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[View on UCSC Genome Browser {Cornell Mirror}]

dmo_ 89 scaffold 6328:2897958-2898052 - | candidate-rescued | Testes-restricted | intergenic

Legend: mature star |(nt) k1 BLEN g5 mismatch in read

Predicted structure

7 N . e . .
@@:g@ Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
/ @/@?‘\f@@ o - o -
50~\ \©\© I} L]
\ | —
/ 0
L _ i
¢ [Ts) D_ .
P S > 8
BUN
o R P ®
/ \@\@\so U]G_ % [
7+ o c g™ T o
o & =9 as O < = I e
@ 40—@—"@ E "6 (=] E @
g : : :
o ° i :
bd — — _
S 3 3 8
G\/®/®90 g_ Eg—
Z:Z l -‘\ o = % |
30-@ | —
vt o = | | | | =
' | | | | | o o — = || ) N & &£ a.
m‘ 2898100 2898050 2898000 2897950 28973900 o I I | | I | | I \q}o \qf\g X Q}{\Q
©—e—®-100 o o —
s . Positi N o
Genomic Position 20 21 22 23 24 25 26 27 & - I | | |
@B .
=2 Size Condition 2898100 2898050 2898000 2897950
Genomic Position
Hairpin partition - Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
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GTCGTTCTCCCTGAAACCAAGTTTCGAATAGATTTCGACTTGTTGGGTACTTAGTTGCTAACGTGGCCAATATTTGTAATATGTTTACGTGTTATCAGTTCCAAGGGAGCATGCGTGCGAAAATAAGGCACTTTAGCAGCCAAGAGTCCACAGTCCAAGTCCAGCATTATCGATAAGTTCGCATCGAATCTCAGC female
Read # Hit Total male body head embryo head
ok ok ok ok ok ok ok ok ok ok ok ke ke ke ke ke ke ks s s ek ek k(G GO OO COCOOO0C 000w (00w e e e et (Ceeee. ... (CCCCC-- NN ... )))))))))))))--)))))))) et )) KA KRRk kkkkkkkkkkkkkkkkkk*k*k** size Mismatch Count Norm Total body
.................................................. TTAGTTGCTAACGTGGCCARATAT TR . « « v v vttt ettt et et ettt ettt e et et e e e e e e e e e e e e e e e ettt ettt ettt ettt eee e e e e e e eeeeeeeeeeeeeeeaeaeaeaeeeeeeieeeeeenennn. 26 2 1 86.00 86 79 6 1 0 0
........................................................................................................................... TAAGGCACT TTAGCAGCCAAGA . & e oot eeeeeeeeeeeeeeeeeeeeeeeeaaaanannnaaaaa22 0 1 64.00 64 32 28 2 1 1
.................................................. TTAGTTGCTAACGTGGCCARATATTEEE . « - ¢ v vttt ettt ettt ettt et e e e e e e e e e e e e e e e e e e e e e ettt ettt ettt e et ettt ettt e e et e e e e e e e e e e e e e e ettt ettt ettt eeeeeeeeeeeneneea 27T 3 1 53.00 53 51 1 0 1 0
.......................................................................................................................... ATAAGGCACT TTAGCAGCC ARG . ¢ ¢ v v ettt ettt e e e e eeeeeeeeeeaaaaaaaaaneaeeeeeeeeeeaa 22 0 1 50.00 50 40 6 2 0 2
................................................... TAGTTGCTAACGTGGCCAATATTTEEE . « - & ettt e e e e ettt e e e e e e e e e e e e e e e e e e e e e e ettt ettt ettt ettt ettt iieeeeeeea 2T 3 1 38.00 38 36 1 1 0 0
........................................................................................................................... TAAGGCACT T TAGCAGC CAAG . & v v v e e et ettt ettt ettt et ee e taeeteeeeeneenneeeneeas 21 0 1 32.00 32 20 12 0 0 0
................................................... TAGTTGCTAACGTGGCCAATATTTEE . « « v v ettt ettt ettt e ettt et ettt et e e e e e e e e e e e e e e e e e e ettt ettt ettt ettt ettt et e e e e e e e ettt eeeeeeeeeeaenaa. 26 2 1 28.00 28 27 1 0 0 0
.................................................. T TAGT TGCTAACGTGGC AR T AT Tl. « vttt ettt ettt et e e e e e e e e e e e e e e e e e e e e eee e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenaaaa25 1 1 24.00 24 21 3 0 0 0
................................................... TAGTTGCTAACGTGGCCARATAT TTE . & o et et ettt ettt e et e et e et et e e e e e e e e e e e e e e e e e e e e e et e ettt ettt ettt ettt ettt et e et e e e e e e e eeeeeeeee.. 251 1 14.00 14 10 3 1 0 0
........................................................................................................................... TAAGGCACTTTAGCAGCCAAGH. « v e v ettt ettt eeeeeeeeeeeeeeeeeenennnnnnnnnnas 22 1 1 10.00 10 8 2 0 0 0
.................................................. TTAGT TGCTAACGTGGCCARATA . « « v e e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ettt ettt ettt eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenenn 22 0 1 8.00 8 8 0 0 0 0
................................................... TAGTTGCTAACGTGGCCAATATTERE . - - - . ettt ettt et e et et et e e e e e e e e e e e e e e e e e e e e e e e e e ettt ettt eeeeeeeeeeeeeeeeeeaeaaaaaaaaaeeeeeeeeanaa 26 3 1 6.00 6 6 0 0 0 0
.................................................. e el ol VXl el el ] ol oF VNN~ S 1 5.00 5 5 0 0 0 0
.................................................. T AGT TGCTAACGTGGCCAAT « « v v v e e e e e e e e e e e e e e e e e e e e e e e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeeeenaaaaa 2l 0 1 4.00 4 4 0 0 0 0
.................................................. TTAGTTGCTAACGTGGCCAAT AT TG . « « « « vttt ettt e e e e e et e e et e e e e e e e e e e e e e e e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneneaaaa27 3 1 3.00 3 3 0 0 0 0
................................................... TAGTTGCTAACGTGGCCARATATTIEE . - - ettt ettt ettt e e ettt et ettt e e e e e e e e e e e e e e e e e e e et e et ettt ettt ettt ettt ettt e e e et e et e ettt et eeeeeeeeeeeeeea. 256 2 1 3.00 3 3 0 0 0 0
............................................................................................................................ AAGGCACT TTAGCAGCC ARG A . « ¢ v vttt et ettt ee e e e eeeeeeeeeaaaaananaaeeeeeeeeeaaa 2l 0 1 2.00 2 0 2 0 0 0
.................................................. e e ol VNl el el el ol o3V Ni 1 32 | 1 2.00 2 2 0 0 0 0
........................................................................................................................... TAAGGCACTTTAGCAGCCAA . & o e e et e ettt eeeeeeeeeeeeeeeeeeseeaaannnnnnnnaaaa20 0 1 1.00 1 1 0 0 0 0
.................................................................................... TTACGTGTTATCAGT TCCARAGGGAGC A . « v v v e vt et e e e ettt et e e e e e e e e e e e e e e e e e ettt ettt ettt eeeeeeeeeeeeeeeeeeeeaaaaannaaaa 27 0 1 1.00 1 1 0 0 0 0
................................................... T AG T TG T ARCGTGGCCART « 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 aeaeeeseeeeeeeeeeeeeeeeeeeneeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeaeaanaeeeeeanenaeaaa 20 0 1 1.00 1 0 0 1 0 0
.................................................. TTAGTTGCTAACGTGGCCAATAT TT . « v v v v ettt ettt et e et ettt et et e e e e e e e e e e e e e e e e e e e e e et et e ettt ettt ettt ettt ettt ettt et e e e e e e e e e e ettt eeieeeeeeeeee.. 26 1 1 1.00 1 1 0 0 0 0
............................................................................................................................ AAGGCACT TTAGCAGCC ARG . ¢ ¢ v vttt ettt et e eeeeeeeeeaaeaeaaaaaneneeeeeeeeeeeaaa 20 0 1 1.00 1 0 1 0 0 0
.................................................. e e ok VNl el el el ol oF- VNN 2 S | 1 1.00 1 1 0 0 0 0
................................................... TAGT TGCTAACGTGGCCART AT . - & . ettt ettt et et e e et e e e e e e e e e e e e e e e e e e e e e e e e ettt eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaaaaaeeeeeeeeeeeaaa23 1 1 1.00 1 1 0 0 0 0
