ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
dgr 19 |scaffold_15081:2051005-2051068 - | Known Ortholog | Canonical miRNA intergenic |

Legend: mature star [TRFX SUEITTNSY, mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
V109
TATTGTATTTAAACGTGGAGTGTTTCAATTTCCAACTGGACGGTTTCTCCGAGCGGGCATGAGAGT TTTATTTGCTTGCATTTTATATCAAATACAATTTGATGTTCGCTAGGAGGCATTGTCCACATGCAACAACAAACACATGAACAAAAGAGCTAAGCACT
Read # Hit Total male
khkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkk ((((((((. (((((. (((((((((. . (((((. (((((( .............. )))))) .))))) .))))))))) .))))) .)))))))) L. kkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkk gjze Mismatch Count Norm Total body
........................................................................................... ATACAATTTGATGTTCGCTAGG . « « e et et te et et et et e e e ee i eaeeneeneeneenae 22 0 1 22.00 22 22
.................................................. GAGCGGGCATGAGAGTTTTATTT . + « e v ettt ettt e et et e e et e et et e et e et e e et et et e e e e ee e e e e eaeeaeneneeneeneea. 23 0 1 2.00 2 2
.................................................. GAGCGGGCATGAGAGTTTTATT . &« v ettt ettt ettt e et et e et e et e et e e e et e e e e e e e e e et e ettt e e e ia e 220 1 2.00 2 2
........................................................................................... ATACAATTTGATGTTCGCTAG . « « v e e e e e ee e te e et e eeeaeeeenaenaenaenaenaennenan 2l 0 1 2.00 2 2
........................................................................................... ATACAATTTGATGTTCGCTAGGE. . oo ittt i i e i i e 231 1 1.00 1 1
Anti-sense strand reads
ATAACATAAATTTGCACCTCACAAAGTTAAAGGTTGACCTGCCAAAGAGGCTCGCCCGTACTCTCAAAATAAACGAACGTAAAATATAGT TTATGT TAAACTACAAGCGATCCTCCGTAACAGGTGTACGTTGTTGTTTGTGTACTTGTTTTCTCGATTCGTGA
Read # Hit Total
khkkkkkkkhkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkk ((((((((_ (((((. (((((((((.. (((((. (((((( .............. )))))) .))))) .))))))))) .))))) .)))))))) L. Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*xk*x gjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droGri2|lscaffold 15081:2050955- dgr 19 |TATTGTATTTAAACGTGGAGTGTTTCAATTTCCAACTGGACGGTTTCTCCEACCCEECATCACACTTITATTIGCTTGCATTTTATA--TCAAATACAA- -~~~ TTTGATGTTCGCTAGGAGGCATTGTCCACATGCAACAA
2051118 -
drovir3|scaffold 13042:917545-917684 |ldvi- ((SAENTENSA T(Sleleln ApNT CIXFATRTINS CAA T TERRA A C TG CleciRyT™e C T CliGACCELN e CA TG T NI TAT TR CETClA Tl TlEa TA -~ TcA A AT ALNE AR E S BT TleC T T CGC TARGAGGIA T TG THC AR N
— mir-
974-2
droMoj3 |scaffold 6496:18752790-
18752882 -
droWil2 |lscf2 1100000004902:3977087-
3977237 +
ldp5 |XL_grouple:7489387-7489436 - | |

ldroPer2 |lscaffold 1:5855801-5855830 - ||
ldroana3|scaffold 13340:4981-4986 - |

droKikl ||sc£7180000301816:324341-
324351 -

droEugl [|sc£7180000409672:5447404~

8447423 +
ldrosec2|lscaffold 21:514153-514198 - ||

ldrovak3|x:4182572-4182578 - I

Generated: 09/08/2015 aABB53PM
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

RPORRRPRRPRORRROOOO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2050955-2051118
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2050955-2051118
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_19.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:917545-917684
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi-mir-974-2.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:18752790-18752882
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:3977087-3977237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:7489387-7489436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:5855801-5855830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:4981-4986
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301816:324341-324351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:5447404-5447423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_21:514153-514198
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:4182572-4182578

ID: Coordinate:

Confidence: Class: Genomic Locale:
. . . . . View on UCSC Genome Browser {Cornell Mirror}
dgr 20 [scaffold 15081:2041161-2041226 - |candidate-rescued |Canonical miRNA || intergenic
Legend: mature Star [T Y0 BURI TS0 mismatoh in read
Predicted structure
Small RNA-seq Read Density Read size distribution
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Show Alternate Folds H

Flybase annnotation

intergenic

No Repeatable elements found

Sense Strand Reads

Hairpin partition - Sense - Antisense Mature -# Star

hide 3p reads H show mid mismatch reads H

AGCATTCGTGGCGGGGAATCTGAGTGAGCCCGAGGATGCATCTGGTAACTAGCCGTTCCTGTGTAGCCAAATAGTTGGTAGCACGATTGT TATTTGGCACATCAGTGACTGCTGGTTAACGGTGAGCGCACAACAACCGCCAGAGGATCATTATCTTAAAGGGATG

Condition-specificity

|
~o°$
étai'
S
Condition
M041
v109
female

Read # Hit |Total male body

L KkKkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total body

............................................................................................ TTTGGCACATCAGTGACTGCTGG ¢ « ¢ e v e e e et eeee e e e e ee et eieeneeeaeneeneneaa 23 0 1 7.00 7 7 0
.............................................................................................. TGGCACATCAGTGACTGCTGGT « « + v v e e e v e te et te e et e ee e eiaeneeeaeneeae. 22 0 1 4.00 4 4 0
............................................................................................. TTGGCACATCAGTGACTGCTGG « « + t e e v e ee e ettt te et e et ie e eieeeenenaeaeneeaen. 22 0 1 3.00 3 3 0
............................................................................................ TTTGGCACATCAGTGACTGCTG e ¢« e e e e et e et ee e e ee e eneeeeaeneeaenenaeaenneaenenae22 0 1 1.00 1 1 0
.................................................. AGCCGTTCCTGTGTAGCCARATA . « e e et e e et et et e ettt e e et e e et et e et e e e et e ettt e e ettt ettt e e et et 23 0 1 1.00 1 1 0
............................................................................................. TTGGCACATCAGTGACTGCTGGT « « ¢ e e e e e et e e e e eeeeaeneeaeneeaeaeneeaenenneaanas23 0 1 1.00 1 1 0
............................................................................................. TTGGCACATCAGTGACTGCTGGTT . ¢ v v e ve e e eeeee e e eeeeeeeneeneenaenneneenaen. 24 0 1 1.00 1 1 0
............................................................................................ TTTGGCACATCAGTGACTG . « « + e e e e e e ee et e et e e eneeeaeneeaenenaeaeneeaenena 19 0 1 1.00 1 1 0
.................................................. AGCCGTTCCTGTGTAGCCARAT .+« e e ettt et et e e e et e e e e et et e e et e e e e e e e e et e et e e e e et et e et ettt en e 220 1 1.00 1 1 0
Anti-sense strand reads

TCGTAAGCACCGCCCCTTAGACTCACTCGGGCTCCTACGTAGACCATTGATCGGCAAGGACACATCGGTTTATCAACCATCGTGCTAACAATAAACCGTGTAGTCACTGACGACCAATTGCCACTCGCGTGTTGTTGGCGGTCTCCTAGTAATAGAATTTCCCTAC

Read # Hit |Total

************************************.(((..(((.((((((((.(((.((((((.((((((((((((

No data available in table

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

------ 3)))--2)))))0)))))):)))-)))-)))))N)))))--))).

