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

Small RNA-seq Read Density Read size distribution

Condition-specificity
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Genomic Position
Hairpin partition -#- Sense -#= Antisense Mature Star
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Show Alternate FoIdsH
Flybase annnotation
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No Repeatable elements found
Sense Strand Reads
hide 3p reads show mid mismatch readsH
M043
M026 V058 V052 M056 (V120 V046
CCTTTAACTCGCGGTAAGCAACGATATTCTACGCCTATTTTATGATGATGTCGCAATTTCCTTGGCCATAGCTGTTTCTGAAGGCTATGGCCAAGGAAATAGCAGCCTCCTTCATAGAGCATTCAAACAGACGGACAAAGTGTTTAATCCAACAAAGA female
Read # Hit Total body | head head head embryo male embryo
AR R e e N A R I T I N T IIIIIIIIIIIIIIIDDD L)) )) L)) u)))))))) . . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** gjze Mismatch Count Norm Total body
.................................................. TCGCAATTTCCTTGGCCATAGC . « + v e et et e e et e e et e e e e et et e et e e e e e et e et et e e et ettt et ettt 22 0 1 14767.0014767 7959 3453 1254 770 1066 180 85
.................................................. TCGCAATTTCCTTGGCCATAG . « t v vttt vt ettt ettt et e et et ettt e et ettt et e ettt ea i aene a2l 0 1 4701.00 4701 1867 1239767 473 59 290 6
................................................... CGCAATTTCCTTGGCCATAGC . v vt v et et e et et et et e e et et et e et e e et et e et et ettt et e et e e et et e 200 1 1643.00 1643 1249 240 74 38 25 16 1
..................................................................................... TATGGCCAAGGARATAGCAGCC . « v vt ettt e ettt aee et ia et eneaieneaneneneeeea 22 0 1 943.00 943 26 104 292 119 243 121 38
................................................... CGCAATTTCCTTGGCCATAG . « « v v v e et et e e et e e et et e e et e et et et e et et et e et e e et e ettt eateneaeaeneaennea. 20 0 1 600.00 600 323 136 62 46 3 28 2
.................................................. TCGCAATTTCCTTGGCCATA . ¢ et vt e et et ettt et et e e et et e et et et et ettt et ettt e ie e eaeataeaenenenneneae. 20 0 1 381.00 381 100 46 35 25 7 167 1
.................................................. TCGCAATTTCCTTGGCCATAG T « + v v et et e e et e e et e e e e et et e et et e et e et e et et e ettt ettt et ienenneneee. 23 0 1 264.00 264 63 25 50 31 7 88 0
.................................................................................... CTATGGCCARGGARATAGCAGC . ¢ v v v et ettt et et e et et et eaeaneneaneneae. 22 0 1 186.00 186 10 3 86 27 9 48 3
..................................................................................... TATGGCCAAGGAAATAGCAGC . « v v vttt ettt ettt it ie e iieiineneeneneae. 200 1 176.00 176 4 4 64 26 30 26 22
.................................................... GCAATTTCCTTGGCCATAGC . « + v v et et e et et e e et et e e e et et e et et e e e e e e e et et ettt ettt e itieee i 20 0 1 155.00 155 107 4 22 18 2 1 1
................................................... CGCAATTTCCTTGGCCATAGCT . « v v e et et e e et e e et e e et et e et et et et et et e e et a et en et eaeaneneaeeneaeaneneaenneae 22 0 1 143.00 143 37 11 27 13 2 52 1
................................................... CGCAATTTCCTTGGCCATA . & v vt ettt et e ettt ettt et e et et e et et e et e e et e ia et aanneneeaenenneneneaaan.. 19 0 1 104.00 104 30 35 20 12 1 6 0
.................................................. TCGCAATTTCCTTGGCCATAGH . « « + v vttt ettt ettt et e e e e e e et e e e e e e e e et e et ettt et 22 1 1 83.00 83 28 5 29 10 2 9 0
.................................................. TCGCAATTTCCTTGGCCATAGC . - o Lottt ittt ittt ittt ettt et e ettt e e 23 1 1 75.00 75 42 14 8 9 0 2 0
...................................................... AATTTCCTTGGCCATAGC  « ¢ e et e e et et e e e et e e et e e et et et e et et et e et e e et e ettt ettt eaeeieneeneneae.. 18 0 1 52.00 52 47 0 0 0 5 0 0
.................................................. TCGCAATTTCCTTGGCCA . + v et et e et et et et et et e et e et et e et e e et ettt et et e ettt ittt et iaeee i, 18 0 1 40.00 40 1 28 4 6 1 0 0
.................................................. TCGCAATTTCCTTGGCCAT . & ¢ e v et et et e e et e e et et e et et e et et et et et e et et e et et et et ee et eaeaaeaeenenennenea. 19 0 1 40.00 40 15 2 11 9 2 0 1
..................................................................................... TATGGCCAAGGAAATAGCAGCCT « « o v vt vt et et ate e et e eeeeeeneaeneaeaneneenea 23 0 1 37.00 37 1 2 17 8 1 8 0
.................................................... GCAATTTCCTTGGCCATAG . « « vt v ettt ettt et ettt e ettt e et et ettt ettt ettt et aee it et aeaeaeneaenenaenena. 19 0 1 36.00 36 19 0 7 8 0 2 0
.................................................. TCGCAATTTCCTTGGCCATAGE - « -+ ¢ o e et ettt e et et e e e e e e e et e et e et e e te e teen e neaaaenaenaenen.22 1 1 27.00 27 22 4 0 1 0 0 0
.................................................. TCGCAATTTCCTTGGCCATAGC T . « ¢ ottt ettt ettt et e e e e e e e e e e e e e e e e e e et ettt et ia e 241 1 25.00 25 5 6 5 3 0 6 0
..................................................... CAATTTCCTTGGCCATAGC . & v vttt e et ettt et e et et et ettt e et et et ettt at e et a it eneaeneaeaneaenaeneneaaana. 19 0 1 25.00 25 19 3 1 0 2 0 0
.................................................. TCGCAATTTCCTTGGCCATAGE . « « v v ettt et ettt et et et et e e et e et e e e e e et e e e e et e e ettt et 22 1 1 22.00 22 13 3 2 2 1 1 0
................................................... oleley V- i ool et e ot oF-X:1J-Ne o - [P~ S 1 17.00 17 10 4 2 1 0 0 0
................................................... CGCAATT TCCT TGGCCATAG . - ¢ ot ittt ettt ettt e et e e et e et et et et et et et et et et et et et et et et et et e e 211 1 15.00 15 6 3 3 2 0 1 0
.................................................................................... CTATGGCCAAGGARATAGCAG .+« vttt ettt ettt ettt iaee i 2 0 1 15.00 15 1 0 10 2 1 1 0
................................................... CGCAAT TTCCT TGGCCATAG T . -« ¢ vt ittt ettt et et e e ettt e e et e et e e et e et ettt ettt et et e e 231 1 14.00 14 4 2 3 1 0 4 0
.................................................. TCGCAAT TTCCTTGGCCAT A . . ¢ ottt et e e e e e e e e e e ettt e et ettt e 201 1 13.00 13 0 0 10 2 0 1 0
.................................................. TCGCAAT TTCCTTGGCCATAGC . - ¢ o ottt ittt e e e e e e et e e e ettt ettt teeeaeaaeaeaeaea 23 1 1 12.00 12 5 4 1 0 2 0 0
.................................................................................... CTATGGCCAAGGARATAGCAGCC . + v et ettt ettt e et e eae e eaeenenenneneee. 23 0 1 10.00 10 0 3 0 0 7 0 0
.................................................. TCGCAATTTCCTTGGCCATAG . - ¢ v vt ittt ettt e ettt e e e e e e e e e e e et e e e e e e e e e ettt e et e i 211 1 9.00 9 0 9 0 0 0 0 0
................................................. GTCGCAATTTCCTTGGCCATAGC . + v vt vttt e e e et et et et et et et e et ettt e et e et it ee et eaeatiaeaeeeneneenenenneneaea 23 0 1 9.00 9 7 2 0 0 0 0 0
................................................... CGCAATTTCCTTGGCCAT « + v ettt e et et e et et e e et et e et et et e et e e ettt e et e ettt ettt ettt et 18 0 1 8.00 8 0 3 4 1 0 0 0
..................................................................................... TATGGCCAAGGAAATAGCAGCCH. . ottt i i i i et it e e ee e e 23 1 1 7.00 7 0 0 4 2 1 0 0
................................................... CGCAATT TCCT TGGCCATAGC . « - ¢ ittt ettt ittt e ittt ettt ettt ettt et ettt e e et e e e e e e e e ea e e 22 1 1 6.00 6 0 5 0 0 1 0 0
................................................... CGCAATT TCCT TGGCCAT A . - . ¢ ottt ittt ettt et e et e e et et et et et et et et et et et et et e et e e et 20 1 1 5.00 5 1 0 2 1 0 1 0
..................................................... CAATTTCCTTGGCCATAG . « v vt et et et e et et et e et e e et e e e e et et e et et e et e et et et ettt ie e neaeene... 18 0 1 5.00 5 5 0 0 0 0 0 0
..................................................................................... TATGGCCAAGGAAATAGCAGCCH. -« ottt i i i i i e e e e 23 1 1 5.00 5 0 1 1 2 1 0 0
.................................................. TCGCAAT TTCCTTGGC AT A . L o ot e e e e e e e e e e e e e e e e e e e e e 20 1 5.00 5 1 1 1 1 0 1 0
..................................................................................... TATGGCCAAGGAAATAGCAG . « + v v et ettt ettt et et e e et neaeneananeneeeea. 20 0 1 5.00 5 1 0 0 0 1 1 2
.................................................... GCAATTTCCTTGGCCATAG T ¢+ v e o e et e e et e e et et e et et et et et et et et et et e te e eneateneaeaeeneaeeneneeeenea 2 0 1 5.00 5 3 0 2 0 0 0 0
................................................... CGCAATTTCCT TGGCCATAGE . - ¢ o v vttt ettt ettt e e e et et e e e e e e e e e e et e et et et et et et et et e e e 211 1 4.00 4 0 3 0 1 0 0 0
...................................................................................... ATGGCCAAGGAARTAGCAGCC . « vt v vt ettt et it ia et en e neaeaneneneneea.. 20 1 4.00 4 1 0 2 0 1 0 0
................................................................................. AGGCTATGGCCARGGAAATAGC . « « v et ettt ettt et e et e e eneaeneaeaneneaenea. 22 0 1 4.00 4 0 1 0 3 0 0 0
.................................................... GCAATTTCCTTGGCCATA . « et vt e ettt ettt et ettt e et et ettt ettt et et et eieatin e aeneneneanenenaenana.. 18 0 1 4.00 4 2 0 0 0 0 2 0
................................................. GTCGCARTTTCCTTGGCCATAG . « « v et ettt et e et et e e et e e et et e e e et e et et e ettt ettt ettt ettt 220 1 4.00 4 2 2 0 0 0 0 0
................................................... CGCAAT TTCCTTGGCCATAGC T . . o ¢ ittt it it ettt ittt ettt ettt ettt et ettt eaeneaeneeaea. 23 1 1 4.00 4 3 0 0 1 0 0 0
.................................................. TCGCAAT TTCCTTGGCCATAGC T . « ¢ ottt ittt ittt ettt ettt ettt et et ettt et e e e e e e eeeeeaeaeneaeaeaeaeaeaea24 1 1 3.00 3 0 0 2 1 0 0 0
..................................................................................... TATGGCCAAGGAAATAGCA . « o vttt ettt ettt ettt e et ie et et iieaaeaeee... 19 0 1 3.00 3 0 0 1 0 0 0 2
.................................................................................... CTATGGCCAAGGAAATAGCAGH . « - ¢ ittt i e i et et ee i e e 221 1 3.00 3 0 0 1 1 0 0 1
................................................... CGCAATT TCCT TGGCCATAGH . & ¢ ot ittt ittt ettt et e et e e e e et e e et e et et et et et et et et et et et et e e e 2l 1 1 3.00 3 2 0 1 0 0 0 0
................................................... CGCAATTTCCTTGGCCATAGCTG .+« v vt et e et et ettt et e et et et e et et ettt et ettt ettt ettt et 23 0 1 2.00 2 1 0 1 0 0 0 0
.................................................................................... CTATGGCCARGGARATAGCA . ¢ ot vttt ettt ettt et ettt et 20 0 1 2.00 2 0 0 2 0 0 0 0
..................................................................................... TATGGCCAAGGAAATAGCAGC . « oot e it e e 221 1 2.00 2 0 0 1 0 0 0 1
.................................................. TCGCAATTTCCTTGGCCATAGCHRE . . . . . . ittt ettt e ettt ettt et ettt e e eiee e 253 1 2.00 2 1 0 0 0 0 1 0
................................................... ol eToF- VN i Tolodi i el eT o)X PR S 1 2.00 2 1 1 0 0 0 0 0
.................................................. i eleTol V. il o] ok il eTeT ol P - B 2 1.50 3 0 1 0 1 0 1 0
................................................... CGCAATT TCCT TGGCCAT . - ¢ ottt ittt ettt ettt e e e e et et e e e e e e e e et e et et et et et et et et e e 10T 2 1.50 3 2 0 1 0 0 0 0
................................................... CGCAATT TCCT TGGCC AR . « ¢ ittt ittt ettt ettt e ettt et et et e e et e e e e et e e e ettt et e et et et e e e e, 181 2 1.50 3 0 2 1 0 0 0 0
................................................... CGCAAT TTCCT TGGCCATA . « o ¢ ottt ittt ettt ettt e et e e e e e e e et e e et e e ettt ettt et et 201 1 1.00 1 0 1 0 0 0 0 0
.................................................................................... CTATGGCCAAGGARATAGCAGCCT . & v vt et et et ee e teeeneeeeneneaneneaenneneaeeneaea 24 0 1 1.00 1 0 1 0 0 0 0 0
..................................................................................... TATGGCCAAGGAAATAGC . « ot vt ettt ettt ettt ia et ia et neaeeneneeneneaa... 18 0 1 1.00 1 0 0 1 0 0 0 0
...................................................................................... ATGGCCAAGGAARTAGCAGCCT « + v v vt ettt ettt ee e et eneeneaeaneaeannneae. 22 0 1 1.00 1 0 0 1 0 0 0 0
................................................. GTCGCARTTTCCTTGGCCATA t + v v e et e e et et e et et e e et e e et et et e et et e et ettt et et et et ettt eaee e 200 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
M043
M056 M026 V058
GGAAATTGAGCGCCATTCGTTGCTATAAGATGCGGATAAAATACTACTACAGCGTTAAAGGAACCGGTATCGACAAAGACTTCCGATACCGGTTCCTTTATCGTCGGAGGAAGTATCTCGTAAGTTTGTCTGCCTGTTTCACAAATTAGGTTGTTTCT female
Read # Hit Total embryo head head body
Kkkkkkkhkhkkkhkhhhhkkkhrhhkhrkrrkrrxx  (CCCCCCC CCo CC O COCCEOECeeeeeeeeCe .. IIIIIIIIIIIIIDIDDDD) L)) L)) L)) L)) ))))) ) .. kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x* 5jze Mismatch Count Norm Total
................................................................................. B CGATACCGGTTCCTTTA  « « e e e e e ee et ee e et e et e et eaeneaeenenaeaenaeaenneaenaa 19 2 18 0.06 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|3R:23105279-23105436 + ldya_18|lcCTTTAACTCGCGGTAAGCAACGATATTCTACGCCTATTTTATGATGATGICCCAATTTCCTTGCCCATAGCTGTTTCTGAAGGCEATEE-=CCARCCARATAGCACCCT CCTTCATAGAGCAT TCAAA-—CAGA - = = == = == === = = = = = oo o o o oo ——————_ CGGACAAAGTGTTTAATCCAA-———-————-—— CAAAGA |
droEre2|lscaffold 4820:4655149- CCTTTAACTCECGGTAAGHINCATATECTACGCCTATT THEENG A AINGCEATCGE-~CCAAGCAAATAGCAINCIT Clelel e i e e Y — — - —— ——— - ——— GAGGCCAAAAGAGCAGGTTCGTCCAACTGAMEEC/E YN Ihl TG T/h V- canfeca
4655291 +
ldrosec2|scaffold 22:17725-17835 - | |ccrr@aacTcEceeranccdlcaTaTEcTaAcGeCTATT TRENGAS |
ldrosim2|3r:22808972-22809091 - | |ccrrdaacTcceerancclcaTaTfcTaccecTATT TIREGAS |
am3 lchr3r:23383930-23384060 - | |ccrr@aacTcBceeranccdlcaTaTEcTacGecTAT T TIMENGAS |

droEugl|lsc£7180000409770:859077~- CCTTTAACTCHCGGTAAGCHENGATATTCTANACTATTTT

859117 -
droBialllscf7180000302075:1546827~ cCTTEAACTCECGGTAACKEINGATATTCTARNAC/EATT
1546865 +
droTakl|lscf7180000413872:243089- CCTTEAACTCHCGGTAAGIHSSINGATATTCTANECTATTT
243128 -
droElell|lscf7180000491261:1869285- CCTTEAACTCECGGTAAGCEAGATARTC T AN C T A T T T G A T . CL\C C TG G = —C A ALY A AT A G C A NN The T R A T e — — e — — Ll R Y e — — — — — — — — — — — — — TA---—-—--—-- plerTAncAR - - - —————- GGTTEN
1869398 -

droRhol|lsc£7180000779682:2375-2414 +|

droFicl|[scf7180000453826:332068~-
332107 +

|ccrrfdracTcBceeTancCRSAGATAT TCEAENACTATTT
CCTTTAACTCHCGGTAAGCHINGATATTCRANECTATTT

droKikl|[scf7180000302697:652068~-
652233 -

droAna3|scaffold 13340:19307042-
19307059 +

CCTTEAACTCGCGGTAAG

droBipl|lscf7180000396413:3059143~- CCTTTAACTCGCGGTAAG

3059160 -
B |2:9030502-9030529 - | lccTrTAACRCBCcceTARGCEECCREAT T |
laroper2|scaffold 0:2843324-2843348 - lccTrraacRclceeTAAGCHECGET |
droWil2|lscf2 1100000004902:3622319- CCTTTAACIICGCGGTAAGHANGEATT

3622346 -

droVir3|scaffold 13047:17948248-
17948265 -

CCTTTAACTCECGGTAAG

droMoj3|scaffold 6540:13763597—
13763614 +

CCTTAACTCGCGGTAAG

droGriZ2|scaffold 15074:6696032-
6696049 +

CCTTTAACTCGCGGTAAG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23105279-23105436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23105279-23105436
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_18.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:4655149-4655291
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:17725-17835
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:22808972-22809091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:23383930-23384060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409770:859077-859117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:1546827-1546865
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413872:243089-243128
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:1869285-1869398
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779682:2375-2414
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453826:332068-332107
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:652068-652233
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:19307042-19307059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:3059143-3059160
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:9030502-9030529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:2843324-2843348
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:3622319-3622346
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:17948248-17948265
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:13763597-13763614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:6696032-6696049

1ID:

Coordinate:

dya 43 2L:3517411-3517469 + | confident | Canonical miRNA |3pUTR

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star [(18) BT BT T Tl _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
utr3 [utr3_plus_263]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V120 M026 MO56 V046 V058 V052 SRR1275488
AATCTGGATATACTCTTATAGTTTAGGGTCGCACAACGGCAGTACCTTTATAGTAAGTGTCATACGGAACTCGGACCAGGAAAAGAATTCCGTATGACACTTCTTATAAAGTTGCCTGCTGCTTACATCTAATGTAGTTTATATAAGAAGCTCGACTGT female
Read # Hit |Total body male head embryo embryo head head Male
R e N N R R T N T N 1)) DINII))) L)) )))))) . Ekkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x gize Mismatch Count Norm Total body larvae
.................................................. TAGTAAGTGTCATACGGARACT .+« v et et et et et e e et e e e e e e e et et et et e et e e et ettt et e et ettt 200 1 611.00611 221 237 132 14 1 3 3 0
.................................................. TAGTAAGTGTCATACGGAACTC « ¢ v e et et et e e e e e e e e e e e e e e e et et e eete e e e e e e e e eeeaeaeaeaeaeaeaeaeneneenenenenenanaa 22 0 1 231.00231 98 53 4 50 17 4 4 1
...................................................................................... ATTCCGTATGACACTTCTTATA . ¢ ot et et et et e ettt et et e e e ee ittt 22 0 1 165.00165 157 2 3 2 1 0 0 0
...................................................................................... ATTCCGTATGACACTTCTTAT « - ¢ vt et et et et ettt ee e e e eaeaeaeataeaeeeenenenenanaa 2 0 1 110.00110 98 1 0 10 1 0 0 0
.................................................. TAGTAAGTGTCATACGGARAC . ¢ e v et et et et et e e e e e e e et et et et et e et et e et et et e ettt et e e e ettt e e 200 1 60.00 60 23 24 9 1 0 3 0 0
...................................................................................... ATTCCGTATGACACTTCTTA . ¢ e e et et et et et et ettt e e e ee et teteee e 20 0 1 25.00 25 21 0 1 3 0 0 0 0
................................................... AGTAAGTGTCATACGGAACT .+« t e e et et et e e ettt e e e e e e e e e e e eeee e e aeaeaeaeaeneneneaeaeaeaeaeeeaeneneneenenennnenaa 20 0 1 22.00 22 22 0 0 0 0 0 0 0
.................................................. TAGTAAGTGTCATACGGAACH . ¢+« vt ettt ettt e et e et e e e e e e e et et e e e e e e e e e e e et 20 1 15.00 15 0 0 9 6 0 0 0 0
................................................... AGTAAGTGTCATACGGAACTC « « t e e et et et et e e e e e e e e e e e e e e e e e e eeee e aeeeaeaeaeeneneaeaeaeaeaeeeeeneneeeenenenenanaa2l 0 1 11.00 11 11 0 0 0 0 0 0 0
....................................................................................... TTCCGTATGACACTTCTTATA . ¢ e e et et ettt ettt et aee e e aaaatataeaeaeanenenenana 2l 0 1 6.00 6 6 0 0 0 0 0 0 0
....................................................................................... TTCCGTATGACACTTCTTA . ¢ ot et et et et et e ettt et e e ee ettt 19 0 1 5.00 5 5 0 0 0 0 0 0 0
....................................................................................... TTCCGTATGACACTTCTTAT « « « e e et et et et e et et ae e e e aaeeeaeaeanananenenenaaa 20 0 1 5.00 5 5 0 0 0 0 0 0 0
.................................................... GTAAGTGTCATACGGAACTC .« « et et et et et e et et e e e e e e e e et et et e e et et e et et e e e e e eaeaeaeaeaeaeeeeeeeenenenenanaa 20 0 1 2.00 2 2 0 0 0 0 0 0 0
.................................................. TAGTAAGTGTCATACGGAACE . « ¢ ottt ittt ettt et e et e e e e e e e et e e e e e e e e e 21 1 2.00 2 1 0 1 0 0 0 0 0
.................................................. TAGTAAGTGTCATACGGAACTC . « o ¢ it ittt ittt ettt ittt ettt et ettt et e et e ettt 231 1 2.00 2 1 0 0 0 0 0 1 0
.................................................... Gl AAGTGTCATACGGAACT .« e v et et et et et e e e e e e e e e e e et et et et e e e e et et e et e 19 0 1 2.00 2 1 0 1 0 0 0 0 0
.................................................. TAGTAAGTGTCATACGGAR . ¢+t et et et et et et ettt et e e e e e e et e e et et et et et et et et et et e e e ettt ettt 19 0 1 2.00 2 0 1 0 0 0 1 0 0
...................................................................................... ATTCCGTATGACACTTCTT ¢ & e e e et et et et et e e e et e e e ettt 190 1 2.00 2 0 0 1 1 0 0 0 0
....................................................................... ofelel-Xofo) NeTel- V.V V-Ne- V- il o] o c i o A 1 2.00 2 0 2 0 0 0 0 0 0
...................................................................................... ATTCCGTATGACACTTCTTATAR .« t vt et et et ettt et e e e e e e tataeeeeenenenea 23 0 1 2.00 2 2 0 0 0 0 0 0 0
...................................................................................... ATTCCGTATGACACTTCT .« e v et ettt et et et e ettt e et e e eeee et teeeeenenanana.. 18 0 1 1.00 1 0 0 0 1 0 0 0 0
...................................................................................... ATTCCGTATGACACT TCT . . . . ottt ittt it ettt ittt 20 2 1 1.00 1 1 0 0 0 0 0 0 0
................................................... AGTAAGTGTCATACGGAAC . « ¢ e v et et et et et e e e e e et e e e e et et et et e e et et et et e e et e et 190 1 1.00 1 1 0 0 0 0 0 0 0
................................................... AGTAAGTGTCATACGGAACTC . ¢ o ¢ ittt ettt ettt ettt ettt et e e e e e ettt e 221 1 1.00 1 1 0 0 0 0 0 0 0
...................................................... AAGTGTCATACGGAACTC . « & e o e e e e e et et et et e e e e e e e e e e e e e e e e e e e e tete e e aeaeeeaeneneneneneneaeaeaeaeaeneanaa. 18 0 1 1.00 1 0 0 0 1 0 0 0 0
.................................................. TAGTAAGTGTCATACGGAAC T . « o o ittt ettt et et e et e ettt ettt et e e e e e e e e e e e et 231 1 1.00 1 0 0 0 0 0 0 1 0
.................................................. TAGTAAGTGTCATACGGAACTCGG « « « + v vt et et ettt ettt e e e et et et et et et e e et ettt et et et e e e e ettt ee i 24 0 1 1.00 1 1 0 0 0 0 0 0 0
........................................................................................ TCCGTATGACACTTCTTATA . & ¢ e e et et et et et ettt ettt e e eeeeaeaeaaeaeananae. 20 0 1 1.00 1 1 0 0 0 0 0 0 0
.................................................. TAGTAAGTGTCATACGGAR . | L Lt e ittt ittt et e ettt 20 1 1 1.00 1 1 0 0 0 0 0 0 0
.................................................. TAGTAAGTGTCATACGGA . « « + v e e et e e et et e ettt et e e e e e e e e et et et et e e e ettt et e e e e e e e e ettt 18 0 1 1.00 1 1 0 0 0 0 0 0 0
..................................................... TAAGTGTCATACGGAACTCGGACC « « « vt vt et et et et et e e e et e e e e e e e et e et et e et ettt et ettt et et ettt iieeeeeee.. 24 0 1 1.00 1 1 0 0 0 0 0 0 0
.................................................. TAGTAAGTGTCATACGGAACT . - - o ittt ittt ittt et ettt e e ettt et et et ettt e e 22 1 1 1.00 1 1 0 0 0 0 0 0 0
...................................................................................... ATTCCGTATGACACTTCTTAR. - . ottt i it ittt et e e 201 1 1.00 1 0 0 0 1 0 0 0 0
Anti-sense strand reads
V058
TTAGACCTATATGAGAATATCAAATCCCAGCGTGTTGCCGTCATGGAAATATCATTCACAGTATGCCTTGAGCCTGGTCCTTTTCTTAAGGCATACTGTGAAGAATATTTCAACGGACGACGAATGTAGATTACATCAAATATATTCTTCGAGCTGACA
Read # Hit |Total head
R e N I I N T N N T 1) )IIIIIIIIIIIIYIINDID)D) L)) L)) )))) . ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate iD Alignment
ldrovak3|21:3517361-3517519 + ldya_43|aaTcTGGATA----- TACTCTTATAGTTTAG----GGTCGCACAACGGCAGTACCTTTATAGTAAGTGTCATACGGAACTCGGAC-CAGGAAAAGAATTCCE-TATCGACACTTCTTATAAAGTTGCCTGCTGCT TA-—CATC T AA - — = — = — == == == = = = o = o o o TGTAGT T TAT AT AR - — = — == == == = = = — = — — — o GAAGCTCGACTGT|
droEre2(scaffold 4929:3565640- ccliac-----EEEEE e — - - | T XeIT AGTAAGTCTCATANGGAACT Col R c 2 AT CCC-TATCACACTTCTIgTArAGTTGCATGCEGIr Tfg--cr & epn - - - - - - - oo L L N N —e—,—HHp.-.iniimL .S GAAGCgcGACTGT
3565747 +
Grosecz|acaffold 5ilezeci0- e A T e T e e oo TTAGTTTATATANG ~————-------=-----------------m-m-m-------m----ooe B Teoror
1629724 +
Grosinzlzlissenoi-ssneers - |  |NESiEN—EhEciaBroriiAl —oorcocacerdlocas A Y Y—NFTFTFSSS—————— v oz TGTAGTITATATARE- ==~~~ - - - e
|am3 lchr2r:3527291-3527383 + || |2aTcTecATEE SR T T TARAGTTTAR- - --GeTcGcACAACGC ALY B TCRACTGT]
droEugl|scf7180000409554:2558809- AfrCTHGATASNEEVNeC TR TEARAN T T RIN B T cGcACANCGCAGTAINNTETATAGTAAGT GTCATAC G XIS NTH LA LY SN T -Xn iin [T\ ATEICCl= TATCACACT T Cle el TAle A G T T GCIeGC TGTfEA - - CATCl8AA - - -~ - - oo L e — — — — = — = = = = ----acaalacT(]
2558961 -
droBialllscf7180000302408:1809516- AT N A T - - - P - — -y T A caAfliccccTACRT TTATEGTAAGTGTCATACCINGENTH G A IR S e Ec A ATfECIS- TATGACAC TG NAA A G T T GCIT GC T 8 — — CA TR A A~ — — = — = — = — = — = — = — o GAGT TN G CLN Y R e e - - — - AT CIATGlel
1809655 +
droTakl|lscf7180000415399:501631- A G T A I A N NG GG CCAC T A CA TG e e - - - - Ti¥€AINSlC T
501805 +
droElel|lscf7180000490728:209168- NGAAGHTCGACTGT
209378 +
droRhol|lscf7180000779523:214251— GAZ—\GTCGZ—\CTGT
214280 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:3517361-3517519
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:3517361-3517519
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_43.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:3565640-3565747
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:1629630-1629724
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:3386891-3386975
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:3527291-3527383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:2558809-2558961
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302408:1809516-1809655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415399:501631-501805
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490728:209168-209378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779523:214251-214280

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 34 |2R:12724136-12724190 + || confident | Testes-restricted | intergenic

PSRl L CRN R dmis match in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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12,724,080 12,724,120 12,724,160 12,724,200 12,724,240 S T 1T T T 171 1 - -
Genomic Position 17 18 19 20 21 22 23 24 25 I I ! ! I
Size Condition 12,724,080 12,724,120 12,724,160 12,724,200 12,724,240
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
M043
V120 M026 M056 V046 SRR1275484 V058 SRR1275488 V052
ATTTTCTCTTTGTTATTCTGCAATGGATTTATTTGCTTTAGGATTTATTT TTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACTAAGTTAACGAGCATTCATCTCATTTTTGAAATTTTGTGTTCATGAGTG female
Read # Hit |Total male head embryo body |embryo Male head Male head
hkkkkhkkkkkkkhhkkkkkhkkhhkrhrkhkrkrrxx (L. (CCCCC CCCCCCCCCCCCCe oo 0O e enn.. 1)) )D)) o )IIDDIND))) D)) D)) L)) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body prepupae larvae
................................................................................... TGAGGTAGTATTGTTTGGAAG + + « v e v v et e et et eee e et e eeeaeaneaneaeaneaneaeeneenenns 2l 0 1 348.00348 300 16 12 14 2 2 2 0 0
................................................................................... TGAGGTAGTATTGTTTGGARAGA . « « e v v et v et eeeeeseeseeeeeaneaneaeeneaneaneaeeneans 22 0 1 333.00333 263 23 25 13 8 1 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC + & v v v e et e et e e e e e et e et e e e e e e e et e et et e e e e e et et et ettt et et eaeeaeaeaeeneaa 22 0 1 81.00 81 16 29 19 8 8 0 0 0 1
................................................................................... TGAGGTAGTATTGTTTGGAAGA. . - . ... e i i i 23 1 1 53.00 53 42 8 1 2 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAR . « + e et e et e et e e et e et e e eee et eaaeaeaaeanena. 20 0 1 51.00 51 49 1 1 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCG - « + v e e v e et e e e e e et e e e e e e e e et e et e e e e e e et e et e e te e et e ea e eaeaaaaaeaeeneenaaa 23 0 1 43.00 43 8 16 9 9 1 0 0 0 0
.................................................. TTTCGGACARTTCARTCT GGG ¢ « v v et e et e et et e e e et e e e et e e e e e et et et e e e et et ettt et et eieaieanaaeanea 210 1 32.00 32 8 15 2 6 1 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAN. . . .. .o i i e i e e 20 1 32.00 32 30 1 0 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGA s « v et e et e et e et et eeeeeteeeeeeaneaseaeaneanenseneanaan. 19 0 1 29.00 29 26 2 1 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGA. . .. . o i i i iiieeea 23 1 1 24.00 24 24 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCT GGG . -« . e ittt ettt e et e e e e e e e e e e e e e e e et ettt e et ettt et ettt 221 1 23.00 23 8 14 1 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGT + v v e v v e e e e e n e e e e e e e e e e e e e e ae e aeaneansaeeneeneeneaeeaeeneaneaeeneaneaneneeneaas 24 0 1 18.00 18 4 12 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAA. - . ot it i e e e et e e ee e 201 1 17.00 17 15 2 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC . .« . o ottt i et it ittt e ettt ittt ettt et e e et eneneaeee.. 23 1 1 15.00 15 2 13 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAM. « o vttt ittt ittt ettt e e eee e 20 1 1 12.00 12 9 3 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGT TTGGARAGA . « + « e et e et e et et e et et e e e et eaeeaeaeeaenaeaeaa 23 0 1 10.00 10 9 0 1 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGH . « - ¢ ot ittt et e ettt e e et ee e 22 1 1 10.00 10 7 0 1 0 0 0 2 0 0
.................................................. T TTCGGACAAT T CAATCTGGG . « ¢ o v ottt ettt ettt e e e e e e e e e e e e e et ettt e et et e 232 1 9.00 9 2 7 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE. . . . ... . . i ittt e 24 2 1 8.00 8 6 0 0 0 0 2 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGH. - - - - - i i i i e i i i e 190 1 7.00 7 7 0 0 0 0 0 0 0 0
.................................................. U el eler-NoF- VN 0-V-i o et e e - -3 S 1 5.00 5 5 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGHA . « &« ot ittt ettt ettt et ettt et e ettt e eaeeeee. 23 2 1 5.00 5 3 2 0 0 0 0 0 0 0
.................................................. TTTCGGACARTTCARTCT GG M « + v v e e e et vt e e e e e e e e e e e e e e e e et e e e e e e eeeeeseneaneaeeasenaeaneaeeaeaneaneanennaas 20 0 1 4.00 4 1 2 0 1 0 0 0 0 0
.................................................. TTTCGGACARTTCARTC .« v e v e e et e et e et e e e e e e e et e e e e e e e et e e e et e e e et et et et ettt ettt 1T 0 1 4.00 4 0 0 0 0 0 3 0 1 0
.................................................................................. CTGAGGTAGTATTGTTTGGA . « « e v e e e e e et e eeeeeeesaeeaeeneaneaeeaeeneaneanennanaaa 20 0 1 4.00 4 4 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGE . « « e vt vt et et et e et et et e e e e e e et e e e e e et e ettt e ettt e ettt eaeeeeee. 24 1 1 3.00 3 0 3 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGR . « ¢ o e vttt et ettt et e e et et et e e e e et e e e et ettt e e e et ettt ea e eeeaeeenen. 24 1 1 3.00 3 0 1 2 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCG T . « - o ettt ettt ettt e e e et e e e e e e et et e e et et et ettt e e ie e 261 1 3.00 3 1 0 0 1 0 1 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC . - ¢ v v ittt ittt ettt ettt e e et et ettt e e e et ettt ee e ettt ea e 23 1 1 3.00 3 0 3 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGHN. - - - - - - e i ieee 23 2 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTAT TGT TTGGAR . « v et e et e et e et e eeeteaeeeeeaneaeaaeananneneaneanaa 2l 0 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGT TTGGARG . « « e v e et e et e e eeneansanensaneaneaeeneeneaneaeenennaa 22 0 1 3.00 3 1 0 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAN. - - - - - - o e i it 20 2 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................................................... GAGGTAGTATTGTTTGGAAGA . « v v e e e e et e eeeeeansaneneaneaneneeneeaneanennanaaa2l 0 1 2.00 2 0 0 0 2 0 0 0 0 0
.................................................................................. CTGAGGTAGTAT TGTTTGGAAR . . . .o ittt ittt e ettt e i e eeeeenea 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGTT . & v e v v et e e e e e e e e e e e e e e e e e e aa e e e e e eaaeaeeaeeneeeeaeeaeeeaeaneaeeaeaneaneaneneaas 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGE . « -+« v ot ittt ettt ettt et ettt e e 20 2 1 2.00 2 2 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGH. . - . o oot i i i e it i i e e 22 1 1 2.00 2 0 2 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGME . - ¢ ot ot ittt et ettt e e e e e et e e e e e e e e e e e et et et et ettt e e 232 1 1.00 1 0 1 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGEE. - - o ¢ ottt et ettt tete e e e eeeeaenenaeneaeas 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAAT CTGGGCG e « v e v e et e e e e e et e e e e e e et e e e e e e e e e eaa e e easeneeaseaseeseeeaneaseaseneaneaneneanaa22 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................. T T TCGGACARTTCARATCT « + e v e e et e et e et e e e e e et e et e e e e e et e et e e e et e e e et et et et et eaaaeaaeanaananeanaa. 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAARM . . . . .. .. ittt ittt e i eeeaeeea. 23 3 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................... TCGGACAAT TCAATCTGGGC .« e v v e v e et e e et e e e e et et e et e et e et e et et e et e et e e eee et aeaeeaeaneaeeaeanenneaneneana 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAARE . . . . . o i it e e e eeee e 222 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAM. - - - - - - oo i i 20 2 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE . . . . ... i i ittt it i e eie e 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGAC . « « v e et v et e e ee e eee s eeeaeaneaeeaeeaeaneaeeaeeneaas 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAAT CTGGGCGT « « + v v e e v et e e et e et e e e et e e e et e et e et et e e e et et et ettt ettt et 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGR . « o v ottt et et e et e e e et e e e e e e e e e e e e e e ettt e et et ettt ettt e ee e 241 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................................................... GAGGTAGTATTGTTTGGARG . « « « t e e et e et e e ee e eeeeaeeaaaaeaeeaeeaenneaeenennaaa20 0 1 1.00 1 0 0 1 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGTTTGGAAGAN. . . .. . i 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGH. - - - o e i i i et i e 180 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT T TG . « o ¢ et ettt ettt et ettt e e e e ettt e eeeeeee.. 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE. . . .. ottt it et ettt e e eeee e 242 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGRAAGE. - . - . o i i i et i i ieeeneea 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAE . « . . o ot ittt i e e ettt e e ee e 222 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGR . « - ¢ ot it i i e ittt i i eeeeeea. 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAATCTGGGC « + « v e v e e e e e e e e e e e et e e e e e e et e et e e e e e e e e et e et e e et eateaeeaeaneaeeaeeaeaneaeeneaaaaa 2 0 1 1.00 1 0 0 0 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAARA. . . . ..ottt ittt it et ieeaeaeneeaea 23 3 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGG e « v et e et e et ee e et e e et et eeeateaaeaneanaananeanaan. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGA R . . . . .ottt et ittt et ettt e e 223 2 0.50 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGH- - - - - - - - - oo e i i e i ei e 213 5 0.40 2 2 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TG . - - o ot i ettt ettt ettt et e it e ea e 102 3 0.33 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGI. - - . - - - - e e i i i i iiiee e 203 4 0.25 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
TAAAAGAGAAACAATAAGACGTTACCTAAATAAACGAAATCCTAAATAAAAAAGCCTGTTAAGTTAGACCCGCAACGAAAGCGACTCCATCATAACAAACCTTCTGATTCAATTGCTCGTAAGTAGAGTAAAAACTTTAAAACACAAGTACTCAC
Read # Hit Total
AR R e e L N N N A T T G T T 1))))D)) c )NIIIDDDD)) L)) D)) ) L)) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k* gjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|2r:12724086-12724240 + |dya 34|[AT----TTTCTCTTTGTTATT-----------—- CTGCAATGGATTTATTT-—-——-—— GCTTTAGGATTTA--—--—- TTTEPTCCCACAATTCAATCTGEECGTTGCTTTCGCTGAGGTAGTATTGTT TGGAAGAC TAAGT TAACG A G  — — = — = — = = — = = — = o o o ATTCATCTCATTT-TTGAAAT - — == — == — == == = = — = o o TTTGTGTTCATGAGTG|
droEre2|scaffold 4845:10618676- der_25T————TTTCT=GTTATT —————————— &TTAT T TN ¥ NI NNGC T TTAGGATTTA-—————~ BRI TClECACAATIEClEATCTNCCCG T THC TE T CGCTGAGGTAGTAT TG T T TG A AG AT A A GT T A A GG - — — — — =~ = — =~ — - — —— — o — o aAdrcaTc¥ T T-TTRAAA TR - - - - - - TN TR CATIR G TG
10618838 -
droSec2|lscaffold 1:14026259- TG T A A CGAGC -~ — =~ — - — - — o m o - N T A 2 A - - — - — - e ST TGTRCATIRGTG
14026320 -
ldrosimz2|2r:17041524-17041580 - | T AT A A G A G =~ — == = —m ——m oo PG e i 2 2 Y 2 — 1 — — — — — — B \c 2 TEC T G|
|dm3 lchr2or:16472054-16472133 | AAGTT@ACGAGC-—=-———————————————- 22 —————-HH G.CT A2 C e i 2 L Y — [ — — — — N 2 caliacafiaTTiialNeile
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
g ! - = -
© \ o - - ™ ot oo °
° = @ e mreme o
w —
o = 8
1] S — o] 2 (=
o S g o o
o c T 3 T
g° E o == " @ "
= - o Q 0
S O
: ‘ -
- = — o
o o % ° &
" | || [ g
| | | | | —_u - 5
o = oy —
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Genomic Position
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V120 M026 M056 V046 SRR1275484 V058 SRR1275488 V052
ATTTTCTCTTTGTTATTCTGCAATGGATTTATTTGCTTTAGGATTTATTT TTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACTAAGTTAACGAGCATTCATCTCATTTTTGAAATTTTGTGTTCATGAGTG female
Read # Hit |Total male head embryo body |embryo Male head Male head
hkkkkhkkkkkkkhhkkkkkhkkhhkrhrkhkrkrrxx (L. (CCCCC CCCCCCCCCCCCCe oo 0O e enn.. 1)) )D)) o )IIDDIND))) D)) D)) L)) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body prepupae larvae
................................................................................... TGAGGTAGTATTGTTTGGAAG + + « v e v v et e et et eee e et e eeeaeaneaneaeaneaneaeeneenenns 2l 0 1 348.00348 300 16 12 14 2 2 2 0 0
................................................................................... TGAGGTAGTATTGTTTGGARAGA . « « e v v et v et eeeeeseeseeeeeaneaneaeeneaneaneaeeneans 22 0 1 333.00333 263 23 25 13 8 1 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC + & v v v e et e et e e e e e et e et e e e e e e e et e et et e e e e e et et et ettt et et eaeeaeaeaeeneaa 22 0 1 81.00 81 16 29 19 8 8 0 0 0 1
................................................................................... TGAGGTAGTATTGTTTGGAAGA. . - . ... e i i i 23 1 1 53.00 53 42 8 1 2 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAR . « + e et e et e et e e et e et e e eee et eaaeaeaaeanena. 20 0 1 51.00 51 49 1 1 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCG - « + v e e v e et e e e e e et e e e e e e e e et e et e e e e e e et e et e e te e et e ea e eaeaaaaaeaeeneenaaa 23 0 1 43.00 43 8 16 9 9 1 0 0 0 0
.................................................. TTTCGGACARTTCARTCT GGG ¢ « v v et e et e et et e e e et e e e et e e e e e et et et e e e et et ettt et et eieaieanaaeanea 210 1 32.00 32 8 15 2 6 1 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAN. . . .. .o i i e i e e 20 1 32.00 32 30 1 0 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGA s « v et e et e et e et et eeeeeteeeeeeaneaseaeaneanenseneanaan. 19 0 1 29.00 29 26 2 1 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGA. . .. . o i i i iiieeea 23 1 1 24.00 24 24 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCT GGG . -« . e ittt ettt e et e e e e e e e e e e e e e e e et ettt e et ettt et ettt 221 1 23.00 23 8 14 1 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGT + v v e v v e e e e e n e e e e e e e e e e e e e e ae e aeaneansaeeneeneeneaeeaeeneaneaeeneaneaneneeneaas 24 0 1 18.00 18 4 12 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAA. - . ot it i e e e et e e ee e 201 1 17.00 17 15 2 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC . .« . o ottt i et it ittt e ettt ittt ettt et e e et eneneaeee.. 23 1 1 15.00 15 2 13 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAM. « o vttt ittt ittt ettt e e eee e 20 1 1 12.00 12 9 3 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGT TTGGARAGA . « + « e et e et e et et e et et e e e et eaeeaeaeeaenaeaeaa 23 0 1 10.00 10 9 0 1 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGH . « - ¢ ot ittt et e ettt e e et ee e 22 1 1 10.00 10 7 0 1 0 0 0 2 0 0
.................................................. T TTCGGACAAT T CAATCTGGG . « ¢ o v ottt ettt ettt e e e e e e e e e e e e e et ettt e et et e 232 1 9.00 9 2 7 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE. . . . ... . . i ittt e 24 2 1 8.00 8 6 0 0 0 0 2 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGH. - - - - - i i i i e i i i e 190 1 7.00 7 7 0 0 0 0 0 0 0 0
.................................................. U el eler-NoF- VN 0-V-i o et e e - -3 S 1 5.00 5 5 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGHA . « &« ot ittt ettt ettt et ettt et e ettt e eaeeeee. 23 2 1 5.00 5 3 2 0 0 0 0 0 0 0
.................................................. TTTCGGACARTTCARTCT GG M « + v v e e e et vt e e e e e e e e e e e e e e e e et e e e e e e eeeeeseneaneaeeasenaeaneaeeaeaneaneanennaas 20 0 1 4.00 4 1 2 0 1 0 0 0 0 0
.................................................. TTTCGGACARTTCARTC .« v e v e e et e et e et e e e e e e e et e e e e e e e et e e e et e e e et et et et ettt ettt 1T 0 1 4.00 4 0 0 0 0 0 3 0 1 0
.................................................................................. CTGAGGTAGTATTGTTTGGA . « « e v e e e e e et e eeeeeeesaeeaeeneaneaeeaeeneaneanennanaaa 20 0 1 4.00 4 4 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGE . « « e vt vt et et et e et et et e e e e e e et e e e e e et e ettt e ettt e ettt eaeeeeee. 24 1 1 3.00 3 0 3 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGR . « ¢ o e vttt et ettt et e e et et et e e e e et e e e et ettt e e e et ettt ea e eeeaeeenen. 24 1 1 3.00 3 0 1 2 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCG T . « - o ettt ettt ettt e e e et e e e e e e et et e e et et et ettt e e ie e 261 1 3.00 3 1 0 0 1 0 1 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC . - ¢ v v ittt ittt ettt ettt e e et et ettt e e e et ettt ee e ettt ea e 23 1 1 3.00 3 0 3 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGHN. - - - - - - e i ieee 23 2 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTAT TGT TTGGAR . « v et e et e et e et e eeeteaeeeeeaneaeaaeananneneaneanaa 2l 0 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGT TTGGARG . « « e v e et e et e e eeneansanensaneaneaeeneeneaneaeenennaa 22 0 1 3.00 3 1 0 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAN. - - - - - - o e i it 20 2 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................................................... GAGGTAGTATTGTTTGGAAGA . « v v e e e e et e eeeeeansaneneaneaneneeneeaneanennanaaa2l 0 1 2.00 2 0 0 0 2 0 0 0 0 0
.................................................................................. CTGAGGTAGTAT TGTTTGGAAR . . . .o ittt ittt e ettt e i e eeeeenea 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGTT . & v e v v et e e e e e e e e e e e e e e e e e e aa e e e e e eaaeaeeaeeneeeeaeeaeeeaeaneaeeaeaneaneaneneaas 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGE . « -+« v ot ittt ettt ettt et ettt e e 20 2 1 2.00 2 2 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGH. . - . o oot i i i e it i i e e 22 1 1 2.00 2 0 2 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGME . - ¢ ot ot ittt et ettt e e e e e et e e e e e e e e e e e et et et et ettt e e 232 1 1.00 1 0 1 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGEE. - - o ¢ ottt et ettt tete e e e eeeeaenenaeneaeas 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAAT CTGGGCG e « v e v e et e e e e e et e e e e e e et e e e e e e e e e eaa e e easeneeaseaseeseeeaneaseaseneaneaneneanaa22 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................. T T TCGGACARTTCARATCT « + e v e e et e et e et e e e e e et e et e e e e e et e et e e e et e e e et et et et et eaaaeaaeanaananeanaa. 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAARM . . . . .. .. ittt ittt e i eeeaeeea. 23 3 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................... TCGGACAAT TCAATCTGGGC .« e v v e v e et e e et e e e e et et e et e et e et e et et e et e et e e eee et aeaeeaeaneaeeaeanenneaneneana 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAARE . . . . . o i it e e e eeee e 222 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAM. - - - - - - oo i i 20 2 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE . . . . ... i i ittt it i e eie e 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGAC . « « v e et v et e e ee e eee s eeeaeaneaeeaeeaeaneaeeaeeneaas 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAAT CTGGGCGT « « + v v e e v et e e et e et e e e et e e e et e et e et et e e e et et et ettt ettt et 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGR . « o v ottt et et e et e e e et e e e e e e e e e e e e e e ettt e et et ettt ettt e ee e 241 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................................................... GAGGTAGTATTGTTTGGARG . « « « t e e et e et e e ee e eeeeaeeaaaaeaeeaeeaenneaeenennaaa20 0 1 1.00 1 0 0 1 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGTTTGGAAGAN. . . .. . i 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGH. - - - o e i i i et i e 180 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT T TG . « o ¢ et ettt ettt et ettt e e e e ettt e eeeeeee.. 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE. . . .. ottt it et ettt e e eeee e 242 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGRAAGE. - . - . o i i i et i i ieeeneea 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAE . « . . o ot ittt i e e ettt e e ee e 222 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGR . « - ¢ ot it i i e ittt i i eeeeeea. 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAATCTGGGC « + « v e v e e e e e e e e e e e et e e e e e e et e et e e e e e e e e et e et e e et eateaeeaeaneaeeaeeaeaneaeeneaaaaa 2 0 1 1.00 1 0 0 0 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAARA. . . . ..ottt ittt it et ieeaeaeneeaea 23 3 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGG e « v et e et e et ee e et e e et et eeeateaaeaneanaananeanaan. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGA R . . . . .ottt et ittt et ettt e e 223 2 0.50 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGH- - - - - - - - - oo e i i e i ei e 213 5 0.40 2 2 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TG . - - o ot i ettt ettt ettt et e it e ea e 102 3 0.33 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGI. - - . - - - - e e i i i i iiiee e 203 4 0.25 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
TAAAAGAGAAACAATAAGACGTTACCTAAATAAACGAAATCCTAAATAAAAAAGCCTGTTAAGTTAGACCCGCAACGAAAGCGACTCCATCATAACAAACCTTCTGATTCAATTGCTCGTAAGTAGAGTAAAAACTTTAAAACACAAGTACTCAC
Read # Hit Total
AR R e e L N N N A T T G T T 1))))D)) c )NIIIDDDD)) L)) D)) ) L)) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k* gjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
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ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 34 |2R:12724136-12724190 + || confident | Testes-restricted | intergenic
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Genomic Position
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V120 M026 M056 V046 SRR1275484 V058 SRR1275488 V052
ATTTTCTCTTTGTTATTCTGCAATGGATTTATTTGCTTTAGGATTTATTT TTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACTAAGTTAACGAGCATTCATCTCATTTTTGAAATTTTGTGTTCATGAGTG female
Read # Hit |Total male head embryo body |embryo Male head Male head
hkkkkhkkkkkkkhhkkkkkhkkhhkrhrkhkrkrrxx (L. (CCCCC CCCCCCCCCCCCCe oo 0O e enn.. 1)) )D)) o )IIDDIND))) D)) D)) L)) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body prepupae larvae
................................................................................... TGAGGTAGTATTGTTTGGAAG + + « v e v v et e et et eee e et e eeeaeaneaneaeaneaneaeeneenenns 2l 0 1 348.00348 300 16 12 14 2 2 2 0 0
................................................................................... TGAGGTAGTATTGTTTGGARAGA . « « e v v et v et eeeeeseeseeeeeaneaneaeeneaneaneaeeneans 22 0 1 333.00333 263 23 25 13 8 1 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC + & v v v e et e et e e e e e et e et e e e e e e e et e et et e e e e e et et et ettt et et eaeeaeaeaeeneaa 22 0 1 81.00 81 16 29 19 8 8 0 0 0 1
................................................................................... TGAGGTAGTATTGTTTGGAAGA. . - . ... e i i i 23 1 1 53.00 53 42 8 1 2 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAR . « + e et e et e et e e et e et e e eee et eaaeaeaaeanena. 20 0 1 51.00 51 49 1 1 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCG - « + v e e v e et e e e e e et e e e e e e e e et e et e e e e e e et e et e e te e et e ea e eaeaaaaaeaeeneenaaa 23 0 1 43.00 43 8 16 9 9 1 0 0 0 0
.................................................. TTTCGGACARTTCARTCT GGG ¢ « v v et e et e et et e e e et e e e et e e e e e et et et e e e et et ettt et et eieaieanaaeanea 210 1 32.00 32 8 15 2 6 1 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAN. . . .. .o i i e i e e 20 1 32.00 32 30 1 0 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGA s « v et e et e et e et et eeeeeteeeeeeaneaseaeaneanenseneanaan. 19 0 1 29.00 29 26 2 1 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGA. . .. . o i i i iiieeea 23 1 1 24.00 24 24 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCT GGG . -« . e ittt ettt e et e e e e e e e e e e e e e e e et ettt e et ettt et ettt 221 1 23.00 23 8 14 1 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGT + v v e v v e e e e e n e e e e e e e e e e e e e e ae e aeaneansaeeneeneeneaeeaeeneaneaeeneaneaneneeneaas 24 0 1 18.00 18 4 12 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAA. - . ot it i e e e et e e ee e 201 1 17.00 17 15 2 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC . .« . o ottt i et it ittt e ettt ittt ettt et e e et eneneaeee.. 23 1 1 15.00 15 2 13 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAM. « o vttt ittt ittt ettt e e eee e 20 1 1 12.00 12 9 3 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGT TTGGARAGA . « + « e et e et e et et e et et e e e et eaeeaeaeeaenaeaeaa 23 0 1 10.00 10 9 0 1 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGH . « - ¢ ot ittt et e ettt e e et ee e 22 1 1 10.00 10 7 0 1 0 0 0 2 0 0
.................................................. T TTCGGACAAT T CAATCTGGG . « ¢ o v ottt ettt ettt e e e e e e e e e e e e e et ettt e et et e 232 1 9.00 9 2 7 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE. . . . ... . . i ittt e 24 2 1 8.00 8 6 0 0 0 0 2 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGH. - - - - - i i i i e i i i e 190 1 7.00 7 7 0 0 0 0 0 0 0 0
.................................................. U el eler-NoF- VN 0-V-i o et e e - -3 S 1 5.00 5 5 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGHA . « &« ot ittt ettt ettt et ettt et e ettt e eaeeeee. 23 2 1 5.00 5 3 2 0 0 0 0 0 0 0
.................................................. TTTCGGACARTTCARTCT GG M « + v v e e e et vt e e e e e e e e e e e e e e e e et e e e e e e eeeeeseneaneaeeasenaeaneaeeaeaneaneanennaas 20 0 1 4.00 4 1 2 0 1 0 0 0 0 0
.................................................. TTTCGGACARTTCARTC .« v e v e e et e et e et e e e e e e e et e e e e e e e et e e e et e e e et et et et ettt ettt 1T 0 1 4.00 4 0 0 0 0 0 3 0 1 0
.................................................................................. CTGAGGTAGTATTGTTTGGA . « « e v e e e e e et e eeeeeeesaeeaeeneaneaeeaeeneaneanennanaaa 20 0 1 4.00 4 4 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGE . « « e vt vt et et et e et et et e e e e e e et e e e e e et e ettt e ettt e ettt eaeeeeee. 24 1 1 3.00 3 0 3 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGR . « ¢ o e vttt et ettt et e e et et et e e e e et e e e et ettt e e e et ettt ea e eeeaeeenen. 24 1 1 3.00 3 0 1 2 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCG T . « - o ettt ettt ettt e e e et e e e e e e et et e e et et et ettt e e ie e 261 1 3.00 3 1 0 0 1 0 1 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC . - ¢ v v ittt ittt ettt ettt e e et et ettt e e e et ettt ee e ettt ea e 23 1 1 3.00 3 0 3 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGHN. - - - - - - e i ieee 23 2 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTAT TGT TTGGAR . « v et e et e et e et e eeeteaeeeeeaneaeaaeananneneaneanaa 2l 0 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGT TTGGARG . « « e v e et e et e e eeneansanensaneaneaeeneeneaneaeenennaa 22 0 1 3.00 3 1 0 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAN. - - - - - - o e i it 20 2 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................................................... GAGGTAGTATTGTTTGGAAGA . « v v e e e e et e eeeeeansaneneaneaneneeneeaneanennanaaa2l 0 1 2.00 2 0 0 0 2 0 0 0 0 0
.................................................................................. CTGAGGTAGTAT TGTTTGGAAR . . . .o ittt ittt e ettt e i e eeeeenea 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGTT . & v e v v et e e e e e e e e e e e e e e e e e e aa e e e e e eaaeaeeaeeneeeeaeeaeeeaeaneaeeaeaneaneaneneaas 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGE . « -+« v ot ittt ettt ettt et ettt e e 20 2 1 2.00 2 2 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGH. . - . o oot i i i e it i i e e 22 1 1 2.00 2 0 2 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGME . - ¢ ot ot ittt et ettt e e e e e et e e e e e e e e e e e et et et et ettt e e 232 1 1.00 1 0 1 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGEE. - - o ¢ ottt et ettt tete e e e eeeeaenenaeneaeas 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAAT CTGGGCG e « v e v e et e e e e e et e e e e e e et e e e e e e e e e eaa e e easeneeaseaseeseeeaneaseaseneaneaneneanaa22 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................. T T TCGGACARTTCARATCT « + e v e e et e et e et e e e e e et e et e e e e e et e et e e e et e e e et et et et et eaaaeaaeanaananeanaa. 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAARM . . . . .. .. ittt ittt e i eeeaeeea. 23 3 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................... TCGGACAAT TCAATCTGGGC .« e v v e v e et e e et e e e e et et e et e et e et e et et e et e et e e eee et aeaeeaeaneaeeaeanenneaneneana 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAARE . . . . . o i it e e e eeee e 222 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAM. - - - - - - oo i i 20 2 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE . . . . ... i i ittt it i e eie e 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGAC . « « v e et v et e e ee e eee s eeeaeaneaeeaeeaeaneaeeaeeneaas 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAAT CTGGGCGT « « + v v e e v et e e et e et e e e et e e e et e et e et et e e e et et et ettt ettt et 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGR . « o v ottt et et e et e e e et e e e e e e e e e e e e e e ettt e et et ettt ettt e ee e 241 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................................................... GAGGTAGTATTGTTTGGARG . « « « t e e et e et e e ee e eeeeaeeaaaaeaeeaeeaenneaeenennaaa20 0 1 1.00 1 0 0 1 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGTTTGGAAGAN. . . .. . i 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGH. - - - o e i i i et i e 180 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT T TG . « o ¢ et ettt ettt et ettt e e e e ettt e eeeeeee.. 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE. . . .. ottt it et ettt e e eeee e 242 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGRAAGE. - . - . o i i i et i i ieeeneea 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAE . « . . o ot ittt i e e ettt e e ee e 222 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGR . « - ¢ ot it i i e ittt i i eeeeeea. 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAATCTGGGC « + « v e v e e e e e e e e e e e et e e e e e e et e et e e e e e e e e et e et e e et eateaeeaeaneaeeaeeaeaneaeeneaaaaa 2 0 1 1.00 1 0 0 0 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAARA. . . . ..ottt ittt it et ieeaeaeneeaea 23 3 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGG e « v et e et e et ee e et e e et et eeeateaaeaneanaananeanaan. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGA R . . . . .ottt et ittt et ettt e e 223 2 0.50 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGH- - - - - - - - - oo e i i e i ei e 213 5 0.40 2 2 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TG . - - o ot i ettt ettt ettt et e it e ea e 102 3 0.33 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGI. - - . - - - - e e i i i i iiiee e 203 4 0.25 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
TAAAAGAGAAACAATAAGACGTTACCTAAATAAACGAAATCCTAAATAAAAAAGCCTGTTAAGTTAGACCCGCAACGAAAGCGACTCCATCATAACAAACCTTCTGATTCAATTGCTCGTAAGTAGAGTAAAAACTTTAAAACACAAGTACTCAC
Read # Hit Total
AR R e e L N N N A T T G T T 1))))D)) c )NIIIDDDD)) L)) D)) ) L)) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k* gjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|2r:12724086-12724240 + |dya 34|[AT----TTTCTCTTTGTTATT-----------—- CTGCAATGGATTTATTT-—-——-—— GCTTTAGGATTTA--—--—- TTTEPTCCCACAATTCAATCTGEECGTTGCTTTCGCTGAGGTAGTATTGTT TGGAAGAC TAAGT TAACG A G  — — = — = — = = — = = — = o o o ATTCATCTCATTT-TTGAAAT - — == — == — == == = = — = o o TTTGTGTTCATGAGTG|
droEre2|scaffold 4845:10618676- der_25T————TTTCT=GTTATT —————————— &TTAT T TN ¥ NI NNGC T TTAGGATTTA-—————~ BRI TClECACAATIEClEATCTNCCCG T THC TE T CGCTGAGGTAGTAT TG T T TG A AG AT A A GT T A A GG - — — — — =~ = — =~ — - — —— — o — o aAdrcaTc¥ T T-TTRAAA TR - - - - - - TN TR CATIR G TG
10618838 -
droSec2|lscaffold 1:14026259- TG T A A CGAGC -~ — =~ — - — - — o m o - N T A 2 A - - — - — - e ST TGTRCATIRGTG
14026320 -
ldrosimz2|2r:17041524-17041580 - | T AT A A G A G =~ — == = —m ——m oo PG e i 2 2 Y 2 — 1 — — — — — — B \c 2 TEC T G|
|dm3 lchr2or:16472054-16472133 | AAGTT@ACGAGC-—=-———————————————- 22 —————-HH G.CT A2 C e i 2 L Y — [ — — — — N 2 caliacafiaTTiialNeile
droEugl|scf7180000409474:1489443—- : GIIN\A A JFN A B rlelelc T T TCTTAAAAATCAAGTGCT TAATAT TGAAAGTATGATTATTAAAATAATATTTATTTACATTTAAAGCACT TTCGAAT TTTTAAGATAACTCAATGGGTGTACAT T TTTAAATAAT TAT TGT TCGAGCGT TGAGT TAT T TTAAGAAT TAATG TG T AGTCGEAATAA - B - — - — — - —EE e - - - - - - -GTGAAAYE