........................................................................................................................... TAAGGCACTTTAGCAGCCAAGEE . « « o vttt ettt ittt ettt eeeeeeeeeeeaaaanaannaas 23 2 1 1.00 1 0 0 0 1 0
.................................................... N e oV Yo e e et o107V - i 1 - S S 1 1.00 1 0 1 0 0 0
........................................................................................................................ AAATAAGGCACT T TAGCAGC AR . ¢ ¢ v ettt ettt ettt et e e et e e e e e eeeeeeeeeeeeeee.. 23 0 1 1.00 1 1 0 0 0 0
........................................................................................................................... TAAGGCACTTTAGCAGCCAAGAR . - o v ittt ittt ittt et ettt e et ie i eeeeeeeaanannneaaaa 23 1 1 1.00 1 0 0 0 1 0
.......................................................................................................................... ATAAGGCACT TTAGCAGC AR . ¢ vttt ettt ettt et e eeeeeeeeeeeaaaaaaaanneseeeeneneaaaa 2l 0 1 1.00 1 1 0 0 0 0
.................................................. TTAGTTGCTAACGTGGCCAATATEEE . .« - ¢ ¢ ottt 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 e ettt ettt ettt et e ettt e et e e e e e e e e e e e e e e e e ettt ettt et eeeeeeeeeeeneeeaa.. 26 3 1 1.00 1 1 0 0 0 0
.................................................. TTAGT TGCTAACGTGGCCA AT AT T T . « - - ¢ vttt ettt 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 eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeenaneeaeeeeeeeeeeeeeeeeneeeas 2] 2 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
V110 V056
CAGCAAGAGGGACTTTGGTTCAAAGCTTATCTAAAGCTGAACAACCCATGAATCAACGATTGCACCGGTTATAAACATTATACAAATGCACAATAGTCAAGGTTCCCTCGTACGCACGCTTTTATTCCGTGAAATCGTCGGTTCTCAGGTGTCAGGTTCAGGTCGTAATAGCTATTCAAGCGTAGCTTAGAGTCG
Read # Hit |Total male head
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Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droMoj3|lscaffold 6328:2897908- |[dmo 89 [[GTCGTTCTCCCTGAAACCAAGTTTCGAATAGATTTCGACTTGTTGGGTACTTACTTCCTAACCTCCCCAATATTTGTAATATGTTTACGTGTTATCAGTTCCAAGGGAGCATGCGTGCGAAAATAAGGCACTTTAGCAGCCAAGAGTCCACAGTCCAAGTCCAGCATTAT---~-CGATAAGTTCGCATC-—--- GAATCTCAGC
2898102 -
drovir3|scaffold 13042:903301- [dvi 110 | i G T T Tl g NeCl TINEC GAC T TG T TGGGEA CETACTTCCTARNCTCCCCEATAT T TS A A TATG T TG TGT T AN AR T TlEC ARG GCRRC A TRRATGCIAA AAATAAGGCACT TTAGCAGCCAAGAGTCCACAGTCCAGTCCAGCATTALNNNNsC G AREA G T/ BTl IV TN fdc TRYA A C
903482 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:2897908-2898102
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:2897908-2898102
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_89.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:903301-903482
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_110.html
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[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star [TRFX SUEITTNSY, mismatch in read
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hide 3p reads| show mid mismatch reads H
M046
V110 MO60 V041
GCAAACGTAGGGTATCGGACGTCGGGCCGGCTCACTTACTTTTTGCATATGCATAACCATTTGACAATTATGATTGCTCGAAATCATATTGTCCATTGAT TGTGCTGAGGCAATGAGAGAAGAACGTACGAGAATTCAGTGTTGTGCAACGATGTCGG female
Read # Hit Total male embryo embryo body
Kkhkkkkkhkkhkkkkhhkhkhhkhhrkkdkrkrkrkkrk (L (oo CCCCCCCCe oo OO ... ... )N )M *hkkkkkhkkkkkkkkkhkkkkkkkkkkkkk*kk***k*** gsjize Mismatch Count Norm Total body
..................................................................................... ATATTGTCCAT TGATTGTGC TG e + v v ettt e e e et ettt e e ettt et ettt e e i 22 0 1 110.00110 35 3 26 18
..................................................................................... ATATTGTCCAT TCAT TG TG Tt v v v e e e ettt ettt eeeeeeeeeeeeeeeeeeeeeeeeee.. 21 0 1 10.00 10 2 2 1 5
..................................................................................... ATATTGTCCATTGATTGTGCTG. ¢ vt vttt ittt e et ee e e 231 1 7.00 7 5 1 0 0
...................................................................................... TATTETCCATTEATTETEETE - ¢ o < ~ 2200 ccoa-nnsoaceoannanacsosnnncaacnsannnena-=al2l |8 1 4.00 4 0 0 0 4
...................................................................................... TATTGTCCATTGATTGTGCTG. - ¢ ot vttt e et 221 1 3.00 3 3 0 0 0
..................................................................................... ATATTETECATTCETTETNECTER o « 0 ¢ ¢ o - o oo aooonnnsaasnonnncnasnonnnsnannnsnnacal2d |0 1 2.00 2 0 0 1 0
..................................................................................... ATATTGTCCATTGATTGTGC TR . « o v vt ittt et ettt ettt et 22 1 1 2.00 2 2 0 0 0
...................................................................................... TATTGTCCATTGATTGTGCTGAGH. -« ot i i e e i e e e e e 24 1 1 1.00 1 1 0 0 0
.................................................. GCATAACCAT TTGACAATTATGA . « « e v 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 et ettt et ettt et ettt 23 0 1 1.00 1 0 1 0 0
..................................................................................... ATATTGTCCATTGAT TGTGC TR . « o e it ittt e ettt ettt ettt e et e 221 1 1.00 1 0 1 0 0
...................................................................................... TATTGTCCATTGATTGTGCTGA . « v v vt et ettt e ettt et et e e e i i eieeeaa 22 0 1 1.00 1 1 0 0 0
....................................................................................... ATTCTCCRTTEATTETECTE o ¢ o 0 a6 oo oonameasnaonnsnnsnonnnsnnccnannsnnccnannns|20 [0 1 1.00 1 0 0 1 0
..................................................................................... ATATTGTCCATTGATTGTGCH . -« o vttt ittt it i i et et i e e e e e 20 1 1 1.00 1 0 1 0 0
..................................................................................... ATATTGTCCATTGAT TG TG T . - « o v vt vttt et e et e e ettt ettt et e 232 1 1.00 1 1 0 0 0
....................................................................................... ATTGTCCATTGATTGTGCTG . ¢ vttt ittt e it e et it e i e e e 201 1 1.00 1 0 0 0 1
Anti-sense strand reads
M046
V049 V056 V110
CGTTTGCATCCCATAGCCTGCAGCCCGGCCGAGTGAATGAAAAACGTATACGTATTGGTAAACTGT TAATACTAACGAGCTTTAGTATAACAGGTAACTAACACGACTCCGTTACTCTCTTCTTGCATGCTCTTAAGTCACAACACGTTGCTACAGCC female
Read # Hit Total head head body male
Kkhkkkkkhkkhkhkhhkhhkhkhhhhkkrhrkrkrrkx (L ((CCe oo COCCCCe CCe oo (OO (e BRI RIS D D DR D DD D D D D I B D I hkkkkhkkhkkkkkhkkhkkkkkkkkkkkkkkkk*kk*x*x*x |gize Mismatch Count Norm Total body
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7275419 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:6631839-6631996
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:6631839-6631996
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_152.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:6284177-6284324
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_31.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:7275418-7275419
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:26779016-26779043

