATTGATTG M « « v v e v et e e e e e e aeeeeaeaae e sneeeeaeasaeneneeeeasanaenennnas 18 0 1 1.00 1 1 0 0 0 0
.................................................. GTAAGTGATGATCAACAGTC . « - o ittt ettt et e et ettt e e e e e e e e e e e e e e e e e e a2 1 1.00 1 1 0 0 0 0
..................................................... AGTGATGATCAACAGTCTGGG « « + v v v v v et e e e e e e e et et e e e e e e e e e et et e e e e e e e e e e e eaeaeeeeeeeeeeasasaeaeneeeeaeannenennaa 2l 0 1 1.00 1 1 0 0 0 0
.................................................. GTAAGTGATGATCAACAGTCTGGGATCAR . & ¢ v et et et e e e e e et et et et e e e e et e e et e e e e e e e e e e e e e eeeeeeeeasasaeneneneananaaaa 29 0 1 1.00 1 0 0 0 1 0
.................................................................................... ACCATCCCGATTGATTGATTGATTG e « v v e v e e e e e e e e et et e et e e e e et teaeaeaenenenneneaenans 25 0 1 1.00 1 1 0 0 0 0
................................................................................................. ATTGATTGATTGTTTACAGH. . .. ..t i i i e 20 1 1 1.00 1 1 0 0 0 0
.................................................. e V-Neli o7 N el o). ¥:NoF-Ned: o e clc-N X R 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
AGGTTCTCGACTGGTTTAGCCACCTCTCGACGGTTTCACTTCACAGGCTCCATTCACTACTAGTTGTCAGACCCTAGTTTTAGTTIGGTAGGGCTAACTAACTAACTAACAAATGTCCATTTTGCACTGTACCACCGGTAATTTGTACTTAACCTATGACACGTCGT
Read # Hit |Total
Ik kR ko kR Rk hkh kA Ak kh kA kkkh kA kkkhkkkkkhkkkkhkkkkkhkkkkkhkkkkkkk T N N 1))))))))) L)) )))) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|scf2 1100000004511:5712916-|dwi_602||TCCAAGAGCTGACCAAATCGGTGGAGAGCTGCCAAAGTGAAGTGTCCGAGGTAAGTGATGATCAACAGTCTG-~GGATCAAAATCARCCAT = CCCEAT T GAT TG AT TG~ —— —— — ————— = — = — = — = — — =~ =~ o o AT TG = = = = = = = TTTACAGGTAAAACGTGACATGGTGGCCATTAAACATGAATTGGATACTGTGCAGCA
5713081 +
droVir3|lscaffold 13049:15539567- TlecalgcaceTeaccanlgrclcTceacaceTeecalgacToAgG TTClicAGETAAG T A Nl C AR c Al T - XA S o 2 o T et~ — — — — —— —————————-———=—=—=~--= R e GTCTCRA A R B~ — B e e GGA BT T TG C R e WeldilerEe i~ cerldraacereacaTceTeeciaTeaAACAdcAATGcABACEGTGCAGEA
15539730 +
droMoj3|scaffold 6680:21309857~ TECAAGAGCTGACCAAETCEGTGGAGAGCTGCCAAGTGAEGTITClcAGETAAG TG A e e - XA C A A T C A A e ettt ~ — — —— ————————————=—=——==—~- el - — - — - o T C T T A2 A e T T — — — e e CGARBIT TTGCCATTATGTGTGTGTTCGTGTGTGTGTGTGTGCTRT GIGINATINII CEV-NNCIeLel-Ner-NNelehdelelelel- N CINAG FAC/EEVACINeINCING C lel¥elerNelel Y
21310053 -
droGri2|lscaffold 15110:17305726- TlecaldcaccTeaCCAAgTCBGTGGAGAGCTGCCAEAGTGAG TN ClEGAGETAAG TN N ENC Al A N T/ — LNl e CleTel I T e 2 i et — — — = = = = = = — = = = = = = = = = = = - GG T TG AL A S e T T — — B T TGGGTTTTCCTCTTATCTGTREETTCGTGTGCGTGTGTGTGTGRTGCGIGUNEUC/ NG Heiiel NI Nilelelielele »/NuCEVNNSINC/EEVAC/VelelNC/Ne ClehVele)-Neler:
17305919 +
B |xR_group6:6597854-6598016 +| |lTccaacacereaccanaTcorccaciedcTeccaBacreaacTgrclcaceTEAC TN Wel- e caceT@aaaceTeafiaTeeTecccaT@aracaTcAARIGGARACEGTGCAGCA)
ldroper2|scaffold 82:11106-11268 - | |lTccaacacercaccaraTclerecacedcTeccalgacTeaacTdrclcacETEACTING Wel- e\ caceTaaaceTeafiaTeeTGGCcATEARACATGAAR T GGAlAClGTGCAGCA|
droAna3|lscaffold 13337:6937343~- TCCAEGAGCTGACCAAATCGGTGGAGAGCTGCCAEAGEGAEGTGTCCoAGETEACTIA TGA.AITEGMGGITcmcc. =G=TTG A AT AAAGAATGT AN S T —_——_.asass i e A i L e - - i it L e L ACTCHEAAA TR CCATATCATATAA T = — — R e e e IM\racaceTAARfCGTGACATGGTGGCCATMARACATGAATGGAMACEGTGCAGEA
6937526 -
droBipl|scf7180000396709:660010- TCCAEGAGCTGACCAAATCGGTGGAGAGCTGCCAAGEcAEcTcTCcCcoAGETEACTI e A Tea TS Ne GCR T T TCl A i - - - e A A A T2 A e e T TR AT AT CCATATCATATAA T = — — e e e e INYeldircoTarrfdccTeaCATGeTGGCCATEARACATGAATGGABACIE GTGCARCA
660181 -
droKikl|lscf7180000302329:611788- TCCABGAGCTGACCAATCMGTGGAGAGCTGCCAAGTGAAGTGTCHGAGE A e e — — e £ C A Sl \C CLe TR A — - — - ——————- TAACTATTAAAAT TGTAA TG R TR e e =----*-eps--—-— T IV NI crcoTlerrldcccacaTeeTRoclEaTEraEcaTcarfdTcoaldacBcTcCAGCA
611955 -
droFicl|scf7180000454113:1103716- TCCAEGAGCTGACCAATCEGTGGAGAGCTGCCAACEGAAGTGTCCGAGE T A T e
1103772 -
droElel|scf7180000491249:4706761- TCCABGAGCTGACCAATCEGTGGAGAGCTGCCAAGEGAAGTGTCCGAGE A G e — e
4706816 -
droRhol|lsc£7180000780079:259296- TCCAGAGCTGACCAAATCHGTGGAGAGCTGCCAAGEGAAGTGTCCGAGE T A C T I — e
259351 -
droBial|scf7180000300910:1076513— TCCAEGAGCTGACCAATCBGTGGAGAGCTGCCAAGEGAAGTGTCCGAGE AT — e
1076569 +
droTakl|scf7180000415111:118365- TCCAGAGCTGACCAAATC[MGTGGAGAGCTGCCAAGEGAAGTGTCCGAGE I AC e — — e
118420 -
droEugl|lscf7180000409184:1001352~ TCCABGAGCTGACCAAETCEGTGGAGAGCTGCCAEACEGAAGTGTCCGAGGTIEAC THICc a2 G T C TG~ LG A T Cl A el e 2 A = ettt — — — — — —— ———————-——————-—-"~ GG T T T G T e - -E CG AT C T T .. HHH-HP - TATATGAARINA A TN GEVACHE G/eFNeh-Uelelieleldl RN CINAG S C G Cieler\ NG clelifeler-Xelo)
1001512 +
|dm3 llchr31:979888-980103 + || [TccageaceTeaccAAATCRGTGGAGAGCTGCCABAGRGAGTGTCCGAGETEAG T A G T e = GV T C TS 7 R e — — — — — — — — — — = = — = — = — — = — = = — = = = = = = = oo ————— TAATACCTGGCT AR e CT TAGAAT T TGTCCAAAAAT TCGCTGTACT TAT TTATATGAATAACTAAAAAAAGGA T TCG T R ieeky- TRrfelcaceTErAlEccdeacaTeeTeeccaTaaEc AllcaaBiTceAAClde TeCaGA|
ldrosim2|31:927348-927545 + |rccalg GAGCTGAcCAAATchTGGAGAGCTGcCAEAelGAleTGTCCGAGGTlAGTG=AGTCE—— [En/NRECEVATINGCI - - - - CG-[0alNi- - - - —AG- - - EEEEEEEEEEA A A GCCATCGAAAT TCAAACC R T e e CATGATAATACCTGGCT AR A e T T T 2 S T e WX I¥¥ecacorEraEccicacaTcerecccarf@aneaBcarrecalacicTecacea)
|erSec2 |q(*a ffold 2-:001729-901018 + | 2 TGGAGAGCTGCCA eAGT AGTC ——GH A W\—-———-CG—[GAINY————— AG---EEE T T AAR CCATCGAAATTTAAAC
[arovak3|[3L:955507-955562 + |TccAgeAGCTGACCARATCEGTGGAGAGCTGCCAGAGEGA) GTGTCCGAGGT AGT
droEre2|scaffold 4784: 980553—980836 TCCAEGAGCTGACCAAATCGTGGAGAGCTGCCAEAGHGAEGTGTCCGAGET EACTIII
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5712916-5713081
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5712916-5713081
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_602.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:15539567-15539730
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:21309857-21310053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:17305726-17305919
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:6597854-6598016
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_82:11106-11268
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:6937343-6937526
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396709:660010-660181
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302329:611788-611955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:1103716-1103772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:4706761-4706816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780079:259296-259351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000300910:1076513-1076569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415111:118365-118420
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409184:1001352-1001512
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:979888-980103
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:927348-927545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:991729-991918
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:955507-955562
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:980553-980836
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. [View on UCSC Genome Browser {Cornell Mirror}]
dwi 161 [scf2 1100000004510:843667-843756 + |candidate | Canonical miRNA | intergenic
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1. dwi 161 scf2 1100000004510:843667-843689 +
2. scf2 1100000004516:887730-887752 +
3. scf2 1100000004762:3851680-3851702 +

Sense Strand Reads

hide 3p reads H show mid mismatch reads H

TCGCTTAATAGTTTTGTTTGTTTACGTGTGTGTGTGTGTGTCCGTTCGTGTGTGTGTGTGTGTTTGTGCAGCATCATTACGGCTCTCGGTACAGTTGGTTTCCCTTTTATGTGTGTGCCCACAGACGTACACACACACGCAGACACACACACAAACAGCCTTAATTTTTCGTTTACGACATGAAACTAGG

Read # Hit |Total
e ok e ke ok ok ok ke ok ok ke ok ke sk e ok e sk ke sk sk sk ek ek ek ok (CCCCC- - COC COCCCCCCCCCCCCCCCCCCC. . e O 0 (C.((C..... )).)).. )))))))))2)))))))))))))))))))))))) . )))))) . Rk dkkkkkkkdkkdkkkdkkkkkkkdkkkkkdkkkkkkxk* size Mismatch Count Norm Total
..................................................................................................................... CCCACAGACGTACACACACACG . « v v e e ettt te ettt et ettt et et e e st 22 0 1 11.00 11
.................................................. TG TG LG T G T G TG T T T T G R GCR o« o v v o s s e e e e o s s s sl e e e s s s s st e e o sss se e e s sa s s e ae e oasseaasoas s s aasossssaessnsssoneensseeeenesssaoceasosseenassasaneasananaa23 0 3 4.00 12
..................................................................................................................... CCCACAGACGTACACACACAC t & v v ettt et ettt e ettt et ettt e e e seeeeaeienee 2 0 1 1.00 1
..................................................................................................................... CCCACAGACGTACACACACA . + v v et et te e teeeeseeeeenaeeeeseenseeneseeneeneneaaaa 20 0 1 1.00 1
................................................ iNelehielieliel et el el JeTol-eTo) NP D T O 2 1.00 2
.................................................. TG TG TG T G T G TG T T T GT G R s + v v v e v e v o e e o e s s s s s o ae s oo oo eonosssssasssssseanssssseaessssssasssssssaessssssonsesnsssssessesssaoseanosssessasssaneansneeaa20 0 20 0.10 2
................................................ el et el el el et ek el e o2 A O 20 0.10 2
........................................... e ot e e et e el ) e L1 N I I O 20 0.05 1
...................... T G T G T Gl G TG TG T G T G T « « o v v v e v e o s o e e o oo oo oo sosasoaessesesacsesasoaessesssascsssasoaesseaesesnssasoesesssassassssosoaesssaeeesnssoseosesssuesesastoseonenssueeesanenennanesaald 0 20 0.05 1
Anti-sense strand reads
AGCGAATTATCAAAACAAACAAATGCACACACACACACACAGGCAAGCACACACACACACACAAACACGTCGTAGTAATGCCGAGAGCCATGTCAACCAAAGGGAAAATACACACACGGGTGTCTGCATGTGTGTGTGCGTCTGTGTGTGTGTTTGTCGGAATTAAAAAGCAAATGCTGTACTTTGATCC

Read # Hit |Total

e ok e ke ok ok ek ok sk ke ok ke ok e ke ok ke sk ks ok e sk ke sk sk ek ke ((CCCCC - COCCCCCCCCCCCCCCCCCCCCCC. - . e C0C ... ((.((..... )).)) oo )))))))))2)))))))))))))))))))))))) L)) ))) L kkEkkkkkkdkkdkdkkkkkkkkkkkkkkkkkkkkkx*x size Mismatch Count Norm Total
.................................................................................................................................. TETETETCEEPETETETETE s - - v v o cbon b e nceoomanoncoons cncnoonananas|20 |0 12 0.08 1

Show Alignment With Reads‘

Re-alignment of all predicted orthologs
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Species Coordinate ID Alignment
droWil2|lscf2 1100000004510:843617-||dwi_ 161||TCGCTTAATAGTTTTGTTTGTTT—~~~=-=-==-========ACGTG--TGTG-~—-—=-—=-—=—=-—————————————————TGTGTGTG--TCCGT-----TCGTGEm === == === GG~ ~GTGTGTCTTTGTGCAGCATCATTACGG-C~TCTCGGT-ACAGT -~ TGGTTTCCC—~TTT~=TAT ~ == === == === === == — == — =~ GTGTGTGCCCACAGACG TACAC A= = == == = = = = = = = = = o CACACGCAGACACAC---ACACAAACAGCCTTAATTTTTCGT-TTACGACATG-AAACTAGG
843806 +
drovir3|scaffold 12875:1245686- TCICTTAATAGT T TG T TG T~~~ ——————— - —————————————————————————————— - - -~~~ -~ ———————-———-—-—-—--CTR--crcrcrceercTciiGcCATCATTACGCECENAClRc A clecerc e rccl-- T T--TAT- B\ -f- - - - - - - - GR- - -l ClEI NI NN Al EGCTTTTTTACACACACGCACACGCACEEEEEEEEEE A 2 CACACAAC e VYTV (R A1 [6A CACAC---ACACAAACAINC[ETAAT TTT/§CGT-TTACGACATG-AAACTAGG
1245884 -
droMoj3|scaffold 6496:4312457- TcilcTTAATAGTTETGTTRG T eli - - EElTilelielie cGlieiie T - €l NI Niv:Nele A B cRlile G Tlele c AlNe G e Rl C C A Nele T R b e U A C ATACATACATACATACATATATACATGTATGTATACG T ANeINe Clelole T/ o NG o T/l Gl S G C T T A T T T A S cAacAcicaacacAC---ACACAPACAGHCETAATTT TR CGT-TTACGAC/HSG-AAACTAGG
4312663 -
droGri2|lscaffold 15245:9741242- TccTRAAEAGTTRTGTTGTET TR - - - - e N A N T T A NS G C T T A T T T A e e e N N — B . C - — — ACACARCAGECETAAT T T T§CGTITTACGACATG-AAACTAGG
9741416 +
B |3:9271235-9271467 - | LTt N e~ e i G G T A T GC G T A CCGCCAACCCC N e el 2 e ——— TRTGTGTG--THeCT/EHe - - T~~~ G-~ GTCTCE[leTiyTGCAGCATCATTACGG -y~ ACGGT -ACAGT -~ TGGTTTCCH- - T T TRE T ATRIN - PPN~ —— —— == === === == === —=————————~— Tt — — — ————————— GGCTTACACTGGTGTCGGTCGTCGGTCGTCGGTGCAGAGG Rt T T Tt Sy~ Sh cEl C - - -fcEAEA caGCCTTAAT T T T§CGT- TACGACATCEAAACTAGG
droPer2|scaffold 4:4593606-4593840 TCGCTTAATAGT TTTGTT TG T ek e leh Y NSISlelel oLV NelslelslA CG T G—— TG T -~ —— = ——————————————————————————— TETGTGT G- - T/gec T/ekyere T-———-——————————————— TR - cTdEcEceTiiTCCAGCAT CATTACGG -y - R CGGT—~ACAGT -~ TGGTTTCCh{— - TT TRy T A ThEN- ~p eI el - — - — - —— - - - et — = = = = == == === GGCTTACACTGGTGTCGGTCGTCGGTCGTCGGTGCAGAGGREEEE R R AATATEET - - - -ScalAc TG - TREEEIT[SG TICEX NI LT VN bl c el B\ /NI Xde V- J-Nele
ldroana3|scaffold 12430:9159-9366 + |TcecTTAATAGTTTTGTTTGTTR T G T]e]CletieE Clelele T G oY TN 2 G G — — — — ele-----—--- - -FT - - | - - - ac@cABAcARCTTAATTTREACGT- TEACGACATGEAAACTAGG
droBipl|lsc£7180000396759:444611— TCGCTTAATAGTTTTGTTTGTTE e CEcTCEGCCClECAGA LNt~ — — —————————————————mm—m - —-—--——————————- TN XI\CACACIIC Afelc AflA Clfelin cAfiARA IR TTAAT T TN C G T - TACGACATClgAAACTAGG
p A ol
444813 -
droKik1|lsc£7180000302470:1984327- TCGCTTAATAGTTTTGTTTGTTE GG TG TGCCCACAGA e I~ — — — =~ == === == === —m—m e m AGGTAGAGGTGCCTCCTGGCCAAACEES C---ACACAMACAGHCTTAATTSNCGT-T[gACGACATGEAAACTAGG
]
1984504 -
droFicl|scf7180000453851:1068187— TCGCTTAATAGTTTTGTTTGTTE I GEG TG TGCCCACAGAC N i~ — —— — = — = === === —m e -—-—-— - - e - — R C - — - ACACHeNA GCCTTAATT TN CGT-TlacGACATGgAAACTAGG
1068357 +
droElel|scf7180000491201:1031398— TCGCTTAATAGTTTTGTTTGTTE GG TG TGCCCACAGAC N i~ — — — — = — = — == === m—m Nee--—-—-—-————————- e - — R C - — - ACACKeANAGCCTAATT T CGT-TlgacGACATGEAAACTAGG
1031573 -
droRhol|lscf7180000780118:106321- TCGCTTAATAGTTTTGTTTGTTH GG TG TGCCCACAGACL N i — —— — — = — === === === ————————m—mmm - e - | C - — - ACACISANAGCCTTAAT TTENCGT-TEACGACATGEAAACTAGG
106541 +
droBialllscf7180000301506:1515743— TCGCTTAATAGTTTTGTTTGTTH L LeliCEG TG TGCCCACAGACE N it — —— — ——————— === === —————m—mmm e - e - Ry C - - - ACACISANAGCCTTAAT TTRENCGT-TRACGACATGEAAACTAGG
1515915 +
droTakl|scf7180000415401:227007~ TCGCTTAATAGTTTTGTTTGT Th--—-—-————————————— ACGTG--Ti N~ ———————=—=———————————— - e - — i — - - -~ = = — = — R e —— - —RIGTCTCEETCTCCACCAT CATTACGG-C-ACGGT - AC/8T- - TGGTTTCCly--TTT-- TATI- -f- - - - - - - — - === -~ GG TG TGCCCACAGAC N it~ — — = — = — = === == == m e m e m ee---—-—-—- - e - — R C - — - AC AleANA GCCTTAATT TN CGT-TlgACGACATGEAAACTAGG
227167 -
droEugl|lscf7180000409183:846500- TCGCTTAATAGTTTTGTTTGT Th-——-—-————————————— ACGTG-- TN~ ——————————————————————————————— i - — i — — - —— = = — = — R BT —GTCTCTCEETCTCCAGCAT CATTACGG-C-[CGGT - AC/H®T- - TGGTTTCCl- - TTT—- TATR- —f-—-—-—————— === - ——— IR GEG TG TGCCCACAGAC N it~ — —— — = — = — == === m—m e m Nee--—-—-— - - e - — R C - — - ACACKEANAGCCTTAATT T CGT-TlgACGACATGEAAACTAGG
846662 -
|dm3 lchr2oRr:5203486-5203654 - || |[TCGCTTAATAGTTTTGTTTGTTR---———————————————- [ECGTG--TGTG———————— =~ = T e — — — - BT~ — == === === ————————— CTR- ~GTGTCTCEleTGTGCAGCAT CATTACGG-C - RACGGT-ACke T --Foc@rTecly--TTT--TATRN- f--—--—--——— - - e CRG TG TGCCCACAGAC N e g~~~ —— =~ — ==~ ==~ == m e Nele-—-—————————————- e — e _ — — — 2 C IS G T TAAT T TIACGT - TEACGACATGEAAACTAGG
ldrosim2|2r:6006581-6006753 - | |TcecrraaTagTTTTGTTTOTTR- - - - - ACGTG--TGTG============ === ————m—m ite----—-Bm_____BrcrG----—- T mmmmmm e CT -~ GTGTCECEleTGTGCAGCAT CATTACGG-C - ACGGT-ACET--Fec@rTecl--TTT--TATHA- |- ----—------—-—— -~ - R GG TGTGCCCACAGAC N I~ — — =~ — === === === === === mm—m e Ne-----—--—---——-———- T - i _ - - - .C A CHSeAGCATTAATTTREACGT- TEACGACATCEARACTAGG
droSec2|scaffold 1:2835444-2835610 TCGCTTAATAGTTTTGTTTGT TR -—-——-———— - —————- ACGTG--TGTG————————=—=——=——————————————————— T~ — i~~~ — — - — - B =T CTCT T CTCCEECAT CATTACGG-C-ACGGT-ACHeT - -[dGclgrrcclg--TTT--TATHN- -B-- - - - - - - e Gl G TG TGCCCACAGAC N I — — = — = == ——— o oo oo - el - Ty |  — — — A C A CYSeiiA GCRAT TAAT T TN C G T - Tl§ACGACATGEAAACTAGG
larovak3|20:17859138-17859328 - I |TCGCTTAATAGTTTTGTTTGTTR------------—--———- ACGTG--TGTG-==========—==—=— == ————— TCEGTGTG- - GeAT[e - - - THG T s e e G T[T CTCTClleNFEGCAGCATCATTACGG-C -[ACGGT - ACeT - -@cc@TTCCl--TTT-- TATRA - -fl---—--—--——— ==~ ==~ R GG TGTGCCCACAGAC N I~ — — =~ — == === === === === ——mmm—m . — e — e - - - 2.CACHEANAGCRATTAAT T TACGT - TEACGACATGEAAACTAGG|
—_—
droEre2|scaffold 4929:17453400- N et — — = = = = = = = === === === — - - [ e R TGTGTGTG—-TleCHm--—-- TEGTGT———————————————————— - ElECTCT eI GTGCAGCATCATTACGG-C - pC GG T-[ecleler- -Becfdrrecly--TTT--TA TN -f- - - - - - - - - - === - I leliCEG TG TGCCCACAGAC N it — —— — — = ————— === === —————m—mmmmm - e - Ry C - - - ACACHSANAGCRTTAAT T TN C G T-TleACCAlATCEAAACTAGG
17453559 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:843617-843806
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_161.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:843667-843689
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004516:887730-887752
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:3851680-3851702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:843617-843806
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_161.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:1245686-1245884
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:4312457-4312663
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:9741242-9741416
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9271235-9271467
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:4593606-4593840
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12430:9159-9366
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:444611-444813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:1984327-1984504
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:1068187-1068357
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:1031398-1031573
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780118:106321-106541
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:1515743-1515915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:227007-227167
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409183:846500-846662
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:5203486-5203654
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:6006581-6006753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2835444-2835610
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:17859138-17859328
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:17453400-17453559

ID: Coordinate: Confidence: Class: Genomic Locale:

View on UCSC Genome Browser {Cornell Mirror}

dwi_159|scf2 1100000004511:8607785-86(07841 + |candidate | Canonical miRNA || intergenic

IS R Eh S P Tigmis match in alignment] _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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Size Condition
Hairpin partition - Sense - Antisense Mature Star
Show Alternate Folds
Flybase annnotation
intergenic
Repeatable elements
|Name HClass ”Family HStrand|
|(TATG)n“Simple_repeat“Simple_repeat“+ |
Sense Strand Reads
hide 3p reads H show mid mismatch reads‘
M045
V118 V119 V117 M020
ATATACATATATATATATATTTATATTATATGTACGTACATATATATATTTATACGTATCTACACGTACAAGCTTTTTTGTTGCTGTATGTGTGTGTATGTGTATCTATGTATGTGTGAGCTTTACGTGCGTGTTATGCACGCGCGCTCCTCCAGCT female
Read # Hit Total embryo head body male head
Kkkkkkkkkkhkkdkkkhkkkkkkdkhkkdkrkkrkkrk  ((((CCCCCCCCC o COCCCCCCC (OO (e enennn.. IINIIIIIIIDY) IIIIDDDN)) L )))))))))))) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** gjze Mismatch Count Norm Total body
.................................................................................... TGTATGTGTG TG AT GTGTATC - v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e i s iiiaiaa.22 0 1 16.00 16 13 3 0 0 0
.................................................. TATACGTATCTACACGTACARGC - ¢ 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 e e e e e e e s s 23 0 1 3.00 3 2 1 0 0 0
.................................................................................... TGTATGTG TG TG AT G TG T AT « - 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 s e e e isiiddiia.2 0 10 2.30 23 8 5 7 3 0
....................................................................................... ATGTGTGTGTA TG TG T AT C T A T ¢ 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 st iiiaaae. 22 0 1 2.00 2 2 0 0 0 0
....................................................................................... ATGTGTGTGTATG TG TATC TR . & e e e e e e e e e e e e e e e e e e e e e e e e e e e e e i s iidciiaao2 0 1 1.00 1 0 1 0 0 0
.................................................. TATACGTAT CTACACGTACAR - « o o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e s s 20 0 1 1.00 1 0 0 1 0 0
................................................................................................................. GTGTGAGCTTTACGTGCGTGTTATGCA . « v v v e e eeeeeeee.. 27 0 1 1.00 1 1 0 0 0 0
.................................................................................... TGTATGTGTGTGTATGTGTATCI.................................................. 23 1 2 0.50 1 1 0 0 0 0
................................................................................................. ATGTGTATCTATGTA TG TG T+ o v v e e e e e e e e e e e e e e e e e e e e i idiiia.. 20 0 2 0.50 1 1 0 0 0 0
.................................................................................... TGTATG TG TG TG AT G TG TR e + 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 isiisaiaa.20 0 14 0.14 2 1 0 0 1 0
....................................................................................... ATGTGTGTGTATGTGTATCTI................................................. 21 1 10 0.10 1 0 0 1 0 0
.................................................................................... TG AT G TG TG TG AT G TG e o v v e e e e e et e e e e e e e et e ettt e ettt e e e et ie i iieeeeaa 18 0 20 0.05 1 0 0 1 0 0
..................................................................................... GTATG TG TG TG T A TG TG T + o 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 e s e 18 0 20 0.05 1 0 0 1 0 0
.................................................................................... TGTATG TG TG TG AT G TG T - « 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 e e s i s i iicia 19 0 20 0.05 1 0 0 0 1 0
Anti-sense strand reads
M045
TATATGTATATATATATATAAATATAATATACATGCATGTATATATATAAATATGCATAGATGTGCATGTTCGAAAAAACAACGACATACACACACATACACATAGATACATACACACTCGAAATGCACGCACAATACGTGCGCGCGAGGAGGTCGA female
Read # Hit |Total body
Kkkkkkkkkkhkkkkkkkkkkkkdkhkkdkkdkkrkkrkx  ((((CCCCCCCC . CCCCCCCCC CCCOCCOCC- (e e IIIIIIIIINI) IIIIIIN)) L)) ))))))))) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x* | 5jze Mismatch Count|Norm Total

VShow Alignment With Reads H

Re-alignment of all predicted orthologs

Conservation
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8,607,750 8,607,800 8,607,850
Genomic Position
Hairpin partition Mature Star