droTakl|[EeTTI80000415401:100735-
100900 -

droRhol|sc£7180000780104:83008=
83037 -
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ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 34 |2R:12724136-12724190 + || confident | Testes-restricted | intergenic

PSRl L CRN R dmis match in alignment _

Predicted structure
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Flybase annnotation
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V120 M026 M056 V046 SRR1275484 V058 SRR1275488 V052
ATTTTCTCTTTGTTATTCTGCAATGGATTTATTTGCTTTAGGATTTATTT TTTCGGACAATTCAATCTGGGCGTTGCTTTCGCTGAGGTAGTATTGTTTGGAAGACTAAGTTAACGAGCATTCATCTCATTTTTGAAATTTTGTGTTCATGAGTG female
Read # Hit |Total male head embryo body |embryo Male head Male head
hkkkkhkkkkkkkhhkkkkkhkkhhkrhrkhkrkrrxx (L. (CCCCC CCCCCCCCCCCCCe oo 0O e enn.. 1)) )D)) o )IIDDIND))) D)) D)) L)) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total body prepupae larvae
................................................................................... TGAGGTAGTATTGTTTGGAAG + + « v e v v et e et et eee e et e eeeaeaneaneaeaneaneaeeneenenns 2l 0 1 348.00348 300 16 12 14 2 2 2 0 0
................................................................................... TGAGGTAGTATTGTTTGGARAGA . « « e v v et v et eeeeeseeseeeeeaneaneaeeneaneaneaeeneans 22 0 1 333.00333 263 23 25 13 8 1 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC + & v v v e et e et e e e e e et e et e e e e e e e et e et et e e e e e et et et ettt et et eaeeaeaeaeeneaa 22 0 1 81.00 81 16 29 19 8 8 0 0 0 1
................................................................................... TGAGGTAGTATTGTTTGGAAGA. . - . ... e i i i 23 1 1 53.00 53 42 8 1 2 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAR . « + e et e et e et e e et e et e e eee et eaaeaeaaeanena. 20 0 1 51.00 51 49 1 1 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCG - « + v e e v e et e e e e e et e e e e e e e e et e et e e e e e e et e et e e te e et e ea e eaeaaaaaeaeeneenaaa 23 0 1 43.00 43 8 16 9 9 1 0 0 0 0
.................................................. TTTCGGACARTTCARTCT GGG ¢ « v v et e et e et et e e e et e e e et e e e e e et et et e e e et et ettt et et eieaieanaaeanea 210 1 32.00 32 8 15 2 6 1 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAN. . . .. .o i i e i e e 20 1 32.00 32 30 1 0 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGA s « v et e et e et e et et eeeeeteeeeeeaneaseaeaneanenseneanaan. 19 0 1 29.00 29 26 2 1 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGA. . .. . o i i i iiieeea 23 1 1 24.00 24 24 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCT GGG . -« . e ittt ettt e et e e e e e e e e e e e e e e e et ettt e et ettt et ettt 221 1 23.00 23 8 14 1 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGT + v v e v v e e e e e n e e e e e e e e e e e e e e ae e aeaneansaeeneeneeneaeeaeeneaneaeeneaneaneneeneaas 24 0 1 18.00 18 4 12 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAA. - . ot it i e e e et e e ee e 201 1 17.00 17 15 2 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC . .« . o ottt i et it ittt e ettt ittt ettt et e e et eneneaeee.. 23 1 1 15.00 15 2 13 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAM. « o vttt ittt ittt ettt e e eee e 20 1 1 12.00 12 9 3 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGT TTGGARAGA . « + « e et e et e et et e et et e e e et eaeeaeaeeaenaeaeaa 23 0 1 10.00 10 9 0 1 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGH . « - ¢ ot ittt et e ettt e e et ee e 22 1 1 10.00 10 7 0 1 0 0 0 2 0 0
.................................................. T TTCGGACAAT T CAATCTGGG . « ¢ o v ottt ettt ettt e e e e e e e e e e e e e et ettt e et et e 232 1 9.00 9 2 7 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE. . . . ... . . i ittt e 24 2 1 8.00 8 6 0 0 0 0 2 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGH. - - - - - i i i i e i i i e 190 1 7.00 7 7 0 0 0 0 0 0 0 0
.................................................. U el eler-NoF- VN 0-V-i o et e e - -3 S 1 5.00 5 5 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGHA . « &« ot ittt ettt ettt et ettt et e ettt e eaeeeee. 23 2 1 5.00 5 3 2 0 0 0 0 0 0 0
.................................................. TTTCGGACARTTCARTCT GG M « + v v e e e et vt e e e e e e e e e e e e e e e e et e e e e e e eeeeeseneaneaeeasenaeaneaeeaeaneaneanennaas 20 0 1 4.00 4 1 2 0 1 0 0 0 0 0
.................................................. TTTCGGACARTTCARTC .« v e v e e et e et e et e e e e e e e et e e e e e e e et e e e et e e e et et et et ettt ettt 1T 0 1 4.00 4 0 0 0 0 0 3 0 1 0
.................................................................................. CTGAGGTAGTATTGTTTGGA . « « e v e e e e e et e eeeeeeesaeeaeeneaneaeeaeeneaneanennanaaa 20 0 1 4.00 4 4 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGE . « « e vt vt et et et e et et et e e e e e e et e e e e e et e ettt e ettt e ettt eaeeeeee. 24 1 1 3.00 3 0 3 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGR . « ¢ o e vttt et ettt et e e et et et e e e e et e e e et ettt e e e et ettt ea e eeeaeeenen. 24 1 1 3.00 3 0 1 2 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCG T . « - o ettt ettt ettt e e e et e e e e e e et et e e et et et ettt e e ie e 261 1 3.00 3 1 0 0 1 0 1 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGC . - ¢ v v ittt ittt ettt ettt e e et et ettt e e e et ettt ee e ettt ea e 23 1 1 3.00 3 0 3 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGHN. - - - - - - e i ieee 23 2 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTAT TGT TTGGAR . « v et e et e et e et e eeeteaeeeeeaneaeaaeananneneaneanaa 2l 0 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGT TTGGARG . « « e v e et e et e e eeneansanensaneaneaeeneeneaneaeenennaa 22 0 1 3.00 3 1 0 1 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAN. - - - - - - o e i it 20 2 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................................................... GAGGTAGTATTGTTTGGAAGA . « v v e e e e et e eeeeeansaneneaneaneneeneeaneanennanaaa2l 0 1 2.00 2 0 0 0 2 0 0 0 0 0
.................................................................................. CTGAGGTAGTAT TGTTTGGAAR . . . .o ittt ittt e ettt e i e eeeeenea 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGTT . & v e v v et e e e e e e e e e e e e e e e e e e aa e e e e e eaaeaeeaeeneeeeaeeaeeeaeaneaeeaeaneaneaneneaas 25 0 1 2.00 2 0 2 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGE . « -+« v ot ittt ettt ettt et ettt e e 20 2 1 2.00 2 2 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGH. . - . o oot i i i e it i i e e 22 1 1 2.00 2 0 2 0 0 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGME . - ¢ ot ot ittt et ettt e e e e e et e e e e e e e e e e e et et et et ettt e e 232 1 1.00 1 0 1 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAGEE. - - o ¢ ottt et ettt tete e e e eeeeaenenaeneaeas 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAAT CTGGGCG e « v e v e et e e e e e et e e e e e e et e e e e e e e e e eaa e e easeneeaseaseeseeeaneaseaseneaneaneneanaa22 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................. T T TCGGACARTTCARATCT « + e v e e et e et e et e e e e e et e et e e e e e et e et e e e et e e e et et et et et eaaaeaaeanaananeanaa. 18 0 1 1.00 1 0 0 0 0 0 1 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAARM . . . . .. .. ittt ittt e i eeeaeeea. 23 3 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................... TCGGACAAT TCAATCTGGGC .« e v v e v e et e e et e e e e et et e et e et e et e et et e et e et e e eee et aeaeeaeaneaeeaeanenneaneneana 20 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAARE . . . . . o i it e e e eeee e 222 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAM. - - - - - - oo i i 20 2 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE . . . . ... i i ittt it i e eie e 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGAC . « « v e et v et e e ee e eee s eeeaeaneaeeaeeaeaneaeeaeeneaas 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAAT CTGGGCGT « « + v v e e v et e e et e et e e e et e e e et e et e et et e e e et et et ettt ettt et 23 0 1 1.00 1 0 0 0 1 0 0 0 0 0
.................................................. TTTCGGACAATTCAATCTGGGCGR . « o v ottt et et e et e e e et e e e e e e e e e e e e e e ettt e et et ettt ettt e ee e 241 1 1.00 1 0 1 0 0 0 0 0 0 0
.................................................................................... GAGGTAGTATTGTTTGGARG . « « « t e e et e et e e ee e eeeeaeeaaaaeaeeaeeaenneaeenennaaa20 0 1 1.00 1 0 0 1 0 0 0 0 0 0
.................................................................................. CTGAGGTAGTATTGTTTGGAAGAN. . . .. . i 24 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGH. - - - o e i i i et i e 180 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT T TG . « o ¢ et ettt ettt et ettt e e e e ettt e eeeeeee.. 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGAAGARE. . . .. ottt it et ettt e e eeee e 242 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGRAAGE. - . - . o i i i et i i ieeeneea 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAAE . « . . o ot ittt i e e ettt e e ee e 222 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGR . « - ¢ ot it i i e ittt i i eeeeeea. 18 1 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................... TTCGGACAAT TCAATCTGGGC « + « v e v e e e e e e e e e e e et e e e e e e et e et e e e e e e e e et e et e e et eateaeeaeaneaeeaeeaeaneaeeneaaaaa 2 0 1 1.00 1 0 0 0 1 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGAARA. . . . ..ottt ittt it et ieeaeaeneeaea 23 3 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGG e « v et e et e et ee e et e e et et eeeateaaeaneanaananeanaan. 18 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TTGGA R . . . . .ottt et ittt et ettt e e 223 2 0.50 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGH- - - - - - - - - oo e i i e i ei e 213 5 0.40 2 2 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGT TG . - - o ot i ettt ettt ettt et e it e ea e 102 3 0.33 1 1 0 0 0 0 0 0 0 0
................................................................................... TGAGGTAGTATTGTTTGGI. - - . - - - - e e i i i i iiiee e 203 4 0.25 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
TAAAAGAGAAACAATAAGACGTTACCTAAATAAACGAAATCCTAAATAAAAAAGCCTGTTAAGTTAGACCCGCAACGAAAGCGACTCCATCATAACAAACCTTCTGATTCAATTGCTCGTAAGTAGAGTAAAAACTTTAAAACACAAGTACTCAC
Read # Hit Total
AR R e e L N N N A T T G T T 1))))D)) c )NIIIDDDD)) L)) D)) ) L)) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k* gjze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|2r:12724086-12724240 + |dya 34|[AT----TTTCTCTTTGTTATT-----------—- CTGCAATGGATTTATTT-—-——-—— GCTTTAGGATTTA--—--—- TTTEPTCCCACAATTCAATCTGEECGTTGCTTTCGCTGAGGTAGTATTGTT TGGAAGAC TAAGT TAACG A G  — — = — = — = = — = = — = o o o ATTCATCTCATTT-TTGAAAT - — == — == — == == = = — = o o TTTGTGTTCATGAGTG|
droEre2|scaffold 4845:10618676- der_25T————TTTCT=GTTATT —————————— &TTAT T TN ¥ NI NNGC T TTAGGATTTA-—————~ BRI TClECACAATIEClEATCTNCCCG T THC TE T CGCTGAGGTAGTAT TG T T TG A AG AT A A GT T A A GG - — — — — =~ = — =~ — - — —— — o — o aAdrcaTc¥ T T-TTRAAA TR - - - - - - TN TR CATIR G TG
10618838 -
droSec2|lscaffold 1:14026259- TG T A A CGAGC -~ — =~ — - — - — o m o - N T A 2 A - - — - — - e ST TGTRCATIRGTG
14026320 -
ldrosimz2|2r:17041524-17041580 - | T AT A A G A G =~ — == = —m ——m oo PG e i 2 2 Y 2 — 1 — — — — — — B \c 2 TEC T G|
|dm3 lchr2or:16472054-16472133 | AAGTT@ACGAGC-—=-———————————————- 22 —————-HH G.CT A2 C e i 2 L Y — [ — — — — N 2 caliacafiaTTiialNeile
droEugl|scf7180000409474:1489443—- : GIIN\A A JFN A B rlelelc T T TCTTAAAAATCAAGTGCT TAATAT TGAAAGTATGATTATTAAAATAATATTTATTTACATTTAAAGCACT TTCGAAT TTTTAAGATAACTCAATGGGTGTACAT T TTTAAATAAT TAT TGT TCGAGCGT TGAGT TAT T TTAAGAAT TAATG TG T AGTCGEAATAA - B - — - — — - —EE e - - - - - - -GTGAAAYE

droTakl|[EeTTI80000415401:100735-
100900 -

droRhol|sc£7180000780104:83008=
83037 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12724086-12724240
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12724086-12724240
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_34.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10618676-10618838
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_25.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14026259-14026320
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17041524-17041580
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16472054-16472133
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1489443-1489655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:100735-100900
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780104:83008-83037

ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dya 40/ X:20580816-20580880 - || confident || Canonical miRNA ||intergenic
ISl Pidmismatch in alignment _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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20580900 20580850 20580800 = | | | | | | \}@‘2' &@‘a <& & ¢ - .
. ayn ¥ \Q'l' !
Genomic Position 18 19 20 2f 22 23 < N | | I
Size Condition 20580900 20580850 20580800
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
M043
V120 M026 M056 V058 SRR1275484 V046 SRR1275486
GTGGTAGATTTCGGGGCTAAGAAACCAGGACGTCTTTGTGAATTATTCCCTTAAGGTCAGAAATGTATAGCTTAGTGGCTTTACAAATTTGGCAATACATTTAAGACCTTAGCGGAGTTTCTCACATGCCTTCCATARAAGTGTCTAGTCTAGACAATTTAAAAA female
Read # Hit |Total male head body | embryo head Male embryo Male
R e e e N N A O T N T O T e )) ool 1)) INIIIID) o IIIID)) D)D) ) L)) )) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**k* gjze Mismatch Count Norm Total body prepupae prepupae
.................................................. TTAAGGTCAGARATGTATAGCT . « & e et e ettt ee e ue et e et e et e et et e e et e ettt et e et e e e e et e e e e e e e e e et e e it e e 220 1 627.00 627 311 214 78 17 5 0 1 1
................................................... TAAGGTCAGAAATGTATAGCT . « ¢ ettt e e et e e e e e e et e e et ta e et et e e et e e e e ee e aeeee et eaeaeaneneeneenaena 2l 0 1 95.00 95 34 43 16 1 0 0 1 0
............................................................................................ CAATACATTTAAGACCTTAGCG . « e vt ettt te ettt ee e ie e ie e ia e iaeeneenee.. 22 0 1 74.00 74 25 0 43 5 1 0 0 0
.................................................. TTAAGGTCAGARATGTATAGCE . « . o ottt ittt ettt ettt et et et et e e et e e e e e e e e 221 1 34.00 34 0 29 0 5 0 0 0 0
................................................... TAAGGTCAGAAATGTATAGCTT « « . v e vt et te et e et e e e e e et e et e et e e e et e e e e et e e et e et e et e e e et e et e te et 220 1 28.00 28 21 4 1 1 1 0 0 0
............................................................................................ CAATACATTTAAGACCTTAGC . « « e vt e et e e et et it eie e eiaeaetaeeneeneennenaan.. 2l 0 1 21.00 21 2 0 12 7 0 0 0 0
.................................................. TTAAGGTCAGARATGTATAGC . + « e et v ettt e et e e e et e et e et e et e et e et e ettt et e e e e e et e e et e e e et e e et ie et i 200 1 20.00 20 13 5 1 0 0 1 0 0
............................................................................................ CAATACATTTAAGACCTTAGCG. -« ottt ittt ittt ie e eee e 231 1 17.00 17 15 0 2 0 0 0 0 0
.................................................. TTAAGGTCAGARATGTATAG . « « ¢ v v e v e e e et u et te et e et e et e et et et e et et et et e e et et e et e et e et e te ettt eaeeneenee.. 20 0 1 8.00 8 5 0 0 0 0 3 0 0
................................................... TAAGGTCAGAAATGTATAGCH . .« - . oottt ittt ettt ettt et et et et et et et et ettt e e e 20 1 8.00 8 0 6 0 2 0 0 0 0
............................................................................................. AATACATTTAAGACCTTAGC . « « e e v et ee e eeetee e e e e ee e e ee e eieeeaeeaeennen.. 20 0 1 4.00 4 0 0 4 0 0 0 0 0
.................................................. TTAAGGTCAGARATGTATAGCTT « &« v et et te e et et ettt e et e e e et e et et et ettt e e e et e e et e et te ettt en e enieeneneenea. 23 0 1 4.00 4 3 0 1 0 0 0 0 0
............................................................................................. AATACATTTAAGACCTTAGCG . « vt ot ettt et ee e e eie e e eeaeaeeaeeneen. 20 1 3.00 3 0 0 3 0 0 0 0 0
............................................................................................ CAATACATTTAAGACCTTAG . -+« e vt e ettt e e e e e e e ee e eeeie e eeaeaeeaneneen.. 20 0 1 3.00 3 0 0 3 0 0 0 0 0
.................................................. T AAGGTCAGARATGTATAGC . « - o« ettt ettt ettt et et et et et et et e e e e et 22 1 1 2.00 2 0 2 0 0 0 0 0 0
............................................................................................ CAATACATTTAAGACCTTAGCH. . ... e 221 1 1.00 1 1 0 0 0 0 0 0 0
................................................... TAAGGTCAGAAATGTATAGC . « - - o oottt ettt et ettt ettt et et et et e e et et e e et e e et 201 1 1.00 1 0 1 0 0 0 0 0 0
................................................................................................ ACATTTAAGACCTTAGCG « « v e v e e eeeeeeete e ee e ie e eaeeaeeaeenneneen.. 18 0 1 1.00 1 0 0 1 0 0 0 0 0
.................................................. TTAAGGTCAGARATGTATA . « . ottt ettt ettt e et e et e et et et e ettt e e et ettt et et e et e e e ettt ie et ie e 190 1 1.00 1 0 0 0 0 0 1 0 0
............................................................................................ CAATACATTTAAGACCTTAGCGE. - - ¢ ottt ittt it ittt et et et e e e e 24 2 1 1.00 1 1 0 0 0 0 0 0 0
Anti-sense strand reads
M043
CACCATCTAAAGCCCCGATTCTTTGGTCCTGCAGAAACACTTAATAAGGGAATTCCAGTCTTTACATATCGAATCACCGAAATGTTTARACCGTTATGTAAATTCTGGAATCGCCTCAAAGAGTGTACGGAAGGTATTTTCACAGATCAGATCTGTTAAATTTTT female
Read # Hit |Total body
khkkkkkkhkkhkkhkkhkkhkkhkhkhkhkhkhhhhhhhhhhhdk (((((__' (((((_ (((((((('_ ((((((((. (((_._ (( ______ )) _____ ))).)))))))) _.)))))))) _))))).__))))) L. kkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkkkkkk*x gjze Mismatch/ Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|[x:20580766-20580930 - ldya_40 |GTGGTAGATTTCGGGGC-TAAGAA-ACC—————————————————————————————— AGGACG---TCTTTGTGAATTATTCCCITAAGCTCAGAAATGTATAGCT TAGTGGCTTTACAAAT TTGGEAATACATFTAAGACCTTA=GCEGAGT TTCTCACATGCCTTCCATAAAAGTGTCTAGT CTAG-—————————————————————————————————_ ACAATTTAAAAA-—--——-
droEre2|scaffold 4690:17924486- |der 47 |RECEEAGATTTCCHGGC - TG REEY R —————————-————~ GecTRGGAACCTCENGARERINT GIRNEINS VA - - INENeIeIel L VNI NE VA ElU N TNEIhiCENENE A Til - GECINNEIA &V XU NNl c TINEr i TEE o el Nl T A I\GE T Sl elel VG IV Neleli T C T/§C T - T/§T T T T TGTGAATCTATCTTGGGTAACTCTAGTCTAGINECICH- - GCCIEEEEEE
17924691 -
droSec2|scaffold 8:3725796- dse 127 (i N T T CLAGEGC-TAAGHA - AN N - - — - - - ————————- G- e N e AR Tie TR G TGAAETAT TCCC{dAAGETClENEA ARG TAlEAGC Tln G TIE T TTACAA A T T TG EARNECATHEARCACCT=CCEGAGT TR THA cABGHCldTCCAT AR AG TG TR THG TR TG — - - - - — - — = - == == === — = — o= e rreaanfg-------
3725971 -
|drosim2|[x:20141507-20141683 - lasio  |EENNcAEEmTTTCRGRGC-TAAGHA- AR TR - - —-—--—---- N TN el A ek kb rile T c TcAarETaTTCCccTdAACE T CRENEA AN TAlSA G CTRA G TIN T T TACAAA T T T GCERARTEC AT TOAACACC T ey 6eaGACT TR TiA CAldchicldTrccaT@aaac T T TG TG - - - —- - - - - - - -~ - SleerTrAR - —--——-
|dn3 lchrx:21443068-21443248 - [dme_444][e e GG C - TAAGHE - A - ATV [T VY AT N R I XTV U T Ve - NN~ VY — — [TV T G e TNAR N AT CRCEA ALNG T AISAGC TISA G TINRE T T TACAAAT T TG GOART SO S NSAACACCHE= GOGGAGT T THTHA CABGEC T TCCATHARAGT G TH TG TG~~~ == —=————=—=———=-===-=——=-=——=-=-= TTTCIEGATINAGTATTTG]
L
droEugl|lscf7180000408193:45603— TcldeaiNeTAINS C T/ - SR AINNET/A - ATCAT TREREE B----—--——- AACTRETACACTTTCI-TTTCAAASNENSY- VNN T T8l VNEEIIE T/ VA AN TNEIhiCEEiA AR~ GV C TSV N TN T IV G Tl T TE A AINE Il T GlINE Tile T Gl ee - - — - - - - — - — - - — - — - - — - e — = = = = = =
45752 +
droTakl|lscf7180000415769:353399- [TiReeicA C AR G TE S CHENYE -2 - T » B----—-—-- B - - TR T TGTGAATIT THC CETAAGGT CHiGEEAINGTATAGC T G TG T T T A A A T T o G O A A e A T e A A A O C T T i — — — — = — = — = = = = — = = = = = = = = — = — = — = ——— e — = = = = = =
353509 -
droElel|lscf7180000491087:1002207- AATAA-----——-—-—-[f [ — e T BGEC- - TTGTGAARTAT TREIC TTAAGGT CRgNeA AlIATA TANC T TA G TER T T TARA A A g TS Gl A A N T e A A G AN T A g N N~ G T T T Chel G e T T T 2 e — — — — — — — = — = = — = — = = ——————————————————— e — = = = = = =
1002323 +
droRhol|lscf7180000779411:16505- TcldeacE T AT TIE /e - TGN IV A - T T A A T e ettt S h A X - — - THT TTGTGAARTAT THEIC T TAAGGT CRiGEA AINGTA T ANCENG TERIA T TR A \A A A T T[S G CRY AT AN T NAACACCT TG CLN~ G TE T TiA ChYelG Clel i Tl A By A B (el e — — — —— — — = —— = ———=———————————————————— ERdA AR TTARA A - - - ———-
16674 +
droFicl|lscf7180000453926:397652~- TcldeaNeT il TET/e-GGAGGE-INa - TTRECCTEERE CCEGAAGTEEREGACTREAAGCCGCAINA RN CIlCINEMENT AN T TR FNNEleNe T/ cINAAIININES A A ClecCA TIIRNN - F¥ACHC C T/Ele Gl TS Ui Ve e i T TG T A N A e C TNE - - — - - - - —— - - —— —— - —— —— - — — — — — [ et e — = = = = = =
397794 -
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rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:20580766-20580930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:20580766-20580930
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_40.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:17924486-17924691
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_47.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:3725796-3725971
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_127.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:20141507-20141683
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_6.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:21443068-21443248
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_444.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408193:45603-45752
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:353399-353509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491087:1002207-1002323
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779411:16505-16674
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453926:397652-397794

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}

dya 37 | X:11901555-11901617 - |confident | Testes-restricted | antisense_to_intron

Legend: mature star [l iie1(d B ITg e mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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11801650 11801600 11801550 11801500 o I I | | I I | I \@’\Q kS \@’\Q Qf\
Genomic Position 18 19 20 21 22 23 24 25 <@ ’ 1 | ! !
Size Condition 11901650 11901600 11901550 11901500
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dyak\GE17381-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads show mid mismatch reads H
M043
V120 M026 V052 MO56 V058 V046
ATTAAAACACAAAGTGCATACATATTCAAACATAATGCACTTTTTAAAACGTTCTTATTCGGTCCGCTTCTGCAAAACATTTTTTTATTGCAGCGTGTCAAATGAGAAAGTTTTAGAAAGCGATCACAATCAACAGCACAAAATATCTACATTTATGTTTAAA female
Read # Hit |Total male body |head head embryo head embryo
R L N A N N N Y T Y T 1)) I NIIIIINI)) e kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x*x** 5ize Mismatch Count Norm Total body
.......................................................................................... CAGCGTGTCAAATGAGARAGTT « & ¢ v et ettt e te et te e ete e et eeaneaeaeneenenenae 22 0 1 237.00237 232 2 2 0 0 1 0
......................................................................................... GCAGCGTGTCARATGAGARAG . ¢« « « et et et teeaee e en e teenteeeneneeaeneaneaeneeaes 2l 0 1 149.00149 147 1 0 0 0 1 0
.......................................................................................... CAGCGTGTCAAATGAGARAGT . ¢« t v et ettt e te et e e ee e e etaeneaeaeneenenena 2l 0 1 143.00143 141 1 0 0 0 0 1
......................................................................................... GCAGCGTGTCARATGAGARAGT « &+« et e et teea e e e en e e teenenaeaeneaneaeneaaes 22 0 1 138.00138 130 4 2 1 1 0 0
.......................................................................................... CAGCGTGTCARATGAGARAG . « « et et e eete et e e e e e e e e e eneneneneneneaeaeae. 20 0 1 68.00 68 68 0 0 0 0 0 0
......................................................................................... GCAGCGTGTCARATGAGARA . ¢ vt et et e teen e e e eeeenteeeneneeaeneaneaeneeaes 20 0 1 15.00 15 14 0 0 1 0 0 0
.................................................. GTTCTTATTCGGTCCGCTTCTG e & ¢ v e e e e e e e e et et et et e e e e e e e e e e ettt e e e e et e e et e et et et e e ettt ettt 22 0 1 10.00 10 6 0 4 0 0 0 0
.......................................................................................... CAGCGTGTCARATGAGARR . « e e o et te e et e e et e e ene e neetaenenaeaeneeeeneaa 19 0 1 9.00 9 9 0 0 0 0 0 0
.......................................................................................... CAGCGTGTCARATGAGARAGTTT . ¢ o e et e te e et et e e et eeee e eneneneneneneaeaeaes 23 0 1 8.00 8 8 0 0 0 0 0 0
.................................................. GTTCTTATTCGGTCCGCTT T . ¢ e e et e e e e et e e e e et e et e et e e et et ettt e e et et e et e e et e et eeneneeaenenaeaenneeenea 2l 0 1 7.00 7 7 0 0 0 0 0 0
.................................................. GTTCTTATTCGGTCCGCTTCTG A & ¢ e e e et et et et et et et et e e e et e e ettt et e e e e e e et e et et e e e ettt et 24 0 1 5.00 5 3 1 1 0 0 0 0
......................................................................................... GCAGCGTGTCAAATGAGARAGTT .+« vt et e teee et e e e ieeneeeneneeaeneaneaenenaes 23 0 1 3.00 3 2 0 0 0 1 0 0
................................................. CGTTCTTATTCGGTCCGCTTCTG M « « e e e e e e e et e e et et e e et et et e e e e e e ettt et e et et e et e e e e e ettt 23 0 1 3.00 3 3 0 0 0 0 0 0
................................................. CGTTCTTATTCGGTCCGCTTCTGCAR . « . ¢ ittt ittt ettt ettt e et ettt et ettt e et e e ettt ettt e i et 26 1 1 2.00 2 1 1 0 0 0 0 0
........................................................................................ TGCAGCGTGTCARATGAGARAG . « « v v e et e et et et e e et et e e e ettt 22 0 1 2.00 2 2 0 0 0 0 0 0
.................................................. GTTCTTATTCGGTCCGCTTCTGCAM. . o ettt ittt ettt ettt e ettt e ettt e e ettt ettt et et ettt et e e 251 1 2.00 2 0 0 2 0 0 0 0
................................................. CGTTCTTATTCGGTCCGCTTCOTGC « & ¢ e e e e e e et e e et et et et et et et e e e e et et et et et e et e e e e e e e e eaeaeaeaeananaeneneea 24 0 1 2.00 2 1 1 0 0 0 0 0
......................................................................................... GCAGCGTGTCARATGAGAR . « e ettt e e et e e et e e et e et ee i ieeaeneeeeneea. 190 1 2.00 2 2 0 0 0 0 0 0
........................................................................................... AGCGTGTCAAATGAGARAGT . « « vttt ettt et et e e e e e e e eeaeaeaeaeaeneeeae. 20 0 1 2.00 2 2 0 0 0 0 0 0
......................................................................................... GCAGCGTGTCAAATGAGARAM. . . ..o i i i i i i e e 2 1 1.00 1 1 0 0 0 0 0 0
......................................................................................... GCAGCGTGTCAAATGAGARAGE. . . oot i i e i i e ee e i e 221 1 1.00 1 1 0 0 0 0 0 0
......................................................................................... GCAGCGTGTCARATGAGA . « « e e ettt e et e e et e e e e e et ee i eiaeaenneeenee... 18 0 1 1.00 1 0 0 0 1 0 0 0
.................................................. GTTCTTATTCGGTCCGCTTCTGCAR . « e e e e et et et et et et et et et et e e e et et e e et e e e e et et e e e e e ettt ettt 250 1 1.00 1 1 0 0 0 0 0 0
............................................................................................. CGTGTCAAATGAGARAGT « « ¢ o e ettt te et te et ee e e ie e ieeaenaaaenenaen... 18 0 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................... CAGCGTGTCARATGAGARG . « « ¢ ot ittt ettt ettt ettt e et ee e e 191 1 1.00 1 1 0 0 0 0 0 0
........................................................................................... AGCGTGTCAAATGAGARAGTT .« vt et et e te e e eee e e ie e eneaeaenaeaenennenana. 200 1 1.00 1 0 1 0 0 0 0 0
................................................. CGTTCTTATTCGGTCCGCTTC . « e e e e e et et et e e et et et et et et et et e e e e ettt et ettt e e e e e e et eeieeieiiaaeeneee. 2l 0 1 1.00 1 0 1 0 0 0 0 0
................................................. CGTTCTTATTCGGTCCGCTTCTGCA . ¢ e e et ettt et et e e et e e et et e et et e e e ettt et ettt ettt e e te et iteeaaeaeneanaenenan 25 0 1 1.00 1 1 0 0 0 0 0 0
......................................................................................... GCAGCGTGTCARATGAGAABME. . . . . oottt it it it e e ee e e 2 2 1 1.00 1 1 0 0 0 0 0 0
.................................................. GTTCTTATTCGGTCCGCTTCTGC . « « e e e e e e e et e e et et e e e e et e et et et et e e a e et e e e e e eeee e eeeeeaeeeaeeeeeeaeaeaeaeneneneneneas23 0 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
M043
V058
TAATTTTGTGTTTCACGTATGTATAAGTTTGTATTACGTGAAAAATTTTGCAAGAATAAGCCAGGCGAAGACGTTTTGTAAAAAAATAACGTCGCACAGTTTACTCTTTCAAAATCTTTCGCTAGTGT TAGT TGTCGTGTTTTATAGATGTAAATACAAATTT female
Read # Hit |Total body head
AR AR e N N O O O D)D) NN e khkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*kk** gize Mismatch Count/Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroyak3|[x:11901505-11901667 - |dva 37||ATTAAAACA--CAAAGTGCATACAT AT TCAA - == A== = = = == = — = = & & - o o oo —————————— CATAATGCACTTTTTAAAACGTECTTATTCEETCCECTTCTGCARAACAT T T~ — =~ — = — = = = = — = — = = =~ — = — =~~~ ————————— TTTTATTGCAGCGTGTCAAATGAGAAAGTTTTAGARAAGCGAT -~ ———————— CACAATCAACAGCACAAAATA-TCTACA---TTTATGTTTAAA
droEre2|lscaffold 4690:9672324- [der 34|(ATiVCEEEEtel- R tle T A C i — — [~~~ —~— =~ =~ === mmmmmmmmm TATACTGTREEEE B T A CTTTTTAAAACE T C T T AT TCEETCCEC T CT G A A — — — — — — = — = = o — o oo TTTTATTGCAGCGTGTCAAATGAGAAAGTTTTAGAAAGCGAT-—-——————- WacaarcaacallcldcaraATA- T - —-RATATGTTTAAA
9672463 +
droSec2|scaffold 8:1717184- A TN Clen A Gl A T A CA T A T T — — A= — = — =~ = - — - — o cia AT CACTT TTlgAldA C B A T T CCC T N G T T O TG C A 1 2 R — — — — — — = = = =~ o ey nTGAGAAACETTTARAAAGCGAT -~ - - - - — - —- CACAATCAACALNC[ECAAARTA-TCTRRIA---TTTATGT TT/EA
1717318 +
ldrosim2|x:18324513-18324658 + || |2 g anaGREATACATAT THAR- - -[l-———— - - - - - === TTACTATATT AT A NNl e A I G Gl e e L e e A oo e e o - - — - — — e ——— e a TiAacaAACldT TTARA A G A T - — - - - - ———- CACAATCAACANGSCAAARTA-TCTARA-— - TTTATGTTT[gAA|
lam3 lchrx:19435346-19435555 +| AT Th—— e feTideln - - - AR GTTAACCAAGREEEEES ATTTTCTIRNCCINEREGINECAATCOINAT CARANT G TILIAINNEE - - - - - — - EE— et feby C 2. C AR A T[Y-TC TAARINET Tle T CEldelden
droBial|scf7180000301495:532208- TGH----— - - - — - - - - — - Tl - - T G T C T A e et T e ATV GNGURCINVIAT clilela TS TEClololelohiiea clo LN TNV T AGG T TCTCGGAT TAAAGAA T TALEE LR R R e TTTTATTGRAGCGTCECEAATCAGAAINT T T TAlfer AL GRT--—-—--—-- EACTEAAMACAAAAT—TCTA=———=‘
532361 +
droTakl|scf7180000412694:24241— - - c-—--GAA AT e C T TGII NS - - e I C T A e A TAJ¥NIA TINSLEGNA NN T AL ek cIN e el loleleh ek TN NN TINGENA AACAT TTCGTAT TTAAAGT TTAAATTAAAAT TTTAAACGCAT GIICINERE & Nelolehile C/8 G/ NN VAT A LSRN TEVINE T 2 - WA T T T T TT TATG - - IAC C/NNINES T/ShV NN - [UNG TSN A T - - — - - - - — -
24442 -
Generated: 09/08/2015 at 07:56 PM
PASS/FAIL
crit.star 1
crit.loop 0
crit.mor 0
crit.half 0
crit.total 1
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 0
rescue.dominant 0
rescue.known 0
rescue.confident 2
rescue.candidate 0


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11901505-11901667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11901505-11901667
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_37.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9672324-9672463
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_34.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1717184-1717318
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18324513-18324658
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19435346-19435555
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301495:532208-532361
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000412694:24241-24442

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 65 |3L.:4995808-4995873 + | confident || Mirtron |intron