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}
dmo 3128 scaffold 6540:14559367-14559461 - | candidate-rescued | Canonical miRNA |intergenic
Legend: mature star mismatch in read
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Sense Strand Reads
hide 3p reads H show mid mismatch reads
M046
V110 V049 MO60
AGCGCTCACGACAACATGGGACTTTAGTTACTTATTAAGTTATAAAGTTACAAAAATCTACAATTTTTACGCCGCGCGCGTTTCGTTAAT TTTCAGCATCATACGT TAAATGCGCGCTGTGTAAAAATTACATTGATTTATTTTTTATATTGT TATCAGTTTAAT TTATAAGTGTGCGAAAAAGAAAAACCAAGT female
Read # Hit |Total body |male head embryo
dkdkkkhkhkhkkkhkhkhkhkhkhhkhkhkkhkkhkhkhkhhkhkkhkkhkhkdhxkx R T N N N N T D)) I ... ))) ) hkkkkkkhkkkhkkkhkhkhkkhkkhkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkk*k**k*** gjze Mismatch Count Norm Total body
................................................................................................... CATACGTTARATGCGCGCTGTGTA . &« vt v ettt e ettt e et et e e ettt e ettt e e et e te e ie et 24 0 1 12.00 12 10 2 0 0
................................................................................................... CATACGTTARATGCGCGCTGTGT « « ¢ v e e e e e e e e e ettt e e e e e e ee e et ae e neaeaaenaeaeenenaennenaeaeaas 23 0 1 5.00 5 4 1 0 0
......................................................... CTACAATTTTTACGCCGCGCGC . ¢ v e vt e e ettt e e et e et e et e e et e e e et e e e et e e e ettt e e e e e e et e et e e e et et e et et e e et ettt et 22 0 1 5.00 5 5 0 0 0
...................................................... AATCTACAATTTTTACGCCGCGCGC ¢ « o v v v e et e e e et e e e et e e e et e et e e e e et e e e et e e e et e e et et e e e e e et e e e ee e e et te e e ta e eie e eneeeaeenaeennea 25 0 1 4.00 4 3 0 1 0
......... GACAACATGGGACTTTAGT « « e+t e e e ettt ettt e et e e et ettt et et e e et e ettt e e e e e et e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 190 1 4.00 4 3 1 0 0
................................................................................................. ATCATACGTTARATGCGCGCTGTGTA . « ¢t et e e et e e ae et e et et e e et e e e et e e ettt e te e eie e ta e 26 0 1 3.00 3 3 0 0 0
................................................................................................... CATACGTTAAATGCGCGCTGTGTAR . « t v v et e et e et et e et e e e ettt e e et e et et e te e eie e eiaeenaeeneea. 25 0 1 3.00 3 3 0 0 0
......................................................... CTACAATTTTTACGCCGCGCGCGT . &+t e e e et e ee et e e e et e e et e et e e e e et e e e e et e e et e e e e e e et e e e et tee e et ee e eee e eaeeiaeneeeneenaeenaeea. 24 0 1 2.00 2 0 2 0 0
....................................................................................................... CGTTARATGCGCGCTGTGTA L &« e e e e et e e et e e e et e e e e e e e e et et et et te e ie e eiaeeieeaeene. 20 0 1 2.00 2 2 0 0 0
....................................................................................................... CGTTARATGCGCGCTGTGT « « v e e e ettt ae et e e e et e e et et e e et et et te e eae e eieeneeaeeneennaena. 190 1 2.00 2 2 0 0 0
..................................................................................................... TACGTTAAATGCGCGCTGTGTA + « v v et v e ettt ne et e et e et e e et e e e et et e e et eie e ia e eaeeaeenaes 22 0 1 2.00 2 2 0 0 0
....................................................................................................................................................................... ATAAGTGTGCGAAAAAGAAA........ 20 O 1 2.00 2 1 1 0 0
..................................................................................................... TACGTTAAATGCGCGCTGTGT . ¢ v e et ue e ue et e et e e e e et et e et e e e et e et e e et i eeaeeeeenees 20 1 2.00 2 2 0 0 0
.................................................................................................... ATACGTTAAATGCGCGCTGTGTA . « ¢ v e et ettt e e et e e e et ae e et et ae et iae e e eieeneenaeenaennneea 23 0 1 2.00 2 2 0 0 0
............................................................................... GT TTCGTTARTTTTCAGCAT « &+ e v e et e e te et e et e et e et et e e et e e e et e e e e et e e e e e e e e e et e ettt ettt et eieeeaeenaeeneee.. 20 0 1 2.00 2 2 0 0 0
...................................................................................................... ACGTTAAATGCGCGCTGTGTA w « e e v e et e e ee et e e et tae e e e eoe e aeeaeeneeaaeeneeaaeenaeeneenaeenaeaa. 2l 0 1 2.00 2 2 0 0 0
................................................................................................. ATCATACGTTARATGCGCGCTGTGTARR . « . v et et ettt et e et et e e et e e et e e e et e te e e ie i eia e 28 0 1 2.00 2 1 1 0 0
................................................................................................... CATACGTTAAATGCGCGCTGTGTARRR . &« et e vt ue ettt e et et e et ta e e et e ee et eie e e e eneeanenaenneena 2] 0 1 2.00 2 1 1 0 0
.................... ACT T TAGT TACTTATTARGTT « ¢« v e e e e ee et e et e et e et et e e et e e e et e e et et e e e e e e et e e e e e e e e e et e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 210 1 1.00 1 1 0 0 0
............... e el o Ve 5N R - I ¢ 1 1.00 1 0 0 0 1
............................ TACTTATTAAGTTATARAGTTACARRR . . ottt e te ettt te et e et e e e e et et e ettt e e e e e e e et e et et e e e e et 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 et ettt et ettt eie e e 2T 0 1 1.00 1 1 0 0 0
..................... CTTTAGTTACTTATTAAGTTATARR . « « « vttt e ue et ee e e et te e e e e e et e e e ettt e ettt e et et e e e et e et et e et e e ettt e e ettt e e e e e e e e e et et e et e e e et e et e te e et e e 250 1 1.00 1 1 0 0 0
..................................................................................................................................................... TTGTTATCAGTTTAATTTATAAGTGT « oo v veeveennenenn. 26 0 1 1.00 1 0 1 0 0
o oF-Noes-Xo). V. Nol i cTeTe X 19 0 1 1.00 1 0 0 0 1
................................................................................................. ATCATACGTTARATGCGCGCTGTGT ¢ « v e v e e te et e e ee et e et e e e e e e e e et et e et tee e e ie e eie e eenaenneenae 25 0 1 1.00 1 1 0 0 0
...................................................... AATCTACAATTTTTACGCCGCGCGCGT .+« v e et e e ae ettt ee et e e e e et e et et e e et et e et e e e et e e e et et e e et e et et e ee e e e te e et e tneeiaeenaenneee. 2] 0 1 1.00 1 1 0 0 0
....................................................... ATCTACAATTTTTACGCCGC . + ¢ v e et et ee ettt e e ettt et e e e e et et e e et e e e e ettt et e e et e et e e e e e e e e et e e e et e e et e et et 2000 1 1.00 1 1 0 0 0
............................ TACTTATTAAGTTATARAGTTACARR . « « o e e e e ue et e et e et e e e e e e e e e e et e e e e e e e e ea e e e e e e e et e e e e e e e e e e e e e e ee e e e e et e e e e e tee e e e eeeeaneeaeanaeaaeenaeenaenaeenneaa. 26 0 1 1.00 1 1 0 0 0
...................................................................................................... ACGTTAAATGCGCGCTOTGTARRR . « . v et et ue ettt ee et e e et e e e et e ta e et ie e e naeeaeenaeennena. 24 0 1 1.00 1 1 0 0 0
....................................................................................................................................................... GTTATCAGTTTAATTTATAAGTGTGC . « « v e veevncneen.. 26 0 1 1.00 1 0 0 0 1
............................................................................................................................................. TTTTTATATTGTTATCAGTTT . « e v ee e e eeeeeeeneeennenaeneea. 210 1 1.00 1 1 0 0 0
.................................................................................................. TCATACGTTAAATGCGCGCTGTGTA . « « e e v e et et e e e et e e te e e e e e e et e eaeeneeneaaenaeneeaeeaenaennenaeaa25 0 1 1.00 1 1 0 0 0
............................................................................................................................. AATTACATTGATTTATTTTTTATAT « « o et ve e te e ee e et iee e eneenaeenaenneenaee 25 0 1 1.00 1 1 0 0 0
.................................................................................................... ATACGTTAAATGCGCGCTGTGTARAR .« « e e ettt et e e e et e e e e e et ae e e tne e e eneeeneenaeenaeeaneeae 26 0 1 1.00 1 1 0 0 0
......................................................... CTACAATTTTTACGCCGCGCGCGTT . « v w e ettt ue et e e ee et e e e e e et et et e e et e e e e ettt e e e et e et et e e et et e e e et ettt e et et e e et ii e eie e 250 1 1.00 1 1 0 0 0