Species Coordinate ID Alignment
droWil2|lscf2 1100000004511:8607735-||dwi 159|-ATATACATATATATATATATTTATA-—-T-T
8607891 +
drovir3|scaffold 12875:11956927- —-ATATAWATATATATATATATINTATA--—TRAT
11957051 +
droMoj3|lscaffold 6500:30478905- -ATATARATATATATATATATERTATA---TiT
30479034 +
droGri2|lscaffold 15203:430684- -ATATAWATATATATATATATINTATA--—TRAT
430828 +
[Gp5 e oroups: 362946 363086 | B - -l oAl -caTA i R Y e - - 1SRN IENENRG b V7 TS Al iGT TAL T TA TR - ATATGTATRREE -~ - -~ ARG ASIATARCTATA
[Groper2|acatiold 650705 s0ast + | o S o o L X SR o1 NN, = |/ 1E /LT AL GT TATCIRE ATATGTATRREE ————— AL ANAGALICLALA
droAna3|lscaffold 12947:279435- -ATATARATETATATETATATETATA-—-TET-—-—- e Y eRtu T A G TR I G = U T L NG TATANG T/ ATAT IR - ATATGTATRER - - — - - - - AL FiAEliANANGIAJIA
279581 +
ldroBip1|lsc£7180000393484:91-237 + | |-2TEBr2@aTErATATETATATETATA---TET
droKikl|lsc£7180000302592:961506— -ATATANATATATATATATATENTATA---TRT
961615 -
droFicl|lscf7180000454107:1519925- SATATANATATATATATATATIATATA---THT
1520033 -
droElel|lsc£7180000491160:15623~ -ATATAWATATATATATATATIATATA---f}-T
15749 +
droRhol|sc£7180000776638:16605- -ATATAWATATETATATETATTTATALREATENT
16754 -
droBialllsc£7180000301518:1237967~ -ATATAETATATETATETARTTlETA- - -TET
1238104 -
droTakl|lscf7180000414619:16465- -ATATAWATATITATATATATNATA---T-T
16598 -
|droEugl|sc£7180000408386:253-379 - || |-2TaTElATATATETATATATETATA---T/}T
[am3 lchr3n:24304647-24304787 - | [-Braraffgrargrarargrar@rata---1@r
ldrosim2|lor:14741065-14741187 - | |-ATATARATATATATATATATRTATE- - - TETHISENEA TRRENNA T T AR T ARIA TATATA T A TN EE A A N A N A e — - B -----—————-
|dﬂ:@:§:@ﬁ%”&@ﬂ£‘: e e | [ papaplenapaplenapa  olfy AR Apc—paiy: G T--ATAWGTATET AIGTATATGE -ATATGTAT ATGTATRATGTRATRATETAT- - - —————— IIGTATATGTATATGTAT ATATGTLVI o
droYak3|[X:4207243-4207389 + - ATIETANATIETATATIETATATIETATA -~ ~TlgT-——-- AT----ATG- TAWATIEAATATIETATA T/ = ATARGTATIT AIUGT/\TAT Glu—_ ATATGTAT/EEES ArGraTidreTTATETT- - - GTATATGTATATGTATATGTATATGT/.VIAJNG - - - — [ HNu N ———
droEre2|scaffold 4929:11852429- -ErATERATETATATATATATATATA- -~ T/XT
11852571 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:8607735-8607891
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:8607735-8607891
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_159.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:11956927-11957051
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:30478905-30479034
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:430684-430828
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group5:362946-363086
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_58:50705-50851
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12947:279435-279581
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000393484:91-237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302592:961506-961615
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454107:1519925-1520033
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491160:15623-15749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776638:16605-16754
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301518:1237967-1238104
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414619:16465-16598
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408386:253-379
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:24304647-24304787
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:14741065-14741187
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1346:3525-3671
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:4207243-4207389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:11852429-11852571

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mitror}]

dwi_ 3172 |scf2 1100000004943:943514-9435777 + | confident-exception | Mirtron |intron

Legend: mature star (05 i1 (BTEN g T _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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943,500 943,550 943,600 o I I I I [ | I .
Genomic Position 19 20 21 22 23 24 25 | | |
Size Condition 943,500 943,550 943,600
Genomic Position
Hairpin partition -#- Sense -~ Antisense Mature
Hairpin partition Mature
dwi_3172_annot [-9.0]
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK13665-in]; CDS [Dwil\GK13665-cds]; CDS [Dwil\GK13665-cds]; utr3 [utr3_minus_9352]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
V118 M020 V119
CCATTCTGTGGTCGTTCAACATGCGCACGAAGTGATGAAGATTCATCCAAGTAAGATGTAGCACTAACTAAGATTCTAAAGCATTGTTCTGATATAGTACTTCATCATTATTAGGCTTCTAGAGCTCGTTGAGGACTGCGGCCCGTTGCCTCTGGCCAATGACA female
Read # Hit Total embryo head head body
e ok e ke ok ok ok e ok e ok ok ok sk ko ke ke ke ke ke ok ek ek ek ek ke ke ok (e (e (e e e (e e e e e 1)) o u D)) ) L)) )))) L)) ) ) L. ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk* 5jze Mismatch Count Norm Total
.................................................. GTAAGATGTAGCACTAACTARG . « ¢ e e« v e ettt e et e e et et e et e e ettt e e e e e e e e e et e e e e ettt e e ettt ettt et e e 220 1 12.00 12 8 2 2 0
............................................................................................................................... GTTGAGGACTGCGGCCCGTTGCCT. o« e evvreu-.. 24 O 1 2.00 2 0 2 0 0
.................................................. GTAAGATGTAGCACTARCTARGA « « ¢ v v e v ettt e et e et ettt et e e et e et e e e e ettt et e et e ettt et ettt eiaeneeneea. 23 0 1 2.00 2 1 0 1 0
..................... TGCGCACGAAGTGATGAAGATTCATCC . « ¢ e e e e e e et e e e et et e e e e et et e et e et e e e e e et e et e e e e e et e et et e et e ettt et e e et et e e te et ettt ettt 2] 0 1 1.00 1 0 0 1 0
.................................................................................................................... TTCTAGAGCTCGTTGAGGACTGCGG.: < -« e aavescnacaca-----25 [0 1 1.00 1 0 0 0 1
................................................................................................................... CTTCTAGAGCTCGTTGAGGACTGC . v v v ve v e eeeeeeeneenenn. 24 0 1 1.00 1 0 0 1 0
................................................................................................................................. TGAGGACTGCGGCCCGTTGCCTCTGGCCA. .. ... 29 O 1 1.00 1 0 1 0 0
.................................................. GTAAGATGTAGCACTAACT . + ¢ o et ettt et et e et e et et e e e et e e e e e et e e e e e e e e e e et e e e ettt e et 190 1 1.00 1 0 1 0 0
........................................................................................................................ e ENE CEECIEEIEEel, o - o acnanaanaccocaoa 24 |E 1 1.00 1 0 1 0 0
.................................................................................................................................. GAGGACTGCGGCCCGTTGCCTCTGGCC. « v ... 27 0 1 1.00 1 0 1 0 0
...................................................................... AGATTCTAAAGCATTGTTCTGATAT « &« e e e e e e et et e ee e e e e ea e ea e e eeeneeaeaaenaeneeneeaeanennennenaea25 0 1 1.00 1 1 0 0 0
........................ GCACGAAGTGATGARGATTC « « + « v e e et e e ee et e e e et e et e e e e e et et e e e et e e e et e e e et e e e et et e e e e e e e e e e e e e e 200 1 1.00 1 0 0 1 0
...................... GCGCACGAAGTGATGARGATTCATCCAR . « e e e et e e et e et e et e e et e et e et e e e e e et et e e e e e et ettt et e et e et et e et e et et e te et te e et etaeaenaenaeaaa 28 0 1 1.00 1 1 0 0 0
.................................................. GTAAGATGTAGCACTAACTA . ¢ e e ettt et et et e et et et et ettt e e e et e e e e e e e e e e e e e et et ettt et ettt et eieee e 20 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M045
V118 V117 M020 V119
GGTAAGACACCAGCAAGTTGTACGCGTGCTTCACTACTTCTAAGTAGGTTCATTCTACATCGTGATTGATTCTAAGATTTCGTAACAAGACTATATCATGAAGTAGTAATAATCCGAAGATCTCGAGCAACTCCTGACGCCGGGCAACGGAGACCGGTTACTGT female
Read # Hit |Total body |embryo male head head
ek ok okdkokdkkdok koo ko k ke dk ke (e (o (CCCe e e e (e e ee e 1)) e )))) L)) L)) ) ) L)) )) L. ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total body
.............................................................................. TTCGTAACAAGACTATATCATGAAGT « - « ¢ o e e et ee e et e et e e e eae et e eaaenaeneeaeeaenaenneneeaaa26 0 1 1.00 1 0 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
droWil2|scf2 1100000004943:943464-|dwi 3172|[CCATTCTGTGGTCGTTCAACATGCGCACGAAGTGATGAAGATTCATCCAAGTAAGATGT-——————————————--—=- e GCACTAAC------- TAAGATTCTAAAGCAT TG ———— === == === == =~ — o o TTCTGAT--ATA-GTAC—-—----- TTC--—-——-—-- AT CAT A~ —— = —m = mm oo TTAGGCTTCTAGAGCTCGTTGAGGACTGCGGCCCGTTGCC-———-~- TCTGGCCAATGACA
943627 +
drovir3|lscaffold 13052:1303727- ccaTTCTGTGGEcGTTClEACHTGCifci A ANdcARGAA AT cliT Cl\aaGTAAGAT[- - - - - - ——————- g B TARY- - —--- N C TG - - - - - - - B A A A T TCAATATACAT TRCAACG R - - - —— - -EETiic TAIAT A TREEEE B -------- A C A T A T e T e cec TR TG ARC TG TG ARGACTGC GGl C cliT ToC Cleepeac TRGCccAASGARA
1303903 +
droMoj3|jscaffold 6498:1650081- ccaTTcTcldecTceTTCEacCETcecifeciNer T cAlNGAldcAT TCATCINA AGTAAGALNET A T T e a CiNIE A TGl Nelohi T (e~ 1\ S Tjilelelelel A Sfel ThiliNelelei T T T A T C G T A el A ¥l A [ TI
1650246 +
droGri2|lscaffold 14822:327294- cclgrrcrereaceTTeaaciToccifecila AN cAEc A A Tlcifecc A GTAANA e T T A e racilctlgctldcaldeTeeTlgsaceafjreccaiiccorToc cififdelec TcGCCcAREGACA
327462 +
dp5 Unknown group 24:2537-2695 CCATTCTGEGGTCGTTCAACHTGHGHACRAANTGANGARIA TN XGACI\A AGTAANATINT ] T T T A I e T G C 2 R e e T - ——— B - B — - _EETTTATARA TR T T ACG T N C o e NercllcrTeTicARC TG TTGAGGARTGCGEgCCGTGCC- - - - - - creecaaTcaca
droPer2|scaffold 51:113299-113457 CCATTCTGEGGTCGTTCAACKTGHGHACEAARNTGANGARIA TINXSACI\A AGTAANATINT creecaaTeaca
droAna3|scaffold 13010:479348~ SN TNeie C/ele c/deciieTiNG cidelse TINS A INN A WS ING Al G A T ABAINNEI VNN T/ TAAAAGAAAAATATTTATAA : , RcriicccanTcalla
479517 +
droBipl|lscf7180000395578:4303-4455 I Nlieiveliele clle cideTiNe TiNeldle T TR AN WG - - - A\cGACABAINNEVNATINATAAAGTCAAAATEEEEEEE - BeriicciiaaTcalda
droKik1|scf7180000298373:7355-7536 CCATTHTGTGGTCGYTCHACATGCGHACRAARNTGAlEGA AN\ ncTAAA TIE irccccaaTcalla
+
droFicl|lsc£7180000454086:205733~- ccyrrerescTecrepacireecifacilarrcaldcana g TclganGTAANATINY- — - - - TAARET Sirceclgancaca
205901 +
droElel|[sc£7180000491238:1314272~ cclgrrcraEccTRGAT ciacliT ciiciiA A AT ARG A ARSI A AGTAANATNT Ecrilccldralcaca
1314438 -
droRhol|scf7180000777989:23844- e Tiileile C/ele AleaINSTING Tilelse TINS AINNA NS NG NN Cc A N T A e N A T A T -ccERC : : : TCTGGCEAAEGACA
24006 -
droBial|lscf7180000302087:143674- cclgrreradecTeeTTciaciToccifecila it cAEc A AR @RI\ AGTAAINS TN Bcreecaalcaca
143858 -
droTakl|scf7180000415607:6049-6217 ccijrrcraldcclgcciitciiacaToeciaciaaldrcaEcaa A T@rEccArCTAANATIT BcrldcclEanfdcaca
+
droEugl|lsc£7180000406964:125922- cclgrrcreseTecirciiacireeciiacilan}rEaldcana I cia nGTAALE IR — - -~ - - TTA iri\cclganTeaca
126081 +
|dm3 lchra:175542-175702 - I |ccarrcrdEecrccRrciachrciiciiicRaaRrcaScarPa T AGTAANEN - - - ————________ - - ———- A - ——————- GTTRAATAT T ———— - - - - - — - - - - ———-ERacEAATGCCTAA T AN A SR T T T . NN GO H il ih AraceeTMyrEicalcrcetRealcacreeeeeccBrreee------ AcrcecfgaaTcaca)
|drosimz|[4:123733-123891 - lasi 5573|ccarrereTeeTccr cliachT cRcEECcRArRrcA e A AR TEME A A CT AR N NS N XTI NSy - ——————— B - ————- — TIN TG - - - - - — - - - — — | —— T A A T2 - — - - — — [N CBA ARITGCCTAA T AR ST — ATRAT TR~ — ==~ == === mm o AraceeTigrlgcalcTeerTeaRcacTeccafgecdrTeec------ AcrcccganTcaca)
droSec2|scaffold 52:117440-117598 CCATTCTGTGGTCGRTCHACHT clichpci\a 2l cAEcA A A TS eI\ ACT AR VXTI NS V- — - ————— — R - — == === — T T - - - — - — - — - — — — T T A AL T 2 - — - — - BN CEAARTGCCTAATAJA CEEEEE AT A T T~ — =~ = — = ———mmmmmm oo~ raceeTirEcallcrearideallcacTeeaafgecidrTeec------ cTeeclgaaTcaca
droYak3|[4:148963-149132 - ccaTTCTCEGGTCGRTClACHTclichicA AT cAEcAARNA TENSENcCAnCTAARNTI NV XF NN N - — - —————- R e R ThAR - — - — - —- TIATTGH- —- - - - - - — - - B AT ATAT TATATAT T TTAA TG ——— - - — - — - B CECANTC TR - - ———————- T T A T EraceerTiTEcARcTcoTicARcATGeceeccrTece---—- - BcreeclaaTcaca
droEre2|scaffold 4512:1152141- I Niyelie Clelelifele A i NNS TiNe T e T T[e ALV A WGV NG A TARA NN N NAT T TAREE R T e T-TT---—-TATRE - T Tl - —-—-—-— - — - B A A T T T AA T AT AT AT T T TAACG e - - — - — - -EEA CEAINAT G TR = — 2 ATRA T TR -~ — =~ =~ = — = ————— EraceeTririgcallcTeeTidoallcacTeeeaeccidrTeec------ cTceclgaaTcaca
1152302 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:943464-943627
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:943464-943627
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_3172.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13052:1303727-1303903
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6498:1650081-1650246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14822:327294-327462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_24:2537-2695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_51:113299-113457
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13010:479348-479517
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395578:4303-4455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000298373:7355-7536
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454086:205733-205901
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491238:1314272-1314438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777989:23844-24006
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302087:143674-143858
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415607:6049-6217
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000406964:125922-126081
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr4:175542-175702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=4:123733-123891
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_5573.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_52:117440-117598
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=4:148963-149132
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4512:1152141-1152302

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on enome Browser {Cornell Mirror}]
dwi_3394 scf2_1100000004943:9146176-9146243 - candidate |3p_tailed_mirtron intron |

Legend: mature star 163 (e 1(d (B Ty i _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 9146300 9146250 9146200 9146150
Genomic Position
Hairpin partition -# Sense -8 Antisense Mature Star
Hairpin partition Mature Star
dwi_3394_annot [-14.5]
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK13174-in]; CDS [Dwil\GK13174-cds]; CDS [Dwil\GK13174-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M045
M020 V118 V117
CATACTGGCTTCCGCACGAARAAAATCATTGCGTGGTCCTGTTATTGAATGGTAAGAACATGCTCAGATTGGTACAAAATTGTACT TTAATAAATCAATTTGTTATGTTCATCAAATAGGTATGATACGCTTTCACATCACATTCGTTCCTCGGCATTAGTGCGTAAAT female
Read # Hit |Total head lembryo body |male
ek dkdokdkdokdkkdkok ok dk koo k ko kkdkkkdkkdkkdkkdkkrkkr e CCCCCCCCCCCCe e )I))) e MDHIMDN) I e dhkkkkhkhkhkhkhkkkhkhkkhkhkhkkhkhkkkhkkkkkkkhkkkhkhkkkkkkkkkkkkkk*kk****x gize Mismatch Count Norm Total body
.................................................. GTAAGAACATGCTCAGATTGGTA . ¢« v et e et et te et et e e et et e et e et e et e e e e e e e e e ettt et et et et et ettt 23 0 1 8.00 8 8 0 0 0
.................................................. GTAAGAACATGCTCAGATTGGTAC . &« « v e e e et et e e e ee e et e et e e e e e et e e e e e e e e a e e e e e aaeneaeeaeneaaeaeneaaeaennanenenaea2d 0 1 2.00 2 2 0 0 0
.................................................................................................................................... CACATCACATTCGTTCCTCGGC . v v vevnennen. 22 0 1 2.00 2 2 0 0 0
............................................................................................................................................. TTCGTTCCTCGGCATTAG......... 18 0 1 2.00 2 2 0 0 0
...................................................................................................................................... CATCACATTCGTTCCTCGGCATTAGT........ 26 O 1 2.00 2 0 0 0 2
................................................................................................................................... TCACATCACATTCGTTCCTCGGCATTAG. .. ...... 28 0 1 1.00 1 0 0 1 0
....................................................................................................................................... ATCACATTCGTTCCTCGGC. « v vvvvvnen... 19 0 1 1.00 1 0 1 0 0
............................................................................................................................................ ATTCGTTCCTCGGCATTAGTGC...... 22 0 1 1.00 1 0 0 0 1
............................................................................................. TCAATTTGTTATGTTCATCAR . ¢« et et e et te e et e e e et e et ieea e eeeaeneeaenen. 200 1 1.00 1 0 1 0 0
............................ TGCGTGGTCCTGTTATTGART . « &+ e e e ettt ettt e et e et e e e e e e e e e e e e e e e e e et e e e e et et et et et et et et e e te e ae e e eaeea e eneaeeneneeaeea. 2l 0 1 1.00 1 0 1 0 0
...................................................................................................................................... CATCACATTCGTTCCTCGGC. « v vvvvvnen.n. 20 0 1 1.00 1 0 1 0 0
.................... ARARTCATTGCGTGGTCCTGTTA  « e e v e e ettt e e e ettt e et et e e et e et e e e e et e e e e e et e e e et e e et et et et et et e et e e e ee e ee e e ea e ea e e i 23 0 1 1.00 1 0 0 1 0
Anti-sense strand reads
M045
GTATGACCGAAGGCGTGCTTTTTTAGTAACGCACCAGGACAATAACTTACCATTCTTGTACGAGTCTAACCATGTTTTAACATGAAATTATTTAGT TAAACAATACAAGTAGTTTATCCATACTATGCGAAAGTGTAGTGTAAGCAAGGAGCCGTAATCACGCATTTA female
Read # Hit |Total body
e sk ek ok e ok e ok e ok o ok ok ok e ok e sk e ke ke ok e ok e ok ke ke ke sk ek ke ke ke kol ko (e (e ))))) e e MDHIMDN) I oL dhkkkkhkhkhkhkhkkhkhkhkkhkhkhkkhkhkkkkkkhkkkkkkkkkkkkkkkkkkkkk*x** gize Mismatch Count Norm [Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate 1D Alignment
droWil2|scf2 1100000004943:9146126- ||dwi 3394 [[CATACTGGCTTCCGCACGAAAAAATCATTGCGTGGTCCTGTTATTGAATGGTAAGAACATGCTCAGATTGG-~—-—-—-TACAAAATTGTA---—-—-CTTTAA--TAAARCAATT=TGT==========oc TATGTTCAT--—--—--—-—- C-—--——————- ARATAGGTATGATACGCTTTCACATCACATTCGTTCCTCGGCATTAGTGCGTAAAT
9146293 -
drovir3|lscaffold 13047:11145473- CATACTGGITTHCGHACHAAAAAATC/ETGCGTGGTCCEGTRATEGAATCETAACH A Ay e — — — — — — — P Yo A e T XLV N N N N el L N - i | LV VI = ======sss e —-—-——— - - TATTTTTGCTE e LR TAGGTATGARACGCTTCcACATCACATICGTTCCTC[diceTlecTccEaalgT
11145627 +
droMoj3|scaffold 6540:30613642- FACINSEE il T SelINe CEVACIYNNe c Cileldlelvete c/sfe c el cNi ClV e cliicINE TGA T GlE - - -[\AGAfi - -| TATATTAR A NIGAAARE TCTTCTEEEEE e e GGTATGAMACECTETCACATCACATIICGTTCCTCGHCAT TG TGCGEAAET
30613802 -
droGri2|scaffold 14624:1042149- T 2 T G T — — — — —— — — e — — — — — — e — e B~ ————======s —--—-———-EEATTTTCTTATE S e e peleA GGTATGAMACGCTTTCACATCACATIICGTTCCTCCHC/STEGTGCGAAAT
1042224 +
ldps l2:14057601-14057766 + | |caacReclirrecccaccangaalgrcderiiccldcccclc AT ToaaTcETEACHANAT NammA CAST C T SIS T AC AldeA T TIREA - - - - ——- TGGGIN - - - - - - - GC A e C R —-—-—-— - -G TTTTTTGCGE e pEYele GG TAGATACGCTTTCACATCACATIICGTTCCTCGGCEETEGTGCCEARAT |
|droper2|lscaffold 0:6384024-6384189 - |ca8acieclirreccecaccanEangrcldTicclicclccls AT TeAATGETEACHE AT A CARTC R b IadeTAC AeA T TReA - - - - - - - GGG NN - — - - - — —GC A C R ————— -G T T T TG T G G e ceTAcATACGCTTTCACATCACATRACGTTCCTCGGCEYTldcTCCcaRAT |
droAna3|lscaffold 12911:3473180- caACTGGHTTCCGHACGAAEAAATCAMTGCEEGGTCCHGTAT TGARTGETEACH SN It V.U I AT B —— - ————— - GTGTACTGC TR e EiraccTARGATACGCTTTCECATCAWA TR CGRTCCTCGGCAlTEGTGCCEAAET
3473339 -
droBipl|scf7180000396640:336896- CAACTGGHTTCCGHACGAAAAATCABTGCGEGGTCCHGTMATTGAATGCTAAGI T S A XAl —— - — - ——— - T TCGACTTGGE e e LRI TAGGTAMGAACGCTTTCACATCAWATEICGETCCTCGGCAlTEcTGCcAAET
337054 -
droKikl|scf7180000301641:95600-95771 - - - —— - TT- - - - - - -cGClTRTTCTTTATTCCANTHAINISNITAATES TASEEA - CTTGAAT T TCT T GGCINGEMNACHACINIESNCITININNINI N~ Sl Telelfelelele c i c/h¥elste cLY VXA
+
droFicl|lscf7180000454097:37587-37742 GTTCTTGECANGGERITTIAATTGATAAAREEEEEE —-—-—-—--FEEGEE TCTTAATEEE R T e GGTARGAECcGCT@TCACATCACATICGTTCCTCGGCATT/EG THCCleAAT
-
droElel|scf7180000491194:1665822- —--—-——— - GACTCTTGATE e e ierhceradcaeciicTldrclgcaTcacaTiccTrcjTcceeaTacTGRCRAAET
1665978 +

- EaccroTriaTE

droRhol|scf7180000779322:76546-76702

ierlhceradcadcceTldrcacaTcacatiiccrcilrcccearigcthicclaaET

—-—-—-—- - TGTTCTTGATEEE e e

droBial|scf7180000302035:278214-

eeterceraldcaedccerrcacaTcacatiicerTecTececifTEc THcGEA ST

278371 +
droTakl|lscf7180000415712:705480- —-—-—-— - -PEEAGTTCTTAATEEE R ikl coTaldcaeccerrcacaTcacatiicerTecTecocifetlEcTccEaalgT

705636 +
droEugl|scf7180000409488:291202- —--—-—-—-FEEAACTCTTGATEEE PR e LR coTaTcARECcGeTlTClicaTcAfA TR CGTTCCTCGoARTAG THCCldAAET

291355 -
|dm3 lchr3r:27611971-27612129 + | GTATTGAMCGGGRRNATINA T T GGANAC] - —————— AT CTTCTGC T 2 BaceTaTcARlECGCTlgrcacaBcacaTRcgTTCCTCGGCARBTAGTHC GEANET |
[drosim2|[3r:26887511-26887669 + lasi 14991 [[caacBcccTTccccaccaranafgrcidreccRecBecBicTTATECAATCETEA CHAT TN C o GTATTGACcCcecNmIc TS TCGGAlACE ———————— - A TC T TCTGC T [erBaceTaTcalgccetRreacaeacatccrrecTeceeaAgracTccEangr |
|d;_ S ||:_, ——— == l\_i : == 256 = o6 0—— || | S e PR e A AR AR ey Py N e Qe PR AT e E AP (C T (e A (S A (el g 7 2N\l T Ngl——————— — — — —— ATCTTOTEOT
droYak3|3R:28546545-28546703 + CAMACI8CGCTTCCGCACCARAANETCIYSTCCCFCCECCECTEAT GAATGGTAGEA JICT G2 CT ———————————— E———
droEre2|l[scaffold 4820:358548-358706 cafacfceeTTCCGCACGARA A A TCIETGCGTGGECCTGTRAT TGAA TG G gA ClA s T A X e — — — — — — — — GTATTGARCCGGIERIICTGARCCGACITCEEEEEEEE --—-—-—--FEEATCTTCTAAL

Generated: 09/08/2015 at 1036 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:9146126-9146293
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:9146126-9146293
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_3394.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:11145473-11145627
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:30613642-30613802
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:1042149-1042224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:14057601-14057766
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:6384024-6384189
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:3473180-3473339
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:336896-337054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301641:95600-95771
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454097:37587-37742
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:1665822-1665978
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779322:76546-76702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302035:278214-278371
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415712:705480-705636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409488:291202-291355
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:27611971-27612129
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:26887511-26887669
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_14991.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_31:266522-266680
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:28546545-28546703
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:358548-358706

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi 127 |scf2 1100000004513:3464547-3464604 + |candidate | Canonical miRNA | intron

Legend: mature Star [Tt R sy mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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Sense Strand Reads
hide 3p reads “ show mid mismatch reads “
M045
V118 V119
GAAATAGGTGAAATTAGTACTTAAAATTAGTACTCAATCCTTTGTCATACTTATGAATAGGAAATGCCAACGTGAAATTAGTACTTTGGCATTTCCTATTCATAACTATATGACAAAGGATCAATAGAGGTATGT TTTATAGGTATTTCTGATTACTT female
Read # Hit |Total embryo body head
ARk Rk kR kR (OO GO (0. .. 1))-)))))))))))))))))))) .. .))))))))))))) KRKXKAXKRKXKA KKK KKK KKK KA XXX XK % X% 5ize Mismatch Count Norm Total
.................................................. TTATGAATAGGARATGCCARCG .+ « + « e e e e et et et et e e et e et et et ettt e et e e e ettt et e ettt et et 22 0 1 13.00 13 8 3 2
.................................................. TTATGAATAGGARATGCCAAC . + ¢ e e et ettt e et et e e a e e et et e e a et e e e e et et ee e e eaeneaeeeeaeaeneneaneaeaenennenea 2l 0 1 3.00 3 1 1 1
..................................................................................... TTGGCATTTCCTATTCATARCT . ¢ o et e e et e te e et e e e e e e eeeeeaeaeneneeaenenen.. 22 0 1 1.00 1 0 1 0
........................................... GTCATACTTATGAATAGGARAT . ¢« ottt ettt et et ettt et ettt ettt e e et et ettt e e e e ettt et e e ettt ee e ieeaeneneeeea. 22 0 1 1.00 1 1 0 0
................................................. CTTATGAATAGGARATGCCAAC . « et ettt ettt et ettt et et et e e e et e et et e e e e et e e ettt e e e ettt e eieeee 220 1 1.00 1 0 0 1
Anti-sense strand reads
CTTTATCCACTTTAATCATGAATTTTAATCATGAGTTAGGAAACAGTATGAATACTTATCCTTTACGGTTGCACTTTAATCATGAAACCGTAAAGGATAAGTATTGATATACTGTTTCCTAGT TATCTCCATACAAAATATCCATAAAGACTAATGAA
Read # Hit Total
e (I A T T (T 1))-)))))))))))))))))))) .. .))))))))))))) KRKXKXKXKXKXKA XA XXX KKK XK XXX KKK XK %* 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

droWil2 (lscf2 1100000004513:3464497- |ldwi 127 |GAAATAGGTGAAATTAGTACTTAAAATTAGTACTCAATCCTTTGTCATACTTATGAATAGGAAATGCCAACGTGARATTAGTACTETICECATTICCTATTCATAACTATATGACAAAGGATCAATAGAGGTATGTTTTATAGGTATTTCTGATTACTT
3464654 +

PASS/FAIL

Generated: 0970:812015 at 07:48 lgM
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details.