Legend: mature - mismatch in alignmen _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense - Antisense Mature -#- Star
Hairpin partition Mature & Star
.55 annor 1031
Show Alternate Folds
Flybase annnotation
intron [Dyak\GE21446-in]; CDS [Dyak\GE21446-cds]; CDS [Dyak\GE21446-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M043
MO056 V058 V120 V052 V046 M026 GSM1528802
ATGCGGCTGCCCAGCTGAAGCAGCAGACGCTGGCTCGTCAGAGCCAGAAGGTAAGGATTATCTATAGTTTTTCTCAAATTCGTTATCTCTAATCAAACTATTCGCAATCCTTAGAGCAACAACAAGAAGCAGCACCAGCAGCTATGCCGCAGTGCCATCAAGCGGG female
Read # Hit |Total embryo body |head male head embryo head follicle
khkkkkkhkkhkhkkhkhkhkhkhkhkhkhkhhkhhkhhkhhhhhhhhhhhhhhhhhhhhhhhdhd ((((((((.... ((((((( ________________________ ))))))) ....)))))))) Lkkkkkkkkkkkkkkkkhkkhkkkkhkkhkkhkkhkkhkkhkkhkkhkhkkkkkkkkdkkdrddd* gjze Mismatch Count Norm Total bOdy cells
............................................................................................. CARACTATTCGCAATCCTTAGH . - o vttt i e e e ee e e 221 1 290.00290 146 77 26 16 13 8 4 0
............................................................................................. CARACTATTCGCAATCCTTAGE . « ¢ o vttt ettt it e ie e ie e e teeneeaeeneeae 22 1 1 54.00 54 53 1 0 0 0 0 0 0
............................................................................................. CAAACTATTCGCAATCCTTAG . « e e v e e te e et et e te e et e ieeieeneeneeneeaeeneeaes 2l 0 1 21.00 21 2 15 2 1 1 0 0 0
............................................................................................. CARACTATTCGCAATCCTTAGA . « ¢ v e e et e et ta e e e e eaeaenaenaeneeneeaeeneeaana22 0 1 13.00 13 2 9 0 0 1 1 0 0
.............................................................................................. AAACTATTCGCAATCCTTAGH. -« vttt e e et e et ee e e 2l 1 1 9.00 9 1 8 0 0 0 0 0 0
.................................................. GTAAGGATTATCTATAGTTTTTC . « &« e e e e e e et e e e e e e e e e e et et e et e e et et e e e e e e e e e e e et et e e e ta e eaeeneaenaeaaeaaeaaa23 0 1 8§.00 8 1 2 0 0 0 1 4 0
............................................................................................ TCAAACTATTCGCAATCCTTAGH . « ottt i i e e e e ie e ee e 231 1 8.00 8 2 5 0 0 0 1 0 0
.................................................. GTAAGGATTATCTATAGTTTTT . « ¢« e e e e ettt et e e e e e e e e et e et e et e et et e e e e e e et e e e e et et et e te e i eeeea e eiaeenaeaaa22 0 1 5.00 5 0 5 0 0 0 0 0 0
............................................................................................. CAAACTATTCGCAATCCTTAGE . - ¢ v vttt ettt et e e te e e ee e 22 1 1 3.00 3 0 2 0 0 0 0 1 0
.................. -NeloF-NeToF.Ney Nolelel et eloli o]eLi o N AP~ R O 1 3.00 3 0 0 0 0 0 0 0 3
................................................................................................. CTATTCGCAATCCTTAGH. . . oottt i e e e e i eiieieeee... 18 1 1 2.00 2 1 1 0 0 0 0 0 0
.............................................................................................. AAACTATTCGCAATCCTTAG . « v e v v e e ettt te e et et ie e eaeeneeaeeaeeaes 20 0 1 2.00 2 0 2 0 0 0 0 0 0
............................................................................................ TCAAACTATTCGCARTCCTTAG . « ¢ v e e v et et e te e et te e e ea e eee e eneeneenena. 22 0 1 2.00 2 0 1 0 0 1 0 0 0
....................................................................................................................... CAACAAGAAGCAGCACCAGC . ¢ v vt v e e e e eeneeneenennaen. 20 0 1 2.00 2 0 0 0 1 0 1 0 0
................................................... TAAGGATTATCTATAGTTTTTC ¢ « ¢« e e e e e ue e e e e e et et e e et e et et e e e e e e e e e e ettt et et et e te e ee e ee et taetaeaeeaena 22 0 1 2.00 2 0 0 0 0 0 0 2 0
.................................................. GTAAGGATTATCTATAGTT . « ¢« e e e et e et e et et e e e e e e et e et e et e et e e e e e e e e e e e e e e et e e taeeaeaenaenaeneeneeaeeneeaaa19 0 1 2.00 2 0 0 1 1 0 0 0 0
.................................................. GTAAGGATTATCTATAGTTTTTCTC . « ¢« e e e e et e e e e e e e e et e e e et a e et e e e et e e e e e et et e e e aaeaenaenaenneneeaeeaeeaeea 25 0 1 2.00 2 0 1 0 0 0 0 1 0
.................................................. GTARGGATTATCTATAGT « « -+t e ettt e et e ettt e e e e e et e e e et et e e e e e ettt e e e e e et e e e e e e e et et ettt et 18 0 1 1.00 1 0 0 1 0 0 0 0 0
............................................................................................. CAAACTATTCGCAATCCTTAGHE. - -« ¢ ottt ettt ittt et ee et en e eeneeaen. 23 2 1 1.00 1 1 0 0 0 0 0 0 0
..................................................................................... TCTCTAATCAAACTATTCGCAR . &« e e e toe e te et et et et et e et et e et e ie it i e eeaeena 22 0 1 1.00 1 0 1 0 0 0 0 0 0
....................................................................................... TCTAATCAAACTATTCGCAATCC . « « o et e e te e et et e e e et ee e e eaenaenaenaenaeneeneeaaea23 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................... GCAACAACAAGAAGCAGCACCAGC . « vt v e e ee e eaeeaennenn. 24 0 1 1.00 1 0 0 0 1 0 0 0 0
.................................................. GTAAGGATTATCTATAGTTTTTCT « ¢ et e et e et e et e et e e e e et e e e e e e e et e e e e e e e e e et e et e e e e e ettt te et ettt ea e 24 0 1 1.00 1 0 1 0 0 0 0 0 0
........ ele]elofNeloli Je3.V-NeToF-NeToF-NeT.Nol ol c NN AP PRP< SO 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................. CARACTATTCGCAATCCT « « e e e e e e e et e ta e et et e eea e eaeneeaeeneeaaeaeeaana 18 0 1 1.00 1 0 0 0 0 0 0 1 0
N e o e ot ofe).NeToki TV NeTo).NeTo . NPu AP 21 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................ TCAAACTATTCGCAATCCTTAGE . « -ttt e ittt et ittt e e ee et e i e e 23 1 1 1.00 1 1 0 0 0 0 0 0 0
........................................................................................... ATCAAACTATTCGCAATCCTTAG  « « ¢ v et ettt e ee e e e e eaeeeenaenaeneeneeaeeaeeaaea23 0 1 1.00 1 0 1 0 0 0 0 0 0
................................................................................................ ACTATTCGCAATCCTTAGH . « & vttt ettt ettt et e e ee e 191 1 1.00 1 0 1 0 0 0 0 0 0
.............................................................................................. AAACTATTCGCAATCCTTAGA . « ¢ v e e et eta e et ta e e eaaeaaanaenaenaeneeneenaeaaa2l 0 1 1.00 1 0 1 0 0 0 0 0 0
......................... GACGCTGGCTCGTCAGAGC « &+« e e v e et e e te et e e e e et et et et e et e e e e e e e e e et e et et e e et e e e e e e e e e e e e e e e e e e et 190 1 1.00 1 0 1 0 0 0 0 0 0
................................................................................................................. GAGCAACAACAAGAAGCAGCACC . « v vt e e e eee e e cneeneenaeaana 23 0 1 1.00 1 0 0 0 1 0 0 0 0
..................................................................................... TCTCTAATCAAACTATTCGCARTCC ¢ & e v e e te et e et et ettt et et et ie e eneenenneeae 25 0 1 1.00 1 0 1 0 0 0 0 0 0
............. el ohies-V-elo)-Nelo)- Nl No eloliil cTe] o NN PP N ¢ 1 1.00 1 1 0 0 0 0 0 0 0
...................................................................................... CTCTAATCAAACTATTCGCARTCC . « v et e ettt et et e e et e e et te e eeneenennenn. 24 0 1 1.00 1 0 1 0 0 0 0 0 0
..................... AGCAGACGCTGGCTCGTCAGA . + ¢ -+ e e e et e e e et e e e e e e e e e e et et et e e e et e e e e e e a e e e e et e et e e e e e e e e e e e e e e e a e e eaeeaeeaenaenaeneeneeneeneeaeaa2l 0 1 1.00 1 0 0 0 1 0 0 0 0
............... i)V Nelo) Neloy.Ne)-Nole ot e]e ol N PP N 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................ TCAAACTATTCGCAATCCTTA  « e e v ettt et e te e e e e e aaeaaenaenaeneeneeneeaeeaeeas 2l 0 1 1.00 1 0 1 0 0 0 0 0 0
........................................................................................................................................ AGCAGCTATGCCGCAGTGCCATCA...... 24 0 1 1.00 1 0 1 0 0 0 0 0 0
B elo]elel ok eo ofo). NeToli TV NcTo R O PP 20 0 1 1.00 1 0 1 0 0 0 0 0 0
................................................................................................................................ GCAGCACCAGCAGCTATG . « v v e v eeeeeeenenn.n. 18 0 1 1.00 1 0 1 0 0 0 0 0 0
................................................................................................................................. CAGCACCAGCAGCTATGCCGCA. o v v vvvennen.. 22 0 1 1.00 1 0 1 0 0 0 0 0 0
...................................................................................... CTCTAATCAAACTATTCGCAATCCTTAG  « ¢« e e et et e te e e e e eeeenaenaeneeneeneeneeaeeaeeas 28 0 1 1.00 1 0 1 0 0 0 0 0 0
.......................................................................................................................................... CAGCTATGCCGCAGTGCCATC....... 21 0 1 1.00 1 0 0 0 0 0 1 0 0
............................................................................................................................ AGAAGCAGCACCAGCAGCTATGCC. « v v v v eeneeneen.. 24 0 1 1.00 1 0 1 0 0 0 0 0 0
............................................................................................. CARACTATTCGCAATCCTTAME. . . . oottt e e i i e e 22 2 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................... GCAACAACAAGAAGCAGCACCAGCAGC . « vt v v e eeneeneeneeneea. 27 0 1 1.00 1 0 1 0 0 0 0 0 0
....................... 07Xe) Neleloli el eloil ole il oF-Ne.Ne] NN PR~ R 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................. CAAACTATTCGCAATCCTTAM. . .. ... i i i i i i e 22 2 1 1.00 1 1 0 0 0 0 0 0 0
......................................................................... TCAAATTCGTTATCTCTAATCARACT .+t e et e e te e te e et et et ettt et et et e te e eneaeenenaenaa 26 0 1 1.00 1 0 1 0 0 0 0 0 0
......................................................................................................................... ACAAGAAGCAGCACCAGCAGCTA . o vt v v eeeeeenennennan 23 0 1 1.00 1 0 0 0 1 0 0 0 0
............................................................................................................................................ GCTATGCCGCAGTGCCATCAAGC... 23 0 1 1.00 1 0 1 0 0 0 0 0 0
.................................................................................................................... CAACAACAAGAAGCAGCACC . « vttt ee e eeeeeeeaeeaaenannae. 20 0 1 1.00 1 0 0 0 1 0 0 0 0
................................................................................................................. GAGCAACAACAAGAAGCAGCACCAGCA. « vt v v e eenseneenecneenaaea 27 0 1 1.00 1 0 0 0 1 0 0 0 0
............................................................................................ TCAAACTATTCGCAATCCTTAGA . « « v e v vt et e te e et et aeeeenaenaeneenneneeaeeaeeas 23 0 1 1.00 1 1 0 0 0 0 0 0 0
.......................................................................................................................... CAAGAAGCAGCACCAGCAGC . « v vt v e e eeneeneenennan. 20 0 2 0.50 1 0 1 0 0 0 0 0 0
.................................. i ofelioFeTNeTole)-NeT-V-Ne! . - AP - S 8 0.13 1 1 0 0 0 0 0 0 0
Anti-sense strand reads
M043
MO056
TACGCCGACGGGTCGACTTCGTCGTCTGCGACCGAGCAGTCTCGGTCTTCCATTCCTAATAGATATCAAAAAGAGTTTAAGCAATAGAGATTAGTTTGATAAGCGTTAGGAATCTCGTTGT TGTTCTTCGTCGTGGTCGTCGATACGGCGTCACGGTAGTTCGCCC female
Read # Hit Total body embryo
Je ke ok ok e ok e sk ek ke ok e ok ek ek ke ke ok ek ke ke ke ke ke ke k(e e e (OO e e e e e e e e e e e e e e e 1)))))) o i u)))))))) Lk kkkkkkkkkkkkkkkkhkkkkkkhkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|31.:4995758-4995923 + ldya_65||]ATGCGGCTGCCCAGCTGARGCAGCAGACGCTGGCTCGTCAGAGCCAGAAGEIAAGCAS S =SS o o E s s S S i S S S s i G A= S S S S e e e e G = == S S oS o s s e S S S e C T CAAATTCG- - - TT-ATCTCTAATCAAACTATT-—=C-————-—-—-—~- GCAATCCTTAGAGCAACAACAAGAAGCAGCACCAGCAGCTATGCCGCAGTGCCATCAAGCGGE
droEre2|scaffold 4784:7128261- ATGCGGCEGCCCAGHTGAAGCAGCAGACIICTGGCTCGTCAGAGCCAGAAG TTTAGTGGC-- ec A e - - e - AT CTAATCAA R — —f--——-——- XJCAATCCTTAGAGCAACAACAAGAAGCAGCACCAGCAGCTTGCCGCAGTGCCATCAAGCGGG
7128423 +
ldrosec2|lscaffold 2:4408722-4408897 4 |2aTcceccBc@cAGHTGAAGCAGCAGACGCTGGCTCGTCAGAGCCAGAAG CACG GTACAA EeraanErfel- -ArE-arcTcTArTINEANETATE- - - - -fYeh-TecaaTccATAGAGCAAEAACAAGAAGEAGCACCAGCAGCTETGCCGCAGTGCCATEAAGCGGE
ldrosim2|31:4371862-4372037 + | |aTcccecEclNcAGHTGAAGCAGCAGACGCTGGCTCGTCAGAGCCAGAAG CACG GTACAA e BTiE- -ArE-ArcTcTAATINEANC TATS- - - - — RS- TMYCAATCCINTAGA GCAAfEAACAAGAAGEAGCACCAGCAGC T@TGCCGCAGTGCCATCAAGCGGE)|
|dm3 llchr31:4419614-4419791 + | |aTcceeCEcECAGHTGAAGCAGCAGACGCTGGCTCGTCAGAGHCAGAAG I AAGE AT S S S e S e - == =ssssmss s s s Yelm e N N ee i 2 A8 I - - Arfe- aTcTeTAA TIXEARICTATI- - — Ch- —[Shyele- TNl AR TCCRNTAGA GC A AfgA ACAAGAAGIEAGCACCAGCAGCTMTGCCGCAGTGCCATCAAGCGGG
droEugl|lscf7180000409466:2181695- ATGCGGCTGCCCAGCTGAAGCAGCAGACGCTGGCTCGTCAGAGCCAGAAG 2 il Er TN -Frr-Erifec TAA TClARMTATT - - —CLV- RN Ee A AlChIT8AGAGCAACAACAAGAAGCAGCACCAGCAGCTMTGCCGCAGTGCCATHAAGCGGG
2181864 +
droBialllscf7180000302428:10050211- ATGCGGCEGCCCAGCTGAAGCAGCAGACGCTGGCTCGTCAGAGCCAGAAG CGTGGGG:CACGLL TCTTTGTGGGGAAATGTTCCGG-
10050402 -
droTakl||sc£7180000415941:290531- JAGTTTTTINET
290639 +
droElel|scf7180000491249:5307459-

5307548 +
droRhol|lsc£7180000780120:38108-38229

droFicl|lscf7180000454065:1168601- TTTAA-CJiG EETelia T ChJeleAGAGCAACAACAAGAAGCAGCACCAGCAGCTMTGCCGCAGTGCCATCAAGCGGG
1168716 -

droKikl|lscf7180000302486:489692-
489850 -

droAna3|lscaffold 13337:2500252- ATGCGGCEGCHCAGCTGAAGCAGCARNACHCTGGCTCGTCAGAGCCAGAAG -- TTAA--jiccEEETTCGAA TAAAAA ] FXIATCINAGAGCAACAANAAGAAGEAGCACCAGCAGCTIETGCCGCAGEGCCATEAAGCGGG
2500416 +

droBipl|scf7180000396741:253622~ aTGCGGCEcchcaceTlaaGeaccalaclicTeecTCcllcacacicacanc ----IaGGaT AGGGINNNANT T TR - CEFNATAAN- - - - - - - - — - - R - FEEEEEE VA TCCiAGAGCARCARAAGAAGCAGCACCAGCAGCTETGCCGCAGEGCCATBAAGCGGG
253779 -

B |XR_group8:2511666-2511836 + || |aTcceecEecccalMircanceacacaccTeecicccalacecacanc O [ Rl E P C I SICRISTAGA GCAACAACAAGAAGCAGC AHCAGCAGC TTGCCGCAGEGCCATCAAGCGGH|
|droPer2|scaffold 24:538240-538410 - || |aTcceecgecccalMircanceadEacachcreccdeclicallacecacanc o S R CERSIC CRISAGA GCAACAACAAGAAGCAGCAHCAGCAGC TIITGCCGCAGEGC CATCAAGC GG

droWil2|lscf2 1100000004511:10892276- aTceGeClgechcaceTeancealcacachicTeceTCcaAaGCCcAGARG -CAC/ATATCCA CiliCCTGCTCTTAAACTAATCCATCGCAA AT - — — - e - — R - -==-=--- LT T TAGAGCAACAACAAGAAGCAGCACCAGCAGCTATGI{CGCAGEGCCATCARINC G\
10892445 -

SlefelcAA THINT TAGAGCAACAACAAGAAGCAGCACCAGCAGCTTGCCGCAGEGCCATIAAGCGGG

|drnvir2”3_,;affm1d 13049:329713-33089 —” ||A'T‘(:("(:(1(‘A SAAGCAGCAGACGCTEGCTCGTCAINACCCACALACCTEAGH c-GCcAATCTGE e TACTE = =SS~ o cila clNAGcleccTHE- -M_ _ ACeyVNile WCTTT e T - € ilelalalelalNeC elalad Vs
droMoj3|lscaffold 6680:1094850- ATGCGGCEGC ‘AGCTGAAGCAGCAGACGTGGCTCGTCAEAGCCAGAAG eleiGuye &\ e O — — — — — — — — — — — — — — — — — — PRl TTGACATATACAS  CCAIRAGH-- - — -t — —H— — pWACTAATC CT T eliNeuyC CUNSTCIRT TAGAGC®ACAACAAGAAGCAGCARYCAGCAGCTETGCCGCAGEMGCCATINAAGCGE®G
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AGTATTTAGCGCAGTAAAGGAGACATTTTCTACTGTATAATGTATAAAATTGTCACGCCGATTCCTTCGAAGAATGTTTTGCTTCTTTTCTTCGAAAGAGTTGCCGTGACAATTTTAGACGT TAGAGACCAAGCGTTGCCAAAATATTTTTATGATAACGAT female
Read # Hit |Total embryo body
A R e e e N A I I R N N T T I IIIIININDD)))L)))))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*k** gjze Mismatch Count Norm Total
......................................................................................... CTTCGAAAGAGTTGCCGTGACA . « « e et e et e ettt et e et e e et eee et eaeeaeeaeeaneaneaa 22 0 1 101.00101 21 56
.................................................. TGTCACGCCGATTCCTTCGAAG « « « ¢ e v e et e et e et e et e e e e e et e e et e et e et e e et e e et e et et ettt ettt iat et 22 0 1 57.00 57 27 26
.................................................... TCACGCCGATTCCTTCGARGAR . « « e e v e et et e et e et e e e e e et e e et e et e e e e e e et e et et et ettt ettt eaeeanenneane. 22 0 1 47.00 47 32 10
.......................................................................................... TTCGARAGAGTTGCCGTGACA . « ot v et e et e ettt et et et et eea a2 0 1 35.00 35 11 22
.................................................... TCACGCCGATTCCTTCGARGAR . « v e e e e et et e et e et e e e e ettt e et e et e e e e e et e et e et ettt et ettt 20 1 33.00 33 17 11
......................................................................................... CTTCGAAAGAGTTGCCGTGAC . + e v e et e e eeae e e e e eaeeeeeaneaneeneeneeneeneannaana2l 0 1 17.00 17 8 3
........................................................................................... TCGAAAGAGTTGCCGTGACAAT « ot v et ettt e et e et e et et eaeeaeanennenne. 22 0 1 15.00 15 11 3
........................................................................................... TCGAAAGAGTTGCCGTGACA . « « o e e et e e e e eaeem et aeeaaeaaeaneaneeneeneenneaaes 20 0 1 9.00 9 1 1
.................................................... TCACGCCGATTCCTTCGARG . « « e v e e e e e e et e et e et e e e e e e et e et e et e et e e e e e ettt ettt et ettt ettt e 20 0 1 7.00 7 3 3
.......................................................................................... TTCGARAGAGTTGCCGTGACAAT . ¢ v ot e et e et e et et ee e eeneaneeaeeaeeaneanennea 23 0 1 6.00 6 2 2
.................................................. TGTCACGCCGATTCCTTCGAR « « v et e et e et e e e et e et e et e e e e e e et e e et e et e et e e e et et e ettt e ettt eaeeanenneaa. 20 0 1 5.00 5 2 2
.................................................. TGTCACGCCGATTCCTTCGR . ¢ ¢ e v e et et e et e et e et e e e e e e et e et e et e et e e e et e et e ettt neaeaeaeeaneanennea. 20 0 1 5.00 5 3 1
........................................................................................... TCGARAGAGTTGCCGTGACAR . « o v e et e et e et e et et eeeeeeeae e eaeeaeeanennean. 20 0 1 5.00 5 0 1
.......................................................................................... TTCGARAGAGTTGCCGTGACAR . & ¢ e et e et e e e eae et eaeeaeeananaenaeeaeeaeeanannaan22 0 1 5.00 5 0 4
.................................................... TCACGCCGATTCCTTCGARGA A . ottt ettt ettt et et ettt e e et et e e e ettt et e 231 1 4.00 4 4 0
........................................................................................... TCGAAAGAGTTGCCGTGACAAR. . . .ottt ittt it ittt iiieeaeeeaa 22 1 1 3.00 3 3 0
......................................................................................... CTTCGAAAGAGTTGCCGTGACAR . &« et e et e e et e et e et e et et ettt eaeeaeeanenneaa 23 0 1 3.00 3 0 2
.............................................................................................. AAAGAGTTGCCGTGACAATTTT . ¢ ot e et e et e et e eeeeneaneeneeneeaeeanenneanea 22 0 1 3.00 3 2 1
.................................................. i ehio)-Nolelolole).N i ook o] es-V-Vel: AP~ S 1 3.00 3 1 2
............................................... AATTGTCACGCCGATTCCTTCGA t + « e vt et e et e et e e e e et e et e et e e e et e e et e et e et e et et e e e e et ettt iaeaneaneeae. 23 0 1 2.00 2 1 0
.......................................................................................... TTCGAAAGAGTTGCCGTGAC . « « o v e et e et e e e e ateeeeaeeaneaneaneeaeeaeeanenae. 20 0 1 2.00 2 0 0
........................................................................................... TCGAAAGAGTTGCCGTGACAATT . ¢« e v e e e eaeeeee et eeeeancaneaneeneeneeneennannes 23 0 1 2.00 2 1 1
.................................................................................................................. TTAGACGTTAGAGACCAAGCGT . o v v vt eeeeeeeiennennenne. 22 0 1 2.00 2 1 0
................................................... GTCACGCCGATTCCTTCGAAG . « - ¢« e e e e e e e e e et e et e et e e e e e e e e e et e et e e e e e e eea e e eaeeaeeaeeaneaneeneeneeneeanannaana2l 0 1 2.00 2 0 2
..................................................... CACGCCGATTCCT TCGARGAR . . L L et e e e e e e e e e e e et et et et 22 1 2.00 2 2 0
..................................................... CACGCCGATTCCTTCGARG « « « ¢ e v e e e e et e et e et e e e e e e et e et e et e e e et e e e e e e et et et aeeaaeeaeeaeeaeeaeeaaeanenneaa. 19 0 1 2.00 2 0 2
.................................................... TCACGCCGATTCCTTCGARGAR . &+« vttt ettt e e e e e e e e e e e e e e e et et et et et ettt et et ettt et 221 1 2.00 2 2 0
.................................................... TCACGCCGATTCCTTCGARGART . « ¢ e e e et et e et e et e e e et et e e et e et e et e et et e et e et et ettt e eae e eaeanenneene. 23 0 1 2.00 2 1 1
.................................................. TGTCACGCCGATTCCTTCGARGR . « ¢ e v e e e e et e et e et e e e e e e e e et e et e et e e e e e e e e et et e eaeeaneaneeaeeaeeaeeaeeanenneanes 23 0 1 2.00 2 1 1
................................................................................................... GTTGCCGTGACAAT TTTAGACGTT « ¢ v ot v et e et eeeeeeeaeeaeeaeeneennenne. 24 0 1 2.00 2 1 1
......................................................................... ATGTTTTGCTTCTTTTCTTCGARAGA . « &« v et e et e et e et et e et e et et et aeeeneeneeneeaeeaeeanennennea 26 0 1 2.00 2 0 2
................................................................................................... GTTGCCGTGACAATTTTAGA . « ¢ e e e e et eae e e eaeeaeeaneaneeneeaeennenne. 20 0 1 1.00 1 0 0
.............................. TACTGTATAATGTATAARATTGTCACGCC . &t vttt e et e et e et e e e et e et e et e e e e et e et e ettt et e et e et e et et ettt e ettt n e aeaeaeaneaneeaea 29 0 1 1.00 1 1 0
................................................................................................... GTTGCCGTGACAATTTTAGAC . « e v e v et e e e et e eeeeeaeaeeaeeanennenne. 2 0 1 1.00 1 0 0
................................................ ATTGTCACGCCGATTCCTTCGA . ¢ + e e e e et e et e e e et e et e et e et e e e et e e et e et e e e et e et et e et et et ettt et e eaaennena. 22 0 1 1.00 1 0 0
.................................................... TCACGCCGATTCCTTCGARGARRA . . . . o ittt ettt ettt et et e ettt e et e e e e e e e ettt et et 242 1 1.00 1 1 0
......................................................................................... CTTCGAAAGAGTTGCCGTGR. « -« ot ittt ittt i ittt teieiaiaeaeaeaa 20 1 1 1.00 1 0 0
........................................................................ AATGTT T TGCTTCTTTTCT « ¢+ e e e e e e et e e e e e e e et e et e et e e e et e e et e et et ettt et 19 0 1 1.00 1 1 0
........................................................................................................................ GTTAGAGACCAAGCGTTGCCAAAATATTT. .. ..euvue... 29 0 1 1.00 1 0 0
.............................................................................. TTGCTTCTTTTCTTCGARAGA . « « v e e e e et e et e et e e e e ae e e e e teaeeaeeaneaneaaeaneeaeeaeaennenaes 2l 0 1 1.00 1 1 0
............................................................................................................... ATTTTAGACGTTAGAGACCAAGCGT . ¢ v ot veveeeeeeeeennenne. 25 0 1 1.00 1 0 0
............................................................................................................... ATTTTAGACGTTAGAGACCAAG . « v vt v vt veeeeeeeeanennenne.a 22 0 1 1.00 1 0 0
........................... TTCTACTGTATAATGTATARRATTGTCA . « « e e e e e e e et e et e et 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 eeaeeaeeaeeaeeaeeaeeaneaneeneeaeeaeeaeennannaan28 0 1 1.00 1 0 1
......................................................................................... CTTCGAAAGAGTTGCCGTGACH . - o vttt it i i it ittt i et e ie e 22 1 1 1.00 1 0 1
................................................... GTCACGCCGATTCCTTCGARAGA - ¢« e e e e e e e e e et e et e et e e e e e e et e et e et e e e e e e eea e et eaeeaeeaeeaneaneeneeneeaeennenneana22 0 1 1.00 1 1 0
........................................................................................................................ GTTAGAGACCAAGCGTTGCC . ¢ v vt veeeeeneennenne. 20 0 1 1.00 1 0 0
......................................................................................... CTTCGAAAGAGTTGCCGTGABE . « -« ottt ittt i ittt it i i e e 222 1 1.00 1 1 0
.......................................................................................... TTCGAAAGAGTTGCCGTG . « ¢ vttt ettt ittt ittt e et 101 1 1.00 1 0 1
................................................... GTCACGCCGATTCCTTCGAAGRR . « ¢ et e e e e et ettt et e et e et e et e e et e et e et e e e et et et e ettt ee et eneeaneaneanea 23 0 1 1.00 1 1 0
.......................................................................................... TTCGAAAGAGT TGCCGTGACAATA . « o\ ittt ittt ettt ettt et e e 241 1 1.00 1 0 1
.................................................. el oy Nelelelofey Niuti o ol o] 7V, . [ 2 B 1 1.00 1 1 0
............................................... AATTGTCACGCCGATTCCTTCG M ¢ v v e e e e et e et e e e e e e et e et e et e e e et e e et e et e et e e e et e e e e e et eeeeeaeeneaeaeaneanena22 0 1 1.00 1 0 1
......................................................................... ATGTTTTGCTTCT TTTCTTCGARAGAGT « « « e e e e e et e et e e e e et e et e et e et eeeeeneeneeaeeaeennennenne. 28 0 1 1.00 1 0 0
.................................................. TGTCACGCCGATTCCTTCGARAGH . « -+ ettt ettt ettt e e et et et ettt ettt ettt et e e e e e e e ee e eeeeeaenenenene. 23 1 1 1.00 1 1 0
.............................................................................. TTGCTTCTTTTCTTCGARR . ¢ e e e e et et e et e et e et e e e e e et e a e aeeaneaneaaeeneeneeaeneaneaae. 19 0 1 1.00 1 0 1
..................................................... CACGCCGATTCCTTCGARGAR . « « « e e e e et e et e et e e e e e e e e e e et e et e et e e e e eeae e et e e et eeaeaaeaaenaeeaeeaeeaeennenneana 2l 0 1 1.00 1 1 0
............................................................................................. GAAAGAGTTGCCGTGACAATTTT . « v e e et e et e et et eeeeeeeeneeneeaeeanenneane. 23 0 1 1.00 1 1 0
................................................................................................................. TTTAGACGTTAGAGACCAAGCGT . e v v v v vt eneeneeeeennaana. 23 0 1 1.00 1 0 0
.................................................. TGTCACGCCGATTCCTTCGAAME . . & o ¢ ottt ittt ettt e et e e e e e e e e e e e e e ettt ettt ettt ettt et et eeeeee. 23 2 1 1.00 1 0 1
........................................................................................... TCGAAAGAGTTGCCGTGACH . « o ittt i it i i it ittt iiiieeeeeeea 20 1 1 1.00 1 0 0
.................................................... o Noelolofe-Niuk ool o7 TV, - -1 1 1.00 1 1 0
............................................................................................. GAAAGAGTTGCCGTGACA . « ot v et e et ettt et ettt e aeaeeaeaneanenne.. 18 0 1 1.00 1 0 0
......................................................................................... CTTCGARAGAGTTGCCGT « + v e et e et e e e e e e e e et eeeeeeaneaneeneeneeaeeanannaan. 18 0 1 1.00 1 0 1
.......................................................................................... TTCGARAGAGTTGCCGTG. « ¢ v v ittt ittt ittt it ettt e e e eeeeeenneee. 10 1 1 1.00 1 0 0
....................................................................................... TTCTTCGARAGAGTTGCCGT - ¢ ¢ e v e e e e et e et e et e et eeeeeeeneaneeneeaeeaeeanennennea 20 0 1 1.00 1 0 0
................................................................................................................... TAGACGTTAGAGACCAAG . « ot v e e e et eeeaeeaeennenna. 18 0 1 1.00 1 0 0
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TCATAAATCGCGTCATTTCCTCTGTAAAAGATGACATATTACATATTTTAACAGTGCGGCTAAGGAAGCTTCTTACAAAACGAAGAAAAGAAGCTTTCTCAACGGCACTGTTAARATCTGCAATCTCTGGTTCGCAACGGTTTTATAAAAATACTATTGCTA female
Read # Hit |Total embryo body |head male head
Kkkkkkkkkkkkkhkkkhkkhkkkkrkkrkdkrkdkrrxrx (. COCCCCCCCCCCCC COCCCC OOl e e, 1))))NDN)) INNND)INIDNDDDDNDDD)) L)) ))) ) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x gjze Mismatch Count Norm Total body
.................................................. A C A G T G GGl T ARG G ARG T T v i v it ettt et ettt et et ettt et ae ettt ettt e tee ettt ee e teeetaneeneeeaneenneeneeeneeeneeeneeeneeans 21 0 1 2.00 2 2 0 0 0 0
............................................... TTAACAGTGCGGC TARAGGARAG T T T « ¢ v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e ee e et ae e taee e taee e taeeeeaeeeeaeeeeaeeeeaaneenaneana 24 0 1 2.00 2 0 1 0 1 0
........................................................................................... AGCTTTCTCAACGGCACTGT T v v v e v et ee et ee et eee e teee e eaeeseaaeeeaaaeennaeaa 2 0 1 1.00 1 1 0 0 0 0
................................................. AACAGTGCGGC T AR GGARGCTT ¢ & e v e e e e e e e e e e e e e e e e et e e e e e e e e e e e e et e e e et e e e et e ettt et e e 22 0 1 1.00 1 1 0 0 0 0
............................................................................................ GCTTTCTCARACGGCAC TG T T e v v e e e e e et e e e e tae e e taeeetaeeeeaeeeeaaneenaneena. 2 0 1 1.00 1 1 0 0 0 0
........................................................................................... AGCTTTCTCAACGGCACTGTTA t & vt e e e e et eee e teee e teee e eaaeeenaeeenneeenneeenans 22 0 1 1.00 1 1 0 0 0 0
............................................... TTAACAGTGCGGC TARAGGARAG C T« + « v e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e et ee e et et e tee ettt etaeeetaaeeeaaeeenaneea. 23 0 1 1.00 1 1 0 0 0 0
....................................................................................... AAGAAGCTTTCTCARACGGCAC T« « e e vt e e e et aee e taeeeeaeeeeaeeeeaeeeeaaneennneennnaaa22 0 1 1.00 1 0 1 0 0 0
...................................................................................... AAAGAAGCTTTCTCAACGGCACT ¢ vt e et e et e e e et e ettt e et teee e teee et eeaaeeenneeea 23 0 1 1.00 1 0 1 0 0 0
.................................................... FX el eTole]elok VX e eT.V.Xe] o i oL <2 N O 1 1.00 1 1 0 0 0 0
........................................................................................ BGAAGC T T TCTCAACGGCACT « &« e e et et et et et e e enen e e enenenenenenenenenenenen. 2l 1 1 1.00 1 0 0 1 0 0
.................................................. ACAGTGCGGCTAAGGARAGCTTC e« e v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e et e ettt ettt ettt 22 0 1 1.00 1 0 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
droYak3|v2 chr2h random 005:484287- |dva 66|AGTATTTAGCGCAGTAAAGGAGACATTTTCTACTGTATAATGTATAAAATTEGTCACGCCGATTCCTTCGAAGAATGTTTTGCTTCTTTTCTTCGAAAGAGTTGCCGTGACAATTTTAGACGTTA-GAGACCAA-~-—~-G-————~ CGTTGCCAAAATATTTTTATGATAACGAT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:23708454-23708534
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_39:271435-271506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:20690807-20690881
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3LHet:1227193-1227288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000297215:8504-8548
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413074:3933-3983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490566:209382-209427
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000775655:3054-3099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453555:9271-9315
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000300513:2385-2430
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12933:45548-45593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395516:9149-9196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3647:478-512
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No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
M026 M056 V120 V058 V046 V052 SRR1275486
GCTTGTTATTGAAGTTTCTAGTTCAGAGTGAACCTCAAGTGTTAGTCGGCTGTTATCCACTGAAGAAATCT TTTTGGTACTACAAGAGGGATTTTTCAATGGATAGCATAAGACTGGGACTTTTGCATGACCACAAGCACTTCAATAGCTTGAAATGTAG female
Read # Hit |Total head body | embryo male head embryo head Male
KKk kS ke ks sk sk ke kR (CCC OO OO CeeeeeC. e e 1)))))))2))))N))ADDDDDDDDD) - -2)))))) L)) . SEEEEEEAAA AR XXX KX Ak Ak Ak *k*k*k**** size Mismatch Count Norm Total body prepupae
.................................................. TGTTATCCACTGAAGARATCTTT « &t v v e ettt e et et e e et e e ettt et e e e e et e e et e et e e ettt e e et te ettt ettt eaeneeeea 230 1 77.00 77 22 28 5 19 1 2 0 0
.................................................. TGTTATCCACTGAAGAARTCTT . « & e e e e e e et et e e et et e e e e e e e e e e e e e e e e eaneeneeneeneeneenaeeaeaaeaneenaenaea.?22 0 1 72.00 72 43 9 11 6 1 2 0 0
.................................................. TGTTATCCACTGARGARATCTTTT . ¢ e e et et ettt ettt e e e e e e et e e e e et e e et e e e e et et ettt et et e eneeneea. 24 0 1 44.00 44 27 10 3 1 1 1 1 0
................................................. CTGTTATCCACTGARGARATCTTTT « « « e e v e e e m et e e et e e e e et e e e ta e et a e e taea e e e e e eaeaeeaeneeaeneeaeneeaeneenenenaea25 O 1 22.00 22 6 3 12 1 0 0 0 0
................................................. CTGTTATCCACTGARGARATCTT « &+ et v ettt te et e et e et et e e et et et e e e e e et e e e e e et et et et et ettt e et eiaeneea. 23 0 1 12.00 12 2 5 4 0 1 0 0 0
................................................. CTGTTATCCACTGAAGARATCTTT . « ¢« e e e e et e et et e et e et et e et e et e e e e e e et e e e e et tn e e e e e e e neeaeaaaeeneenaena 24 0 1 9.00 9 0 4 2 1 1 1 0 0
.................................................. TGTTATCCACTGAAGARATCT ¢« ¢ v et et et et e e et e e et e e e et e e e et e et e et e e et e e e et ettt ettt et ea e 210 1 7.00 7 2 1 2 2 0 0 0 0
........................................................................................ GGATTTTTCAATGGATAGCAT . « ¢ o et ot ee e eae e e e e eae e eeenaenaeeaeeneeneeaaea.2l 0 1 7.00 7 0 6 0 1 0 0 0 0
................................................... GTTATCCACTGAAGARRTCTTT . ¢ et et e et et e e e te e e e e e e e et e e et e e e et e e et et e et ettt e et te e ettt iaeneeeea. 22 0 1 5.00 5 0 5 0 0 0 0 0 0
........................................................................................ GGATTTTTCAATGGATAGCATA . ¢ e e et e et e e e e e eeeaeneeaeneneeaenneaenneaeas 22 0 1 3.00 3 0 2 0 1 0 0 0 0
................................................... GTTATCCACTGARGARRTCTT .+ ¢ e v et e et et e e et ettt e e e e et e e et e e e e e e e e et ettt e ettt e ettt et et 210 1 3.00 3 0 3 0 0 0 0 0 0
.................................................... TTATCCACTGAAGAAATCTTTT . « & e et e e e et et e e et et e e e e e e e e et et e e e e e e aeaeeneeneenaenaenaeeaeeneeneenae22 O 1 2.00 2 2 0 0 0 0 0 0 0
........................................................................................ GGATTTTTCAATGGATAGCA . &« e e et ettt ee e e e e e ee e ete e eaaeeaeenaenaenaea. 20 0 1 2.00 2 1 0 0 1 0 0 0 0
................................................. CTGT TATCCACTGAAGAAATC T T T . & o ¢ ittt ittt it ittt e ettt ittt ettt e et ettt ettt et et e 25 1 1 2.00 2 0 0 2 0 0 0 0 0
.................................................. TGTTATCCACTGAAGAA AT CT T . .« ottt ettt et et e e e ettt et e e e e e e 231 1 1.00 1 1 0 0 0 0 0 0 0
......................................................................................... GATTTTTCAATGGATAGCAT « « + e v ettt et et te e et ee e e eee e eieeiaeaenneeneen. 20 0 1 1.00 1 0 0 0 1 0 0 0 0
........................................................................................ GGATTTTTCAATGGATAGCATAR .« « e ettt ettt et et e e e e et te e eneeaeneeaeneeaen. 23 0 1 1.00 1 0 0 1 0 0 0 0 0
.................................................. TGTTATCCACTGAAGAAATC T T . - ¢ ot ittt ittt ittt et ettt e et te et ee e ta e e e eieeeaeaaeaaeeneeaaea. 25 1 1 1.00 1 0 0 0 0 1 0 0 0
..................................................... TATCCACTGAAGARATCTTTTT . ¢ v v et e et et et ettt et e e e e e e e et e e et e e e e e e et ettt ettt et 22 0 1 1.00 1 0 1 0 0 0 0 0 0
................................................... GTTATCCACTGARGARATCTTTT « & ¢ v e e e e et e et e e e e et e e e et e e et e e e e e a e e tae e e eeaaeneeaeneaaeaeneeaeneeaenneaea23 0 1 1.00 1 0 1 0 0 0 0 0 0
......................................................................................... GATTTTTCAATGGATAGCATAR . « & v ettt ee e et et cn e e e eneenaenaenaeeaeeneenae 22 O 1 1.00 1 0 1 0 0 0 0 0 0
.................................................... TTATCCACTGAAGAAATCTT T Tl . . . ¢ oottt it it it it it ettt e et et et et e e 24 1 1 1.00 1 1 0 0 0 0 0 0 0
....................................................................................... GGGATTTTTCAATGGATAGCATA . .« et et et teee e e e eeeaenseaeneeaeneanenenneaenaae23 0 1 1.00 1 0 1 0 0 0 0 0 0
.......................................................................................... ATTTTTCAATGGATAGCATAR . « o et et te et e eee e ae e eneenaenaeaaeeaeeanenaea 2l 0 1 1.00 1 0 1 0 0 0 0 0 0
.................................................. TGTTATCCACTGAAGAAATCT T . « o o vttt ittt et et et e e e et e e e e e e e e e et e e e e e e e e 231 1 1.00 1 0 0 1 0 0 0 0 0
Anti-sense strand reads
V046
CGAACAATAACTTCAAAGATCAAGTCTCACTTGGAGTTCACAATCAGCCGACAATAGGTGACTTCTTTAGAAAAACCATGATGTTCTCCCTAAAAAGTTACCTATCGTATTCTGACCCTGAAAACGTACTGGTGTTCGTGAAGTTATCGAACTTTACATC
Read # Hit |Total embryo
Je ke ok e ok e ok ek ok ok ok ek ke ok sk ke ok ek ek ek ek k(L (e - CCCCCCCCC COCCCCC e .. ... 1)) IIIID)) IIIDID))) o )))))) L)) ) ) L Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
larovak3|2R:4332921-4333080 - ldva_60 |GCTTGTTATTGAAGTTTCTAGTT-CAGA-GT-GAAC-—=---——————————————————— CTCAAGT-GTTAGT-CGGCEGTTATCCACTGAAGA-—=—AATC-TTTTTG--—--——-——-— GTACTACAAGAGES= =G ATT T TTCAATCCA=TAGCATAAGACTGGGACT TTTGCATG--———— ACC-ACAAGCACTTCAA---TAG-CTTGAAATGTAG |
droEre2|scaffold 4845:19839670- der 201 (GH8TGTTATTGAAGTTTCTANET-WAGE-GT-eAC-—-—----—-—ommommm CTRRAGT-RTTAGT-CGGCICTTAMCCARNTI GAAGA-===AATC-TTTTTG---—-—--—-—- GTACTACAAA NG == G T T T T T CAATCCASTAGCATAAGACTGGIYECT TTTGCATG--—- - - acc-aaflcacrrcan---TAR-CTTINEAATGTAG
19839829 +
ldrosec2|lscaffold 7:415740-415894 + |dse 1849 [cHErERTHer e R T IR NS T -HANE-GT-FEAC- - - CTRAAGT-GTTAGT -CI¥AcTCgraBccaAM GAAGA-—--AATC-TT@TTG--——--——---- GTACTACAAGAQNG===G-[@FTTTTCAATGCA-TAGCATAAGACTGGGACT TTEICATG- -~~~ ACC-[SHARACATTCAA---TAG-CTTIRJAATGTAG |
ldrosim2|21:16335692-16335846 + | (€ chiT Al GG GINE - - - - - AR TN G C Gl T e —— cTilaacT-GTTAGT-CIN\CcTCErAccARNT GAAGA-—--AATC-TT{T TG - - —-—--———- GTACTACAAGANGE=ECHET T T TTCARTCCASTACCATAAGECc TGGGACT T T/l Cl8TG--—- - - acc-acacTTCAA---TAG-CTTERAATGTAG |
|dm3 lchr2r:16768935-16769098 + |ldme 456 [ceTiRimmaTGAACINET ClImm—T -HANE-GT-J8AC-----------—————————————— CTRAAGT-GTTAGT - CINYTGTTARICCARNT Gl A - — - - AATC-TTT TGy N R NS T ACTACAAGANG = = =G [T T T TTCAATGCA- TAGCATAAGACTGGGACT TTEICATG- -~ — - - ACC-CARACACTTCAA---TAG-CTTIRJAATGTAG |
droEugl|lscf7180000408961:341899- EGCTA- - - —-—-— - — - — - - A A A G A B T T T T R e RAriaacT-WeTlcE-pcNr cldrasc cdifecaaila - - -AleTC-TTTTTG-- - - —- - - —-—- GTACTACHENA NG T T T CleAING Ele= TAIC AN~ Glech\G G\ T T TR A TR - — - —- - acc-Eg¥acrrcan---TdecTTiNA ARG TAG
342044 +
droBial|scf7180000301468:936842- A2 Tme T - clg- G- [y - - - — - — - - - - - - 2 ACEY-CETEGC T - TG TTAT CifecARINA - —— —ARTC-TTTTTG--—-———-———-- GTACTARNA 2R NG= =R T W \F CAATC - TACCAIWE N ClecEXec T TN e Tfe - - - - - acc-gerg¥\acrrcan--- TN CHgiA TG TAG
936988 +
droTakl|lscf7180000415914:515714- CiecTTAT TCHAGTENC T ARfeTIRNA Cle - GT-GARY - — - —- - - - - - ————— - - —— - cTiAALNN-INNfic T - CIXekiTc T TAT CClledechgdNA - - - - ARTC-TTT TTG--—-—-—-———- GTACTANA AN NG == G T T T T CAATCC- TAINCAINe clecleccoaliT TN A el - — - —- - Ecc-Eerd@¥acrrcan---Tal-cEriddATGTAG
515874 +
droElel|lscf7180000490579:573571- enjic Tiliic T2 A Gl T G T T ci¥aacT-crTlcE-AcEkircTTARccAllecEeA - - - -AldTC-TTTTTG--—-—-—-———- GTACTACAANANG===C-HF NI TTCAATCC-TAGCAINE~ cleci\c oAl T T TTEN AN — - —- - Afc-EREc A c T THAN- - - TAG- ClAAT G T
573710 -
droRhol|lscf7180000780103:213379- clele i~ T TR AT CTRRYE T A e - G T - ffeRgy - — - - - - - - - ———————————————— clleracT-cerice-RcekircrTfdsccaifecaalla- - —-aldrc-t\r T TTG- - - - - - - — - —- GTACTACAANA NG ==C e T T TTCAATCC- TACHAINE A e CiNG I\ a T T T/ A - - —- - acc-ancilacTTiaa---TAR-CTTCRATGTAG
213537 -
droFicl|lscf7180000454078:695815- EGilNA Cl¥A Ale G A - - (ST TiiA T Gl A G A T G T T R cTianie- e TG T - IR TiIeleAlccleblecAAGA- - - AT C-TTT T TG----—-—-———- GTACTACAE NG ==C i T T TTCAACCCE- TecC A e ci Tl c Al T TN Cifelel - - —- - aciy-ERiraciacTTHAE- - - TAR- CTEEEIA TG TS
695972 +
droKikl|lscf7180000302472:34996-35145 CTN - - - - —- - - — - N el A G C TR - --Arcariye- cErgXe - cllircT raldcildlecd A - - —-[dar\- A T T G- - - - - - - - - GTACTACAA A= N T T e T CAATCCe - ThENC AN G A LYNNGEa CIN X G Cla Nelelel- - - -[ShY-Sciin GiYa c Tlic A/ Nelellel- fleleh i~ e TIXEA G
+
droAna3|scaffold 12916:7328515- FCTTm——G—G ————————————————————— CATGGGAINAISA ANTEING TA T TIEINIGGT[SC TIERC ALCEREF VNS GGl IR UNIINIINTNC 1o T A ciiii iGN GEE TEC AT AGTAGECAT TIN TjNA C - FNiAREC GA A Gec T ARVNE A CNCIN SRR TN T ekl - - -EXidea /N2
7328663 +
droBipl|scf7180000396566:498307- T T 2 A G TR C TR TV - LXeJele - G T - GAAR- — - - — - — - ———————————————— GeCalN\aliA TAJNECCTAT THAIIGA TET TIET ARCEEEFNNIA CGll IR NI NN TN C TEEE T A CiE R I N FE TECIAA A G T AINSIA T TIN TG C T A TRE T A A 2GS AINANNE A ING RN TINEERL N T RSl T T G\ A A A T[S
498470 +
|ap5 l4_group3:3011891-3012051 - || |ErEcTrRr riXeAcErEcralrr-NecEec -l cl- - - - - - - - - - - - - - - - - ——————- S CAINNe A A AT CETIEEA AR CETCTIiT CC AN GTAC/S T G i —— GTACTACAA A =GR T T e CAALNCHE e CA eI CE¥AG GRyC T T[Sl Ne Al - - —— - - TSR CTGTAGHA - - TGN CReliA A IV A TE |
|droPer2|scaffold 1:4498589-4498749 -| e rEr e ceride AT -INecdec T - el - - - - - - - - - - ------——————- S GAINNe A B Al TECRT/Ee ATEFACRIIC THIT C C Al N Gl el T i R —— GTACTACAA A =S AT T T T{cCAALN Gl T CA M Xe Ci¥ G clic T Tl Ne Alehy - - —- - - TSR CTGTAGEA - - TGN CClRehiA A GIYNNEA T |
kel - T o b RN e —

droWil2

scf2 1100000004577:1126300=
1126418 +

droVvir3

scaffold 12963:10115743-
10115882 +

droMoj3

scaffold 6500:2796056-
2796182 +

droGri?2

scaffold 15252:13249793-
13249926 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:4332921-4333080
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:4332921-4333080
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_60.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:19839670-19839829
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_201.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_7:415740-415894
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1849.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:16335692-16335846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:16768935-16769098
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408961:341899-342044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301468:936842-936988
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415914:515714-515874
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490579:573571-573710
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780103:213379-213537
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454078:695815-695972
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302472:34996-35145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:7328515-7328663
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396566:498307-498470
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:3011891-3012051
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:4498589-4498749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004577:1126300-1126418
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:10115743-10115882
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:2796056-2796182
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:13249793-13249926
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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
M043
V058 V046 M026 M056 V120 V052
GAACTCGTCTACAGCGTTCTCTCTTGTTTTTACCTTGTGCTTTTCCTTGATAGGAATGATATTGTATGTATATTAATATATTTGTATATACATACATATCATTTCAGATAAGTAGGAGGACTTGCGTCTTAACTAAACATATGAACAAAGTATTCAGCGGG female
Read # Hit |Total body |head embryo head embryo male head
Kkkkhkkhkkhkkhkkhkhkkhkhhrhrkrkrkrkxkrkx (L ((CCC CCCC oo CCCCCCOCOC.ceeeeeeeeeeed.. ... D)) INININIIIIIIIIIDD)) o )))) L)) ) ) ) L)) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**k** 5jze Mismatch Count Norm Total body
.................................................. TAGGAAT GAT AT TG T AT GT AT AT « « v v v e e e e e e e et ettt e e e e e e e e e e ettt e e e e e e et ettt ettt ettt e e e e i iiaieeeeaa 23 0 1 75.00 75 37 7 13 6 4 5 3
.................................................. TAGGAA T GA T AT TG T AT GTAT « « « v v v e e e e e e e e e e et a e e e e e e eee e eeaaaeeeeeeeeeaaeeeeeeeeeeeeeaaneeeeeeeeeeeeaannanneaaaaa2l 0 1 25.00 25 5 8 0 5 1 3 3
.................................................. TAGGAAT GAT AT TG TATGTATA . « v v v v e e e e e e e e et e e e e e e e e e e ettt e e e e e e e ettt ettt ettt e e e e e iiaiaeeeaaa 22 0 1 12.00 12 8 1 0 0 2 1 0
................................................. AT AGGAATGAT AT TG T AT G T AT + + v v v e e e e e et e e e e e e e e e e e e e e et e e e e e e e e e eeeeeeseeeeeeeeaaeeeeeeeeeeeeeaaaneeseeeennnnaa22 0 1 5.00 5 0 1 0 0 2 0 2
.................................................. TAGGAAT AT AT TG T A TG T A T A T . « o & ottt ittt ettt ettt ettt et e e et et e e et ettt e e e e et ettt ea et 24 1 1 2.00 2 2 0 0 0 0 0 0
................................................... AGGAATGAT AT TG T AT G T AT AT+« v e e e e e ettt e e e e e e e e e e ettt e e e e e e e e ettt ettt e ettt ettt e e e e ieeeeeeennnea 22 0 1 2.00 2 2 0 0 0 0 0 0
................................................. AT AGGAATGAT AT TG T AT G T AT AT + + v e e e e e et e e e e e e e e e e e e e et a e e e e eee e e eeeeeseeeeeeeeaaeeeeeeeeeeeeeananeeeeeennnnaaa 24 0 1 2.00 2 0 0 0 0 1 1 0
....................................................................................... ATACATACATAT CAT TTCAGAT A . + v e e e ettt e e eeeeeeeeeeeeeeeeaaaanaaaeeeaaaaaa 23 0 1 2.00 2 1 0 1 0 0 0 0
................................................. AT AGGAATGAT AT TG T AT G TAT A e + v v e e e e e e e e e e e e e e e e e e e e e et a e e e e e ee e e eeeeeseeeeeeeeaaeeeeeeeeeeeeeenaneeeeeeennnaaaa23 0 1 2.00 2 1 1 0 0 0 0 0
....................................................................................... ATACATACATATCAT TTCAGAT « + v v v e e e et ettt e e eeeeeeaeeeeeeeeaaaaannaaeeeaaaa 22 0 1 1.00 1 1 0 0 0 0 0 0
...................................................................................... TATACATACATATCATTTCAGA . « ettt e e e e e eeeeeaneeeseeeeeeeeaanneeseeeennnnaaaa22 0 1 1.00 1 1 0 0 0 0 0 0
................................................... AGGAATGAT AT TG T A TG A T A T . « o ¢ ottt ittt ettt et et et e ettt et et et e e et et e e e e e e ee e aeaeneneeeeaeaenenen. 23 1 1 1.00 1 1 0 0 0 0 0 0
...................................................... e e - AR A= SN o 1 1.00 1 1 0 0 0 0 0 0
.................................................. TAGGAATGATAT TG A TG AT AR . . . o L ittt ittt ettt ettt ettt e e e et et ettt e e e e ettt e et 23 1 1 1.00 1 1 0 0 0 0 0 0
.................................................. TAGGAAT AT AT TGTATGTA  « t v v v v e e e e e e e e e ettt e e e e e e e e e ettt et e e e e e ettt et e e e e ettt e e e e e .. 2000 1 1.00 1 0 0 0 1 0 0 0
.................................................. TAGGAAT GAT AT TG T AT GT AT AT TAAT « + v v e e e e ettt e e e e e e e e e e e ettt et e e e et e e et ettt et e e e ettt e ettt ittt e e 2T 0 1 1.00 1 0 0 0 1 0 0 0
................................................... AGGAATGAT AT TG T AT GTAT + + v v v e e e ettt e e e e e e e e e e e e ettt e e e e e e e e e et et e e e e e e e e e i e 200 1 1.00 1 1 0 0 0 0 0 0
.................................................. TAGGAAT GA T AT TG T AT G T AT AT T e« v v e e e e e e e ettt e e e e e e e e e e e ettt et e et e e e et ettt ettt ettt et ettt ettt 24 0 1 1.00 1 1 0 0 0 0 0 0
....................................................................................... ATACATACATATCAT TTCAGA . « v v e e e ettt ettt et eeeeeaeeeeeeeeeeaaaaaaeeee.. 2 0 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
MO043
V120
CTTGAGCAGATGTCGCAAGAGAGAACAAAAATGGAACACGAAAAGGAACTATCCTTACTATAACATACATATAATTATATAAACATATATGTATGTATAGTAAAGTCTATTCATCCTCCTGAACGCAGAATTGATTTGTATACTTGTTTCATAAGTCGCCC female
Read # Hit |Total body male
Kkkkkkhkkhkkhkkhkhkkhkhkrhrhrhrkrkrkrkrx (L (CCCC CCCCe o CCCCCCCOCC e .. .. D)) NN . D)) ))))) L)) ... kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**k* gjze Mismatch Count Norm Total body
.......................................... AAGGAACTATCCT TACTATAR .+ v e e e e e ettt e e e e e e e e e e ettt e e e e e e e ettt ettt e ettt et e e ettt e e e et i a2 0 1 1.00 1 1 0