Jkhkkkkhkkkkhkkkkhkkkkhkkkkkkkkhkkkkkkkk*k* gize Mismatch Count Norm Total

phyloP LRT conservation scores

Conservation

2041250

2041200

2041150

Genomic Position

Hairpin partition

Species | Coordinate ID Alignment

droGri2|lscaffold 15081:2041111- ||dgr 20 |[AGCATTCGTGGCGG-—-—-—-—-—- GGAATCTGAGTGAG-CCCGA-—-————— GGATGCATCTGGTAACTAGCCETTCCTCTCTAGCCAAATAGT TGGTAGCAC-—————————————————-— GATTGTTATTTGGCACATCAGTGACTGCTGGT TAACGGTGAGCGCACAACAACCGC---CAGAGG---ATCATTATCTTAAAGGGATG
2041276 -

drovir3|scaffold 13042:902968- |[dvi 45 [(SANISATINACGIRINNSNRINNLINA 2ldiTiNn Gl Al - C G AN ISR NNeleGcAaTC TGGTlEACT AAGTET AV C TN T CGTAAGAAAATGTACGT TONUITIMVN B LIElF NI NIF NI NG [0 A TERGNAC G AGRARNT TEFNINNTNC e S G CHcEINEA CAGIN - - - - - fdcldenerdNcaTG
903171 —

droMoj3|scaffold 6328:2897605- |[dmo 206 (ARCENT H T — — — - - ————— - - - - - - -Ec§cEcTcaTENTAGACAATECCCENNINEleGINet (e s T AAGT[ET SGAGRC TINS TCGTAAGAAAATGTACGT TN TIME L LIl XTI NN NGO A T/ECICGAGNANT THININNC G/Nele - - EE - — - - - —— ———————————___]
2897757 -

droAna3|lscaffold 13417:2460897- ||dan 75 GCA@CGTH ——————————— B — e — - — - — == = - - -clefsci¥eccliiciNecGERA) AACTET crlEcieccapy------ - - - - - - ——————- XS \rATTTeeCACETCAGTIACINGCNC T T ARG TleA GCGCAClE A CR i - - - - - —
2461010 -

droBipl|lscf7180000395874:32019- GCAECGT= ——————————— B e CE e TEACiEEE AACTCT GrEcdEeCAY- - - - - - N X AT TTGGCACETCAGTIAC GG T T AR A G G A A -~ ~ e~~~ e ——————
33024 =
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2041111-2041276
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2041111-2041276
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_20.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:902968-903171
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_45.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:2897605-2897757
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_206.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:2460897-2461010
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_75.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395874:32919-33024

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dgr 24 |scaffold 15081:2041300-2041363 - || candidate-rescued || Canonical miRNA || intergenic
Legend: mature Star (TTTPVS TPV PRI, mismatchin read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense - Antisense Mature -e- Star
Hairpin partition Mature & Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
V109
ATAAGGCACCTTGTCCAAGGTGTGTCATCGACCATCGGCCATTTGAGATGAAAGGGCCTTTTTTAGCTGCTATGTGAATTTTTCGACTAATCATAACAGTTAAGAGGGCCTATCCTCTCAAATGACGCACGGGCAACAGCATTCGTGGCGGGGAATCTGAGTGA female
Read # Hit |Total male body
R e e L O A N O N N N N N T O U INN)IIIIIIIIIDDIDIDD) L)) L)) ))))))) L)) kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x 5ize Mismatch Count Norm Total body
.................................................. AAAGGGCCT T TTTTAGCTGCTAT « & e v et et et et et e et e e ettt e e et ettt et e et e et et et et ettt et et e et eaenenenenenea. 23 0 1 3.00 3 3 0
............................................................................................. TAACAGTTAAGAGGGCCTAT . & et vt et e te e e et e te e teeteaaeaeaeaeaeaeaeaea 20 0 1 3.00 3 3 0
............................................................................................. TAACAGTTAAGAGGGCCTATC .+t vt vt et e e ee e e e e eeeeeeaeaeaeaeaeaeaeaeaeaea 2 0 1 2.00 2 2 0
............................................................................................. TAACAGTTAAGAGGGCCTATCC . & vt et ettt et e et et e et ettt 22 0 1 1.00 1 1 0
.................................................. AAAGGGCCTTTTTTAGCTGCTATG . + v e v e e e e e et e e e ettt ettt ettt et e et ettt e ettt ettt et ettt e et e enenenenene. 24 0 1 1.00 1 1 0
Anti-sense strand reads
M041
TATTCCGTGGAACAGGTTCCACACAGTAGCTGGTAGCCGGTAAACTCTACTTTCCCGGAAAAAATCGACGATACACTTAAAAAGCTGATTAGTATTGTCAATTCTCCCGGATAGGAGAGTTTACTGCGTGCCCGTTGTCGTAAGCACCGCCCCTTAGACTCACT female
Read # Hit |Total body
R R e e N N I N N O T N O O I)))SIIIIIIIIIIDDDD) L)) D)D) ))))) L)) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x* 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
droGri2|lscaffold 15081:2041250- |ldgr 24|ATAAGGCACCTTGTCCAAGGTGTGTCATCGACCATCGGCCATTTGAGATGAAAGGGCCTTTTTTAGCTGCTATGTGAATTTTTCGACTAATC----ATAACAGTTA=ACACEECCTAT CCTCTCAAATGACGCACGGGCAACAGCATTCGTGGCG-——~=———=———=—=—===G-=—————=——— GGAATCTGAGTGA--——-—=-—-~—
2041413 -
drovir3|lscaffold 13042:903134- e 2. TEYT G ALl A A ARG GCClST T T T AC TGC TATG TGEAT T T T TIGAC TAlE T CLEI e CTGIA TITGCOIMINGI - — - - - - — - — - - — - —-[dINAA8ACAdEA TAACGATAACGATAACGATAACAATAACGATINAC THAINEC/TEEEEEEEEE
903276 -
droMoj3|scaffold 6328:2897735- |ldmo 91 [|n i . e/ B G G C ClST TT T T[T GC TATG T G AW T/ T(elepyn fy T elelsl cCLGIXen CTGHA TCGGGTINUATINIAC-[EGTGCCATCTETIHECG- - - - — - - -EEEEE cTcaCAATCEEE-BGGCAATATCGAT - - - TiRECEC/§GTCATCGAT2
2897868 -
droAna3fscaffold 13417:2460998-
2461102 -
droBipl|scf7180000395874:33012-
33104 -
PASS/FAIL
Generated: 00v0.8/@015 at 0735 BM
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 3
rescue.candidate 2


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2041250-2041413
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:2041250-2041413
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_24.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:903134-903276
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:2897735-2897868
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:2460998-2461102
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395874:33012-33104

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dgr 465 | scaffold 15121:203666-203754 + |candidate-rescued | Canonical miRNA | CDS