................................................................................................. ATCATACGTTARATGCGCGC . « « e vt ettt e ae et et e e et e et et e et e e et ae et iee e eieaeeaeeneennnene. 20 0 1 1.00 1 0 1 0 0
.................................................................................................................................................................. AATTTATAAGTGTGCGAAA. .. ..vvvn.en.. 19 0 1 1.00 1 0 1 0 0
.................................................................................................... ATACGTTAAATGCGCGCTGTGT « -+ ¢ v e e e e e e et ee et e e ee e te e e e e e e e e e tae e e enaeaneenaeenaeanneeaee 22 0 1 1.00 1 0 1 0 0
.................................................................................................................................................................. AATTTATAAGTGTGCGAAAAAGAAA........ 25 O 1 1.00 1 0 1 0 0
........................................................................................................... ARATGCGCGCTGTGTARRRATT . & o et ettt ettt e e et e e et e e e et e et eee e eaeenaennaeneean 22 O 1 1.00 1 1 0 0 0
......................................................... CTACAATTTTTACGCCGCG « ¢« v e te e et e et e et e et e e e et e et et e e ettt e e e et e e e ettt e e et e e e e e e e e e e e e e et et e e et et e e e 190 1 1.00 1 1 0 0 0
........................................................................................................ GTTAAATGCGCGCTGTGTA « « - v e v e et e e ee et et e et ee e e e e et eae e et ae e e e eeaeenaeenaenaeenaeaa. 19 0 1 1.00 1 1 0 0 0
......................................................................................................................................... TTATTTTTTATATTGTTATCAGTTT e ¢ v vt ot et eeeeeeeeeaeaenaeneenes 25 0 1 1.00 1 1 0 0 0
.............................................................................................................................................. TTTTATATTGTTATCAGTTT « ¢ o e et eeeeeeneeeeacnncnnenaeaae 20 0 1 1.00 1 1 0 0 0
.............. CATGGGACTTTAGTTACTTA .« e v e et et te et e et et e e et et e e et e e e e e e et et e e ettt e et et e e et et e e e e e e et e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e 2000 1 1.00 1 1 0 0 0
............................................................................... GTTTCGTTAATTTTCAGCATC . + ¢ v e et e e ue et e e ee et e e e e e et e e e et e e e e et e e e e e e e e e te e tae e taeeaeenaeenaenaeenaeea. 2l 0 1 1.00 1 0 0 1 0
........... 07WN03 N e eF-N o - s PP - B0 1 1.00 1 0 0 1 0
...................................................................................................................................... GATTTATTTTTTATATTGTT « ¢ o e v et e e e eeeenacnacneeaenacnnenaeaae 20 0 1 1.00 1 1 0 0 0
.......... ACAACATGGGACTTTAGTTA . « ¢ v v et e et e et e et ettt e et e ettt e ettt e e e et ettt e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 200 1 1.00 1 1 0 0 0
................................................................................................................................................................... ATTTATAAGTGTGCGAAAAAGAA......... 23 O 1 1.00 1 0 1 0 0
................................................................................................ CATCATACGTTAAATGCGCGCTGTGTA t - o e vt e e et e e ee e ee e e et et tae e et me e e eneeaaeeaaeenaeeaeenaeenneea 2] 0 1 1.00 1 0 1 0 0
............................ TACTTATTARGTTATARAGT « &+ et e ettt ettt e et e e e e e ettt et e e e e e e e e e ettt e e e et e et e e ettt e e e e e e e e e e e et e e e et e e e e e e e e e e e e e e e e e e e 2000 1 1.00 1 0 1 0 0
................................................................................................... CATACGTTAAATGCGCGCTGTGTIB- « « - « ¢« e v v e ettt e et et e et et et e et et i ee e ie e iaeeia e 25 2 1 1.00 1 1 0 0 0
....................................................... ATCTACAATTTTTACGCCGCG « « -« e e e et e e et e e e e et e e e e e et e e e e e e e e e et e et e e e e e e e e e e e et e e e e e ae e e e eaeeaneenaeeneeaaeenaeennenaeenaeaa. 2l 0 1 1.00 1 1 0 0 0
....................................................... ATCTACAATTTTTACGCCGCGCGCGT . & ¢ v v e te et e et et e et e e e e et e e e et ettt e e ettt e e e et e e e e e e e e e e e e et e e e e et e te e et et 26 0 1 1.00 1 1 0 0 0
........................................................................................................................................... ATTTTTTATATTGTTATCAGTTT . « ¢ vt e eeeeeeeneceenacnncnacneeas 23 0 1 1.00 1 1 0 0 0
....................................................... ATCTACAATTTTTACGCCG ¢ &+« v e ettt ae et e e e et e et e et e et e e e e et e e e e e et e e e e e e et e e e e e e e e e e e e e e e e e e e e e e 190 1 1.00 1 1 0 0 0
............................ TACTTATTAAGT TATARAGTTACA . « ¢« e e o et e e te et ettt et e e e e et et et e e et et et e e e e e et et e e e et et et e et e e et e e e ettt et et e et e et et te e ee et teiteeie e eiaenaenaenneaana 24 0 1 1.00 1 1 0 0 0
.................................................................................................................................................... ATTGTTATCAGTTTAATTT « « vt v ee e eeeeeeeeenaeneenaea 19 0 1 1.00 1 1 0 0 0
................................................................................. TTCGTTAATTTTCAGCATC .+« e ettt te e e e et et e e e e e e e e e e ettt e e e et e e et e e e e e e et e e e et e et et 190 1 1.00 1 0 0 1 0
.................................................................................................... ATACGTTAAATGCGCGCTGTGTARARAT . ¢ . e ettt ue ettt e e et e e et e et ae et iae e eneeneenaeenaenaneea.. 28 0 1 1.00 1 0 1 0 0
................................................................................................... CATACGTTAAATGCGCGCTGTG . ¢ v e e e e et e et e et e et e et et e et e e e et et e e et et te e ie et eeiaeneeea. 22 0 1 1.00 1 1 0 0 0
......... GACAACATGGGACTTTAGTTACTTATTAR . ¢« o e e e ettt ne e e et ae et e e ee et e e e e e e e e e e et e e e e e e e e e e e et e e e et e e e e e e e e e e e e e e e e e et e e et e e e e e ee e tae et e e eaeeaaeeneenaeenaeenneaaa29 0 1 1.00 1 1 0 0 0
............................................................................................................................................................................. GTGCGAAAAAGAAAAACCAAGT 22 0 1 1.00 1 0 1 0 0
............................................................................... GTTTCGTTAATTTTCAGCATCATA . « « e vt ue et et te et e et et e e et e e e et e et e ettt e e ettt e e et et et ie e iee e eieeaeenaeeneen.. 24 0 1 1.00 1 1 0 0 0
.................................................................................................................................................. ATATTGTTATCAGTTTAATTTATAAGT . ¢ o v v eveeeennenennen 27 0 1 1.00 1 1 0 0 0
................................................................................................. ATCATACGTTAAATGCGCGCTGTOTAR . « ¢ v et e et e et te e e e e e e e e et eaeeaneeneeeneenaeeneeaneenneenneeaaea2] 0 1 1.00 1 1 0 0 0
................................................................................................... CATACGTTARATGCGCGCT « « v e ve e e e e ee et e ettt e et e e e e e et e e et et e e et et te et ie et eia e 190 1 1.00 1 1 0 0 0
.......................................................... TACAATTTTTACGCCGCGC « « « e e vt e ue et e e e et e e e e et e et e e e e et e e e et e et e et e e e e e e e et e e e et et e e et et et et te e ettt e eie i 190 1 1.00 1 1 0 0 0
........................................................................................................ GTTAAATGCGCGCTGTGTARRRAT . ot ettt et e et ettt e et e et et e et e et e et ee e eiaeenaeeneen. 24 0 1 1.00 1 0 1 0 0
...... CACGACAACATGGGACTTTAGTTACT .« « « e e e e e e e et e et et e e e e e e e e e e e e e et e et e e e e e e e e e e e e e e e e et e e e e e e e e e e et e e e e e e e e e e e e e e e e et et et et et e e e te e e et ee e eie e eaeeiaeaaeneeiaeenaee.. 26 0 1 1.00 1 1 0 0 0
................................................................................................................................................... TATTGTTATCAGTTTAATTT « ¢ vt evee e e e eeeeeeaenaenae. 20 0 1 1.00 1 1 0 0 0
...... CACGACAACATGGGACTTTAGT . « ¢« v e v ettt e et e e et et e et e e et e e e et e e et e e e et et e et e e e et e et et e et et e e et e e e e e e e e e e e e e e e e et e e et e e e et 220 1 1.00 1 1 0 0 0
Anti-sense strand reads