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:3464497-3464654
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:3464497-3464654
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_127.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_3459 [scf2 1100000004943:12868124-12868231 - |candidate | Canonical miRNA |/intron

Legend: mature Star [t g R RA TS mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 12868250 12868200 12868150 12868100
Genomic Position
Hairpin partition -8 Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK12963-in]; CDS [Dwil\GK12963-cds]; CDS [Dwil\GK12963-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M045
M020 v1lg V117 V119
ACACCGGCTTTTCATTTCAATGTTTTGCAATCGTTCCTGATAATATTCAAGTTTGTGATTTTAGCTGTAGTCAATGGGGAAATTCAGTTGAAATTGCTTGT TCCGTTTCGCCTGAATTTCTCTTGAAACT TTAAATACTTATTCGAAAAAACT TGCAGAGAGGAGTGTATGAAACTTGTCGACATACTCAATGAAAAGATTGACACGG female
Read # Hit |Total head body |embryo male head
Ihhkkhkhkhkhkhk Ak kkkhkk Ak kkhhk Ak kkkhkkkkkkhkkkkkkkhkkkkkkhkkx O (N T 1)) IIIIIIIIID)) e e e ) ) e Ik Ak kkhk kA kkkhkk Ak kkkhk Ak kkkhkkkkkkkhk Ak kkkhkkkkkkkkkkkkkkkk*k*** gize Mismatch Count Norm |[Total body
......................................................................................................... TTTCGCCTGAATTTCTCTTGAR . ¢ v e e e e e ettt e et et e e e e e e e e e e et e e e e e e e et e et e et e e ie e e e eaeeaenee 220 1 4.00 4 4 0 0 0 0
........................................................................................................... TCGCCTGAAT TTCTCTTGARACT . ¢« e e e e et e et et e e e et e e a e e teee e e e e en e e e eneneaaeneneaaeaeneaneaenenaeaa23 0 1 4.00 4 4 0 0 0 0
......................................................................................................... TTTCGCCTGAATTTCTCTTGARAC .+« e v v e et ettt e et e et e e e ettt e et e e e e e et e et et et te et eeeeneneeneeaena 24 0 1 3.00 3 3 0 0 0 0
.......................................................................................................... TTCGCCTGAATTTCTCTTGAAACT « &+ ¢ e ettt ee e e e e e e ettt e et et et e e e e ae et et te e eaeenaennenaeneeneeaeea. 24 0 1 1.00 1 1 0 0 0 0
......................................................................................................... TTTCGCCTGAATTTCTCTTG e+« e e e e v et et e e et et e e e e et e e e e et e e e e e e e e e ettt ettt te et eieeeeneneea 20 0 1 1.00 1 0 1 0 0 0
.......................................................................................................... TTCGCCTGAATTTCTCTTGAR « « + ¢ e e e e ettt e e e e e e e e e e e e e et e e e e e eae e e e eeeaaeaaenaenaeneeneeneeaeaa 2l 0 1 1.00 1 0 1 0 0 0
........................................................................ AATGGGGARAT TCAGTTGARAT « « + t e e et et et et et et e e et et e e et et e e e e e et e e e e et e et et e e e e et e e e et e e e e e e e e et 220 1 1.00 1 0 0 0 1 0
......................................................................................................... TTTCGCCTGAATTTCTCTTGA ¢ e e e e v et e e e e e et e e et et e e et e e e e et e e et et ee e eneaeeeenenneaeneneaaeaeneeaea 2l 0 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
M045
V118
TGTGGCCGAAAAGTAAAGTTACAAAACGTTAGCAAGGACTATTATAAGTTCAAACACTAAAATCGACATCAGTTACCCCTTTAAGTCAACTTTAACGAACAAGGCAAAGCGGACTTAAAGAGAACT TTGAAATTTATGAATAAGCT TTTTTGAACGTCTCTCCTCACATACTTTGAACAGCTGTATGAGTTACTTTTCTAACTGTGCC female
Read # Hit |Total embryo body
Ik k ARk k kA kAR Ak kh kA Ak kkhh kA kkkkh kA kkkkhkkkkkkkkkkkkkkhkkkkkkkkrrkk N (N T IIN))) IIIIIIIIID)) e ) ) e Ik kkhkk Ak kkkhk Ak kkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*k*kkk*k** gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
droWil2|lscf2 1100000004943:12868074-|ldwi 3459||ACACCGGCTTTTCATTTCAATGTTTTGCAATCGTTCCTGATAATATTCAAGTTTGTGATTTTAGC-—T——————————=————————————————— GTAGTCAATGGGGA--——-——-—————~— AR-—--- TTCAGTTGAAATTG---CTTGTTCCGITTCGCCTGAATTTCTCTTGAAACT -~~~ TTAAATA-————————— CTTATTCGAA-———————-—- AAAACTTGCAGAGAGGAGTGTATGAAACTTGTCGACATACTCAATGAAAAGATTGA- ——————————————~— CACGG
12868281 -
droVir3|scaffold 12875:8643483-
8643647 +
droMoj3|lscaffold 6496:9873250-
9873472 +
droGri2|scaffold 15245:12148009- acaccycCirTrcaTTTIAANNTR T TCleA AN T Tl TGl Ne T T TiiA A G TERN G TRA R TN GRy - - T - - - - - - GTEINYeAA TG —- - - - ———-——-- Ap----- cliTiiaGcE----— B - - — - — - __ B __EEEECTAATA---TACGT T TR TIT T TANA TENEG CINA/NA A C I TINNA T A WIS T Cli T/éhilA A AR\CIV T/ T CGACTAATACAGTAGGTCCTTGTEA]
12148188 +
EEE [4_group3:7064202-7064358 + | |achiccecrrrearrreaaTeTTTecAATCRT THC TEdeA Tt TCAAG TG TS TN NI - - - — - — - ———————————————— — - - - [
ldroper2|lscaffold 1:8516635-8516791 |acfcc@ec@rrrcarrreaaTeTTrccaaTcirric TdEdsAa TEr TeAAG TG THET TN ST - - - - - - - ————————————————— - - - [
droAna3|scaffold 12916:9900224- dan 632 |[acfcceGeTTTEcAgTTCAATGTT/TGCAGTCHT TCHTGESA THTTCAAGTENG TN N g - - T—— - — - ———— - ——— == — -
9900375 -
droBipl|lscf7180000396580:1134779- AcaccGGCTTTcarTcAATGTeTGCAGT T TR T GleA TiT TCAAG @G TER T Tfel - -1 - - - -
1134930 +
droKik1|lsc£7180000302643:588855- aciicciccrTidcarTrcaaTGTYTGCAlTCHTTCC TCESEATAT TCAAGTIENG TRR TENT THERN - - T
589011 -
droFicl|scf7180000453842:981806- AClEcCGCETTTCATTTCAATGTTTTGCAATCHT TCCTClESeATIT TCAAG TN T A T N - - — - — - AGTTATAATTATATTT
981964 -
droElel|lscf7180000491338:82777-82931 achiccllccTrTcATTTHAATGTTTTGCAGTCGT THCTGAMEATAT TCAAGTEec TR T TEN AR - P - — - — - — - - - e~ == == =======-= -
+
droRhol|lsc£7180000778058:19063-19219 ACHCCHGCTTTMCATT THAATGT TTTGCAATCGT TIC TGARMATATTCAAGTIENG THTE T TARYY - - LV XH
droBiallscf7180000302261:710355- acpiccccrfdcarTrcarerrrrocAlgTclT T TRAATAT TCAAG T G TRR TSN A - - T - - -
710506 +
droTakl|lscf7180000415704:252465-
252623 -
droEugl|lscf7180000409005:1161633— AclgccGGCRTTTCATTTCAATGTTTGCAGT CHT TCHT GleiiA THT T~ AG TG Thgg ¥ Ti¥\c - - T- - - - - oo
1161794 +
am3 lchr2L:5266990-5267144 + I |achccllccTTrTCAlTTHA A TESTGcAATClTTHc TCATEATAT TCAAG T G THEY XN - - - - -~ — = === ——————= --|
ldrosim2|[21:5075034-5075188 + | |acficclicerrrrearTTiarReTRTTGCAGT clir THc TeATEATATTCAAGTIN G THRENIAT AP - [8- - - - - - e — ———————————- -
droYakR3|PrSIsosseso=t 95504 NeClole. clsCibbus o T T R TITelT AT T TR T CleTeR A TRy T T ::-“-'“TTGAG“'E e ____Em=awm ¥NiTccTT m mAC - ACAAT 77T TIIA, TTGCA—-—:CT—TATGTGTTT --TT;:-é-':-:-“-C:?:::'i'“éé“: G“CT“GG:EA;:::GCT" e ————— S e
droEre2|scaffold 4929:5345710- achiccecTrTfcaTTTCAATGTRT TGCAGTClT THcTGAMEATAT TCAAGT@NC TS NNl A R - - - — - — - AINGTTGGTTAAGTTGCA - - -[AGCACE VTR pelelec T ThicAGEGARNGAGTCEAA A c T To TN A NET/lc Tela oA Aleleie TEcA - - - - - - - - - - - - - ——- T/\n[elE
5345864 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:12868074-12868281
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:12868074-12868281
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_3459.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:8643483-8643647
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:9873250-9873472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:12148009-12148188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:7064202-7064358
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:8516635-8516791
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:9900224-9900375
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_632.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396580:1134779-1134930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302643:588855-589011
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:981806-981964
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491338:82777-82931
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778058:19063-19219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:710355-710506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415704:252465-252623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409005:1161633-1161794
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:5266990-5267144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:5075034-5075188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3347093-3347247
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:13933689-13933847
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5345710-5345864
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[View on UCSC Genome Browser {Cornell Mirror}
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Show Alternate Folds
Flybase annnotation
intron [Dwil\GK22571-in]; CDS [Dwil\GK22571-cds]; CDS [Dwil\GK22571-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads “
M045
v11i8 M020 V117
GGCTGGAGCAGTCAACCAATCGCATGCACCACAGATGTGCTATGGTGTCGGTAAGTTGGATTGGTTGGAGTAGGTTTTGTAGAGCTCTTTTTCTTCAACTAATGTCTTCTTTTCCAGTGGTGACGAGTCCATTAGCAGAATCTATGTTCCTGGATTCCTTTACACCA female
Read # Hit Total embryo body head male
Fokdkkkkdkdkkkkdkhkkkkhkdkkkkhkdkdkkdkhkdkdkrdkrkrkrrdkr (L. (CCCCCCCCCCCC - (CCCCea-))))) o et YD) ))) e dkkkkkkhkhkkhkhkhkhkhkhkkhkkhkkkkkhkkhkkkkkkkkkkkkkkkkkkk*kkxk**x*x gjize Mismatch/ Count Norm Total body
.................................................. Gl ARG T TG GA T T GG T TG GA G . v v v v e e e et et e et e e e e o e o e oeneeeeeeaeeeeeeaeeeseeeesesoeeeeeesaeeesesaeeeeeeneseseeanesenaseseaneeass 20 0 1 10.00 10 10 0 0 0
.................................................. GTARAGT T GG AT TGO T T GG AG T A e « v e e e e e e e e e e e e e e e ae e e ae e e eae s aaee e eeeeseaeeeeeeeeeeeeeaeeeeeeeeeaeeeaeeeeneeeenenennnaa22 0 1 3.00 3 2 0 1 0
.............................................................................................. TCAACTAATGTCT TCT T TTCCAGT « v v e v e e e et ee e e tee e eeee e eneeeenaseeaaeenanennanas 24 0 1 2.00 2 2 0 0 0
.................................................. Gl ARG T T GG AT TGO T T GG A e & 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 tee e eee e eee e eaeeeeeeeeeeeeeeeeeeaeeeeaeeeaaeeenaneenanenaaaaa19 0 1 2.00 2 2 0 0 0
............ (07:¥:X 01077\ o] eT07\ i €107:X o] 071 67:X )N 1l o B O 1 2.00 2 0 2 0 0
........................................................................................................................ TGACGAGTCCATTAGCAGAATCTATGT e v v vt e v eeeeeennnnaaa 27 0 1 2.00 2 0 2 0 0
.................................................................................................................................... TAGCAGAATCTATGTTCCTGGATTCC...vv.... 26 O 1 1.00 1 0 1 0 0
A ele) Nelor-Neli07:¥-N el 0¥V o] e]07- X €107V o] o} -\ o 28 0 1 1.00 1 0 1 0 0
................................................... TG T TGGAT TG T TGGAGTAGG « « v v v v v e e e e e e e e et e et e e e e e ee et ae et ee e e tee e eeeeeeaeeeeaeeeeaeeeeeeeeneeeeaeeeeaeeennneeaaaa 23 0 1 1.00 1 0 1 0 0
........... TCAACCAATCGCATGCACC ACAGAT G e v v v e v e e e e e et e e e e ae e e ae e e e e e e ee e e eee e aee e ae e e eee e eee e eae s eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeaeeeenenenaanaa26 0 1 1.00 1 0 1 0 0
.................................................. GTAAGTTGGATTGGTTGGAGE . « « + t et ettt ettt ettt et e et e et e et e e e e e e et e e e et e e ettt e et ettt et e et 21 1 1.00 1 1 0 0 0
......................................................................................................................... GACGAGTCCATTAGCAGA . + v vt vt e seeeeeeaaennnaaaaa 18 0 1 1.00 1 1 0 0 0
............. AACCAATCGCATGCACCACAGAT G T+ v v e e e e et e e e e e e e e e e et e e e e e e e e e ettt e e et e e et e e e e et e e et e ettt ettt et et e e et et e e e e .25 0 1 1.00 1 1 0 0 0
..................................................................................................................... TGGTGACGAGTCCATTAGCAGAATC s v v vt et v veeeeeeeeennananaa 25 0 1 1.00 1 0 1 0 0
R ele) Nelor-Neli07:V-Nel07-V-Ni o] 107N €107V o] o} PSP 28 0 1 1.00 1 0 1 0 0
................................ AGATGTGCTATGGTGTCOIE . - -« ot ottt ittt ettt e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 020 2 1 1.00 1 1 0 0 0
.......... GTCAACCAATCGCATGCACCACAGAT G v v v e e e e e e et e e e e ae e e ee e e ae e e ae e e ee e e ae e e tee e et ae e tae e eae e tee e e eee e eaeeeeeeeeeeeeeeeeeeeeeeseeeeaeeeeaeeeeaeeenanennana 27 0 1 1.00 1 0 1 0 0
.............................................................................................................................. GTCCATTAGCAGAATCTATGTTCCTGGA. v v vvvvun.... 28 0 1 1.00 1 0 1 0 0
........... TCAACCAATCGC AT GCACCACAGA . &t v e e et e e e e e e e e e et e e e e e e e e e e e et ee e et ee e e e e eee et ee e st ee et eee et eee e teee s eee et eee s teee e eeeeeeeeeeeeeeeeeeeeaeeeeaeaeaaaeennaaa 24 0 1 1.00 1 0 1 0 0
Anti-sense strand reads
M045
V117 M020 V118
CCGACCTCGTCAGTTGGTTAGCGTACGTGGTGTCTACACGATACCACAGCCATTCAACCTAACCAACCTCATCCAAAACATCTCGAGAAAAAGAAGTTGATTACAGAAGAAAAGGTCACCACTGCTCAGGTAATCGTCTTAGATACAAGGACCTAAGGAAATGTGGT female
Read # Hit |Total male body |head embryo
khkhkhkkkhkhkhkkhkhkhkkhkhkhkhkhkhkhkhkhkhhkhkhkhhkhkhkhhhkhkhkhkhkhkkhhhkhhhkhkkk (((. . (((((((((((((_ . (((((. . ) ) ) )) ...... ))))))))))) . )) .. ) )) ...... khkkkkhkkkhkkkkhkkhkhkkhkkhkkhkkhkkhkkhkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkhkkkhkkkhkkkkk*x size Mismatch Count Norm Total bOdy
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Re-alignment of all predicted orthologs

phyloP LRT conservation scores
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432550 432500 432450 432400
Genomic Position

Hairpin partition Mature

Species Coordinate ID Alignment

droWil2|scf2 1100000004921:432397- |ldwi 2943 |[GGCTGGAGCAGTCAACCAATCGCATGCACCACAGATGTGCTATGGTGTCGGTAAGTTGGATT-GGTT-———————————————————————
432563 -

drovir3|scaffold 12855:2354331~ dvi 3538 |ecifecccciicTcaaccldededciicadclecclEcalaTcTc ARG TiicCThA /IS EifeXe- (T el X Td!
2354491 -

droMoj3|lscaffold 6540:32668513- ScicclEcciicTcanccadeclcaTiiclecclcacareTiic TaGETRTGE TEAC TS C AT - R ApNeIele- Nl Clel C - - [elT Tifi~ c ThiG T clddde ciydeeciYec Alled A Tl Xec TGGATTlEC TTTACECC
32668673 -

droGri2|lscaffold 15074:2362368- AT Gl THINININAT I T G Il Xdele /oo NI Ne ~ aleivAclec calia Al NNEcliTacAACTAGCAACAAREECEE TCTTTCCTAATRE - — - —-—C B TlEn - Tl T Th- - TTTTlgA G TGG TClgclda cecideildc Aca Addea TCleTlec TGGAT TlEC TTlEAClEcClg
2362531 -

dp5 |XR_groups:1803616-1803767 - |cecTeeacchcriaacHelEccadecliccacacareTeeTAT e THCETAACT NN Y- R ———- TTTGTCAT TR CEAACEATGAA -] - - - - - -B- - - - AcTEA I TINeC T/l e CINeliG T c c AlNelsic AR A G ClNEA CRiTISINeFACNe A I CINST NeTel C|

droPer2|lscaffold 24:1246530-1246681 cGCcTGeAGCHGTHAACHdECEcAdecliccacacaTcTGcTATGc THCETAAC TR STV R - - - - - B - - - AcTEEAENS TiNeC Tlelfe e ciNelic T c c ANl G AlC A G i Cl T/SNeeINGINe Al CINS oIS C
+

droAna3 gcaf fold 13340:8106663- elele A ElehNelel C /el ARV T G CR\G S T/ShNNele efe T [SF\ A NNl ClElc A CRi T eV VNIl T/ A CGCAANC TAGGAT TCAAGGA TR CHGARE - — - — - — - AT AN TIINAC - - TTTTRicAG TR TGlEClsadT ccANeGclEcrgXedeTiNeT ce oA T TlA cACCle
8106824 -

droBipl|lscf7180000396708:741055- IMGGAGCEGTEAA@AECECATGCECCECAEZ—\TGTGCTAGTEGGTAAGTTGGA A[elicTAGAA AT s A AA T TTCANCESINTIA A TR I O NI C/EIerNe CINENSISINC » Gl NGl C Glie cileleheler\Cide ~ iGN
741221 +

droKik1|lscf7180000302697:1068603- cclecaccicrganciYeileclcaTcciiccacaaTc TTATGYTETCCETAAC N NCH TTTAAGGT Tt TRGAGAAECC-— - — — - — - — - — - ATAACTTAAT k- T Ceeky- - TTTfccacToiYeeen s TlecgNec clic AN T ATc T TC TG G Ag T CIT TleA Clgc e
1068758 +

droFicl|lscf7180000454055:308372— GGCTGGAGCHGTEAACHSEcHcATGClcCACAATGTGC TATCET O TIENCTAACIN N E SN -t S TNV - LSy - e kTN AN\ A - BN C - [N Thfi~ c TINXEC A G TccA A cEcanXeTA TGl T T GGAlTCccTTTACACCE
308523 -

droElel|lscf7180000491017:208495- GGCTGGAGCHGTRA ANl ciicATGCHCCACAATGTGCTATGET S TIECCTAACEN i NAcle- i - — — = === - - --—-- GACAAATAATAREEE- - e — - - - - —----——- ey - —-—-———- cTATEINT AN TR /A NIGEE c CliTONele C A CECINGNGE T CA THECEHNA clUNNE C NiidaNCiNe ciliCiXe cole G|
208652 +

droRhol|lscf7180000777285:104100- GGCTGGAGCHG T AXSNECHCATGClCCACA R TGTGCTATGETETECCTAARNTIENA T/ R T a2 A A TRT TAWACEA TG AN C GEELR RN TS Nel¥e A C A GININGE T C A Tel /N~ AlTNe Ci¥SieIa NGNS G CINS G lelc)
104258 -

droBialllscf7180000302402:5195638- GGCTGGAGCHG TR Aeeeclic ATGCCCACAIATGTGC T ARG T TEcCTAACL N N e - R - — - ————— - - -~ [N N N T 2 - — P T i e XL — — — — — —— —— AGAARTTAIFNNEIA A TiiA TREIA I TISNEINE A Cléc G AINEGE T C ANARGENA cly:NNe cifs TNl \Give chililcIXNele G|
5195795 -

droTakl|lscf7180000415417:146355- GGCTGGAGCHGTEA AXSeclicATccliccacalaTGic TAceTfeT coeTAACIN A TN I/ — ————————~——————___ GGCAAATAATAREEE- — - AT - — - —-—A--—-—-—- - AATEEEEE AGATRTTAINNEENEA AGATRECIRGIT TEXEI T ACAGGAINENGET C ANCINTNA cldNWe clicRiNee Gt chilidyNe clde )
146514 -

droEugl|lsc£7180000409768:655026— cGCceeacclcThA AlddleciicATGClCCACAATGTGCTARGE T CTAACLY A TI- R . C a2, CRIAT AINNNYE A TN T C T IR TNEINEA C AGGAINEC G T CAINIINTNG A G CINNE ClldeiNeler\ Ve A Il IS T/efe T|
655186 +

|dm3 lchr3r:18517706-18517860 + || |cecTecacclcrErANggecHc AccliccacaBaTeTecTARGRTErEccTAACINNCHA T/E-fCEYINE LY - -\~ i ARATAA - TGTINAE - - TIAT THEA G TGN age A S Tleciio~ cclic A AREGAA T T TG G AR cBr TEacldcclg |

|drosim2|[3r:18042995-18043149 + lasi 15721 |cecTecacclcrRaalcEEcHcaTccccacafrTeTcc TARCEErEccTAACINACHA TS -HCIXINTINN---\- -8 AT aA - TG THENNE - - TR TRA G TN Brlecilda cclic A ARG A e ceTe Al cEr TlEacldccly |

droSec2|scaffold 0:18875516- GGCTGGAGCHG TR AlCfechicATGcliccacallaTcTeecTARCETETecGTAACINNGIA Tle-FiCLXT XTIV — [\ Tl PAT AT NSIELN T 2 A GREGA BN T TEYEIA A C T GG CIACHGEG CAINES T/EINAA G ARXe CllSliNeleiNA e GIlCINS G /e&I N
18875670 +

ldrovak3|3R:19368217-19368371 + | lcccTeeaccicrlea Aaslechic AliccliccacalaTeToc TaAdcETRTECTAACN AT T -CIXEN N §- - - Ll

droEre2|scaffold 4820:9558452- GGCTGGAGCHGTEAAeNeciicATGcliccacAaTGTGC TAGE T T e TAAC N N kiT/e-fNcI VNNl Y- - -1\ —fild
9558612 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:432397-432563
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:432397-432563
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_2943.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2354331-2354491
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_3538.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:32668513-32668673
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2362368-2362531
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:1803616-1803767
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_24:1246530-1246681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:8106663-8106824
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:741055-741221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:1068603-1068758
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:308372-308523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491017:208495-208652
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777285:104100-104258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5195638-5195795
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415417:146355-146514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409768:655026-655186
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:18517706-18517860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18042995-18043149
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_15721.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:18875516-18875670
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:19368217-19368371
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:9558452-9558612
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Coordinate:

dwi 2858 |scf2 1100000004909:9668872-9668947 + | candidate || 3p_tailed_mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star (8 (e1(d BT VgL _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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9,668,850 9,668,900 9,668,950 9,669,000 o | | | | | | @ ¢ kS & oy - ®
, - @ P '
Genomic Position 18 19 20 21 22 23 & | | I |
Size Condition 9,668,850 9,668,900 9,668,950 9,669,000
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
dwi_2858_annot [-16.2]
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK10112-in]; CDS [Dwil\GK10112-¢ds]; CDS [Dwil\GK10112-cds]; intron [Dwil\GK10112-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
v1ilg V117 V119 M020
CAAGCTGGTGGGCTCTACGGTCGATGTTGCCAAAATGGGTGAATGGGCTGGTGAGTGAGTCAGTTGGAGGTTATAAAAAAAAATTCCAATTGATAAGCTTTTCGATACTGTTTTTTATTATTTCAGT TATTACCGGCTCCACCGATGGCATAGGCAAGGCATACGCCAAGGAGGTT female
Read # Hit |Total embryo male body head head
Kkhkkkkkhkkkkhkhhkkkkhkkkkhhhkhkkhkkrkrkhkdkrkrkkrkrr (.. (CCCCCCCCCCe e e e e Y)Y .)))) e dhkhkhkkhkkhkhkhkhkhhhkhkhhkhhkkhhkhkhkhhkkhkhhkhkkhkkhkkhkkhkhkkhkkhkkhkkkkkkkhkkkkkkkkk*kxk**x* gjize Mismatch Count Norm Total body
................................................................................... TTCCAATTGATAAGCTTTTCGA « & ¢ v e v et et et et e e ettt et et e et ettt e ettt te et eneieaenenneaene 22 0 1 12.00 12 3 2 5 2 0
................................................................................... TTCCAATTGATAAGCTTTTCG . ¢ e e v vt e e e et e et e e ettt e e ettt et e e e e e e e e enenetaenenaeaeaenneaene 2l 0 1 9.00 9 0 3 4 1 1
......................... GTTGCCARRATGGGTGARTGGGC . « ¢ v v v et e e et et e e et et e e et e et e e et et e et e e e e e e e et e et e e e e e e e e e et e e e e e e e e e e 230 1 3.00 3 2 1 0 0 0
.................................................. GTGAGTGAGTCAGTTGGA . « « + e ettt eeta et eeee e a e e te e m e e te e e e as e ea e e e e e e taeneaeeeeneaseeeneaeeeeneaneaeneneeaeaeneeannenaa. 18 0 1 2.00 2 0 0 1 0 1
..................................................................................................................................................... ATAGGCAAGGCATACGCCAAGGAGH.. 25 1 1 2.00 2 1 1 0 0 0
...................... GATGTTGCCARAATGGGTGAATGGGCTG « « + ¢ e e o e e e e e e et et e e e et e e et e et e e et et e e e et e e m e e e e et et et e et e e e e e e e et e e en e e teeneneaaeaeneaaeaeneaneaenenaea 28 0 1 2.00 2 0 2 0 0 0
.................................................................................................................................. TACCGGCTCCACCGATGGCATAGGC . « v v v v e e eeeennennae 25 0 1 2.00 2 0 0 2 0 0
................................................................................... TTCCAATTGATAAGC TTTTCGAT . « « « e e e e et e e e e e e e ee et e teea e e e taeneaeeaenenneaenenneaenenneaenas23 0 1 2.00 2 2 0 0 0 0
e lok el e elel ot ek J-ole el ol e7 N e i b 1ol o 2NN P 28 0 1 1.00 1 1 0 0 0 0
.................................................. GTGAGTGAGTCAGTTGGAGGT - -  « =+« « o e e s s et e e s nas o soeasanneeansasenensasseeesasoatosasoeenaasasseeasassasesasoaansasoacnasascaneaaraa2l 0 1 1.00 1 1 0 0 0 0
..................... CGATGTTGCCARRATGGGTGARTGGG « « « v v v e e et et et et et e e et et et e e et e e e e et et e e et et e et e et et e et e et e e et et e ettt e e ettt e ettt e et ettt 260 1 1.00 1 0 1 0 0 0
......................... GTTGCCAARATGGGTGARTGGGCTG . ¢« « v et e ettt et et et e e e ettt et e e et et e e et et e e et et et et et et e e et e e et et et e e et et et e e et eneaeeeneneaeneneaanaea. 25 0 1 1.00 1 0 1 0 0 0
...................... GATGT TGCCARAATGGGTGAATGG « « ¢« e v v e e e e et et e e et et et e e et e e et et et e et et e et e et e e et et e et et e e e e et e e e e et e e e e e e e e e et 240 1 1.00 1 1 0 0 0 0
......................... GTTGCCARRATGGGTGARTGGG « « ¢ e ¢ e e et e et e e e e et et et et et et e e et et e e et e e e et et et e e et e e e et e e e a e ae e e e et e e et e e en e teeneaeeeeneneaeaeneeaaeaena 22 0 1 1.00 1 1 0 0 0 0
............................................................................................................................................. CCGATGGCATAGGCAAGG. « v v veveveenen.. 18 0 1 1.00 1 1 0 0 0 0
............... TACGGTCGATGTTGCCARRATGGGTGAR . ¢« ¢ o e et e e e et e et e e e e e et e e e et e e m e et e e e e e e e e e et e e e e et e e et e e e e e e te et ae e e e et e e ene e eeaneneaaeaeneaaeaeneaneaenenaea 28 0 1 1.00 1 0 0 1 0 0
.............................................................................................................................................. CGATGGCATAGGCAAGGC. . . v veuevnen... 18 0 1 1.00 1 1 0 0 0 0
............................................................................................................................................... GATGGCATAGGCAAGGCATA. ...c.vv.e... 20 0 1 1.00 1 0 1 0 0 0
..................... CGATGTTGCCARRATGGGTGARTGGGC « « « v v e e e e et e e e et e e et et et e et et e e a e et e e a e et e e e e et e e e e e et e e e n e et e ea e e e en e e te e eneeetaeneaaeaeneaaeaenenneaenenneaeaea2] 0 1 1.00 1 0 1 0 0 0
.............................. CARAATGGGTGARTGGGC .+« + e e e et et et e et et et e e et e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 180 1 1.00 1 1 0 0 0 0
............... TACGGTCGATGTTGCCARRATGGGTGA . + ¢ e e e e e e et e et e et e e e e e et e e e e e e e a e et e e e e e et e e e et e e e e et e e e e et e ee e e e et ae e e e e e e eneeeaaneneaaeaeneeaeaeneeneaeneeaeaa2] 0 1 1.00 1 1 0 0 0 0
.............................. CARAATGGGTGAATGGGC TG e ¢ e e e v et et et et et et e e e et e et et ettt et 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 e e e e e et 2000 1 1.00 1 0 1 0 0 0
........... elok ok Nolelek eley. N el i1l cTe o N PR~ B ¢ 1 1.00 1 1 0 0 0 0
............. TCTACGGTCGATGTTGCCARRATGGGT « + ¢ e e v e e e e et ettt ete et et e e a e et e e et et et e e et et e e a e e e e a e et e e et et e e et e e e et et e e et te e eneae e eaeeeeneneeaeneneaaeaeneaaeaena 2] 0 1 1.00 1 0 1 0 0 0
........................... N elel0). V.V N et eled e.V-\: e e el o b PP~ ¢ 1 1.00 1 0 1 0 0 0
.................. GGTCGATGTTGCCARRATGGGT « « ¢ e e e e vt e e e et et e e e e e e e e et et e e et e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e et ae e e e e e e e ettt ettt 22 0 1 1.00 1 1 0 0 0 0
..................... CGATGTTGCCARRRTGGGT « « « v e e e e et et et et et et et et e e et et e e e e e e e e e et et e e e e e e e e e et et e e e et e e e et e e e e e e e e e e e e e e et 190 1 1.00 1 1 0 0 0 0
.................................................................................................................................................... CATAGGCAAGGCATACGCCAAGG..... 23 O 1 1.00 1 1 0 0 0 0
.............. o0 Nelelehiofe) Niel il eleToF.V. V.V e clc L P IO 1 1.00 1 0 1 0 0 0
......... ele]et ok ol - Xolet ekl ofe.N e U PP PP I : I O 1 1.00 1 1 0 0 0 0
............................... NN e ele e N el ol c PP T O 1 1.00 1 1 0 0 0 0
....................................... TGAATGGGCTGGTGAGTGAGT . « ¢« e e et e ettt et e e et et e e ettt e e et e ee ettt e e e e a e e e e et e et a e et te e et e et e teeneeeaeneneeaeneneeaeaenneeeae2l 0 1 1.00 1 0 0 0 1 0
Anti-sense strand reads
v1ilg V119
GTTCGACCACCCGAGATGCCAGCTACAACGGTTTTACCCACTTACCCGACCACTCACTCAGTCAACCTCCAATATTTTTTTTTAAGGTTAACTATTCGAAAAGCTATGACAAAAAATAATAAAGTCAATAATGGCCGAGGTGGCTACCGTATCCGTTCCGTATGCGGTTCCTCCAA
Read # Hit |Total embryo head
Kkkkkkkhkkhkhhhhkhhhhhhhhhhhhkhhhhhhkkhhkkkhkhkhkkhhkkkrhhkkrkrhrrkrrrrrr (.. (CCCCCCCCCC e e e e Y)Y e kkkhkkhkkhkkhkhkhhkkhkkhkkhkhkkhkkhkkkkkkkhkkhkkkkkkkkkkkkk*x*k*x**x |gsize Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|lscf2 1100000004909:9668822-ldwi 2858|CAAGCTGGTGGGCTCTACGGTCGATGTTGCCAAAATGGGTGAATGGGCTCETCACTCAGTC ~~~AGTTG-~———-—======o=oos G GG T~~~ — =~ — =~ — ——m o TATAAAAAAAAATTCCAATTGATAAGCTT--TTCGATACT--G—-TTTTTTA-TTATTTCAGT TATTACCGGCTCCACCGATGGCATAGGCAAGGCATACGCCAAGGAGGTT
9668997 +
drovir3|lscaffold 13042:2174281- [\ elelilel T G Clelelelifelc T Slelehlel~ [N C NG elele RN GENelele clFVNelelele a el chiia NEhie T - - - BEEE - - - - -EEEEE e e € T[ACTGCAT TTGAACT T TGCGCCAG e e e T T R T AT A R R T CCOA T T NS T T T T[TV T N0 AT T[egy - ATATTIECAGT T[T TACCGGCTCEACHGATGGCATHGGCAAGGCTACGCCREGGAGG T
2174468 -
droMoj3|scaffold 6359:2074711- SFClelelfe T G Clelelelcls c T{elelehiic A IS CllG/Elele GINGENNelele C IRV Neleleleln el el 1ol NEhiE G AG TR - - - - -EEE e CAGCCAGGCGECTECEECATT TGCACT T TGTGCACGGCGCTGCGATAAGCGTAG R e e IR NN N XGEIeTN T A NSl h eI eIC ClSIA T T Yo T[S NNSISE eI TEINA T AN T~~~ |9l T T[Segy - 9T AT TCAGTTET@ACCGGETCCACIEGAGGCATAGGCARNGCATACGCCAGGAGGTH|
2074939 -
droGri2|scaffold 14853:3464432- FAAGCTGETEGGCTCCGGT@ATTTECAAATGGGGATGGGCEGGTEAGTTTG ————————————————— —-——- B CATTTGAACTTTGTACAAGATAATGACEEEEEEEEE GACGTCCGCCTGATTGGAACCCTGATAAGGCGTCCATTGCTCAAGTTTTAGCTTTATACGGTTTGATAATTGCTACC———J-—————————————————————— B _ PN rficHiACA TRARTIINA T N N N NSOl ARSI NC C L UNe e T T A TN NETels T T /e 2 A C T NeTe A
3464681 -
ldp5 |XL_grouple:399451-399637 - | [cNEchc T e A e c S e A 2 cl A SIS o Y e e C T e Tete A e L 1 A A A A C T e GC G T T CGA T A A GGAG G G T — - — — e ——— S S S A A A S RERD———-.,: X S p e T 2 XEe A 2 B A B A A TR A i ——— — —— - - g - A TTECAGT T Tacccagrclaccearccaricccarccraicccanceace T
ldroper2|lscaffold 30:820506-820692 +| [cEREcHC ThcEER B~ A A Cl A o N e N e A L o e A A A A C Tl e GCG T TCGATAAGGAGGCGT - - - - ——,—,——,S-- i i A A, ..o TTGACGATTGCTGANNAGCNGHCINN e cc--- - -- - - - - - - - - - - -HaaTR- Allcca TR N G NIt el XISl ele n BN T e N el N eI N Nt N eTehi|
droAna3|lscaffold 13117:787755- §rc----Tj e o I I Neleki T T TCAGT T[ET@ACCGGETCCACCGARGGCATYGGCAAGGCTACGCEAAGGAGGTE
787823 +
droBipl|scf7180000396412:699829- I e N e TENeloga T T T CAGT T[ETI8ACCGGETCCACCGAGGCATHGGCAAGGCRTACGCEAAGGAGGTH
699897 +