Legend: mature star |18 niz0e i BLEN iS00 mismatch in read

Predicted structure
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dgr_465_annot [-42.4]
Show Alternate Folds
Flybase annnotation
CDS [Dgri\GH23323-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads “
MO041
V109
GAGGCGGAGGCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCGTCTGGTTGCACTGGACAAATTGAATTCAGCGCGACCACGCATTGCGATACTCACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGTTCCCAGTT female
Read # Hit Total body male
AR R R e e e e N (N N T N (DRI R SRR DD DD I D DD S DD D DD D D N A N )).)))) . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*** gjize Mismatch Count Norm Total body
...................................................................... GGCGTC T GG T TG ACTGGACA . « v v v vt e e et e e ettt e e e e et e e e e e et e e e et e e e e e et e e e e e e e e e e e e a2 00 1 2.00 2 2 0
................................................................... [eTodNe]elofeli Todinel el el el -Noti ] e NP~ A O 1 2.00 2 0 2
........................................................ elofeliey:Ne) el eler:Nelel el etk e et cTo D72 A 0 1 1.00 1 1 0
........................................................ eTefelile7:Nel Nk el 0Vl o] e 1ol R~ o BN 0 1 1.00 1 1 0
................................................................................................................................................................. CGACGCTCCGGTCCAGGA. . .. v..... 18 0 1 1.00 1 1 0
....................... (07:NeleleT0r-Ne7:V-Neleloki el el eToTof el o] o1 c 720G SN 0 1 1.00 1 1 0
.............................................................................. GTTGCACTGGACAAATTGARTTC . v v v e e e et e e et e e et e e et e e et e e et e e e et e e e e e et e e e e e e e e e e e e e e e e e e i e e ci e 23 00 1 1.00 1 1 0
......................................................................................................................... TACTCACGCAGGGC TGT G e v v v et ettt e tee e steeeeeeeneeesneeeaneenneennea 18 0 1 1.00 1 1 0
................................................................... eTolNe] eTof el dodiel e el o) o 4l e 21 ORI O 1 1.00 1 0 1
................................................................... eTohNe] eTof el okl e el el -\ o4i ] e 23 N O 1 1.00 1 1 0
................................. eletelifelete]olelelef ol ey-Ni el N eTed-Ni Lokl o] e L 2% s SO 1 1.00 1 1 0
.............................. (07:V:Neelohifelelelefofelotef ey Vi) N e e7:Ni 1 ol e RPN~ B S 0 1 1.00 1 0 1
................................................................................................................................................... CTGCTCATCCAGCACGACGCT . v v vt v e eeeeenneean.. 21 0 1 1.00 1 1 0
........................................................................................................................ ATACTCACGCAGGGC TG TG e v e v v v ee et ee e tae e seeeesaeesnaeesaaeesanenneeanaaaaa 19 0 1 1.00 1 0 1
.............................. (07:V:Ne] Tk eleTeTof o] eTotef €N )X e RN s R 0 1 1.00 1 0 1
................................ )Nl elohieleleTof ol eTotef €N )N e R A I 0 1 1.00 1 1 0
.................. i eleley-Nelelelor-N ey V-Neleloki el el e]otof el ol o1 ey-N: R 10 BN 0 1 1.00 1 0 1
..................................................................... ) NeleTof el dodine] el el ol ot el eV os N~ b7 N O 1 1.00 1 0 1
..... e1edNelelotel VN eTel el sk eToTer-N o] e et o)- NN 720 TN 0 1 1.00 1 1 0
............................................. GAT GAGG AT C T G G T GAGAT TG e & v v v s e e s e e e e e a e e e me e e e e e aee e aae e aae e oeee s aee e ae e aeeeeaeeeaeeeeseeeeeeeeeeeeneeeeeeeeeeeeeeeeseeeeeeeeeeeeneeeneennaaa22 0 1 1.00 1 0 1
........................................................................................................ GCGACCACGCAT TGCGATACTCACGC A . « v v et e ettt ettt ettt ettt ettt ettt ettt ettt ii e i 2T 0 1 1.00 1 1 0
................................................. e €7\ ol et of €2 17X 7-Ni il R s O 0 1 1.00 1 1 0
............................................................................................................................... CGCAGGGCTGTGATCCCGTGCTGCTCA . v v v vt v e ee e eeeeeeneesneennnnennaaa 2] 0 1 1.00 1 1 0
........................................................................................... AATTGAAT TCAGCGCGACCAC . « v v e e ettt et e e et e et e e ettt et te ettt e et ettt ettt et et e e eieeee 20 1 1.00 1 0 1
................................................................................................................ GCAT TGCGATACTCACGC A . « v v et ettt ettt ettt ettt ettt ettt eiieeiiaeeiaeeaa 19 0 1 1.00 1 1 0
................................................................................................................................ GCAGGGCTGTGATCCCGTGCTGC e v v vt e ettt ettt et eiieeiieeeneeeen 23 0 1 1.00 1 1 0
................................................................ el elor:Nelelo] et el et el eTor-N L U3~ B 0 1 1.00 1 1 0
................................................................... GCAGGCGTCT GG T TG CACTGGAC . + v v e e ettt ettt 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 e e e e e e e a2 0 1 1.00 1 1 0
.................................. etodi el eTel ol o] eTef el e )N e PPN I : I 0 1 1.00 1 1 0
.............................................................................................................................................................. GCACGACGCTCCGGTCCAGGA. v v vvv.... 21 O 1 1.00 1 1 0
.......................................... eTof el ey N NeTeT-N ok el el e 7N e N~ R 1 1.00 1 1 0
.............................................................. (€3 el ) e 1] € ki €L s 1< I 0 1 1.00 1 0 1
.................................................................. elefol Neletofeli ot elelisiyeloy N et e eV ol N P Jo BN O 1 1.00 1 1 0
........................................................................................................... ACCACGCAT TGCGATACTCACGC A .t v v ettt et e e et ee et te ettt et et ettt eiieenea 24 0 1 1.00 1 1 0
........................... (eTo) N0 V-Nel el okl e el ot o] €0 o1 e s BN 0 1 1.00 1 1 0
.................................................... AT CTGCG T GAGAT TGG I . - v v v ot e ettt ettt ettt e et e ettt ettt e ettt ettt ettt ettt e et e et et e et e e e e e e e e e e e e e 19 2 3 0.33 1 1 0
Anti-sense strand reads
CTCCGCCTCCGCTTCCGAAAACGGTGCCGTGTTCCGACCCGGCGGCTACTCCTAGACGCACTCTAACCGTCCGCAGACCAACGTGACCTGTTTAACTTAAGTCGCGCTGGTGCGTAACGCTATGAGTGCGTCCCGACACTAGGGCACGACGAGTAGGTCGTGCTGCGAGGCCAGGTCCTCAAGGGTCAA
Read |# Hit |Total
khkkkhkkkhkkhkkkhkkhkkhkkhkkhkkhkkhkkhkhkkkhkkhkkkkhkkkkkxkx ( ( ( ( ( ( ((. ... ((((((((_ . ((((((_ ((((( ......... ))))) .)))))))))) . ) ) )) ... .)))))))) ((((. (( ........ )) .)))) _******************************************************* size Mismatch Count Norm Total