Show Ali

gnment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

ldrovak3|[3R:417575-417735 - lldva 68|GAACTCGTCTACAGC-GTTCTCTCTTGTTTTTACCTTG---TGCTTTT CAAAGTA-TTCAGCGGG|

droEre2|lscaffold 4784:25382776- caacTci¥ctacace-frfeciicldc TTiT T T T TRENC T TLV NN el Rt TIGTAN-EalacaaTA
25382941 -

droSec2|scaffold 82:50233-50373 calgcrceicTapjace-@rTcTCTCTTGET T T/ T Tle- - - T T TR TIRNET T TTAAREIEIA - - - - - - CEVNI ATV AJNNA CINNC - - - - - (]
=

drosim2|[21:21820034-21820175 + | lcaaldrccllerafiace-fdrrercTeTTGRTTT TREEIATIENY- T C T caMlcracercNNEN--------T]

dm3 chr2RHet:3169079-3169237 Maactcccrafalc-ArircTe T TS A NN T oI g T T T S Cn A TReliG - - - - GALVNATEUEE A CE\G R CAAAGINE- TCAGEGE\
=

droEugl|scf7180000408885:21655- ’EACTCGECTACAGC—GTTTCTTGTTTT‘TTMTET———‘ ———————————————— B-—----- B ] — — — — == —=—==—===—=—————-—- - ------—-—-- ARTAATT TR TR T TCCGTTTEG TT clice WA oA - - —-————-—————-- M\crre----- SR A ASIICE- —INGGGT G Cl VR EAAAETA—TCGE\
21816 +

droBialllsc£7180000301300:14577~- GAACTCGRCTAWAGC-GTTCTHECTTGT TIAT T ARRIATIY- - - TE\CIAT Ti RSNl d: INNY- - TR aTACS)
14738 -

droTakl|lsc£7180000415447:21541- cleacleccllcTaAlAGC-GTTCTHTCTTGT TT T ThE T Th N N e — — — — — — — - CAAAITANT TIXERC GG
21708 -

droElel|scf7180000491238:130220- MaacTcoCTARAGC-GTTCTRTCTTGT T T TNARRATINS - — ~ TRCT T TR - —— == === === === === ===~ — CTTCGATAAATAGTAATTATTTAREEEEEE Ernal¥ - TTCAGCGGG
130377 +

droRhol|scf7180000769172:3675- ceANeCcGcTANAGC-GTTCTCTCTTGTTT T TRRRINAG - — - ENecRA T T T GTCGGACAAAAATATATTCAGTTTTTACTTTAT
3851 -

droFicl|scf7180000453811:423335- ceacTci¥¥rafiacc-cTreTeTCT@ATTTTTARNTEN G - - - TiicE T T
423397 +

droKikl|lsc£7180000301701:10191- ATIAATASATATATRIE
10320 -

droAna3|scaffold 13417:2623297- TarcgAc-——————§- ;|
2623334 -

droBipl|scf7180000396812:48752— aacrecileTafiacclcTcTiTCETGTTT T TRERNT TG - - - THic T TEe A\CATTTIGAYTTATGAAATTAAATTAINIC
48859 -

droWil2|scf2 1100000003764:314- adcaraacAl- B _________ ;R |
324 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:417575-417735
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:417575-417735
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_68.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:25382776-25382941
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_82:50233-50373
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:21820034-21820175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2RHet:3169079-3169237
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408885:21655-21816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301300:14577-14738
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415447:21541-21708
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491238:130220-130377
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769172:3675-3851
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453811:423335-423397
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000301701:10191-10320
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:2623297-2623334
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396812:48752-48859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000003764:314-324

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 147 |3L:2426738-2426811 + |confident | Canonical miRNA ||intergenic