M046
V056 V049
TCGCGAGTGCTGTTGTACCCTGAAATCAATGAATAATTCAATATTTCAATGTTTTTAGATGTTAAAAATGCGGCGCGCGCAAAGCAATTAAAAGTCGTAGTATGCAATTTACGCGCGACACATTTTTAATGTAACTAAATAAAAAATATAACAATAGTCAAATTARAATATTCACACGCTTTTTCTTTTTGGTTCA female
Read # Hit |Total head body head
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Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droMoj3|scaffold 6540:14559317- dmo_ 3128l A-—--——-—————mm - GCGCTCACGACAACATGGGACTTTA-GTTACTTATTAAGTTATAAAGT TA——————————— === - == —————— o CARAAA--TE===CTACA-—==-=== ATTTTTACGCCEGCEEECGTTTC—-GTTAATTTTCAGCATCA=—~TAC——~~——-— GTT----AAATGCGCGCTGTGTAAAAATTACAT-TGA-~TTTATTTTTTATATTGTTAT —————————————————~— CAGTTTAA-———-———————————— TTTATA--AGTG--TGCGA--——- AAAAGAAAAACCA--———-———————-— A--GT
14559511 -
drovir3|lscaffold 13047:19131981- dvi 275 F —————————————————————— BCGI¥\CACGACAACATGGGACTTTA-GTTACT TimAAG T TN A 2 R~ — —— ——————————=——=——=———————————————————— € - - TE == AR T R IS N = AT T T T T ACCCRICCECLNC G T T ThNSG T THAT TTTCAGCATCA--—f\al-————-- crT----EaarciccecereranaanTTaCET-TiA--TTT@TTTT TR A TATE G TTARY - - - - - [ Gl Al CEEE T EIeREve - - - BEICA AT GECEVY- - /- - - EEEEEEEE B -|
19132164 +
droGri2|scaffold 14906:12138348- F —————————————————————— BCh i Cl8ACATGGGACTTTA-GTTACTTATTAAGT T AL A A R - — —— — = == === === —m—m—m e Ernanlg- - TR AT G S A T T T ACCCECEE N r Tl - - GeaaT T T CAGCATCA= = IV XS NN G Tl S b A A T GRGC GClEGTGTAA A A AT TECATINYGA - - TT T[S T TR TR T TR G TTAR- — - — - - - - oo - B CAGTTTAA-—-—— - SVCGINAT T - - - -BENE - TGTACGAGING - - - - — - [NS A/ B--GT
12138547 +
droWil2|lscf2 1100000004902:8617947- I e A- - - - - — - - — - [ NINHIIINLELIN T BTN - - - EVNILINA I NI CA T T TGCATACATACATGCATATAAAATTAAGTTT TTTART TICTCITCAATGT T ATEE S cATNELEICINSESEcatlec TEilliiA ART G CIV NN CININII NS A T[8A AGT TG T CAIREEEE GV NIE T(Efe T TIlEI el GINNNNEINAINA G A APSRIGIEUN - - - - - - TAlN- - -[NRT TTCCTRTTCCCTTAAACTINAIENATGTATGTATGTATGTCCGHACGIIATGTENETGINEeANAAAGA - TIY- - - - - -ITGIEEEEEEEEE A--GT
8618213 -
dp5 |2:20663604-20663811 - | B - BRGC TR A AN T GGGACT TTA-GT TACT TAT TAAG T T[el SpgA G T TR — —— == == == === === —————— o~ T TTGIATENACERI T AGATG TR T TR uhlih iy \elelelslabeloc TACINC GREIC G CIN NN A NI NIFNNG c A A TN TOA A TTGA T T[E ChEEESGINGIE T/E[O A T GIEehy VNNV GEYeI YA B F R Bl IR A NG T AFNA ARG T C T T TR i — — — == == === ====—=— --- - - -- -EEgsccaTccAlNe- - - - - -[feallrreTaTTeTeTeTGCATE|
droPer2|scaffold 3:3415499-3415715 T CG A R BXS e T AN T GGGACT T TA-GT TACT TAT TAAG T TIeLBdA GT Thl- — = — = == == === — = —m—m o m o= TTTCATINATEE S TAGATGTE S TTE Nl Nelsle Al elec TACiic GREC G CEVNNAWNINIINNE CA A TITEAA T TGAT TECIEEEIGIAGINE TEle A T GIEINEIT VNV NN /NN A AT RGN Il A LG T AR A A TG T C T TR TEEE - — - - — - - —— - - — - EEeleCGACCGAINAG - - - - - -IN$ AT TGTATTGTGTGTGCAT/ElA
droBipl|lsc£7180000396708:3004603- || |[@---------------—--- EYNNCEC T A ALY T GGGACT TTA-GTTACT TAT TAAGT T{eLUdmAG T Tfg—— - = — = === === —— - —m o m oo GTTRGTEEN S AAGHTGTE S TARGIlLdicINTEeT/esASA ClliTRRIEA CEYNC A CINSINNT TR c TPAA TCGATTECATREE GIGIE T(eleC T GEileh GIEVNNC CININA A CldNC TR A A T AN - - - - EGEETC T T TEEE T — — — = = = == = === === = - - - —— B — - BRI CIA A CGAINAG - - - - - -INS AR E--GT
3004792 +
droKik1|scf7180000302461:994856- J\ATCCGAAATCCGATCAGCCGAAARASI- - - - TTEVAA Cllelele NS i F el Nl F G Vel i A T - L el G R e GeTINAGEENEEE rAGR T TR TGE Gl cINGESE T/elelda A CIN T T T T CCINNNCINCINSINNG R c T A A AGGA T TEAGGEERGIGINE T[ele CBG A INENIGINNNAC GINING T A AREEU RN G TN A TGN T AR - - - - —BET A 2 TR TR Rt - — = == == ===—=—===~— - - - - — - - RGeS CIA A AGAINAG - - - - - -INS AR E--cT
995063 +
droFicl|lscf7180000454104:639903~ e e G TR~ AN T GGGACT TTA-GTTACTTAT TAAG T T[e), VA G T Tfg- - — - — = === == — - — e CTTINGEREEE T GG TR TG NllliclGElee coelea s CRENTRE - GCIAGINC A NI SRS C T/6a A TAGA T TElNGEEEEGIAGINE T/ele A A G NElIGINYNA GENS c Bl R LI GIR N AING T A - - —[i{- - - BT TR T T i — — — == == === ======— - B — - TS T/ A A CG AN G - — - — - [ XC A €--cT
640082 +
droElel|[scf7180000486474:1268150- e G TR~ AN T GGGACT TTA-GTTACTTAT TAAG T T[e) VaAG T Tfg- - — - — === === — - m e GTTINAGEEIN S T AGR G TR TGEGINIClicINSE e THelda A CRllTRE - GCIGINC A CINEINNSG CERTiTA AA TCGAT TElG R YA G T[0T S Gl GINNNAC GINS G GBI CleF Rl Gl ATA T AR - - —i{- - - BETA T TR TR I — — = = = = == == ——— === — ———— - - — - - EEGEleCGAACGAINAG- - - - - -INS AR CGTEh¥
1268332 +
droTakl|scf7180000415397:174607- R e BcacT A ALY T GGGACT TTA-GTTACTTAT TAAGT T/ NRAG T Tfg -~ ———— == == === ————— oo~ cTTINGEEIN - T cGE G TEE T TR GillicINsE e T e Elda A Cll- [ - GCIGINC A GINESINNG CEEIC TA A TCGA T TECCREEmGAGINE T[S AR GEINEGINNNNC GINS G GBI IR Gl ATA T AR - - —i{- - - BRI TT T T TR D — — = — = == === == === = - —-—— - - — - B C/HECAACGAINNG- - - - - -INSA TEEEEEEE cAT/E
174789 +
droEugl|scf7180000409794:294260- Am—mmm e BCaC T IR iA ALY T GGGACT TTA-GTTACTTAT TAAGT T NgRA G T Tlg -~ — = — = == == = = — - —m o GTTINGEEIN = T GG G TR TR GlRlicI e e e eldATACH- TRE - GCIGINC A CINESNNG SR CGAAA TCGAT TG R G AGINE T A GEINEIGINNINC GINS G CRUlAIERURL Gl A A T AR - - - - - -BET T T T TR D — — = = = === == == === = - —-—— - - — - B ClHeCAACGAINNG- - - - - -INSA TEE R B--GT
294438 +
|dm3 lchr3r:10728263-10728441 - | e ——— Acce T tia AT cACTRTA-GTTACTEAT TAACK T A G T T~~~ ——— —— ==~ ==~ — oo CTTENACERE ST GG TR T R Gl TSEleARlECil- (O - c I GHC A CHINII NI B C /oA A TCGAC TGRS G GITE TS ARG IGEV YN C cINs c e N b Al A NN T CT - - -[if- - - BT TC Ti T ——— T — — — — — — — = = = — =~~~ — ————— - - B CA ACCAINAG - - — - - [NSa TR &--cT
|drosim2|[3r:10481481-10481659 + | e ——— Accc T A ATNS TG GACTRTA-GTTACTTAT TAACK iy NgmAG T T~~~ — ==~ === === === — o ERiA g - TE s el CAlR - il T T T TPACCCCHCECE R THC - - M ETISCAGCATCA -~ - eic e - - - A TcicciAcEc T Tler A A AIEA ]I~ TGA - - T T TET T TRT TRgA I 7 — - By - - ——————— - - - - - — - - - __ BRI A ACCAINAG- - - - - -[NCA T/ —— E--c1]
droSec2|scaffold 0:11206908- e BCaC T~ AL TINGGACTRTA-GTTACTTAT TAAGI TR A G T Tfg- - — - — - == == —— - GTTINAGEEIN R T GG TR TGE G IicINCESe T/olelsa el - (BBl - GCIGINC A CINSSINNG SR C ToA A TCGA C TEGEEER GIAGINE T[ele AR GEINElIGINNNAC IS c RN Bl G TN A RN T A - - - - - BRI TC TR TR R - — = == === ==—=—===~— - —— - - — - EEGEISCINA A CGARNNG - - - - - -[XS A T €--cT
11207086 +
droYak3|3R:15699424-15699602 + | e ——— AcceT i A TAGGACTRTA-GTTACT TATTAACK T/ A GT Tfg- - ——— -~~~ ——— - TN TGGRLGTE S TGHGI R hicSede TS e Cli- THE- GCiAchic A NI NI S C TEA A TCGAC TGN G L GiNe TS AT GG C GINSc Rl b G A SN T AR - - - - - BT TC T TR ettt —————————————-—~- - ——— - - - - EETeCIlA A CG ARG - - - - - A T E--c1]
droEre2|scaffold 4770:10264357- e e BCocTein AL TG GACTRTA-GTTACTTAT TAAGK T e ThAG T Tfg- - — - — -~ - - == — oo GTTINGEEIN = TGP G TR TGE G i cINSESe T/elelsa A Cll - TRE - GCIGINC A CINSSINNG SR C T A A TCGA C TEGEEER GIGINE T[eleA T GEINEIIGINNNAC G Gl8 G Rl Clel R B G A TGN T CF - - —[i{- - - BRI TC TR TR B - — — == == =========~- - —— - B — - - EEGITECAACGAINAG - - - - - -INSA TR €--cT
10264535 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:14559317-14559511
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:14559317-14559511
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3128.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:19131981-19132164
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_275.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:12138348-12138547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:8617947-8618213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:20663604-20663811
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:3415499-3415715
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:3004603-3004792
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302461:994856-995063
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454104:639903-640082
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000486474:1268150-1268332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415397:174607-174789
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409794:294260-294438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:10728263-10728441
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:10481481-10481659
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:11206908-11207086
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:15699424-15699602
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:10264357-10264535