No data available in table

Show Alignment With Reads “

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2|lscaffold 15121:203616-203804|ldgr 465 [[GAGGCGGAGGCGAAGGCTTTTGCCACGGCACAAGGCTGGGCCGCCGATGAGGATCTGCGTGAGATTGGCAGGCCTCTCETTGCACTGGACAAAT TGAATTCAGCGCGACCACGCAT TGCGATRCTCACCCAGEEETETGATCCCGTGCTGCTCATCCAGCACGACGCTCCGGTCCAGGAGTTCCCAGTT
+
drovir3|scaffold 13049:22492155- dvi 158 |GAGGCGGAGGCGEAlccTTTGCCcACHGClgcanGaiTGGEccecceaiaficaTCcTGCGTGAGATTGGCANeCEECTEGTEecEcTelaiian AldTa A TR CldclEccoaccacGeATTGCEATACTCACCCACEECTETE A MCCCGTGCTGC TIATICAGCACGA RETINCGGTCCAGGAGT TICCAGT(E
22492340 +
droMoj3|scaffold 6680:17099715- dmo 114 |(lcaflccllcacoceaficc@rTTGCCACGGCECAAGGCTGCECCGCCGATOGGATCTGCGTGAGATTGGCANACCTITGCETEGCACTCECAAITEAATTCAGIIGCGACCACGCATTGCEATACTCACCCACEECTETCA R CCCGTGCTGCTCATCCAGCACGA R INAGGT CCAGGAGTTCCCEGTE
17099900 +
droWil2|lscf2 1100000004511:5276753- ||dwi 5417 (IGAGGCGGAGGCHeaGCTTTGCCcACHGEecAgcccTGaciN e chmmalcATCTGCGEcAGATTGGCANACCTIMING TldcfedicTecalda AlTA A TldcAlYiccleccaceeaT To A FACHNACECACEECTETCA T CClec TalTGC TCATHC AN A G AR ThiCc GG Tieri\cAG T ThicClgG T T
5276935 +
EEE IXR_group6:4377269-4377451 - |ldps 3829 [caceeeeaceecplccrrrociaccecicacccToclcEicccummrRGATCTGCCEGAGATTGGCANECETCTEETEECECTEEACAAArcanTEcEccaceacclicceaT o[ FRCHMEEEACEECTETEA TCCCGTGCTGCTCATCCAGCHECAMMmIC GG THEARGAGT THc ClgeTl |
|droper2|lscaffold 9:2666450-2666632 -|ldpe 2483 |cacecceaceec@pficc@rrroclacccccaBcccTeclcEcccmmrRcaTcTcecfcacarTeccalecerereeTfgecEcTecacaragreaarfdcicccecacclicceaTToc[dABACHMCECACGEECTETEATCCCGTGCTGCTCATCCACCHECATMECGGTHEARGAGT T CEeTE |
droAna3|scaffold 13337:4137398- dan 4038 |[GAGGCGGAGGCGEAGGCETTEGCCENsccldcadNccT ool aNdicImmacGATCTGCGNGAGATTGGCAINeCcadcTeeTldcc/dirlscacardercanlrclgiccilcldccldcecaT Tl HCTCACECACEECTETEATCCCGTGCTGCTCITCCAGCASGA TmeNC GG TECAGGAGTTCCCEGTHY
4137580 +
droBipl|scf7180000395450:265903~ cacGeGGaGGeaEacclTTcccdicocfcadNcc ool NG cRmecGATCTGCCRGAGATTGGC Al ecaldcTecTlecclailecaiiardeT o A A TR R CINNXEC clic GI\A T TGl HiCTCACECACE TS~ T CCCGTGC TGCTCHTCCAGCAlGC A PREMeRIC GG TECAGGAGTTCCCEG TS
266085 +
droKikl|[scf7180000302272:666720- GAGGCGGAGGCGEAGGCHTTTGCCAcGClacAnN AT GGl N A GGATCTGCGTGAGATTGGCAINNCeTCTeETleccaAlNTGeaCAA rfdTRA A TS CldicGCalgccACGCAT TG A HSETEACECACEEHTETEA TCCCGTMCTGCTCATCCAGCAGCA PR THC GG TlEcAGGARTTCCClEG TS
666902 -
droFicl|scf7180000454048:724237— cacecpcaceceacecET TRcc NN cA ¥ T ccldc ciNec cRmecGATCTGCaeacaTTGGCAlNeceileTecTldccdNrccacarrfdrcaaTclEccocdgcclgcceaT oA TACTCACECACEECTEMEA T CCCCTC TGCTCATCCAGCAECARRTIC GG TECAGGAGT TCCCEG T
724419 +
droElel|scf7180000491255:1412092- GAGGCGGAGGCINEAGGCET T ccdiccclac AN c Toolc ci¥ec e GATCTGCCGAGAT TGGCAlNeceldcTecTleccaNrccacardedTcaaTlecdcccoacclcGeAT ToClYaFACTEACECACEECTEEEA TCCCGTGCTGCTCATCCAGCAGCA PRI TEC GG TECAGGAGTTCCCEG T
1412274 -
droRhol|sc£7180000769477:970-1151 + || |cacecceacecEacecrTlccc@lccclca @M recEciNEccimmaccaTcTrecageacarTeccafleceiicrcerEecEcrecacaralircaaTlcEccocdgccicceaTTccBATACTCACEEAGEEETEEEA TCCCGTGCTGCTCATCCAGCASGAMTICGGTECAGGAGTTCCCEG T
droBial|scf7180000302193:2253859- GAGGCGGAGGCINdAGGCHT T clgNcccldc Al T GGEc ci¥ec cimmeGGATC TGCGYGAGAT TGGCAINeclacTeeTlecclairlcacan AldrcanTldcldccocalgccldcecaT T cldn HCTCACECACEECTEE AR CCGTGCTGCTCHTCCAGCAGGA I THC GG TIECAGGAGT TCCCEGTHY
2254041 -
droTakl|scf7180000415706:66150-66332 cal¥icceaceclencecrTlEcccddcocfac AT colEc ci¥ec cRmecGATCTGCCEGAGATTGGCAINscaldcTeaTlecclecTecacarddTcanTlecldccocalgeclgcGeAaT To ClaHECTCACECACEECTEEEA TCCCGTMC TGCTCATCCAGCAGC A RREeRIC GG TIECAGGAGTTCCCEG TS
droEugl|scf7180000409711:6101268- GAGGCGGAGGCINSARG T T8ccclddcaclac AlgNNiT GGl LY NG e GGA T C TIC GTGAGATTGGCAN6ceTCTeeTlecclaNrcelgcar T TRA A TR C[GNc G calge clgcGeAaT To clAHEETEACECAGEECTETEA TCClG TC TGCTHA TCCARC Algc A PR C GG TRC AGGAGTTCCCEG TS
6101450 -
|dm3 llchr31,:13013579-13013761 -  |ldme 245 |lcaceeaeacecifdaceclgrrldcccEccciicrgaNercoldciiNec cammeccaBcTeeccacarTeccaleceilcTeeTEc N cealta N A ARlEc c ccclgc clgc seaTTocAHETCACEEACEEETEEE TcchicTRc Toc THA TR AGc Aldc A I THC GG TECAGGART TCCClge T8 |
ldrosim2|[31:12704028-12704210 - lasi 32458|cacecccacecldacecrrcccBccce A gdNgrccc ciaccmmecca8c reccgeacarreccafleceiirecrEccrccata~ ¥ M AfEcEc cocdfgc clicseaTTocRATHCTCACEEAGEEETEEE~ Tcclic TR Tec THA THC AGc Al A I TRIC GG TECAGGAGTTCC g6 T |

droSec2|lscaffold 0:5185164-5185346 -(ldse 1846 [IGAGGCGGAGGCHEAGHCETTEGCCccCcEcAgdNeTcccCiNeccRmmacGARCTGCGEGAGATTGGCANGCETGET/EcClaN GeaAldA YN\ AlfeclE8ccacagcclgcceaT T TCTCACECACEECTEEEA TCcc TR TaC THA THicAGCAlgG A R TIC GG TIECAGGAGT TCCCEG T