droKikl

scf7180000302696:1667928—
1667988 +

droFicl

scf7180000454045:1267000-
1267060 +

droElel

scf7180000491044:645617~-
645692 -

RaTAAGH

droRhol

scf7180000779479:14833~
14902 -

e I © % N5 oA oI IR e CO0RTORACHOATC A TG AR CGCRT ARG CAACCAGTY

droBial

scf7180000301774:12678~-
12739 -

e o o ——_ T T T[ECAGT TET@ACCGGCTCEACCGATGCNATHGGCAAGGCMTACGCCAAGGAGGTH

droTakl

scf7180000415262:117242~-
117311 +

e B © I o% (NN 1E A oI IE e CCO0RTORACCOATC A TOGCARGGCRTACGUGAAGCAGT]

droEugl

scf7180000409830:54666-
04721 +

e~ ettt - - - EASlaiatatatel - Bhata " T CA.GTTET TACCGCET CACCGATGCRATHGCNAAGGCHTACGCCAAGGAGGTHY

dm3 llchrx:7803521-7803599 + I

ldrosim2|[x:7367723-7367801 + I ettt 72— — T T c1C Shait " Y.\ T T T T T - [T T TCAG T TET(@ACCGCET CBACCGATGCRATHGGCAAGGCETACGCCAAGGAGG TR
larosec2|lscaffold 50:90740-90818 + || e - - T T(elc TI¥Ne- -ErrrrrE-EXerrrcacTEEacceBrcBacceATGOATHGGCAAGGCRITACGCCAAGGAGGTE
ldrovak3|x:13509851-13509929 - I |caadErsiiticccTcicBergcat@irTeccanaaTecccalgrecccilEECACTEE

droEreZ|scaffold 4690:16715038-

16715113 +

FAAGTTEGGCTCCGTEGATTCCAAAATGGGGAETGGGCEGGTGAGT

Generated: 09/08/2015 at 1147 PM
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rescue.total
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rescue.candidate

PASS/FAIL

crit.star

crit.loop
crit.mor

crit.half

crit.total

crit.top3
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:9668822-9668997
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:9668822-9668997
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_2858.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:2174281-2174468
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6359:2074711-2074939
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:3464432-3464681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:399451-399637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_30:820506-820692
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:787755-787823
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396412:699829-699897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302696:1667928-1667988
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454045:1267000-1267060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491044:645617-645692
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779479:14833-14902
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301774:12678-12739
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415262:117242-117311
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409830:54666-54721
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:7803521-7803599
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:7367723-7367801
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_50:90740-90818
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:13509851-13509929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:16715038-16715113

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_162|scf2 1100000004961:5211533-5211599 - | candidate || Canonical miRNA ||intron

Legend: mature - mismatch in alignment] _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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5211650 5211600 5211550 5211500 ég .
Genomic Position 2z 1 | | |
Size Condition 5211650 5211600 5211550 5211500
Genomic Position
Hairpin partition - Sense - Antisense Mature -#~ Star
Hairpin partition Mature # Star
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK23358-in]
No Repeatable elements found
mature star
1. scf2 1100000004516:3061040-3061060 -
2. scf2 1100000004762:6158513-6158533 -
3. dwi 162 scf2 1100000004961:5211534-5211554 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
v1i1is8 M020
CCAGTCTTGAAGCTTCCGATTCCACCTTTTTTATGTGCACACCTTTGGGCTCCATCAGAAATAGTGTAAAGGGCTTCACCTAAACCAACTAACACTTTACACTAATTCTGATGGCACCCAAGGGCTTCGACTTTACCAACTAACTCGTTGATTTCGTGTGTGTTGTT female
Read # Hit |Total embryo body ||head
hhkkkkhkkhkhkhkkhhkkhkhkhhkhhkkhkhhkkkkhkhhkkkx T R N O N I I e dhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*x*x*x | gize Mismatch Count Norm Total
............................................................................................... TTTACACTAATTCTGATGGCA . « v v v v ettt ettt e e e e enemenenenenenenenenen 2 0 3 4.67 14 14 0 0
.................................................. TCCATCAGARATAGTGTARRGG . « « « v e e ettt ettt et et ettt et e et e e e et et et et et et et e e e et ettt ettt ettt et et i e enennee. 22 0 1 3.00 3 3 0 0
.................................................................................................................................... TTACCAACTAACTCGTTGATTTCGTG. . ....... 26 0 1 1.00 1 0 1 0
.............................................................................................. CTTTACACTAATTCTGATGG At « « v e ettt et et et et e e e e e eaeaeaeaeaeaeaeaeaeae 22 0 1 1.00 1 1 0 0
................................................................................................ TTACACTAATTCTGATGGCACC . & v ot et et et et e ee e e e e e e eaeaeanaeaeaeaeaea 22 0 2 0.50 1 0 0 1
............................................................................................... TTTACACTAATTCTGATGGCAC . « « v v ettt ettt ettt e enenenenenenenenenenea 22 0 2 0.50 1 1 0 0
Anti-sense strand reads
M045
v11s V119 V117
GGTCAGAACTTCGAAGGCTAAGGTGGAAAAAATACACGTGTGGAAACCCGAGGTAGTCTTTATCACATT TCCCGAAGTGGATTTGGTTGATTGTGAAATGTGATTAAGACTACCGTGGGTTCCCGAAGCTGAAATGGTTGATTGAGCAACTAAAGCACACACAACAA female
Read # Hit |Total embryo body head male
khkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkhkkkx ((((((((_ . (((((((((_ (((((((((( _______________________ )))))))))) _))))))))) . .)))))))) _______ khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkxkk*x*x*x gjze Mismatch Count Norm Total body
....................................................................................... TGATTGTGARATGTGATTARGA . - ¢« e e e ettt e e et et et et e e e e eaeeeaeaeaeeneenenenea. 22 0 1 2.00 2 2 0 0 0
................................................... GGTAGTCTTTATCACATTTCCC . & v v v e et ettt et et e e e et e e e e e et ettt et et et et et et et et e e ettt ettt eeeenenene. 22 0 1 1.00 1 0 1 0 0
................................................... G T A G T C T T T AT CACATTTCCC .+« v e e ettt et et et e e e e et e e et e e e e e e e et e e e e e e e e et e e et e e ettt et e e 22 1 1 1.00 1 1 0 0 0
................................................ A GG T AGT T T TATCACATTT . « & ot ettt ettt et e ettt et et et e e et et e e et et e ettt e e et e ettt e ettt e et e e ea e, 22 1 1 1.00 1 1 0 0 0
.......................................................................................... TTGTGAAATGTGATTARGACTA . &+t vttt ettt ettt e et e e e e e e e eaeaaaeaeaeaeae. 22 0 1 1.00 1 0 0 1 0
...................................................................................... BTG T TG TG AR TG T GATTARGA . « « « e et te et ee e ea e e e eee e eneeaeaeneeaenenneaeneeaenans 23 1 1 1.00 1 0 1 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|scf2 1100000004961:5211483- [dwi 162|CCAGTCTTGAAGCTTCCGATTCCACCTTTTTTATGTGCACACCTTTGGGCECCATCAGARAATACTGTA====AAGEGCTTCACCTAAACCAACTAACACTTTACACTAATTCTGATGGCACCCAAGGGCTTCGACTTTACCAACTAACTCGTTGATTTCGTGTGTGTTGTT

5211649 -
droPerZ”scaffold_970:5861—5862 = ”

droAna3|lscaffold 13280:720802-720811 caRTcTTGA
+

droRhol|lscf7180000772413:12338-12448 cleacreT TR TICEGT Tcclic T T/ Th Tl Tl chlRichiT TE G R ACA clicEiealiTTGT GCTTCEECTAlEACCIRNNT A A R \ THVA T TC TGATEYACALR C
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004961:5211483-5211649
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004516:3061040-3061060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:6158513-6158533
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_162.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004961:5211534-5211554
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004961:5211483-5211649
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_162.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_970:5861-5862
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13280:720802-720811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000772413:12338-12448

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_3966 [scf2 1100000004963:1269369-1269424 - | 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
Flybase annnotation
intron [Dwil\GK16082-in]; CDS [Dwil\GK16082-cds]; CDS [Dwil\GK16082-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
V118 V119 M020 V117
AGTATCAGTTCCCCAAGCAGTTCACCGGATGTCATAATATCTTCTCCCACGTAAGTAAAAGCAGGAATCACATATCGTTGCTCTTTTATTACATCTGTTTTTCTAGGAATACTATGTGATACGTGAATATCTGCTGCCTGGTTGGCTGATGTCCGT female
Read # Hit Total embryo head head body male
AR R e e e N N N N D)D) e hkkkhkhkkhkhkkkhkhkhhkhkkhkhkhkhhkkkkkkhkkkkkkkkkkkkkkkkkkkk***x gize Mismatch /Count Norm Total body
.................................................................................... TTTATTACATCTGTTTTTCTAG . + ¢ et e e ee e et e et te e e ee e te e eiaeneeneeneea. 22 0 1 9.00 9 4 3 2 0 0
..................................................................................... TTATTACATCTGTTTTTCTAG : - « ¢ e e et ee e e e e e e eenaeneeneeneeaennennennenaea?2l 0 1 4.00 4 2 1 1 0 0
..................................................................................... TTATTACATCTGTTTTTCTAGHE . « ¢ ottt ettt et e ettt ettt ee e 22 1 1 1.00 1 0 1 0 0 0
R o) Nek i of o] ol o3V NeTo Ve il o). Vo] o] NN AP 23 0 1 1.00 1 1 0 0 0 0
................................................................................... TTTTATTACATCTGTTTTTCTAG . « ¢t e e te e ettt et e e e ee e e e eeaenaenaeneeneeaa 23 0 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
TCATAGTCAAGGGGTTCGTCAAGTGGCCTACAGTATTATAGAAGAGGGTGCATTCATTTTCGTCCTTAGTGTATAGCAACGAGAAAATAATGTAGACAAAAAGATCCTTATGATACACTATGCACTTATAGACGACGGACCAACCGACTACAGGCA
Read # Hit Total
dedk kg ok ok ko ke ko ke ok ok ok ok ok ke ke sk ke sk ek ek ((( (L ((CCCC. (e (e eeenn D)D) e e hkkkhkkhkhkkkhkkhkkkkkkhkkkkkkhkkkkkkhkkkkkkkkk*x*k*** | gsize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|scf2 1100000004963:1269319- [dwi 3966|[AGTATCAGTTCCCCAAGCAGTTCACCGGATGTCATAATATCTTCTCCCACGTAAGTAAAAGCAG-——-GAATCACA-—————-———~- T-—--- A== ——TCGTTGC T —— == === == = —— = —— ————— CT---————-- TT-TATTACATCT------ GITTTTCTAGGAATACTATGTGATACGTGAATATCTGCTGCCTGGTTGGCTGATGTCCGT
1269474 -
drovVir3|lscaffold 13042:4765104- AWTATCAGTTCCCCAAGCARTTCACEGGETGTCANEATCT TIT CCCARNGTIEAGT AlAEIC AR ETelXn ele Copide - — - - — - ———[8- - —-- eS¢ - - — - - - B GGTTAAT TTATATATATATATATATAATAACTAREEEEEEEEEEEEE - - -B-IACH - - - - - -EEEEE GIT/STCTAGGANTANTATGTIATACGTGAATATCTGCTCCGETGGCTGATGECCGT
4765279 -
droMoj3|scaffold 6328:4011121- A rlelercTAGG AT AT ARG TGATACGTGAATATCTGCTGCCTGGTTGGCTGATGECCGT
4011183 -
droGri2|scaffold 14853:320358-320523 afjradcadrrccccaacealIrTcacceeaTCcATHNEA TIIT THTCCCANGTEAGT A A A T N - - - - — - —— - ————— B----- - - - ———— - -ETGCTACACATATAAGTACAATAATAATAATAAT A S B-----—--- - AT/ S e - — G T T/ C TAGG AT ANTATG THATACGEIGAATATC TGC TGCC TGGETGGCTGAT GECHGT
+
dp5 |XL_groupla:4652560-4652722 - |2cTa@88cTTccccanBeacTTcacRecaTclcaaaaTcTTiTcccARC T ANG T - - - ——— - - - - - - - B--—--- - ——--——-BTGATCAGAATAGATTTAGAT TCAGAT TAAGGC TG . BB T T R C R Tk F ST S XeA GG ASTACTATGTGATCGTGABTATCTGC TGCCTGGTTGGCTGATGECCGT
droPer2|lscaffold 11:1241413-1241575 AGTAMESGT TCCCCAAGCAGTTCACRGGATGEcAAARATCTTITCCCANG T ARG Thi i — — — —— —————————- B-—--- - R - - - - — - —-BTGATCAGAATAGAT TTAGAT TCAGAT TAAGGC T Gl --------- - R T T ey g T TS TN A GG Al TACTATGTGATHCGTGAETATCTGC TGCCTGGTTGGCTGATGECCGT
droAna3|scaffold 13340:10981619- AGTAlcAlTECCCCAAGEST TCACGGATGTCAMA A A TCTTCTClEC AC G - - - D~~~ — =~~~ B---—-- B — — — — —— — e B-----—--- - == === e e AC TATGTGATcGTGAGTAlcTGC TGCClclfdTGGeTeATGECEGT
10981718 -
droBipl|lsc£7180000396374:99499-99598 AcTARcAfTE CccCccAAG T TCACHGGATGTCA A A TC T TC Tl A C G — — — — I — — =~ == === - B----- - — — — — — — — e R T ----—---- - == === e\ €T A CT AT GT GATC GT GAET AMCTGCTGC CEGHT TGGC TRATGlECHEGT
s
droKik1|scf7180000302469:1011184- acTlTCEoTTii¥CcAAGeAd T caccocfdTeTcATAATETCTTCTCECANGTAAGTAGAAGEA RIS ELE T Clohe - - - — - —— ——[8-———- Tl — — — — — R T G TAA RS liGTAINCA - TGATGT TTGT T T - - GGCINIIACIFNII N TN c/elehife c chAc/shile Tidelele clele clilelelehi A :NiNe clofelehy
1011344 -
droFicl|scf7180000454072:1738908~- acTAClGTTiiclcAaGeacTTCAMGGETCdcABa AT TTHTCECACGTEAGE A A GC ALYl - e T C A - — - —— - ———-— B----- - — —— —— — B T C T A A T T TG A T e e T C bicEAINEINANITITCTTTCAfIC - - AAAINEISACIFNSUACEINS N Cldlelife c CiFCeli r/ehia Sfel Clele cilelelehi A INile /S Gleht
1739067 -
droElel|scf7180000491043:173279- AGTABCAGTTCCCCAAGCAGTTCANCGGYTGEcAlAABATCTTC TClgcACGTEAGEARNANG C Al Nmels) Nt Jeleleh b qeteteleteler VXoTeT A el XeTeled T ¥ ¥ el - - - —— - - - -l B------—-- o Erein Tl Job b felel XeleRReTeleiA G G A T AC T ARG THA TICGTGATAC TGC TGCCIAGGYTGGC TGATGECHGT
173452 -
droRhol|lscf7180000778083:103693- acTAScAGTTHcclaAGCcAGTTCACCGCETGcAAAaTcTTCTCECcACGTEAGEARA G ClINTS Nt ITel e e - — - — - — - —- E-—-—- T - - — - — - R e e IV 18- INaTTACATh T S lellc e XA GG AT AC TABG THA T cc TeAlgTAlc ToliTidc clecclrcceToaTclgclec T
103853 -
droBial|scf7180000301760:3953379- acTacEeTTRcccaaceacTTCAcGGETccAEBAABATHTTCTCECACGTAAGEARAEG CE el i —— ———————— B----- - — — — — ClEe R e T T BCTCTGCGCATIRITGTCh-GIATIITCCCTTACC - - AACINE[GACIINSNACIENI N C/selide c GiFAC/Silelelielele c/ele c Vel NE o G leli
3953539 +
droTakl|scf7180000415704:962330- AGTAMCAGTTCCCCAAGCAGTTCARCGGETCdcaraaTCcTTCTCECACGT/EA G A GCEGHS - RS - — - —— - ————— T-—--- - — — — — —— — BT C.CC2 R TCARREIGATTCCTCTAISEEEEEEEE TT-IXer TACH TR Ti{elele- -[derler ThiTAGGATACTATGTGATCcCEcAgTAcTGCTGCCldcEdTGGeTGATGECCaT
962498 +
droEugl|scf7180000408994:74111-74277 T AT ThicicaaccadrTe ARt ccaAaadaTcTTCTCEcACGTAAGEAEA T IS N ke c A - - - —-—-—- B-—--- R~ — R e I TAT T TGAGGCT TCCAATEEE T WA GliACGENI Tl TcTCCCACH- - AAFNEIIACIENIIACelifer-Ni c/elelfe c i c TilelsiiT/ole clefe clilelelehi A "N¥e clo ekt
+
|dm3 llchrx:1365332-1365490 + | |acTaSgec T TciieaaceacTTCACCGCHTCEcAAAEBATCTTCTCECACGTEAGT AA A XTI b - - - - - - - - ——- [ — A--—-TCTTCI88-~—————-——==—==——=—————————————— - - — [ B - EEeA TC Tie N Tee TeAGG AT AT ARG THA TEc G TGARTATC TGC TG Cfdecraac T@ATGECEG T |
ldrosim2|x:1245363-1245521 + | |l2acrarfddcTTcccecanceacTreaccecgrddealaadarcTTeTccaceTEACT AldA SN NG S R - — - - - - - - - —- T-—-—- i CEE T CC R e . e B--------- - A T TGS XTI N AccAATACTATGTHATECGTGATATC TGC TaCCldccrcecTldaTGlgcEa T |
droSec?2|lscaffold 10:1192318-1192476 AGTATESGTTCCCAAGCAGTTCACCGGETGTCAMAAATCTTCTCgcACGTEAGT ASA TN Nl Teleteln e T - - — - — - — - — - - T—-—-- e {¢ C Ve T C o ------- - --------- - e T T e Xl T/l YA GG AA TACTATG TIATMCGTGAETATCTGC TGCCGCMTGGCTMATGECEG T
droYak3|®:1270055-1270213 + EXEFAC G C/Slilelel T/SEV-NEISNCiliTelN A [olele e C/FNCINACINA TiNehiNe A SENSIELINNEll G CIN T C TR A G TGGCCGG T TG R T-—--- A----Ter Tl - - - R - - iy A TN T XTIl XTI X XA GG AR TACTARG THA T CGTGAgTATC TGCTGCCGGTTGGCTMATGEClEG T
droEre2|scaffold 4644:1354832- acTAEecTTCCiXEAAGCAGTTCARCGCTGcAaAdaTcTTCTCCCACGTEAGT AA IS A NS deleh telele fde - — - —— —— —— —- T—-—-- A-—--JcEribelel- - - - - --------- B A TL et b & Jeleleler NIl L\ T XA GG AA TAC T ARG THA T/CGTGAATAT CTIIC TGCCGGTTGGCTGATCECEG T
1354991 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004963:1269319-1269474
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004963:1269319-1269474
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_3966.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:4765104-4765279
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:4011121-4011183
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:320358-320523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:4652560-4652722
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_11:1241413-1241575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:10981619-10981718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396374:99499-99598
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302469:1011184-1011344
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:1738908-1739067
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491043:173279-173452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778083:103693-103853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301760:3953379-3953539
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415704:962330-962498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408994:74111-74277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:1365332-1365490
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:1245363-1245521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:1192318-1192476
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:1270055-1270213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4644:1354832-1354991
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[View on UCSC Genome Browser {Cornell Mirror}]

dwi_878 |scf2 1100000004513:3978899-397896S + | 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 [Dwil\GK21843-in]; CDS [Dwil\GK21843-cds]; CDS [Dwil\GK21843-cds]; utr5 [utrS minus_4647]; utr5 [utrS _minus 4648]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
v11i8 M020 V119 V117
GCCAAGGGGCAGAATATACCCACACAAGTCCATCCACAAGGCAGTGCAAGGTAAGTGATAGAGTTTGAAACTTTTTTTTGTCACATCTCGCTAAGCTAATCTCTCTGTCACTGGTAGATTCTCAGTGTCGTTTGTGCCCACTGAGTCATGTGAGCATACCATCAATG female
Read # Hit Total embryo head head male body
Kkhkkkkkkkhkkkhkhhhhkkkkhhhkhkkhhhkhkkkkhhrkkrkrrrr  (((((CCC(((eenn. .. [ ))) e IININ))) ... dkkhkkhkkhhkkhkhkkhkhkkhkhkkhkkhkkhkkkhkkhkkkkkkkkkkkkkk**xk***x|gize Mismatch | Count Norm |Total body
.............................................................................................. GCTAATCTCTCTGTCACTGGTAG e & e e e e e ettt eeee ettt teeee e e ettt esiannaaea. 23 0 1 9.00 9 5 3 0 0 1
............................................................................................... CTAATCTCTCTGTCACTGGTAG e &« e e e e e e et teeeee e teeeeaeseeeesaaaaaeeennnnaeaaa 22 0 1 5.00 5 4 0 1 0 0
.................................................. Gl ARG T GAT AGAG T T T GARAACT « « « e e e e e e ettt e e e e e e e ettt e e e e e e et et e e e e ettt et e ettt e ettt e e e o220 1 4.00 4 1 0 2 1 0
.................................................. Gl ARG T GAT AGAG T T TG RARAC T T« & e e e e e e et e e e e e e e e e e e aeea e e e aeeeeeeeeeaneeeeeeeeeeeeeeeeeeeeaeeeeeeeeeaeeeeeeeenanaanaaaaaa23 0 1 3.00 3 2 0 1 0 0
.................................................. Gl ARG T GAT AGAG T T TGARA « + v e v e e e e e e ettt a e e e e e ettt e e e e e ettt e e e e et ettt e ettt et e e ettt e e ettt e e et eeeeeaa 200 1 1.00 1 1 0 0 0 0
.............................................................................................. GCTAATCTCTCTGTCACTGGR. « « + vttt ettt ettt et et ettt e et teeeeeeaeaeaeneneaea 2l 1 1 1.00 1 0 1 0 0 0
............................................................................................................................................ CTGAGTCATGTGAGCATACC....... 20 0 1 1.00 1 1 0 0 0 0
............................................................................................... CTAATCTCTCTGTCACTGGT A e v v e e e e et e et eeee e e etaeeeeeeeeennaaaaeeenennana 2 0 1 1.00 1 0 1 0 0 0
............................................................................................... CTAATCTCTCTGTCACTGGTAGARE . . . o ittt ittt ittt ettt et e e e e e 25 2 1 1.00 1 1 0 0 0 0
............................................................................................................................. TGTCGTTTGTGCCCACTGAGT « v vt v e eeeeennnen.. 21 0 1 1.00 1 1 0 0 0 0
......... 070 eV 1 0] 0707V o7-X o7 V-X € - I O 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
M045
M020 V118
CGGTTCCCCGTCTTATATGGGTGTGTTCAGGTAGGTGTTCCGTCACGTTCCATTCACTATCTCAAACTTTGAAAAAAAACAGTGTAGAGCGATTCGATTAGAGAGACAGTGACCATCTAAGAGTCACAGCAAACACGGGTGACTCAGTACACTCGTATGGTAGTTAC female
Read # Hit Total body head embryo
Kkhkkkkkhkhkkkkkkkhkkhkkhkhhkhkkhkhkhhhkkhkhkrkkrdkrkrr  ((((((C(((...... [ ))) e IININ))) ... dkkhkkkkhkhkkhkkhkkhkhkkhkkhkkkhkkhkkkkkkkhkkkkkkkkkkkkkk*k*k*x*x*x |gize Mismatch Count Norm | Total