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dmo 3123 scaffold 6540:25792912-25792993 + |candidate-rescued | Canonical miRNA | antisense_to_intron

Legend: mature star [\S)nzi(d 81N Tt mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Condition 25,792,900 25,792,950 25,793,000 25,793,050
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dmoj\GI22407-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M060 V110 V041 V056 V049
TAGGTGTCTACGTGTATGTGAGTGTGTGTGTGTGTTTGTGTGTACCGTTGCTAAATACT TCGAAATTGGTTAAGCGTTTGT TGTGCTTATCAAAATTGACAACGCTTAACTGTGCTTGAGGTAGCCTAATTGTTTCAACAAGCT TCCCGCCGAGTTGTGCATGTGCGACATGGAGTGTGTGT
Read # Hit Total embryo male embryo head head
hhkkkkkhkhkhkkhkkhkkhhkhkhkkhhkhkhkhkkhkkhkkhhkkkkhkkkkkxk N N N T O T DI e D)) e dhkkkkkkkkkhkkhkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkxk*kkx**x |gsize Mismatch Count Norm Total body
........................................................... TCGARATTGGT TAAGCGTTTGTT ¢ - ¢ v v e e e e e te e et et e e et e e et e e et e e e e et e et et e et e e et et e et ettt e ettt te et ee e 23 0 1 20.00 20 17 1 1 1 0
........................................................... TCGARATTGGT TAAGCGTTTGT + ¢« e v e e e et et et et e e e e et e e et e e et e e e e e e e et et e e e e e e e e e e et e e et e e ettt ettt et 220 1 2.00 2 0 2 0 0 0
................................................................................................ TGACAACGCTTAACTGTGC . « ¢ e e e e et e e e e e e e e m e e et e et e eneeenenaeaenaeaeneeaeneeaea 19 0 1 1.00 1 1 0 0 0 0
................................................................................................................................................................. TGTGCGACATGGAGTGTGTGT 21 0 1 1.00 1 1 0 0 0 0
................................................................................................... CAACGCTTAACTGTGCTTGAGG « ¢« « v v e e e e et e et et et et ettt et et e ettt et 22 0 1 1.00 1 1 0 0 0 0
.............................................................................................. ATTGACAACGCTTARCTGT « « v e e et et ettt e e et et et et ettt et et e ettt te et ieeneiaaeneeaeneeaea. 19 0 1 1.00 1 0 0 1 0 0
........................................................... ieley N N i ele i .VNeTofe i il el - <X S 1 1.00 1 1 0 0 0 0
........................................................... TCGAAATTGGT TAAGCGT T TG T . « . o o ittt ettt et e et e e e e e e et e e e e e e e e e e e e o 241 1 1.00 1 1 0 0 0 0
............................................................ CGARATTGGT TAAGCGTT TG . « ¢ o ¢ o et ettt ettt et et et et et e e e et e e et et et e et e e e et e et ee e e teen e eneaenenaeaenneaeneean 2l 1 1 1.00 1 1 0 0 0 0
.............................................................................................. ATTGACAACGCTTAACTGTGC + ¢ e v e e e e e et e e et et e et e e et e et e e et te et eeeneeanenaenenaeaea. 21 0 1 1.00 1 1 0 0 0 0
............................................................................................... TTGACAACGCT TAACTGTGCT ¢ « ¢« vt e e e te e e e et e e et e e e e e e e e taeetaeneeaeaeeaeaenneaenneaan2l 0 1 1.00 1 1 0 0 0 0
........................................................... TCGARATTGGTTAAGCGTTTGTTGTGC e - ¢« ¢ v et ettt e ettt e e et e et e e e e e et e et e e et e e et e e e et e ettt e ettt e e e, 28 1 1 1.00 1 1 0 0 0 0
........................................................... TCGARATTGGT TAAGCGT T . « ¢ e e e e et e et e et e e e e e et e e e e e e e e e e e e e e e et a e e e e ea e e e e s e eneaaeneaeeaeneeaeneaaenenneaenneaaa19 0 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
M046
ATCCACAGATGCACATACACTCACACACACACACAAACACACATGGCAACGATTTATGAAGCTTTAACCAATTCGCAAACAACACGAATAGT TTTAACTGTTGCGAATTGACACGAACTCCATCGGATTAACAAAGTTGTTCGAAGGGCGGCTCAACACGTACACGCTGTACCTCACACACA female
Read # Hit |Total body
hkkkkkhkhkhkhkhkhkhkkhhkhhkkhhkkhkkhhkkhkkhkkhkkhkhkkhkdhkkkx N N N I O T DI e IMII))) e hkkkkkkhkkhkkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkx**x* gize Mismatch Count Norm [Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droMo7j3|lscaffold 6540:25792862- dmo 3123 |[TAGGTGTCTACG--—-—=--=—-—-—=-—~ TGT--A-—-—-- TGTGAGTGTGTGTGT--G-—-——--—~- TGT-—--—-—- TT—-———————- GT---—--——- GTGTACCGTTGCTAAATACTICGAAATTGGTTAAGCGTTTGTTGTGCT---TATCAAAAT TGACAACCCTTAACTETCCTTCACETAGCC--TAATTGT TTCAACAAGCTTCCCGCCGAGT TGTGCATGTGCGACATG---GAGTGTGTGT
25793043 +
drovir3|lscaffold 12855:6808851- dvi 24643 |TlRCSca -~ -~~~ - - -EeefercT--g------ e - — - ——————- - —————-- - -—-—-—-—- Br—-——————- GTGTlgcClT THCTAAATACHTIGAAATTGETTAAGCGTTTGTTGTGCT—--TATCARAATTGALGACECTTAACTETECTHEACETAGCC--TAAT TGYTTCAACAAGC N CC O CA e T i — - T G T
6808987 -
droGri2|lscaffold 14906:2963104- dar 468 |EICH e~~~ ———- TGTGTGTGA- - - B et -~~~ — - — GTG]I- - gEre--------- - -—-—-—-- clcTACCCEEGCTAAATACTTICHEAAT TGGT TAAGCGTTTGTTGTGCT- - - TATCARAATTGACAACCCTTAACT NIGCTTCAGE TAGCC—-TAATTGT TTCAACAAGCTTCCCGCCOlEG TG T Gl T T it — SLICEIC TG TG TRT
2963260 -
droWil2|lscf2 1100000004943:14640087- G T(E- — - T A WercTigle------ T — — G~ ———=—=— TGT------—- Er---—-- gy---cT-—-—-—-—- CTC . N T A AATACTICCAAATTCLNI TAAGCGTTTCT TG TG TISATE T C ARART TG ACHANCCTTAACTINICCTTCACE TAGC CET AL T T G T T C i — — -~ R
14640209 +
ldps l2:21156541-21156731 - ldps 3835 |FNChcET - ------- TCTGCATGINEINCACCGTATCINE- — - — - — - — - — - — - [ - BT A T Cl| - - EEEE GTAJICCTGT AT R Cl lecTlechEYelemE TARAATACT TCCAAATTCGTTAAGCGT TTCT TG TGCT - - - TATHARA AT ACANNGCTHiIeCleCTECTTCACE T AGCC - BT AAT TGRT TClea c A AR CEACIRTSN U CINNGE GEA TGl\chic A c AN ic AR TG TG TG T
|droPer2|scaffold 3:3931038-3931234 -|dpe 2496 |T/c T ORI - - —HaTNIe TG T N e T i - - - - T ----- GTAJICCTGTA T R Cl oG Tl iR T AAATACTICCGAAATTGGTTAAGCGTTTGTTGTGCT - — - TATHARA AT G ACARINGCT TileCEETECTTCACE TAGCC-FraaT TG TClda ca AR CIENCERTINC[ShGENGIGE T cllchica c AN G AT G TG TGT
droAna3|lscaffold 13340:3669042- TApeTETH TR G- —-—-—-—-—-—-——- e -fg------ lcCiia T CClelNeiNeii TG T/CREE TGT-------- Er---—-- G- —-—-—-—- CLCINRE e T/l C TAAATACTICGAAAT TGCTAAGCCTT TG TTGTGRIT- - - TAldc AR A T TG A C ARG A T C T C T T G AGE T A G CC— - R T N Tl C e — — — R
3669181 —
droBipl|lscf7180000396712:683526- IATA - - - —JicTCEEEEEE TGCCTTTGCEAREICEEEEE cccaTCCEiNEiNE - - - i - B - —-—-—- = BTG TG T el GTCIXeRCErEecTAAATACTICCAAATTGETAAGCET TTGTTGTGT—- - TATCleRA AT TG A ARG N e T T e C T T G AGE T A GC C- - R T Gl T Clln 2 e — — - i ———
683665 +
droKikl|lscf7180000302639:1624797- G/ CleliTiiC T CREEEE TGCAGCT GV R e - - - - - — - B CGTG]- - GCGGCCTGTGCGTCCHGTREEEE CTCT R T AT AAATACTICCAAAT TCCJEAAGCCTTTGTTGTGCT- - - TATCARAATTGACARCECRTACTCTCCTTCACE TAGCC-- A AT TG T TTCAACA G i — — —
1624947 +
droFicl|lscf7180000454055:1329879- GIATE- - - - - - - - TCGGCATGINCIEE R EcToicEcTeTTGT--G--—-—-—- TGT-------- Er---—-- B —-—-—--- ErcTlechRTEeC TAAATACT TCCAAATTCCMSAAGCCTTTGTTGTGCE- - -EaTCcARAAT TCACARCECTRAEClICTECTECACETACCC - - A AT T T TCl A ClEA G — ~ R
1330020 -
droElel|lscf7180000491280:3121561- IGT[E- - - — - — - - R TGTGTGT GV R TGTLYJ8TGTGT AT --G-—-—-—-- - —————-- - - Elelehy - —-GT—-—-—-—-- GTGTE kT8 C TAAATACTICCGAAAT TCCJEAAGCCTTTCTTGTGle - - @A TCARAATTGACANCECTTACTETECTTCACE TAGCC - - A AT TG T T C A Cl e — — —
3121702 -
droRhol|lsc£7180000779501:512619- G- ——————— — — TATGCEINCAGEEEEEE - - ——— - - - —- - - -EEETGTGTATCH- - EEEEE - -—-—-—-- fer-—-—-—-—- clgc iyl c TAAATACTICGAAAT TGCTAAGCGTT TG TTGTGle - - -[@ATCARA A T TG A C ARG R T A T C T C T G AG G TAGCC - - R AT TG T T T A C A e — — — R
512746 +
droBiallscf7180000302136:2259480- G- ——————— TATGC/CHINE R e - ————————— BT A TCl- - R Rle T/ Xk - - el T/ TN T G T A CR T[elSc TAAATACTECCAAATTINNISAAGCCTTTGTTGTGCY- - -[SaTcARA AT TG AC ARG e T A C T T CC T CAGE T A GCC—- A A TG T T T Cl8 A C A G e — -
2259622 -
droTakl|lscf7180000415257:293365- G- Tg- - - -G T/CEEEE TGTGTATGCEIEEICEEEE IEliAT - - - - - - - - - - - B CTCli- - GTGicCTGTRREE --—-—-—-- GG TACKT/ESC TAAATACTTICCAAAT TGCEAAGCCTT TG TTGTGC 8- - -[ATCARA A T TG A ARG R A T T C TG AG G TAGCC - - R AT TG T T TC A A C A P e — — — R
293501 -
droEugl|lscf7180000409798:1138165- IiClelel- - - -cl\ccTCREEEE. TATGTATGINCIEEICEEEE e - ---------— - - B - BT A TCIleliGTAGCTGTGIICCTGTGTREIC ClEEEE GTGTACKT/ECTAAATACTICCGAAATTGGTTAAGCGTTTCTTGTGCle- - -[daTCARAATTGACRRCEC T AT C T e TG AGG TAGCC- - A AT TG T T T C A C A P e — — — R
1138315 +
lam3 llchr3R:21413247-21413386 - |dme 166 |TEec—————-—----- TCTGTATGCEIEEICEEEE e - - - - - - - - - - — - - - BT A TClil- - GTGIICCTGTGCREC IR GTGTE RN T/ C TAAATACTICCAAAT TCCEAAGCCTTTCTTGTGCY- - -8 THARA A TTGACARCECTTACTETECTTCACE TAGCC - - R AT G T T T A C A G C e — — — R
ldrosim2|3r:20925642-20925780 - ldsi 32434 Cieci i - - - - - - TCTGTATGCAEICEEEE e - - - - - — - BT A TClil- - GTGIICCTGTGCREC IR GTGTECh T/ C TAAATACTICCAAAT TCCIEAAGCCTTTCTTGTGCLY- - -[ShiThARA A T TG ACARCECTTACTETECTTCACE TACCC - - R AT G T T T A C A G C e — — —
droSec?2 dse 150
scaffold 13:201192-201331 - = INGCe- — - — - — - - EEEEEEE TCTGTATGCEUEEICEEEEE e - - - - - - — - — - — - -ER- SRR A TClil- - R GTGINCCTGTGCERICCIEEEEE T GTGTECh TS C TAAATACTICCAAAT TCCIEAAGCCTTTCTTGTGC- - -[MaThHARA A T TG ACRRCECHTACTETECTTCAGE TAGCC- - R AT G T T T C A C A G C e — — —
droYak3||3R:25065943-25066090 + dva 69 TlecErcTiTlEcc-—---—-- TGCGTATGC IR e ----------— - - BT A TCl- - GTGIiCCTGTGCREC IR GTGTECh T/ C TAAATACTICCAAAT TCCIEAAGCCTTTCTTGTGCLY- - -Ma ThlelA A T TG ACARCECTTACTETECTICACE TAGCC - - R AT G T TTCA A C A G C e — — —
droEre2|scaffold 4820:6629149- cINECIeGIGEC TG TATGCGTGTGTGTGC/EIEE R e - - - - - - - - - - — - - - BT A TClil- - B GTGIICCTGTGCREC IR GTGTE R T/ C TAAATACTICCAAAT TCCEAAGCCETTC TG TGCY- - -[da ThHARA A T TG ACARCECETACTCTCCHTCACE TAGCC-- R AT G T TTCA A C A G C e — — — R
6629304 +
Generated: 09/08/2015 at 08:00 PM
PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 0
crit.uri 0
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 1
rescue.candidate 8