ldrovak3|[30.:13092482-13092664 - ldva_1798 |cacecieacecsrcaclr TcecElccccAEaNaT e cieC cmmecGABCTGCCRGAGAT TGGC ANGCECTCETECCEN CCAA NN A Alslcl\cccclccliceeaT T cldn HEEHEACEEACEECTEE A TC CliG TG TGCTIHATHCAGC AlSG A MM THC GG TECAGGAGT TCCClEG Tl |

droEre2|scaffold 4784:13021112- der 1523 |[GAGGCGGAGGCEAGGCETTEGCCccclcadadNeTccfcciXecchmmecGAlcTcecdeacaTTeceailecadeTecTldccdNrccaldarG¥NM A alddcldcceoacclcceaTToca e T CACECACEEHTEEEA T CClGTGCTGCTCATCCAGCAGCA DR TICGGTECAGGAGTTCCCEGTS
13021294 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15121:203616-203804
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15121:203616-203804
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_465.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22492155-22492340
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_158.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17099715-17099900
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5276753-5276935
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5417.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:4377269-4377451
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3829.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9:2666450-2666632
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2483.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:4137398-4137580
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4038.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395450:265903-266085
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302272:666720-666902
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454048:724237-724419
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1412092-1412274
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769477:970-1151
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:2253859-2254041
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415706:66150-66332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:6101268-6101450
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:13013579-13013761
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_245.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12704028-12704210
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32458.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:5185164-5185346
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1846.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:13092482-13092664
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1798.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:13021112-13021294
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1523.html
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[View on UCSC Genome Browser {Cornell Mirror}]

dgr 63 |scaffold 15110:14615388-14615449 + || candidate | MiRNA |intron

Legend: mature star (08 (E1d BTN T T T T _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dgri\GH 16685-in]; CDS [Dgri\GH16685-cds]; CDS [Dgri\GH16685-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
V109
TCACCGTGCAACACGCCTCCATCCAGTCCGGCGCGGCAGGCCATCCGAAGGTTGTGAGCAGTGTTAAGTGTTTGCACACAGTTTAATGTAATCACTTCTGTCTTCCAACAGATCGACGAGCGTGCTCAAAAAGACCAGATGAAGTGGCCAGGCTCGTCTCTC female
Read # Hit Total body male
Tkdkkkdkdkkkkdkdkkkkdkdkkdkrkdkdkrkrkrk (((L((.oo o (CC - COCC- COCCCCe e e o (OO e e e IINI)IIIIIDD) D) )))) i ))) i l)) L)) S kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body
........................................................................................ TAATCACT TCTGTCT TCCAACAG e « v v v vt e e e e e tteeee e e tteaeeeeetseaaaaeeanaaaaaaaa 23 0 1 10.00 10 10 0
........................................................................................ TAATCACT TCTGTCT TCCAAC A . « v v v et eee et taaeeeeeeeenaaaeeeeenaaaneeennnnanaaaa22 0 1 2.00 2 2 0
.................................................. GTTGTGAGCAGT G T TAAG TG T T TG A e+ v ot e e e e e e et e e e e e e et e e e e e ettt e e e e ettt et e ettt e e ettt e ettt e e e e iiiieeeaa 26 0 1 2.00 2 1 1
......................................................................................... AATCACT TCTGTCTTCCARACAG e &« e e e e e et teeee s e teeaeeeeeeeaaaseessaaaaaeenennaaa22 0 1 1.00 1 1 0
......................................................................................... AATCACT TCTGTC T TCC R e« v e e ettt e e e ettt ee e e ettt et ettt e ettt 18 0 1 1.00 1 1 0
Anti-sense strand reads
AGTGGCACGTTGTGCGGAGGTAGGTCAGGCCGCGCCGTCCGGTAGGCTTCCAACACTCGTCACAATTCACAAACGTGTGTCAAATTACATTAGTGAAGACAGAAGGTTGTCTAGCTGCTCGCACGAGTTTTTCTGGTCTACTTCACCGGTCCGAGCAGAGAG
Read # Hit Total
************************************(((. (( (((. (((( (((((( (((((. ((((( .......... ))))).)))))))) ))) )))) .))) )) ))) L hkkkkkkhkkhkhkhkhkhkhkhkhkhkkhkkhkhkhkkkkkkhkkhkhkhkkik | gjze Mismatch/ /Count Norm [Total