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

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V120 V058 MO56 V052 M026
TTAAAAACCGAAACCTTTTCATAAAACTCGACAAATTCGACAGTCGAAACAGAATAACGGGACACGTGTGCAATTGCGACGTCGACGTAAAACGAACACGT TGCACCTGTCCCGTTATTTGCAT TACGGCTTTCTACATTTTCTACCAATTAAATGTAGATACATACATATGTA female
Read # Hit Total body male head embryo head head
***********************************...((.(((((((_..(((((((((((((...(((((...(((...((( ........ )))...)))))))).)))))))))))))...)).))))).))_...************************************sizeMismatchCountNorm Total body
.................................................. AGAATAACGGGACACGTGTGCA + ¢« v e et ettt e e et e e et ettt e e e ettt e e e e e e e et e e e e et e e e e e e e e e e e 220 1 21.00 21 14 2 4 1 0 0
.................................................. AGAATAACGGGACACGTGTG AR . & ¢« vt et ettt e te e et et e e ettt et ettt et e e et et e e et e e ettt ettt e ettt e teeneneeenenneeea. 23 0 1 18.00 18 6 9 1 0 2 0
.................................................. AGAATAACGGGACACGTGTGC ¢ « ¢ e v et et et et et e e et et e e e e et e et e e et e e e e et e e et e e e ettt e e e e e et 210 1 17.00 17 1 10 2 4 0 0
..................................................................................................... TGCACCTGTCCCGTTATTTGCA . « ¢ v e e et et et e e e et eaeaenaenacnaeneeneeneeaaes22 0 1 13.00 13 10 0 0 0 3 0
.................................................. FNeT NV NoleteleT.NoyNol el e 0NN PP N O 1 13.00 13 5 5 2 0 1 0
.................................................. AGAATAACGGGACACGTGTGCAAT . « &+ e e e et et ete et e et e e a e et e e e e e e e e e et ete e a e e e e n e e e e eaeaeeneneaaeaeneaneaenenaeaenenneaenea24 O 1 8.00 8 5 2 1 0 0 0
.................................................................................................... TTGCACCTGTCCCGTTATTTGCA . « v v e et e et e te e e et e e et ee et ee e 23 0 1 5.00 5 5 0 0 0 0 0
...................................................................................................... GCACCTGTCCCGTTATTTGCAT ¢ « ¢ o e et e ee et e aeneeeeaenenaeaeneneeaenenneaenas 22 O 1 4.00 4 2 2 0 0 0 0
..................................................................................................... TGCACCTGTCCCGTTATTTG e + ¢ e e e v e ee et e te e e e e e e e eeenenaeaenenaeaenen. 20 0 1 3.00 3 3 0 0 0 0 0
..................................................................................................... TGCACCTGTCCCGTTATTTGC ¢ e« e e et e e e e teeaeeeeaenenseaeaeneeneaeneeneaanaea2l 0 1 3.00 3 2 0 0 0 1 0
.................................................. AGAATAACGGGACACGTGTG A . - ¢ ot ittt it ettt ittt ettt e et e e e e e ettt 231 1 2.00 2 0 1 0 1 0 0
.................................................. AGAATAACGGGACACGTGT « + « e e e et ettt e e et et e et et et e et e et e e e e e e e e et e e e e e e e e e e e e e e e et 190 1 2.00 2 0 1 1 0 0 0
.................................................................................................... TTGCACCTGTCCCGTTATTTGC e & e v e e e e e e eeeaee e e eeneeneaeneeaeaenenneaenenneae 22 0 1 2.00 2 1 0 0 1 0 0
...................................................................................................... GCACCTGTCCCGTTATTTGCA « « v e v v et ettt et et e eeeiaeneeneeneeneeneeneea 2l 0 1 2.00 2 1 0 0 0 1 0
.................................................. ey NN -V NoleTeled Yo7 Nolet e e AN R 1 2.00 2 1 0 0 1 0 0
........................................................................ ATTGCGACGTCGACGTARRACGARAC . & ¢« vt et ettt et e et et e e et et e e ettt e e e e et e ettt et e 25 0 1 1.00 1 0 0 0 1 0 0
.............................................. ARACAGAATAACGGGACACGT « « ¢ o e v vt et ettt e te e et e et e e et et e e et et e e ettt et et et et ettt e e et e ettt e 20 1 1.00 1 0 1 0 0 0 0
......................................................................... TTGCGACGTCGACGTARRACGAACACGT « « « t v et et et ettt et et e e e et e e e et e ettt e ettt ettt eneaenenae.. 28 0 1 1.00 1 0 0 0 0 0 1
.................................................. AGAATAACGGGACACGTG « « + « e e e et te e et e et e e m e et e e a e et et et e et e e et et e e e et e e et e e e et ee et e eaataeneaaaenenneeea.. 18 0 1 1.00 1 0 0 0 0 1 0
............................................. GARACAGAATAACGGGACACGTGTGC « &« v v e e e e e et e e e e e e e e e et e e e e e e et e e et et e e e e et e e e e e e e e e e e eeeeaeneaeeaeneeaeaenenneaenenaeaa26 0 1 1.00 1 0 1 0 0 0 0
................................................. CAGAATAACGGGACACGTGTG AR« & ¢ v vt e et n e te e e e et e e ettt et et et e e e ettt et e e et e e e ettt e ettt ee ettt et eieaenenneaene 24 0 1 1.00 1 1 0 0 0 0 0
........................................................................ ATTGCGACGTCGACGTARRR . &+t et ettt et ettt et e e et et ettt e et e et e e e et et e et ettt e 2000 1 1.00 1 1 0 0 0 0 0
................................................ ACAGAATAACGGGACACGTGTGCAR  « + t v e et e te e e e ettt e e et et e et e et e e e et e e e e e e et e e e e e et e e e ettt e e ettt et 250 1 1.00 1 0 1 0 0 0 0
............................................................ GACACGTGTGCAATTGCGACG « « + ¢ e e e e e et ettt ee e e e et et e e et et e e et e et et et e e et e e st ee e eneeeaeaenaeaeneneeaeaene 2l 0 1 1.00 1 1 0 0 0 0 0
.................................................. NS0V Noleteled.NoF Nol el et deToF- V. i U3 B O 1 1.00 1 0 1 0 0 0 0
...................................................................................................... GCACCTGTCCCGTTATTTGC - + v e e e e e eeee et e e eneeeeenenaeaenenneaenenneaenas 20 0 1 1.00 1 1 0 0 0 0 0
........................................................................ ATTGCGACGTCGACGTAARACGARCAC . &« v et ettt et ettt et et et et et e et e e e ettt e ettt iae e 2T 0 1 1.00 1 0 0 0 0 0 1
.................................................. ey N -V NoleTeled No7 Noeh et eTor-\ [ e S 1 1.00 1 0 1 0 0 0 0
................................................... &8NV Ne]eleeyNe7.Xo] el L U PP B SN ¢ 1 1.00 1 1 0 0 0 0 0
.................................................. AGAATAACGGGACACGTGRE . - - « vt ittt ettt ettt et et et et et e e e e e e e e e e e 20 2 1 1.00 1 0 0 1 0 0 0
..................................................................................................... TGCACCTGTCCCGTTATTTGCAT . « v e e e e e et e e e et et e eaenaenaenaeneeneeaneaaea23 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M043
V058
AATTTTTGGCTTTGGAAAAGTATTTTGAGCTGTTTAAGCTGTCAGCTTTGTCTTATTGCCCTGTGCACACGTTAACGCTGCAGCTGCATTTTGCTTGTGCAACGTGGACAGGGCAATAAACGTAATGCCGAAAGATGTAAAAGATGGT TAATTTACATCTATGTATGTATACAT female
Read # Hit |Total body head
************************************.'.((_(((((((_..(((((((((((((...(((((._'((('_'((( ________ )))..'))))))))_)))))))))))))'.')).))))).))_...***********************************sizeMismatchCountNorm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
ldrovaks|[3L:2426688-2426861 + ldva_147|TTAAAAACC-GARACCTTTT---CATAAAA--C-TCG-ACAAA--TTCGACAGTC----GAAACAG=====-————————————————- AATA-————-————————- R GGGACACGTGTGCAATTGCGACGTCGACGTA-——————————————————— AAACGAACACGTHEGCACCTETCCC=CTTAT- == TTCCAT TACGGCTTTCT-——-- ACA-T------ TTTCTACCAATTAAATGTAG-—-—-————-—-——~— ATACATATGTA-—--—-—-————-—-
droEre2|scaffold 4784:9488868- TTAQAAACC-GAAAINCTTTT---CATAAAA--C—-[8CG-ACAAA--TTCGACAGTC—-—-GAAAAG-—————————————————————— N N AC————————— oo cL\cacaceTENGCANT TGCGACGTCGARGTA- - - -~ -~ -~ = ———————— AAARAACACGTEGCACCTCTCCH-CTTAT-~~TTCCATTlECcIgTTCT--—- - ACA-T------ [ETTCTACCAAT[EAAATGTAG-—-—-————-—————— B G TA -~ — = ———————————
9489036 -
droSec2|lscaffold 0:1738307-1738472 TTAQAAACC-GAAACCTTTE---CATAAAA--E\-BcG-2RAAA--TTCGACAGTC----GARAEAINN - - -\~ _______ ApEA--—-—-——— - AC———————mmmmmm o GGGACACEEGTGCANT TH{CGACGTCGACGTA-— - -~ === ———————————- [EAACGAACACGTEGCACCTETCCC=CTTAT===TTCCATTACGGCTTTCT--—-~ ACA-T------ TTTCECCAATTAAA GG - ———————————— B — — — = = = = = = = = = = = =
ldrosim2||31:9266561-9266726 - I |rTaBAAACC-GAAACCTTTT---CcATARAA--B-cc-aAaaa--TTCGACAGTC----GARAGAINNNN - ——————————_—______ TN — N ——— GGGACACGEGTGCART THCGACGTCGACGTA-~~—~——————————————~ [eAACGAACACGTEGECACCTETCCC-GITAT-~~ TTGCATTACGGCTTTCT———~~- ACA-T------ TTTi{eleCCAATTAAA TN A - ——-———————- TG-- -] DO \T 7\ — — = — — = = — = — — = — —
|dm3 llchr31.:9497749-9497929 - I | E—”AACC-GAAACCTTTT---CATAAAA--[-Bcc-2aan--TTCcGacacTC---faanffiN === ———cco oo oo e AR - AC————————m o GGGACACHEcTeCARTTRCGACGTCRACGTA- -~ — - -~ = - - — - ——— AAACGAACACGTEGCACCTETCCC-CTTAT-—-TTCCATTACGGCTTTCT-——-- ACA-T--—--- T T T T i — — —— ———— - TGGCTGEUWATGTGGATATTIGT - - - -[€GINTATATTTGGATGATT
droEugl|scf7180000409711:1360967- TTARAAACH-GAARNCTTTT---lWaRAAAR---[8cG-acanl--TTcacETC--—-Raan AR - - - - 2 AR GGGAAGNINE CENET TilNele TINS I NS A WA A TGATATACATATACGAAANNNT TINCIINSIEIN 1ETe eIl ehieelomialliv NEEEt IElel Gl - — - - - - — - — - Be-B------ B CTACCAATTAAMTITAG- ————————-————— - - —— - — - — -Gl
1361130 -
droBialllscf7180000302428:8279111~ TT AR CE-CARACC T - - R - - 2 C o~~~ — ~ i~~~ = —=—=—=——=——————————~- B A—————————————— A cilcacaccldercealdfecccacaTeoAaCm-— - - - - - - —-—-—-———-—- . C G TEGCACCTCTCCC-CTTAT -~ ~TecCleleclekicTTTClY-- - - - AN RN T T T TACCAATTA N P~ —— ———————————- i — — — = = = = === === = —
8279224 +
droTakl|scf7180000415664:133030- TTAPAAACC-GAAACCTTTT---CATAAAA--C—[8CE-ACA AR - TTCOA e - — = = = === - oo — - — — R BRGACACCRGTGCANT TGCGACGTCGACITI- - - — - — - - - - ————— faafcalcaceTECCACCTETCCCECTTAT===TTCCAT T8 ccoyTeTC TIX M- ACA-T---—-- TTTCEAECAAT TA A T — — — = —————————— e — — = = = = = = = = = = = = =
133168 +
droElel|lscf7180000490564:270084- TTAQAAECE-cAAACCTTTT---CcAlaran--Cc-Bcil-Acaledl--TTCcGACAGTC--— - A A A i~ — = ——————————————————- == — R AANSGTTCTTAT T T TTTTGTTGGT T/ NONole Clehelor -V - &l &) NeTehies T N elil 2 B aldaficldecAccTRGCACCTETRCC=CT /et -—~TTCCATTdcccCTRATCIN--—- - ACA-T---—-- TTTCEACCAAT TAAA T I —————————————~— - ————— - TiC R
270257 -
droRhol|scf7180000780168:18820- TTARAMEClE-caaaCCTTTT- - -dNdann - -[8-[8CE}-ACAA- - TTCGACAGTC—-—- LA AN == — oo - ---- e GAAINSGTECTTATTATTTTT TT TGGT THONSINSECehuelor. VNl - [€ahNelelife TINIEhiC GREEEEEEEEEE R AlhlGeecACGTECCACCTETCCC=CTemy==TTCCAT T8cceCTRTlET-—- - - ACA-T------ TTTCl8ACCAAT T 2 e — — = —————————— e — — = = = = = = = = = = = = =
18988 +
droFicl|lscf7180000453807:642519- TTAQAAACC-GAAACCTTTT---CAARAA - —[-[Ec-ACh A g -ttt — — — — G~~~ —————————————————"—~- INYa/\accanAREREEEIA A A/ - GT TC T T TAT AT T TTGGGT Clele)Ne)Nele Clehlele) Vil - T8 Al elehlele) Ne A L T 2 S AAApGEECACGTEGCACCTETCCC-CTTAT-~~TTCCATTRCcc\cT@TCI}----- BCA-T-—-—-- TTTCTACCAAT TAA T - —————————-———~— i — — — = = = = === === = —
642682 -
droKikl|scf7180000302486:2192219- TTARAAECC-GAAACCTTTT---CARAAA--C-[8)G-ACABAIBTTCGACAGTH- - - -[XeA AINAIN- = - —[TNXI X VINNe XTI VYA Al Al XTIV R VY TN VA Cle g —— - N e SNGGACACCRGTGCAETRGIGACGTCGACGTIRNNY- — - —- - - - ————-————- EarliGlEa CcACGTECCACCTETCCCECTTATIN T TCCA T Ti i — — - — Be-B------ - - -BicGCINNENNNNITiicEGCCTCTTCGTGRREE - - - R D Gl - — — — = == === —————
2192429 +
droAna3|lscaffold 13337:3754449- TR AR A A CCigNAAACCTT TT/ERgC AN A A AL - - C-[SciNEAC A A - - TR CAC T Cloeiok e - — ————————— AGGGAAGAGGAAINATATGAAAREEEENGAAINTGATRE TR TTTTTCCGGTEle T/ N Nele Clehi- (G Al T SlelNelelle n el - — - B BN c CLNMIGCACCTETCCCHCTTAT= == TTCCATIA T\ I - - - - BclE-7-—-—-- ErrcTEccErN A N - —-——————————— - - - - - ——— - — - Tl
3754637 -
droBipl|scf7180000395954:152212- AT TINNSIS T AFNNNC A TGN A T AR VNN A GlEC Cl8n CININNTEE G - - - -ST{eifeTCTTACH- - - -EEEEEFEEEEA A GGAAGAGGAAINAATGTGAAAREEEEEGAAINGGT T Rttt TTTTTCCGGTEe T NINIe ClelilCle G- Tie N ehTe AL Ne - - — B lGeNe CcCLNECACCTETCCC=CTAT===TTCCA T CI\c IR - - -Alfe-T---—-- AGINSAINAAINTIRNG - - - T - - - R DR T 7, ~ — = — = — = = = = — = — = —
152400 -
laps IxR_groups:2390541-2390698 -| N — e —_ — /S /2 [ E—— [ —— GAACCAAAAAGGAGACCAG:VANCTGAAAZEEEEE GAATCGTTREEE R TTAAT(e[elel:No-NlelC/ehlelo)\GIIC T T A Glelehleler-NoleliC A B AT T TlelCCAINolehiile[e) Nolohehy T/ofolteliln- N iEEE e o Tl -Nolei T TUlN T CEEE T GAIVANT T TCG Tl - - - - - — - —- - - - — - — - — — - M_E ———————————————
ldroper2|lscaffold 24:664114-664271 +| |—= =——CECG|ACA=——=————=———— AAiAm —————— AT G T T i NNicccacaceerecadrigINeccTcoacGTR- - - - - - - - - JAT T TleccalXeleiiclel elehieliT/sle el N hiile o TIRINSE T THl T C R T G A A T T T CG Tl - - - — - —- - - - — - — - — - - — - e — — TG T Erdcdddrerlg- - - - - - ---—-—--
drowi12]3cE2_1100000004762:273764%- s e e e e S - EEEEEEE - 1G0ACCTGICe0= OIIATE OO o T B - =
2737681 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:2426688-2426861
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:2426688-2426861
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_147.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:9488868-9489036
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:1738307-1738472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:9266561-9266726
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:9497749-9497929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:1360967-1361130
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:8279111-8279224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415664:133030-133168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490564:270084-270257
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780168:18820-18988
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453807:642519-642682
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302486:2192219-2192429
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:3754449-3754637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395954:152212-152400
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:2390541-2390698
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_24:664114-664271
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:2737644-2737681
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Show Alternate Folds
Flybase annnotation
intron [Dyak\GE25405-in]; CDS [Dyak\GE25405-cds]; CDS [Dyak\GE25405-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V058 M0O56 V052 V046 M026 V120
AGCTGCAAGGTAATGGTGGCGACCGACGCCATCGGTATGGGCTTAAACCTGTAAGTAAATTTTTAACATACATATGTGGCTGGTCCAAATATAATGCGTGCAAAATTTACTTGCAGGAGCATTCGTCGAATCATATTCTACTCACTAATTAAACCGTCGATAAATG female
Read # Hit |Total head embryo head body |embryo head male
e ek ok ke ok ok ke ok ok ke ok ek ok ke sk ok ke sk ok ke ke sk ok ke ok ok (((((CCCCCCCC CC (G 00 (e 1)) 2)))) cu)) ) ) ) )))))))) ) ) ) ) . ke ke kkkkkkkkkkkkkkkkkkkhkkkkhkkkkkkkkkkkkkkk*k*** 5jze Mismatch Count Norm Total body
............................................................................................... GCGTGCAAAATTTACTTGCAGH. « . oot i e 221 1 206.00206 69 35 a1 21 34 3 3
............................................................................................... GCGTGCAAAATTTACTTGCAG . « « « e e e v e ee et e e eeeeaeneeaenenaeaeneeaeneeaenana2l 0 1 39.00 39 19 0 4 12 4 0 0
................................................................................................ CGTGCAAAATTTACTTGCAGH. « oottt e e e e e 211 1 14.00 14 4 2 1 7 0 0 0
.............................................................................................. TGCGTGCAARATTTACTTGCAG ¢ ¢ e e e e e ea e ta e e e aeae e e eneeneenaenaenaennanaa 22 0 1 8.00 8 5 0 2 0 1 0 0
............................................................................................... GCGTGCARAAT TTACT TGCAGE . « ot vttt ettt et e et ettt et et e ie e eeeeaee 22 1 1 8.00 8 0 8 0 0 0 0 0
............................................................................................... GCGTGCAAAAT TTACTTGCAGE. &« ittt ittt ittt teteteeeteeeaeaeneneneaea22 1 1 7.00 7 1 0 0 5 1 0 0
............................................................................................... GCGTGCARAATTTACTTGC . « e v e e e e eeea e e e e e aeneeaenenaeaeneeaeneenenans 19 0 1 3.00 3 1 0 0 1 0 1 0
................................................................................................. GTGCAARATTTACTTGCAGH. . .. oo i e 20 1 1 2.00 2 0 1 0 1 0 0 0
............................................................................................... GCGTGCAARATTTACTTGCA t « « e vt ettt ee e e e et ee e ie e eiaeiaennenaeeneenae. 20 0 1 2.00 2 2 0 0 0 0 0 0
............................................................................................... GCGTGCAAAATTTACTTGC . -« i ittt ittt it et et i et e i e ee e 20 1 1 1.00 1 0 0 0 0 0 1 0
................................................................................................ CGTGCAAAATTTACTTGCAG : - ¢« e v e ettt et e e eee e eieeieeaenaenaenneeaes 20 0 1 1.00 1 0 0 0 1 0 0 0
................. GGCGACCGACGCCATCGGTATGGGC . -+« vt 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 e e e e e e e e e e e e e e e e e e e 261 1 1.00 1 0 1 0 0 0 0 0
Anti-sense strand reads
M043
TCGACGTTCCATTACCACCGCTGGCTGCGGTAGCCATACCCGAATTTGGACATTCATTTAAAAATTGTATGTATACACCGACCAGGTTTATATTACGCACGT TTTAAATGAACGTCCTCGTAAGCAGCTTAGTATAAGATGAGTGATTAATTTGGCAGCTATTTAC female
Read # Hit |Total body
ek dokdokd ok ok k ok kk ko k ok kk ko ko kdkk ek rk (((C(((CCCCCCC . CC CCa (O (CCnn e 1)) )))) o)) )) e ) ))))))))))) ) . Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total
............................................................................................ TTACGCACGTTTTARATGAR . &+« e e et ettt et e e et et et e e te e eaeiaeiaeaenaeeneena 20 0 1 1.00 1 1
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species|Coordinate 1D Alignment
ldrovak3|[3R:498069-498234 + ldya 889|AGCTGCAAGGTAATGGTGGCGACCGACGCCATCGGTATGGGCTTAAACCTGTAAGTARATTTTTAAC---A--TACATATG--TGGCTGGTC---—-~- CAAATATA----ATGCGTGC-——=——-—-——--—- AAAATTTACTTGCAGGAGCATTCGTCGAATCATATTCTACTCACTAATTAAACCGTCGATAAATG |
droEre2|scaffold 4770:489407-489569 AGCTGCAAGGTAATGGTGGCGACHGACGCCATINGGTATGGGCT TGAACCTGTAAGTGAAT TINT T - ——[8- -®ACATATG--TGGCTHGTC------ CAAATHTA----ATGCGTGC-————-———---- [EAAATTTACTTGCAGGAGCATTCGTCGAATCATATTCTACTCACT/EATTAAGCCGTCGAT/EAATG
+
ldrosec2|scaffold 6:257612-257772 + | |AGCTGCARGGTAATGGTGGCGACHGACGCCATCGGTATGGGCTTEAACCTGTAAGT AGAR T T T - - -[8- -@AacATATG--TeeCTHImEC - - - ——- CAAATATA----ATHCEINC-————-———————- EARATETACTTGCAGGAGCATTCGTCGAATCATATTITACTCACT/EATAACCGTCGAT/EAATG |
ldrosim2|3r:122183-122343 + I |AGCTGCAAGGTAATGGTGGCGACHGACGCCATCGGTATGGGCTTEAACCTGTAAGT ACARTET T - -[8- -EacATATG--Teaciiimec---——- CAAATATA----ATGCREGC-———————————- EaRATETACTTGCACIIAGCATTCGTCGAATCATATTTACTCACT/EAT/AACCGTCGAT/EAATG |
am3 llchr3R:138768-138929 + I |AGCTGCARGGTAATGGTGGCGACHGACGCCATCGGTATGGGCTTEAACCTGTAAGTAAANT T T - -[8- - TAATATG--TGeCTHGEC------ AaAATATA----ATGC[HEIGC-———————————- EARATETACTTGCAGGAGCATTCGTCGAATCATATTITACTCACT/EATAACCGTCGAT/EAATG |
droEugl|scf7180000409759:73594-73756 AGCTGCAAGGTAATGGTHGCGACIGACGCRATCGGIIATGGGCT TEAARNTGTAAGTARAINTINT T - — [ - T/ T A - - TR EYele G- - - —-- calgaTra----ATCHCIN-————-——————- ARNATINTACHITINCAGGAGCATTCGTCGAATCATATTHTANT R TEA T2 ABCccellccaTlrASG
+
droBialllscf7180000302098:344950- AGCTGCAARNGTAATGGTINGCGACINGACGCCATRGGEATGGGCTTgAACCTGTAAGINEA BT E T T/l - - - B - LomeC A R T EEele Gl e C - — — — — - caeaT@riy----aecagc-———————————- EaliarTTAcTTNCAI A GcATTCGTCGAATRATATTCTARTCTEA TEAAECCGlIccaT/EnaTG
345113 -
droTakl|scf7180000414401:16834-16993 AGCTGCAAGTAATGGTGGCGACRGACGCCATCGGATGGGCETAAACCTGTAAGT A AL T - - -BG-IT- -l TGCET TCClEcEEEE capiaTra----2lecedy-—--—--————-——- EANATTTECTTGCAGAGCATTCGTCGAATHATATTIT AT R TEA T2 AEC i ccaTldaATG
+
droElell|lscf7180000491104:1877358- AGCTGCAAGGTAATGGTGGCGACEGACGCCATCGGEATGGGCTTEAANCTGTAAGTEAA NS il - — - B — e~ T G- - THCH TR CE et s e A e T/ - - — - ATEAC[leic - — - — - —-————- EakierlecTTiicAGGAGCATTCCECGAATCATHTTCTARTCEC TEATEAACCGIccaTEraldc
1877526 +
droRhol|lsc£7180000761807:7664-7827 + || |AGCTGCARGGTAATGGTGGCGACEGACGCCATCGEATGGGCTTEAANC TGTAAGT ANAR T TSR - - - B -ERANE T G- - TR THcEC------ cafgar@rfe----aTcco@c-—-—————————- ANSATTTANTTECAGGAGCATTCGTCGAATCATATTCTATC R TEATEAACCoTClATEAATG
droFicl|lscf7180000454096:1262908- AGHTGCAAGGTAATGGTGGCGACCGACGCCATCGGEATGGGCTTEAACCTGTAAGT AR Tk - — - B - CA C A R T Neh e e T LT Y.\e - - e n[elele| Thy - - — - ATE eI\ C - — - — - ——————- EaliarTlleirTecaccaciaTiccleccaaTcaTATTTARTCTEA TEAAdCC G ccaTlEaaTG
1263075 +
droKik1|lscf7180000302778:533350- AGCTGCAAGGTEATGGTIGCBACINGACGCcATGGEATGGGCETAAANCTGTAAGINEA Al NN T - — - Al T i~ TC[UATAG R TCIAGECIGCTTCIAC- - - TREEE R EaafirTlekdirTccAGcAGCATTCgCGATCATATTCTARTCBC TEaTEAAdccccaTlgaaTs
533509 -
droAna3|lscaffold 13340:11144596- INE T ile /¥~ N ifelelii A Slel IS FN T ef6 N T efe A IelelelebbN G L NNG T iel NN G G AGAGH - - -BEE CCRCTTINCTINCERTIAA A - - - - - EEEEE - - - - —— R - - TCcGABACARATTGATATGTTTEGICHC TiEA TINElINe TINEA e NN A NI T ThENeITelC TG GRGEVAG e A oA NIV CE
11144755 +
droBipl|lscf7180000396691:53118-53279 INE T el ¥~ el T ifelelii A Eleln [Ne 2 TN r ef6 N T efe n Iilelele TR GINNC T il VNN G G AGA AN - - -BEE cCRCC TN TINAREIIA A - - - - - - EEEEE - - - - AATCGAAATAAACTGAAACCCTTLEMCHCTCGAT/NEINSINiA Se Clofe TrGI TEU RN TiFNehTe C TiiG Gl GLNACelele n SNV L ¥ el
+
EEE |2:24789413-24789570 - | |accTecanceTaaTceTRGCEACEGACGccaTHGEATGGGHT TEAARCTGTAAGTEARES TR T TR - - - - - e N Y- - - - - - T T T CIIT CGT Tl A A TC- - - P BanifdrTNercecaccaccaTEccccaaTcaTirreTacTcRirEErEarEc cBRACRATEA ARG |
|droper2|scaffold 6:90294-90452 - I |accTecanceTaaTceTRGCEBACEGACGCccATHcCEATGGaTTEAANC TeTAAGTEA ST T TR - - - B - i Se N Y- - - ——- T T T T CG T T A A T - - - [ anfdrTfdacTTGCAGGAGCATEcGgccaaTcaATTTCTACTC B TEETEA AldcCC A TEA AldG |
droWil2|lscf2 1100000004902:9788006- AGCTGCAARNGTAATGGTINGC[8ACCGANGCHATCGGTATGGGCTTEAANCTGTAAGT/HeAM T TEA I NETe - - Sfifleler TG - - TGNV N - - - - GGEVNET - - B —ilATT - - - T TccaGcaceaTcGECcGAATHATETTTACTCECc TAETEA A CCGlCINSTARATG
9788164 -
drovir3|scaffold 12855:2838295- AGHTGHAANGTAATGGTGGCEACHGANGCHA THGGEATGGGCTTAAANCTGTAAG TR T TN - — el - En i, EE — — R WS Thy— - - — - - T T CIlGIN TRl A T T A A A S ERANNeACTTIMAGGAGCATTCGTCGATHATATTCTACT C TS TdAAACCEACGAT/EAATG
2838451 +
droMoj3|lscaffold 6540:10375244- aAcCTGAARGTAATGGTIGCEACCGANGCHATRGGEATGGGCTTAAANCTGTAAGIERA NS T TR - — (6 — SRR A TR - - Thl Ry - - — - — - ALV T IR TIVA T TAA TEEEEEE R e TN TGCACaGeaTTCGTCGEATHATHT TCTAC TCENTEET TAAECCci A TlEAA TG
10375400 -
droGri2|scaffold 14906:3829510- AGCTGCAANGTEATGGTRGC A CEGANGCCATHGGEATGGGCTTAAACCTGTAAG T/Shlele T /oI — — -EECIT TCINITREA T TCA - C - R T RN T C C R T 2 A A A ApfenldTiealNr Ti\cAGGAGeAaTTCGTCGEATIIA T T TCTAC T Cy T/ TleAAEc cellcaaTlerA8G
3829667 =
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:498069-498234
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:498069-498234
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_889.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:489407-489569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:257612-257772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:122183-122343
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:138768-138929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409759:73594-73756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302098:344950-345113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414401:16834-16993
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491104:1877358-1877526
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000761807:7664-7827
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454096:1262908-1263075
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302778:533350-533509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11144596-11144755
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396691:53118-53279
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:24789413-24789570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:90294-90452
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9788006-9788164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2838295-2838451
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:10375244-10375400
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:3829510-3829667
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[View on UCSC Genome Browser {Cornell Mirror}]
dya 1796 |13R:8702207-8702299 - | confident | Canonical miRNA ||3pUTR
Legend: mature star 1115 1i=1ed L g1l mismatch in read
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Show Alternate Folds H
Flybase annnotation
utr3 [utr3_minus_7095]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
V120 M056 M026 V058 V052 V046
TTTTGAGAAAAAAGAAAGAAAAACCCGTCAAACCAAACAACAACAAAACAATAGAAGAAAAAAACAAATARACAATTGTACATGGCTTTCGTAAAGTAATTTATTAAAGCTTTGTATAATTAACCAAAAAAAAATCCTCAAATTTGTGT TTTCATTTGCGTTATCACGTACAGTTTTTCGTTGGCAATTTTAA female
Read # Hit |Total body male embryo head head head embryo
dkkkkkhkhhkhkhkhhkkhkkhkhkhkkhhkkkhhkhkhkhkhkkkkhkhkhhkhkkhkhkdkkdkkkkx* T D D D D I D D D D D D D D D D D D D 1 I hhkkkhkhkkhkhkhkhhkhkkhkhkhkhhkhkkhkhkkkkkkhkkkkkkkhkkkkkkkkkkkkk*k*k*x*x* gize Mismatch Count Norm |Total body
....................................................................................................... TTAAAGCTTTGTATAATTAACC .+« vt et e e et et et et et et et e e et e et e e ettt eaeaeaeaeeee. 22 0 1 27.00 27 6 2 9 8 0 1 1
.............................................................................................. AGTAATTTATTARAGCTTTGT « « « ¢« e e e e e e et et et et e e e e e e e e e e e e et et et et et et e eaeeeeeaeaeaeeeeaeaeaenennana 2l 0 1 7.00 7 1 6 0 0 0 0 0
........................................................................................................ TAAAGCTTTGTATARTTAACC . « + v e e e et et et et et e e et e e e et e e e ettt et e ee ettt 20 1 6.00 6 2 2 0 2 0 0 0
........................................................................................................ TAAAGCTTTGTATAATTARCCA . « & e e e et et et et et e e e e e e e aeaeeteeeeeeeneneneneaeaeaeneenenenanaaa?22 0 1 6.00 6 4 0 0 0 2 0 0
....................................................................................................... TTAAAGC T T TG T AT AR T TAACH . . . ottt e e ettt e et et 221 1 6.00 6 2 1 0 3 0 0 0
...................................................................... AACAAT TGTACATGGCTTTCGT « « « v e e e e e e e et et et e e e e e e e e e et et et et e et e e e e e e e e et et et e e et e et e e e e e teeeaeaeaaaaaeaeaeeeneaa22 0 1 4.00 4 1 1 2 0 0 0 0
....................................................................................................... TTAAAGCTTTGTATARTTARC . « « v et et e e e e e e e et et et et ettt e e e e e e e ettt e eaaaeaeaeaeananaa. 2l 0 1 3.00 3 2 0 0 0 1 0 0
...................................................................................................... ATTAAAGCTTTGTATAATTAAC . « « v e e e e e e et et et et et et et et e e e e et e e e et et e e eaeaeaaaeaeanaennea 22 0 1 3.00 3 1 0 1 0 1 0 0
........................................................................... T TG TACATGGCT TTCGTARAGT « + « t v e e e e e et et et et et e e e e e e e e e e e et et et et e et e e e e e e e et e e ettt ettt et et ettt 220 1 2.00 2 0 1 0 0 1 0 0
..................................................................................................... TATTAAAGCTTTGTATARTT « « v v v e v et e e e e e e e e e e et et e e e e e e e e eeaeeaeeeeeeneneaeaeasanaeaeeeennaa 20 0 1 2.00 2 2 0 0 0 0 0 0
.......................................................................................... GTAAAGTAAT TTAT TARAGCTTTGOT « -« e e e et et et et e e e e e et et et et et e et e e e et et et et e ettt et e e e e eeaeeeee. 25 0 1 2.00 2 0 2 0 0 0 0 0
......................................................................... AATTGTACATGGCTTTCGTAR . « ¢ e e e e e e e e e e et et et et e e e et e e e e et et et et e e e e e e e e e e e e e e te e e eaeseaeaeaeaeaeaeeaeneneneneneaea 2l 0 1 2.00 2 1 1 0 0 0 0 0
........................................................................................................ TAAAGCTTTGTATAATTARC .+« e e e e e e e e et et et et et et e e e e e et e e te ettt e eeeaaaeaeananenanenanaa 20 0 1 2.00 2 1 0 1 0 0 0 0
....................................................................... ACAAT TG TACATGGCTTTCGTA + &« e e e e et et et et et e et et e e e e et et et et e e e et e e e e e e et et e ettt ettt e e e ettt eneaaaeaea 22 0 1 2.00 2 2 0 0 0 0 0 0
.............................................................................. TACATGGCTTTCGTARAGTARTTT . + v e v e e et e e et et et et et e e e e e e e e e e et et et e e et et et e e e e et ettt et ettt e eaieiaeeee. 24 0 1 2.00 2 2 0 0 0 0 0 0
....................................................................... ACA AT TGTACATGGCTTTCGT « + « v« e e e e e e e et et et et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e teee e e aeaeeeaeaeaseeaeeeeneneneaeaennanaea 2l 0 1 2.00 2 2 0 0 0 0 0 0
.................................................................. AATAAACAATTGTACATGGCTTTCGT + « + v e e e e e e et et et et e e e e e e e et et et et e e e e e e e e e e e et e e e et e e e e e et et ettt et et et ettt e i 260 1 2.00 2 1 1 0 0 0 0 0
........................................................................ CARATTGTACATGGCTTTCGTAR . « & e e e et et et et et e e e e e e e e e e et et et e e e e et et e et e e e et e e te e e e e e eaeeeaeeeaeaeeeeneneneneneanaeaea22 0 1 2.00 2 1 1 0 0 0 0 0
................. GARARACCCGTCARRCCARR .+« e e e e et et et et et e et e et e e et et et et e et et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 2000 1 1.00 1 1 0 0 0 0 0 0
.......................................................................... - el No7 i el ol i i o] R I 0! 1 1.00 1 0 0 0 0 0 1 0
....................................................................... ACAATTGTACATGGCTTTC « v vt et et et et e e e e et et et et e e e e e e e e e et et et e e e e e e e e e e e e e e e e e ettt e et et ettt 190 1 1.00 1 1 0 0 0 0 0 0
................ AGAAARAACCCGTCARACCARAC . &+« e e e e e e e et et et e e e et e e e e e e et et et e et et e e e e e e et et e e et e et et e e e e e e e e e e e et e e e et e e e e e 220 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................................... AAGCTTTGTATAATTARCCARR . &+t et e e e e e et et et et e ettt e e e e e et ettt et et e e eaeaeeee. 22 0 1 1.00 1 1 0 0 0 0 0 0
.................................................................................................. ATTTATTARAGCTTTGTATA « & ¢ v e e e e et et et et e e e e e e e e e et e e te e e e aeneaeaeaeaeaeeneneneneneneaeaes 20 0 1 1.00 1 0 1 0 0 0 0 0
............................................................................................ AAAGTAAT TTATTARAGCTTTGT « « « e e e e e e e e e et et et et et e e e e e e et et et et e et et ettt e e te ettt et eeaeaeaeae. 230 1 1.00 1 0 1 0 0 0 0 0
...................................................................... AACAATTGTACATGGCTTTCG w + « « v e e e e e e e e et et et et e e e e e e e e e e et et et e e et et e e e e e e e et et et ettt e e te e et eaeaeaeaaaaaaaeanaeaaa 2 0 1 1.00 1 0 0 0 0 0 1 0
......................................................................................................... ARAGCTTTGTATARTTARCCA .+« et e e et et et et et e ettt e e e e e e ettt et ettt eaeeeenenenenea 210 1 1.00 1 0 1 0 0 0 0 0
................................................................. AAATAAACAAT TGTACATGGCTTTC .+« e e e e et et et e e e e e e e e e e e e e et et e e e e e e e e e e e e e e e e e et e e et et e e e e e ee e teeeeeaeaeaeaeaaaeaeaeeeeneaenenaa25 0 1 1.00 1 0 0 1 0 0 0 0
.................................................................. AATAAACAATTGTACATGGCTTTC e+« v e e e e e e et et et et et e e e e e e e et et et et e e e e e e e e e e e e e e e et et e e ettt e ettt et ettt e e e e e 240 1 1.00 1 1 0 0 0 0 0 0
..................... AACCCGTCAAACCARAACAACAACARRAC . & ¢ o e et et et et et e e e e e e e et et et et e et et e e e e e et et et et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 280 1 1.00 1 1 0 0 0 0 0 0
..................................................................... AAACAAT TGTACATGGCTTTC ¢ + v e e e e e e e e et et et et et e e e e e e e e e e e e et et et e e et et e e e e e e e et et e e et ettt e e e e eteeeaeaeaeaeaeaeanaea 2 0 1 1.00 1 1 0 0 0 0 0 0
....................................................................................................... TTAAAGCTTTGTATAATTAACCH . . . . oo it ettt et e et e e e et ei e 23 1 1 1.00 1 1 0 0 0 0 0 0
..................................................................... AAACAATTGTACATGGCTTTCGT ¢ + v e v et et et e e et et et et et e e e et et e e e et et et e e e et e e e e e e e e e e ettt et e ettt ettt e 230 1 1.00 1 0 1 0 0 0 0 0
....... FN 0N 0 NeT- 07NNV V.Vl o] o] L L~ B 1 1.00 1 0 1 0 0 0 0 0
....................................................................................................... TTAAAGCTTTGTATARTTAR .+« e e et et et e e e e et et et et e e et e e et e e et ettt et et e e eaeaeaeaeeee. 20 0 1 1.00 1 1 0 0 0 0 0 0
............................................................................................................ GCTTTGTATAATTAACCARARARRR . . ¢ e e st e eeta e et e e eaeneaeaeaeaeaeaeeeeneneneneneneaeaeaes25 0 1 1.00 1 1 0 0 0 0 0 0
........ AAAAAGAAAGAARAACCCGTCARRCCA . « e e e et et et et et et e e et et e e et et et et 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 e e e e e e e e e e e e e e e e 270 1 1.00 1 0 1 0 0 0 0 0
............................................................... ACARATARACAATTGTACATGGC « + « e e e e e et et et et e e e e e e e e e e et et et e e ettt e e e e e e e e et et e et et e et et e e e et e e e eaeaeaeaeaeaeenenenanaa23 0 1 1.00 1 1 0 0 0 0 0 0
.................. AARAACCCGTCARACCARRC . ¢+t et et et et e et e e et et et et e e et e e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et 200 1 1.00 1 0 1 0 0 0 0 0
...................................................................................................... ATTAAAGCTTTGTATAATTAR .+« e e e e e e e e et et et et e e e e e e e et et et e e et ettt et eaeaeaiaeaeea.a 200 1 1.00 1 1 0 0 0 0 0 0
......................................................................... AATTGTACATGGCTT T G A, . & o .ttt ettt ettt ettt ettt et e e et e e e e et ettt e e ettt e 200 1 1.00 1 1 0 0 0 0 0 0
................................................................................................ TAATTTATTAAAGCTTTGTATA . « ¢ e e e e e e e e et et et e e e e e e e e e e e e e e tetaeeeeeeneneneneaeaeaeaeneennnenanans22 0 1 1.00 1 0 1 0 0 0 0 0
.......... AAAGAAAGAARAACCCGTCARRCC + « + e e e e e et et et et et e e e e e e e et et e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e . 240 1 1.00 1 0 1 0 0 0 0 0
.......................................................................................... GTAAAGTAATTTATTAAAGCTTTGTATA . ¢ ot et et et et et e e e e et et et et e e e e et et e e e e ettt et et eeaeaeaeeeee. 28 0 1 1.00 1 1 0 0 0 0 0 0
...................................................................................................... AT TARAGC T T TG T AT AR T . ¢ ottt ettt ettt ittt ettt e et et ettt 191 1 1.00 1 0 0 1 0 0 0 0
............................................................................................... GTAATTTATTARAGCTTTGT « + « « v e e e e e e e et et et et et e e e e e e e e et et et e ettt et ettt e et ettt eeeaeaeaea. 20 0 1 1.00 1 0 1 0 0 0 0 0
..................................................................... AR ACA AT TGTACATGGCT « ¢+« e v e e e e e e e et et et et e e et et e e e e e e e e et et et e et et e e e e e e et et et ettt e, 18 0 1 1.00 1 0 0 1 0 0 0 0
........................................................................ CAATTGTACATGGCTTTCGT . « « - e e ettt et et et 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 et e ettt et et et ettt et et e e eeaeee.. 21 1 1.00 1 1 0 0 0 0 0 0
................................................................. AAATARACAATTGTACAT . &+t e e e e e e e et et et et e e e e et e e e e e e et et et et et et e e e e et et e e ettt et e et 18 0 1 1.00 1 1 0 0 0 0 0 0
...................................................................................................... ATTAAAGCTTTGTATARATTAACC .+« vt et et e et et et et et et e et et et e e e e et ettt et e e eaeaeaeaeee. 23 0 1 1.00 1 0 0 1 0 0 0 0
...................................................................... AACAATTGTACATGGCTTTC e+« v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e aeeaee e e e eeaeaeeeeeeeeeenenenaeaeaeasaeaeanennaa20 0 1 1.00 1 0 0 1 0 0 0 0
.............................................................................................................................................. TTTGTGTTTTCATTTGCGTT e « v v e v e e eeeeeeeeeaeanenenanans 20 0 1 1.00 1 0 1 0 0 0 0 0
................................................................................................. AT T TATTARAGCTTTGT . ¢+t e e et e e e e e e e et et et et et e e et et e e e e et e te et e eaeaeaeaeaeaeaeaeaeenenenanana 18 0 1 1.00 1 0 0 0 0 0 0 1
.......................................................................................................... AAGCTTTGTATAATTARCCA .+« v et et e e e e e e e et et et e e e ae e eaeaeaeaeeeeneneneaeaeasaeaeeeennaa20 0 1 1.00 1 1 0 0 0 0 0 0
................................................................... ATAAACAAT TGTACATGGCTTTC . + v e e e e et et et et et e e e e e e et et et et e et e e e e e e e e e et e e et et e e e e e e e et et et ettt et ettt 230 1 1.00 1 0 0 1 0 0 0 0
............................................................................................. AAGTAATT TATTARRGCTTTGT . ¢+« e e e v e e e e e e et et et et e e et et e e et et e e te et e e eaeaeaeaeaeaeaeenenenenanaaa22 0 1 1.00 1 0 1 0 0 0 0 0
................................................................... ATAAACAAT TGTACATGGCTTTCG + « v« e e e et et et et e et e e e e e et et et et e et e et e e e e et et e e et et e et e e et e e ettt et ettt teteienenenenaa 24 0 1 1.00 1 0 1 0 0 0 0 0
Anti-sense strand reads
M043
V058 M026 GSM1528802
AAAACTCTTTTTTCTTTCTTTTTGGGCAGTTTGGTTTGT TGTTGT TTTGTTATCTTCTTTTTTTGT TTAT TTGTTAACATGTACCGAAAGCATTTCATTAAATAATTTCGAAACATATTAATTGGTTTTTTTTTAGGAGT TTAAACACAAAAGTAAACGCAATAGTGCATGTCAAAAAGCAACCGTTAAAATT female
Read # Hit |Total body head head follicle
khkkkkkkkkhhkhhhhhhhhhhhhhhhhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhkkhkkkkkkx (((((((((_ ((((((_ (((((_ .. _))))) _)))))) _))))))))) ''''''''''''''''''' khkkkhkkkhkkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkkkkkkkkkkkxkkxkkxk*x*x*x g]jze Mismatch Count Norm Total cells
............................................................... TGT TTAT TTGTTARACATGTAC . ¢+ v e v et et e e e e et et et et et e et e e e e e et et et et e e et e e e e e e e et et e e ettt e e e ettt ettt et ettt et eie e 200 1 1.00 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|[3R:8702157-8702349 - ldya_1796 |-TTTTGAGARRRAAG-——————————— - AAAGAAA-——— == === m AACCC-GTCAAA-CC-——————=————~ AAACAACA-ACA--—-—--- AAACAATAGAAGAA--——————- AAAAACAAATARASCAATTCTACATCECTTTCCTAAAGTAATTTATTAAAGCT TTGTATAATTAACCAAAAAAAA-~AT-CCTCAAA-TTTGTGTTTTCATTTGCGTTAT -~ ~CACGTACAGT-TTTTCGT T~~~ -~ GGCAATTTTAA
droEre2|scaffold 4770:16945885- der 1521 |[-EMTTTGAGAAAAAAG-——————————— - AgrcaAR - - aaccc-[@cara-clg------—-—-- [@AAACAACA-ACA--—-—-—- AAACAATAGARLAR--------- BRAAACAAATARA=CAATTCTACATCCCTTTICCTAAAGTAATT TATTAAAGCTTTGTATAATTAACCAAAAAA -~ AT-CCTCAAA-TTTGTGT TT THATTTGCGTTAT--~CACGTACAGT-TTTTCGTT-—-—- GGCAATTT[EAA
16946072 +
droSec?2|scaffold 0:17217363~ dse 1844 |[-ETTTGAGAAAAAAG-————————————m oo AAAGAAA————————mm e m afccc-@cara-ccl¥Y--------[XearBcaaca-aca-------- AAACAATAGAALARQ--------- BAAAACAAATARASCAATTCTACATCECTTTCCTAAAGAATT TATTAAAGCT T TGTATEATTAACCAAAAAAAR--AT-CT/8AAA-TTTGTGT TT THAT T TGCGTTAT--~CACGTACAGT-TTTTCRATT-—-—- GGCAATTTTAA
17217554 +
ldrosim2|[3r:16351715-16351910 + lasi 75 J[-BTTTGAGARARAAG--—=-=—=-—--=---—-—-—--—o—-—--—o—- - AAAGAAA——————————m—mm - [SJelel c A FN-NENele » A REEEEEE A CI¥AC - - - -INF- -\caAcAACAIYNNCEVNUNCEVAA /Y- EEEE——— AAAAACAAATARA=CAATTCTACATCCCTTTCCTALAGIAATT TATTAAAGCTTTGTAT/EATTAACCAAAAAAAR--AT-CCTEAAA-TTTGTGT T TTIAT T TGCGTTAT--~CACGTACAGT-TTTTCGTT-—-—- GGCAATTTTAA|
|dm3 lchr3Rr:4640223-4640413 - ldme_421  |-TTTGAGARAARAG----=-—=-—=-—-—--—-—o—-o—ooooooo- AAAGARAA-————— === —m—m afccc-@cara-cci®)----—---[Xeanfcanca-aca-----—-- AAACAATAGARAR-------—- B2 AgaraTARASCARTTCTACATCCCTITCCTAAAGIAATTTATEAAGCTTTGTAT[EATTAACCARAAAARA - -AT-CCRACAAA-TTTGTGT T TTIATTTGCGTTAT -~ —~CACGTACAGT-TTTTCGTT-—-—- GGCAGTTTTAA|
droEugl|scf7180000409490:80930~- A e TGl N - —[en A G Balcann/¥VISNSY- blccc-canallccl¥--—-—-—- fern@cAACA-ACA-———-—-- AAACAATAGARLAR-----—--- AAAANCAAATARA=SCAATTCTACATCECTTTCCTAAAGTAATTTATTAAAGCTTTGTATAATTAACI A AL AL AR~ AR\-CCTCAAA-TTTGTGT TTTCATTTGCGTTAT -~ ~CACGTACAGT-TTTTCGTT-—-—- GGCAATTTTA_‘
81131 +
droBiall|scf7180000302402:7353486- -Rrrrcalanaannfy--------- R e B ARAGAARA -~ ——— oo afccc-@caraflcc----—-—-—-—- apecanca-Alga-------- arpcErTAGAAAR--------- 2 AReA AT ARASCAATTCTACAHCECTTTCCTAAAGTAATT TATTAAAGCT T TGTATAATTAACKAAAAAAAA - - -\ A AL - T TTGTGT T T THAT T TGCGTTAT--~CACGTACSGT-TTTTCGTT-—-—- GGCAATTTTAW
7353675 -
droTakl|scf7180000414009:179058~ ’ETTTGAGAAAAAAE ———————— - B~ AAAGAAA -~~~ —————m o afccc-NiArANCCl¥- - —————- lernEcanca-alga-------- AAACAATAGARLARQ--------- A ACAAATARA=CAATTCTACAECCCTTTCCTAAAGTAATT TATTAAAGCTTTGTATAATTAALN A AL AN — AP\-CCTCAAA-TTTGTGTTTTHATTTGCGTTAT ---CACGTACAINT-TTTTCGTT----- GGCEATTTTAE‘
179251 +
droElelllscf7180000491212:1154154~ -RrrTGAGARAAAR--------- e R N e N N e agcc-ElcanralYeci®]--—-—--- L Hecance-aded-------- BaacAATA A - — - —————- ERAAACAAATARA=CAATTCTACAGECTTTICCTAAAGTAATT TATTAAAGCT TTGTATAATTAACLAAAAA AR - A-CCCAAA-TTTGTGT TTTAT T TGCGTTAT---CACGTARNART-TTTTCGTT----- GGCHATTTTAq
1154344 +
droRhol|scf7180000778307:14039- -IArrrcAcARAAAR---—-—--- e T E-ARAGAAARN - - - agcc-Fcaraflcci®)--—-—-—- fernfdcanca-pca--—--—--- AAACAATAGAALAR--------- BEAAACAAATARASCAATTCTACACECTITCCTAAACEAATTTATT/EAAGCTTTGTATAATTAAC A AR AL A~ AR-CCTCAAA-TTTGTGT TTTIATT TGCGT[@AT--~CACGTACART-TTTTHGTT---—- GGCHATTTTAE‘
14232 +
droFicl|scf7180000454106:2527554~ -TTTTGAGAAAAAR---—-----f- - E-AAGAAA -~ accc-[@canrngccl¥Y- - - - -l nEcancld-aca-------- AAACAATAGAALAR--------- e~ CAAATARA=CAATTCTACAECCCTTTCCTAAAGTAATT TATTAAAGCTTTGTATAATTAACIIAAAAA A~ AR-cCTCAA-IATTGTGTTTTAT T TGCTTAT -~ ~CACGTACAT-TTTTCGTT- -~ -~ EGEAATTTTAE‘
2527747 +
droKik1|scf7180000302247:250327~ -RArrreacARAAA G- -—-—-—- - W-AAAGAAR--- - afccc-@carallcci¥--—-—-—- e~ ncaficA-ACA---—-—-- AAACAATAGAAGAA-I}------\aaanGaan T2 RASCARTTCTACATCECTTTCETAAAGTAATTTATTAAAGCTTTGTATAATTAAN A A 2 Al AR - - N2 A - T TTGTGT T T THAT T TGCTTAT---CACGTACAT-TTTTCGTT----- GGCIEATTTTAR
250526 +
droAna3|scaffold 13340:11049275- dan_90 AN A GV - - [Enn A n A A 2 A 2 o - — - — B e TATTTGAAAINNGAARAN- - - -B- -EEEElcAAccCTCINACHNNS CENT SRR anfdcaaTacarAfg--------- B 2T A RASCAAT T CTACAEECTITCCTAAAGTEATTTATTAAAGCETTCTATAATTAA/ T A A A e B I C A A A - T T TG TG T TT THA TT T - - — e T & T TGN c cAA T TARN
11049454 -
droBipl|scf7180000396374:34239~- -RArrrealaEaanaci¥¥V4NNGE- - B N N N N e ERCCC - o — - ———————- WernEcaacl-aca-------- anEcanTAGAAAR--------- i A T ARASCAATTCTACAHCECTTICCTAAAGTEATT TATTAAAGCHTTGTATAATTAACK A A A Al - - B - BN C A A A - T T TG TG T T T THA T T T — — R T COT - - - - -[¥XeraTErEAn
34401 +
dp5 |l2:27294837-27295048 - ldps_3827 |[-BrTreAcARAARRR- - - —--———--—-o——m—omoo—oooooo oo AAAGAAA——————————m——m—m ancccppdcanra-colNe--—--- lerfficancalgrila--———-—- AAACAATAGAAGAA-FNNNN- a2/ Na A T A RATNAATTETACARICCC T T TRINI/EA AGTAAT T TET TAAAGCTTTGTATEATTAANCAAAAAAAL - - AR I8NECARAA-TTTGTGTTTTA T TTGCIAT TR TRREACCC TR AT T T T TG T T- - - - - cGCEaTT TR
droPer2|scaffold 6:2585036-2585249 [dpe 2481 (-rrTeacarrrrfdl---------oooom AAAGAAA————————m—mmmm—m o aacccppddcara-colR¥B--—--- erificaacalgrila--—-—--- AAACAATAGAAGAA-FNNNN-an A nfdNa n T2 RASTNAATTCTACARCEC T T T NIler AGTAAT T TET TAAAGCTTTGTATIEATTAANCAAAAAA AL Y- CcCldcana-TTTGTGTTTTHAT TTGCRAT T TN NeCG TR AT T T T TG T T- - - - - GGCEATT\
droWwil2|scf2 1100000004902:4649890-|dwi 5415 (-IdTTTGAGAAAAAAR--—----—-- CAAAAAAAAAACCAAAACAAAAGA - - — - — - B AAGAAAAGT TTREEENNAA A 2 NIV VNN 52 2 BT Lernfdeanc@laca--—-—--- AAACAATAGALL - -—--—-—- . AT ARA=CAATTCTACACCCCT I TR AAAGTAATT TATTAAAGCTTTGTATAATTABCCAARAAAA AN AR - CCl¥ A A A - T T TG T T T THA T T T — — i e~~~ - =\
4650075 +
drovir3|scaffold 13047:1834994- dvi 24634|-EFXrcrlader A f--—----—- - - g - INNGAGEAA - - - -B- B AACEECCINACINNTNS - - [EEEE— AAACAATAGAARNAA-INNNXIXI A 7 na Al A a T2 AR AT T CTACACECTTTCETAAAGIIAATT TATT/SAAGC T T TGTATAATTAAC A A A AAAAA - - AL CH TR Ald- T T TG TG T T T T A T T T - — i e — — — =\
1835158 +
droMoj3|scaffold 6540:3761875- SRR B2 - - - - YA N NN Y A e e A A A A A A A ACGAAACAAAA TG - - — - — — AAAGAAAGEEEEEEEE AN T B - - - - G¥Ne- -der nfdcanca-aca- - [RNNNN A ARCAA TAGAA R AN NNN-\n A A A 7 A A T A RASCRATTCTACASICCTTTCCTA A LG AT TTATT{EAAGCTTTGTATAATTAAIN A A A A A AR - - AT C Tl A A T T TG TG T T T THA T T TGER T TA TR - -HA CLAT A C A - i - — - — =\
3762078 +
droGri2|scaffold 14906:8668115- dgr 462 |-BrrTGAGAAAAEAG-------—-[@-—----— GAINSNINNNA TACGAAAAACTAAAAAAAAAAA A REEEEEEEE INNGTGEAA - - - -B- B AACEECCINACHY- - - NG R AAACAATAGAALNAR--------- e A ATARASCAATTCTACAEECTITCETAAACIAATTTATEAAGCTTTGTATAATTAACCAAAAAAAAINSA- ceTlAlle- T T TG TG T T A T T TGO T TA T - - - i~~~ =\
8668297 +
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http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1796.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16945885-16946072
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1521.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:17217363-17217554
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1844.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:16351715-16351910
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_75.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:4640223-4640413
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409490:80930-81131
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7353486-7353675
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414009:179058-179251
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:1154154-1154344
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778307:14039-14232
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2527554-2527747
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302247:250327-250526
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11049275-11049454
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_90.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396374:34239-34401
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:27294837-27295048
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3827.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:2585036-2585249
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2481.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4649890-4650075
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5415.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:1834994-1835158
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24634.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3761875-3762078
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:8668115-8668297
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_462.html
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Genomic Position 21 29 3 24 & I | I |
Size Condition 19,507,350 19,507,400 19,507,450 19,507,500
Genomic Position
Hairpin partition -# Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dyak\GE17877-in]; CDS [Dyak\GE17877-cds]; CDS [Dyak\GE17877-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M043
M026 MO56 V120 V058
GGCGTCCTCATGGGCATCGCCGTGCGCACTGGATCGCCCCTGAGCATCAAGTAAGTGTCGAATTAAGGGATTTAAGGGATTAAGGTCACTAAAGCCCTTGTTTTGACTTTTCAGT TTGGCGGAGCCTGTATGGCGTCAATTGACGGGCGAGATTCTACGGCCCA female
Read # Hit |Total head embryo male head body
Kkkkhkkhkhkhhkhhhkhkkhrkhhhkhkhhhkhhkhkkkhhkhkhrkhhhkhrkhhhkrkhrd R N T D I D I D D D D D D D D O D D D D D kkkhkhkkhkhkhkhkhkhkhhkhkkkhrkkkhkkkhkkkkhkkkkkkkhkkkkkkkkkk**k*x*x |gsize Mismatch Count Norm Total body
.................................................. GTAAGT GTCGAAT TARGGGATT « & ¢ v et et e e et et e e e et e e et et e e e e et e e e et e et e et e e e ettt e ettt e ettt et 220 1 53.00 53 45 1 5 2 0
.................................................. GTAAGTGTCGAAT TAAGGGATTT . « ¢ ¢ e e e e e e e e e e e e et et e e e et et e e e e e e e eaeea e eae e e eaeeaeaaeaaenaeneeneeneeneeneeaeeaaea23 0 1 11.00 11 9 2 0 0 0
................................................... TARAGTGTCGAATTARGGGATT « ¢+ e e v ettt e et et et e e et et e e e e et e e et et e e e e e e et et e e e ettt e ettt ettt 210 1 9.00 9 8 0 0 0 1
.................................................. GTARGTGTCGAAT TAAGGGAT . « - ¢« e e e e e e e e e e e e e et et e e et e et et e e et e e e e e e e e e e e et e ta e eaaaaanaenaeaeeneeaeeaneaaa2l 0 1 6.00 6 5 0 0 1 0
................................................... TAAGTGTCGAATTARGGGATTT .« ¢ v e et e et et ettt et et e et e e e e e e e e e et e e e ettt et e e et te et ettt it e eeaeaeeae 22 0 1 4.00 4 1 1 1 0 1
.................................................. GTAAGTGTCGAAT TAAGGGATTTA « &« « e e e e et et e et e e te e e e e e e e e e te e e e e e ea e e e eaeneeeeaeneaeeaeneneeaeneneeaenenneaenaa2d 0 1 3.00 3 3 0 0 0 0
................................................... TAAGTGTCGAATTARGGGATTTA . ¢« v et e et ettt et et et e et et e e e e e e e et et e et et e e et e te ettt ettt eeeeeaeeneeaa 23 0 1 2.00 2 2 0 0 0 0
.................................................. GTAAGTGTCGAAT TAAGGGATT . « -+t vt vttt et ettt e e et e e e e e e e e e e e e e e e e et e e e e et e e et e e e 231 1 1.00 1 1 0 0 0 0
........................................................................................... AAGCCCTTGTTTTGACTTTTCAG : « « ¢ e e ettt ea e ea e e eeeeaenaeneeneeneeneeaeenanaa 23 0 1 1.00 1 0 0 0 0 1
.................................................................................................................................... GCGTCAATTGACGGGCGAG. .« vvvuev... 19 0 1 1.00 1 0 0 0 0 1
........................................................................................... AAGCCCTTGTTTTGACTTTTCAGT .+« e e ettt te e e e e e e e eee e eaeneenennena. 24 0 1 1.00 1 0 1 0 0 0
.................................................. GTAAGTGTCGAAT TAAGGG- « - -« o et e e et ettt e e et et et et e e e e ee e e e e e e e e et e te et et 20 1 1 1.00 1 1 0 0 0 0
.................................................... AAGTGTCGAAT TARGGGATTT « + ¢ o e v et et et et et et e et ettt et e et e et e et e et e et e et e e ettt e e ettt ettt 210 1 1.00 1 0 1 0 0 0
............................................................................................ AGCCCTTGTTTTGACTTTTCAGT « « « ¢ v e e e te e e e et e eaaenaenaenaeneeneeneeneeaaea23 0 1 1.00 1 0 1 0 0 0
........................................................................................... AAGCCCTTGTTTTGACT T TTCAL . o o vttt it ettt ettt et e e i e 231 1 1.00 1 0 1 0 0 0
Anti-sense strand reads
V058
CCGCAGGAGTACCCGTAGCGGCACGCGTGACCTAGCGGGGACTCGTAGT TCATTCACAGCTTAATTCCCTAAATTCCCTAATTCCAGTGATTTCGGGAACAAAACTGAAAAGTCAAACCGCCTCGGACATACCGCAGT TAACTGCCCGCTCTAAGATGCCGGGT
Read # Hit Total head
Kkkhkkkhkhkhkhkhhhkhkhhkhhhhkhhhkhhhhkkhhkkkhrkkhhkhkhrhhkhkkhrd R N T D I D I D D D D D D D D O D D D D D hkkkhkkhkhhkkhkhkkhhkhkkkhrkkkhkkkhkkkkhkkkkkkkkkkkkkkkkk**k*x*x |gsize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
ldrovak3|[x:19507347-19507510 + ldya 1474 |l6GCGTCCTCATGGGCATCGCCGTGCGCACTGGATCGCCCCTGAGCATCAAGTAAGTGTCG-—AATTA- ————————————————————————————________ AG==CEATFT--—-—--—-—————————————- ARAGGGAT T A A = — = — = = = =~ — o GGTCACTARAGCCCT===as TCTT===TTC-ACTTTTCAGT T TGGCGGAGCCTGTATGGCGTCAATTGACGGGCGAGATTCTACGGCCCA
droEre2|scaffold 4690:10349332- GGCGTCCTCATGGGCATCGCCGTGCGCACIGGATCGCCECTGAGCATCAAGTAAGTGTClY - — R~~~ —————————————————————————————————— o i - —— — = —=—=—=—=—==—=—=—=—— i - - — == == == CGA T C R TTGTCACCRGAGEEREC TRARININGEY. clElelels cEEmmrs ST T == =T TG AN TTCAGT TTGGCHGAGCCGT BT GGCGECAAT TGACGGGCGAGETTCTACGGCCCA
10349491 +
droSec2|scaffold 8:2474901-2475080 GGCGTCCTCATGGGCATCGCCGTGCGMACEGGATCGCCECTIAGCATCAAGTAAGTGTCG- - AT Tfe-———————————————— - ___ AG--GGATINE--———— - cTc----- AATNNE-- - - CGATCC R e - -—-- - - o TcacTAREINCCT == ===~ TCTT-——TTC- AWM TTCAGTT TGGCGGAGCCTGTYTGGCGTCAATTGACGGGCGAGET TCTACGGCCCA
d
[drosim2|x:19038982-19039161 + ldsi 16471|6GCGTCCTCATGGGCATCGCCGTGCGHACIGGATCGCCECTGAGCATCAACTARGTGTCE- AT T/g-———————==-———————————————————_-—_——- AG--GGATNE-————————— - cTC----- A AENNel- - —— - CGATCC——.—,—,———- T -l NI - fic TcACTARRGINGE T eI e GG T T TGGCGGARCCTGT/TGGCGTCAATTGACGGGCGAGETTCTACGGCCCA|
am3 llchrx:20281513-20281681 + | lcecerecTearceeeaTceeceTeccacilccarcicccTeaGcATCAAGTAAGTCTCE-—ABTTfg- ———————————————————————————_________ AG—-GGATIN-—————— - CClE A TGN T A2 C R C G 2 R ETcACTARRRICCCT-——=—~ PCT T A I T FCAGT T TGGCGGAGCCTGT@TGGCGTCAATTGACGGGCGAGETTCTACGGCCCA|
droEugl|scf7180000409230:103659- GGHGTIECTCATGGGCATCGCCGTICGCACMGGATCGCClCTGAGHATCAAGTIEAGTIXSCEY- - T Tfe- —— - == == - === - ey - - et - — = = = = == === == —f# = — o e - -—-- e-f- - - -B- Bl A c[ARNCCLN e = = e = = e A C T T AG T T TGGCGGAGCCTGTTGGCGRcAddTcacldcceoncgTidyTlecciiccea
103821 -
droBialllscf7180000302126:3037527~- GGCGTCCTCATGGGCATCGCCGTGCGHACEGGATCccccTGAGCATCARGTEACT/ NG N — R T A~~~ —————————————— - ___ G- - — - — - - R - - ——————— B T TG AT CC R e T TG -0 - —-ie-cclgcafjr ARl == === cTccEEs clieE clciiiie NeifilileleleleleNelsle C ehiCilelelele c/ohG Ci¥el-Nel C/elelelel Ner-Nil ~ Shi c/elelelelelel
3037687 +
droTakl|scf7180000415248:36285- Xl B S r T T T iACE T TcGCcGGAGCCGTHTGGCGTCAgdTGACKGGCGAGATc TldcGGCcca
36358 -
droElel|lscf7180000491272:1366244- GGCGTgCTCATGGGCATCGCCGTGCGCACHGGATCGCCECTGAGCATCAAGTIEACTINGCG -~ R
1366303 +
droRhol|scf7180000775584:38818— GGCGTgCTCATGGGCATCGCCGTGCGCACTGGATCGCCECTGAGCATIAAGT/EAGTLYSCEY- (oIl STl VN N Tl et S VY VYN N X X S N X LT N Y- — P
39046 -
droFicl|scf7180000454050:95272~ GGCGTCCTCATGGGCATCGCCGTGCGCACEGGETCcGCClgcTGAGCATCAAGT/EAGTINNC/de-AA T/
95342 +
droKik1|lscf7180000302517:273004- GGCGTECTCATGGGCATHGCRGTGCGCACTGGATCGCCECTeAGHATCAACTEACTINACK--AAT TS
273073 +
droAna3|scaffold 13335:743574- GGCGTCCTCATGGGCATHGCCGTGCGCACEGGATCGCCECTGAGCATCAAGT/EACT ClohYel- —[Sleloh— —— —————————————————————————————————— - - B - -TNCCCCAAGATGCTCCCAGA A R  — — — — — — — — — T - - - - - ———-IrgraaEEEEE i clicEESi T AT llicU e c clideseerNeele c il Tilee A € NACINaNE C e clINe cli /i C el
743729 -
droBipl|lscf7180000396621:436428- GGCGTECTCATGGGCATIGCCGTGCGCACHGGATCGCCECTGAGCATCAAGTAAGT G- -t -———— -~ -~ - -~ - =~ - B - -JICCCAATTTTGAACCT T TAA TR CCAA- - - - - - - — - - R e e - -l - - - - - -FeraalEE=iclicTeaccTRATihlicHEc cieleeeelNelse c e TiNelen Ec/VACINNG cElelslel Ne chiclelic/slelelelele)
436592 +
dp5 XL _groupla:6954363-6954527 GGCGTCCTCATGGGCATHGCCGTGCGCACEGGHTCldccEcTaGcATCARGTEACT NS N Neleln /ol — -~~~ —————————————————————————______ - - B - NliCCATTGGTCAATGCAAAATACCAA- - - - - — - — - - EEEEEEE - ——— - --—-————— - -FETiATEE =S cCiliss —ET—CETT@AGTTGGCGGAECCGTETGGCGECATEACGGGCGAGTCTCGEGCC
droPer2|[scaffold 25:334623-334787 +| |eecerecTeaTeeeeaTiiccceTeceeacccrcicccTeaceaTcAnCHEACTIEN N Nelele AT -~~~ ———————————————- - —__________- - - - -INBICCATTGGTCAATGCAAAATACCAA- - —- - —- - — - [ - - —— e C CRIT-X == =~ Slend= = NI TN TeAG T8 G G C G GARC CRle TRT G e e AlaTAa ceGecacETc Tcalc e
droWwil2|scf2 1100000004515:4423509- GGCGTCCTCATGGGHATHGCRGTeccacEccliTcilcciTcAGHETCAAGTAAGTCTCG — T Ty - ———————————————— - ___ I\CEECAINTICCAATGAT TR TCCA----—-—-— - B - — oo - - - - - — - — - - ARTEAR T BT AP e TE C TAILIA TINE ClilifelelelelerNelele A BhiGieletele c ¥ CINS Clele NN C CleiyNele T stel~ [
4423664 +
drovir3|scaffold 13042:3056922- GGCGTECTCATGGGCATHGClEGTGCGCACGGHTClccecTeaciieTCcAACTARNGTINECH - —[Seloim- ————————————————————————— - — - B - - - i e —— - — - — - — — R _ e T e --—-- GEAREEE G ABTCARTANT VAT TS TlicccceTccliaEE  ciiceTSiiciliTiAE cCliNeededNelee CEhUNNElelele » SN G il LNSIElelelelerNe C C el G sle T/eleler
3057084 -
droMoj3|lscaffold 6328:608429-608593 GGCGTECTCATGGGCATIGCCGTGCGCACHGGETCcGCCEcTGAGHETCAAGTAAC TSN - —EReTfg- — =~ =~ === —=—=—————————————————_______ GAA T A N A I A A TG ACHY e e e L E L e P T e cacaRTWT/V\CHesal TEEEE cTCiiEEminicE TTCCilile e Citifelelelelern olelifely T delelolelifer G C el NelelelelelelNelC CC TG eleC/elelo) N
+
droGri2|scaffold 15081:3184384- GGCGTCCTCATGGGCATHGCCGTGCGCACEGGETcilcchc T cifeTlerAcTAAG TR THNE-AATTfg- —— - ————————————— - -~ ___ T A 2 - — — R T - — - TGAA N C A T T T CGA R T e TTGAATTGATTGTGCCTRCAREEEEEE - - - -INGEN T e TG GAREEEE el TGAlICTECTILEG T E CClielelslelel Nelolshuehiclelelele G/ CilerNG T eleleler:Ne G C A ThiG/Slelelele o
3184568 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:19507347-19507510
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:19507347-19507510
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1474.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:10349332-10349491
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:2474901-2475080
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:19038982-19039161
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_16471.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:20281513-20281681
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409230:103659-103821
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:3037527-3037687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415248:36285-36358
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491272:1366244-1366303
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000775584:38818-39046
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454050:95272-95342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302517:273004-273073
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13335:743574-743729
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396621:436428-436592
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:6954363-6954527
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_25:334623-334787
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004515:4423509-4423664
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:3056922-3057084
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:608429-608593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:3184384-3184568
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
5]
I - e = e e 0 B8 saee
» » @B » L
)
— E oy -
@ 8
@ .e .
wn w -
2 J S _
o c o © % o®
T 8 = o c e
ol O © [ * @ . . » @
-El- E = gc——-.——.—r—-l— —.—..—I-——
|— L o > [ &
o . L] .
& - . .
T . y
[ | — S '
_ » |
o = \ | | | >
b By
| I | I o N > a .
) e &
27,326,850 27,326,900 27,326,950 27,327,000 I 23 & ie .
1o
Genomic Position 22 N ? | | | I
Size Condition 27,326,850 27,326,900 27,326,950 27,327,000
Genomic Position
Hairpin partition - Sense -8 Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE10890-in]; CDS [Dyak\GE10890-cds]; CDS [Dyak\GE10890-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M056 V120 V058 M026 V052
GATCTTCCAGGTGCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTTGAGACTTCCTTAGCTATTGTATAGGT TCCTAAGTAACCCTCAACGCTGCAGGTTCCGATCTAGTGCCCGGAATCCTGGCCTTCGTCACCTGTTTGGTGCTG female
Read # Hit ||Total body embryo male head head head
Tokkkokdkdkokkokkokdkhkkkokkkhkhkkdkokdkkhkkkkdkkdkddkrdkrdkkrk (L ((CCCCo. (CoCCCCCe- (... 1)) 20000 ) )) L)) )))) L) )) L ckkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total body
.................................................. GTGAGTTGAGACTTCCTTAGC . + « e« e e e e et 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 ettt ettt e e ie et et e eieeieeiaeneeaa 210 1 66.00 66 57 6 1 0 1 1
...................................................................................... TAAGTAACCCTCAACGCTGCAG . « « ¢ e e e ee e e e e eeeeeenaenaenaenaenaennennenaenaaa22 0 1 8.00 8 2 2 4 0 0 0
................................................... TGAGTTGAGACTTCCTTAGC + « ¢« v e vt e et et e et e et e e e e e e e e e e e e e e e e e e e e e e ettt et ettt et e eieeieenaeee. 20 0 1 4.00 4 4 0 0 0 0 0
.................................................. GTGAGTTGAGACTTCCTTAGCT « -+ ¢ e e et ettt ettt et e e e et et e et e e et e e et et e e e eeeeenaenaenaenaenaennenaena22 0 1 4.00 4 4 0 0 0 0 0
...................................................................................... TAAGTAACCCTCAACGCTGCAGE . « ¢ v vttt et ittt e e it et e e ei e 231 1 3.00 3 0 3 0 0 0 0
...................................................................................... TAAGTAACCCTCAACGCTGCAGH. . ottt i i i i e i e e 231 1 3.00 3 1 2 0 0 0 0
....................................................................................... AAGTAACCCTCAACGCTGCAG e « « e v vt e et et e ee e e eee e eeneenaenaenaenaenaen 2l 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
MO056
CTAGAAGGTCCACGTCATGGTCCAGCATTGCGGGTACACCGCGTCGTTTGCACTCAACTCTGAAGGAATCGATAACATATCCAAGGATTCATTGGGAGTTGCGACGTCCAAGGCTAGATCACGGGCCTTAGGACCGGAAGCAGTGGACAAACCACGAC
Read # Hit |Total embryo
e 3k ok e ok e ok e ok ok ok ok ok ok ok ok ok ok ok e ok ok sk ok e ok e ok sk ek ke ke sk ek ke ke ke ok (L ((CCCC . (e OO (. ... 1)) -))))) ) L)) ) ) ) ) L)) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** 5jze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroyak3||3R:27326844-27327001 + ldva_1168|[GATCTTCCAGGTGCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTT--~GAGACTTCCTTAG-C-------————————————- TATT-—--—-- G-TATAGGTTC--CEAASSGTAA======= CC=CTC-=AACECTCCAGC TTCCGATCTAGTGCCCGGAATCCTGGCCTTCGTCACCTGTTTGGTGCTG |
droEre2|scaffold 4820:1597775- GATCTTCCAGGTHCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTT--~GGACTTCCTTAG-C—-——-—-————-———————— TlgrT------- G-TAT/ESATTC - - CHARSSCTARSSEEmE. CC R "BEICEEFECACG T TCCGATCTAGTGCCCGGAATCCTGGCCTTCGTCACCTGTTTGGTICTG
1597929 -
ldrosec2|lscaffold 4:5233939-5234096 +|dse 121 [GATCTTCCAGGTHCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACGTGAGTT---GAGACTTCCTTAGf--—----—--——-———————- G — - T TARATTC - -CTAA==GTAA-~=~~~~ CC-CTC-~AACGITGCAGGT TCCGATCTAGTGCCCGGEATCCTGGCCTTCRTCACCTGTTTGGTRCTG |
[drosim2|3r:25726995-25727152 + | |GATCTTCCAGGTHCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACETGAGTT= =t MGACTTCCTTAC - - - - - - - ——— - - - - —————- TART-—--—-- - TR AT TC- -CTAR-—CTAA-—————- CCCTC - ARCGTGCAGC TTCCGATCTAGTGCCCGG@ATCCTGGCCTTCGTCACCTGTTTGGTICTG |
am3 lchr3R:26407102-26407259 + || |GATCTTCCAGGTHCAGTACCAGGTCGTAACGCCCATGTGGCGCAGCAAACETGAGTT-==CAGACTTCCTH N ----- - -~ -~ -~ - - - - —————- TART-—--—-- - TR AT TC- - CTAA-—CTiA-———~—~ CC-jyTC—~AACGTGCAGG TTCCGATCTAGT GCCHGGEATCCTGGCCTTCGTCACCTGTTTGGTCTG |
droEugl|lscf7180000409555:913014~ GATCTTCCAGGTECAGTACCAGGTCGTAACGCCCATGTGGCGIAGCARAACGTGAGTT---IXecAcT/decTleackic-—-—-—-—-—-—-—-————- TART---——-- W-EaTAATTC--CdA--CTAA-——=—-- piChCT e == AN CITINCAGG TTCCGATCTAGTGCCYGGAATIC TGGCC T TG TIACCTGT@TGGTGCTG
913173 +
droBialllscf7180000302113:954541— GATCTTCCAGGTECAGTACCAGGTEGTEACGCCCATGTGGCGCAGCARACGTGAGHT - - -[ecaAlNgriXerTaG-f-—-—-—-—-—-—-——————- BT ——————— INETATERIATTC- -l AA-=CTAA- -~~~ piC=cley- = ARl IIITleICAG G/ T CCGATCTAGTGCCCGGEATCCTGGCCTTCGTCACCTGTTGGTGCTG
954695 -
droTakl|lscf7180000415367:388018~ [TeliliVe ~ Tl CINIINSIE G 2 il A Jici\a ST Neiielele A TINE TINNNA SIS N NEEE AN A N ANAGAIIGGE T TACATGAAAAAGCGAAGT TGGITA - EEEEE cTaR- - - --Afl- ARTGIGTENElGEEEE T TTT T TS - EE T TGCEcAW.EA A ANV C AR MSSEe T TIG GG T[S SiN T TiNe G S SiNeh C iVl T/Siie
388196 +
droElel|lscf7180000491280:2733647- GATCTTCCAGGTEcARraccaGeT@IrAACcCccaTGTGGCGCAGHAAACCTAGTE- - -RRgyACeicerAG-C- - - - - —-—-——————— - -—-—-- - TleC - - cEAk==[ifeA======= Ch T e M ACG T TCCGATC TAGTHCCIGGAATCCTGGCCT TIGTCACCTGTTTGGTGCTG
2733796 +
droRhol|lscf7180000778339:27033-27191 GATCTTCCAGGTECARTACCAGGT/EGTAACHCCCATGTGGCGCAGCARACGTGACHE - —-latce i T TAG-|- - —-—-—-—-————————- Tlelgr---—-—- G- THeANAT C - fsAld==fleas == R T N S N VAE G T TCCGATHTAGTCCHGGAATCCTGGCCT TG TRACCTGTTTGGTGHTG
droFicl|lscf7180000454106:65018-65172 FATCTTCCAGGTGCAGTECCAEGTCGTEACGCCCATGTGGCGCAGCAAACGTGAGTT———EATCCTE—C ———————————————————— - —--- ccal- - - --all-BrccclEncliciEnETEEE Ch= e A e AG Gl T CCGATHTAGTGCCCGGEATCCTGGCCTTCGTCACCTGETTGGTGCTG
droKik1|lscf7180000302390:371877— GATCTTCCAGGTHCARTACCANGTCGTEACIACCCATGTGGCGCAGCARACGTGAGTLY- —~GAGAINIC T TAR - - — - - ——-——-——-————————— TATT- - - -V - EETN AP T T - - AR =—I\FAA-—=—-—= ECI XS NN N ALEITNCAC T clicaTiTAGTccliccldaTcliTceccT TR T cACC TG T TGGTGC TG
372039 +
droAna3|lscaffold 12911:4575918- FATCTTCCAGGTCAGTACCAGGTCGTACGCCCATGTGGCGCAGCAAACGTQAGT———EAGCTCCQTG— ———————————————————— e -—-—-- ERUCIVC TAAINSA TGAV.CECllGLI e RN AT ARG G T TCCGATHTAG TR CCGGIATCCTGGCCT TG TCACC TG THTGGTIC T
4576078 -
droBipl|scf7180000396640:1418467- FATCTTCCAGGTECAGTACCAGGTCGTACGCCCATGTGGCGCAGCAAACGTEAGT———EAGACETCCETG— ———————————————————— e -—-—--- SN C TAACEATACIVEE G U RN A e T g NAC G T TCCGATHTAGT GCCHGGIATCCTGGCCT TIGTCACHTGTTGG THC TE
1418627 -
B l2:1123743-1123900 - | |ReTBrTCcCAGGTECAGTACCAGGTCGT@ACGCCCATGTGGCGCAGCARECETCACT THElag NuelT CCT[eley-C - - - - - - - ————————————- EaTl------- B- TEERE T C - - AR TNHEA= = —{fy= - CCRCTC- - AACRIEICAGGE T CCGATCTAGTGCCHGCEATCCTGGCCTTCGTCACCTGRSTGGTGCTG |
ldroPer2|scaffold 7:730577-730737 + | |cErfEr Tl e NecRr cotlgc TiiaflccccaTeTeccciiiden AN TR G T - [SAN WX Vg NI - ————————— - [ e --—--—- ARGNTAINA C ISR T AN TERCI PV CARTGGAANTTTTIE T NEA ARG NNIGIENISSISlele T GING GG CAS THENSIEUN T G/S{eliRehi Cl¥elehNelouNe) |
droWil2|lscf2 1100000004943:9913601- eaTiTTccaAlleTicAcTARCcAGITcoTldACGCccecaTeTGGeolACHARACCTAGTT - - -eciEXeTcci¥ AT - - - - MaTfE--—--—-- ABTITEAGINGAT TGS E ccTTTGAEE ST - - BT AT T)A T/ \Cle AN NiTiyNelelole r/elec/Nia T TS riliNe A e T cliNeliChy T/ehiA A I¥E
9913761 +
drovir3|lscaffold 13047:15955878~ e /T TCCAGGTGCAGTACCAGITCGT/HeGCCCATGTGGCGCAGCARACGTAGTT -~ — Ao TiiciNec-C—-—-————————————— - — - [Jelel- - - - B-ErNeScT TR -HrALRRIcEAA======= TARTCSEE GeATT)IANEEC T/l T/eielsls T/l Chiclslielelel chiliNe n INeFNlelie C Celehieleli |
15956033 +
droMoj3|lscaffold 6540:19481224- IeTferrccaceTcacTacca¥IrcoTalddscclgaTcTGGCGCAGCAAACGTCACHT -~ g cRTce Ay - - - - - - - - - - ——————- TGQCTGINCTTAAAT Tg- — - - —(€il- T TCIV.CUTiGEE S e L CTCE AR VT \CAG Gl T CliGA T CTHG T GCCCGGHSTIEC TGGCETTCGTCACCTGRETHGTGCTG
19481382 +
droGri2|lscaffold 14830:4057715- e ThT Thic AIXS T AG TARC AGEITCo Tl G CCCRTGTGGCGCAGC AR CEGTGAGT T~ — Al C Iy - - - —————— - ———- AT ——————— ABcTGCA[ENSEET I T TTAC/ V. EEEEE T TR TEE Cl AT T) T/ Ele Cilsloer NNl T/elielels T elelC Gl clelieleleleh i T Thde GlefeliNeli Cielehia ol |
4057874 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:27326844-27327001
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:27326844-27327001
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1168.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:1597775-1597929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:5233939-5234096
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_121.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:25726995-25727152
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:26407102-26407259
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409555:913014-913173
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:954541-954695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415367:388018-388196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:2733647-2733796
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778339:27033-27191
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:65018-65172
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302390:371877-372039
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:4575918-4576078
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:1418467-1418627
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:1123743-1123900
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:730577-730737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:9913601-9913761
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:15955878-15956033
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:19481224-19481382
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:4057715-4057874
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dya 665 |3L:1603252-1603312 -||candidate-rescued |Mirtron |intron
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Predicted structure
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Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE20937-in]; CDS [Dyak\GE20937-cds]; CDS [Dyak\GE20937-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M043
M026 M056 V046 V120 V058
CAGGAACATGATACCCGAGATGTGGTCATCGCCTACTGGGCGAGACTATAGTGAGTACCTACAGATTGGT TTTCAATGT TTTTCCCACATCTACTGATCTTCCGTACACAGTGCCCTCCAGGTGGGCCTTAAGGCCTCCACCCAAACGGGCGAGGAAACAA female
Read # Hit |Total head body embryo embryo male head
Tokkkokdkdkkkokdkkhkhkkkkokdkhdkkdkokhkkhdkkkkdkkhdkhdkkdkkrkrdkrr (L ((((.... (CCCCCC(.. ... CCCCe ... 1))) 2 ))))))) ) al)))) L)) Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k**k* gjze Mismatch Count Norm Total body
......................................................................................... TCTACTGATCTTCCGTACACAG .+ « -+ e e ettt e et ee e e et et eeeeieenaenaena. 22 0 1 50.00 50 45 2 2 1 0 0
......................................................................................... TCTACTGATCTTCCGTACACAGT « -« e ot e o e e e te s eneneaeeneenacnaeneenaennennenae 23 0 1 10.00 10 2 0 4 2 0 2
......................................................................................... TCTACTGATCTTCCGTACACAGE . -+« o vt e e ettt et ettt e e e 231 1 2.00 2 0 0 2 0 0 0
.................................................. GTGAGTACCTACAGATTGG « « « ¢« e e e e e e e et e e e e et e et e et e et et e et e e et et e et et et ettt e e ettt et enaenaeneea. 19 0 1 2.00 2 0 2 0 0 0 0
......................................................................................... TCTACTGATCTTCCGTACACAE . « oottt e e e e e e 221 1 2.00 2 2 0 0 0 0 0
........................................................................................ ATCTACTGATCTTCCGTACACAG  « -« e o v e e e e tae e e eaeeaeeaeenaeaaenaenaennanaanaa 23 0 1 2.00 2 0 1 1 0 0 0
......................................................................................... TCTACTGATCTTCCGTACACA . « t v et et et ettt e et e ettt ee et eaeneaene. 210 1 2.00 2 0 2 0 0 0 0
....................................................................................... CATCTACTGATCTTCCGTACACAG . ¢+« e et e e e e eaeeaeeeaeaenacnaenaenaennennanae 24 O 1 1.00 1 1 0 0 0 0 0
............................................................................................................................... CTTAAGGCCTCCACCCAAACGGG. .« v ovn... 23 0 1 1.00 1 0 1 0 0 0 0
................................................................................................................................ TTAAGGCCTCCACCCAAACGGGCGAG. ...... 26 0 1 1.00 1 0 1 0 0 0 0
......................................................................................... TCTACTGATCTTCCGTACACAR. . .ot i i e e 221 1 1.00 1 0 1 0 0 0 0
................................ CTACTGGGCGAGACTATAGT « - « ¢ e e e e et ettt e et a et e e e et a et e e e e e e et e e e e e e e e et e e e e e e e e e e eneeneeaeeneenaeaeeneenaennennena 20 0 1 1.00 1 0 0 0 0 1 0
................................................................................. TTCCCACATCTACTGATCTTCCGTAC . & ¢t ettt ettt et ettt et et eee e eeeeneenaenaenaen. 26 0 1 1.00 1 0 1 0 0 0 0
.................... i ehelelToy-N o elo] ol o e e c N - 0 NN 0 1 1.00 1 0 0 1 0 0 0
e e e e AACATGATACCCGAGATGTGGTC ¢ & ¢ v e e e et e et e et e ettt et e e et et et e e et et e e et e e e e et e et e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 23 0 1 1.00 1 0 0 0 0 1 0
.................................................................................................................................... GGCCTCCACCCAAACGGGCGAG. . ..... 22 O 1 1.00 1 0 1 0 0 0 0
......... &7 Nofol ol e} NeT- Nl el e et o).V o]t o NN I 1 1.00 1 0 1 0 0 0 0
.......... ATACCCGAGATGTGGTCATCGCCTACTG « « ¢ v v e v e e ee et e et e et e et e et e et e e e e e e et ettt e e et et e e e e et e e e e e e et et et et et et et e ettt et e et ettt 280 1 1.00 1 0 1 0 0 0 0
B Nele . ¥-Xe) N e NNl o]oTes Ve N eli el N 25 0 1 1.00 1 0 0 0 0 1 0
Anti-sense strand reads
M043
GSM1528802 V120
GTCCTTGTACTATGGGCTCTACACCAGTAGCGGATGACCCGCTCTGATATCACTCATGGATGTCTAACCAAAAGT TACAAAAAGGGTGTAGATGACTAGAAGGCATGTGTCACGGGAGGTCCACCCGGAATTCCGGAGGTGGGTTTGCCCGCTCCTTTGTT female
Read # Hit |Total body |follicle male
e sk ok e ok e ok o ok ok ok ok ok ok ok e ok sk ke ke ok sk ke ke ok ke ke ke ke (L ((( (.. (... CCCCe ... 1))) 2 ))))))) ) au)))) L)) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* gjze Mismatch Count Norm Total cells body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|31:1603202-1603362 - ldya 665|[CAGGAACATGATACCCGAGATGTGGTCATCGCCTACTGGGCGAGACTATAGECACTACCT-===2=x ACAGATTGETTTTCAATG—-TTTTTCCC—————————————————————— ACATCT-ACTGA-——————————————————————————————__ T-——-—- CTTCCG------ TACACAGTGCCCTCCAGGTGGGCCTTAAGGCCTCCACCCAAACGGGCGAGGAAACAA |
droEre2|lscaffold 4784:1632087- CAGGAECATGATACCCGEGATGTGGTCATCGCCTACTGGGCGAGACTATAGTCAGTACCT ===~~~ ACAGATTGGTTTTCETG—-TTTT®CCC—————————————————————— A T T - ACT GA——— = — =~ ——— oo T—-—-—- cTccg------ [EAllACAGTGCHCTECAGGTGGGCCTMAAGGCCTCCACCCAAACGGGCGAGGARACHA
1632247 -
ldrosec2|lscaffold 2:1678753-1678913 - |cAGGAACATGATACCCEEGATGTGGTCATCGCCTACTGGGCGAGACTETABTCACTARCT======= ACAGATTGETT T TR TG~ TTTT[ECCC-————————————————————— T T e —_——————H S dfL L T-——-—- CTTCCG------ TARECAGTGClcTCCAGETGGGCCTEAANGCCTCCACHCARACGGCGAGGARACEA |
ldrosim2|[31:1562351-1562511 - | |cAGGAACATGATACCCAEGATGTGGTCATCGCCTACTGGGCGAGACTETAGTCACTARCT======= ACAGATTGGT TTTHeRTG-—TTTTECCC-————————————————————— AT -ACTEA-— - T--———- CTTCCG---——- TARSICAGT GCHCTCCAGGTGGGCCTEAARNGCCTCCACCCARACGGGHGAGGAAACEA |
|dm3 lchr31:1652579-1652739 - ldme 387 |cAGGAACATGATACCCGEGATGTGGTCATCGCCTACTGGGCGAGACTRT AGTCACTARCT======= ACAGATTINGT TT TSR TG--TTTTECCC-————————— - AT -ACTEA -~ T--———- CTTCCG------ RafScacTcclicTccaceTeececT@aalcecTecacceanacceccalcaaaca |
droEugl|lscf7180000409007:470812— cacGaacaleaaciicclgcareTidoTcaTii cceTaliTGeecaGAC TETACTNACEACCT======= ACAAT TG T T TClTG—— T T C — ——————=—=——=——=—=—————- A T - AR TR - e - — - - TG TREEEC THNE T CR T FellelA G TGCCCTCCAGGTGGGCCTMAAGGCCTCCACCCARACGGGEIGAGGARACHA
470975 -
droBialllscf7180000300910:1773550~- CAGGAECARGABACCCGAGATGTGGTCATINGCCTACTGGGCGAGARTATACTNAGTACC-= ===~ T e e T - - — - B - — - — — — — e G C T N T T GG T T C o TT- TGTCC T C/HecEEREE EacliacTceccTecAGITHGGCCTMAAGGCCTCCACCCARACGGGIJEAGGARACHA
1773711 -
droTakl|lscf7180000415095:120167— cAGGAECAlGARACICGAGATGTGGTCATCGCCTACTGGGCGAGARTATACTAGTACCT ="~~~ GG NIE TINIENEC TITREA - - - — - — - TAAGCREE CCCGT T T GA N T CC T T T G Ry - — - rfdccly------ [EalNeliacTceccTecAGITHGGCCTMAAGGCCTCCACCCARACGGGCGAGGARACHA
120338 +
droElell|lscf7180000491249:3923335- calleaEcaTcaEACENGEGA TG TG TCATIGCCTACTGGGCGAGACTMTAGTNAGTACCT- ===~~~ PN AN ETETIRENA CCCTGREN- — - — - — - R CCCGGREE TG T G T T A A e T T2 A T T C Ry - -—-yrTcce------ EallellAGTGCCCTCCAGGTGGGHCTMAAGGCETCCACCCAAACGGGIGAGGARACHA
3923506 +
droRhol|lscf7180000776850:295553—- CAGGAECARGABACCCGAGATGTGGTCATIGCCTACTGGGCAGACTTACTAGTACCT== ==~~~ ACAGATTCHIET T TIe Th - - i~~~ ————— - CCCAGREEE TG T G T T el e T T C T T T G Ry --—-EcTfdcce------ FedlediacrcclgcTecaceTocaicTMaAGGClgTCccAacccarficlcllcAGGARACA
295723 +
droFicl|lscf7180000454113:428982— CAGGAACA[GABACCCGEGATGTGGTCATIHGCHTACTGGGCAGACTETACTNAGTACC- ===~~~ IS AL T CIENCHTCIIARE- - - - — - - - EEEEEE— A GRC G G T G T T oA T T T C T T G iy - —-gercci}---—--IXiclcacTccccrecalleTeGolCc TAAGGCCTCCACCCAAACGGGCGAGGAAACEA
429150 +
droKik1|lscf7180000302577:124501— callealgcaldcaacIENcEcATITGGTCATCGCCTACTGGGCEAGAC T T ACTCACTALR e~~~ — - — - [\l - - REIT C THNCRETIL - - - - - EEE A AT AN A GG A TGIAG T G Nl T A T A G T [fer------ ErThcl------ TlehfekiaG TcCcCTCAGGTGGGc AR GccTCccaccealgacceaecacealgaclEa
124667 -
droAna3|lscaffold 13337:1184902- caccacaTcaThcENcAcA TG TlEATI G cecTAlTGGGCceAGAC T T ACTNAGTAINC S~ —— - AT T(E- - — - T AT G T G A A - - — - — - T G GC T C T G G I A I C T e e B — - [hicT TNl - rleckiac Tociic Tecace T e clitlganceceTefiacccaaaciic@caccAAACE
1185065 +
droBipl|lscf7180000396371:1517466- caceagcaTcaTiclaNcacadirEcTlA T G cecTaAlTGGGCeaGAC TET ACTNACTAI Y s=====as B SAT TG TET CleelC — — N — — — — - — - —— T T GGG T G T A T A I A N T T G e S T — EEEEE SIS T TAAACTCIVAT T AINEIEE T SiNSINEIeli~ Elele Tl INNEE T iV TNeIeIe).VN.Nelele c A NI VNN I
1517632 +
B |xR_group6:7798451-7798609 - | |cacerBerBeABANccEcaATHe TEAaTCcGecTAaCTGGGCRAGARTHT ABTCACTACCT======= - - T T T T TR - — - - - — - - CAAAACGERE A T T - - - — - A A T T G it TT - TR CAICTACEEE— TfeyecacTccpcTEC AR TRGeccTilaaceccTclaccaraclcelgcaceagacan |
ldroper2|lscaffold 27:656936-657095 + || |cacerBerBcABANccEcaATHc TEATCcGeccTACTGGGCRAGARTHTABTCACTACCT======= - — - -~ TREGENT T TR T - - i - - - - - [ ——— CARAACG R T N i - - — — - A A T T G [TT- T AT A Cl——— TfgyecAGTcClcTECcARcTRccccTiAAGeccTecacEcaraccalgeaccaacan |
droWil2|lscf2 1100000004837:1566396- cacGAACATGASANCGEGATGTGRTCATHGCATARTGGGCiaGAC TS T ACTEACTIRIN === === A — — g — - — = — = = = = = = == = = GG AAA ¢ - B - - - - -EAAAAGTAATATCCATTTGGT T TAAATGT T TG - Fatte T TAITA TEEEEEIS IalifdcacrceccTlecaceTeaaicTlgaaceecTecacccagagiddccaceanacga
1566559 -
drovir3|scaffold 13049:2269111- caccalgcadeaThicEcciicaeTiicTecaTGccTACTGeGClacACTET AT NAGTAINNF=====as ccaG---TCCIBACGITCCA - - - — - - AREEEEEEE AGAAAA R CTCGAINA T A NC A A T T T T T T ettt e el e i TT- TREEEA AGNA 2 TR TaCAAGTGClEcTEcARG TiGGecTRAAGGCiITcliacllcalen/decEccrllcalgaciia
2269282 -
droMoj3|scaffold 6654:1595690- cacGalgcarcaticEcciicariicTeaTilcccTacTGecCacc TET AT NACTAGNF======= GEGcGallEEGIlNe CCiNeE - - - - - 8AGTAAATTTCGCATAAGC A A NG - B - — - — - T T T T T e et et et GT- TR AAIRIA A TREEEE T A/ Nl cicINA AliT/dde TiiA VNl ci¥e TR TFNGING Cléc Al NESNGINe T C
1595865 +
droGri2|lscaffold 15110:3305448- FNIFCFUNT NI NG T e c/FA\Clehic/eli TN T/ele Gl Tidelelels T C e GRINCIdNEIE il A AA T T TATAA T[S - CI - - - TRENCHT - - - - BBl - - - - - - - B GGAAATGGREEEAINAINA A ARING A - - EEEEEE e TTTGGTTTATTTTRTT TR - B CTANATTCTATTT THGTANE CleT(ehia/a i T/eleleleii [NNa el NI NG ~ SF:NNNC Cle c/Neleh NG C
3305630 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:1603202-1603362
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:1603202-1603362
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_665.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:1632087-1632247
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:1678753-1678913
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:1562351-1562511
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:1652579-1652739
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_387.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409007:470812-470975
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000300910:1773550-1773711
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415095:120167-120338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:3923335-3923506
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776850:295553-295723
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:428982-429150
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302577:124501-124667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:1184902-1185065
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396371:1517466-1517632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:7798451-7798609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_27:656936-657095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004837:1566396-1566559
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:2269111-2269282
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6654:1595690-1595865
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:3305448-3305630