Show Alignment With Reads “

Re-alignment of all predicted orthologs

Species|Coordinate ID Alignment

drowilZ2|lscf2 1100000004513:3978849- |[dwi 878|GCCAAGGGGCAGAATATACCCACACAAGTCCATCCACAAGGCAGTGCAAGGTAAGTG-ATAGAGTTTG
3979015 +

drovir3|lscaffold 12875:13831542— GccanGGGlcalaaTaTACCCACACAlEGTECATCCECAl8GGCAGTGCAACETARCE N A (NG
13831714 -

droMoj3|lscaffold 6496:9244362- GCCAAGGGRCAGAATATACCCACACAEGTECcATCCECAl8cGCAGTGCAACETEAC - AT R I T TG
9244543 -

droGri2|lscaffold 15245:17403206- ccilaacealjcacaaTaracccaclgcalderlgcarcccaldccecacTecaacETAR NI CLATANAINGTING
17403276 +

lap5  |3:4091615-4091785 - ”

lcccancecicacan@aTiicccacEcaEeTEcaTcclicAlfcccacToCAnCETARC G CRACALNSTce S s seaaas T GG — - R AIATEN- — - — - — - — - -

--B----—- - e CCCCATGGTATAGCCACT TARRICACT TGt Ui T{il® - TT T - CiNS T T Tilele C Nl umNeie C/ehi TisehtielielslelerXe c Nelve cide C S NII NN I T VA CE

ldroper2|lscaffold 2:4278675-4278844 -

lcccancecReacan@aTiicccacBcaBeTEcaTccEcaBcccacTecancEicACEC ERACAINSEe========= TG - - e — — — — — — = — = —

--F-------BAATCTCCATGGTACAGCCACTTAREICACT TGEERFNIT{EN® - TT T - CI{e T T TieleC/Ne/NmNeie /e TiNelehuevelseerXe C oXelRe ciNe C NI NN I TEVACE

14953081 -

droAna3|scaffold 13266:14952918- Geceanceecacan@aTidcccaccaldcTldcarcclgecaldeccacTocnac et ——— —— - - — - ----fic-----—----BEATTATGGCTECCT AT GllAGAGCTCC TC T ATG T - iiC[ - TcTAANE C TI T/EC/NEINReNe Clehi Tiideiliyeiiele oo C FNA e cile CNIACINE /NI NACd

121060 -

droBipl|lscf7180000396385:120897~ GCCAAGGGGCAGAAATEcccaccaldcTgcaTccldcaldcceacTocancidet o i ——— - — R e --—-—-————————-EEATTCTAGCTTTCTANTCEIACCAATCCEEEEEEFFEEFEFEEs TATEEEEI A TG T - T Gl cilelieslc TiiTE CINEININeie Cleli T i¥elehlidiehielelolelNe C I NelNe G ile C/FNIFACING GEUNINACE

droKikl|scf7180000302470:377706—
377760 +

droFicl|scf7180000454066:2580059-
2580117 -

-

droElel|scf7180000491022:220386—
220487 -

droRhol|sc£7180000779216:32025-32090
+

droBial|scf7180000302143:2020188—
2020296 +

droTakllsc£7180000415538:63066-63188 rer@CaraTcT A B

droEugl|lscf7180000409672:6559764- cceanceaicacaafdatiicccaclcaldetlgcaTcclgcaacceacTecaacETARC e g AT T LN E SN S TN NAAAC]S T
6559851 -

am3 lchror:18611613-18611676 - |

ldrosim2|l2r:19140425-19140488 - |

larosec2|scaffold 9:1913656-1913719 -|

ldrovak3|[2R:16077706-16077761 - |

droEre2|lscaffold 4845:19973453-
19973520 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:3978849-3979015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:3978849-3979015
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_878.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:13831542-13831714
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:9244362-9244543
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:17403206-17403276
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:4091615-4091785
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:4278675-4278844
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:14952918-14953081
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396385:120897-121060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:377706-377760
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454066:2580059-2580117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491022:220386-220487
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779216:32025-32090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:2020188-2020296
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415538:63066-63188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:6559764-6559851
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:18611613-18611676
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:19140425-19140488
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:1913656-1913719
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:16077706-16077761
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:19973453-19973520

ID: Coordinate: Confidence: Class: Genomic Locale:
. . . [View on UCSC Genome Browser {Cornell Mirror}]
dwi 2870 scf2 1100000004909:10326098-10326159 + | candidate || Mirtron
Legend: mature Star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK10138-in]; CDS [Dwil\GK10138-cds]; CDS [Dwil\GK10138-cds]
No Repeatable elements found
Sense Strand Reads
rhide 3p reads H rshow mid mismatch reads H
M020 V119 V117
ACCACAACAATTGCAATTGCAACTGGACAGGAGCGTAGTCATTCAATAGAGTAAGTCGGAGAACCCATTATGATGCATAATAGATTTTTAATGGTATATCTTTCGATTACAGGAGCAGCGAGAATTGTGGAGTATTTCGTAATGAATGGAAATATTTATTGG
Read # Total head head male
Kkkkkhkkkkkhkhkhhhhkhhkhhkkhhkhkkrhhkkrkrkkrkrkkrrrrx (L ((CCCCCC - CCCCCC (e e e e e nnn 1)) o)D) ))) et )) L)) )))))) ) Lk kkkkkkkkkkkkkkkkkkhkkkkhkkkkhkkkkhkkkkhkkkkhkkkkkk size Mismatch/Count Norm Total
.......................................................................................... ATGGTATATCTTTCGATTACAGH . « ¢ it ittt et e e e e e e et 23 1 1 8.00 8 8 0 0 0 0
....................................................................................... TTAATGGTATATCTTTCGATTACR . « v e et e e et e et e e et e e e e et e et e et eaeeeeeeaeeanennns 24 0 1 4.00 4 3 1 0 0 0
.................................................. GTAAGTCGGAGARACCCATTATG e « v v e v et e e e e e e e e et e e e et e e e e et e e e e e e e et e e e et e e et e e ettt e et ettt eeaneeenn 220 1 4.00 4 3 0 1 0 0
........................................................................................ TAATGGTATATCT TTCGATTACA . &« e v e et e e e et e e e et e e e e et e e eeeaeeeeaeeeeaneennns 23 0 1 2.00 2 0 2 0 0 0
....................................................................................... TTAATGGTATATCTTTCGATTACAGH . « ¢ it vttt et e e e e e e e et e et 26 1 1 2.00 2 2 0 0 0 0
........................................................................................ TAATGGTATATCTTTCGATTAC . « ¢ v v v e e e e e et e e e e et e e e e e et e e et e e e aeeeneeneeenenns 22 0 1 2.00 2 0 1 0 1 0
.................................................. GTAAGTCGGAGAACCCATTA + « v e v v e e et 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 e e et e ettt e ettt et ettt 20 0 1 2.00 2 1 0 1 0 0
....................................................................................... TTAATGGTATATCT TTCGATT .+ o v v e v e et e e e et e e e et e e e e e e e eaeeeeeaeeeeneeeeaneennns 21 0 1 1.00 1 0 0 0 1 0
........................................................................................... TGGTATATCTTTCGATTACAGH . « - ¢ ot ittt e e e e e e 22 1 1 1.00 1 0 1 0 0 0
....................................................................................... TTAATGGTATATCTTTCGATTAC . ¢ v v e et e e et e et e e et e e e e et e et e et eeaeeaeeeaeeanennns 23 0 1 1.00 1 1 0 0 0 0
....... CAAT TGCAAT TGCAACTGGACAGGAGC + + e v v v v e et e e et e e e et e e e e et e e e et e e e et e e e e e e e ettt e et e e e et e e et e et e e et e e ettt e et e ettt ettt ettt et e et e 27 0 1 1.00 1 0 0 0 0 1
....................................................................................... TTAATGGTATATCTTTCGATTACAG . « v e e v e e e et e e e et e e e eee e e eaeeeeeeeeaneeeeaneeenns 25 0 1 1.00 1 1 0 0 0 0
.................................................. el el oleler-Ne) VYo of oF- i i N 7Nl e ol 26 0 1 1.00 1 0 0 1 0 0
.................................................. GTAAGTCGGAGAACCCAT TATG . - ¢ ot ittt ettt ittt ettt et e et et e e e e e e e e e e e e e et e 23 1 1 1.00 1 0 0 1 0 0
Anti-sense strand reads
TGGTGTTGTTAACGTTAACGTTGACCTGTCCTCGCATCAGTAAGTTATCTCATTCAGCCTCTTGGGTAATACTACGTATTATCTAAAAATTACCATATAGAAAGCTAATGTCCTCGTCGCTCTTAACACCTCATAAAGCATTACTTACCTTTATAAATAACC
Read # Total
Tkkkdkkkokkokkkdkkdkdkhkhkkkkkkkkkkdkokdkkhkhdkrdkrdkrdkrdkkdk ((( (L ((CCCCC - CCCCCC- (e e 1)) o )))))) e n ) ) ) )))))))) Lk kkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkhkkkhkk 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
droWil2|scf2 1100000004909:10326048-||dwi 2870 |[ACCAC----AA CAATTGCAATTGCAACTGGACAG---GAGCGTAGTCATTCAAT-——————————————— AGAGTAAGTCGGAGAA-——-———— CCCA-—TTATG— - ATGCATAATAG-— AT T————— === = — = =~ — o o - TTTAATGG——TAT————————— === =~ ——— AT-CTT---TC----- GA-—————————- TT-————————————— ACAGGAGCAGCGAGAATTGTGGAGTATTTCGTAATGAATGGAAATATTTATTGG
10326209 +
drovir3|lscaffold 12970:8750329- dvi_13686 CAcA---mG---GAGmTAGATTm------=-@T--AchTmATT-m ----------------------------- - -~ — -5 B - R TATTICEERE --BAGCGGCAATAGTTATErAARNEr caTGIEEA ECHCIIEEcGcANMIESN R RN ClicCLTE
8750490 +
aroo)3[ecatiold 6413:12765506- I TT EEet i e o Semmme BN R B e O TG T A ACKE EATTTCCOTTTACCCCARCCRE CaGEc TR e R AR CATRSEn o AR i B
12765635 +
droGriz|acatfold 15203:11484356- = R - T ToAGTIGTTGAGAATTAT IaiA-— B _A-Ta-_ATHa- TAATAATCCAA R R - ECECaCTCATT-EEEEE - BAGCATCGATCGGANT A CHARTr GO GRECEA CEC oA H e GG ORI R e R GTe
11484480 +
EEE |xL_grouple:9945422-9945577 - |SEcEEE-- - -————————— —— - [\GRIeA T - GIETREN_ _ CAECTNETe CCCle|cT i —— HGAGTAACT S Ry R YT N A T[TSToR I ClETNA A T A G A T T = = = = = = = = = = — = = = = = = = = = m ——-——— B _ SR, R GGGAA T - - - -l - - ———————- - -BAGCGGCAACAGCAGHNECINEISENCISIeINe clla i Clele cle LN Clelelc G GRS NNl NN CITNiChic Clifele]
ldroper2|lscaffold 22:288892-289044 + | |EcEe:- - -Ea e 1\ felc T LY el - - - I ACA G Tl cfeAl- — - - —— - - ———————— HCAGTAACT - ——————- SrleTTCA N cCCTCAlEc A NN e T T . e e -, ——— e G e e_ il il i LH i — - — — — — — P - —— - ———————— CCCAA T ——C- 22BN T T TTGCREE. B LYISINTINe- - IXecacaceaceeacErrcRccEcEaT T T cddaTcaATGGAAGT AT T T G G|
droAna3|lscaffold 13137:550524-550704 QcTCEERRGG B Gl BN A BATGG R — - ——————— - —— - R AAAGCAACCGCTEAGCE - ——- - -—- - --GatiaadG - A CRRRGC TRGGGGAGAAGGATGGGT GAGTACCCCAAACGAAC GTGTGARRERTAT R -CA--HECTAAAGT TCTGTC T e e e B -GEEERI TR G----------- ACAEEER e GEAGCGARAA T GEAGEEA T T TRGEAEGA A TGGAAETATETET TGG
+
[a0B1p1]c£71180000396540:3392-3540 4] [ica oY i CGORESNIC GEA CoTHA O —————————— —————pcAcCA R o ——— E e e Ereeoy g e e TN G T~~~ P T T T ——— e - - TN ACooReCA R TR A e N B e
arokix1[ac£1180000302441: cacc B e TCTfleccREcAGEEEG oG TC AT R G GTAAG T EERER -~ I TcaAAGCTo T G T GTATGCTCTAT AR NI T2 T CR ToT TR S e e SRR C oG R GEcGAMEP T T e A TG RET A TR T 66
185326 +
droFic1[ac£1180000454073:711207-71358 R TR T e BRI S e e S B T . e I GEAATTGGTGAGTARAACHCALTE R T TT-—==-mmemm - SRR PG R G G G T T CCEART GAA TGGARETA TR TRSTEo
droElelllsc£7180000491242: Scckl----=e cagTRc AT TR AR T S A - - e ——— GGaGcCATCGCAE R TElT- - B B R - - - TAGTAGCACAACKAC o T - TGCACCTTTGTTAGCCGTTAATCGTCG Rt GHABALCEEEACESREECTIEE LG - - —CIXScIERISCGcARECHSNEA G CRiE A CEGHER RN ICHG CHEE
133324 -
|droRhol[lsc£7180000768664:889-1020 + Acchic—---am e 28T T G C A T RS A - - R ———— - ceacecacceeieliiclir-——- P e Sl B~ L - pyeh-refehAles- - - ----—------------------------------- By f---—————— TTR---—-—- - e GEA G C e TG AFXTEC GEewscAAT GG AABTA TR TN G|
droBial||scf7180000302126: ClTCTREEE- - G CE T TE CIEC T Gl A - - -~ — — ~ — — — ceagTcaccGCENNEcTATG-CLEEEEEEEE O - BB - - ——— - - R CTCTAA T A T R e e CAT ARG T A TR CTAAATNg--TfET-- - - A GAT AT C A N C T - --—-——————- - - - - TINE AR eI Ne c G Alellele N~ AFNCliG Gle G G T C/AGIESNAGIFNI CliG Cilele
680897 +
[aroraki]c71180000414222: 5313-5920 o T BB EeeccaaTcaTceoT S e B e - CCACTATCA A TA A T R T EERR o GOGARE G1GGA YT ICOEAREGAATGGAAATA TETES o)
AroBugl[eef1180000409008:1298145 o eEE e R B s S ool S S BT 0@ B AAATATCARTATIARAAAGCASIECEECTE T T g BRIl C AP o1 T e G eGA A TCCAAGTATETET TGS
1298299 +
[ans  JensG1i003568-11003711 |CE - e [T R T TSN -~~~ -—— - BmmaNGAGGAGGCGTCIC U T - o E B B - TCOAACTOCAGTTAT 1 1A A C T B B TG GCATTGAGAA TA T e TR e SRR oG o1 GG T COEAREGA A TGGARET A TE TS G|
|drosim2|x:11279285-11279427 « [cE-- | 2 e C A TG C A TG G A G - e ————— caceacceeTcRICiEi It T-- - el et~ ~ et ~ ~ SN NI X - ——-————-————-—————[¢- -GV, e~~~ CGR T TATGGAGAA T AT C A e C T ettt T e oD~ AccAEEE T TG TS T TC GEAREGAATGCAARTATTESTEG|
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:10326048-10326209
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:10326048-10326209
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_2870.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12970:8750329-8750490
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_13686.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:12765506-12765635
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:11484356-11484480
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:9945422-9945577
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_22:288892-289044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13137:550524-550704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396540:3392-3549
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:185181-185326
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:71207-71358
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491242:133172-133324
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000768664:889-1020
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:680756-680897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414222:5813-5929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409008:1298145-1298299
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:11903568-11903711
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:11279285-11279427
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_53:119639-119792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:1949287-1949432
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:14920007-14920161

ID: Coordinate:

dwi_119|scf2 1100000004585:3269208-3269277 - | candidate || 3p_tailed_mirtron |intron

Confidence: Class: Genomic Locale:

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

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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dwi_119_annot [-14.2]
Show Alternate Folds ‘
Flybase annnotation
intron [Dwil\GK24377-in]; CDS [Dwil\GK24377-cds]; CDS [Dwil\GK24377-cds]; utr5 [utr5 _plus 2979]; utr5 [utr5 plus 2978]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M045
M020 v1i18 V119
ATGTGGACCCAAAGGGCGAATACGTTGCTACATGCTCCGATGATGGCAAAGTGAGTCACTTGTCGACTGTGCAAATAAAAGGTTTCCTTTTCATATCTGGCAAATTACTCAACATTGCAGGTTAACATCACAGGCCTCTTCAGT TGCGAGAACAATCAGAGCTTAAGCTT female
Read # Hit |Total head body |embryo head
Je sk ek ok ok e ok e sk ek ke ok e ok e ok sk ke ke ok ke ok ke ks ke ke ke ke ke ok ((( (... (CCCCCe . (... CCCCCC MMM o)) e ) e e hhkkkhkhkkkhkhkkhkhkkkhkhkkhkhkkkhkkkhkkkkkkkkkkkkkkkkkkkkk**k*x*x |gsize Mismatch Count Norm Total
............................................................................................. TATCTGGCAAATTACTCAACATT . & ¢ ot vt e et et et e e et et et e eeeaeneaeeneanenenneneaa 23 0 1 13.00 13 9 1 2 1
............................................................................................. TATCTGGCAAATTACTCAACAT « ¢ v e et e et et et e e e e eee e e eeeeeeneneneneneneaeneaeae 22 0 1 3.00 3 1 1 1 0
........................... CTACATGCTCCGATGATGG - « ¢ e v et et e e et e e et ettt e e e et et et et et e e e e e et e e e e e e e e et et et e e e e et et ettt ettt e et . 190 1 2.00 2 0 2 0 0
.................................................. ey Neli o) Noki el folel-N o e e AU PP~/ S 1 1.00 1 0 0 0 1
............................................................................................. TATCTGGCAAATTACTCAACA . ¢+t e et e e et e et et e et et e ettt et ee et eaeaeneaeenea 200 1 1.00 1 1 0 0 0
Anti-sense strand reads
TACACCTGGGTTTCCCGCTTATGCAACGATGTACGAGGCTACTACCGTTTCACTCAGTGAACAGCTGACACGTTTATTTTCCAAAGGAAAAGTATAGACCGTTTAATGAGTTGTAACGTCCAATTGTAGTGTCCGGAGAAGTCAACGCTCTTGTTAGTCTCGAATTCGAA
Read # Hit Total
e ok ek ok ok ok e ok ek ke ok e ok e ok ok ke ke ke ke ok sk ke ke ke ke ke ke ke ok (((((L L. (OO (... CCCCCC-IIMININ) o) e ) e e hkkkhkhkkkhkhkhkhkhkkkhkhkkhkhkkhkhkkkhkkkkkkkkkkkkkkkkkkkkk**k*x*x |gsize Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|lscf2 1100000004585:3269161- |dwi 119 [ATGTGGACCCAAAGGGCGAATACGTTGCTACATGCTCCGATGATGGCAAAGTGAGTCAC TTGCAGGTTAACATCACAGGCCTCTTCAGTTGCGAGAACAATCAG-—-—-—-—— AGCTTAAG
3269327 -
drovir3|lscaffold 12963:2443012- dvi 10179|[(ATGTGGARCCHAAGGCHGAATANGTTGCACHTGCTCCCATGARGCINIESGTGAGTCAC ARSI NIT ThicAGG TlEA AfiA THAClEGGClTET TCAGETGlicAGAAAATCAG- - — - - - - —- \n[elChiTINE
2443177 -
droMoj3|lscaffold 6500:12601219- aTcTRGANCClaAGGGCGAATARGTEGClEACATGC TClcAc ALY GTGAGTCAC TTGHAGGTEAAMATHACEGGClTETTCAGTGCGAaGAACAATCAR- - - - - - --- PG CiiciNe
12601377 -
droGri2|lscaffold 15126:2570528- ATGTGGARNCCHAAGGGCGAATANGTIEGCIACATGCTCCGATGATGGCAQYGTGAGT CA-—-—-—-—- Tl AT GI¥- B cal- - - - ————- A TINAINA A GEEEEE ---[-GG-acAATGTITANANA TINENITIIATT - - - -GIATACGAJIATEEEEEEEEEEE AR--—-—-- TTGCAGHTTAAEATHACHGCHC TETTCAGETClcAAACAAdCAl- - - - - - -~ J\aTciicia
2570701 +
EEE l4_groupa:6460334-6460491 + | [2Bcr@cacccanaceeccAralcTTGCEACATGCTCCGARGATGGCARBGTGAGTCAl |

|droper2|lscaffold 16:401426-401583 - |

[ABcTEcacccanaceeceAgrAlGTTGCEACATGCTCCGAGATGGCAABGTGAGTCAl

droAna3|scaffold 13258:822535-822687|dan 1648 (ATGTRGACccgracceccaETalicTEccMacATGCTCcARGARGEAAAGTGAGT AN S ET NI T TLNEeC TN - — —
droBipl|lscf7180000395375:11611-11759 aTGTRGACCcClgracGeeGrlTACGTTGCACATGC TC G AlcARGERAAAGTGAG T A NN N R N i Tl e - — —
droKik1|lscf7180000301949:23398-23567 ATGTGGARCcEaacGecorlgTAlGTEcCacaTGeTClcaTcAlGcaaAGTGAGTCARY- - - — - — - —- inle- - -IATiiTAABA AR G]
droFicl|scf7180000449515:11136-11285 ATGTGGACCCEARNGGcaAETAlGTEGCdACATGC TCGABGARGEA ARG TR T Clic - - — - —- - - A2 - - -ENGINEA A GGHeC TREEEEEEEEE ATINGINTCAREEEEEE ---[€-ca-TREEEEE - A A T T G A - —-—--- TTRcAGGTEAACATHACHGGER TET THARTI\ GceaGaacAATCAR- - - —-—--- ABiTTAAG
BE
droElell|[scf7180000490719:11382-11530 ATGTGGARACEAAGGGCcorEThRG TG CacaTGcTCcaldcaBccllaancTGAGTClC-— - —-—- - IGIE- - - CliiT A GRINEIS T CREEEEEE CTGAGTCGREEEEEE - -[g-Gc- TREEEE - — - - A/ C T TC T AlA--—-—-- N\caceTaacATACEGGRRTET TCAGETGGAGAACAATCAG-—-—-—-—- J\a TCiF¥NE
droRhol|sc£7180000761822:3670-3818 -|| |aTeTeeaficcanacececanTaflcTBecBacaTccTcReABGARGcAAAAGTGAGTCC- - - - - - --- G- - - T T A A G T(e A e C T GAG T C A - - -[€-GC- TR—— ey A\ — —[ebic TRy - - - —-—---- A - —-—--- [eccaceTTARCATRACEGGHTET TCAGHTGCGAGARCAATCAG-——-———— - A T CiVAE]
droBialllscf7180000302173:13689-13833 aTcTRGANECHAGcccorgTTleccacaTcecTecoaldcABcEAAAGTGAG T - — - — - —- - ilAe- - - CTjNEA TRGA TGCREEEEE CTIATTAA SRR ---A-An-TEEEEEE e N2, — ~(e Y el - — —— - ——————- Ry - -—-—-- TeccaceTaacATACEGCRTRT THANS TGcoafanCAR /RN - - - - - - - AT TAARN
droTakl|[scf7180000412928:28185-28329 ATGTRGACHCcAAAGGGCGAETAlGTlEcCacATGcTCcoaldcAccleraldcTRAG Tl C - — - — - — - —- A2 - - - GT A A G A T - e GATTAA R - - -[&-Clii- TR ey XA — ~[eh ST~~~ === —————- AR - - —-—-- TTGCAGGTEAACATIACEGCTETTCAGYTGCGAGAACAATCAG-———--——- Agranc
droEugl|scf7180000408916:24800-24947 ATGTGGAIRNAAAGGGCGAETANGTIEGCTACATGCTCCGATGARGGEAAAGTGAGT Clfg--—-—---- -2A- - - TTHiTACEINETGCREEEEEEE CTTATTAGEEEEEEE- - -2 - GA- TREEEE — - A T T T Anfep-—-—--- iC T ARSIl CEVATINE A NG Glelefe T~ INSRNE Clille T AFNARVATEVACSR A B ARPYEITAAG
am3 lchr2n:22818013-22818159 + | |aTcTReaficiMaacccccrgrallcTgccBacarceTeceadoallccilaaacreoacTi®c- - - - ----- iGA - - — /TR — — GATAGCIY T\ TEVA A 2Bl T ' A — ~F G ep ]~ ——————————~ CTT T eIk T TAACATRAClEG IR TleT T2 CET/lc AAACAATCAR- - ——————- AcfeT/AG |
ldrosim2|[21:22919271-22919417 + | |aTeTiealiciMaaccccoaETallcTEccBAcATGcTCcoAcAdccanacTGAG TR - - - —------ /e e Th — — -~ — ————— - CATAGCIV N\ TRV A S e T A — ~F B {opy— —— ————————— CTTTE— gy~ coreaacaTACEG T ET ThiAcETkcAliAACAATCAlY- - - - - —- - [NeT TN |
ldrosec2|lscaffold 72:89883-90029 + | laTeTRcafcMaacccccaEraflcTEecBacaTecTeccalcacclanacTeac TR - - - - - - --- iGA - - - ClSliT/RE_ _ _ _[EE—— GATAGCIN N\ —— TRV Al —— I T A=~~~ ————————~ CTTTE—— gy~ GeTEAACATRACEG G TET THA G TG ARAACAATCAlY- — - - —— - -~ [Ne T Chici¥e |
droYak3|v2 chr2h random 003:28027- ATGTRGANCINA A\ GeceaETAllcTEGCldacATGC TCCcoABGARGEAAAGTGAG TR C - - — - —- - - - TS C Th - — - - —————- AATAGCINNTCEEETEE Ean-gr-—----- e T el [ e~ — —— ——————— [N - ————- T~ ceTerACATACldcCTEr TAGeTGlcAl A AcAA TCAR- - - - —--- AcieTHAR
28173 -
droEre2|scaffold 4845:556605-556751 aTRTEGACCIMArcGcaagTAliG TG CldACcATGCTCCcoABGARGEAARGTGAGT CljC - - — - —- - - - G2 - - - G TREE - - - - EEEEEE GGTGGCCINNCEEE R Ernd-g)- - e T [l ey - - — - ————-—- CTATEREEEE Tl ceTeracATAClEGGE T r T GleTGCoalagcaaTCAlY- - - —-—--- AGHET[EAG
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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



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:3269158-3269327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:3269161-3269327
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_119.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:2443012-2443177
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_10179.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:12601219-12601377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:2570528-2570701
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:6460334-6460491
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_16:401426-401583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13258:822535-822687
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_1648.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395375:11611-11759
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301949:23398-23567
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000449515:11136-11285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490719:11382-11530
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000761822:3670-3818
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302173:13689-13833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000412928:28185-28329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408916:24800-24947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:22818013-22818159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:22919271-22919417
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_72:89883-90029
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr2h_random_003:28027-28173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:556605-556751