No data available in table

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment
droGri2|scaffold 15110:14615338- |ldgr 63| TCACCGTGCAACACGCCTCCATCCAGTCCGGCGCGGCAGGCCATCCGAAGETTCT-GAGCA
14615499 +
drovir3|scaffold 13049:17567950- |dvi_sé|AcaccRrecf@acaciiccTeclirccacic cmmacGGCANGEMATCRGAAGE T Ea Sy
17568124 -
droMoj3|scaffold 6680:22608021- ifec/de Nele I TINS CldleiNele CiNlINE CSle - - - eI TEC T Gie A FNNe e AAGAT  AACTEEE T R —— - — G- - — - —— - — - — — - A2 T C AT G - - - - - [RGB - ARG TAATCTCCCTCTCCTCTGCHECNT NSNS TS TIRe CC GV NNV Ne T SINe CIENNEC CETCTACTCTCA TSNS C C/SiNSiRe c 2 2 [T 1, 7 7 7
22608195 -
droWil2|scf2 1100000004511:803414- TcACCHTGAAMACGCCTCC/dEcCAGTC CmaNGCASCNE TV A A GEHT NN IAL S by======n - ACAAI A A A e A CliCs - - — - T C A A A TGC T AA TC T T C R i - —— — = — - —-— - CTATIGATHCCEEEEEE e ile CileleciNNEENNE CINe CINE T ClNe GINGINAGINNE C R A NI SN NeliCA TG TGCTATGGSRINA IS ARTE - - - - - - EEEEEEEEE
803582 +
dp5 XR_group8:4051273-4051428 TclgccdreaacaciiccldccifeicacT e mmac Giic Ascade TG G EHaNiCiClemsasaas P -y -—----—- -—-———- - - ———-CT/ AT ACTCT TGCAATCCACTGCTAATCAT R i = = = = = - - - — - - NGGAGTCT T CRE e TCTTCCHACAGATCEACHAGIETGETEAAAAACClEAGATGAAC - —————— -~ CC-AGG P i~ — — = == == === —
+
droPer?2 ;caffold_29 :283512-283667 TclgcclercijaacaciicclEccifgicacTccmac ciic Al e TidclE ORI NGiclRiCE= == ===~ ATTC
+
droAna3 gcaffold_l3337 121978026~ i T(ele Ti¥ele CININC A [Sehiele TiNeIeFNE C[Sfe - - - A eI T/Ec Al AAGINE I AAGAACT TGGTGCCTAATGTACTGGCGCGART - - —-— - -F- - - — - — - ———— ]
21978164 +
droBipl|scf7180000396730:444924- ifelT/efe Il NNI e lelilele THIINE Cofe - - - 2 e INCEGAINEAAAGINEEliGAGTCCT T/ TGGTTTAATAT TATGGCGGAARS - — - — - - -FE8
445062 +
droKikl|lscf7180000302808:556935- TcfccllrceaniiacceclccifeccacTccmc ciic alcEcET cllcaacEHGEECACLYE
557082 +
droFicl|lscf7180000454048:242676- TcaccErccfeacachjcciiccldeccacTccmcCoiic Alc e T Cl¥ A A BT T NG EgA= == === AT T A i — — e — — — — = — = = = = ATATAAAATIIT-AANccTTATTRTAINACTEEETAIBIITAAACC]
242831 +
droElel|lscf7180000491255:1907042— TclgcclerccfacaceeclccldeccacTc cpmc ciic AlcECET N A cETTSICAICH
1907184 -
droRhol|lsc£7180000757643:94-227 - || |rclccrecacaccecBiccalgecacTccmmccic AlcECETEN ACEHS NG S e
droBiall|scf7180000302428:1330436— TclgcclrccacaciiccccdccacTecmmacciic ANGECETENGA A CETT NG e
1330579 +
droTakl|scf7180000415332:30303- ifec/deciler cININe T[leCsle c CINElNele - - - ~ e TN EcEciAAAGNEEliGAGTCCTTT|
30438 +
droEugl|scf7180000409121:4718-4849 TcacclgreclacachiccldcceccacTocmac ciic ANcECE TN A cETehleh ik diA= === == I VO I T= === === i — — e G A e C — — — = — = — = — = — IATHA G- - - EEE WTARAC-—-AL - - e — - —————— ShlelsdicacacaTcEacEaciercgrianfdancciacarcancm-—--—-—--- - et — — = = = == == ===
[dm3 |!§hr3 1:13459955-13460090 - || |rcaccBrecacacicciicceccacTccimmaccic AlcECE TN AcEH S NGC/qCAT=E=mm U el [ofs) [memasanas it — — i G C A eIl ] - — — — — — —— — — =~~~ ART T - - cilanEc-—-AN-NeTh-ie--—--——-—- TIXISCleacacaTcEacleacifdr et aBracEcldrcaTcrac TR - - - —-- - —- i ety — — — — — — — ————— |
ldrosim2|[31:13163449-13163583 - | |rcaccrecldacaciiccrccaccacTccpmmac clic AlGEE TINNA A B NICANCASSEESn U Il [l smmmmmaas = — — — — - B — — — — —[E]e7 G C T ART T - -~ cranec---AFA-AeTh-ffd--------- TXSIACEACAGA T CRACEAGIlETCleTEA Al ACEcldrGATCARG T - — - ————- -~ e — — — — — — = = = = = = |
droSec2|scaffold 0:5635167-5635302 ilSNele Cilele CINGNe T{elelifele c CIINELNele - - - e TATECEGITAAINNEclicAGTECTH SN e A TGTCC TR e e GO ETOE N — — — — — — — = — = = — = — = = = = = = EATHGIG - - - EEEE crArEC---I¥-Rerh-ffed--—----—- TXIINClSAcAGA T CaCldr il rcleTA AlEr ACldClrGATGAAG TR — - —- —— - -~ i e — — = = = = = = = = = =
droYak3|3L:13562569-13562705 - TcaccErccEacachccTececcac T GRCARGECETEN A A e NGICAIdA= == === VXL Jelefi=—=—===== ———— - - - — - - S G S A T T e e - -[liG- - - R U NACIEEE C A CRIA THITE T CEEEEEE INII\cEacacaTcEaclaccETcETEr A cEcErcaTcARG TR —-—-—-—-- o e — — — — = === == ==
droEre2|scaffold 4784:13472123- ilSINele Cilelel CINI NS T{elelifele C CIINELNele - - - ~ e TN ECECIAAAINNE L iGAGTEGTGI ST EATGTCCTE - - —— [ GC TR e I\ TG CIAG CEEEIC A A JUNACEEE CACEA Tii TR CCREE et liccCaCINGNEENE ChNG CINelS CINE GliGEVAGINNE C 8GN UITVNeli - - EEEEEE e — = = = = = = = = = =
13472264 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:14615338-14615499
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:14615338-14615499
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_63.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:17567950-17568124
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_86.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:22608021-22608195
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:803414-803582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:4051273-4051428
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_29:283512-283667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:21978026-21978164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:444924-445062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302808:556935-557082
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454048:242676-242831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1907042-1907184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000757643:94-227
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:1330436-1330579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415332:30303-30438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409121:4718-4849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:13459955-13460090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:13163449-13163583
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:5635167-5635302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:13562569-13562705
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:13472123-13472264
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[View on UCSC Genome Browser {Cornell Mirror}]