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:25792862-25793043
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:25792862-25793043
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3123.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:6808851-6808987
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24643.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2963104-2963260
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_468.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:14640087-14640209
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21156541-21156731
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3835.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:3931038-3931234
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2496.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:3669042-3669181
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396712:683526-683665
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302639:1624797-1624947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1329879-1330020
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:3121561-3121702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779501:512619-512746
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:2259480-2259622
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415257:293365-293501
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409798:1138165-1138315
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:21413247-21413386
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_166.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:20925642-20925780
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32434.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:201192-201331
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_150.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:25065943-25066090
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_69.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:6629149-6629304

1ID:

dmo 521

Coordinate:

scaffold 6328:3578587-3578653 + | confident-exception | Mirtron || intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star TSPV FURNATTST, mismatch inread

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense -e- Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dmoj\GI16459-in]; CDS [Dmoj\GI16459-cds]; CDS [Dmoj\GI16459-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M046
V049 MO60 V041 V056 V110
GCCAGCTGCAGGGCGAAGACGAGGCGCAGCCGCAGCGTGTGGCCATCAAGGTGAGTGTTTAGAGCTGGTTCACCTACCTCAGGCCCAAACTGAAGCACCGTCCCCATCCACTTGCAGAGTCTGCGCAAGGGCGCCAGCGAGT TTGCAGAGCTGCTGCAGGAGGCGCA female
Read # Hit |Total body head embryo embryo head male
Fe ok ek ok e ok e ok e ok ok ok ok sk ko ok sk ke ke ke ok ek ke ke ke ke k ok (((((((.... .. .. Y P MDY DI))) e ))))))) . kkkkkkkkkkkkkkkkhkkkkkkhkkkkhkkkkkkkkkkkkkkkkkk**k** 5sjze Mismatch Count Norm Total body
............................................................................................... CACCGTCCCCATCCACTTGCAG « « ¢ v vt ettt e teee e e e e e e et etaeneeeaenenaea 22 0 1 7.00 7 4 1 0 1 0 1
................................................................................................ ACCGTCCCCATCCACTTGCAGH . « v ittt ittt et et et ee e 22 1 1 5.00 5 2 2 0 1 0 0
................................................................................................ ACCGTCCCCATCCACTTGCAG . & e v vt ettt e e et e e eeeeneeaeneneeaenenae. 2 0 1 4.00 4 3 1 0 0 0 0
................................................................................................ ACCGTCCCCATCCACTTGCA . ¢ o vt te e e et e e et te e eneeenenetaenenneaenenaea 20 0 1 2.00 2 1 1 0 0 0 0
............................................................................................... CACCGTCCCCATCCACTTGC ¢ & e v e v e ee ettt eeee e e e et ieee i taeneneeaenenae. 20 0 1 1.00 1 0 0 0 0 1 0
.................. N ele).NeleloleloFNel ol e cle) X e c}iul cl APPSR O 1 1.00 1 0 1 0 0 0 0
................................................................................................ ACCGTCCCCATCCACTTGCAGR . « « vt ettt e teee et e e eeen et eeeaenenaea 22 0 1 1.00 1 1 0 0 0 0 0
............................................................................................... CACCGTCCCCATCCACTTGCA . ¢ e e et ete e et e e et ee e eeeaeneeeeaeneeaenenaea 2l 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
CGGTCGACGTCCCGCTTCTGCTCCGCGTCGGCGTCGCACACCGGTAGTTCCACTCACAAATCTCGACCAAGTGGATGGAGTCCGGGTTTGACTTCGTGGCAGGGGTAGGTGAACGTCTCAGACGCGTTCCCGCGGTCGCTCAAACGTCTCGACGACGTCCTCCGCGT
Read # Hit |[Total
Fe ke sk ok ok ok ek ko ok ok sk ke ke ok sk ke ke ok ek ke ke ko (((((((........ A P DI DI))) e ))))))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkk**x** 5sjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droMoj3|scaffold 6328:3578537- dmo 521 [GCCAGCTGCAGGGCGAAGACGAGGC------ GCAGCCGCAGCGTGTGGCCATCAAGGTGAGTGT—-—————————-— TTAGAG-—-—-—-—- CTGGTTC— === === === ——————m oo AC-—-—-- CTACCTCAGGCCCAAACTGAAGCACCGTC-C-CCATCCACTTGCAGAGTCTGCGCAAGGGCGCCAGCGAGTTTGCAGAGCTGCTGCAGGAGGCGCA
3578703 +
drovir3|lscaffold 13042:3133208- GlcAGCTGCAGGEcGAlgcacGAGGC--—--- GCAGCCGCAGCGTGTGCCATCAAGGTGAGTClg-------—-—-- AccaAG-EEEECEAGETIT TIll- BT TRTTTGCCACAATT T C - ChiCl I R T TL\CAGAGTC TGCGCAAGGGCGCCAGCGAGT TGClEGAGCTGCTGCAGGAIGCGCA
3133367 +
droGri2|scaffold 15081:3113544- eIl NEISLNelel Nelelelele  Clel\Glec Clga can T T Cleleclelsleln hNelele clehfelele G NeE-NNelehia a f¥e A C TACCTGGATTGAJNT]E - - EEEEEEE N i — ——— ——————=—=————————————
3113713 -
droWil2|lscf2 1100000004515:1025942- cigerlcTiic AciliGAeACGAGEEN- - - — - -GlgrGCCoC ARG TG TG ClEA TC A A P — — — = ——————— - — - — - — - — R e
1026041 -
ldps |XxL_grouple:869188-869350 - | | ciNeAiTccAlfec calcacilaciaY- - - - - -clealiflcceaccddeTeccaTRAA GG TG AR TENY - - - - - - - - - ——- AciacEccTRTEACETCTTAA N T |
ldroper2|scaffold 30:334332-334494 + | |ciNeTccAlifec calcacilacia)- ——--- cleaificceaceaeTeeclATCAAGGTCANTINY- — - - —— - ————- |
droAna3|lscaffold 13417:943471-943627|dan 4070 |lGAcalcTcCcal¥Necoaldca cied¥Y- - - - - -GlgAGCCGCAGCGTGTGGCCATCAAGGT GARNTINE e TR T N e Tl i T THICAGAGEC TGCGlEgARGGCGCCAGCGAGT TTGCEGAGC TEC TlcAGGAGGCHCA

+

droBipl|lscf7180000396362:250497~

TAGTGTTTCC - - - TH T/ NeINe C/Shlelele cIN:\a eleln [elelel-Nelolel el lidele G eF\a Sl C ek C I Neleh:Nelelel C /o)