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cormell Mirror}

dwi_819|/scf2 1100000004513:724957-725019 - | candidate | Mirtron | antisense_to_intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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7250350 725000 7243850 724900 s | | o -
Genomic Position 1 00 ? I I I
Size Condition 725050 725000 724950 724900
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
Antisense to intron [Dwil\GK21697-in]; intron [Dwil\GK21603-in]; CDS [Dwil\GK21603-cds]; CDS [Dwil\GK21603-cds]; utr3 [utr3_minus_3304]; utr3 [utr3 minus_3303]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads‘
M045
M020 V117 V119
CCACGAACAAGGCAGAATGTACAGCTGAACAGGCCTATCAATATACTGAGGTTAAAGACTGAGAGCTAAAGTAGTAAATGAAATTTCTATCTTTCGCTCTCTCTCTCTTTCAGGGTCGGGCCATCTTTTGCGGCGGTTCACCATTTCCACCCGTAACATATAA female
Read # Hit Total head male head body
khkkhkhkhkhkkhhkhkhkhhkhkhhkhhhhkhkhhhhkkhhhkhhkhkhhhkhhhhkkhhkhkkhkkk (R R D D D I D D D I D D D D D I D D I kkkkkhkkkhkhkhkkhhkkkhkhkkkkkkhkhkkkkhkkkkkkkkkkkkkkkkk*k*k*x*x*gsize Mismatch/Count Norm Total body
.................................................. GTTAAAGACTGAGAGCTARAG . « « + v e e e ettt ettt et et et e e et et ettt e e et e e e et e ettt e ettt et ettt eea a2 0 1 5.00 5 4 1 0
............................................................................................ TTCGCTCTCTCTCTCTTTCAG . + v e e e e e et e et e eaeneeeaeneeaenenaeaenennenenaeaa2l 0 1 4.00 4 2 1 1
.................................................. GTTAAAGACTGAGAGCTARAGT « « + t v e et et ettt et e e et et e e et e et et e e e e et e e e e e e et e e e e et ettt ettt 220 1 1.00 1 0 1 0
Anti-sense strand reads
M045
V117
GGTGCTTGTTCCGTCTTACATGTCGACTTGTCCGGATAGTTATATGACTCCAATTTCTGACTCTCGATTTCATCATTTACT TTAAAGATAGARAGCGAGAGAGAGAGAAAGTCCCAGCCCGGTAGAAAACGCCGCCAAGTGGTAAAGGTGGGCATTGTATATT female
Read # Hit Total body male
khkkkkhkhkkhhhkkhhkhhhhhkhhkhkhhhhkkhhhhhhkhkhhhkhhhhkkhhkhkkhkkk (R R D D D I D D D I D D D D D I D D I kkkkkkkkhkhkhkkhkhkhkkkhkkkkkkhkhkkkkhkkkkkkkkkkkkkkkkkk*k*x** gize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|scf2 1100000004513:724907- ||dwi 819 CCACGAACAAGGCAGAATGTACAGCTGAACAGGCCTATCAATATACTGAGGTTAAAGACTGAG-———————- AGCTAAA---GTAGT----- A--—-————- AA-—--T---—-- GAAATTTCTATCT==TTCE--C-—-—--—-—- TCTCTCTCTCTTTCAGGGTCGGGCCATCTTTTGCGGCGGTTCACCATTTCCACCCGTAACATATAA
725069 -
drovir3|lscaffold 12875:18819235- 8 GINe 2NNV NI NXNE C NG Clelel Cleh\ c/SINElele A iU C ATV TI TN » INEleliiaIN CAGACACATACEEETACT - - - [NC TEEE Ci A CEEREE A-—-—-———- AR--—-T-—-——- AcTiSAGIGHGCE  cATAREARSE e TaliTliTcaciiie Cldidecdea Tilcillic cli T cHee cild N Cilifiee c /e cleliT G T TAT CINA
18819400 -
droMoj3|lscaffold 6540:10921876- cilaclaldcanceclgoaaTcacaceTcrderccoecTaTCABNATACEGANGC TIEA R ST ChiCIhEy - - — [N A R — e T - - - —-—-—-- We----F------ - - TTARGIINN- cTG- -ACEEAREEEEEES WTATjC GO Tl T/ Nl cifdecleT AlNNeliiclic A T c e cifs e cililc I Nle cleiciN A TG GG
10922032 -
droGri2|scaffold 14830:6258375- cRaclhEcanceclgeanTcldacaceToageaccocTalcaraTaclEcalic TiEA TN T Gl TN - —j- -fichiTALEYeRI XS TleCle - - —- - B----—--—-- AA-—--T---—-- ANG---------aF8- - -TcTGEEEEEEEE T TE Ty ST T TAG N cliciicaTcT TE TG clET clgc clir Tldc cacclge ThiA claNeee
6258534 +
dp5  [2:8589086-8589044 + | lccacnBcanceclgcanTaliaclsclicagenceciiraicaBabaclsANGTIWEANICIIGRINYNE -~ olcl Pttt -~ atatalel (18 STl P PRV g ————- - Fa 7B -Fafaarce-— - -[irilSeriiiaT R ciEcE i clicoTcogeclls RS clllicRENsc giicliafcTecd]
droPer2|scaffold 0:2416453-2416611 ccaclpldcancaclgeanTcaclccEcadeacecTalsc Adnfda clec ARG TINAEAECINGIT NN Nel- - —jlele] it — - —- - -JlGCEERC TATGCGTTTTTATTT - GREEEE —--—-——————--Fa--7-B5-FalaaTCG- - - -fiTliscTiliaT/ clecildecleT cINNailiciic T c e cifdceciliic N ceicA NG T GG G|
+
droAna3|lscaffold 13266:15680518- ccaclaacaaceccaldrcacacccanacaceoeecTaTAETIT ACLG ARG T A S Telc A Y- - N N L e e — — L. — — —A————————— T ARG — - —————--[{-cAA--TTEEAATTEEEEE TN TR TAG G cldccilscearcTiir Tlecc ciYrcaccijr T e cijc cli\e TG A Tiela A
15680673 -
droBipl|lscf7180000396567:170131— ccacangracecflcaldrcTacacccalgcacoecTATANTITACGAGCTL\AEENEC T /TN NN - — [ NclchE - — - — - — - CRE e T AR AGER - - - - - - - - - -{-ccc--TTEEAREEE e TN T T TAG s e TcoflsceaTcTidr Tllec\c ciYrcaccgrTreclgcclic TEga TRt AR
170282 -
droKikl|lscf7180000302470:669296— ccaclaacaacicldcaldrcaciiccoaacaceecTaAA A TIRNCECACCT N R ETNT - ————— TTAT------pE8 — - — - GG TR T A A ALY T A AR - — - —— - - -[{-l{AA- - TTATTEEEEE S eialialialialichiT/\cldeidle cleldeiNi Tiia lic e c GlefellerNSle ThliiNoe clele G/l G G A G T CENA
669446 -
droFicl|scf7180000453851:475649~- ccaciifecAlgliclcanTcdACAGCTGAACAGGCHTATIYGNEA TACTGAGETE AN TI NS VY]] — -/ XTol  — - e Tl - - -A-——-—- GAATTREEEIECGERE - - - - - -liTalNiT-Fc- - T-E8-FcETaccT- - - - aaliiiacicriElddidecer TciTiliicGe T TCTldeANScHeCiliiide (oo eicG TGATCEYA
475806 -
droElel|lsc£7180000491027:396377~ ccacfecancyclecagreraclccEcaacaceecTaa A THTHCRG ARG TINAEA SN T{leN- —\- - — i Tl e — - - -GCTAAACEEEEEE T A G — — — — — - —— —-A-JiTA- - TCEEEE e ITHGHTITI TIE IS Elden alea e TRGRSIEGIC G T C T(deilite C /e TiliNee c/ole 2 Sl c G A IR TIVNN
396529 +
droRhol|lscf7180000779468:100997— ccacifdcanMiccaldrcTaclcccaacacceecTaTcAATHTICENG ANGTINA STl dilelia G - —fi— - — Il R — — ey TV A — - — - ————— P B\ GRE - — - — - — - — - —G-JTT--TCEE AR WTjiGGAACTHIIC \cldea » Altele TNl C Gl c T/eleliife c /S ThliNeeclelen G G A G T CEVA
101149 +
droBialllscf7180000301506:2630913- I CIACTNAC TEC/VNile CING Clelel VNI Neleletelii il A c T CIACINSINeINeeliGGGIAT T TiicCC TG TR TAAT - - - — - -EEE - - — - GG TR T TAT TR TR - - - - - - - - - -A-fiTG- -FTEEACEEEEEEE iTAAGITCECHA cldeiidelele T ccifeiliic e T T cldeeails ciecilidldececleiicGTGATCGL
2631068 +
droTakl|lscf7180000415346:21722- ccacfscarificlecarTcdacldccBcaacaccoecTiTiNSAMAldA C TCAGE T Tk e Clel el Ter- — —f L R — - — - - —-—--—-- - - A TATATCTEMARANSITASE A TARE TEEE TR ieaalialal ThicliT/NCleeiidecleT T Ci¥eliic cle T T C/ele A NNII N TTiee e clehic G TGA TCIYA
21879 -
droEugl|scf7180000409672:2870343- cBla el rilcEcABTcEaclccEcanfgaccecT SN L LI\ G T T T TiiC TR AR T TTT - - - - - -FEE - - — - - R N TAAGTTAT/ATTTT - A —— T T NG EAG oo e clechile T C T TECRETSiC GG T TCACCHT TTCCRiCCCO TN ReA A
2870493 - -
70493 +
|dm3 lchr2r:12305160-12305319 - || |ccacBrficaaMicicaErcEacicclcancacecEraRa A THSHCRG AN T CHETHAC- TV - [T Xl i - - - — - [ilcC/NE CE— CAAT/ N E— — - T rjia Cle IR TS A T TR TR iishiccAATiTGlc T \Cleenn e TINNA A NC Glec Alden ile TSlS TilikTele c/Sleleleki G G A G T CLE |
ldrosim2|lor:12981415-12981571 - | |ccacBrficaaMiclcagrcEaciccleancaceccT AR A THEHCRC AR TR CIE TS AR- -1\ - - [T Xl - — - el - - g - - GAGTIATCTH- B - - -—--cSNiTiET- -A- B -FrTEEEes iITCGGRATHUTGHC T EldeAAn e TEAIENNC e C/ele AN T/ole TililClsle GlelsIeleliG G A GiN T CEVA |
droSec2|lscaffold 1:9800727-9800893 BnINC TG CINNC TS C/RVNile CING Clelel Clel-NNTNEleletelii T C A I CI CI NN i G/ T TG A TA T C TR GGG TEANG TG TClY - - - - - CREEE - EEEEEE — - - BT TTAAT TEUGIAA GASCERTIA TEEE TEEE T WThiGhAlTICANAT \cldeildlecle T G cifsiliic Gle T T cldee e e chlililslelNele A SiicG TCATCEYA
droYak3|[2R:16681348-16681502 + cijaclErEcaricicagrcdaciicclcancacacleT Alaa Tileicilc A TiNA g ChENeTelal - —f— — T XA e — — Bl (e — - A-————- A -- - - - -cEcINATART- - TTEEAREEEEEEE TN Y UFCTTTCAC LY c o ca TR T T Tldlecc ciir clic clir Tl cléc cco TN T A
droEre2|scaffold 4845:13556895- B2 /NeT G CENAT T[S CIINNNE NG Clele ClhVNSENelelsteli TN CIACIN CINSNONE ShlIAGA T TG A TA T C TR GAGGEGINAT G T C - - - - - CEEEE - EEEEEEE - - B BT CTA T TIUGIGAGARCE A TEE N T e iTiiGlAlANTAIRACClddgNdeTe T cileiiic e T T C/HeeA il c e ciliiyde clolea Sl TCATCEIN
13557061 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:724907-725069
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:724907-725069
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_819.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:18819235-18819400
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:10921876-10922032
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:6258375-6258534
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:8589086-8589244
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:2416453-2416611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:15680518-15680673
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396567:170131-170282
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:669296-669446
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453851:475649-475806
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491027:396377-396529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779468:100997-101149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:2630913-2631068
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415346:21722-21879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:2870343-2870493
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:12305160-12305319
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:12981415-12981571
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:9800727-9800893
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:16681348-16681502
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:13556895-13557061

1ID:

dwi_389

Coordinate:

scf2 1100000004510:597106-597161 + |candidate |Mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature - mismatch in alignmen _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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597,050 597,100 | 5??.'1 50 597,200 = [ I I I I Q\@"@b \Q&Q .
Genomic Position 21 00 o3 o4 o5 7z | | I |
Size Condition 597,050 597,100 597,150 597,200
Genomic Position
Hairpin partition - Sense -8~ Antisense Mature -»- Star
Hairpin partition Mature @ Star
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK20855-in]; CDS [Dwil\GK20855-cds]; CDS [Dwil\GK20855-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
M020 V118 V119 V117
ACATTAACCCAAGGATTGGTCAAAAGTCCATTTGTTTATAACCCACAAGTGTAAGTAGATTTCCTAATGAGAGT TTGCTTGT TAACTGAATTGGAACTATTTATAGAAATCAATTACGTGGCTTTAAAACCGATCGTTCCATCGAGGCTGAGCAAA female
Read # Hit |Total head embryo body | head male
Jek ok ok ok ko ok ok ko ke ke ok ok ke ok ek ke ke ke sk ke ke ke k(. (O CCCe e e (e e e e 1)))2.))))))))))))))) . Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*xk*x* gjze Mismatch Count Norm Total body
..................................................................................... CTGAATTGGAACTATTTATAG . « ¢ e e e v et et e e e e e taeeaenenaeaenaeaenenaeaen. 2l 0 1 6.00 6 4 0 0 2 0
.................................................. GTAAGTAGAT TTCCTAATGAGAGT « « - ¢ v e e e e et et e e et e e e e aeea e e eeea e e e e e taeneaneaeneeaeneaaeaeneeaeneenenenneaaa2d 0 1 2.00 2 1 0 0 1 0
.................................................. GTAAGTAGATTTCCTAATGAGAGTT « & ¢ v e e e e et et e et et et et e e ettt e e et et ettt e et e et te et eiaeneaeneneeaea 25 0 1 2.00 2 0 2 0 0 0
............................................................................................................................. AAAACCGATCGTTCCATCGAGGC........ 23 0 1 1.00 1 0 0 1 0 0
.............................................................................................................. CAATTACGTGGCTTTARAACC . « v v v v e eeeneneeneneene 210 1 1.00 1 0 0 1 0 0
................................................................................................................ ATTACGTGGCTTTAARAC . ¢ v et e e eeeeaennenenae.. 18 0 1 1.00 1 0 1 0 0 0
............................................................................................................ ATCAATTACGTGGCTTTAARAC. « v vt v e e ieeneieenennenen. 22 0 1 1.00 1 1 0 0 0 0
.............................................................................................................................. AAACCGATCGTTCCATCGAGGCTGAGCA.. 28 0 1 1.00 1 1 0 0 0 0
e AT TAACCCAAGGATTGGTCARAAGTC . &+« e e e e et e et e et e e e e et m e e et e e e e e e a e et e e e e e et e e et e e et e e e e e e e e e et et et e e et e e e e e e et e et et ee e e ee e, 26 0 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
TGTAATTGGGTTCCTAACCAGTTTTCAGGTAAACAAATATTGGGTGTTCACATTCATCTAAAGGATTACTCTCAAACGAACAATTGACTTAACCTTGATAAATATCTTTAGTTAATGCACCGAAATTTTGGCTAGCAAGGTAGCTCCGACTCGTTT
Read # Hit |Total
ek ok dokd ok ok ok k ok k ok ko ko ke ke ko ( (.. (CCCe (CCe e e (CCCeeeenn.. 1))) . u))))))))))))))) . ckkkkkkkkkkkkkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkk*k** gjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|lscf2 1100000004510:597056- ||dwi 389||[ACAT---TAACCCAAGGATTGGTCAAAAGTCCATTTGTTT-—-ATAACCCACAAGTGTAAGTAGATTT-—————————-—-—------—-CCTAATGAGAGT------—--—-- TTGCTTGT---TAACT-—-GAATT-—-—-- GGAA-—--- CTATTTATAGAAATCAATTACGTGGCTTTAAAACCGATCGTTCCATCGAGGCTGAGCAAA
597211 +
drovir3|scaffold 12875:19183715- (XSGR citrcaclXEEcciEclic - -acElcciliTiia AR C R CREA TR Cllel st e T e GTGLGAT T TECAATAGCTGATAGAAAIE - BRI T T TRAATETGHICEEREES ccil-grcggalTiiciicceTiicaRcClcEEEARIICRICIS A S R RIEeNA CECIER c B B
19183877 =
droMoj3|\scaffold 6496:12874048~ rRiaccriicTTeacEEcclaTlG- - -IXSERcAlcTCACTGARC XA TR THE F Tl s O AL GTCAAT TG T TGATTGCTGGAGEGGLEUIE T T TR naBanliTIREE - - rci-ErcaEchTiichccEcicARERCEE CHEA I CIRICIYS A S R I N TEEEIER B B
12874218 -
droGri2|lscaffold 15245:13225899- IS T GREEINGINT GA GINEE T CINECHG - - - NalNelelc cilG Ciila GREEIC GIlC T8 T&NG ClY V.V Nl il a Gl - B G e TGG/ U T T TAREE R An/Ea AINTAREENG T TIEEE e C/\AIlICAA TACEEATEEEEE praNr riedeacedegcAldrTleceTec TTTAAEACEGATCGTTCCATHGAGGCGARC Al
13226057 -
6p5 _ |pii7a7025a 1747040 — | B e g Cr o - - - DARSEcCRC TR CTEA TR 0.0 (AR oA G- CECCC A T GACH G SR T T I T g TCCA L C e C G Gl R A e e A e R T e |
|droper2|lscaffold 31:321174-321329 +| [ c e N e r clir clila - - -[alfelslc cilc Thl c il C c TiNge A TSNl el i e e - - - E A A SGAGG-CilECCC AGGACACEGGCECEREINT G TR AT HEE e TCIATEEEEE NN leaclendecrldrraccceeTTidaAlaciloaTcedrccaTioaliccldcacealga |
droAna3|lscaffold 13266:15109435- IS T ARERENG T8 GleCEee T CIiT CIT - - - CleiNsA\CC TiicABEECcccT@ANSNATiiE G TG--- GG CT AT C T TGV T - [T ecT-—-L\afeferN-————— ean—-—-- clerrreacrrnEcilfdrTEccTeecTTTAAAACHGATCGTTCATHGAGGCEGACAlEA
15109586 -
droBipl|lscf7180000396385:273590- [NSF\A BRI G T[e GleCIee T CiiT CIiT - - - CleiNesINCic Tiic AREEIC cGC TR Al G Tl G/l T T C - - - B 0 GG/VAC T/ A T Cl T TN T - recT-—-aaTfe-—-—-- TCI\-EEEE INerrreracaaaflcagrrldceTeeecTTTARAAACEGATCGT TCHA THGAGGCEGARCAlA
273740 -
droKikl|lscf7180000302470:199631— IS c ABEEEVNe G e CiNele T ciiT Cifsl - - - cleifelelcclic TilCil c CINAT S AN G Cli GCG--- GG TN AT C A acléaniiTcTcciicGEEEAINIGCEEEEEE cklerskiifelic tThitldr/dTAcEA A\ c AaT Al GGG TTleA AlBAClgcATCeldTceaTlcAGGClgcAllcaRA
199788 +
droFicl|lscf7180000454066:2766164- ACMEN- - TAACIICEA coie Tilel T e TCCAMT TRT T T - — - [deeaicAcA AT eAC TAA - —————————————— - e AAI T - - - - -——- AATAARTGEEEA GG A/ VG BRI T T - - EEEE clerrriitackasllcaTaceTeecTTTAAEACHGATCGIr ClEaTlGAGGClgcallcaAn
2766311 -
droElel|lscf7180000491283:160440~ XS C BRI A YN ClSCINEE T Cli T CIT - - - ClEiNslelc Il THlCHEEE C c CRNABAIRSNG Cli el Gl el G T/ - - - o 0GG L CTAAT T R A clea AR TIEERNG GSIEEE el VACIIEEEEEE SiaRelTe- ~feeleT TATAGHA A C A TACGTGGC TTTAAEACEGATCGTCCATCGAGGClEGARCARA
160591 +
droRhol|lscf7180000766112:27805~ NSRRI AFYNG Cl8 CINElE T Cli T ClilG - - - GleiNselc Il TiiCIEEE C c cRNABA TIING Cli el el G ) - - - B 0 GG CCAT T R ACTAANTARERGNG TSIEEEIE) VAC - EEREEE ealledile- -feder TATAGA AR C A TACGTGGCTTTAAEACEGATCGTCCATHGAGG G AR CAlEA
27956 -
droBialllscf7180000302143:1830331- AcY---aaclcanccieTile T e c T CCeT Tt T - - -[deerlcA cAAT GT/--- GG CT A T T CAAACTARERINGGEIEEE A/VACIEEEEEE elaf - —jealer TiiTacA A Al c AT AcGTGGCTTTAAAACGATCCTClATGAGGClgGAGCAlgA
1830483 +
droTakl|lscf7180000415400:493388— clscAREECEVNS I NNeeT cliT Clia - - - clécislcclic TilcilEEC cchG A YA cli el G/ el G cl - - - B 0 GG/ VAC T/ A T T R ACTAGCTAREEINGGIEEAI VG ST elaldive- —pteeg T aldaciir allc fd\raccTeGeTTTAAEACEGATCCRTCCATGAGGClgcAGCAEA
493540 -
droEugl|lscf7180000409672:6737179- XS .c AR IVNe o T/ele T cliT TiA - - - Clei¥elelc CRlN THNCIEE G C ChYA S A NeE G Cl el G el T T T - - - B T GG/ATC TCAT T| T Acleaciin ABEEING COIEEA CINGAREEEE el —fitheTATAGA A A C AT AcGTGGeTTTAAEACECATCOdTCCATlGAGGClgc A cAEA
6737331 =
lam3 llchror:18772717-18772866 - || NS 2 R TS A S CTXelelT T CliT - - - Cleielsc chic T Rl C A I A el A S N R e T T - - B e S GGV A E TATCl XS CEN Y- —-TaflcT---Eaallr—————- B -—-- CTETTTATAGAAATCAMACGTGGCTTTAREACHGATCGTTCCATHGAGGCEG AR CAAR |
ldrosim2|2r:19300150-19300299 - I |aciE- - - ThiacEcE oS TS r e c TC e e TleT - - - AR R c A e T CTARC T AL A~~~ -~ === [leAARCAINeT - - - IXSCENNREY- - - TaflcT- - faalgr—--——- clag----- ceTTTATAGAANECAATACGTGGCTTTAREACEGATCGTTCCATHGAGGCEGARCAAR |
droSec2|lscaffold 9:2071448-2071597 IS A BRI TINSGlS CINEE T Cli T CIT - - - ClEiNslelcCiic THlCHEEEC A CRABAISNG CiY el vV Nel T ) - - - e 0GG CE A TCI R AcleaaCTARERGUNTSIEEE A/ VGIEEEEEE cunlg----- clerTTATAGAAAECAGATACGTGGCTTTAAEACIEGATCGTTCCATHGAGGCEGARCAAR
droYak3|[ZR:18737727-18737879 - AcléaacTARERNGCIEEE A/ VGIEEEEEE ERiAIeele- —fiTlNr TATAGA A AECATACGTGGCTTTAAEACGATCGTClA THGAGGClEGARCARA
droEre2|lscaffold 4845:20137249- AcléaacTARERNGGIEEE A/ CGCEERETE oAl N - T g\rATAGA A AECcAdETACGTGGC TTTANEACEGATCGTCRA THGAGGClG AR CARA
20137401 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:597056-597211
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004510:597056-597211
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_389.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:19183715-19183877
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:12874048-12874218
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:13225899-13226057
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:17470254-17470409
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_31:321174-321329
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:15109435-15109586
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396385:273590-273740
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302470:199631-199788
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454066:2766164-2766311
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491283:160440-160591
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000766112:27805-27956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1830331-1830483
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415400:493388-493540
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:6737179-6737331
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:18772717-18772866
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:19300150-19300299
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:2071448-2071597
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:18737727-18737879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:20137249-20137401

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dwi_3254|scf2 _1100000004943:4030318-4030378 + |candidate | Mirtron |intron

Legend: mature - mismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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4,030,300 4,030,350 4,030,400 o I I I 2 .
Genomic Position 20 o1 22 & I | |
Size Condition 4,030,300 4,030,350 4,030,400
Genomic Position
Hairpin partition - Sense - Antisense Mature -# Star
Hairpin partition Mature & Star
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK13814-in]; CDS [Dwil\GK13814-cds]; CDS [Dwil\GK13814-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
V118 V119 M020
CGTGTTAAAACTTTTCACCGAGCAATCATTAGATTATCAGATTTCTGGCGGTAAGTGAGTTGGCCTTTGACCACATCTCCGTTTATGTCAATCAATCAACTTCATTTACAGT TCGTGCCTGGTTCTATCAAACATGCAATGAGTTTGGTTGGTATACTACA female
Read # Hit |Total body | embryo head head
Kkkkkhkkhkhkhkkhkhkhkhhhhkhkhkhhhhkhrhrhrhrkkrdxxxx (((C(CCCCCCCCCe oo CCCCCe e e oo 1)))) e e ))))) L)) )))))) L kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k**k** gjze Mismatch Count Norm Total
......................................................................................... AATCAATCAACTTCATTTACAGT « ¢ o e v et e et teee e e e e e e eiaeaeeeaeneeaeneeaes 23 0 1 7.00 7 3 2 2 0
......................................................................................... AATCAATCAACTTCATTTACAG . « ¢ e e vt te et eeeaee e e eeenenaenenneaenneaeneeaes 22 0 1 2.00 2 2 0 0 0
.................................................. GTAAGTGAGTTGGCCTTTGA « « « v e e et e e e e et e e et et et et e e et e e et et e e e e et e e e et e ettt te ettt et iaeneeene. 20 0 1 1.00 1 1 0 0 0
.................................................................................................................................... CATGCAATGAGTTTGGTTG. .. ....... 19 0 1 1.00 1 0 0 0 1
.......................................................................................... ATCAATCAACTTCATTTACAGT « « ¢ e e ve e et e te e et e et te e e e eneeenenaenenae 22 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M045
GCACAATTTTGAAAAGTGGCTCGTTAGTAATCTAATAGTCTAAAGACCGCCATTCACTCAACCGGAAACTGGTGTAGAGGCAAATACAGTTAGT TAGTTGAAGTAAATGTCAAGCACGGACCAAGATAGT TTGTACGTTACTCAAACCAACCATATGATGT female
Read # Hit |Total body
Kkkkkhkkhkhkhkhhhkhkhkhhhhhkkkhkhhhhhkrkrhrrrkkrdrxxx ((((CCCCCCCCCe oo CCCCCe e e oo 1)))) e i ))))) L)) )))))) L kR kkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**k** sjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
droWil2|lscf2 1100000004943:4030268- |[ldwi 3254 CGTGTTAAAACTTTTCACCGAGCAATCATTAGATTATCAGAT TTCTGGCGEIARGTEACTTCECCT-TT===CACCACAT---CTC-CGT - =~ == === == ———————————————— o TTA---TGTC=—AATCA--—=—-- ATC-AA--CTTCATTTACAGTTCGTGCCTGGTTCTATCAAACATGCAATGAGT TTGGTTGGTATACTACA--——--
4030428 +
drovVir3|scaffold 13047:16383440-
16383608 +
droMoj3|lscaffold 6540:12703567~-
12703630 +
droGriZ2flscaffold 15116:1279249-
1279393 +
ldp5 |2:29698011-29698152 + | |

ldroPer2|lscaffold 6:5071621-5071762 +|

droAna3|scaffold 13340:15146286—
15146439 -

droBipl|scf7180000395971:38038-38185
_I._

droKikl|scf7180000302707:482858~
483004 +

droFicl|lscf7180000454126:205529- aTiTARTCACC
205608 +

droElell|lscf7180000490994:1032122- AT TABAARNTIT TG ACEANC A e~ T CALYe T C T GEYN, clialEcaaaallcH eI A G T A A TilA T T Al - B T e T - N N e —— - - —meTierTekicAGETCclNccidrcoTTTATCAAACHTGCAATGART TGGTTGGTARACEACE- - - -
1032270 +

droRhol|lscf7180000771335:10023-10168 CRATGET AR AT T CleRG A Gl AT C A R erTcAAETTCEGEYN: CTNA I NYNACE- el - TNafear i - - - I\l -BleT - - - - - T - N N N e —— - - W TeerekdiacerccoTccdrcerTeTAcaracTccaaTcAdT TGCET G TABACHACE- - - -

droBial|lscf7180000302402:1006602-

1006749 +

droTakl|[sc£7180000415710:608694-
608847 -

droEugl|lscf7180000409804:1515063=
1515216 +

|dm3 lchr3r:15235891-15236037 + |

ldrosim2|[3r:6021935-60220091 - |
ldrosec2|lscaffold 25:531176-531332 - |
ldrovak3|3R:3973811-3973953 + | ----caaaalcfec