dgr 282 |scaffold 15110:2766481-2766531 + |candidate-rescued |Mirtron |intron

Legend: mature star [fIc) iz1(d 811 ifg =1 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity Conservation
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Genomic Position 18 20 o 20 ¢ | | |
Size Condition 2,766,450 2,766,500 2,766,550
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
dgr_282_annot [-14.1]
Show Alternate Folds “
Flybase annnotation
intron [Dgri\GH15903-in]; CDS [Dgri\GH15903-cds]; CDS [Dgri\GH15903-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
V109
AGCAGCTGATTGAGCTGCGCAGCAAACGCGGCTACAGCTACGAGGATGAGGT TTGTGCAGTATAAGTAGTATAAACAATTACTGATTATATTGCCATGCAGATCACCTGT TCGGAGCAGTGCCTGCCGGATTATCTCAACAAGCTAAAGTC female
Read # Hit |Total body male
dekdkdokdekd ke kok koo ko koo k ko kkdkkdkkdkkdkrkk (OO CCC(Ce e e e et D) NI ... dkhkkkkkkkkhkkhhkhkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkxkkkk**x**x gize Mismatch Count Norm Total body
................................................................................ ACTGATTATATTGCCATGCAG . ¢+ ¢ v et et ettt te et e e eete et ieeneieeaenaenenee. 2l 0 1 11.00 11 11 0
.............................................................................. TTACTGATTATATTGCCATGCA . ¢ e e e te e ettt teee e e en e e enetaenenaenenneaeneeaes 22 0 1 2.00 2 2 0
................................................... T T TGTGCAGTATARGTAGT . « « + e e et et et e et et e e et et e e et e e et e e et e ettt ettt e et ee e eieeaeneaeneeaene. 19 0 1 1.00 1 0 1
................................... AGCTACGAGGATGAGGTTT « & « v e e e e e et ettt et e et e e et e e e e et e e et e e e e e e e e teea e e eaeaeaaeneeaeneeaenenneaeneeaeneeaenaa19 0 1 1.00 1 1 0
......................................................................................................... CCTGTTCGGAGCAGTGCCTGCCGGATT e v v v v e eeeveenen.. 27 0 1 1.00 1 1 0
................................................................................. CTGATTATATTGCCATGCAGH. - - o it ittt ittt it it i it e e e e 2l 1 1 1.00 1 0 1
................................................................................. CTGATTATATTGCCATGCAG e « « v vt e et e te e e e e e et e e eetaeeetaeneaenenaeaas 20 0 1 1.00 1 1 0
......................... ACGCGGCTACAGCTACGA . « & ¢ v e e ettt et et et ettt e e et e e e et e e e et e e et et e e et et ettt e et e e e e e e e, 180 1 1.00 1 1 0
Anti-sense strand reads
V109
TCGTCGACTAACTCGACGCGTCGTTTGCGCCGATGTCGATGCTCCTACTCCAAACACGTCATATTCATCATATTTGTTAATGACTAATATAACGGTACGTCTAGTGGACAAGCCTCGTCACGGACGGCCTAATAGAGTTGTTCGATTTCAG
Read # Hit Total male
dedk ke ok ek ke ok ke ok ke ke ke ke ke ke ke ke ke ko k (L ((CCCCCCCC (CCC(e e e enn.. MIMDN) I .. ... khkkkkkhkkkhkkhkkhkkhkkkhkhkkkkkkkkkkkkkkkkkkkkk*k*k*k*k**** gjze Mismatch Count Norm Total body
...................................................................................................................... CACGGACGGCCTAATAGAGTT. .. .cocn.... 21 0 1 1.00 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
droGri2|scaffold 15110:2766431- dgr 282 |AGCAGCTGATTGAGCTGCGCAGCAAACGCGGCTACAGCTACGAGGATGAGGEETCTCCACTAS=TAACTAGHA TA-—-A--——ACA——————————————————————————_ ATTACT GA -~ == === =~ — = —m oo TTAT--ATTGCCATGC-AGATCACCTGTTCGGAGCAGTGCCTGCCGGATTATCTCAACAAGCTAAAGTC
2766581 +
drovir3|lscaffold 13049:1678559- acciiccTeal¥callcToeceaceaaldcciiceeTacABc TACGAGGAT/A GG CTIICAC e ~[clelic i~ [\~ - - Al - - — - - - - e ———— T C R e T IRy - —-Eerile- -[ar ThieelelcC - AGA TCACCTGETCBGAGCAGTGCCTGCCGGATTATCTIGAACAAGC TIEAAGEC
1678714 +
droMoj3|lscaffold 6654:2140864- aXegicc TN caccTGeaeacEaaldcccoae TANARITACGAGGATA GG N A i — L i Xegel A — — ~ A - ——— AR - - — - - - S\l -[FEEINiTcc-AcaTcaciTeTTCEcACATGecToeclcaTTAc TR A ACAAGC TAAAGEC
2141031 -
droWil2|lscf2 1100000004511:6212236- crleT/eehiciNaNeINeINelde T G NG ole Teleleh T/ T[N FNiCiNele VGlEc - - 1N - - - BN - TT- - - - -cclAAAGGATAGHTIATCCATCAGTCATCCTCTCTTATATGTACC - - - - - -EEEE T T T R L C R hyrrleir--flerciidircciacaTcaccragreccal¥gaidrcecroccocaratddcaacaniic tleaaiNec
6212411 +
EiEE |XR_group6:9098438-9098590 + | [clEa T T/shia G o /S NEheste G G I NN Nele el NSl T N C A 2 A TS T A G C e T T N i G O e ———— C — — — — — = — TG T T2 T ATcliccERTCITEG TN NI NleINolelie C idelelerNe ~ [Nel¥elsleli T SlelelelACivAc G ClI VATV NelshiciVNeA ». |
ldroper2|scaffold 3345:4208-4360 - | |BciNgc riXaeecacc TeccgdecaaacaicccTAARc TaccaAfcAT G AG NN RICHEE -~ TR T A EA - -BA- - - Bca- - - - - - - [ - - T G T R T e rlele- fleirhiclircc-acaTcaccTadreceaciacraecTiccocaradedsdcaafiaacc TEAAGEEY |
droAna3|lscaffold 13337:15564458— AcLliC TRfEcAGCTGeGgaecaracGgcclTANAEC TACGANGATGA GG NN G NI N T I B  ~ - --B- - - Gl e T e A —— === T T T - ATCIVNATAT)ENA T T TNl NI NN TN CIeelelNA 2 INEINElISNe Il CiFNN G C T NN VNElIiGIVNE S
15564609 +
droBipl|scf7180000395832:141660- AGLERC TIIIEGAGC T GCGlEgeCARACGEGGHTANABC TACGANGATGAGGE NN N CS NI VNI VB X\ N - - [ - - [ - - — -~ T T G T2 e T IRTI NI iRt GC-AGA THACHTGETCGGANAGTGCCTGCcoGATAT]dcARCARGC TIEAAGC
141814 +
droKikl|lscf7180000302351:784267— aclpic TR c TGl cEedeA A calgcce TAlAC T ANG ARG A TGA GG N e T N i~ T2 - — — [l - —— [~ — ————————————————————————~— —— - —GAA CTTA T G ACCCCTATTCTAACTTCTAAACKCERGANESTIIA TN TININE CileeleNA 2 INehVe T(slifelele C /N CIFNG C ATNNIVNEINCIVNE G
784431 -
droFicl|scf7180000453841:377811- AgXiCc TG AN TCRCHSNsA A ccliG Gl TACAET ACGANGA TGAGGC NN E LG VA= Yol A/ N X, T2 — - - A - — -~ ACH-—— - ———————————————— - - G GGG A CCT T TG T R e B C R AAAINNARESNAliC T A THE[EYNINMSRNG Tile Cieleler\a AJNNE T Sl T/Se T[T C A C G CINNINNE TIUNNNA 8
377970 -
droElel|scf7180000490564:1516903- A TiAEG AN TGN  c clicclyTAC AT AflG AlG A TG A GG NNClEC e  e A T2 - -2 - - - @G- - - - - G A A T T T T T A TR T T ~,sN-—F Tl -[S\riiyNirhic-AGaTcaccTAgreGeAN A G TGlc Tldc CRAGAT TAT[HA A CAAGTARAGIEC
1517062 +
droRhol|scf7180000780091:312677- AFXeEC Teaec AR TR A A cclicGC TAC AT ARG ANGA TCAGC N AT e N e A g \A TA — - - A - —— - AT - — - - — -~ - T C A A A T CC T T A TR e - TTiCCCREGART TATAEININMSENSIIIE Cileleler\a AlNNelelehi /e A TN c CTVXTNNA TiiGIVNE e
312838 +
droBial|scf7180000302428:7070184- Al cTldr G AGC TN A A cclicGC TACANTACGANGA TGAGC NN NClEC T e N Xe T A, — - - A— — -~ AClg-—— - —————————— - — - T A R A CC T CT T T R e e ~,N——— AAACGAREIGAIT TATHAREININUSENSICIIE CielelerNe A/ NelleleletiC /e T/eINC N G C VNI NNE TiiciV A cl8
7070342 -
droTakl|lscf7180000416006:70980-71139 geNehic T Tcallc Tl cEdd a2 A coicce ARSI TAG ARG AT GAGCEN NN\ N e - T ACT AlEA - - - A- - - —-ACA- - - - - - - - ——— == T (A CC T A TG T B2 aaccTcEEGARTATTiIAININUTING Tj¥e Cilelelei\a 2 Nelfe T Siic /e T[FACiFNiG CINNIVNElhiGiVA G &
+
droEugl|lscf7180000409711:2528336- [AracTSiCIC Gl diNelslelec c G CEVle T/ee TiiA T C /SR T e e Nele C A A e A TSl Al G T T Tl C A R o T A T CC T G T A TR e B e aacANABEGART TAT)IAEININNING Tjde Ccilelelei\a » [Nl ¥elsleiielsle T CivNic CINNIVNE TilGIVNEGe
2528498 +
lam3 llchr31.:10656778-10656939 + | ANecTlalEc AR T casda aacclicec TACASC TACGANGAT GA G NN e N Tle s ST p S e Bde Al A - - — A - - — - ACA-———————— - e ACECANSE B Eelehy -~~~ —————————————————————— e [XSrhyel- -[I¥ IR c-AcaTcAcRrddrcceal¥acTeccTiccllcairaTEecaacaachrleaniYec |
ldrosim2|31:10403795-10403956 + ldsi 30746|2fNec rerSEc AR c TcEES  AacalicecTACABCc TACGARGAT A GG NN e e = I e A A — — - A— - -~ ACA————— - ———— e Cl N YA C O T 2 2 G T e [XSrhyel- [ I\ c-acaTcAaccTddreccaciacTeecTic cllcairaTEecaacaacirleaniYec |
ldrosec2|scaffold 0:2877921-2878082 apNTeC TeaEc Al c Tl A colicee TACABIc TACGANGAT GAGCEN NI RIC T N e = TR eI N A A - — - A - — -~ ACA--—-— - T A A CC T A A G T B2 e aciiTcEEGANT TA THA I NI NIelie CiisleleNe A L Nelieloleli T #fel I CiFA C G CIYNINNE TN A cl8 |
ldrovak3|31:10655440-10655601 + | [caccliiciicclgasitealtc e cal NN Nete el NS N e e le & N e Nelelc A A A TS G Al G N T TCCC T A T A T e e e ——— A G A A 2 T T T 2 G T B2 e et Al -fdrriichiTi\c-acaTcaccTorcldcal¥IacTGceThc il o rldTAaT/dsc AacARGETEA AINEC |
droEre2|lscaffold 4784:10655138- aANeC Tl ec Al e TN G der A coficGe TACABC TACGANGAT GA GG NN NC I N elel e g N ¥ - - - 2 - - - -ACA-—-—-— - - - T NG A CTGA A G T e ;- ACIACEEGIRIT TE TiiA I NFNNINC Tile CilelelN~ AfNeleleleli T $lel» SFNCIFAC G CHIINTINNEISiCINA /¢