250574 -

droKikl|scf7180000302724:153247- GCCAGCTGCAGINECAEGANCHISNY- - —- - - clgrilccilcaceclgeTicccaTcarca TG TN - — - - - - ——-—--- G T CCleR G T TR T8l C T A G CA A GG T G B----—-- A GG TR — — R - - - - - — - T TN NSl - - - - - - BNl el U T R C [l \C AG A G TC TGCGCAAGGGCGCCAGCGAGT TGClEGAGC TGC TcAGGAGGCEcA
153409 -

droFicl|scf7180000453882:910999- ciicaciTccaciNEcAEcACdecE---- - - clgacccEcAaGCEGTGGCCATCARGGTGAGTEN- —- - - - ———- - - cliccTEEEEE TR - - -[€AAGTGGGG] cCETTTEAN- - - - TcCTUNEINEC TINEECEVAA Elen NI A il C/ele C e TiNelshVelelNelel\ A Eleleleh:
911160 -

droElel|[scf7180000490214:338333- cicaccTecaciYec /e ciselchY- - - - - - ClEAGCCGCAGCGEGTGGCCATCAAGGTGAGT N ---—-——————- TleRgeG-—-—-—-—- Sclernnn SNl A TR ClTNAG A Gl8c TGCGCAAGGGRGClEAGGARTT TTGCGAGC TGC TGCAGGAGGCHCA
338496 +

droRhol|lsc£7180000779189:1783-1946 +| [ SN SNE A c NS T Cl D clgaceclcallcdileTeeccaTiiarceTGAGTING feichic-piA TR ClIlscAGA G TaC Gl AGGGIlGCCAGCGAT TTGCAGAGC TGC TGCAGGAGGCECA

droBial|scf7180000302126:3958274~ cicaclTGCAGNEGAEGA CldeG- - - - - - GgAGCCGCAGCGEGTGGCCATHARGGTGAGTHE [ YelCA TR CIIISNAGA GlEC TGCGIIAAGGGRGCCAGCGAGT TG ClgGAGC TGC T AGGAGGCECA
3958426 -
droTakl|[scf7180000415394:852176- cicacirccaci¥ecalgcacideciY- - - - - - cgaceccealdedideTeeeccaTcanceTdlgcTiE SGTAAT]L- - -BclicTNEINe C/shlelele n [N-Nelele » [elefe)-Nelole) Nelid lidele  eF-Nelehiy T [hlelo)\~ e):Nelelel C /o)
852334 -
droEugl|scf7180000409631:100358~- ciicaccTecANN GAlEGA e - —- - - Nercecllcacec\ G TGGCCATCAAGGTGAGTIN- - - - - ——-——-——- B C T T C 2 -i¥eléanaccaGG TGO T TAIC - - - Bciia T/NEINE C/Sh¥elele n VA elel T/elelerNelelel N~ il ifele) Nel-Nelot Nelehu T [oh-Nelel Y [etel~ [GF:
100521 -
|dm3 lchrx:10966781-10966939 - | [clicaclir cilaciEcAfcACcHEecR-- - - clgacccceAlcEAGTGGCCATCAAGGTGAGTING-— - - ——-——— - T[RNeG - - - -EcEc NN Tele - - -—--——--——--——-[§-—-—-——- AACTTTTGH A - C fleciigicEATIEmcRdcAGAcEcTceccancGaRGccCAGHGARTTTGCBGAGC TGCTHCAGGAGGCHCA |
ldrosim2|[x:10423157-10423315 - | [cicaclir e AlfcACcHEecE-- - - clgacccceAlcEAGTGGCCATCARGGTGAGTING-— -~ ——-—— -~ GiC TlE /R 7 1 Bl S Celen A A A G GG/ - S ——— CACTATTGINS fYeler e iCeA TmcETEcAGAGEc TRcccanceecccacicaRTTToCBcace T TcaccaReclca |

droSec2|scaffold 15:1678080-1678238

ldrovak3|[x:11151146-11151308 +

droEre2|scaffold 4690:4158582—-
4158735 +

cicaciyrciiaci¥decrlgcacideciY- - - - - - clgaceceealdedideTeeccaTrcanceTeacTiNg-------—-—-- TleRiGEc - - -GN -EcEccly ¥ eelele - - - —-—-——————-f§--———-- caCTATTGIS TGGTTTEGEVL - - -[§cjic/:NeINE c/shlc el N-elele n eleleh-Ne T/ef:\ A il Lifels c/eh-Nelelidelehic el Neler\a ele T /o
[clicachr R e A A CHEEcR-- - - clgrcecGCARCEGTGGCCATCAAGGTGAG T} - - - - - - ——— - GiicAGTCTGRCHCEE- CHEARAAA GGG pelel e TR NS I(SCAGAGC THCGCARGGGCGCCAGHGART TTGCBGAGCTGC TCAGGAGGCcA |
IINE TiNe /AT A CGIECENS T CCEAREEEEE cgacecceallccdeTGGCcCATCARGGTGAGTING-—----—-—--- Tl NeG—--—-—-—- ceccayy e - ----—--—-—-———--§-—-——---I¥ pleleleli- e TR cTsbiaGAGEC TECcGeanGGGlcccaGeaalIT TTGCGAGC TGC TCcAGGAGGCCA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:3578537-3578703
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:3578537-3578703
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_521.html
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:943471-943627
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4070.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396362:250497-250574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302724:153247-153409
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490214:338333-338496
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779189:1783-1946
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415394:852176-852334
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409631:100358-100521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:10966781-10966939
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:10423157-10423315
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_15:1678080-1678238
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11151146-11151308
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View on UCSC Genome Browser {Cornell Mirror}]

dmo 3130 scaffold 6680:12843623-12843715 - | candidate-rescued | Canonical miRNA ||intergenic

Legend: mature Star [t bl Rl a ) mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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12843750 12843700 12843650 12843600 o | | I | | | .
Genomic Position 19 20 21 22 23 24 | | |
Size Condition 12843750 12843700 12843650 12843600
Genomic Position
Hairpin partition - Sense -e= 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| show mid mismatch reads H
M046
V056 MO60 V110 V049 v041
CCTACATATCAGTAAAAGAAACAAAACAGCCTTATTATATTTCACATGAACTTTGAACTCAACAAGACAGCTGTGGAGCTAGATGCGAAGCATAAGCACTCGCTTGGCCTAGCCTCACACCTATTTTGCTGTGT TCCCAGCTCCGTTTTAT TATTAGCTTCAACT TGTTTACTTTCTGATACAGCCTCAGTAT female
Read # Hit |Total body  head embryo male head embryo
R L N R R A I I N I N T Y (T 1))))IDNDD)LIND)) L)) L)) ))) L)) L)) ) ) L. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*k* gjze Mismatch Count Norm Total body
................................................................... CAGCTGTGGAGCTAGATGCGARGC . « + ¢ e e ettt ettt et ettt et et et e e et et e et e et e e e e et e et e e e ettt e ettt ettt i . 24 0 1 5.00 5 1 2 0 2 0 0
....................................................................................................... TTGGCCTAGCCTCACACCTATT . & v o e e ettt et et et et et et et e e ettt ettt e e e e eaeaeaeaeaeaeaeaeae. 22 0 1 2.00 2 1 0 1 0 0 0
.................................................................... AGCTGTGGAGCTAGATGCG . « « o« v vt ettt et e ettt et e ettt et et et et ettt ettt et e et e et ettt et ettt e et e e 190 1 1.00 1 0 1 0 0 0 0
................................................................... CAGCTGTGGAGCTAGATGCGARG . « « t v vttt et et e e ettt e ettt e ettt e ettt ettt e ettt et ie et e et in i eieneneanenenaenen.a. 23 0 1 1.00 1 0 0 0 1 0 0
....................................................................................................... TTGGCCTAGCCTCACACTT . « e v et ettt et e et ettt e et ettt e ettt e et te e ieenieaenaeaenenaea. 19 0 1 1.00 1 1 0 0 0 0 0
.................................................................... AGCTGTGGAGC T AGAT GC G ARG . . ¢ i ittt ittt ettt ettt 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 0231 1 1.00 1 0 1 0 0 0 0
................................................................... CAGCTGTGGAGCTAGATGCG . &« e v vttt et et e ettt et ettt et ettt ettt et e ettt et e et e ettt e e ettt e et i e ettt 20 0 1 1.00 1 0 0 0 0 1 0
....................................................................................................... TTGGCCTAGCCTCACACCTATTT . ¢ e et et et et et et et et et e et e ettt et e e e e e eneneaeaeaeaeaeaeaea 23 0 1 1.00 1 0 0 1 0 0 0
Anti-sense strand reads
M046
V110 V056 V041
GGATGTATAGTCATTTTCTTTGTTTTGTCGGAATAATATAAAGTGTACTTGAAACTTGAGT TGTTCTGTCGACACCTCGATCTACGCTTCGTATTCGTGAGCGAACCGGATCGGAGTGTGGATAAAACGACACAAGGGTCGAGGCAAAATAATAATCGAAGT TGAACARATGAAAGACTATGTCGGAGTCATA female
Read # Hit |Total male head embryo body
R e L N N (R N (N I N T N T T 1)I))IINDND) INNND L)) D)D) ) L)) L)) ) ) L. Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k***** 5ize Mismatch Count Norm Total body
............................................................................................................... CGGAGTGTGGATARRACGAC . & ¢ o e e e et et et et et e e e et et ettt et et e e e e eneaeaeaeaeaeaea 20 0 1 1.00 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
droMoj3|lscaffold 6680:12843573- |(ldmo 3130 ||[CCTA-CATATCAGTAAAAGAAACAAAACAGCCTTATTATATTTCACATGAACTTTGAACTCAACAAGACAGCTGTGGAGCTAGATGCGAAGCATAAGCAC -~ -~ TCGCETEECCTAGCCTCACACCTATTT TGCTGTGTTCCCAGCTCCGTT-~TTATTATTAGCTT—-~CAACTTGTTTACTTTCTGATACAGCCTCAGTAT
12843765 -
drovir3|lscaffold 13049:14445189- (dvi 65 TRTGAACTCAACAAIACAGCTGTGGAGCTAGHTGIGAAGCA THAGC RN i T EhiCld X TeEcChy G ErTcicEcTTcCcCAGC TIEGT TR T TAT TEAT AL T T/lelslc A A BRI T T(EC T T T
14445317 +
droGri2|scaffold 15110:15768979- SAIINTENINTS G A GING G T TINAGISENA - - [SFNT ASIFNL - - - - - - - - GAGINSI NNV Ti T CIGINA TR T/ NElhe A E I[N CAT - - - - - — - — - - - - — - EEE BT clc NG ClT e CT CACAECTATIN T ThING AT G TEC CClE T C - -t - -~ H2 CA T T Tl T TR T GA TR L TEA A T
15769127 -
) PASS/FAIL
Generated: 09812015 at 08:00 PM
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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 1
rescue.candidate 1
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:15768979-15769127
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