droEre2(scaffold 4770:6394453- ----CAAAAGCEIGC
6394595 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:4030268-4030428
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:4030268-4030428
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_3254.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:16383440-16383608
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:12703567-12703630
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15116:1279249-1279393
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29698011-29698152
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:5071621-5071762
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15146286-15146439
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395971:38038-38185
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302707:482858-483004
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454126:205529-205608
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:1032122-1032270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000771335:10023-10168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:1006602-1006749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415710:608694-608847
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:1515063-1515216
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:15235891-15236037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:6021935-6022091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_25:531176-531332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:3973811-3973953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:6394453-6394595
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[View on UCSC Genome Browser {Cornell Mirror}]
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Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position o1 20 23 o4 & | | | |
Size Condition 4804250 4804200 4804150 4804100
Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK 14881-in]; CDS [Dwil\GK 14881-cds]; CDS [Dwil\GK14881-cds]
No Repeatable elements found
mature star
1. dwi_1253 scf2_1100000004521:4804176-4804197 -
2. scf2 1100000004521:4807075-4807096 +
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M045
V118 V117 M020
CATCTTATCGTGCACTTAGCGATGAAAATGATTTGGAGATTCAGAATTCGGTAAGAAATTTGGAAACTAAATAGCAGGAAACCTATTAATTTTCTCTATTTCTTAGCTCATAAAACTAGTGT TCGACAATAGTACTGGACGATTAAAAACTGTTGT female
Read # Hit Total embryo male body head
e sk e ok e ok e ok ok ok ok ok e ok e ok e ok ok e sk sk sk ek ke ke ke ke ke ke ke ke ke k(. (e (e e e e n 1)))) e ))))) i) ))))))) S Kkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total body
..................................................................................... TTAATTTTCTCTAT TTCTTAGH . « o v ottt et ettt et ettt e e 22 1 1 9.00 9 4 1 4 0
.................................................. GTAAGAAAT T TGGARACTARAT . « e v et et e e e e e et e e e e e e e e e e e aa e e e e e aasaseseneneaeesesesenseneesasanenenenennanaean22 0 2 4.50 9 1 2 2 4
..................................................................................... TTAATTTTCTCTATTTCTTAG . « v v v et e e e e e tee e eeeeeesasanananeneanaeenenananaa 2l 0 1 2.00 2 0 0 2 0
.................................................. GTAAGAAATTTGGARACTARATA . « v e v et e e e e e et e e e e e e e e e e et aa e e e eaeaseseseneneaeeseseseneeeaseseeeseneneananaeaaa23 0 2 2.00 4 4 0 0 0
.................................................................................................................................... TACTGGACGATTAAAAACTGTTGT 24 0 1 1.00 1 1 0 0 0
................................................................................................................................... GTACTGGACGATTAAAAACTGTTGT 25 O 1 1.00 1 1 0 0 0
ok N ol e oo iy N7 ol X 220 1 1.00 1 0 1 0 0
............................................................................................................................... AATAGTACTGGACGATTAAAAACTG.... 25 0 1 1.00 1 0 1 0 0
.................... GAT GAR A AT GAT TTGGAGAT T « &« e v e v 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 aae e e e e eeeseseeeneneeeeeeeseseneneeeeeeeeneneneasanenenenanaaaa2l 0 1 1.00 1 0 1 0 0
................................................................................................................................... GTACTGGACGATTAAAAACTGT... 22 0 1 1.00 1 0 1 0 0
........................................................................................................................... CGACAATAGTACTGGACG. . evevuvev.n... 18 0 1 1.00 1 0 0 0 1
.............. CTTAGCGATGARRATGATTTGGA . « « e vt et et e e e e e e et et e e e e e et et et e e e et et e et e e e et e e e e e e et et e et e e et e e e e et te e et et te e et eiaeaeaananaeaa 23 0 1 1.00 1 0 1 0 0
.................................................................................................................................. AGTACTGGACGATTAAAAACTGTTGT 26 0 1 1.00 1 0 1 0 0
....................... GARAAT GAT T TGGAGAT T + « + « e v e e e et et et e e e e e e et et e e e e et et et e e e e e e e et e e e e e e e et e e e e e e e e e e e e e e e e eaeaeaeaseaeaeaeaeaeeasaeaenanaeaa 18 0 1 1.00 1 1 0 0 0
............................................................................................................ CATAAAACTAGTGTTCGACAATA . « v v eieeeeeenannnnnn. 23 0 1 1.00 1 0 1 0 0
.................................................. GTAAGARATTTGGARACTARR . & v e v et et e e e e e e e e e e e e e e e e e e e aa e eeeaeaseseseneneaeeseseseneneeeseseeeneneneananaea2l 0 2 0.50 1 0 0 0 1
.................................................. GTAAGAAATTTGGARACTARATAG . « « v e v e e e e et et et e e e e e e et et et et e e e e e e et e et e e ee e e teteeeaeaeaeasanenenenennan 28 0 2 0.50 1 1 0 0 0
..................................... &0 0F-NeT- V- i ofe el VN - R PP - T 2 0.50 1 0 0 1 0
Anti-sense strand reads
GTAGAATAGCACGTGAATCGCTACTTTTACTAAACCTCTAAGTCTTAAGCCATTCTTTAAACCTTTGATTTATCGTCCTTTGGATAATTAAAAGAGATAAAGAATCGAGTATTTTGATCACAAGCTGTTATCATGACCTGCTAATTTTTGACAACA
Read # Hit |Total
de ok de ke de ek e ek ok ok ke ok ok ek ek ke ke ko ko ke ke kol k(. (CCCCe e e (e e e e 1)))) e a i ))))) i) ))))))) S kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** 5jze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|scf2 1100000004521:4804092-||dwi 1253 [[CATCTT--=-=-—-—=———=—————————— ATCGTGCACTTAGCGATGAAA-——————~— ATGATTTGGAGATTCAGAAT TCGGTARGAAAT -~ — = — = — = — = = = = = =~ = o L T L L —————— — N —— ATAG-CAGGA--A--ACCTARTASS===—===—oo-ooooooooo oo ATTT--------- TCTC-—TA-~— - TTTCTTAGCTCATAAAACTAGTGTTCGACAATAGTACTGGACGATTAAAAACTGTTGT
4804247 -
drovir3acafold 13045:13945006-  [dwi 19007 CARR----——-- A G P EC CAlG - GCTIRIT G AAA CA G T R e T CA GAAAGACAGAGAGAC T TAC A TGGAACAGGGCACGAGAACGAAACC AT T TAGERAA T~ A TA TG T TCC TGATCAAGARAA TA TAACCRuA A e B ATCoR - EECEECTGGCTITACCCATIEE I CAL T o A TG e O G S CEEEE B e e C TN R R B
13945251 -
Aroto33acatfold 6650:13378620- = e e I e B L == SR A e 15 Ao TR oo P OO0 TP A O
13378691 +
Trooriz|scaifold 15110:15784711- S prarcclicceancrcanTENIE cCaaAnTCa I i T T SR e oo o ATTrTAAEEAA-—TTCATEEE P T A G A A A CAG T T TGG AN TAAAC TGA T GEATGACTTTGA T ARG AL e L CATARATATCTATTGAR I ARl S T ERToAe T T B T T C o i oo a2 AEh OTC T
15294950 + I
dp5 Unknown_group_ 551:5400-5550 CATRI—-—-—---- B e - - GCl¥EAGA - - - Aldlela e CTACEEEEEE aTcART TEENEcTIEA AR TC G TAAGHEAT -~~~ - e, R TAARTTACCAREEEEEEE -l - — - — - cTaaBEEEEE - - [IiCAATTCAATGAAATLI R A Ll Th/CI NS TEGENAG G/l T eh¥eb il A C/ShVNA/NLING A elelc/sln c CRTINNAGi¥eliin A A
droPer2|scaffold 1:812061-812211 + | (SN - - -E—— B - - GCliEAGA - - - AlleRCle CIACEEEEEE arcrdTTENEcTEAGAAgTc\eTAAGHEAE- - - - - B A TN YA NG 2 S e R TAARTTACCAREEEEEEE - B - - — - — - cranT e - - IlicAATTCAATGAAA RO SRl A TN Te TN G o T b el C N A NI Ne A [SelCsia c R TN N GlSiebia e
droAna3|lscaffold 12916:10422121- ] — — — — =~ = === =—————————————— et — — = = = = == = g NicieeTEcAcAET TCGeTAA AR T - — - - - A A A T C T T AC T C T R e e = -ETTTCAREE NNART/NA AINA T - T- - - -CCTCATEEEEEEF e GRmAAACCATTCHAIEEEEEEE PYTC Ty A S S TN AGIXSTA TIRA A A C TIEENSGET C GACAABAINSRC TG GlYCRRYT TEAAAACTGTIEGH
10422264 -
AroBipl[aci1180000306572 86032 = - - TorcTiiccEEl ERErE IS N R B BT T N A TR - - CERATITTTTAACCEE AR T TAT T T T A CAICIE R o R G T e (I
86171 -
droKik1|scf7180000302472:2877697~ A T - ———-—-—- B cTRIXeCcClenlcciica AN - - GEEEA A A A CACCld A INNA A T T GlA e Y CllTe el N e T T A C o B T A G — T T A S ------———- TR A A T A T A R T T A R T A N C - AT A A A T - ----—--- BTNy Xy NI TPAGC TRA TAAAAC TIEG TR THGACASNGe T AN Cec e T eAAARCRAT TG
2877860 +
droFicl|lscf7180000454102:277804~ [ C - - R TGAAAACTGCINGCIEAINSCIIT AN T GEEEEE AcrgNegicucETEcaAaaTTCcoeTAAGKH A M- — - - oo CAAC T T T T A A S ------———- E-----—-——- A A e A B r T T T T A e G e BTT - - BN AL TN TAGC ThA TEAAAC TG TINATRGACAARBANAA CRGGACAET TgaABACRG T TG
277971 +
droElel|scf7180000491186:1612403- | [ H--------- g-----—----- - - — - afeal- - -[NA TAINVEIA T CEEEEEEE Lelcr NG E TEE AR AT TCRAG TAA G AR - — - — - — - ———m o B T A T T T G S C R e A-mm—mm - E-----—-——- NN RNA A GG TG TATA TR i C T B A o — — — — TRqiEy  TA- SV XSAGC TIETRAAAC TEGTINATIGACAASANNACRGGACGRTTERAARC TG T TG
1612555 -
droRhol|lscf7180000779312:58266- Cll b -—-—-—-- g-----—---—- G- B~ N CGATGA - —-—----- e g NGicucETEE AN AT TCRAG TAAGHIRR TN - — - — - — - — - - ——m - TT--pchgyece--------—-- - --------—-- E-----—-——- ATAIN-caceA e - T AR TR - —————— -~ === ————- A A T — — — — Ty TA- NSO OAGC TIETRAAAC TG T GRATHGARNA AANIA f8GGACCRTTER Al RReG T TG
58416 +
droBial|lscf7180000301518:993280- Chl - — - —-————————-—- TGAAAACTAWGCGEAGACCCET/NNG T CEEEEEE G e T8 AGAAT TCGG T/gAGRRRT N - —— — = — == == — = ————— - B e A G — I — — — B---Xe----- B------—-- - B2 G - - A - Acle A Pfeiy=======—=—=—==-—-—- AAATTEEESY- - - EEEEETE BT e TN GI[PAGC TIATAAAACTIEGTGRTCGACAARSXSA CRG IRy T TEarBACRG T TG
993435 +
droTakl|lscf7180000410580:57182~ Crll— - ———————[g-—-—- TTAAAAACTGINMEACINET GACCCAINNEINCCREREE T el AN CE e e A A AT TCRG T A A GRS T~ — — — = — = == = = = = ——— - B 1 € C T T T A A S E---Rgy----- B------—-- - B2 GGH - -A--ACC/erTT{eREg N - = - === ———————-——————____ - - - —-—-—- PV AR S S T TIOAG C TRA TAAAAC TIEG TG THGACAABANEA G Cc g A ARACRG TG
57342 -
droEugl|scf7180000409554:727699- Cll - — == === —=———=——————————— GINGCNEGIA cceTHENTETNC CREEEEE G NI N /8 AGAAT TCGG T AAGHJeel- — = — = — = — == == ==~ = — - — R A TG T C T AT A A S B------—-—-—- -EcTTCcTEEENNANUNaEcac-BRINT THiC - - - ATEEEEEEEEEEEEEE T AAGEEEE ErTr--------- IOy T ALYe TSN TAGC T[e[gAA AN TEG TG TEGACAAANIA A CHaT TR ARG T TG
727866 +
|dm3 lchr21:8766547-8766734 - | [EcliTifiiaacaaacTTcaCTCCTTGAAAACCGETTAGAINACCCT TIENNERT C R ARGA TN ELET T C AR AT TCGGTAA G T~ — =~ === === === = ===~ — = —m e -y N —— ARAR-HAGGH--2A- - AT AT NI NN~~~ ATTT-======—~ TCTR 0 emeerAGC THATAAAACTAGTGRTCGACAATARNEACRGGACCHETEAABACRG T TG
ldrosim2|21:8472596-8472762 - | [(SC - - -E———— T cCcTTGAAAACCGEUTTAEAINA CCC T[N T CREEEEE NG A CA A T TGN A N e YN T T T R e B A T T T 2 2 e C cacaacaEEETANAN- - - -BTINE- - - - - - AT A A T e T ATTT--—-—--—~- TCTR—T(e- -~ FraEeracc riaraaaacTacTeRTccacaATAREA oG XSS TER ABA CRG T TG
droSec2|lscaffold 3:4239945-4240120 GTiN- - - EEEEEEE cacTccTTGAAAACCGINMTTGERANACCCT TN T CEEEEEEE AT N e T TC A A AT TCGG T A A G T~ — = — = — == == = — ———m— - - -tehrfec- - - - - oo - - A-———— - AR -I\aGel--A--Ac T AT TGNV -~~~ —————— - ATTT---—--——~- TRy (g [T XSTAGC THATAAAACTAGTGIATCGACAATANGACRGGECGRTTERAAACKGT TG
ldrovak3|2L:11413700-11413858 - ldya 295 |INErEEm----------------—-—-—-—----——"- B N C&eA GG ARG AfTe - - - TN NN oG AT NR Gl Ne T AR AT CGETAAGHIEISl -~~~ ————————————————= == —— - L A ) T — B----------- N —— I AN AN T TG T T AR A T T e---—--—- - - - T A reeeagC rcgriaaac TEc relrcAac A g clccaccAT TER ABHCEG TECH
droEre2|scaffold 4929:9361151- e~~~ — = ——————-——=———————————- BreerciX g \ccaTcrde-—-—-—--- adcr g elichicETEcaca@TcoeTAAG N - — - - - - - CA R A 2 C T G A e GEATGCCEEE-[i- AATGlEANAC - BENS T T]iACEEEEE e P e CEREAAACTRERY- — [ I [SA  TeerTAGC T/ Tlor Al TEc TG TCGACA A ANNAC TGCECHARTER AEAeG T TG
9361310 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:4804092-4804247
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_1253.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:4804176-4804197
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:4807075-4807096
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:4804092-4804247
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_1253.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:13945006-13945251
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_19907.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:13378640-13378691
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:15294711-15294950
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_551:5400-5550
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:812061-812211
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:10422121-10422264
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:86032-86171
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302472:2877697-2877860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454102:277804-277971
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491186:1612403-1612555
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779312:58266-58416
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301518:993280-993435
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410580:57182-57342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:727699-727866
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:8766547-8766734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:8472596-8472762
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:4239945-4240120
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:11413700-11413858
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_295.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:9361151-9361310

ID: Coordinate: Confidence: Class: Genomic Locale:
. [View on UCSC Genome Browser {Cornell Mirror}]
dwi 5417 |scf2 1100000004511:5276800-5276888 + | candidate | Canonical miRNA || CDS
Legend: mature star 1115 1i=1ed L g1l mismatch in read
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dwi_5417_annot [-28.4]
Show Alternate Folds H
Flybase annnotation
CDS [Dwil\GK17347-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M045
v11i8 V117 M020
AATGAGGCGGAGGCTCATGCCTTTGCCACTGGCCAGGGCTGGCCAACGGATGATCTGCGCGAGATTGGCAAACGTATAGTCGGTCTGGAGAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATCCGGTGTTGCTCATTCAAAAAGATTCGGTTGAAGAGTTTCCGGTTACA female
Read # Hit |Total embryo male head body
Kkkkkhkkhkkhkhhhkhkhhhkhkhhhhhhhkhhkkkhhkkkhhhkkkrkrkkrrrkxx ((((.. (.. (CCCCC CCCe .- (O (CCCeeeeennn. (DD ISR D D IS DD D DD D D IS B D D N & € ))) ) kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*** gsjze Mismatch Count Norm Total body
........................................... CARACGGATGATCTGCGCGAGAT TGGC e v v e e e e e e et e e e e e e e et e e e e e e e aeee e e e et eee e e et e ee e et eeee et eeeee e eeeeeeeeeeeaeeeeeeeeeeeeeeeaaeeeeeeneeeeeennnnaa 26 0 1 3.00 3 1 1 1 0
.............................................................................................................................. ACGCAGGGCTGTGATCC G e v v v ettt ee e et tteee e e st seaaaaaaaaennaa. 18 0 1 2.00 2 0 0 2 0
........................................................................................................................ AT ACT AACGCAGGG TG T . v vt e e e et e e e et e e et e eeaeaeeeeeeaeaeeeseeaeaeeeeaaas. 18 0 1 2.00 2 2 0 0 0
....................................................................................................................... CATACTAACGCAGGGC TG TG e v v v v e vt eeee e et tteeeeeeteeeaaeeeeenaaaeeennnaaaa 20 0 1 1.00 1 1 0 0 0
........................................... CAACGGATGATC TG G GAGA T TG e « v v e e e e e e e e e e e e e e e e e e e e e e aaea e et eae e e et a e ee e et eae e e eeeeae s eeeeeeeeseeeeeeeeeeeeeeeeeeaaeaeeeeaaaaaeaaanneaa 25 0 1 1.00 1 1 0 0 0
...................................................................... AACG T AT AGTCGG T T GGAGA . « v e e e e e e et e e e e e e e e e ee e e e e e aaeee e eeeeeeeeeeeeeeeeeseeeeeeeeeeaeeeseeeeeeeeeaaaeeeeennaannaaa 2 0 1 1.00 1 0 1 0 0
................................................................................................ AATCCAAGTCGGCCACG AT « + v v e e e e e e ettt e e e e ettt e e e e ettt et e ettt et ettt ettt e e e iiieeeeaa 20 0 1 1.00 1 0 1 0 0
................................................................................................... CCAAGTCGGCCACGC AT TG A e + v e v e e e e e e et aeee e et eeee e et taeee e e st st taaeaaeeanaannaaa 22 0 1 1.00 1 1 0 0 0
F €] e eTotele)-Ne] el ok o7 N1 €] o] o} L 21 0 1 1.00 1 1 0 0 0
A AT GAGGC GG AGGC T C AT GCC T+ « vt e e e e e e e e e e e e e e e aaeaaeeeaansneeeennssaeeeannsaeeeeananaeeesananeeeeaasasesenaasseesennsaaeeeannnneeeeananeeeeannaneeeaaanaeeeenanaeesesonneeeeeeaasneeesonneaeesannns 22 0 1 1.00 1 1 0 0 0
........................................................................... ATAGTCGGTCTGGAGARAACTARATCC AR « + v v et e e e e e ettt e e e e e ettt e e e et eee e ettt e e ettt e ettt ettt e et ieeeeeeee. 28 0 1 1.00 1 0 0 0 1
......................................................................... GTATAGTCGGTCTGGAGARRC . « v v v e vt e e e e e e e e e e ee e e e e eee e s e aeeeeeeeeaaeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeaaeeeeeennaannaaaa 2l 0 1 1.00 1 0 0 1 0
................................................................................................................................. CAGGGCTGTGATCCGGTGTTGCTC e v v vttt eee ettt e eieneaeeannnaaa. 24 0 1 1.00 1 0 1 0 0
............................................................... el e1 077V Nl e N Ve i o] €] e 1o 7 S O 1 1.00 1 0 0 1 0
........................................... CAACGGATGAT CT G G G AGAT T v v v v v e e e e e et e e e e e e et e e e e e et e ee e e e et e e ettt e e e ettt eee e ettt e ettt e e st ettt e et e et 23 0 1 1.00 1 1 0 0 0
............................................................................................................................................................ CAAAAAGATTCGGTTGAAGA. .. vvvev..... 20 O 1 1.00 1 0 1 0 0
............................................... ele7: N el N o el ot etofe)-Ne )N i e To 322 0 1 1.00 1 1 0 0 0
.................................................... ol el o eTof €)X e N i e ToF NP = BN 1 1.00 1 1 0 0 0
........................ eleTe7-Nekifelelole7:Netele] ki e e o RN A< SN 0 1 1.00 1 0 0 0 1
Anti-sense strand reads
M045
TTACTCCGCCTCCGAGTACGGAAACGGTGACCGGTCCCGACCGGTTGCCTACTAGACGCGCTCTAACCGTITGCATATCAGCCAGACCTCTTTGATTTAGGTTCAGCCGGTGCGTAACGGTATGATTGCGTCCCGACACTAGGCCACAACGAGTAAGTTTTTCTAAGCCAACTTCTCAAAGGCCAATGT female
Read # Hit Total body
dokkkkdkdkdkkkdkdkkkdkdkkdkhkdkdkrdkdkdkrdkrk ((((L. (.. (CCCCC-CCCe oo CCCCCe - (e e e DRI DD DD DD IS DD D DD D D I B D D N € € & ))) ) khhkkkkkhkkkkkhkkkkkhkkhkkkkhkkkkkhkkkkkkkkkkkkkkkkkkkkxk**k*** gjize Mismatch Count Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droWil2|lscf2 1100000004511:5276750- [dwi 5417 [AATGAGGCGGAGGCTCATGCCTTTGCCACTGGCCAGGGCTGGCCAACGG---ATGATCTGCGCGAGATTGGCARACCTATACTCCETCTCEACAAACTAAATCCAAGTCGGCCACGCATTGCCATACTAACGCAGGGCTGTGATCCGGTGTTGCTCATTCAAAAAGA-—-TTCGGTTGAAGAGTTTCCGGTTACA
5276938 +
drovir3|lscaffold 13049:22492152- dvi 158 [aalcaceeeeaceccacecTTTeecacTaecallcoircecceclcieaTGATCTGCClGAGAT TGGCANECE/STacTCEldeCTCAAL . c Tr A TR CldecEccilccacceaTTeccATACTMACGCAGGECTETGAlcClec TaETGe THA T CAldeaBlcA - - - TTcoeTeAldcacTTTCCl\ G Tleaca
22492343 +
droMoj3|lscaffold 6680:17099712- dmo 114 |aa®callccileaceccarceccTrToccacc@ecallcccToccceclcibiedecaTcTcColcAGAT TGCARACCTITECTEC\CTCIsA 2 T/ A Thic ANECClAccAacGCATTGCCATACTMACGCAGGECTETCARccc TarceTeATEc Aldealca - - - ¥ coTerEcacT T ccaeTlgaca
17099903 +
droGri2|lscaffold 15121:203613-203807|ldgr 465 [AATGAGGCGGAGGCEIAEcchTTTGCccACEMAcAllcecTadgceckciierdcaTcTcCclGAGAT TGGCAdECETeH e TCNC TECAA Al TEA A TiicAdec Gl\cCACGCATTGCEATACTMACGCAGGGCTGTGATCCGTCTGCTCATECAleABc A TldccoTerEcAG T T8 clleTTACA
+
EEE ”;R_Crrouo6 :4377266-4377454 - |ldps_3829 |[aaTGAGGeGGAGGCEcaTGccTTTGCHACERBccaGeecTGaCClEaCls---aleaTcTecGCeAGATTGGCANECETSTEcTacsactCoAsA A C TEaaTcCEaseccilcclicGCATTGCCATACTARCCCACEECTGTGATCCgcTaldrceTeaT c AlaeGA- - -§TCGGTTGARGAGTTTCCGGTRACA |
|droper2|lscaffold 9:2666447-2666635 -|ldpe 2483 |aarcaceceeacecgcaTcecTTToclacEcEccacescTeeccBaclc---aRcaTcreccceacaTTeec A NECCTSTECECEcTCEARAAACTEAAT cCEggec R ClcGCATTGCCATACTAACGCAGGGCTETGATCCRGTCRTGeTCATEC ARdgEGA - - -[@TCGGTTGAAGAGTTTCCGGTEACA |
droAna3l|lscaffold 13337:4137395- dan 4038 |aacaceeceaceccalgcceTrccc@NgclccaciiccTeoccclgaldic---acaTcreccicacaTreccrNeCeEsilacecleiecAAAEC T AicldaNccccldcccaTTeccATHCTEACGCAGEECTETCATCCMGTCETGCTClTc Aldeallca - - -frceooTdercacT T ccceTlgaca
4137583 +
droBipl|lscf7180000395450:265900- anfecacGeGeaceegcallcecrTlecec@XecEccaciceTaeeclgngic - - -decaTcTeccilcacaT Tecc aANECEEsec TaceyecaAlAEC Tfea A TICSNY\cccliccila rToccaTiicTdacGcaceeiTccaTc cldc TCldTce et c AldsaEG A - - -frccc TEerEcac T T8c e TEACH
266088 +
droKikl|scf7180000302272:666717~ AATGAGGCGGAGGClEcAgcccTTTeCCEXeccc AN rcocclghldec- - - AldcaTCcTGCGHGAGATTGGCARACCHEHECTECN\FCEAAA 7 c TAAA T CClGYIECGGCCACGCATTGCCAT/SCTMACGCAGGGIIGTGATCCEGTETGCTCATc A8l - - - TTcaeT/derEcadrTéccaaTlgaca
666905 —
droFicl|lscf7180000454048:724234- aATGAGGCHGAGGCEcagcccTTEcc XN CACi¥TcoccEndec - - -FacaTcTeccecacAT TG CANECOI e HeCa N ECCABA Ac TEr A TCCldgdec GGeClgcGCATTGCCATACTMACGCAGGGCTAcATCCc TdTGeTeATEC AldeAEcA- - - TTCGe TReAEGAG T T8cCaGTEaCA
724422 +
droElell|[scf7180000491255:1412089- anGaGGCGGAGGCcagcccTTEccc@XecEccaci¥lcTaeecErdec - - -ecaTcTaccecacaTTeccaNeCEEeec Taca N CeAAEc TeaaTcclgrdeccilccldcccaTToecaTACTSACGCAGEGC T GATCCldc TCdTGe TeATEC AldSAEGA - - - TTCae TEeREcAGT TcCGG TEAC
1412277 -
droRholl|[scf7180000769477:967-1151 + | |22caceceeaceccagecerrldccc@Neddccaci¥cTeeccangec- --BecaTcTeceecacarTecc ANECENSEe e sec TeCAsAA AcTEAA TcCladecceccicecaTTeecATACTACECAGGECTERcATCccldeTarceTeaTRc AldedalEca - - - TTeocTEAcAG T TR Co o T
droBiall[scf7180000302193:2253856- anGAGGCGGAGGCcaAgcccTTEccc@XecEccaciciTceccerdec - - -decaTcTaccecacaTTeeCANECEE et TacitCAA Ac TEA A TCClddddec GG clgcceaT TG CATHCTMACGCAGEGC TG A Cldc TcldTce TelTc AldealEG A - - - TTeae TR EcAG T T8c GG TEACE
2254044 -
droTakl|scf7180000415706:66147-66335 anfdcai®icccaceerealgscerrldcccaNacEccaciiclirececlEnldec- - -ecaTcTGCGCGAGAT TGGCARECEeEc TacecTECAAAEc TleraTcclgddeccceclgcceaTTeccaTcTldacecaceccTeEcaTccleTerccTeaTEc AlddaldcA - - -rceeT/deagcac T Tldccce TEACH
droEugl ;c £7180000409711:6101265- ancacGeeeaceeicallcecrTlecec@XecEccaci¥rccccangic- - -decaTcTiicclicacaT TeccANECE e Taca N CelesA AfiT A A A TIClEAECc G clgcceaTTociaTidcTdacccaceeeTeToATCCljc T TGe A T AAEAEGA - - -frcacTiNerEcac T Tc e TEACE
6101453 -
|dm3 lchr3r:13013576-13013764 =  ldme 245 |rafsacecceacecTcalecEr rccEXEcEccackiNgr e cliaRec - - -FgcacTcceceaGAT TG ANECSTEe T e GCAGA AN~ A2 lc cEaRlEceGccficeaT e cATHCTEACGCAGGGCTEGA Tl TRET GC A TR AlEAcA - - TTcoc TESr B AR T liccaeTfEaclE |

ldrosim2|[31:12704025-12704213 -

|_d_r_o$_e_c2_||q(*af1c(ﬂd_0-’%‘lR‘3'lGT—QTRQ?QQ —”dq@ 84 6
ldrovak3|31.:13092479-13092667 - ldya 1798

droEre2|scaffold 4784:13021109- der 1523
13021297 -

lasi 32458 |ar8cacecceaceereaEecErTlcccBXecEccacdXarceccEaEc-- —GAICTGCGCGAGATTGGCAAICGETEGTIGTGGAGAA@AAAICCCGGCCECGCATTGCCATECTEACGCAGGGCTGIGZ—\TCCEGTETGCTEATTCA.AIGA— --TTCGGTEerEGAGT TcCGGTEACK