10655299 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:2766431-2766581
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:2766431-2766581
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_282.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:1678559-1678714
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:2140864-2141031
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:6212236-6212411
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:9098438-9098590
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3345:4208-4360
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:15564458-15564609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395832:141660-141814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302351:784267-784431
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453841:377811-377970
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490564:1516903-1517062
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780091:312677-312838
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:7070184-7070342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000416006:70980-71139
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:2528336-2528498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:10656778-10656939
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:10403795-10403956
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_30746.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:2877921-2878082
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:10655440-10655601
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:10655138-10655299

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dgr 463 scaffold 14906:2448977-2449060 - || candidate-rescued | Canonical miRNA | intergenic

PSR L v igmis match 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
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M041
V109
GAGATTAAGCAAAGCAAAAAAGGGCGTTCAGTTCGTAAATAGATTGGGTTTTCTAGCTTAACCAATGTGGCACTTCCAATGAAAAATCAATTTGCAATCGTTGGATGTTCTCAGTATTGGTTATTGGCCAGATGAATCCAAACACAGCAATAATTAAAACCAAATACAACAACAAAAAACTGTA female
Read # Hit |Total body |male
dhkkkhkdkhkhkhkhdkhkhkhkhkhdkhkhhkhkhhkhhhdkhhkhdkhhhhdkhdkk T O O N N 1ININDD) D))o ))) )N ))D D)D) L u))) L)) ) L)) Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*k** gjze Mismatch Count Norm Total body
.......................................................... TAACCAAT G GG ACT TCC A s & e e e e e e e e et e e e e e e e e e e e e e et e e et e e et e e ettt ettt e et e et e et sttt e i et e et e e 200 1 5.00 5 5 0
.......................................................... TAACCA AT GTGGCACT TCC AR T GA e« v e v e e e e e e e e e e e e e e e ae e e e ae e s aaeeeaaeeeeeeeeaeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeneeeeneeeenenenannanaa 24 0 1 2.00 2 2 0
.......................................................... TAACCAATGTGGCACT TCC AR T G e v v e e e e e e e e et e e e e e e e et e e e e e e e ee e et ae e et te et ee e et e et e tee ettt e e et et s teeeieeeaneaae. 23 0 1 1.00 1 1 0
.......................................................... TR ACC AR T GT GG AC T TCC AR T v v v v e e e e e e e e e e e e e ae e e aea e aaeeeaaneeeeaeeeeeeeeaneeeeeeeeeaeeeeneeeenaeeeeaeeeeneeeneeeeneeeeneaeennaaaa22 0 1 1.00 1 1 0
.................................................................................................... T T GGA TG T TC T CAG T AT TG Tt e v v v e e e et e e e et ae e et ee e eeee e aeaeeanaeeeeaeeeaaeeenaneenaneenaa 2l 0 1 1.00 1 0 1
.................................................................................................... TTGGATGT TCTCAGTAT TGG e « v v e e v e e et ae et eae e oaeeeneeeeneeeeneeeeneeeeneeennaeennaeenaaa 20 0 1 1.00 1 1 0
.................................................................................................... T GGA TG T TC T CAG T AT TG T T v v v e e e et e e e et ae e e tee e eeee s aeeeeeeeeeaaeseeaeeenaneennnennaa 22 0 1 1.00 1 0 1
.......................................................... A A CC AR T G GG ACT TCC e 4 e e e et e e e e e e e et e e e e e ae e e e ee e e ae e ee e e tae e tee e eeeeseeeeeeeeeeeeeeeaeeeeaeeeeaeeeeeeeeeeeeenenennaaaa 19 0 1 1.00 1 1 0
Anti-sense strand reads
M041
V109
CTCTAATTCGTTTCGTTTTTTCCCGCAAGTCAAGCATTTATCTAACCCAAAAGATCGAATTGGTTACACCGTGAAGGTTACTTTTTAGTTAAACGTTAGCAACCTACAAGAGTCATAACCAATAACCGGTCTACTTAGGTTTGTGTCGTTATTAATTTTGGTTTATGTTGTTGTTTTTTGACAT female
Read # Hit |Total body male
hhkkkhkhkkhkhhkkhkhhkhkhhhkhkhhkhkhhkhkhkhhkhhkkhkhhkhhdhkhhdkkx N N O N O O 1INIIND) D) ))) D)D) )Y ) L u))) L)) ) L)) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjze Mismatch Count Norm Total body
......................................................................................................................................... GGTTTGTGTCGTTATTAAT T T . v v v v et e eeeeeeeeeaennenaana 210 1 1.00 1 1 0
............................................................... N0 N 0T ol e €72 WX e i X Ok i 4 N~ N O 1 1.00 1 0 1

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

droGriZ2|scaffold 14906:2448927- dgr 463 ||GAGATTAA-G--——---—-——-
2449110 -

drovir3|lscaffold 13047:9559452- SREIIPYYRE C- - - - -IArcccTTTCGACGANNNES GG

9559625 -

droMo7j3|scaffold 6540:7667642- dmo 270 |GACETEAA-ds- - XITN\CArAGClgAA
7667816 —

droWil2|scf2 1100000004902:9400242- W -—-—-—----
9400366 +

dp5 |2:16675577-16675703 - ldps_3828 | ——E—-—-------

droPer?2|scaffold 0:3721647=-3721773 |dpe 2482 | kltbbdd-g-————"—"—"—"——-
+

droAna3|scaffold 12911:3664275- dan 200 || eeiektebebete E-—————————-
3664396 -

droBipl|lscf7180000396640:523322~
523439 -

droKikl|lscf7180000302810:681876~-
682022 +

droFicl|scf7180000454114:125810~-
125944 +

droElel|scf7180000491194:1479877~-
1480024 +

droRholl|lscf7180000779322:264829—
264947 —

droBial|lscf7180000302035:101939-
102066 +

droTakl|lscf7180000415712:510701—
510838 +

droEugl|scf7180000409488:463456~-
463563 -

lam3 lchr3r:27444091-27444228 + | [
ldrosim2|3r:26724064-26724207 + lasi 32457 cEm - - ————-
| | | |
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:9559452-9559625
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http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_200.html
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415712:510701-510838
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409488:463456-463563
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:27444091-27444228
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:26724064-26724207
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32457.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2807:1133-1276
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1845.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:28380205-28380369
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1797.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:530473-530616
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