AA 2 A GAGCTGCGCGAGATTGGCAAR G‘ T C ATGGAGAAEY VAN AeC Clelelele; CGCAGGGCTG GA——-TTCGGT
AAGAGGCHGAGGCTCAGCCTTGCCGCCAGTGGCCG———GACTGCGCGAGATTGGCAA A NTGGAGAAErV; AACCCGGCCCGCATTGCCAT CGCAGGGCTGEGATCCIGTGETGCTpATTCAel®AEGA-—--TTCGGT GAGTTECCGGT®AC

anGAGGCGGAGGCTCAgcccTTEGCCaNecEccacNeTcecclendec- - -dacalcTaeae GAGATTGGCAA.CGETEGT GT GCACA~ N2 A nfdcclerecciicclgcceaTTae CATIC TEAC GecaGGelTelcATCcclcTarecTeaTcAddaldca---TTcooTddrldcacTTECCGGTEACTE
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5276750-5276938
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5276750-5276938
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5417.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22492152-22492343
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_158.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17099712-17099903
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15121:203613-203807
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_465.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:4377266-4377454
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3829.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9:2666447-2666635
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2483.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:4137395-4137583
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4038.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395450:265900-266088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302272:666717-666905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454048:724234-724422
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1412089-1412277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769477:967-1151
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:2253856-2254044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415706:66147-66335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:6101265-6101453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:13013576-13013764
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_245.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12704025-12704213
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32458.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:5185161-5185349
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1846.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:13092479-13092667
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1798.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:13021109-13021297
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1523.html
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View on UCSC Genome Browser {Cornell Mirror}]
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dwi_5414 |scf2_1100000004902:91577-91719 -
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Show Alternate Folds H
Flybase annnotation
intron [Dwil\GK11546-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M045
V118 V117 M020 V119
ATGTAAATGCATATATATTTGATTATTCTTTGTGTGTTGCCAAGCGTCCTATAAGATCTCGGGTTTGTTGCACGATGAGACAGCCGCTAAACCCCCCCTTGCCACACCCTCTTTGCAATGGTAAATACCTCCCTTTCGAAATTGTTATTATTTATGCCGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTATTTACGACCCAGTGAACTATTCCGATTAATTAAAGTGTGTGCAAGTGAACT female
Read # Hit Total embryo male body head head
R L N O N (N (N N N N A O (N COCCCCCCe e e ))) e e )))) e ... 1))) ) IIIIIIDID) L)) e ) ) ) )) D)) ) ) ) ) ) ) Rk ek ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body
......................................... Y Xelofelioloh N0 V-NeT- N ol o eTe] el i N PO PO~ S O 1 2.00 2 0 1 0 1 0
........................... o el e el el ofo). Vel o el of o X -V NP3 A ¢ 1 1.00 1 0 1 0 0 0
....................... U o el e el i el o)V-NeTo] . PP S 0 1 1.00 1 1 0 0 0 0
....................................................................................................................................................................................................................... GATTAATTAAAGTGTGTGCAAGTG.... 24 0 1 1.00 1 0 1 0 0 0
.................................... i elolohV Nelofehi ool Ny V-Vl N ok o7 clc] ] D2 B O 1 1.00 1 0 1 0 0 0
............................................................. efedid e elor No el e7-Ne-No NN - o B 0 1 1.00 1 1 0 0 0 0
................................................................. ek elo) Nol el N e-Ve)-Vo-NeT ol P i S ¢ 1 1.00 1 1 0 0 0 0
............................................ ofediolodi N V-NeT- N o o] eTe] el OO PO~ N 0 1 1.00 1 0 0 0 1 0
............ N e N X Lo s o PP~ S ¢ 1 1.00 1 1 0 0 0 0
......................................................... CTCGGGT TTGT TGCACGATGAGAC . « « + e v e e e v et e v e e et e ta s e easanasasasasasasasasanasasasanasasasanasasasananesenanaoesenananenenanananenenansoenenensoenenansoenensasosneasasoeasasarosasasarosasasara24 0 1 1.00 1 1 0 0 0 0
................................................................................................................................................................. GTCTCTCGT TG T T TTCGAT T e & v v vt et et et et et et et et et e et e et et ettt eeeaeneeaeanan. 20 0 1 1.00 1 1 0 0 0 0
........................................................................................................................................................................................................................... AATTAAAGTGTGTGCAAGTGAACT 24 0 1 1.00 1 1 0 0 0 0
................................................................. el elo) NolelNi e Ne-No-NeT olo] PP~ N 0 1 1.00 1 0 0 1 0 0
................................................................. ek elo) Nolel N e-Ve-No-NeTolo] el ol NN ¢ S ¢ 1 1.00 1 1 0 0 0 0
.......................................... AGCGTCCTATARGATCTCGGGT « + ¢ v v vt et et et et et et et et et et et et et et et et et et et et et et et et et e e e et et et et e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 220 1 1.00 1 0 0 0 0 1
........................... o el e el el ofoV-NeToT el of ok - VN TP PP s I ¢ 1 1.00 1 0 1 0 0 0
............................................. el ook N VNNl ol ol T i 4 PP N 1 1.00 1 0 0 1 0 0
............................................. el ol ok -V Ne N ol ol el i PP S ¢ 1 1.00 1 1 0 0 0 0
................................. el el eTolo V-V eTo] el ol ok =N VN - NPu PP S 0 1 1.00 1 1 0 0 0 0
................................................................................................................................................................ TGTCTCTCGTTGTTTTCGATTTCGGG + ¢ « v e e e e et et et et e ee e e teeeeeeeeeeeeeeaeeeaeneaeaeaeneaeaes 26 0 1 1.00 1 0 0 0 0 1
..... AT GCAT AT AT AT T TGATTAT « & o v et ettt et et et et et e e e e e e et e et e ettt et et et et et e e et et et et et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 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 0 1 0 0
..................................... elofe) V- NeTol el ofoli N -V.Ne N P21 o N0 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
M045
V117 V118 M020
TACATTTACGTATATATAAACTAATAAGAAACACACAACGGTTCGCAGGATATTCTAGAGCCCAAACAACGTGCTACTCTGTCGGCGATTTGGGGGGGAACGGTGTGGGAGAAACGTTACCATTTATGGAGGGAAAGCTTTAACAATAATAAATACGGCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAATAAATGCTGGGTCACTTGATAAGGCTAATTAATTTCACACACGTTCACTTGA female
Read # Hit Total body male embryo head
R e N N A O N N O COCCCCCCe e e ))) e e N))) oo 1)) ) IIIIIIIDID) L)) e ) ) ) )) D)) ) ) ) ) ) ) ke ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* gjze Mismatch Count Norm Total body
........................................ el o elo Nelel NN 1ok YYD~ BN 1 1.00 1 0 0 0 1
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|lscf2 1100000004902:91527-|ldwi_ 5414 |ATG------ T--AAATGC---ATATATATTTG--—=——=——=—=—=—=——————— . — L Y S TCTTTGTGTGTTGC-CAAGCGTCCTATAAGATCTCGGETTTGTTGCACGATGAGACAGCCGCTAAACCCC-—~CCCTT==GC Cm == == = = = = — = = m e A-—-—- CACCCTCT--TTG-=-=CA-=—=—=——=—=—=——~— ATGGTAAAT--ACCTCCCT--TTCG-AAATT-GTTATTATTTATGCCGCTERCTCTCERTETITTCGATT TCGGGATCTTAT TTACGA - — = = = — = = = = = = = = = = = o CCAGT---=-—=-———————~ GA=—= === m—mmmmmmm ACTATTCCGATTAATTA-———=-—=-—=-—~-—~ N e Y H i L A N P G--—————- TGTGCAAGTGAACT
91769 -
droVir3|scaffold 13047:936802- dvi 125
937034 -
droMoj3|scaffold 6540:4939619- dmo_ 129
4939872 -
droGri2|lscaffold 14906:5355376- |[ldgr 461
5355665 +
dp5 |2:7251651-7252039 - ldps_3825 |aTR------ T--ABATERC---ATATATATINT IS - LNT el el dely - - -fefepde - - —-—-—-—-- CGAGAGAGTGTACGAGAGT A TAINC T A E ATCi{A TAEA SN T TC/SE\T[elelelNe - A GiNGINEENNiNdle clchuhichnielorNole\C/EFNErNCENE T T/eleliic CING Al - - - - B A8 TC T T TCCCAGCAGACGCCATTGTGATGATGT TGT TGATGATGATGATGAGGAGGRGGAGAGH - - A - — - B [ — - -[€AGGIGGAGGGE- - - - -BB- - - -ETTECcCACH - -ficcaARCldea el el ieiieehiiiel il hisler Ul ilsleelaNeRGiiC ARNSIONS G CC A EEEEEE T TAACCEA T T GG A A e CCACTACGAATACAAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCHCCAGTGAC A Nl AN - -y - -—--—--—--—--—--—--—-—- B — — — — — — = — = — = — = - - — B clele------ - -erccgiercTc]
droPer2|lscaffold 0:1112245- dpe 2479 |[ATR------ T--ASATIC---ATATATATIA TSN - LT Tel deld- — - - TG T G CGAGAGAGTGTACGAGAGTATAJNC T A e e e T ATCi{A T ARSI T T C/SF\T/lelele - A GIGINEENNSNle el et NelorNole) \C/EFNEFNCINE T Tlelehiic CING A[SISEENe - - - - BEIA ST C T TTCCCAGCAGACGCCATTGTGATREEEE GTTGATGATGATGATGAGGAGGIGGAGAGH- - A- - - - [ — e B G S e R - — - Ly~ T TR TEeL¥ [ i\ c TETCTCTCE T T T T T T CCATT TCGGGATC TTgT A CGACHISY- - - — - — - —- TTAACCHATTEGGA A T CCACTACGAATACGAATATATATACATTTGTGATCCCCCAGTGATCGCCCTAGTGATCCCRCCAGTGACHAINCHEEEI I AN - - - - - - ———- B — — — — = — = — = — = — = = - — R e e e EccTeTGCGeNee G T/ENe T C T
1112633 -
droAna3|scaffold 13340:938685- dan 4037 |[AT------ B — - — - - B - GIVGI¥AC - - CTTCAATCTGEEEEE AT CCEC 2 R A G A T LY — - — - AT AC ABGTGCCTG---------- TG~ CleaGC Ol CENETEAGATCTCGEGETTTGTTGCACGABGAGACAGIEIGC TAAACC CRi—— CClulat~ — Gl — — === == === === — = ——mmmmm oo elelelen——-—- feccervy--¢% - ———caAfl}- - AGIEA RS- - AlEclEcic T - -FeciN-Ea Al T - N TR N AT Al G Ch\G cTETCTCTCE T T T T T TCCATT TCGGGATC TTlE T A CCleca Ny - —- - —-—-- CAT R CGA R T 2 e e e e e - — - - - T A e G TG A T T T R B — — — — = — = == === - T T -y - - TCGCGAGGACACCCAGGATCTGATCTGG
9389064 +
droBipl|scf7180000394085:58776- AN —-——- - - — - — - — C A GG - - — - - AT C O CAAGATAGT R G O R e e TR G- cAAGCGT RN T@AGATCTCGEGETTTGTTGCACGABGAGACAGERIGC TAAECCHIC—— C i~ — Gl — — =~ === === === — = —m—mm oo elelelen-—--- G--G--GAAAAACAAA S GEE - — i Ci\C T - ~[ i€ AN - Gl TR TN T Al G CE\G CTETCTCTCE T TET T T TCCATT TCGGGATC TTlE T A C Gl - —- - — - -8 - - — - — -~ = — — - = e T acfarTTRCGAdEATTA- — -~ - - - ———- CC A CECATGAGEEREEEEE. G A CCCAGGACCTEGATCEEEE - - - - - - - - ——— - -]
59022 -
droKik1|scf7180000302475:1404668- Lelc-—-—-- - - — - — - — R G G - - — - - A T C O - e TINCIG T TGl cAAGCGTCRNETAGATCTCGEETTTETTCCACCANGACACAGERIGC TAAECCCCielc i - —ACE
1404928 +
droFicl|lscf7180000453800:2293358- O ————- - - 26— CACER GG - - - - - EE B T C T e I e e e TNCING T TGl cAAGCGTCRNETAGATCTCGEETTTCTTGCACGAGACACAGERIGC TAAACC ClYSelC i - —ACEY
2293612 +
droElel|lscf7180000490995:524554— AT@----—-- A I - - Ale - A CL N G Gl - - - - - B T C T e L e e TNCING T TGl cAAGCGTCRENETAGATCTCGEETTTCTTGCACGAGACACAGERIGC TAAARICCC - - Cl - —Ce
524815 -
droRhol|scf7180000777158:35491- AT[g------ A TIY- - A8 - CATEUGIIG]- - - - - B AT C T e e TSN G TTel- caaGCGTCRNETEAGATC TCGEETTTGTTGCACGASGAGACAGIRIGC TAAANCCC - - Cll— -E\cfe
SISME2 28]
droBialllscf7180000302402:8304618- AN —-——- R GT----E- - GliG]- - - - - EEEEA TCTCREEE A T C T e T e TSN G TTGl- caaGCGTCRNETEAGATC TCGEETTTGTTGCACGAGAGACAGERIGC TAAAcCC--CcCcCTl--[8cE
8304892 +
droTakl|lscf7180000415380:1425608- ST ————- T-- A GRS TE e T A T - — - — - ————————— T T C T e T Y e e e TeSNCE e TTel- caaGeoTCRNETEAGATC TCGEETTTGTTGCACGAlGAGACAGERIGC TAAACCC- - Col - -E\Ci
1425868 -
droEugl|scf7180000409692:687953- AT ------ - - A8 - CACEUNGIIGITNE - - cTAREEEEEEEEIE T T C T e e N e e e TSN G TTol- caaGeoTCRNETEAGATC TCGEETTTGTTGCACGAlMGAGACAGERIGC TAAARCCC - - CCIT TN TATCTEGAGCEERE - — - — - - —————— -}
688239 +
|dm3 lchr3R:6216915-6217191 + |[dme 373 |[@r@------ AEESY- - Al - CACINNGHGIFNN- - CTATEATATGEEEEEEE T T C T - e rRg\cG T TGl - cAAGCGTCRNETAAGATCTCGGGTTTGTTGCACGAGAGACAGEENGCTARACCCC-—Cl~ — GO - — = = — - — oo B---—-- —-——-—-AAA-- - TAA T[S A e A - — it 2\ CLXelelele L\ o~ 2 T/l N T Rl TEENel T Al i\ G c TEECTCTCE TG T T T T CCATH T CGGGATC T TI@NI\A CGACHSSY- - — - - — - —- W----eg-.-----—-—— TG AGA CAT T GACloe) el T T A e C TGATA TR TAACAGCTAINSCINENTE - - - - - - - - - EEEEEEEEEE - T CRCAATGCEEEEEEEE AT GCE T C R CATATCTEGAGTREER - — - — - - ——— - — - ——|
ldrosim2|[3r:14862224-14862507 -  |dsi_32455|[riyr e TN BRI TETETA T RGN NI Ne - - - - - - T A T C T e I e TINCIG T TGl cAAGCGTCRNETEAGATCTCGEETTTGTTGCACGAGAGACAGIRIGC TAAACCCC——Cl - —GCI - -~ m—m e B-—--- —-—-———AAA- - - TAA T A e A - — i v\ LXleTele! 1N (a2 ~ [Tl N TR i e T Al i\ c T BT CTCTCE T T T T T T CCATT TCGGGATC T TGS CGACHISY- - - — - — - —- N----e&e-.-------—-—-— T G2 R AGACAT TGAC e e T T A e G TTATA TR TAACAGCTCINSCINENSIE - - - - - - - - - R B r—————————- CRCAATGGEEREEE A CGCECA R TATCTEGAGCEREE- — - — - ———————-3|
droSec2|scaffold 0:15728268- FEEIREY I Ci{A TCTATCHATIY- - AlS- CACINIGHGIFNT- - CTATRATATCEEEEEE T T C T e A e e TNCEG T TGl - cAAGCGT RN T/EAGATCTCGGETTTGTTGCACGASGAGACAGIRIGITAAACCCC - Cl - —GC - ——m— - m oo - - ————- AAA---TAAT S A A - — iy v\ LXleTelel L\ n [Tl N TR i X T Al i\ c TETCTC TCE T T T T T TCCATT TCGGGATC T TGS CGACHISY- — - — - — - —- N----e-.-----—- TG A R AGACA T TG AC/H e el SFAT T AR GTTATATEEEEE TAACAGCTCINSCINENSN - - - - - - - - - EEEE BN —— - ———- CECAATGGEEREEEE A CGCC A TATCT[€GAGCREEE- — - — - ———————-3|
15728551 -
ldroYak3|[3R:10242686-10242945 + |dya 1794 |nE- - e R CE -T2 T—— - - ---——- T T C T N R-B LP-H- A e e TNCING T TGl - CAAGCGT RN T AGAT CTCGEETTTGTTGCACGAMGAGACAGHRIGC TAAACCCC——Cl - —GC - m - oo - ————-- AAA---CAATS A A - — iy v\ LXleTelel L\ (e 2 ~ [Tl N TR i e T Al Ci\G c TETCTC T CE T T T T T TCCATT TCGGGATC T TGS CGACHISY- - - — - — - —- W----ee-.-----——— - AGACAT TGAC/ ool el AT TAREEE. GTGATAT TAACAGCTTINSCINENSIEIC - - - - - - - - EEEEE— CC A CCCAATGG
droEre2|scaffold 4770:15403273- |(lder 1519 |AT@------ A A - - cl8- CACIMGHGINAC- - CTA TR A TA TG T AT CT TG T AT C T R A e TNCENG T TGl CAAGCGT CRENET/@AGATCTCGGETTTGTTGCACGARGAGACAGERIGC TAAACCECITel - — GO -~ ——————m oo - ————-—- AAA---CAAT T A e A - — 2By G ACLSIeRYe C G- (8 Al N TR i e T Al i\ c TETCTCTCE T T T T T TCCATT TCGGGATC T TIGNSNACGACHSSN- — - — - ———- - A GACAT TGAC/H e e AT TAREEE. GTGATATREEEE TAACATTTCCUCINENGA - - - - - - - - - EEEEEE BT —————————- CCCATTGG]
15403547 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91527-91769
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91527-91769
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:936802-937034
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_125.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4939619-4939872
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_129.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355376-5355665
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_461.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:7251651-7252039
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3825.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112245-1112633
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2479.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938685-938964
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4037.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394085:58776-59022
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404668-1404928
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293358-2293612
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524554-524815
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35491-35722
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8304618-8304892
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1425608-1425868
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:687953-688239
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6216915-6217191
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_373.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862224-14862507
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728268-15728551
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1842.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242686-10242945
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1794.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403273-15403547
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1519.html
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Genomic Position 7 ! I | |
Size Condition 1638550 1638500 1638450
Genomic Position
Hairpin partition -e- Sense -e- Antisense Mature
Hairpin partition Mature
Show Alternate Folds
Flybase annnotation
intron [Dwil\GK23609-in]; CDS [Dwil\GK23609-cds]; CDS [Dwil\GK23609-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads‘ show mid mismatch reads H
M045
V118
CTTGGAATGGCCCATGAGTACCGACACGGCTATCAGCATATGATGCAAAAGTAAGTAATTAAAAATGAAATATTACCCATATAATAATATAATTACCTGTTTTTCTTTTTTATTTGCTTAGATCTGAGGTCCTAATCAAATGCATGCAAGGCACACAAGTGGTTTGGCTGC female
Read # Hit |Total embryo body
Tkkkokdkdkkkkkkkkdkhkkkokkkhkhkkdkkkkhkhdkrdkkdkdkrdkrdkk  ((((((C. (CCCCCCCCC(Cn e e (CCCe e )))) e 1).))))L)))))) L)) ))))) ckkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** 5jze Mismatch Count Norm Total
.................................................................................................... TTTTCTTTTTTATTTGCTTAGA t « « e e e et et e et e e et e e ee e eiaeaenaeaeneeae 22 0 1 3.00 3 2 1
.................................................................................................... TTTTCTTTTTTATTTGCTTAGH. - -« oot i 22 1 5 1.40 7 7 0
....................................................................................................................................................... CACACAAGTGGTTTGGCTGC 20 0 1 1.00 1 1 0
.................................................................................................... TTTTCTTTTTTATTTGCTTAG  « « e e v e e ee e e e e e e eeaenaenaenaenaennennenaenaenae2l 0 1 1.00 1 1 0
................................................................................................... TTTTTCTTTTTTATTTGCTTAG . « + t e e et e ee et teee e e e ee e eeaenenaeaenenaes 22 0 1 1.00 1 1 0
Anti-sense strand reads
M045
GAACCTTACCGGGTACTCATGGCTGTGCCGATAGTCGTATACTACGTTTTCATTCATTAATTTTTACTTTATAATGGGTATATTATTATATTAATGGACAAAAAGAAAAAATAAACGAATCTAGACTCCAGGATTAGTTTACGTACGTTCCGTGTGTTCACCAAACCGACG female
Read # Hit Total body
Tkdkdkokdkdkkkkkokkkdkhkkdkokkkhkhkkdkokkkhkhdkkdkkdkdkrdkrdkk  (((((CC. (CCCCCCCCC(Can e (CCCe e )))) e 1).))))u)))))) L)) ))))) ckkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droWil2|scf2 1100000004837:1638412- ||dwi 2287 |CTTGGAATGGCCCATGAGTACCGACACGGCTATCAGCATATGATGCAAAAGTAAGT -——————————————— AATTA-AA---AATGAAAT---—-—-—-- ATTACCCATATAATAATA-—--—-———- TAAT---—-- T-—-—--- ACCTGTETTTCTT----- T--TTTATTTGCTTAGATCTGAGGTCCTAATCAAATGCATGCAAGGCACACAAGTGGTTTGGCTGC
1638582 -
drovir3|scaffold 13049:18569080- crigccaTceclgcacrTACCGACANGGC TABCAGCATATGATGCARAAGTEAGT - - - - - — - - —————- GGICINA - - EEETINA ALY - - [T - - ——————————— BT TCAARE- - - NTGCAGH-AGTGATTTGANCINAAINA - Il TCAAISEIGIIA C - CCAACININNGNSNEGSilC I TIVACINETNNIINC eldNe T O VNNl chlielclehiele
18569245 +
droMoj3|scaffold 6680:12677985- HrEccEaTcoccAEcARTAllCGACARGGCTATCAGCABATGATGCAAAAGTARGE-—-—--———--————- GIARTH- - EEE - FGiAJY- - - EEEEEEEE - N XU B — - - LYY - - TN T The - - - I\ - I NI YA Gl T c TeAGG TR C Tl8A THA A TGCATGCAAGGCACHCAAGTGGTTTGGCTGC
12678140 -
droGri2|scaffold 15110:19045534- crlgccaTceclgcacallracilcacaficeldTaTcaceaTaTcErcaldaacTlgacT-- - - - - - - - - AATT/E- ARSI NA A TR AN - - — - ————- A s e - - B Y LI NN T TN S NN I N\ - ST NS TR T NN G A TCl8GAGG T C THA T CARTGCATGCAAGGCACHCAAGTGTTTGGCTGC
19045702 +
ldps |XR_group8:8197302-8197471 - | |cTEccEaTeecccadeacTaclcEcalicccTafcaceaTaTcliTccaliarcTARGE- - - - - - - - - - - - ———- AT - -fndcEner---------- cClicRGGCHIGCIGCINAC A REEEE AT -—-—- I cSTAAjiACiiA AIEEEEE T--fErthirTleciINeAcATCcEc e TEcTiATCANETGCcATGCAldcccACkcAlgcTeaTTGGCTGC |
ldropPer2|scaffold 40:388400-388569 - | |cTEccaTcecccaldeacTacicgcalicccTafcaceaTaTclirccaliarcTARCg- - - - - - - - - - - ————- AT A - CA - - R T e G cclicllcGiNiG G CEVAGH A REEEE T T-—-———- cBraalliaclia AlEEEEE i G TiE ClE T A CINEENNE Clel\A BINGIShN TINSENAGieleF NTeler\G elelel-No/c oF\ clelifelelii cfelelshdele |
droAna3|lscaffold 13337:11129462- crlgecanTceclgeacrTacilcEcaceeeTalcaceAlaTGATGCARAAGT AR TN NG NI L T XS XeTelel . T - e — i ———————— - e = = = = = = CER - - —- R TAAREEA GATEARTClIAAN- - - EEEEE B XX letdacrcEcacTec Tldergr rlgrceaTcealgsceacdcancTeeTlTGGC TG
11129617 -
droBipl|lscf7180000396569:260451— Sl G EleF-VNlelele T[F\C T~ NGl n [el G Sh-NCIelelehv C I NI N CI NN NHelF VNN NI T Al G TGAT TATCTTAAAGCCIC - - - - BEE - — - — - — - - EEEEEEE B — — — — — — — CR - — - - Eaiia TAAREEIA cAINGART Clila Al - - - EEEEE - B GCAGICHT T GCINE GiNe ClAClelifelehi G Gl GENACINElS NIl G eleler:Ne C/h:VNel¥elehi s ilelelehlele
260606 +
droKikl|scf7180000302441:3506425- criccaTcechcacallTacilcEcaAllcec TABCAGCAATGATGCARAAGTAAGT -~ - - - - - - - - - ———- ccclicRINT TR TIAGCCACACCCTGGGTI- —- - - - — - —- - — - ——— - B CTTTARE- - -llCACCGH-AATEEEE- — - - — - —— - - - ClIEEEEE T TCANCIEIT T I NEENNS ClefNA Sl Gl ISRV GITEI N Teler\G eletel:Nel c [oF\ cfelil relid Glilelelehlere
3506590 -
droFicl|lscf7180000454065:1276455- Wri\cclaTcecccAGAGTACLCECACGGCTATCAGCATATGYTGCARAAGT@AGT -~ -~ - - - - - ————— - T A Gl — — B N A 1 T — - — --———————————— - _BcTTTRTCEE - - - - B A GABRECCGCTTAICACCACCEEEE -y T TiieeAcleT cBcalic TEc TlgaTcanETGecAaTGCAldcccackcalgcTeaTlgreee TG
1276610 -
droElel|scf7180000491193:5155285~ HrleccarececcacacTaCclcacGGCTACAGCABA TG TGCARAAGTAAG-—-—--—————————- TINNAGA - - EEEINAAE; - — - EEEEEEEE - —————————————— BT TCCCCEE- - - -EEEEA A GAREEIA TACTAACINCA - - - - -EEEEE T TCANTIICATEGC/NEINNE ClIN TG ISRVl NEIEG elelelNe o\ c/elilelelii G llelelehiCe
5155438 -
droRhol|scf7180000768856:49340-49494 crlgecdaTcecceaTcacTacilcgcacceeTaldcaceadaTGlTGCARAAGTEAGY- - - - - - - - - - cicala - - BEEINACTEG - - - EEEEEEEE - - ————————— BT TTCCCEE- - - - A TGAREEA TACATACINCA - - - -[IEEEEE TR NN Tl ThCIIeAGA T ClEcAlGTlEcTAATCAETGCATGCAlGGCACECAEGTGGTlgTGGCTGC
droBial|lscf7180000302193:5275099- cticcEaTcecceacarafflcEcaceceTacaccaBaTcliTecarARG TG T-- - - - — - - ——- - ——-—- TTC-GC- -l ATCl - ——-——--- BTTCTTCCRS 2 A GCREEIA GT TS AA THNACIA AT EE i TGATiICC TGCIUNEINNS ClelN T ehNeleli TINASEVAGITE TINElerG eletel:Ne/c oh c/elilelelii G ilelelehlere
] (] [
2275257 +
droTakl|[scf7180000415420:137652— WrEcceaTcccccalcacTacilclecaflcecTalcaceaTaToljTccAAAAGT@AGT - - -~ -~ - - - ————- CGililGT - - B BATC - ———————- --—-—-———————————_BcTTTTCCEE- - - - BN - AGGAATCCETITINIAC]iACIEEEES licTGalTiicCTTGCIN el CleRN Tl /ol NNV G Nl Xidelel\: efe~ [\ cF G /chlelelicifelelsiiele
137812 -
droEugl|scf7180000409711:5218590— HrleccEaTeccccABGAGTANNGECACGGCTATCAGCABATGITGCARAAGT[EAGT -~~~ — - —————————— cTA-GT--EE T C T - - - - ———————————————_EATTTCTGEE- - - -EEEEA A 2 ABEEGAAGT TACIRAITIGCIEEEEE WA TGAINTAACTEGC/NEINNE TN TSGR CINETEVAGINEISNEIIG ele TS C [\ c/elilelelii A ileleleli T/e
5218748 +
|dm3 llchr31:20775381-20775540 = || |BrBccBarcecccacacraclcacaccGeTATCAGCARATGRTGCARAAGTAAGT - - -~~~ - - - - - ————— TEAGHTEEN~ CTTINEC - - - -----——————————--BrrrTrCcCChN- - - - B~ TACTTATIIVAACTCCREEE RN\ TR reteln cle T c TG ARG TEC TlgaTcAAETGCATGCAgGGCACACABGTGG TETGClTGC |
ldrosim2|31:20336827-20336987 - I |irEccEaTeecccaldeacTacllcacacGGCTATCAGCABATGHTGCARAAGTIREGT-—— - - - - - - - - ————- TT - - - C T Cle - - -----——————————---JFcTTTCcCccTCCl - - R liCERA TACTTATIIVAACTCIEEE RN T e cEeAcle T cTcAlGTEC TlgaTcAAETGCATGCAgGGCACACARGTGG TETGCRTGE |
ldrosec2|scaffold 11:674476-674637 - | |irEccEaTeecccaldeacTacilcacaceeeTaTCAGCABATGHTGCARAAGT/HEGT-—— - - - - - - - - ————- TiNA A - - - CTCE- - - -——-—---—--——————-BcTTTCCCTCliCc- A JiCEE A TACTTATIINAACT ClIEEEE ceTaafiTiicccicclNE Gl el cl NSNS SN G eI NI NI c /el yelelii Gilele Tilels |
ldrovak3|35:19774545-19774703 + I |irEccEaTceclcaleacTaclcgcaceeeTaTcaceABATClTGCARAAGTEGT- - - - - - - - - - - ————- TINAAGT - - BEETINVEC - - - EEEEI. --———————————————_BcGTTCCCEE- - - - R IWCEE A TACTTATCIlAICACIEEEES GTTCANGH- cClGiFNEciteiNe T/l Gl I IV Gl VeIl G [eleler:Ne c[oF celi¥elehi c ilele lilele |
droEre2|scaffold 4784:20466176- HrleccEaTeccccAEGAGTACKGECACGGCTATCAGCABATGITGCARAAGTAGT -~ - - - - ————-—————— TIACGT - - BEETIGIEC - - - EEEEE T - —————————————— - _BCTTCCCEE- - - -EEE ICEREIA TACT TATIRIA CCACIEEEEE kv rhirildecledacleTc TealicTlEc TleaTcARETGCATGCAGGCACCAEGTGG T TGGITGC
20466334 -
Generated: 09/08/2015 at 10:37 PM
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crit.loop 0
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crit.pairing 1
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004837:1638412-1638582
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	scf2_1100000004943:943514-943577 +
	confident-exception
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_3394
	scf2_1100000004943:9146176-9146243 -
	candidate
	3p_tailed_mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_127
	scf2_1100000004513:3464547-3464604 +
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_3459
	scf2_1100000004943:12868124-12868231 -
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_2943
	scf2_1100000004921:432447-432513 -
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_2858
	scf2_1100000004909:9668872-9668947 +
	candidate
	3p_tailed_mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_162
	scf2_1100000004961:5211533-5211599 -
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_3966
	scf2_1100000004963:1269369-1269424 -
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_878
	scf2_1100000004513:3978899-3978965 +
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_2870
	scf2_1100000004909:10326098-10326159 +
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_119
	scf2_1100000004585:3269208-3269277 -
	candidate
	3p_tailed_mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_819
	scf2_1100000004513:724957-725019 -
	candidate
	Mirtron
	antisense_to_intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_389
	scf2_1100000004510:597106-597161 +
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_3254
	scf2_1100000004943:4030318-4030378 +
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_1253
	scf2_1100000004521:4804142-4804197 -
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_5417
	scf2_1100000004511:5276800-5276888 +
	candidate
	Canonical miRNA
	CDS
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_5414
	scf2_1100000004902:91577-91719 -
	candidate
	Canonical miRNA
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_2287
	scf2_1100000004837:1638462-1638532 -
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dwi_935
	scf2_1100000004513:5555258-5555311 +
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs