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
dya 76 | 2R:15952401-15952459 - |confident |3p_tailed_mirtron |intron | e imssriConsiy

Legend: mature star |1l i1 B Ty g1 nismatch m read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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15952500 15952450 15952400 15952350 = ,<§\° z” X s .
- T T T T T 17 711 3 e
Genomic Position 18 19 20 21 22 23 24 25 26 {(éo ¥ 1 | I I
Size Condition 15952500 15952450 15952400 15952350
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
dya_76_annot [-13.2]
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE11859-in]; CDS [Dyak\GE11859-cds]; CDS [Dyak\GE11859-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads “ show mid mismatch reads
M043
M056 v046 V120 v052 v058 M026
TCCAAGGAGAGTCGTTTGAAGGCATTTGAAAATTCGTTTGTCAAGATTGGGTAGTTATATTAGAGTAAATAGAACTTATAGTTACTATTCTCTGATTATGATTACATTTTCAGGGGAAGCATGCTAGTCAATCTGGACAAATCGCTGCAAATGGTGGAA female
Read # Hit |Total embryo body |embryo male head head head
khkkhkkkhkkhkhkkhkhkkhkkhkhkkhkhkhkkhkhkhkkhkhkhkhkhkkhkhkhkkhkhkhkkhkhkkhkkhkhkkhkhkkhkkkkxkx ( ( ( ( ( ( ( ( ( ( ( (( . ((((((((( .. ) ) )) ))))))))))) . ) ) ) ) ) )) ..... khkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkhkkkkkkkkkkkk**x g]ze Mismatch Count Norm Total bOdy
..................................................................................... AT TCTCT GAT TA T GAT TACAT T e v v e e vt e e e e e ettt e te e tee et ieeiaeseeinena 23 0 1 49.00 49 17 11 16 1 1 2 1
..................................................................................... AT TCTCT GAT TA T GAT TACAT .« v v e et e e et e e te e seeseeseeseesneseesneeneennnnaanaa 22 0 1 21.00 21 2 9 3 2 2 1 2
..................................................................................... TAT TCTCT GAT TA T GAT TACAL . « o v ittt e it e it e ettt et e ettt et et ettt e e 22 1 1 3.00 3 3 0 0 0 0 0 0
.................................................... AGT TATAT TAGAGTARRTAGAAC . « v v e et e et e e e e e e e e e e e ae e e e eseeseeseeseeseeeeeeeeeeeeeeeeeeeeeeesneenenaaa 23 0 1 1.00 1 0 1 0 0 0 0 0
..................................................................................... AT TCTCT GAT TAT GAT TACA e & e e v e e e e et te e te e teeteeseeseeeeesaeeneeneenennaa 2 0 1 1.00 1 0 1 0 0 0 0 0
..... GG A G A G T C G T T T GA A GG C . v v e e e e e e e e e e e e e e e e e o e oo a o e o e o s oo ae e o s oeaesesoeaeeesaeaeeeseeeeeesesaeeesesaeenesesaeeesesaeeeseseeeesesaeeeeeeeeeeseeeeeeeesaeeeeeeaeas 18 0 1 1.00 1 1 0 0 0 0 0 0
.................................................................................... CTATTCTCTGAT TATGAT TACA T « v v e e e e e e e et et ettt ettt et ettt eii e 23 0 1 1.00 1 0 1 0 0 0 0 0
........................................................................................ TCTCT GAT TA T GAT TAC A s & e et e ettt te o te e teeteeseeeeeseeaeeseeeeeeneaneenaaa 18 0 1 1.00 1 0 1 0 0 0 0 0
......................... €Y.V NN ol i s € VXN PR~ s I O 1 1.00 1 0 0 0 1 0 0 0
..................................................................................... TAT TCTCT GAT TAT GAT TACAT A . « v et vt e et et te e te e teeseeseeseesaeaneeaeeneenaana 23 1 1 1.00 1 0 0 1 0 0 0 0
..................................................................................... TATTCTCTGAT TAT GAT TACATE « « v e v e ettt it e ettt e te e et ettt et e et e e 23 1 1 1.00 1 1 0 0 0 0 0 0
...................................................................................... ATTCTCTGAT TATGAT TACAT « v v e e e et et te e teeteeseeseeseeseeseeseesnesneaneaaaaa 2l 0 1 1.00 1 0 1 0 0 0 0 0
......................................................................................................... ATTTTCAGGGGAAGCATGCTAG . + v v vt vttt ettt ieieeineneen 22 0 1 1.00 1 0 0 0 1 0 0 0
.................................................. GTAGT TAT AT TAGAG T AR AT AGA « + o v v s e e e e et e e ae s ae e ae e ae s aesaeeaeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeneeeeeneeneeneaneenaaaa 23 0 1 1.00 1 0 0 0 1 0 0 0
.................................................. GTAGT TAT AT TAGAG T A AR T AGAAC T « + e v et e et e et et e e e e e et et e e et et e et e et e et e et et e e e e e e et e ettt et e i e i iieaa 260 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
MO056

AGGTTCCTCTCAGCAAACTTCCGTAAACTTTTAAGCAAACAGTTCTAACCCATCAATATAATCTCATTTATCTTGAATATCAATGATAAGAGACTAATACTAATGTAAAAGTCCCCTTCGTACGATCAGTTAGACCTGTTTAGCGACGTTTACCACCTT

Read # Hit |Total embryo

***************************************************(((((((((((((_ . (((((((((' . ')))) _))))))))))) '))))))) khkkkkkkkkkkkhkkkkhkhkkhkhkkhkkhkkhkkhkhkhkkhkkhkkhkkhkkkkkkkkkkkx*xk**x gjze/Mismatch Count Norm |Total

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

ldrovak3|2r:15952351-15952509 - |dva_76|[TCCAAGGAGAGTCGTTTGAAGGCATTTGARAATTCGTTTGTCAAGATTGGGT RCTTATATTACS “ACTARASSTACGANCT -~ - - - - ———————---——————"- TATAGT-—---—-- TACTATTCTCTGATT---ATGA-TTAC-ATTTTCAGGGGAAGCATGCTAGTCAATCTGGACAAATCGCTGCAAATGGTGGAA

droEre2|[scaffold 4845:7466785- TCCAAGGAGAGTCGESTGAAGGCTT TGAAATTCGTT TG THAAGAT TGGG T ACL T ATLERENe- (G TAAA==FACAECT-—-—-—-—-—-———————————— TATAGT-—-—-—-- TANTATTCTCTGATT---ATGA-T TR~ ATTTTCAGGGGAAGCATGCTAGECAATCTINGACAAATCGCTGCARMTEGTGGAA
7466939 +

droSec?2|scaffold 9:1788314-1788471 TCCAAGGAGAGTCGE8TGAAGGCATT TGAARTTCHTT TG THAAGAT TGGG T R\ E AT NG =~ ACTAAA==TACeCle- - —-—-—-—-—-—————————- THEAGT-——--—-- TACTATTITCTGATT---ATIA-TTACHAT T T TCAGGGGEAGCATGCTAGTCAATCTINGACAAATCGCTGCAAATGGTGRAA

|droSim2”;r:19015954—19016111 - | |[TCCAAGGAGAGTCCEETGAAGGCATTTGAART TCHTTTGTHAAGATTGGG T Al N AT I (G S A T ARA S TG lelce -~ -~ ——————————————————~- THeAGT-—--———- TACTATTHTCTCATT---ATIA-TTACHATTTTCAGGGGEAGCATGCTAGTCAATCTIGACARATCIC TGCAAATGGTGGAA |

am3 lchror:18489686-18489843 - | |TccancerGARTCgETGAAGGCATTTGABAAT TCHTTTGTHAAGATTGGG T REL AT 1 S AC T ARA S PG lelcs - - -~~~ ————————————————~- TIeAGT—--—-—-— TACTATTCTCTGATT-—-ATIA-TTAIMEeT T TCAGGGGEAGCATGCTARTCAATCTIAGACAAATCGCTGEAANTGGTGGAA |

droEugl|scf7180000409672:6414715- TCCAAGGAGAGTCGETTAARGCErTTeAAAATTCOTT TN A A A TTGCGTRENEATAIINE G- L T Al Tl T - - - - - —-——- - - - —————————— AT - - ———— MacrfddrcTcTcATT---fErchy- TR\ TcAceccgaciiaTceTaGTAATC TGGAAAATCIAC TClAAATGG TGAR
6414871 -

droBial|lscf7180000302143:2177366- TCCAAGGAGAGTCGIXSTGAAGGCHTTTGAAATTCIITTTTCAAGAT TGGG T RC, AT NG = P Al leACAlee T - — - — - — - - - — - — - —————————— GC ) NE A TACTA A T T~ — — AlSIGH- T/l - ALNT T TCAGGGGAAGCATGCTEGTHAATC TGACAAATCGCTGEAAATGGTGAA
2177513 +

droTakl|[scf7180000415739:382360- TCCAAGGAGAGTCGESTGAAGGCTTTGAAATTCGTTTGTCAAGAT TGGG T ACL\E AT b= —f BT Alele == PAlAlelC T - — - — - — - — - — - — - —————————— TARRGE-—-—---- TACTHNT CTC/eATT- - —jYeick]- T TR\ T[ECAGGGGAAGCATGCTAGTHAATC TGGACAAATCGCTGCAAATGGTYGAA
382514 -

droElel|lscf7180000491022:67191~- TCCAAGGAGAGTCGINETGAAGGCETTTGAAATTCHTTTGTCAAGATHGGGT AR NT AT A G- —flcTAlle-—TAklAle T - — - - - - — - — - - - - - ———— AT —— - ———- TACH N T CATT-— - ATCH - I T TlECACGGAAGCATGC T/ THAAT CTIGACAAATCGCTGCAAATGGT/EGAA
67341 -

droRhol|lscf7180000780232:21525- TCRAAGGAGAGTCGLXSTGAAGGCTTTGAAATTCGTTTGTCAAGAT TGGG T ACL AT AT I T Alele==FAlAlEe T - — - — - — - — - — - - - - - ——————— TATAGT---—-—-- TAlNeARNT e TiATT---ATCl- T TR\ T/eliA GGGGAAGCATGCTAGTHAATITGGACAAATCIIC TGCARATGGTYGAA
21683 -

droFicl|scf7180000454066:2429070- TCEAAGGAGAGTCGINETGAAGGCETTTGAgAATTCGTTTGTCAAGATTGGGT RGN A ARG L HeAA= A Aleee - - - - - - - ————————————— TATAGT---—-—-- TACTATCTCTERTT-— - HThp- L\ BT T TR\ C AGGGGAAGCATGCTAGTIAATCT/MGAEAAATCITGCAANTGGT/dGAR
2429224 -

droKikl|scf7180000302476:1532426— c DACESNINelTelelc CINSNNeTele ChlibieINCI VA C NS Chliliye CSEVNeRiC ey \A Gl AC - - G- BN GEAGGGAGC AT TAATTAAGCATCTATTCTTAACTRERIN - - - — - BEEEA T T Ci¥NSi T A ARG NI T T TGGE T - ICE T Tililc e C T c CINSINNE A i~ CINNISNIS NI NG el T SNl VNN Ielehi c/eG)
1532605 +

droAna3|lscaffold 13266:7268264- ecleraceacaceccdriiaacceaTTEcAlgAATTCGT T TN NEA ARNA TING GG T Al T e — GG TAlelel= = TIqSAlN T — - — - — - — - ——————————————— TAldece-------- TagHEN T CTINATe-fE BN TINe- T TR -fele TR C AGGGalaccaTGRTalXScAaTCc TGeAA AT Cl)cTGCAASTGG TGGA
7268419 +

droBipl|lscf7180000396384:85657- TCi\aacGeaacEc e TiAAGGCATTTGAAATTCGTT TN A AlA TllG G o T AR T T s G P AlEA= = Rl e T - — - — - — - — - — - — - —————————— BaTEc--—-—--- AT G AN TINShIAINA CEEE Gl T TRER - - B - CGIiGINElee c CINIFNNE GiF A C/T VXTIl Nel CING¥el el NG Cllelehlelel G
85808 +

dp5 |3:7098341-7098498 - | [BccaBecachdeccErreancicBr icaarafrclrr e Al TEccG T RN IATARIYSG (SHTelA =~ PAGEIEOT - -~ —— - ——————--———---~—- EnfdecT-—----—- TACHENICTCTCATT - (ST Cile T/l leT TECAGGGGAAGCATCRTAG A ATHTGGARA AR cATGcAAlTGG TG AlE

droPer? fcaffold_2:7297910—7298067 FcCAEGGAGEEECGQETGAAGECQTTEGAAAAETchTTGECAEEATEGGGTAGQTATME}EG——ﬁiTEEA—-TAGCGCT ——————————————————————— e decT-—----—- TlECIENTCTCTGATT - - (ST Gl T/ - IleIT T[8C AGGGGAAGCATGRTAGEA ATHTGGARA AT cATGcARETGG TG AlE

drowil2 ;cf2_l 100000004558:424006- ecerallcacacTcorTRAANGCTTTGAA AT TC T T T A A A T TGO T A . e
424058 -

drovir3|lscaffold 12875:12614577- TclgaaceacacTeoXerEArccATTEcAAETTCIT T T TCcAA A TG G o T AR TR AT e = —f S NFAlSlA= felaleleeter Y- - — - — - — - — - ———————————— ARG T - - - [NV T C TAIN TR A T'T - - —[8|T Gl SR TN T AC A GG GGEAGCATCITACMCAATC TGGACAASTCGC TGCAWATGGTGGAE
12614733 -

droMoj3|lscaffold 6496:19880896- TclgaaceacacTecirEarceeaTTECAEAZETCIATT TN A AGA TG o T AR T T AT e TN~ N Al G AR T - - — - - ACACAATGTCAAACINITAA - - - - - GG CilAIACH- - F\aljiia TINeIA e cINelo:Nle A i e Cior-VACohilele) AT/ V-V-Nde/C ohieln C TI:Nieleliele)G
19881054 -

droGri2|scaffold 15245:7747141- TciaallcacacTeciMdTearRNccAT TG A AT Tl T T T MA AL TG GG T A TR AT AR g~ = A G VAR A= S NG A e T - - — - — - —— - ——————————- NS Tac---—-—-- TAWTANTTeC T{efellN- - [T Gle- TR - BT (& T chiGleA GCATGRTHGEA ATC TGGACAAATCINCTGCANATGG TG AE
7747296 +

Generated: 09/08/2015 at 07:00 PM

PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

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

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

OFrRPO0OO0OORrRORRPRFRPFRPROOOR


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:15952351-15952509
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:15952351-15952509
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_76.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:7466785-7466939
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:1788314-1788471
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:19015954-19016111
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:18489686-18489843
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:6414715-6414871
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:2177366-2177513
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415739:382360-382514
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491022:67191-67341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780232:21525-21683
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454066:2429070-2429224
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:1532426-1532605
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:7268264-7268419
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396384:85657-85808
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:7098341-7098498
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:7297910-7298067
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004558:424006-424058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:12614577-12614733
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:19880896-19881054
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:7747141-7747296

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dya 114 |X:5664114-5664186 + |confident || Canonical miRNA | intron

Legend: mature star (0 yiz1d i B EN i3 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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5,664,100 5,664,150 5,664,200 o | | | | | | \@a o = o
Genomic Position 18 19 20 21 22 23 | | |
Size Condition 5,664,100 5,664,150 5,664,200
Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE 16919-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V046 V058 V052 MO56 V120 M026
ATCGGGGCATTTTCCCACCCTCTTGTCGACGCTTTCGCGGGGATTTTGAGCTGTGTGTGTTTGCACGATTGGAATTTGACTTCAATCAATTATAGCCGTCTAATCAGGCGAACACACGCATTTCAGCACTCGAGCGAGCACTTGCGTTTGATAAGTGGGTAGAGCAGCAGGGA female
Read # Hit Total body embryo head head embryo male head
***********************************(((. (((_.. (((((. (((((((((((((_. (((((((__ (((( ______ )))) _________ ))))))) ._))))))))))))) _))))) ..))) ..))) kkkkkkkkhkhkhkhkhkhkhkhkhkkhkkhkkhkkkkkkkkkkkkkxk* g]jze Mismatch Count Norm Total bOdy
.................................................................................................... TAATCAGGCGAACACACGCATT . ¢ v vttt et te e ettt e e e e et ta e ieeieeneeaeaenaen. 22 0 1 34.00 34 32 0 0 2 0 0 0
.................................................. CTGTGTGTGT TTGCACGATTGG - « « -+« e e e e s st e s e e e e e s e aeea s o e e asaneeeeaeeaeeseneeeeaeeaseneeeeoeeaesaseaeoaeaaanaeaseaeaaaanaa22 0 1 15.00 15 11 1 1 0 2 0 0
.................................................. CTGTGTGTGTTTGCACGATTG ¢ & « v e e v e e e e e et e et e e et e e e et e e e e et e e e et e e e ettt e et e e e et ettt e e et e et te e te et e eeeeiaennenaa 2l 0 1 8.00 8 1 4 0 2 0 0 1
................................................... TGTGTGTGTTTGCACGATTGGA . « « + « « v e e e s e o e e s s e s e m e e o s as e sa e s aasaneneseasaenaeeensaseeensasaseeeneasasoatocnsasoacnsasaseaes22 0 1 7.00 7 3 1 2 0 0 1 0
.................................................................................................... TAATCAGGCGAACACACGCAT « + « v vt et e e et e et et e et e et ieeeeeaeeneaenaen. 200 1 5.00 5 3 0 2 0 0 0 0
..................................................................................................... AATCAGGCGAACACACGCATT . ¢ . e e et eeeeeae e e e eeaeneeneeaenaenaeneeaenaanaen. 2l 0 1 4.00 4 4 0 0 0 0 0 0
..................................................... TGTGTGTTTGCACGATTGGAR . & ¢« e e v e et ettt e e te et e e et e et e e e e e et e e e e e e et e e e e e e et e et e et ettt it e 20 1 1.00 1 1 0 0 0 0 0 0
................................................................................................................. ACACGCATTTCAGCACTCGAGC . ¢ v vt v eeeeeeeeeceeaenenaeaenenenneaea 22 0 1 1.00 1 0 0 0 1 0 0 0
...................................................................................................... ATCAGGCGAACACACGCATT .+ et vt ettt e ettt e e e e e et te et eeeaeiaenaena 20 0 1 1.00 1 0 0 0 0 1 0 0
..................................................................................................................... GCATTTCAGCACTCGAGCGA t « v e v v et et eeeieeeeeneenennennenaen 20 0 1 1.00 1 1 0 0 0 0 0 0
............................. CGCTTTCGCGGGGAT TTTGAGCTGTGTGTG « « « « « « e e e e e sttt e e e e e e as e e e oe e e eaetasae e o easenseasoneaeeasenseeeaeeaseneeaeeeeaeeaseneeaeaaenasaseaecaaaaan-a30 0 1 1.00 1 0 0 0 0 0 1 0
........................................................................................................ CAGGCGAACACACGCAT T . ¢ et et et et ettt e e ettt te e e teeaenenaeaena.. 18 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................... AATCAATTATAGCCGTCTART . ¢ & e v et et e et et et e e e et et e e e ettt e et te e et 20 1 1.00 1 0 0 0 0 0 1 0
.................................................... GTGTGTGTTTGCACGATTGGA . - « - o e e e e e s e e m o e e e aanea s o e e e e aesasonaoeeaaaasensoeeaeeaaeasoneeoeaaaanatesoaeaaaasanseanaaaaaaa2l 0 1 1.00 1 1 0 0 0 0 0 0
.................................................. CTGTGTGTGT TTGCACGATTGGA + « - « e e e e e e st e st e e e e s e a et e e oe e et aaeeeeaeenseseneeeeaeenseneeeeaeenenaseaeeaeanenaeaseaeaaaaaaa23 0 1 1.00 1 1 0 0 0 0 0 0
..................................................................................................... AATCAGGCGAACACACGCATTT . - e v et ve e e et et e eee e taeeaenaeneeneeaenaenaens 22 0 1 1.00 1 1 0 0 0 0 0 0
.................................................................................................... TAATCAGGCGAACACACGCATTE. - - - oot ittt ittt ittt ettt eeen e eeaenen.e. 24 2 1 1.00 1 1 0 0 0 0 0 0
....................................................................................................... TCAGGCGAACACACGCAT ¢ &+ e e e ettt et e te e e et e et te e te e ie e eeaennen. 180 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
V046
TAGCCCCGTAAAAGGGTGGGAGAACAGCTGCGAAAGCGCCCCTAAAACTCGACACACACAAACGTGCTAACCTTAAACTGAAGTTAGT TAATATCGGCAGATTAGTCCGCTTGTGTGCGTAAAGTCGTGAGCTCGCTCGTGAACGCAAACTATTCACCCATCTCGTCGTCCCT
Read # Hit Total embryo
e sk e ok ek ok ok ok e ok e ok e sk sk e sk e ke sk ek ke ke ke ke ok (L (. (O CCCCCCCCCCCCCe - (e (.. ... 1))) e 1)INID) - IIIIDIDDD)D) L)) ))) i) )) L L))) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk**k* gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|Coordinate ID Alignment
ldrovak3|x:5664064-5664236 + laya_114|aTCGG-GGCATTTTC------- C-CACCCTC--TTGTC-GA--CGCTTTCGC-GGGGATTTTGAGLEGE Sosuas TGT-—-—-————-—-- G==TETTTECACGATICEAATTTGACT-TCAATCAAT-TATAGCC-—-GTCIAATCAGGCG === —=—==———————— - AACACACGCATTTC-AG-CACTCGAGC————-—-——— GAGCACTTGCGTTT-———=—=-——————————— GAT-AAGTG-GG-———————————————— TAG-—=-———————————— AGCAGCAGGGA-—=———=—==—=——————————————
droEre2|[scaffold 4690:115494- afceeljeccaTTTTC--—-—-- clcaccccerralgc-ca--colTTTCGC-GGGGRTTTTGAGEEG == ===~ TR ——-—-—---—-—- - TGTTTGCACCGATTCGAATTTGACT-TCAATCAAT-TAINAGHC---GTCTAATCAGGCG-~-—-———————————————————-|¥! CGCGREEEE AACACACINCATTTC-AG-CACTCGAGC--———————~— GAGCACTTGEETRT--------—-—-————-———- GAT-AAGTG-GG--——-———————-—-—-— BrG------—-——————- ACRRIAGGGA -~ ————————————————————————
115669 -
droSec?|lscaffold 10:2442110- afcccldcdcaTTTTC----—-- c-cacccle--Trogcedy-EcCcTTTCGC-GGGGATTTTGAGEEG======= INl\GTTC TR B —TGTTTGCACCGATTCGAATTTGACT-TCAATCAAT-TAARNCC---GTCTAATCAGGCG-————————=—————————————~——~——~——~—————___ AACACACGCATTTC-AG-CACTC - ———————-- GAGCACTTGCGT[gT--—-—-—-—--——-——-———- GATHARGTG-GG--—-————————————- ec------—--———————- AGHGCAGGGA--—=——————————————————————
2442283 -
ldrosim2|[x:2482933-2483105 - | [ABcccBlescarTTTe---—--- c-caccCEc--TTGTCA--CGCTTTCGC-GGGGATTTTGAGEEG === === IlGTTC TR B-—TGTTTGCACGATTCGAATTTGACT-TCAATCAAT-TAAGCC---GTCTAATCAGGCG-————————=——=——————————~——~——~——~——~———___ AACACACGCATTTC-AG-CACTC /- ——--—-—=- GAGCACTTGCGTgT--—-—-=—-—-———-——-———- GATHAEGEG-GG----—-—-————————- ec------—-——————- AGHBGCAGGGA-——=—=————————————————————
dm3 lchrx:2682055-2682233 - | (B T — c-cacccle--TroecadecccT TTHGC - GHGGATTTTCEGEHE====== INElIGTTC TR B - TGTTTGCACCGATTGGAATTTGACT-TCAATCAAT-TAAGCC---GTCTAATCAGGCG-————————————-————————\——" Ne--E--—--—- AACACACGCATTTC-AG-CACTCmC—————————— GAGCACTTGCGT[gT--—-—-—-—--——-————-—- GATHAEGTG-GG--—-—-——————————- BrG------—-——————- ACHMCAGGGA-—————————————————————————
droEugl|{scf7180000409061:215664- i~ GGCATTTTC—-——=—- C-caficCElc- - B - BT T TCGCHGGGGATTTTleACH I RCR iR —=—f- G- —[8cT T TCC[CEATTCGEAAT TTGACT - TCAATCAAT-TA[EAGCC-—-GTCTAATCRGGCG——— == == —=————————————————————_______ AACACACGCATTTC-AG-CACTCGAGC--————=-—=— MaceacTroldedome--------—-—- GATACGC N N el e BrG------————————- ACHECAGEGA- -~ -~ - ——— o
215829 -
droBialllscf7180000302126:2642880~ GC-[elen - 8- - - — - - -EEEEEE B-CACCCR R - —EC TTECGC-GGGGAT T T TEAC -~~~ =~ el --—-g-------- - —TCTTTCCECCATCEAATT TGACT-TCAATCAAT - TAlGCC—-—GTCTAATCAGGCG——————————————————————— - _______ AACACACGCATTTC-AG-CACTC - ———-—-—-- GAGCACTTGEleloe -~~~ ——————————————~ GAT-AAGEg-GG-—-—-——————-————— ec----—-————————- ACHECAGGGA-———————————————————
2643020 +
droTakl|scf7180000415769:1075842- ATCGGEGGCATTTTC--—-—-- C-CACCCR- - —BCT TTCGC-GGGGATT TTeACH T~ BCT-—-—————————- - - TGTTTGCECCATTCCAATT TGAC TR TCAATCAAT -TABAGCC—-~GTCTAATCAGGCG-——————————————————————————~—~—~—~—~———__ AACACACGCATTTC-AG-CACT - ———————-- IAGCACTTGCGTRS-—----—-——-————————- GAT-AAGTG-Gll--—-—-——————————- Tlec----—-————————- AR CAGGGA-—————————————————————————
1075994 -
droElel|[scf7180000490141:276813- ATCGGEGECATTTTC--—-—-- SReCee- - B - — - - B - B - -[ShliCleleleRtelelele Nl C ClelolielGGCACT CileliGCTC TR s G—- TV TTCCECCATTCEAAT TTGACT-TCAATCAATITIEAGCC-—-GTCTAATCAGGCG————————=—————————————————~——~——~——____ AACACACGCATTTC-AG-CACTC - ———————-- GAGCACTEGI\ T -—-----—-————-—- JeGAT-AAGTG-GG-———————————————— — - - = = — - — - [
276977 +
droRhol|[scf7180000779467:308846- TCGGGGCATTTTC ——————— C-CACCC- - B - —BRCTTTCGC-GGGGATT TT{HeC RGNS I C e pyery= =~ = ==== G- \M[ETCClEdCCATTEEAAT TTGACT-TCAATCAATITA[BAGCC-—-GTCTAATCAGGCG————=—=—=—=————————————————————_____ AACACACGCATTTC-AG-CACTC - ———————-- GAGCACTEGI\GTRT---------—-—-—- efelecAT-AAGTG-GG-———————————————— - — - - — - — - [ e e
309010 +
droFicl|{scf7180000454072:551734- HrRGCEGGCART TN XTNeC - CACCCHCIET TR - — - mCGCGAMYT THAETE === ECleI e el el deTelet S e T R T T ClepyC Cle T TEE A A T TGACT - TCAATCAAT-TATAGCE- - -GTCEAATCAGGCG————=—=—=—=——————-—————————————______ AACACACGCATTTH-AG-CACTC /- ----—-—-- GAGCACTTGCGERmE--—-—-—----—-—-—-—- GAT-AAGTG-GG-—-—=-—=-—=———-—-—-- - - - B I GG A — — — = = — e
551899 +
droKik1|scf7180000302592:2027698- ATCGGEGGCATTTTH-—----- BcerecE- B - - - - -F--BE- -[saalle- -B- - EalNlichic - - - - -FEEEEE - -—-f-—--—--—- c--m\ErecEcliTTeeAATTTGACT-TCAATCAAT-TABAGC-—-cTcTAATC G\l - - - AACACACGCATTTC-AG-CACTC - ——-—-—-- GAGCACTTGCHTRT----------————-————- GAT-AAGEG-GG---—-—-—-———————- G----—-fg------ GRENE - - A GElelecEEEEE -
2027846 -
droAna3|scaffold 13248:371930- i T — — — — — — - -B-------E - W ____FEEEE - -—-—-——————- B T CEl8CGATTCEAATT TGACT-TCAATCAAT - TAEAGC/HSeeeTCTAATCAGENC -~ - m - oo AACACACGCATTTCEAGECACTI — ——————— - GAGCAC| oS — — — —— = ———————————— e GIRINGIgABCCGAGAGCCTCTTATCAGA-IATCAGGGCCTAGCCCGGH- - - e THdeGACTGGGGCATGGAGGAGGTGGAATAT
372091 + \
droBipl|lscf7180000392940:37580- e~ e — — — == == -B-------B--—--F--E- W - ———————————— B BT CI{CGATTGGAATT TGACT-TCAATCAAT - TAEAGCESeegeTCTAATCAGEN - - - - - - - - - AACACACGCATTTC-AGECACTHGAGC - - VYIS XTXTelClelC T ThiC[oleimerd.XSlelclelek s Xelelolelor YNl el A T oA it B — — - —— — TCTTATCAGA-IITCAGGGCCTAGCCTGGG- - -[HeGelle c R
37737 -
dp5 XL_grouple:2107809- TGTETTACSEUN- - - - EEEEE -B-------B - W ____ [ - ———————————— B R CEEF AT TGEAATT TGACT-TCAATCAAT-TAEAGCCHEGTCTAATCAGKHCCe-————————————————————- GCGCTGCTGTCGUNINIITNILNEINeC/IYehiT C - - - EEEE iNeicaceleccegr--------—~-—-—————-- T - - — - - — gee,cEg-------—--—-——-- aAchmaec\cly---- - - - -
2107938 -
drovir3|scaffold 12472:38888- ‘=—= ——————— R -—- - - —-—-—-—-g------—-—-—-—- - — - R B e I TGGALTT TGAS - TCAATCAAT - TASSGHE - - - GRclEAAldcAGE-— - - - - - —-—- TTCCAATTGGATTCGTGCCREEtas CINONDNCA o - - - —ECleRleNen®A T/eféA TATACGCTCAGT TCTIGTHeC - IEEE R e e TN - - - - - - - SRR C A G A E P C - - — TGl A e T
39008 +
droGri2|scaffold 15203:2164897- e — e — — — — = — -B-------B--—--F--& W[ — — Rt -0 - - - - - - - - — - [l TNNENERA T A BNV AINGIEL Y T /ef¢ T REe /¢ - /NG C A€ T T TCCTACCCATGCTTTCTTATCGGACT R e CGRTINCATN - — - —F- - B - - —[§- — - —EEEEEE— e \cacT iy TR T--------—-—-—————-- G TRRYS T G-fG - - - - —- - GCTTATCAATC/ N - - CTG T2 A
2165020 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:5664064-5664236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:5664064-5664236
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:115494-115669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_10:2442110-2442283
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:2482933-2483105
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:2682055-2682233
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409061:215664-215829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:2642880-2643020
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415769:1075842-1075994
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490141:276813-276977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779467:308846-309010
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454072:551734-551899
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302592:2027698-2027846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13248:371930-372091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000392940:37580-37737
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:2107809-2107938
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12472:38888-39008
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:2164897-2165020

ID: Coordinate:

dya 79

X:20578197-20578265 -

Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

intergenic

[View on UCSC Genome Browser {Cornell Mirror}]

PTG  znicl Zigmis match in alignment _

Predicted structure

Small RNA-seq Read Density

Read size distribution

Condition-specificity
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20578300 20578250 20578200 20578150 o | I I I | I “
Genomic Position 18 19 20 2 22 23 | | | |
Size Condition 20578300 20578250 20578200 20578150
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
M043
V120 M026 V058 M056 SRR1275484
GACCGACTGAAAGCTACAAAGGATAAGTGTGCTTTCATCTGGTGTCCGAATGTCTACGGGCTCGGTACAAATTGAAGTTTCTAATCCACATTGTAAATTTGTAGCGATTTCGTGGACTTACGGCTAAGAGAAATGTGATCAACGGAGTAATAGCGAGTTATTAAACGAG female
Read # Hit |Total body male head head embryo Male
LTI I I EIICIA IR IICIA I IIIICTIIIICIA LTI (s o (o (0o o o (s (s CECCCE{lccocoocooo0ncc0no000oo0c YININ)N)A)))N)))))))) il ))) L)) L)) L kR Rk ke kkkkkkkkkkkkkhkkkkkhkkhkkkkkhkk gjze Mismatch Count Norm Total body prepupae
.................................................. TGTCTACGGGCTCGGTACARRT T« « v e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e 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 eeeieeeeeeeeeeeaaaaa 23 0 1 14.00 14 12 2 0 0 0 0
.................................................. el ol N ol el el el ol of €] el N ol NP I B 1 11.00 11 9 1 1 0 0 0
................................................................................................. TTTGTAGCGAT TTCGTGGACT « e e oo eeeeeeeeeaaeeeeeeeeeeeeeeeeeennaaaaa 2l 0 1 10.00 10 6 1 3 0 0 0
.................................................. G C T AC G GG T C GG T A C A A A T s v v v e e e e e e e o e o e e e e o e e e e o e o e oo e o e s aeae e o s aeoesesaeeesaeeeseeaeeeseeeeseeeeeeseeesseeaseesaeeneeeas 22 0 1 9.00 9 5 3 0 0 1 0
................................................................................................. TTTGTAGCGAT TTCGTGGACT T u v et eeeeeeeeeeeeeeeeeeeeeeeeeeeennnnnaas 22 0 1 6.00 6 3 3 0 0 0 0
................................................................................................. T T TGTAGCGAT T TCGTGGACT TR . ¢ v v v v e e e e ettt neeeeeseeeennanaaaeeeennnnnaaneeaaa23 0 1 4.00 4 2 0 2 0 0 0
................................................... Gl C T AC GG Gl T C G G T A C A A A T T s o vt e e e e e e e e e o e o e e e e e et ae oo s osaeeesaeeeeeeaeeeseeeeseeneeeseeeeseenesesoeeeesesaeeenaeessananeaes 22 0 1 3.00 3 3 0 0 0 0 0
.................................................. TGTCTACGGGCTCGGTACAR . & e e e e e e e e e e e e e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeaaaaa 20 0 1 2.00 2 1 1 0 0 0 0
................................................................................................. Tl T GTAGCGAT T TCGTGGAC .« vt it et e et ettt et ae e saeeesesaeeesasensesaneesaaaas 20 0 1 2.00 2 1 0 0 0 0 1
.................................................. el ol N ol el e] el ol of €] el N ol V-V N~ R O 1 2.00 2 0 2 0 0 0 0
...................................................... TACGGGCTCGGTACARATTGAR  « e e e e e e e e e e e e et ettt e et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaaaaaaaaaannneaaa22 0 1 1.00 1 0 1 0 0 0 0
................................................................................................. TTTGTAGCGAT TTCGTGGACK . « ¢ vttt ittt ittt ettt ettt 211 1 1.00 1 0 0 1 0 0 0
...................................................... TACGGGCTCGGTACARAT TGARG . « « e e e e e e e e e e e e e e e e e e e e e e eaaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneeanannnnnnnnaaaa23 0 1 1.00 1 0 1 0 0 0 0
.................................................. TGTCTACGGGCTCGGTAC . « o e e e e e e e e e e e e e e e et e e e e e e e ee e e e e e e eeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeaaaaaaaaaeeeeeeeeeeeeeeaaaaaaa. 18 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................. PTG TAGCGAT T TCGTGGAC T« « « v v v e e e e e s e teeeaesseeeeeaaaeaaeeeeennnanaaaaaa 20 0 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M043
V120
CTGGCTGACTTTCGATGTTTCCTATTCACACGAAAGTAGACCACAGGCTTACAGATGCCCGAGCCATGTTTAACTTCAAAGATTAGGTGTAACATTTAAACATCGCTAAAGCACCTGAATGCCGATTCTCTTTACACTAGTTGCCTCATTATCGCTCAATAATTTGCTC female
Read # Hit |[Total body male
Kkkkkkkkkkkkhhkkdkhkkdkkkhkkkkdkdkrkdkrrxr (L (Co (CCe oo COCCOCCCOC COCe COCECUCCe e e e e e e e e e e e e IIIIINDY D)) IIIIDND))) L) )) L)) L)) L L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch |Count Norm |Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate iD Alignment
ldrovak3|[x:20578147-20578315 - laya_79 |leaccea----cTGAAAGCTACAAAGGA-TAAGTGTGCTTTCATCTGGTGTCCGAATGTCTACGEECTCCETACAAATT -—--GAAGTTTCTAATCCACATTGTA-AATI=TG==TACCCATTTCCTCCACTTACGGCTAA-GAGAAATGTGATCAACGGAGTAA----TAGCGAGTTATTARACGAG
droEre2|scaffold 4690:17921928- der 1514 |[clgccca----crilaffeccTlgcaracea-fgaalNrGGCTTTCATCTGGTGTCCGAATGTCTACCGECTIGCTACAA AR - - - - P T TS T A NA T TG TA - A AR E=EC= = FACCEATTTCETCCACT TACGGCEAA-GAGAAATGEGATCACINGA G TIE AR T A GG ALY\ B A C Gl

17922090 -

droSec?

scaffold 8:3723259-3723424

GACCGA----CTirrAGCHEIranGlen-ErldeTcTeeTTTCTHTGG TG TCCCeTCEclACiNc e NN NrACAAATT - - -G\ AT TTIITAA TN ARA T TGloA - 2 A BT TCE = TACCEETHINETYNC T2 c o il Al A A A TGRIGA T C Al CLE G TlE A RN T A GR{G AR T T A

ldrosim2|[x:20138911-20139055 -

[[GaC G e i ettty 3 T T T CBTHT GG TG T CCCRGT CECHACACCCININTACAAATT - - -\ AT T TR AA TRENARA T T Gl - A A IS T C = FACCEET TGN CE T A coccaniilrcaaaTcEc AT C AN NG TEARRENAT A GRGART T D

am3 llchrx:21440485-21440624 - | |caccceddgAcTiaaaceT@lranca-EadeTirceTTTC TCTCTACCCCCTINC N ACAWATT - - -[E\a AT TTRT A A TR ARA T TG T A - A N N N N A N N T N N T N N e T 2 CC G C T A - it C T €A REEEAT 2 G C G AT T 2 |

droEugl|lscf7180000408193:48526- GacClEn-—- - A cTAA A8 AEA AT GTGC T TTCATCTGETGTCCOGYTCTCTACGEGCTIIGETACAAATT - - - (\o 2 AT Tlec TAA TIENA CATRACING- A A= FE==TACCINATTRCCTiCACe Tfelc Gl T(le -\ c A A A TRAT GHIECEA CCLIA G TIER - - - -
48673 +

droBialllscf7180000302432:105545- N — — — et it T G TG CIAT TCATCTGGTGTCHGEATCTCTARNG R THCCTAAAART - - - - cAANT TEC TAA TR AIA T TIX"e - A 2 B T G S A G C e T R T G EC O T T N T e - GG A L T e — — ~ R
105653 +

droTakl|lscf7180000415769:350539- AlNeTC-EEEE BRcErAcHTE el e diTcTecTTTHATCTGGTGTCCOgATETCTACCEMTIEGGTACAAATIY- - — - GAART TTCTAA T AHA TTGIR BA AT TE= = TAINC N ATTCCTEcACT Tccoldran -[acanaTiircdec Algciila s TA A IR NN
350691 -

droElell|lscf7180000491087:1005162- GALREr - - - - A T~ A NG A - ThafliTGTGeTTTCATC TGG T TCCcEATeTCTACCE TGS A CAA A TEN R B EA AR T TR C TA A TRENEA T TCINA - A TGS JiC/delele A INISINI VNN Telle T S c Gl Sallcc TTAA AT A A A NG - - -G TEGE
1005312 +

droRholl|lsc£7180000769553:623-790 - [Eca- - - craraScTIaAldccadeiiafiTcTeeTTTHATC TGGTCcGEATCECldACCEIN TG TACAAA TN E S EA Af T TR C TAA TRIAANA T TGIA - A ARTSTC==TAINCCATTIHCTCCACTIS C GI\Ci\a n - GAGEAN T GlEGINe C e ciNG AL Tk S T AR TA T Tl A

droFicl|scf7180000453926:392990-

dpb

RE=gfdupla:1240252-1240260
&

droPer2|[scaffold 263:12126-12134 -
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1ID:

Coordinate:

dya 1169|3R:27391849-27391912 - |confident |3p_tailed_mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

PSR e SR Eidmis match in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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Genomic Position 20 21 22 23 24 25 26 27 28
Size Condition
Hairpin partition - Sense -# Antisense Mature Star
dya_1169_annot [-12.7]
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE23370-in]; CDS [Dyak\GE23370-cds]; CDS [Dyak\GE23370-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
V120 M056 V046
TCCGCTCACAAGACACGCATCCTGTCCAGTGATTGTGGGCTCCAAATGGGGTGAGCTGATGGTGTTAGTCGTTAACCCGAATTCAAAACCCTCTAATTCCATCTCTCCCCACAGTGATGACCGAGTGGATACGCGAAAGCCGGCAGATCTTCATCAGACCATGC female
Read # Hit |Total body male embryo embryo
Tokkkkkkkkdkkhkkhkhkkkkkkhkkhkhkhkkkkkkdkhkrdkrdkrdkrrknk (L. (CCCCCCCCCC(Ce e e 1)) e 1)))) L)) ))) L)) ) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x* gjze Mismatch Count Norm Total body
.................................................. el el Nelohel N et ek sing-N e s of el -3 O 1 19.00 19 6 12 1 0
.......................................................................................... CTCTAAT TCCATCTCTCCC A e+ v i e e e e e e et ee et ee s eeeesaeeeeaeeenaaeaaaaenanannaaaa 2l 0 1 17.00 17 12 0 3 2
.................................................. el e Nelohe) el el e sinl-X e ol e P~ I O 1 6.00 6 2 3 0 1
.................................................. el Nelohel et el ek N ek ol el i VX ol o -3 A 0 1 5.00 5 2 2 0 1
.................................................. GTGAGCTGATGG TG T TAG T C G T TARACCC « v v e v e e et e e e e e e e et e e e et e e e e e e ee e e tee e tee e teee e teeeeneeeeeeeeeeeeeeeeeneeenaneenaa 28 0 1 4.00 4 3 0 1 0
........................................................................................... TCTAATTCCATCTCTCCCC A . v v v et e e et et ee e taee e teeeeaeeeeaeeeaeeeanaeenaeanaaaa 20 0 1 4.00 4 3 0 1 0
.......................................................................................... CTCTAATTCCATCTCTCCCCAC e vt e e e e e e et e e et ee e et e s tee st steeetaaeenanannaaaa 22 0 1 1.00 1 0 0 1 0
........................................................................................... TCTAATTCCATCTCTCCCCAC e « v v e v e e e e tee e taeeeeee e teeeenaeenaasenaaeeaannnaaa 2l 0 1 1.00 1 1 0 0 0
.......................................................................................... CTCTAAT TCCATCTCTCCCC e v v e e e e et e e et e e et ee e ettt e teeeseeeeaaaeenanannaaaa 20 0 1 1.00 1 1 0 0 0
...................................................................................... AACCCTCTAATTCCATCTCTCCCCAC e v vt e e et ee et ee e ttee s teeeeeeeseneesnseeenaeeenannnnaaa 26 0 1 1.00 1 1 0 0 0
.......................................................................................... CTCTAATTCCATCTCTCCCCAR. o ot it e e e e et et e e e e e 221 1 1.00 1 1 0 0 0
.................................................................................. TCAAAACCCTCTAAT TCCATCTCTCCC e &t e e v e e e et e e et ee e eae e s eaeeeeessnaaeeaaasnanennaennaaaa 2] 0 1 1.00 1 1 0 0 0
.................................................. el e Nelohe) Vet el ek N e ol el i 7N S B O 1 1.00 1 0 0 0 1
.................................................. GTGAGCTGATGGTGTTAGTC . - - -« ittt i i e e e e ettt ettt ettt e e et ettt eteteteenananaenenea 20 1 1 1.00 1 0 1 0 0
.................................................. ehi el N el ok el etk ek s -N e s of L i -6 SN O 1 1.00 1 0 1 0 0

Anti-sense strand reads

M043
V058 V120 M026 V052
AGGCGAGTGTTCTGTGCGTAGGACAGGTCACTAACACCCGAGGTTTACCCCACTCGACTACCACAATCAGCAATTGGGCTTAAGTTTTGGGAGATTAAGGTAGAGAGGGETGTCACTACTGGCTCACCTATGCGCTTTCGGCCGTCTAGAAGTAGTCTGGTACG female
Read # Hit Total body head male head head

Tkdkkkdkokdokdkdkhkokkokdkokdkokdkdkhkk koo dkkdkokdkkdkkdkhkrkr (L. (CCCC (OO .. ... 1)) e 1)))) L)) ))) L)) ) ... kkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total body
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|[3R:27391799-27391962 - ldya 1169 |TCCGCTCACAAGACACGCATCCTGTCCAGTGATTGTGGGCTCCAAATGGGETGAGCTGATGGTG-—--TTAG-TCGTTAACCCGA---ATTCAAA--————- ACCETC====TAATTCCATC===T==CTCCCCACAGTGATGACCGAGTGGATACGCGAAAGCCGGCAGATCTTCATCAGACCATGC |
droEre2|scaffold 4820:1527411- TCC[8CTCACAAGACACGCATCCTGTCCAGTGETTGTGGGHTCCAAATGGGETGAGCTGATGETG--—-TTAG-TCGTTAACCCGA--~-ATTCAAA————— -~ ACCEIC= = TARETCCAINC == == T= =l \ldACAGTGATGACCGAGTGGATACKCGAAECCGGCAGATCTTCATCAGACCTGC

1527574 +
ldrosec2|scaffold 4:5296323-5296480 - |rccldclgcacan¥gcacec8ccTGTCCAGTGATTGTGGGHTCCARATGGGETCACHTCAT Cllm- - — - TG T rldacccea---lrTcaan-----—- Bccerc===-TARINTCCAINC-—=—T-~C[liCCldACAGTGATGACCGAGTGGATACGCGAAALNECGGCAGATCTTCATCAGACCHTGC |
ldrosim2|[3r:25789652-25789809 - lasi 15001 |[TccBicBcacanccacecdgccTGTCCAGTGATTGTGGGHTCCAAATGGGETCAGHTCATC - — - — - TLGT TfeacccGa---STTcAAA--—-———- SccEr e AR N CC A e = = /e C A G TGATGACCGAGT GGATACGCGAAALNEC GGCAGATC TTCATCAGACCETGC |
|dm3 lchr3r:26469639-26469806 - | |rccBcBcacandgcacec8ccTeTCCAGTGATTGTGGCHTCCARATGGGETCACHTCATCINING R TATAG- TR\ TAAHCCcl---Brrcaaa------- Bccerc-——-TANMECANY-~~~T- - CJJCCEACAGTGATGACCGAGTGGATACGCGAAANECGGCAGATCTTCATCAGACCEITGC |
|droEugl|lsc£7180000405064:1400-1562 - | clehfeila cliai¥elc AflcClecc TGTCCAGTGATTGTGGGC TCHARATGGGETINACE MY N - — — —LXEIARN- Thelelel T — — A T/ehi A ALV N I e VU L T AL T NG I v e DS N fete c A TRA TGACCGAGTGGATc Glgc 2 AlfecEscAcA T T TCARNNA Glgc cléiTcly |
droBial|lscf7180000302113:884045- TccfdcrcacacacaliccEccTGTCCBGTGAT TGTGGGCTCCAAATGGGETCACKTII T G-~ ——[MeAG- TN TAACChfiA - - - ARMTRAAA - — - —— - accCl-=—=—FAATECCAIN - = (ST - —[ITRREEEE\ /. G TGAT GACCGAGTGGATACGCGAARGECGGCAGATCTTIATCAGACCTGC

884202 +
droTakl|scf7180000415367:311977- ScifecTcaciiacacAlcCEcCTGTCCGTGATTGTGGGCTCCARAATGGGETCACH I RImT G-~~~ eAc-T@\r TAACChfiA - - - 2l TfgrAR - - - - —-- i CEy A -~ N R X2 GTGATGACCGAGTGGATACGCGAARGIcGGecacaTcTTATCAGACCETGC

312132 +
droElel|lscf7180000491280:2803996- TccfeclEcacifdcacaiccldecc TGECCAGTGAT TG TGGGERTCCAAATGGGETCACH T SdeTG— - — [l 1d\r TAaCccCcGa--- AR TR AR - - — - - - - e =T A Cly e === =T =CTClelJeéACAGTGATGACCGAGTGGATACGCGAANGECGGCAATET THATCAGACCHTGY

2804158 -
droRhol|[scf7180000758935:14009-14161 Tccfeclecacadlacalicclecc TaleiccAGTGATIAG TGGCHTCCAAATGGGETCACKTIIRIMT G~~~ —[M8AG- T[N TAACCCGA---ATTIAAA - ———— - - ---—---Fo- - - JXeCCA === === C T JeACAGTGATGACCGAGTGGATACGCGARMCENNGCAGATC TTIATCAGACCETGH
droFicl|[scf7180000453782:821244- SccldctcacanclcacecgccrerccgeTGATTGTGGEETCCAAETGCCETINACH T{lo g ¥ — — —[eleb]- T[Eg T T A A CClicle- - - AR TiYEAE- - - - - - - HcceTiy===—TAAeccg -~~~ T-—cciileacacTcaTGAaCCacTGeATACGC AR cEECEc AGATRT THiAldcAGACCTGe

821404 +
droKik1|[scf7180000302390:444097- Tcifec ThicAAGACACIIciEcC TCecEG TGAT TIEGGGCTCCAA T GGGETCACIIE G — - — - Tiuc-TgNr TAACCClen - - - Alleenile- - - - - - - ACN = TAAeC N = === CleCllec AG TGATGACCGAGTGGATARNGEG A A Ne c AcaTET ThiA TRA Glgc 8T Gl

444258 -
droAna3l|lscaffold 12911:4512125- ©cci¥NelcacllegifecalicildeccTeTecEcTEA TG TRGGC TCCARATGGGETCA N AR — - - - AINEEUIG TAINA TSI T CINEETY - - — - T/ TeracTEEE TN aalATATEEEI T TTCRGT T T NEIRI NSNS CINIISXINTe T[eJNG Cle T A T/SFNA FUNSli T G C[FNENSIe CINe T|

4512282 +
droBipl|[scf7180000396640:1350938— caaaAcEINSciT Gl r(ele c clela iNelNele el cINi Cleli A Elel NI NN Nlelele el NE T A TAC - - AAREEIA CIATEA TAN - - -[SETAICEESY- - - - [FCEEE TRrAGTEE S TAIN AGEATAT TTAT|ES TCTGAT T/SNEINer-NNelNele CENENelerNuNSle T/eNAC/e T Ale T/ehNA I Nide A I T GIeFNSINSIe CidelT|

1351097 +
B |2:735690-735846 + | | rREcHECc A crEc AlccEccTcRccMEBATEcTGGGCTCCcARA TG CE TS N N T - - ~ i ST e e CE - - -WrEcEal------- e === TAlecilelsc ===~ T= [N ¥ec rcTolTcaccEaITceaTACGCGAARGIENNECAGATCTTCATCAGCCATGC |

|droPer2|scaffold 7:3521732-3521888 +|

(i clgr NS CiNc Gl Tils c clelehifelcllsc Al CElNelel el el NN Nelelelelic CETACTA - - [ - B~ — — ~EC S CAGGRT G T/ i TGS T i —— SleCT === TaAllecifselc====T=lT I dec A TelTGACCaITGGATACGCGAABGIENXSC AGATCT TCATCAGECCATGC

drowWil?2

9989389 -

scf2 1100000004943:9989228-

BcEaNacacaitec allccalBciTcccaAGTGATING TG GIT ClAA A TGGCE TR TIS I V- — ——T R TACAINITETA TSN A T/ - — [ ACT AT T A AT \C My G e T e Ch iy Ak A G ThEdel s AT GGATACGEG A ASCINENG CAGATC TTC AN GACCHTGC
] ﬁA il " ol

droVvir3

11155349 -

scaffold 13047:11155196-

ilelen 2 A AINS GG T T[UNIele c e llellee TlehiCI NNl T/eleleiRe TINAGHA T/l NE TG T C - - leAREEA A T TG AIINAG T TTCCCCAINENGI NN A BT T - — - - - — - AlF- - - -EEEE - BEGA T T T T TENIN I WINO T A I A WIS T T A T AR CIAT G GA TN A TN I G AN XIS Tjele!

droMoj3

scaffold 6540:30492297-

30492455 +

ielon o2 21NI\C T GUNleleC G olehile Cofo)Nelide)-Nin elfelelelolielor-VAGiNeleleleliin N T A /A - - CCEEEERAINETClOCINCIY - - - - -BEE - - -[ATINCAAACAT - -GGATGACE -/~ - - T- -GAL S C TCTAWT T[Nl T T G TIAA oln Nehlele) N-Nelelole)-V\C eln oln A Fa Gk niieC GAINI XfeCide T

droGri?2

scaffold 14624:1248152-

1248313 -

TERCEENcAciala calicceccTeTecBeTHA TG THGGC TCCAAATGGGETINAET NI NI T/ - — LT AR~ THINT T A AfTelele - - - AReIA A - — - —— - - TRASACEE i cAlA T cAEE S TATA T T T(O NINEIE T G CIYA B AN A NI NUNTE TIEFINNA T G A A NS G TG ATNE Gl G el
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:27391799-27391962
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:27391799-27391962
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1169.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:1527411-1527574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:5296323-5296480
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:25789652-25789809
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_15001.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:26469639-26469806
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000405064:1400-1562
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:884045-884202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415367:311977-312132
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:2803996-2804158
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000758935:14009-14161
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453782:821244-821404
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302390:444097-444258
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:4512125-4512282
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396640:1350938-1351097
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:735690-735846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:3521732-3521888
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:9989228-9989389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:11155196-11155349
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:30492297-30492455
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:1248152-1248313

ID: Coordinate:

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

3R:2622055-2622113 - Canonical miRNA

dya 132 confident

intergenic

ISR L S v igmis match in alignment] _

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity Conservation
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2622150 2622100 . N 2622050 2622000 S | | I | \QQ\O Q\@@t} ™
Genomic Position 21 20 23 04 ¢« [ [ | [
Size Condition 2622150 2622100 2622050 2622000
Genomic Position
Hairpin partition - Sense -e Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dya_132 3R:2622092-2622113 - 1. dya_132 3R:2622056-2622077 -
2. dya 133 v2 chr3R random 227:2967-2988 -|| 2. dya 133 v2 chr3R random 227:2931-2952 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M056 MO026 V120 GSM1528802 V052
AACAAAACCAAGCAACAAAAACAGTAATCGTAATGAACAAACAAATGCGGCCGAGCTTCTGTAAGTCGGACTAGAACTAGAAT TAGTTCGTCTTATGGACGTTCGACTGTATGCTTAAAGTAATGTTAAACATGTATGCAACAAGATTAGTGAGCCTTG female
Read # Hit Total embryo head body male follicle head
khkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhkkkkkhkx ((((((_ (((((. ((((((((. (((((((( ........ )))))))) .)))))))) .))))) ')))))) ........... khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x*x gjze Mismatch Count Norm Total body cells
.................................................. CCGAGCTTCTGTARGTCGGACT « « v e v e e v e e te e e et e e e e e e e e e e e e e e e e e e e e e et e e e et e e ie ettt et eiaenaeneea 22 0 2 31.50 63 52 11 0 0 0 0
...................................................................................... TTCGTCTTATGGACGTTCGACT « ¢ v e e e e e ee et e e e e e e eeeaeneeaenenneaenneaeneas 22 0 2 15.50 31 26 4 0 0 0 1
.................................................. CCGAGCTTCTGTAAGTCGGACE . « ¢ v vttt ettt ettt e e e e e e e e e e e e e e e e e e ettt et et e e 22 1 2 4.00 8 4 4 0 0 0 0
...................................................................................... TTCGTCTTATGGACGTTCGACH. -« oottt it et e e et et e e e e e 22 1 2 2.50 5 5 0 0 0 0 0
................................. TGAACAAACAAATGCGGCCGAGCTTC w & v v v v e et ettt ettt e et e e e e e e e e et e e e e et e et e e e e e e et e et e e et e ettt e et et e e 260 1 1.00 1 0 0 1 0 0 0
............. AACARARACAGTARTCGTART « &« e ettt ettt ettt et et ettt et et e ettt e e et e et e e et e e e e e e e e e e e e e e e e e e 210 1 1.00 1 0 0 0 1 0 0
............................................................................ CTAGAATTAGTTCGTCTTATGGAC . « + « e e v vt et e te e e e e te et e ettt ee e ta e eaenenneaeneea 24 0 2 1.00 2 0 2 0 0 0 0
............................................................................................. TATGGACGTTCGACTGTATGCTTARAGT « « v e et v et eeeeeenecnecnnaenaenaenneenaes 28 0 2 0.50 1 0 1 0 0 0 0
.................................................. ofe el Nelo ki ol el VNl ofeTc)- Yo c AP~ S 2 0.50 1 0 1 0 0 0 0
....................................................................................... TCGTCTTATGGACGTTCGACH. « - ot ittt i i i i it ci i ce e 201 2 0.50 1 1 0 0 0 0 0
....................................................................................... TCGTCTTATGGACGTTCGACT « « « e et te e et e e ea e e eneeeeaeneeeeneaaeaenneaeneeaa 2l 0 2 0.50 1 1 0 0 0 0 0
...................................................................................... TTCGTCTTATGGACGTTCGAC . « v v e e et e ee et e e et e e e taeneaenenaeaeneeaene. 20 0 2 0.50 1 1 0 0 0 0 0
...................................................................................... TTCGTCTTATGGACGTTCGACH. - .« ittt i i i et e cieee e 22 1 2 0.50 1 0 0 1 0 0 0
........................................ ACARATGCGGCCGAGCTTCTGTARGTC . « v v v e e e et et et et et et e e e et et e e e e e et et e et e e e et et et e te ettt e ieeneaenennea. 2T 0 2 0.50 1 1 0 0 0 0 0
Anti-sense strand reads
M043
V058
TTGTTTTGGTTCGTTGTTTTTGTCATTAGCATTACTTGTTTGTTTACGCCGGCTCGAAGACATTCAGCCTGATCTTGATCT TAATCAAGCAGAATACCTGCAAGCTGACATACGAATTTCATTACAATTTGTACATACGTTGTTCTAATCACTCGGAAC female
Read # Hit |Total head body
kkkhkhkhkhkhkhhkhkhhhkhkhhhkhkkhhkhkkhkhkkkkkkdhkkkx COCCCC COCCC- CCOCECC- e e, D)) DI I ) e khkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x** gsize Mismatch Count Norm Total
................................................................................................. CTGCAAGCTGACATACGAATT . « v vt e et te et ie e ieeneeenenneaenee. 20 2 0.50 1 0 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldroyak3|[3R:2622005-2622163 - lava_132 |AAcA-AA--------o ACCAAGCA-ACAAA--——=—————————————~— AACAGT-AATCGTAATGAACAAACAAATGCGGCCGAGCTTCTGTAAGTCGGACTAGAACTAGAAT ——————= === === === =~ — = ———————————————— TAGETCGTCTTATEGAC-GTTCGACTGTATGCTTAAA-~GTAATGTTAAACAT G-~~~ ———-—— TATGCAACAAGATTAGTGAGCCTTG
droEre2|scaffold 4770:7615285-  |lder 1525 |[AACA-AA—-————-——————————————— ACCAAGCA-ACARA-————————————————— AACAGT-AAICGTAATGAACAAACAAATGCGGHCGAGCTTClICTAAGTCGCACEA MAACTAGAR NS - -~ - — - - -~ — oo B2 G TCE e T ATCEAC=GTTCEACT GTATGCTTAAA- ~GTAATGTTAAACATG-————————— TATGCAACAAGHTTAGTGAGCCTTG
7615443 +
droSec2|scaffold 12:131818-131969||dse 1848 |[AACA-AA——————-——————————————— ACCAAGCA-ACAAA-————-———————————- AACAGT-AATCGTAATGAACAAACAAATGCGGHCCARNCINTcI\cTAAGTCEACTAGACTAREA I - - — - — - - - - B A G T e A E T R C G T G TlE T GC T T AR A — - G T A A T G — = = = = == == = TATGCAACAAGHTTAGTGAGCCTTG
+
ldrosim2|3r:7258350-7258510 + ldsi_32443[AACA-AR-—————m oo ACCAAGCA-ACAAA--———————————————— AACAGT-AATCGTAATGAACAAACAAATGCGCHCGAGCRNrciAcTAAGTCEACcTACARCTARIEA - - -~ - -~ -~ AT AcETCEEC T elsC Al E T TCCRCT G T8 r GCTTAAA - -GTAATGT TARACATG- ————————— TATGCAACAAGHWTTAGTGAGCCTTG |
lam3 lchr3rR:14020088-14020253 —|dme 386 |AACA-AA--——--———————————————— ACCAAGCA-ACAAA-————————————————~— AACH{GT-AATCGTAATGAACAARACARATGCGCHCCAINENTIEICTAAGTCGGACTACARCT A~~~ ———————————————————————~— RN NI NI T A GETCCEC T HelGGAC NP TCGACT G TR T GCTTAAA - - GTAATGT TARAACATG-————————— TATGCAACAAGHTTAGTGAGCCTTG |
droEugl|lscf7180000409246:369753~ Aden-AR-— - ACHAAGCA-AAAA-————————————————— AldcacT-AATCGTAATGAACAAACAAATGCLACERIGARNCTTCTCTAALNNCCINACT Al AT ACA A GENNVNS I VRV S L TR TNV T VXS S T VX S el Teleh b de T e c BT C LN \E TAlT\CAC=CTTCCACTC Tl T\ c T TAAA -G TAATG TTAAACAT G- — - — - ————— TATGCAACAAGHTEAGTGAGCCTTG
369951 -
droBialllscf7180000299102:1950387- AACA-AA-————————————————————— ACCAAGCAJECAAA-————————————————— ARMAGT-AATHGTAATGAACAAACEARIACINGHCCAINC TTCTCTANCTCIN A CTAGAACTACA AR NI NIV NN Tl Tl TN VNI NV NG L TS VX S Teb Teb Bk B T[S N T C TN C S AT NG AL \F T CCACT Clel» R T A A A — - GTAATINTIA AACAT G- — - — - ——-—-— TATGCAACAAGHTTAGTGAGCCTTG
1950582 +
droTakl|lscf7180000414450:147939- AACA-[-———————————m—m—m————— I — . 2\ — = — = = = = = = = == — = — = — IV NI VT U N AJNGHY - — - — - — - -Ba T T T/ A TiISi T ACEINSC A/ NG NG NNENS VA TACAAGTAAAATCT TTGAAAGAACT TGGAGT TCTAT T TGN WSEATIUIACAE - - - - - - - - - - - - - — - — — - -E— - EN NI TV VNN T TATGCAACAAGHTTAGTGAGCCTTG
148092 -
droElel|scf7180000491008:2241887- ArA-Alg-—- - M¥¥8ccanceadcaan-— - - - oo AACAGT-AAT[EeA AT A ACAAECAA AN CI GHCCANCTTCTINAAGTCENACTAGAACTAGAA TSNS NN EU VR - - — - - [} CTTGAAGTTCTGTTTANGEACHEAAGATGTANCA TS EFNlA Sl NV T 2 [VXieli A tVN\ N cEEEE TATGCAACAAGHTINEGTGAGCCTTG
2242081 +
droRhol|scf7180000778633:31152- AncAAA-— - ACCAAGCANgCAARA-——-———————— M- - --aacacT-aaTceaaTcancanldcanaci\cicEcTTC TN AAGT CENACTANA A CTIEGA AR NS N NI XS NN S T XV VNt SNV X XL N el deT N el R b 3 el c E R C C LN e R T A L G T T CCAC\ G TA TIXC T TAAA - -G TgATGTTAAACATG-— - - - - — - —- TATGCAACAAGHTRAGTRAGCCHTG
31353 -
droFicl|scf7180000453800:497473- AACA-AA-————————————————————— ACCAAGCA-ARNAA-—-—— - G/ BTN TN~ VNN NI~ 262 e 7/sf A SL iAWV NELIelE A G I NFNNA A INI NN A A GCAAGTAATATCTCGAAACEAACT TAAAGT TCTCAT T TN e e A GIliGIA A THEGIEE T Gl [l TiiA VYN V.V NIl LY V-V U T TATGCAACAAGHTTAGTGAGCCTTG
497669 -
droKikl|lsc£7180000302809:267120- [EACA-AR-—————— - acancen-fgcan A N NS N NS e - AleCAGT- AT Cl A A TG A C A A A A A T et — — — — — = — = = = = = = = = = = = = = = = = = — == == — = — =~ — = e e ™ A TE\C T TAAA— - GTAATGTTAAACATG - ———————— - TASGCAACHAGHTRAGTGAGHCETH
267229 +
droAna3|scaffold 13340:15787955- TG AG N algcaficca-AcHE-—--—--—--——-————- AECAGT- A T A A TGA A C A A G AR A T  — — — = = = = = = = = = = = = = = = = = = = = = ==~ — o~ =~ — e e . TI\C T TAAA - - GTAATGT TRAACA T/ - - —— - - XFraTGCARCAAGHTIAGTGAGHCT TH
15788050 -
droBipl|lscf7180000396708:4245005- N B ACCAHGCA-ACAg--—-—————————————- AR Al T A A TG A A C A A S A A A T et — — = — = = = = == == = = = = = = = == = — ———————— B . TENC T TAAA - - GTAATGTTHAACA T/ NSV NXTAT ATGCAACAACHTINAGT GAGH{CT TR
4245108 +
dp5 |2:29111760-29111892 - | [AcEcBcccrccceacecacanaceeaace A CiRT ACCCAGCCGGCINIRIYNIeA YA nlNcAG TATGCAACAAGHETAGERAGHCTTE|
droPer2|lscaffold 6:4436054- ING@CECCCTCCCCACCCAGAAAGGGAACGAGNGEINCEGEGLEEEEEE A 2 CCCAGCCGGGINhEIVUNeAWNIA2INGAG e g 2. TE\C T TAAA - -GTAATGTTAAA RN — - — - ————— TATGCAACAAGIETAGENAGHCT T/
4436186 -
droMoj3|lscaffold 6540:2479607~ e e . TI\C T T A A AJRNG TAATG T TAA ARSI — - - — - — AGAACKAMINATGTATIRNNE CAINET/SIENC]
2479661 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2622005-2622163
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_132.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2622092-2622113
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_133.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3R_random_227:2967-2988
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_132.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2622056-2622077
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_133.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3R_random_227:2931-2952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2622005-2622163
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_132.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:7615285-7615443
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1525.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:131818-131969
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1848.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7258350-7258510
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32443.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:14020088-14020253
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_386.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409246:369753-369951
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299102:1950387-1950582
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414450:147939-148092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:2241887-2242081
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778633:31152-31353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:497473-497669
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302809:267120-267229
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15787955-15788050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:4245005-4245108
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29111760-29111892
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4436054-4436186
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:2479607-2479661
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70 12R:16962495-16962554 - |confident | Canonical miRNA |[3pUTR

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
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Show Alternate Folds H
Flybase annnotation
utr3 [utr3 _plus 2556]; CDS [Dyak\GE11757-cds]; intron [Dyak\GE11757-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
V120 V058 M0O56 V046 M026 V052
CTTGCCCTAACCCAACCGCTCGTTTAATTGTTAATGCCCCGAAGGCACGAAAGCGTTGTTATCCAAACCACGAGGATAAAGAACTCCATGAGATGGATAACAACGTTCTGGTGTATTCGGGGTTCTCAAGCTTTGGCATAACTAACCGAATGTACCCCGA female
Read # Hit |Total male body |head embryo embryo head head
e ok e ok e e ok e ok ek ok ke ok e ok ks ke ok ek ke ke ok ek ke ok (e (CCCe e (... .. CCo (e e e e nn . 1)) D)) o)) ) ) ) ) ) ) )))))))) kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5ize Mismatch Count Norm Total body
....................................................................................... ATGAGATGGATAACARCGTTCT ¢ e v vt e et te e et te et e e e ie e eieeaeaenenaenenae. 22 0 1 28.00 28 7 6 7 4 2 2 0
.................................................. AAGCGTTGTTATCCARACCACG . « ¢« v e e e et e et e e et e e et et e e e e e et e e et et et e et ee e e teeneieeneaenenaenenaenenaes22 0 1 7.00 7 0 3 0 2 2 0 0
........................................................................................ TGAGATGGATAACAACGTTCTGG e « + t v e v v te et e eae e teeeeeeeneeaeneeaenenaenenaes 23 0 1 4.00 4 1 1 1 0 0 0 1
................................................. ARAGCGTTGTTATCCARACCAC . &+« e e et et e e et e e et e e e et e e e e et e e e e e e e e e e e e e e en e ee e eeeeaeneeaeneeaeneenenneaeaa22 0 1 2.00 2 2 0 0 0 0 0 0
.................................................. AAGCGTTGTTATCCARACCA .+t e et et et et ettt e e et et et e e e e et e e et e e et e e et e e et ettt et et ea e 20 0 1 2.00 2 1 0 1 0 0 0 0
....................................................................................... ATGAGATGGATAACAACGTTCTG . « « « e e e ot te e e e eneeeeaeneeaeneeaeneeaeneaaenenaes23 O 1 2.00 2 0 1 1 0 0 0 0
....................................................................................... ATGAGATGGATAACAACGTTCTGGT « « « v e v vt et e teee e e e eee e eiaeneeaenenaenenaes 25 0 1 2.00 2 2 0 0 0 0 0 0
.......................................................................................... AGATGGATAACAACGTTCTGG e ¢ o e v vt et e eeeateeneeneneeaenneaenneaeneeaena 2l 0 1 2.00 2 1 1 0 0 0 0 0
........................................................................................ TGAGATGGATAACAACGTTCT ¢ o e v vt et e teee e e e e e te e teeneaeneeaenenaenenaes 2l 0 1 1.00 1 1 0 0 0 0 0 0
...................................................................................... CATGAGATGGATAACAACGTTCT « -« v et et eee e e ee e e e enenneaenaeaeneeaeneenenenaes23 O 1 1.00 1 0 0 0 0 0 1 0
........................................ GARGGCACGAARGCGTTGTT .+ « e e et e e et et et et e e et e et et e e et e e e e et e ettt e et e e e e e e e e e e et e e et et 2000 1 1.00 1 1 0 0 0 0 0 0
....................................................................................... ATGAGATGGATAACAACGTTCTGG « « + e e e v ee et e e eee e eeeaeneeaenenaenenaenenaes 24 0 1 1.00 1 0 1 0 0 0 0 0
................................................. LN el ole e N o oF-V.V-No o - AP~ N 1 1.00 1 0 0 0 0 0 0 1
.................................................... GCGTTGTTATCCARRCCACGA .+« e et et e et te e et et et et e ettt e e e e e e et et e et e ettt e ettt et ee e 2l 0 1 1.00 1 0 0 0 1 0 0 0
................................................ GARAGCGTTGTTATCCARACCA . ¢ vt e et ee et et ettt e et e e et et et e e et ettt e et te et ee e et taeneaeneaeneeaea 22 0 1 1.00 1 0 1 0 0 0 0 0
........................................................................................ TGAGATGGATAACAACGTTCTG . « « + e e et ee et e eeeeeeaeneeaeneeaeneeaenennenennes22 O 1 1.00 1 1 0 0 0 0 0 0
................................................... AGCGTTGTTATCCARACCACG + ¢+« v e e e e ettt et et e e et e e et e et e e et e e e e e e e et e e et e e ettt et et e e 210 1 1.00 1 0 1 0 0 0 0 0
..................................................................... ACGAGGATAARGAACTCCATGAGAT « « ¢ e e v vt e et te et e eae e et e taeneeeeneaaeneaaeaeneeaeneeaeneeaea 25 0 1 1.00 1 0 0 0 0 0 1 0
........................................................................................ TGAGATGGATAACAACGTTCTGH. - . oot i i e i i i i e i e 231 1 1.00 1 1 0 0 0 0 0 0
....................................................................................... ATGAGATGGATAACAACGTTCH. - ¢ vttt ittt e e et et et i e eee e 22 1 1 1.00 1 0 0 0 0 0 1 0
...................................................................................... CATGAGATGGATAACARCGTT .+« ot tete et e et teen e eetaeaetaeneeaeneeaeneeaenenaes 2l 0 1 1.00 1 0 0 1 0 0 0 0
........................................................................................ TGAGATGGATAACAACGTTCTGGT . - ot ottt ittt i it it e e i e eeee e 251 1 1.00 1 0 0 0 0 0 0 1
..................................................................................... CCATGAGATGGATAACAACGTTCTGG M « ¢ e e v e ee e e eeene e eneeacnaenacaeneeacneeaeneeneas 26 0 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
M043
V058
GAACGGGATTGGGTTGGCGAGCAAATTAACAATTACGGGGCTTCCGTGCTTITCGCAACAATAGGT TTGGTGCTCCTATTTCTTGAGGTACTCTACCTATTGTTGCAAGACCACATAAGCCCCAAGAGTTCGARACCGTATTGATTGGCTTACATGGGGCT female
Read # Hit |Total body | head
dekdkekkdokdokkkkkokdkkkokkokdkddkkdkkdkrdkrkkd (((((CCCC. (CCCe o OO ... (Co( (e eenn.. 1)) )Y e IO ) ) L )))) L)) )))))) Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total
..................................................................................... GGTACTCTACCTATTGTTGCAR . ¢ o e v vt et e te et ee et e et ee et eaeneeaenenaea. 22 0 1 1.00 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate Alignment
ldrovak3|2r:16962445-16962604 - |dya 70|lcTT-GCCCTAACCCAA-C-CGCTCGTTTAAT--TGTT-AATGCCCCGAA————- GGCACG--AAAGCETTCTTATCCAAA-————————————————__CC-------—--——-—-—- - ACGAGGATAAAG-AACTCCATGAGATGGATAACAACGTTCT-GGTGTAT-TCG--GGGTTCTCAAGCT---TTGGCA-TAACTAACCGAATGT--ACCC—---CGA
droEre2|lscaffold 4845:13836848- CTT-GCCCTAACKH - CGCTCGTTTAAT--TGTT-AATGCCCCGAAY---EGCACG--ARAGCETTET TATCCAR Y- —————————————————Bc-——— - = ACGAGGATHAAG-AACTCCATGAGATGGATAACEANGTTCT-AGTGTATIATC--GGGTTCTCAAGCT---TTGGCA-TAACTAACCGAATGT--ACCC—----Cila
13837009 -
droSec2|lscaffold 1:9516158-9516332 CTT-GCCCTAACCCHNNCGCTCGTTTAAT--TGTT-AATGCCCRGAA- -~~~ BGCACG--A TTTGLGAGCTAGTGTT - e\ lcaTirEc-algcTccATedeaTccATANdAACC T T/ET -G TGTAT/ETCG- -GGG TCTIAAGC T- - - TTGGCA-TAACTAACCGAATGT -—~ACCC—---CGA
+
ldrosim2|2r:12690778-12690952 + | lcTT-cccecTarcecIINACGCTCGTTTAAT--TGTT-AATGCCCRGAA----- WGCACG--A TTTGLGAGCTAGTGTT - I ficaThiAldc-AldcTccaTedeaTceaTAAldeACE T TfET -\ G TG TAT[ET CG--GGGTTCTCAAGCT- - - TTGGCA-TAACTAACCGAATGT --ACCC----CGA |
lam3 lchr2r:12020731-12020905 + || lcrT-cccecTanc NI NGCTCGTTTAAT--TGTT-AATGCCCRGAA----- BGCACG--A TTTGLGAGCTAGTGTT - e ficaTiianc-aldciiccaTclaTceaTAAlEAACGTT/ET -fiG TG TAT[ET CG--GGGTTCTRAAGC T- - - TTGGCA-TAACTAACCGAATGT --ACCC----CGA |
droEugl|lscf7180000409672:927790- cTT-GecccTarpccHe-R-RecTceTTTAAT--TGTT-fAaTGCCcccErg¥N G cACG- - ARAINCH TS TCTT -- o~ GG AkiA A clEA RN T CcchiNNacATicA TAlChAEClThIN-BclEc TA Tl T colfeic GCleT CTAAGCT - - - TTGGCA-TAACTAACCGAATGT--ACCC—-—-CGA
927953 +
droBialllscf7180000301506:2969721- cti}-cecectanccce-B-BecTceTTTAAT--ToTT-ARcccci¥ Al AW \TGTGEAAG A TEEICATGCATAACIEEC T TTHG CEcEr Y- - GoGTleciAAGC T- - - TTGGCA-TAACTAACCGAATGT -~ACCC----CGA
29069869 +
droTakl|scf7180000415795:535773— crT-GeccTaaccceg--i\ccreerTTAAT--TeTTHAAT CCcllean TCGGGAAG e TiiA GATGCETAACHISNC T TS NG T GA LYY - GoeTTC\A AGC TH{8- TTGGCA-TAACTAACCGAATGT--ACCC—---CGA
535921 -
droElell|lscf7180000491107:1034478- CTT-GCCCTAACCCH8C-CGCTCGTTTAAT--TGTT-fATRCCcclcanfd----t\ccace--2 TCAGLAGTCTA G-AEyechEI¥\acaTGCTAALNSACCTEr - TN TG - - GGG T TIAAGC T- - - TTGGCA-TAACTAACCGAATGT--ACCC—-—-CGA
1034633 +
droRhol|lscf7180000779911:72894- cTT-cecccTaacccHe-R-tcTceTTTAAT--ToTT -l cccllcarl- - - -GGCACG--2 TIAGEGATCCAAGGTCEE - -SAACCTATATACTTE - — - — - —- nGlermENcciglacaTcoiraaltidic T T/e - t\c TN T CR- - GGeTTC TR AGC T-- - TTGGCA-[RACTAACCGAATGT--ACCC-~---CGA
73071 -
droFicl|lscf7180000453948:1268677~ crlg-ceecraacclddd-i-ecrcjrTraAT--TeTT-fATGRCCRGAl- - - - - cacl)- - EREGNENNY T \TCAGEGATCTTTG - ATTATATTACTTACSA------ AAG- A CINTISGATGCATAANEANGT T(els- NG T lefeXe T ChfelediiG T TE THiA AGC TR - TTGGCA-AACTAACCGAATGT--ACCH----CGA
1268854 +
droKikl|lscf7180000302476:2722568~ TiRC/EILINNGIeIE c CE AN A Eleelii A IV T TiHeLEEINC A ASlelelele T c CEEEE T/EISING &Rl G AN CllA TINiGG TG/ATCTTEGATCGTATTATCTTAARA [ G Gle T G — (o C e T c1s G le e YTl G - - GRRY T8lC TE\A AGC TRERNT TGGCANTIEACTAACCGAATG TIGACCC/dSRNCGA
2722734 +
droAna3|lscaffold 13266:15389946= T — e o et~ ~ e~ B~~~ ~ ~ B~ ~ e - e Bttt ~ ieteteetete - miate - ~ Bl eteletetelettete  ~ ~ aatatatel -2\ AC T AAC CGAANGT - - kel -~ - -[@GA
15389970 -
droBipl|lscf7180000396547:1659547~
1659572 +
dp5 |3:18641351-18641371 + |
droPer?2|scaffold 34:588346-588366
+
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:16962445-16962604
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:16962445-16962604
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_70.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:13836848-13837009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:9516158-9516332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:12690778-12690952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:12020731-12020905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:927790-927953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:2969721-2969869
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415795:535773-535921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491107:1034478-1034633
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779911:72894-73071
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:1268677-1268854
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302476:2722568-2722734
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:15389946-15389970
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396547:1659547-1659572
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:18641351-18641371
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_34:588346-588366
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[View on UCSC Genome Browser {Cornell Mirror}]
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Genomic Position 19 0 21 22 03 & . | | |
Size Condition 25,065,950 25,066,000 25,066,050 25,066,100
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dyak\GE23609-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M043
V058 M0O56 V052 M026 V120 vo046
GTATGCGTGTGTATCTGTGTCCTGTGCCCTGTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCGTTTGTTGTGCAAATTCAATTGACAACGCTTAGCTGTGCTTGAGGTAGCCAAACTGTTTCAACATGCGAAAAGGGTTCATCTGGCCATCATCCTGT female
Read # Hit |Total head embryo head head male body |embryo
khkkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkhhhrk . (((((((('_ . ((((_ (((((((' (((( ____________ ))))))))))) .)))) .. ')))))))) _____________ khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x*x gjze Mismatch Count Norm Total body
.................................................. TCGAAATTGGCCAAGCGTTTGT « « + ¢ v v e ve et e et e et e e e e et e et e e e e e e e e e e e e e e et et e ettt ettt ettt et ee e 22 0 1 22.00 22 12 1 3 3 2 1 0
.................................................. TCGAAATTGGCCARGCGTTTGT T« « ¢ e e e e e e e e et e e et e e e e et e e e e et e e e e e ea e e taea e e e eeeeeneeeeaeneeaenenneaeneenenanae23 0 1 17.00 17 5 6 2 3 1 0 0
.................................................. TCGAAATTGGCCAAGCGTTT G . « « v e v e e te et e e ee et e e e e e e e e e et e e et e e e e e et e e e ettt et ettt e eeeeeneeneen. 200 1 14.00 14 9 0 3 0 1 1 0
......................................................................................... CAACGCTTAGCTGTGCTTGAGG « - + e e e e e e eeeme e taeeeeaeneeacaeneeaeneeneaenneaaas22 0 1 2.00 2 0 1 0 0 0 0 1
......................................................................................... CAACGCTTAGCTGTGCTTGAG ¢« « e v e e e e e eee e eeeee e eee e eeneeneeneeneenaen. 20 0 1 1.00 1 0 1 0 0 0 0 0
.................................................. i ole). V-V Jelelo]o). V- Nelol el i e i - RN PP N 1 1.00 1 0 1 0 0 0 0 0
.................................................. TCGARATTGGCCARGCGTTT ¢ « ¢ v e e v e e te e te e te e e et e e e e e e e e e e e e e e e et e et e et e et e e et e ettt et e, 20 0 1 1.00 1 0 0 0 0 1 0 0
......................................................................................... CAACGCTTAGCTGTGCTTG e « « e e e e et et e eae e eaeeae e eae e eeneenaenaenaenaea. 19 0 1 1.00 1 0 0 1 0 0 0 0
............... TGTGTCCTGTGCCCTGTGTCCT « « ¢ e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eaeaaeeae e eneeneeneeneeaeeneeneeaeeneeneenseneeneeasenaennenaes22 0 1 1.00 1 0 1 0 0 0 0 0
.................................................. TCGAAAT TGGCCAAGCG T T TG Tl . « . o et ittt ettt et e e et e e e et e e et ettt et et e 241 1 1.00 1 1 0 0 0 0 0 0
.................................................. TCGAAATTGGCCAAGCGTTTG . « ¢ v v et ettt et e e e et e e e e e e e e e e e e e e e e et e et e e e et ettt ettt e e 22 1 1 1.00 1 0 0 0 1 0 0 0
Anti-sense strand reads
V120
CATACGCACACATAGACACAGGACACGGGACACAGGAAACGGATTTATGAAGCTTTAACCGGTTCGCAAACAACACGTTTAAGTTAACTGTTGCGAATCGACACGAACTCCATCGGTTTGACAAAGTTGTACGCTTTTCCCAAGTAGACCGGTAGTAGGACA
Read # Hit Total male
khkkhkkkhkhkhkhkkhkhkhkhkhkhkhkhkhkhhkhkhkhkhhkhkkhhkhkkkhhxx ((((((((. .. ((((. (((((((' (((( ............ ))))))))))) .)))) . _.)))))))) ............. khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk** | gjze Mismatch Count Norm Total body
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|3R:25065958-25066119 + ldva 69  [lTATGCGTGTG-----------——- TATCTGTGTCC---TGTG--CCCT----————- GTGTCCTTTGCCTAAATACTECGAAATTCECCAAGCCTTTCTTGTGCA---AATTC-AATTGACRACCCIIACCTCTGCTTGAGETAGCC--AAACTGTTTCAACATGCG-~AA--AAGGGTTC——ATCT-—————————-——~— GGCC----- ATC-———————-- ATCCTGT--- |
droEre2|scaffold 4820:6629172-6629329|der 1511 |GT@TGCGTGTG-------—-—---- TATCTGTGTCC---TGTG--CCCT-—--—-—=— GTGTCCTTTGCCTAAATACTTCGAAATTGGCCAAGCCETTGTEGTGCA-—-[8ATTI-AATTGACAACCCTTACCTCTCCMTGACETAGCC--AAACTGTTTCAACATGCG--AR-~AAGGGT TC- - ——-———-——-—- Becl----- Erc-------—-—- ATCCTGT---
+
ldrosec2|lscaffold 13:201172-201315 - |dse 150 || mTG-——----------- TATCTGTGTCC—--TGTG--CCCT-—-—————~ GTGTCCTTTGCCTAAATACTICGAAATTGGCCAAGCGTTTGTTGTGCA---BATTI-AATTGACAACCGCTTAGCTGTCCTTCAGGTAGCC—-AAACTGT TTCRACATGCG--AA--AAGGGTTC- -~~~ ——————————~— cleNN-—-—- ATC-—-—-—-—-- AT — - |
ldrosim2|[3r:20925622-20925774 - ldsi 32434 |[GTATGCRTGTG----------———- TATCTGTGTCC---TGTG--CCCT-—-———-—- GTGTCCTTTGCCTAAATACTTICGAAATTGGCCAAGCGTITTGTTGTGCA-—-[ST TI-AATTGACARCECCTTACCTETCCTTGACETAGCC--AAACTGT TTCIACATGCG--AR--AAGGGTTC - — |~ ———————————- TCAA SRR ATC-—-—-—-—-- AT —— |
|dm3 lchr3R:21413227-21413370 - ldme 166 ||EAET G~ — - ——————————- TATCTGTGTCC---TGTG--CCCT---—---—~ GTGTCCTTTGCCTAAATACTICGAAATTGGCCAAGCGTTTGTTGTGCA---BATTR-AATTGACAACGETTAGCTCTGCTTGAGETAGCC—-AAACTGTTTCIACATGCG-~AA-~AAGGGTTC - — |-~~~ — =~ ==~~~ —— N - - --ATC----—---—- AT — - |
droEugl|lscf7180000409798:1138188- GTAT/CRRTG-———-——-——-———-—- TACTGTGTCC---TGTG--fCCT-—-—-—-—- GTGTRCTTTGCCTAAATACTICGAAATTGCIAAGCCTTTCT TGTGCY---BATEY- AATTGACARCECTTAGCTCTCCTIGAGETAGCC—-AAANTG T T TCARNCA T/ — i e — — e~~~ ——————————~— - -—- INVTATCTGCATCT----GCAREE
1138333 +
droBialllscf7180000302136:2259464- GTAT/R e~ —————————-—- I TG T C C-—-TiX8IG - - C T b T G TE\C TT TGCCTAAATACTTCGAAATTENNCCAAGCGTTTGT TG TGClY- - -[fA TN - AATTGACAACCCTTACCTITCCTTCACGE TAGCC- - AAAIEGT TTCACATGCG--AA--[EAGGGT/EC - -t -~~~ —————————- - — - - — — e e Tl -
2259611 -
droTakl|lscf7180000415257:293340— GTATGCGTGTG--—-———-—————- TATCT( g~~~ TGTG--fCC T/ —-—-—- G TICTTTGCCTAAATACTICGAAATTGGCCAAGCGTTTGT TGTGC- - -BATEY- AAT TCACAACECTTACCTTCCTTCACGETAGCC—-AAANTGTTTCAACATICG--AA—-EAGC T - - ———————- GTGCRT/IAREEE. MR- --------- AT — -
293491 -
droElel|scf7180000491280:3121552- crlgrelGTGTG--—- - - ————-—- TATCTGTGTECIIETGTC—-fpmeT - ———————— GTGTECTTTGCCTAAATACTTICCGAAATTGGCCAAGCGTTTCT TGTCHS- ——[SATN-AATTGACANCECTTACCTETECTTCACETAGCC—-AAANTGIATTCACATGCE - -AA-- AlSGCC T - - ————-——-—-—- - — - —- - —----—-- i - -
3121695 -
droRhol|scf7180000779501:512625~- GTEGHGTGTG--—--—-—-—--—- TATCTGTC - - -ECCT-—----—-- GgGTECTTTGCCTARAATACTECGAAAT TGGCHAAGCGTTTGT TG TGS — -[SA TN AATTGACARNEGCTTACCTETCCTTCACETAGCC- - AARANTGTTTCHACATHCE- - An - - PRGGC - - ——-———-——-—- - - - - - -—-----—-- T — - —
512757 +
droFicl|lscf7180000454055:1329856- GTETGCGTGT--—-——-—-———-—- TETETC T - —WGTG--CCl-—-—-—--- BTGTECTTTGCCTAAATACTICGAAATTGGCCAAGCGTTTGTTGTGCE- —-[BATRN-AATTGACAACCCTTACCHETECTTCACETAGCC - - AAANTCRT TCHACENGCIY- - A2 - - PRGGCETE - - - ——————-—-—-—- CAACGAGGEUITEEEEEEEE --—--EcEE.
1330003 -
droKikl|lscf7180000302639:1624824- GTETGCO - — - —————-—-—- e C C -~ -TGTGCeemC C Ty - ------ GTGT/EmTTTGCATAAATACTICGAAATTGGCCAAGCCTTTGCT TGTGCH- - -WATEEY- AATTGACARACECTTACCTETCCTICGACGETAGCC—-AAANTGTTTCAACAGACCer A XA GGG TEC - - - ————————————- - —-—- — - - - - -Gl
1624966 +
droAna3|lscaffold 13340:3669031- GTRTCHGTGTG--———————————- IIG-—-—--ATCEEE- — - - — — B B\ CIERTTcCCTAAATACTICCGAAAT TGGCHAAGCGTTTGTTGT G- — -AN- AA T TG ACAARNGC T NAGCTCTCCTTCACETAGCC - - ANGNTENNAT Clin C 1 L — - i~ — (S GO — i~ ————————-—-—- Ec----- - e~ ——— doT---
3669156 -
droBipl|scf7180000396712:683557- GTTelGTGTG--—--—-——————- T — — — i — — - ———————— G cReTGCCTAAATACTICGAAATTGGCIAAGCCTTTCT TG TG - - - A TE - AT TG ACARINECHMECTETCCTTCACE TAGCC - - AR T LN T Clia C ARG — - AL - —[ A GG -~~~ ————-—-——~- B\C----- CTh--—-----—-- Bl eG T — - —
683680 +
B l2:21156532-21156728 - laps_3835 |[cTATERcERT cHENINIS N e ATCTGTRTCC-- - TGTR- -HchT--------- cclEiicgiCE - TINYNUNSN TS VNN TTele T T Vol pducl igehiets TR TG A BN CIENE VAo Ei T E S CEiE e \e cluNelooic TINATie A Ilile CIXI YA A SleR N RN - - - - - - - TcE\CSilGAAGAGGATGAGTGACABACATGICTGTGTGTGTGT--- - - iG] |
|droper2|lscaffold 3:3931031-3931215 - |ldpe 2496 [crfErEXdEcTR---------- ieeraTcTeTRrCC-—-TGTR--[cRT----——--- ecTEc T TR TAAATACTICGAAAT TGGRIAAGCCTTTCTTGTGCH- - -WATTR- AaSiT c ACANNGCRTHCCHETECTTGACE TAGCC - [SiA AT GRTTCEACAINACG - - A5 - 2 T Te A BlC T/ N NI NI N N R eT T A C [XST X e Sh el {eE Te R e T IeT it GTE-- |
droWil2|scf2 1100000004943:14640098- GTHTGHGTGTG--—--——-————-—- GHIGIEI - - - - B - — - B — - B e ACIT AAATAC TECGAAATTCLYSNAAGCGT TTGT TG T GLpNSSLU RN T[N - Al T T G A CINANCC T TAINE N CCTTCACE T 2 G CCleiiA AT GlET T C e — i — i — — i —— ——~————-—-— - - -—- - -—-----—-- i — - ~
14640209 +
drovir3|lscaffold 12855:6808868- dvi 24643 |[@rfErcceTcle-----—--—-—-—-- TETET i~ — - — - ———————- GTGTECErTRRicTAAATACTIIGAAATTCORNAAGCCTTTGT TGTGCH- - -WATEEY- AAT TCALIEACECTTAINC TETCCTHEACE TAGCC— - WA AN TG TCAA CA G CH- - e~ — - - - - - ————----- - —— - - - —-—-—-—-- i — —
6808987 -
droMoj3|lscaffold 6540:25792877- dmo 3123 [BrErcilerere-—-—--—--—-—-—-- TETETCT Tl — — - — T - —————- GTGTCHETIECTAAATACTICCAAATTGCIAAGCGTTTGT TGTGCH- - - A TN A AT TGACAACGCTTAINC TG TCCTTCACC TAGCC— - WA AT G T TTCAACANGCH- - — e — — i~ —— ——————————— - - - - —-—-—-—-- - —
25793004 +
droGri2|scaffold 14906:2963137- dgr 468 |@rETGHGTGTG------—----—-- AGIGINEINEINe CEEE - — - - - - — - BT BT cHeddec TAAATACTICI{EAAT TGCIRNAAGCGT TTGT TGTGCH- - - WA TN- AA T TGACARCECTTALNC T NECCTTCACE TAGCC - - A AN TG TTTCAACA G- - e~ a— ———————-————~— - —- - -—-----—-- e — -~
2963259 -

Generated: 09/08/2015 at 0741 PM

PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

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

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

OFROOORrRORRPRFPFPOOOR


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:25065958-25066119
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:25065958-25066119
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_69.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:6629172-6629329
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1511.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:201172-201315
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_150.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:20925622-20925774
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32434.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:21413227-21413370
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_166.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409798:1138188-1138333
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:2259464-2259611
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415257:293340-293491
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:3121552-3121695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779501:512625-512757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1329856-1330003
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302639:1624824-1624966
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:3669031-3669156
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396712:683557-683680
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21156532-21156728
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3835.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:3931031-3931215
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2496.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:14640098-14640209
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:6808868-6808987
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24643.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:25792877-25793004
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3123.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2963137-2963259
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_468.html
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Genomic Position 19 20 2 22 23 24 | | |
Size Condition 4,178,700 4,178 750 4,178,800
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
M043
M056 V120 V046 M026 SRR1275488 V058
TGATGTTTCACATCCAAACACAGACGGAAATGATTTGACCATTCATGTACTTGGAAGTATTCCTAATAGATTGTTTTTTATACACCAGTCTTTAGGACTGCTTCCAAGAATAAGATTGCATAACTGCATAATCCTGCAAAAAAAATTCAAATATATATT female
Read # Hit Total embryo male body embryo head Male head
AR R R e e N N N N A N N N N 1)) I IN) )Y e hkkkkkhkhkkkkkhkkkkkkkkkkkkkkkkkk*k*x*x* |gsize Mismatch Count Norm |Total body larvae
.................................................. TTGGAAGTATTCCTARATAGAT TG e+ v v e e e e et e e e e e e e et e e e e e e et e e e e e ettt e ettt ettt e e e eitee e e e iieeeeanenaa 23 0 1 17.00 17 2 11 1 2 0 0 1
....................................................................................... GTCTTTAGGACTGCTTCCAAGA . « v e et e e e et e e eeeeeeneeeaeeseneeeaneeaaneennneanaaa22 0 1 10.00 10 7 0 2 0 0 1 0
....................................................................................... GTCT TTAGGACTGCTTCCAAG e ettt e e e e e ettt eeeeaaeeeeeeeateeeaaanaeeeenna 2l 0 1 6.00 6 1 0 1 2 2 0 0
......................................................................................... CTTTAGGACTGC T TCCAAGAAT « « v e et e e et e eeeeseeeseneeeanseeansenneennneaaaa22 0 1 6.00 6 2 1 2 0 1 0 0
.................................................. TTGGAAG T AT TCC T AR T AGAT TG T+ v v v e e ettt e e e e e e et e e e e e e et e e e e e e et e e e ettt ettt e itee e e iiiaeeeanann 24 0 1 3.00 3 0 2 0 1 0 0 0
......................................................................................... CTTTAGGACTGCTTCCAAGAR . & v v e et e e et e e eeeeeeeeeeneeeanseaansenneenaneaaaa 2l 0 1 3.00 3 2 1 0 0 0 0 0
.................................................. TTGGAAGTATTCCTAATAGAT TG . . . ot ittt ittt e e e e et et et et et ettt ettt 24 1 1 1.00 1 0 0 0 1 0 0 0
................................................ ACTTGGAAGTATTCCTARATAG . « e« v e e et e e e et e e e et e e e et e e et e e et e e et e e et e et ettt ettt et eeieeaiaeanneaaa 210 1 1.00 1 0 1 0 0 0 0 0
................................................ ACTTGGAAGTATTCCTAATAGA. . - o oot i i i i it e e ettt ettt ettt ittt e e e e e enenenenea. 23 1 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................... TTTAGGACTGCTTCCARGA .+ v e e et e e et e eeteeeeeeeaaeesaneeaaneeaaneannnaa 19 0 1 1.00 1 1 0 0 0 0 0 0
................................................ ACT TGGAAGTAT TCCTARTAGA . + « v e e et e e e e e e e e e e e e e e ae e e e e aeeee e e e e eeaneeeeeeeeneseeeeaaaeeeeeeenaeeeeneennennennaa22 0 1 1.00 1 1 0 0 0 0 0 0
......................................................................................... CTTTAGGACTGCTTCCAAG e + v v e e et e e eee e eeeeseneeeaneeeanseeaneeaneennneaaaa 19 0 1 1.00 1 0 0 1 0 0 0 0
....................................................................................... GTCTTTAGGACTGCT TCCAAGAAR . . L i e e i i e 241 1 1.00 1 0 0 0 1 0 0 0
.................................................. TTGGAAGTATTCCTARTAGAT T+« v et v e e e e e e e e e e e e e aea e e aa e e e e e e eeneeeaeeeeaeeeeneeeeneeeaneeeeeeeaneeeaneenaneaaaa22 0 1 1.00 1 0 0 1 0 0 0 0
......................................................................................... CTTTAGGACTGCTTCCAAGAAR. . . o i e i it 221 1 1.00 1 0 0 0 1 0 0 0
......................................................................................... CTTTAGGACTGCTTCCAAGA . &t v v e et e e eee e eeesseneeeaneeeaneeaanseaneananeaaaa 20 0 1 1.00 1 0 0 1 0 0 0 0
....................................................................................... GTCTTTAGGACTGCTTCCAAGAR . & v v e e e e e ee e s seeanneeeseanneeeeenenneeeennnaaa23 0 1 1.00 1 0 1 0 0 0 0 0
................................................ ACTTGGAAGTA T TCC T AATAGAT « & v e e et e e e et e e e et e e e e e e e e aa e ee e e e e e eaneeeeneeeenseeaeeeeaeeeeneeeeneeeaeeeeneenanaaaaa23 0 1 1.00 1 1 0 0 0 0 0 0
....................................................................................... GTCTTTAGGACTGCT TCCAAGAM . « . o ittt ittt e i et et e e e 231 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
M043
ACTACAAAGTGTAGGTTTGTGTCTGCCTTTACTAAACTGGTAAGTACATGAACCTTCATAAGGATTATCTAACAAAAAATATGTGGTCAGAAATCCTGACGAAGGTTCTTATTCTAACGTATTGACGTATTAGGACGTTTTTTTTAAGTTTATATATAA female
Read # Hit |Total body
AR R R e e e N N N N A N N N N 1)) NI )) e hkhkkkhkkhkkkkkhkkkkkkkkkkkkkkkkkk*kk*x*k*x |gize Mismatch Count Norm |Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
larovak3||x:4178664-4178822 + laya_77 |rearerTTCAC------- ATCm == === e e e e e e e e CAAACACAGACGGAAATGAT ——-—-—-—-—-——~ TTGACCATTCATGTACTTGGAAGTATTCCTAATAGATTGT TTT- TTATACACCAGTCTITAG-GACTGCTTCCAAGAATAAGATTGCATA-ACTGCATAAT CCTGCARAAAAAA ———————————————————————————— TTCAA--ATATATATT-—-—-———-
droEre2|lscaffold 4690:1630157~ S AN TG TINGGAACGAAISIA AAACGATCGAACGAAATAAAAATATCARAGT TAAAAAREEITATAT
1630359 -
droSec2|scaffold 4:2465130- dse 38 |[@IaTRATTRCAI---—--—-- ATH
2465257 +
ldrosim2|x:3953201-3953338 - | [cacaaccaT/NTRREEE. -
|dm3 lchrx:4259496-4259672 - || [BTiSic 2 AN C R T ALEA A TCCATCAATCTAAGAT]
droBialllscf7180000301703:499839- T~~~ — -~ — — e
499925 +
droTakl|scf7180000415394:1165310~ THARNSTT T - —-—-- T e
1165394 +
droElel|scf7180000491011:2115386- A-—-—-—-—- B = — e T
2115502 +
droRhol|scf7180000779334:419146- A C T T T C A A T A A A - — B e e
419317 +
droFicl|scf7180000453901:213063~ TTC TR - —-—-- = — et et e
213231 +
L
droBipl|lscf7180000394803:12478- || [IVNTNOREEEE - ——— — — e e
12487 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:4178664-4178822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:4178664-4178822
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_77.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:1630157-1630359
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_170.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_4:2465130-2465257
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_38.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:3953201-3953338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:4259496-4259672
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301703:499839-499925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415394:1165310-1165394
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491011:2115386-2115502
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779334:419146-419317
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453901:213063-213231
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394803:12478-12487

1D: Coordinate:

dya 122 |2R:12724321-12724391 +| confident | Testes-restricted | intergenic

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

PSRl il Eigmis match in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 19 20 21 22 23 24 | | |
Size Condition 12,724,300 12,724,350 12,724,400
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
M043
V120 M056 V046 M026 SRR1275484 V058
TTTGATTCTCCGCGTGAACGCCATTTTAAATATTCTCTCTTCGGAAAGT TGTAGAGTAGAGCAGCAGCTGAACTTTGAATGTGTTGAGGATTTGAAGTTCATCTACTCTCTTCCCTATTACCCCTATTGCCATCCTGCTCTAAACTTCTGCATTCCACTTTGTCCCGTTTT female
Read # Hit |Total male embryo body |embryo head Male head
khkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhhhhhhhhhhhhhhkkkx ((_ ((((_ .. ((((_ ((' ((. (((((((((((( ......... )))))))))))) .)) ')))))) .. ')))) ')) _______ khkkkkkkkkkkkkkkkkkkkkkkkhkkhkkkkkhkkhkkhkkhkkk*** gjze Mismatch Count Norm Total body prepupae
............................................................................................ TGAAGTTCATCTACTCTCTTC . e e v et ettt te e et et et e e e et e e ea i eeaenenaenenaeaen. 2l 0 1 11.00 11 1 5 3 2 0 0 0
...................................................... AGTAGAGCAGCAGCTGAACTTT G« « &« e e e e e et e e et e et e e e e e e e e a e e ea e e ea e e e e e e aeeneeaeneaeeaeneeaeneeaenenneaenneaenaeaa23 0 1 8.00 8 5 0 1 1 0 1 0
...................................................... AGTAGAGCAGCAGCTGAACTTT ¢ « ¢ v e e vt e et ettt et et e e et e e et e e et e e e e et e et e e e e e e e et e e e e e e et 220 1 4.00 4 4 0 0 0 0 0 0
........................................................................................... TTGAAGTTCATCTACTCTCTTC . ¢ o e v e v et e e ee et e ee e e e eeeenenaeaenaaaenenaenenneaes 22 0 1 3.00 3 1 2 0 0 0 0 0
......................................................... AGAGCAGCAGCTGAACTTTGAAT « ¢ e v vt ettt et e et et e e e et et et e ettt e e e e et e e e et ettt e ettt e ettt ettt 230 1 3.00 3 3 0 0 0 0 0 0
............................................................................................ TGAAGTTCATCTACTCTCTTC . ¢ ottt i i e e et it et e e 22 1 1 2.00 2 0 0 2 0 0 0 0
............................................................................................... AGTTCATCTACTCTCTTCCCT ¢ v v v e e et et e e ee et e e et e e eeeeaeeeaenenaenenaeaes 2l 0 1 2.00 2 0 2 0 0 0 0 0
............................................................................................ TGAAGT TCATCTACTCTCTT + ¢ e e et et e e et e et eeea e e e e eeneeaeaenaeaeneeaenenaeaan 20 0 1 2.00 2 1 1 0 0 0 0 0
...................................................... AGTAGAGCAGCAGCTGARCT .+« e et te e e ettt e e et e e et et et et e e et et e e et e et e et ettt e et e e et 2000 1 2.00 2 1 0 0 0 1 0 0
...................................................... AGTAGAGCAGCAGCTGAAC T T . - - o ¢ ittt ettt et et e e e e et e e e et e e et e e e e e e e e 231 1 1.00 1 1 0 0 0 0 0 0
............................................................................................ TGAAGTTCATCTACTCTCT . + v ettt et et et ettt e e et e e et e e e e ee e eeeneeeneneeae. 19 0 1 1.00 1 1 0 0 0 0 0 0
............................................................................................ TGAAGTTCATCTACTCTCTTCC . ¢« e v et e e et e e e ea e e e eee e eneeenenaeaeneaaeneeaenens 22 0 1 1.00 1 0 1 0 0 0 0 0
....................................................... GTAGAGCAGCAGCTGAACTT « &« v v e e et et et ettt et et e e et e et e et e e e e e e e e e e et e e e ettt e e et 200 1 1.00 1 1 0 0 0 0 0 0
........................................................ TAGAGCAGCAGCTGAACTTTGA + « v e o et et et e te e et et e ettt e e et et e ettt e e et et e e e e e ettt ettt e ettt ettt e 22 0 1 1.00 1 0 0 0 0 0 0 1
............................................................................................ TGAAGTTCATCTACTCTCTTCCC « & e v et e e et e e e eeeae e e ee e e eneeaenenaeaeneeaeneenenena23 0 1 1.00 1 0 1 0 0 0 0 0
...................................................... AGTAGAGCAGCAGCTGAACTTTGA « « « « e e e et et ettt et et et et et e e et e e e e et e et e e et e e e et e e e ettt et ettt ettt et 240 1 1.00 1 1 0 0 0 0 0 0
............................................................................................ TGAAGTTCATCTACTCTCT . - ¢ oottt i i i i et e et ei e e 20 1 1 1.00 1 0 1 0 0 0 0 0
......................................................... AGAGCAGCAGCTGAACTTTG . + « « e e et et et et et et et e e e et e e et e e e e et e e e e et e e et et e et e e ettt 2000 1 1.00 1 0 0 1 0 0 0 0
............................................................................................ TGAAGTTCATCTACTCTCTTCCH. . o ittt it e it e ettt et e e 23 1 1 1.00 1 1 0 0 0 0 0 0
......................................................... AGAGCAGCAGCTGAACTTTGAR . « ¢ e et vt ettt et et et e e e et et et e ettt et e e et e et e e ettt e e et te ettt ettt et 220 1 1.00 1 0 0 1 0 0 0 0
......................................................... AGAGCAGCAGCTGAAC T T TGAA R . « o ¢ ottt ettt ettt ettt e e e e ettt e e e ettt 231 1 1.00 1 1 0 0 0 0 0 0
........................................................................................... TTGAAGTTCATCTACTCTCTTCC . e v e v e et e te et e e e e eeneeeenenaeaenaeaeneenenenneaes 23 0 1 1.00 1 0 1 0 0 0 0 0
.............................................................................................. AAGTTCATCTACTCTCTTCCC . « v vt ettt et e et e e et e et te et et en e 22 1 1 1.00 1 0 0 0 0 1 0 0
Anti-sense strand reads
M043
V120 V046 MO056 V052
AAACTAAGAGGCGCACTTGCGGTAAAATTTATAAGAGAGAAGCCTTTCAACATCTCATCTCGTCGTCGACTTGAAACTTACACAACTCCTAAACTTCAAGTAGATGAGAGAAGGGATAATGGGGATAACGGTAGGACGAGATTTGAAGACGTAAGGTGAAACAGGGCAAAA female
Read # Hit |Total male embryo embryo body |head
khkkhkkhkhkhkhkhkhkhhhkhkhhhkhkkhhkhkhhhkhkkhhkhkkhhhkkhhkkhrk I T N R R T N T IIINININIM)I D)D) e )Y e Kkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k*k*k*¥*** size Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|2r:12724271-12724441 + ldya 122 ||TTTGATT-CTCCGCGTGAACGCCATTTTAAATATTCTCTC--TT——-C-=—————————- GGAAAG--TTGT--—--—-——-- AGAGTAGAGCAGCACCTCAACTTTGAATGTGTTGAGGATTEGAAGTTCATCTACTCTCT-TCCCTATTACCCCTATTGCCATCCTGCTCTAAACTTCTGCATTCCACTTTGT -~ —————————— CCCGTTTT-———————————————————————
droEre2|scaffold 4845:10618479- TTGA T R CMCGCGTCEACGCCATTTT@AATATTCTCTC-~-TT-—-[g-—-—-—-—-—-- BGAARG--TTGT--—-—-—-—- A NACEAlPACCACCACC T AT T TClEA TG TG T TGAGAT TIGAAGTTCATCTACTCTCT —[8CCCTAT TAIMCCTATTGCCATCCEGCTCTAAACT TCTGCATTCCACTTTGT - ——————————— CCCGTTTT—-——=——=——=———————————————
10618645 -
droSec2|lscaffold 1:14026086- TTGATTHCECcGCC T8 CGCCAT TT T AATATTCTCTC -~ Tf@-—-C-—-——-——————— BGAAAG--TTGT--—-—-—-—- A NAGTAINACC A R A A C T T CleA TG THT TCAG e T T A A G T T C A D e T 2 €T clicATCCccTCcTAAACETCTGCATTCCARIAT TG T- - - — - - — - —— - CCCGTTTT-———————————————————————
14026229 -
ldrosim2|2r:17041350-17041493 - I | T&Echr Thic®EcccoTidsiccccaTTrrfgaaTATTCTCTC--T]- - -C- -~ - - - - FGAAAG--TTGT--—-—-—-—- AGAGTAINACC AN CRREE A A C T TGl A TG THT TCAG e T T A A G T T C A D a2 €T GlicATCCEccTCcTAAACETCTGCATTCCARIAT TGT- - - — - — - ———— - CCCGTTTT-———————=————————————————
|dm3 lchr2oRr:16471880-16472023 - | |TTEGAT THCEcGCGTHE8CGCCATTTT@AATATTCTCTC- - Tf---C-——————————- BGAAAG--TTGT-—---—---- AGACTAGCAGCAIN N A A G T T TGl A TG TR T TG A G T TG A A G T T C A e et 2.8 T GRiC ATCCl§GcTCcTAAACETCTGCATTCCARTETGT - - — - - - — - - ——- CCCGTTTT————=—==—=—==—=—=——————————
droEugl|lscf7180000409474:1489686- TTTGYTT - CleicciATRAACcGCCATTTTEAARATTCTCT C/RAT - g Ne - — - — - —- - A AFNSNEERCliiccAacACTTTCRANEI T AR T/EeNeld - - - - - - - - — - - - - - - —————— —— _ _HIGCACTGET TI¥NEC - - [l G~ eINllel /TN NNeLi T ilele) N lele G TN eI G A CA T T TG T T T T8 T Al i
1489845 +
droBial|scf7180000302291:2815850- - e GCRTiaaccecaTTTAAA A TdCTCTC- - TT{elfdC - - - - - - — - - — - - caAGAGAGINECEEEEEEEE AN A ACCACC T CAACT T T Clep T i rlefdelci\ T TrENAAINT Tl NC Tl Tisc Th¥C ccla T TARRCCTATTGCCAT ClfdGC TC/dehEclTc TG CAMTCCl T T TG T - - - - — - - - - — - - CCCGTTTT-—=—==———=——————————————
2816014 +
droTakl|scf7180000415401:100290- e e C GREATEAA A CGCCATTTTAAATATTCTC TH- — Tl - ISR N T Tt NI B fi G - - TR G T - - - — - —- - —- HCACTACECHCC AN I NEACT T el A TG T TEA GRAA T T GAANT Ty Tfec TiNeIc ThI¥C CTAT TACCTATTGCCATCCl8GC TCTABACTTCTGCAT THC/GNAT TClR- - — - —-—--—-- ceclrTT- -
100462 -
GToElel|Sc£7180000491201:736570- AT B - Ee—— = A OIS OEEER R 1 1TGCCATCRTGCICTEAACTTC TG TCCROTTIOT———————————- COCTTTRE——~ - -
736643 -
GToRNoL [Sc£7180000760104:62663- T e e e A I BB BB A TTOCCATCREGC TR CT TCTCA T TR T IO ——————————- ST A S
82736 -
droFicl|scf7180000454039:1776577- ANy B R R ettt A\ G T C ALNC'T EIC T T[T TEIChi 812 S/l C C TAT T GC ClE T C L T A T GCAT TCCRRT T TG T -~~~ = - === - =~ gel®rrrg------------ -
1776656 -
droKikl|lsc£7180000302471:942139-
942211 —
droAna3|scaffold 13266:4132431-
4132433 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12724271-12724441
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12724271-12724441
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_122.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10618479-10618645
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14026086-14026229
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17041350-17041493
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16471880-16472023
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1489686-1489845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302291:2815850-2816014
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:100290-100462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:736570-736643
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780104:82663-82736
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454039:1776577-1776656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:942139-942211
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:4132431-4132433

ID:

dya 101

Coordinate:

3R:23018706-23018766 -

Confidence:

confident

Class:

Canonical miRNA

Genomic Locale:

antisense_to_intron

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star [y o R R d 0 mismatch in read

Predicted

structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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23018800 23018750 23018700 23018650 o I I I
Genomic Position 20 21 55 I I | |
Size Condition 23018800 23018750 23018700 23018650
Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dyak\GE10550-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M056 M026 V058 V052 V120
AAGGAGTTAACAAACATTGGGCCCTTCGCGGGCACTACTGTCCTTGTCCTTGGGCTCAAACCCAAGGATCCGAATTCAATGTACACCGGATCATTGGGAGTTTACCCAGGGACAGGCCAGTTTACATCATCTATACACCTTGCGTATAGGTATATTGGTTA female
Read # Hit |Total body |embryo head head head male
de sk de sk de ok de ke ke ko ke ko ke ke ke ke (L (. (CCCCCCC(. ... .. N N MDD e 1))))N)D)D)) L)) ) ) ... L kkkkkkkkkkkkhkhkkkkkkkkkkkkkkkkkk**k* 5jze Mismatch Count Norm Total body
.................................................. el etelodio7.V-V-XoTolo).¥-Vete)- i o7 olc 20NN NP3 S 1 22.00 22 9 8 3 1 1 0
................................................... e eloki o). Y:V-Y ol o o3 V-NeTeT-Xi o] o c PR NN O 1 5.00 5 4 1 0 0 0 0
........................................................................................ GATCATTGGGAGTTTACCCAGG + -+« e v et et e teee e e e et e te e aeaeaanenenaeaeaenananas 22 0 1 4.00 4 2 1 0 1 0 0
........................................................................................ GATCATTGGGAGTTTACCCAG . « v e et et e tete e ee e e e et teteaaeaeneneeaeaeaenanan. 21 0 1 1.00 1 1 0 0 0 0 0
.................................................... GGCTCARACCCARGGATCCG + « + v v v et e e e e e e e et et e e e e e e et e et e e e e e e et e e e e e e e e e e ee e e eaeaeaeneeasasaeaeneana 20 0 1 1.00 1 1 0 0 0 0 0
......................................................................................... ATCATTGGGAGTTTACCCAGG . « + v e v e e ee e e et e e e eeeaeeeeeeaeaanenenanaeneaaa 2l 0 1 1.00 1 1 0 0 0 0 0
.................................................. TGGGCTCARACCCAAGGATCC .+« v v e e e e e e e et et et e e e e et e e et e e e e e e e et e e e e e e e e e e e e e e eeaeaeneaeaeeasasaenenneaeaa 2l 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
M043
V058 M026 V052 V120 MO56 V046
TTCCTCAATTGTTTGTAACCCGGGAAGCGCCCGTGATGACAGGAACAGGAACCCGAGTTTGGGTTCCTAGGCTTAAGT TACATGTGGCCTAGTAACCCTCARATGGGTCCCTGTCCGGTCAAATGTAGTAGATATGTGGAACGCATATCCATATAACCAAT female
Read # Hit |Total body |head head head male embryo |embryo
dekde kg kg ko ke ke ko ko ko ke (L (. (CCCCCCC( ... .. A N MIINI)DII))) e 1))))N)D)DN)) L)) ) ) ... kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total body
...................................................................................... GCCTAGTAACCCTCARATGGGT « « + v e e e e et te e et et e et et ee et ia et eiaeeeaeneen. 22 0 1 888.00 888 334 190 193 90 67 9 5
...................................................................................... GCCTAGTAACCCTCARATGGG . « « + v e e et et e e e et e e e eaeneneeeeaeaeaenenenneneaenan2l 0 1 44.00 44 44 0 0 0 0 0 0
..................................................................................... G CCTAGTAACCCTCARATGGGT « « + t e et ettt e e et et e et te et e e te e i e, 23 1 1 33.00 33 7 5 1 1 19 0 0
....................................................................................... CCTAGTAACCCTCARATGGGT - « « e e et e e e et e e te e e e e e eee e eeeeneeneeaanaeaenaan.a 2l 0 1 17.00 17 13 1 1 0 0 2 0
....................................................................................... CCTAGTAACCCTCARATGGG ¢ « « « e e e et et e e et te e e tae e eae e eeeneeaeeaenaeaenaan.a 20 0 1 5.00 5 5 0 0 0 0 0 0
................................................. Y Xolofoler- e ik e eTe i Tololi N T PP B ¢ 1 5.00 5 4 1 0 0 0 0 0
...................................................................................... GCCTAGTAACCCTCARRTGG « -« v e v et et e e e e e e e et e e e e eeeeeeeneeaeaaaenenanaeneaaa. 20 0 1 4.00 4 4 0 0 0 0 0 0
........................................................................................ CTAGTAACCCTCARATGGGT « « v e v e e e e e et e ee e e eeeaeee e eesasaeneneneeaeaeannenanas 20 0 1 4.00 4 0 0 0 0 0 4 0
...................................................................................... GCCTAGTAACCCTCARATG . « « v v et et et e e e e e e e e teeaeaeaeneneeesasasaeneneeneanaaas 19 0 1 2.00 2 2 0 0 0 0 0 0
...................................................................................... 1 oTohy-Nekiy-V-Xolol ok o).V N: e e el NP 2B 1 2.00 2 1 1 0 0 0 0 0
........................................................................................ CTAGTAACCCTCARATGG « v e v e e e et e teee e e e e e e et te e e eeeeeeeeaeaeaeaenan. 18 0 1 1.00 1 1 0 0 0 0 0 0
..................................................................................... G CCTAGTAACCCTCARATGGG . « « v e e et ettt ettt e e e e et e et ettt eaene. 22 1 1 1.00 1 1 0 0 0 0 0 0
..................................................................................... BGCC T AGTAACCCTCARATGGG . « o e v e et e ee e e e et eeeeaeneneneeneaeaenenenaeae 22 1 1 1.00 1 1 0 0 0 0 0 0
.............................................................................................................. CTGTCCGGTCAAATGTAGTAG . « v v v v e veeeeneneenennanannaana. 210 1 1.00 1 1 0 0 0 0 0 0
...................................................................................... [ ofokif:Neli 0-¥:Xof ol o o7V VN e NP~ S 1 1.00 1 0 0 0 0 1 0 0
................................................. | TXololole) Vet eteled o] ol -Ne U PP~ N 1 1.00 1 0 1 0 0 0 0 0
........ Sl i e 0-V-No ofo]eleTes- V.Y o e oHN NN S 0 1 1.00 1 0 0 0 0 1 0 0
...................................................................................... GCCTAGTAACCCTCARATGGGTC . + v v v e e e e e e e e e et et e e eeee et teaaeaaaeaeneneaaa. 23 0 1 1.00 1 1 0 0 0 0 0 0
..................................................................................... GGCCTAGTAACCCTCARATGGGT . « v v v vt e te e e e e e e e et e te e e eaeeeeeeaeaeaeaeaeneeaeaea 23 0 1 1.00 1 0 0 1 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|3R:23018656-23018816 - ldya_101 ||AAGGA-GTTAACAAACA-TTGGGC------ Co-—-———- CTTCG--CGGGCACTACTGTCCTTGTCCTEGEECTCAAACCCARG=————=====-=—=——------—------oo- GATCCG----A----——- ATTCAAT------ GTACACCGG=————————————————————— ATCAT T~ CCCACT T TASCCCACECACAG-GCCAGTTTACA-————— - B e L e X T e e ———— e ——————— GGTATA------ TTGGTTA|
droEre2|lscaffold 4820:4569024- der 100 |[AAGGA-GTTAACAAACA-TTGGGC--—--- C—mm—m——- CTTCG--CGGGCACTACTGTCCTTGECCErececiYeaaldccCAAG-——————————————————————————_—___ GATCEG----g-—---- ATTCHAT------ GTACACCG-—-—-—-————mmmmmmm - ATCATT--GGGAGT--TT[g-CCCAGCGACAG-GCCAGTTTACA-—-—-—- TCA----TCTATACACCT T CCdg--—----—--—-—-————————- GCTRAGCCC R TTGAAGAATGCHUNNA A CA T A T 2 ST T T GGTATA------ TTGGTTA
4569213 -
ldrosec2|scaffold 22:111544-111742 +||dse 1838 |[AAGGA-GTTAACAAACAEETGGGC------ C-—--———- cTTCG--CGGGCACTECTGccTTldccldNeiNeciYeaalicccaag--——————=———————— - _____ caTclec-—--g-—---- ATTCAAT-—--—- S T e ——— ATC[ETT-=CCCACT-=TTA-CCCACEGACAG-GCCAGETTACA---—-—- TCA- - — - TC bt - &JeYe] — — — — — = —— = ———————————— GC TR AR CCCER e ——— TCGAAGAATGCHUNNAACATA TG T G ——— TGTATATEREGTAGGTATGTA T/ N TTGGTTA|
|[drosim2|[3r:22893184-22893382 + ldsi 32470|AAGGA-GTTAACAAACAISTGGGC-——---- C-—-————- CTTCG--CGGGCACTEcTGccTTaccMNeci¥eaaacceang---— -~ -~ -~ -~ - - - - - ————______ GATCEG----g-—---- ATTCAAT------ Erecacchig------—-—-——-—-——-—————- ATCJTT-—CGECAGT--TTA-CCCAGGGACAG-GCCAGETTACA-—-—-—- e - — - —— —— - — - — - € C GG GC TR AACCCRE R TCGAAGAATGCIUNNAACA T A TG T A TGTATATREEEGTAGGTATGTAT NN TTGGTTA|
|dm3 lchr3r:23468154-23468356 + |ldme 454 |aacea-GTTAACAAACAEETGGGC------ ORI CTTCG--CGGGCACTACTGRCCTTCEc /NG CINEAAACCCARAG-——~——————~————————————~———~——— GATCEG----&------ ATTCAAT------ GArcacclc--------—- - - ATC[ITT-~GGGAGT-~TTA-CCCAGGGACAG-GCCAGETTACA--—--—~ oy N g — — — — — — — — — — —[g]C.c ] GC A A C C - TCGAAGAATGCEUNNAACAT AT G TGTATATGTATGTAGGTATGTAT/ Y IN—— TTGGTTA|
droEugl|lsc£7180000409770:952512— AAGGANGTTAACAAACA-TTGGGC-—-—-- C-—--—-—- creiciielcGeeacTacTeTecTTeTCCMENNG YA AllccCAAG- - =~ = -~ - - —- - - - --E------ - — — — == == - - T T ATCATT==I\CClg e =TT~ CLEJAGEGACAG-GlCAGT TTACA- - —— - —- Th§A- - --TCTATACACCTTl8CiNNeg- — - - — - - - - GCTRAACCA R e TTGAAGAATGCEURNAACATATA T A e e eldticTATA- - —-—- TTGGTTA
952687 +
droBialllscf7180000302075:1453638~ [ecGA-GTTAACAAAA-TTGGC-—---- C--——m——- cTflic--ceeacicTacTeiccTTolccreNe YR EEINCCAAG-— -~ - - - - - - —- -E------ i — — — = == = = = — - — ATCATT--CCCANe-SrTle-IXiclicEcEcac-ceceacrTacA-—-—--- &n----rcraTlgcaceT/eyci¥Yee- - - - - - - - —-—-—-—————— GCTRIGGCC A R T TTGAAGAGTGCI N A ACACA T2 e GGTATGTA- - [UNTEEEEEE TTGGTTA
1453810 -
droTakl|lscf7180000413872:362752- AAGGA-GTTAACAAACHE-TTCH------ B-----—--- i -~ ec T GiAc cTcléccTTeeec\cAlcCCAAG— -~~~ =~ = ————— - - - - —-E-—-—-- i - — — = == ] — — = = = == == —————————————— BIECATT==CCCA NN  T/e-CliCACC g~ G- GljcAGET TRA - —-—- - TRA—— =~ TCTATAC A R ~ — — — =~ = — === ===~ —— - = T2 A TG T A S e B TATH-—---- TTGRATTA
362869 +
droElell|lscf7180000491261:1964194~ AAGGA-GTTAACAAACA-TEGGGC------ Comm—m——- crieficEiicccealgracTeTecT Tl ciN e ciXeekic ciialde - - - - - - -~ - - - === crciy----8------ ATTRAAT--—--- T C A T S T T prcileT—-cea N\ - T1e-CcliCACEClgcAG-GljcAacETTACA- - - —-- ia----TcTATACACCTTHCINNEE- - - - - - - - —-——— - ——————- CTAAACC R T TTGAAGAATGCHUN A A CA T A T S ———$————— - -e., .. B TA-— === T@GGTTA
1964381 +
droRhol|scf7180000779391:18284~ AAGGA-GTTAACAAACA-TTGGGC—-—--— C———m———- creficle-EccccalgracterecrrcccilreleciYeaaacchialde- - - - - - -~ - -~ -~ == - - EriiAnEATGTGATTTTAINICIVNEEEEE T C A T S T T e RTEE T T—=ccg N - Tre-clicAcEclecac-cilcacrTacA--—-—-- TCA----TCTATACACCT T CINYle--—-——-——-———————————- GCT A A CC A TTGAAGAATGCIENA A CA T A T R e ERATA—————— Tl@GGTTA
18480 -
droFicl|scf7180000453826:246823- AGGA—ETTAACAAACA—TTGEGE —————— C-—-————- crefic--FecechcTacTeTCRET Gl CIXS NG CL BN ACCCAAG === == ===—=—=—-——-———-_—-__-___= TG - ---fg------ e clAT--—-—- Aracaccg------—-—-—-—--—-—-———- AT TN \CC === Chicl e cecAc-IcacETTACA- - - — - —- THA----TcTATACACTTRCIM - - - - - - - GT TiRGACC A TTGAAAAT TGO A ACACATACA S e i — — == = = TEGGTTA
247008 -
droKik1|scf7180000302697:740338- [JEGGA-GTTAACAAACA- TGGGCH RO — - — - — [ - — R - - - - - -EEEG T TiAET G
740508 +
droAna3|lscaffold 13340:19221655- AAGGA-IMTTAACAAACA-TTGGC------ C——mm———- L CG--pcGEcadtdcTerceT T clriNccEdedeaEacchiiic - - - - - - -~ - = - - - - e -—--g------ I T YN T T A A T A ChlNE - - - — - e i\~ CCeNT — ~[efehi-CCCAGGcACAG-GllcAGETdACA - - —-—- - TCA----TCTATACACLNETECINYE- - - — - — - - - -[RINNING IO - — - —- T T 2 TTGGACTATGCI N A AT A T AT A A R e C o - - NG TCGGTTIAATAINY
19221848 -
droBipl|lscf7180000396413:3143037~ AAGGA-ATTAACAAACA-TTGGC------ C—mm—m——- TC--- B - — - - - - - - - ARGl Clelelele G GG G e T G T C ppirci- - - -F-H-Hg A T ThAAT--—-- e o - — = — === === ———————————— - - ColaNT=—lIek=CCCAINEcAcaG-Gilcacrdaca--—-—-- TCA----TCTATACACLNSTCIY Y- - —-—----- ATAATCGTATC R T T 2 R TTGGACTATGCIUENA A TA T AT AT 2 e e _ e - -G TCGGTTIAATAINN
3143215 +
EE l2:3822360-3822601 + I |2aacea-Brrancanaca-TT/del------ SrcTcacecEiicT-BeA - - - - - — - - -[8- - - - - ACeAGEEcGCIICHEGI N TGCAGGTGGT TT TCTTTTGGT TAAAAT TCAAT T:UNCG Ry S TCGGTIAREEEE B G C S A T cliceccERTET -l cceclaAR TEESAGINEA A TN CIENATINT G TA T C ARSI T C T A A GIE NN Ne I ClSl A T G G e GG AR TAGTATAGTATAGCCTCAACCGATGGATAGT G NNG T T A TR e C e  — G---GGGCTTjAETAINN
ldroPer2|scaffold 7:528089-528330 - | |2aacea-Brrancanaca-TT/hdeRy- - ---—- SrcTcaGecEiicT-BeA - - - - - - - - -[8- - - - - AC/JeAGEecGCIICHEG N AGCAGGTGGT TTTCT TTTGGT TAAAAT TCAAT TIUNCG Ry S T CGGT A A G C o ele A T cliceceEETET- AR ccecHee TEEaNGINGA A TN IR TINT G TA T C AT C T A A Gl TN e I CJ8 A T G G s C G AR TAGTATAGTGTAGCCTCAACCGATGGATAGT G NNG T TA TR C . — — G---GGGCTTAETAIN
Growi12[sciz_1100000004902:3707326- R e =T o= === T T I T B B e B = ===
3707327 +
droVir3|scaffold 12855:2154377-
2154528 -
droMoj3|scaffold 6540:32461019-
32461163 -
droGri2|scaffold 15074:2155807— ARG -fiTTAACAAANE- TTHGGCNNIN - - - - -—- e Thic- - i\l
2155992 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23018656-23018816
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:23018656-23018816
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_101.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:4569024-4569213
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_100.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:111544-111742
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1838.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:22893184-22893382
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32470.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:23468154-23468356
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_454.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409770:952512-952687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:1453638-1453810
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413872:362752-362869
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:1964194-1964381
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779391:18284-18480
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453826:246823-247008
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302697:740338-740508
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:19221655-19221848
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:3143037-3143215
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:3822360-3822601
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:528089-528330
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:3707326-3707327
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2154377-2154528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:32461019-32461163
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:2155807-2155992
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hide 3p reads| show mid mismatch reads
M026 M056 V046
CGACACTCCTACGGGCACGGTGGACTTCTGCCAGATCGTCGGCGTCTTTGAGGACGAACTTGAGCAGGCTTCGCGTTGGAACGGTCGCGGAGTGCTCAACTTCCTTCGCCAAGATATGCAAACTGGCGGCGACTGGCTGGTGACAAACATGGATCGCCCGA
Read # Hit |Total head embryo embryo
Kkkkkkkkkhkhkhkkkhhhhkhhhrkrrrrrrxx (L. ((CCCCCCCCCCC . COC COCOCCe o 0o aomI) o)) o)) o)) . Hxkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x*k** 5jze Mismatch Count Norm Total
.................................................. et -Nole)-V:\ ok ey N el -Xe] ek il o] c A~ 6 B O 1 13.00 13 9 1 1
.................................................. AGGACGAACT TGAGCAGGC T T CGC + o v e e e e e e e e e e e e et e e e e e ae e e seeaeseeneeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeneneneenenna 24 0 1 12.00 12 7 2 1
........................................................................................ GGAGTGCTCAACT TCC T TCGCC e v v v e et e e e et ettt te e et seeaeeeeeeaenaaeenennaa 22 0 1 7.00 7 1 6 0
.................................................. AGGACGAAC T TGAGCAGGC T T C e v v e e e e e e e e e e e e e e e ae e s e e ae e sesaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeaneeennaaa22 0 1 4.00 4 4 0 0
.................................................. AGGACGAAC T TG AGCAGG C T T e v v v e e et e e e et e e e et et e e et et et e et ettt e et ettt ettt et e ettt ettt e e e e e .20 1 2.00 2 2 0 0
.................................................. AGGACGAACT TGAGCAGGC T T GO . « v ittt ittt ettt te e et eeteteseeeeeeeneeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneeeeeeneeeenaaaa 25 1 1 2.00 2 2 0 0
.................................................. AGGACGAACT TGAGCAGGC T T G . - « - v e vt e et et et e e ae e e e aeeesesaeeeeeeeeeeeeeaeeeeeeeeeeeeeeeaeeeeeeaeeeeeeaneennanaaa24 1 1 1.00 1 1 0 0
............................................. CT T TGAGGACGARACT TGAGC + & v v e e e e e e e e e e e e e e e ae e e e ae e e ee e seseeseseeeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeaneeenennneaaaa 20 0 1 1.00 1 0 0 0
.................................................. AGGACGAAC T TGAGC AGG T T . « « v vttt ettt te e et te e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeneeeeneneneennaaa22 1 1 1.00 1 1 0 0
.................................................. N eTe)-Nole)-V-\ ok e Neley-Xe] ek il o] e ol o o R £ 1 1.00 1 0 1 0
.................................................. AGGACGAACT TGAGCAGG T T C . + o v e e e e e e e e e e e et et e e ettt et e et ettt e et ettt et et ettt et et ettt e ettt e e et e 231 1 1.00 1 1 0 0
............................................................................................................. CAAGATATGCAAACTGGCGGCGACT . v v vt vttt e ee e snenaanenaaaa 256 0 1 1.00 1 0 1 0
.................................................. AGGACGAACT TGAGC AGG C T T . & it it ettt it e e et e e e e aete e eeeeseeeeeeeeeaeeeeeeeeeeeeeeeaeeeeeeaeeeeeeaneennnnaaa22 1 1 1.00 1 0 1 0
....................................................................................... CGGAGTGCTCAACT TCCTTCGC e v v e e et e e et e te e e e e ettt e s e eeeaeeeaneeeaeaa 23 0 1 1.00 1 0 1 0
Anti-sense strand reads
MO56
GCTGTGAGGATGCCCGTGCCACCTGAAGACGGTCTAGCAGCCGCAGAAACTCCTGCTTGAACTCGTCCGAAGCGCAACCTTGCCAGCGCCTCACGAGTTGAAGGAAGCGGTTCTATACGTTTGACCGCCGCTGACCGACCACTGTTTGTACCTAGCGGGCT
Read # Hit |Total embryo

khkkkkhkhkhkkhkhkhkhkkhhkhkhkhkhhkhkhkhhkhkhkhhhkhkkhhkk
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ID

L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x*x* gize Mismatch Count Norm Total

Alignment

V058

head body

O O O O O O O O O oo o o N -

|droYak3

|3R:12803651-12803811 -

”dya_73”CGACACTCCTACGGGCACGGTGGACTTCTGCCAGATCGTCGGCGTCTTTGAGGACGAACTTGAGCAGGCTTCGCGTTGGAACGGTCGCGGAGTGCTCAACTTCCTTCGCCAAGATATGCAAACTGGCGGCGACTGGCTGGTGACAAACATGGATCGCCCGA

droEre?2

scaffold 4770:13134647-
13134807 +

CGACACTCC[8ACGGGCACHGTGGACTTCTGCCANATCGTCGGCGTCTTTGAGGANGAACTTGAGCAGGCNTCGCGTTGGARNGGT CGCEEETECTARCTICCTTCECCAAGATATGCARAACTGGCGGIGACTGGCTMGTMACHAACATGGATCGCCCGA

droSec?2

scaffold 0:13468396-13468556

_I_

ccacactcclaclcceacetioacTTereccaaTHGTCGGCGTCT Tl8CARGACCASCTTGAGCAGEEINTCGCGTTGGAACGCECGCOCETCCTRAACT THICTTCCCCA§CATATGCAAACTGGCGGHGARNTGGCTGGTGACHAACATGGATCGCCIN A

|drosim2|[3r:12641774-12641934 + I lccacacrecaccccacceTeeacTTCTGCCAGATHGTCGGCGTCTTTGAMCACCABCTTGAGCACECIM CECGTTGGAACGCECGCEEHETCCTIIARCTTCCTTCCCCAEGATATGCAAACTGGCGCHGANTGGCTGGTGACHAACATGGATCGCCINA |

am3 lchr3r:8516449-8516609 - I lccacacTcc@ACGGGCACGGTGGACTTCTGCCAGATCGTCGGCGTCTTTGAMGACCAACTTGAGCACCCIMCECGTTGGAACGCECGCEEHETECTCARCTTCCTTCCCCAAGATATGCAAACTGGCGCHGANTGGCTGGTGACHAACATGGATCGCCRGA

droEugl |sc£7180000409804:709430- cealgacBlccraclceeacietioacTTeTeccacarceTeceleTT T AN ACccAAC TN GAGCAGGCTTCRCGTTGGAACGCRCCEEACTCCTEAACTTRRNTECElC A AcATlgTi)c AldacldcccoaecacTeiTeeTiacarcaTceaTcGlgcclia
709590 -

droBial |scf7180000302402:204649- corlgaclgccleaclcciaciicTceacTTeToljcacTicTeaecaTT TlecAlNeaccaAcTlEcAaccalNecldTClic G TTaoA AN GCllc G CEEAGTECTCAACTTICCHECEEC oA TlgrccaldacldcccececacTeeeTaeToaCEaACATGGARC G ccoa
204809 -

droTakl |[scf7180000415366:23850-24010 corlgaclgccl8nCcGGGCACGGTGGACT THTGHCAGATCGTCGGCGTET TTCACXScGAACTIEcAGCAINccldTcldcc T TaoA Al G Cllc cEElEETEETCAACTTCCTECECC oA TlgTccalgacldccceaecacTeeeTaeTeACEAACATGGARCGECCllA
+

droElel ;cf7180000490994:209036— pcagaclcclacldcccaccTecacTreTeecacaTceTcececTeTTTCACANGAECTlEcAGcAGECTcECccldTccAACGa ccCEEHETECTCARCTTCIIlEcECC e TlarcealgacldcecceecacTaeeTeaTGACBAACATGGACCENCEA
209196 -

droRhol |scf7180000779900:100466- pcagaclcclacllcccacileTeeacTreTcecacaTicTcececTeTTTGACIACGAEC TldcAGCAGECTcGCcldT G AANGGIcGCEEACTECTCAACTTICTlECECC e TlarccalgacldcellccceacTaeeTeaTGACBAACATGGAlgCGCCCGA
100626 -

droFicl |scf7180000453812:584361- cerlgaclgcclgaclccilaceeTeacTTCTOHCAGA TG TEGGCGTCT TMGACGCACCAACTENGAGCAGGC T TCICG T TGGAACGCCGCEEACTCCTCAACTTICCTECENE oA TlgrhicaaacTeacaaealjTece TG TGACAAACATGGABICGCCCGA
584521 +

droKikl |sc£7180000302256:543145- cerleaclgccldgfscciiacldctilcacTTeTeccacaTicTEGGcaTCT A ACGAldc TlecaGcAGECTClicGlETGeA GG TCoCEEEHECTCAACTTCCTECECCrcrearcealgacldsccaaiicacTeceTaeTgacEarfiaTGeATCGE cGA
543305 +

droAna3|scaffold 13340:6660150- AcalacleccificccacicrecafiTTeTeccafaTcoTiccilc TEr TlecalY A ccariTlecAccAlNc clgrclec cidr o aac G lic GIGEACTHEC TNRACTTCTTCEINC A gc ATl clgaaac TeGlcclgcafiTcceTeaToACEaACATGGABIC GCiCA
6660310 +

droBipl |scf7180000396708:2179994- RGaRaccc ThpgGGCACHGTGGANT TCTGRCAGAT CGTHGGIG TIET T TGANIACGAARTIEGAGCARNGC T TCRC GIAT GGAACGGRC GGG TIC T AAAC T THC T TCCEC AGA TET GEAAAC TGGAGGCG AT GGC TGGTGACAAAMATGGARBC CINNNAA
2180154 -

laps l2:10662699-10662859 + I lccrEacRecEiificccaceTiicacT T clicacATHG THGGHGTCTT TCACEACCABCTINGACCALNCCTTCEC AT GGAACGGTCGCEEe I CARTTCCTaceeerEcATATEC Aldac TeecaaeAlgrGeeTaeTACAAACATGGARC G CGA |
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[cacacepgGGCACHGTGGACTTTGCCAGATIGTCGGCGT CiXSSGAGGAIGAACTIEGAGCAGGCTCAC GRTCGAANGG T C i CGTSCTCARCTTCOTSaeOA~ AGATIET GCAAC T GGG CEGARTGGCTGGTGACEA AR T GEAEc G CACRA
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:12803651-12803811
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409804:709430-709590
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:204649-204809
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415366:23850-24010
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490994:209036-209196
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779900:100466-100626
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453812:584361-584521
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302256:543145-543305
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:6660150-6660310
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:2179994-2180154
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:10662699-10662859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:9817176-9817336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:2436158-2436318
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:8068028-8068188
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:28122714-28122874
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:1554626-1554786
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Flybase annnotation
Antisense to intron [Dyak\GE12755-in]; Antisense to pre. miRNA [Dyakimir-306-RM]; Antisense to utr5 [utr5S_plus 2209]; Antisense to miRNA [DyakimiR-306-RA]; Antisense to miRNA [Dyak\imiR-306-star-RB]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M043
M026 M056 V058 V052 v120
CTTATTCCAATGTAAATCACTTTATTTGTGGATTATGTCCTACTGGCAGCACAGGCACAGAGTGACCCCCAAAATGTCAAAAGCATTGAGAGTCACTAAGTACCTGAGCCACCGAGTGGACTTTAAAACT TTTCACTGATTTATACACAGATTTAATCGA female
Read # Hit Total head embryo body head head male
Hk KKKk KRRk Rk Rk kR kR Rk xRk (L (OO O e e CCCCCa e ))))) e )))))) D) D)) ) L)) i) ) L)) ))))) L KRRk kkkkkkkkkkkkkkkkkkkkkkkkk k¥ k¥ k%% 5ize Mismatch Count Norm Total body
....................................................................................... GAGAGTCACTAAGTACCTGAGC . « « e e e e et et e te e et e et et ia e ta e eaenaenaea 22 0 1 29.00 29 18 8 2 1 0 0
.................................................. ACAGGCACAGAGTGACCCCCAR t &« e e e te et ettt e et e e ettt e e et et e e e et et e e e et e e e e e e e ettt e et e 220 1 5.00 5 0 1 2 1 0 1
.................................................. ACAGGCACAGAGTGACCCCCA ¢ . e e e et e e et et et ee e e e et et e e e e e e e et e eae e e e e e enaeneeneaaenaeneeneeaennennenaea2l 0 1 5.00 5 0 0 2 1 1 1
....................................................................................... GAGAGTCACTAAGTACCTGAG : « ¢ e v et e eetaeae e te e eneneeaeaeaeneeneaeneneeneaea2l 0 1 2.00 2 0 0 2 0 0 0
........................................................................................ AGAGTCACTAAGTACCTGAGCC « « + et vt et e e e e ettt e e et ee et et iaenaenaenaa 22 0 1 1.00 1 1 0 0 0 0 0
....................................................................................... GAGAGTCACTAAGTACCTGAGH. . . . ..o i i i i i e 221 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M043
MO56 V046 MO026 V058 V052 V120 GSM1528802 SRR1275484 SRR1275488
GAATAAGGTTACATTTAGTGAAATAAACACCTAATACAGGATGACCGTCGTGTCCGTGTCTCACTGGGGGTTTTACAGTTTTCGTAACTCTCAGTGATTCATGGACTCGGTGGCTCACCTGAAATTTTGAAAAGTGACTAAATATGTGTCTAAATTAGCT female
Read # Hit Total body |embryo embryo head head head male follicle Male Male
AR AR SRR AR R R e e N A N N (N P A A A S C (CCCCa e 1)))) e )))))) 2 ) ) ) ))) L)) L)) L)) ))))) L. kKK Rk kkkkkkkkkkkkkkk Kk k¥ kK ¥k k**** 5ize Mismatch Count Norm Total body cells prepupae larvae
...................................................................................... ACTCTCAGTGATTCATGGACT - + v e et e e et e et e e e e e et et ee e e eaetaaiaenaeneea. 2l 0 1 16357.0016357 8256 5064 1930 740 191 122 32 21 0 1
..................................................................................... AACTCTCAGTGATTCATGGACT « &+t e et et e e e e ta et e e e eae et taeaaeaeenaeaaeaanaenaen. 22 0 1 9791.00 9791 5861 1922 963 653 235 127 26 O 4 0
....................................................................................... CTCTCAGTGATTCATGGACT « « + e e e et te e ettt e e et e e te e eaeeaenenaenaen. 20 0 1 3549.00 3549 409 2152 78 682 134 90 3 0 1 0
................................................ CGTGTCCGTGTCTCACTGGGGG - « « + ¢« « « e e e e e ettt e e e e e e aataeoe e easaseeeaeeasenseaeoeeaeenseaeeeeananaeaeeaeaaannens?22 0 1 1364.00 1364 187 1066 105 4 2 0 0 0 0 0
.................................................................................... B A CTCTCAGT GAT TCATGGACT .+« e e et et ettt et e e et e e et te e e ee e eiaeneeneen. 23 1 1 1292.00 1292 633 311 102 192 31 13 8 0 2 0
...................................................................................... ACTCTCAGTGATTCATGGAC . + ¢ e e e e ee e et et e e e e eae e e et eaeeaeneeaeeaenaanaenaea 20 0 1 857.00 857 856 1 0 0 0 0 0 0 0 0
........................................................................................ TCTCAGTGATTCATGGACT .+« v et e et et e te e et e et et e ie e eaeiaeiaenaeneea. 19 0 1 742.00 742 119 60 5 507 31 19 0 0 1 0
..................................................................................... B A C T C T CAGT GAT T AT GGACT . « & v v vt et et ettt tete e et e e e e teaeneneeaeaanenaes 22 1 1 676.00 676 222 336 31 72 12 2 0 1 0 0
..................................................................................... AACTCTCAGTGATTCATGGAC . « &« e e e te e et e et e e e eee et ee e eeeneeaenaenaeneen. 20 0 1 614.00 614 612 1 0 0 0 1 0 0 0 0
.................................................................................... TAACTCTCAGTGATTCATGGACT « ¢« ¢ v e e ettt et te e e e e te e eeaeaeeaeeaeeaenaenaeaaea23 0 1 220.00 220 107 97 6 7 2 0 1 0 0 0
.................................................................................... BB C T C T CAGTGAT TCATGGACT « -+t e et et et e ta e e e e e ta e eeaeaeeneeaeaaanaenaen. 23 2 1 184.00 184 16 99 3 66 0 0 0 0 0 0
................................................................................... BB A A CTCTCAGTGAT TCATGGACT « &« v v v et e e et et e teee e e et te e e e eteeeneneeaeaenenas 24 2 1 156.00 156 80 47 8 17 2 1 0 0 1 0
.................................................................................... BAACTCTCAGTGATTCATGGACT « &+t e e te e et e te e et et e et ee e eaenaenaeneen. 23 1 1 144.00 144 32 104 3 5 0 0 0 0 0 0
................................................. el el ool el el ol o) \ol e cTeT e c NN PP N ¢ 1 139.00 139 82 43 11 0 0 2 1 0 0 0
..................................................................................... A CT CTCAG T GA T T AT GGAC T . « vt ittt ettt et ettt ee et e te i ee e ea e 22 1 1 119.00 119 68 34 2 10 2 1 2 0 0 0
........................................................................................ B C T CAG T GAT TCATGGACT .+« v e v e ettt e te e et e et et ee e ee e 10 1 1 92.00 92 0 20 0 720 0 0 0 0 0
...................................................................................... BC T C T CAGT AT TCATGGOACT - &« v ettt e e et et eeene et eaeeeenaeneeneeaenaennenaen. 2l 1 1 89.00 89 17 12 3 56 0 1 0 0 0 0
.................................................................................... B A CTCTCAGTGATTCATGGAC . &+t e e et et et et et e e ettt et e ie et ee et ia e 22 1 1 67.00 67 67 0 0 0 0 0 0 0 0 0
..................................................................................... AACTCTCAGTGATTCATGGA . « ¢« e e e et e e e e e ea e e e e e e taeaanaenaeaaeaennenaea. 20 O 1 61.00 61 43 1 13 0 4 0 0 0 0 0
.................................................................................... BB A CTCTCAGTGAT TCATGGACT . « ¢ e e e e e et et e e eee e eneeaeeaenaeneeneeaennenaenae 23 2 1 52.00 52 12 27 3 9 1 0 0 0 0 0
...................................................................................... BC T T CAGTGAT TCATGGACT « & « e e e ettt et e eee et eaeeeenaeneeneeaenaenaenaen. 2l 1 1 50.00 50 0 8 13 23 6 0 0 0 0 0
.................................................................................. B 2 A CT CT CAGTGAT TCATGGACT « « ¢ e e e e et e teea e et e e aeneeeaeaeneneeaeaenenneaeaas 25 3 1 50.00 50 31 10 1 7 1 0 0 0 0 0
...................................................................................... ACTCTCAGTGATTCATGGA « « + ¢ et e e et e ettt e e ettt e e et ee et eiaeiaeeen. 100 1 48.00 48 28 0 19 0 0 1 0 0 0 0
....................................................................................... CTCTCAGTGATTCATGGAC . « « « e e e e ee e e et te e e eee e eaeaenaenaeaeeaenaenaea. 19 0 1 36.00 36 34 2 0 0 0 0 0 0 0 0
................................................ CGTGTCCGTGTCTCACTGGGG « « ¢ v v e e e e et e e et e e e e e e et et e et e e e et e e e e e e e et et e e te ettt et ee e eiaeneeneea. 200 1 36.00 36 23 11 0 2 0 0 0 0 0 0
.................................................................................... BARACTCTCAGTGATTCATGGACT « &+t e e te et et et et e et et et te e ee et iaeeaeneeneea. 23 1 1 35.00 35 22 11 0 2 0 0 0 0 0 0
......................................................................................... CTCAGTGATTCATGGACT « &+ e e e et ettt et et et e et et e ee et ea et eiaeaenae.. 18 0 1 27.00 27 5 9 0 11 2 0 0 0 0 0
..................................................................................... BACT CTCAGTGATTCATGGAC . « ¢ et e et e e e et e e e ee e ee e eeaeneeneenenaanaen.a 2l 1 1 23.00 23 22 1 0 0 0 0 0 0 0 0
...................................................................................... BC T T CAGTGAT TCATGGACT « - « v e e ee et et te e ene e e eneaenaenaeneeaenaenaenaen. 2l 1 1 22.00 22 2 2 3 15 0 0 0 0 0 0
................................................................................... B A A CTCTCAGTGAT TCATGGACT « & ¢ v v e et et ettt e te e e e e e e e eeeaeneneeaeaenenes 24 2 1 21.00 21 4 14 2 1 0 0 0 0 0 0
................................................ el elolofeli ek ol fo7-Xokiicle]ctc]cJNum P~ S | 1 19.00 19 0 0 18 1 0 0 0 0 0 0
..................................................................................... BACT CTCAG T GAT TCATGGACT . « &+ e e et e et et e et e eee e e e etaeaeneeneeaeeaannenea22 1 1 19.00 19 12 1 1 4 1 0 0 0 0 0
............................................... TCGTGTCCGTGTCTCACTGGGGG « « ¢ v v e e e e et e et e et et e e e et e e e e e et e e e e e e et e e e e et e et et e e ittt et 23 0 1 17.00 17 1 11 3 2 0 0 0 0 0 0
........................................................................................ B T CAGTGAT TCATGGACT « « « e et et et et ettt e te e ettt te e e et e eeeenenen. 101 1 13.00 13 0 0 0 13 0 0 0 0 0 0
................................................................................... BT AR CTCTCAGTGATTCATGGACT .+« ettt et ettt et et e et et et e e e ee e ea e 24 1 1 13.00 13 3 8 1 1 0 0 0 0 0 0
...................................................................................... ACTCTCAGTGATTCATGGACTC « « e e v v ettt te e e ettt et ie et ee e taeiaenneneea. 22 0 1 12.00 12 8 2 1 0 0 0 1 0 0 0
....................................................................................... CTCTCAGTGATTCATGGACTC . « ¢« e e e e e e e e ea e e eneeneeneeaenaeneeaeeaenaennen. 2l 0 1 10.00 10 1 3 0 3 2 1 0 0 0 0
............................................... o olelifelifeleleli el ol oF- o el etcle c NP~ B 1 9.00 9 0 7 2 0 0 0 0 0 0 0
................................................................................... A A CTCTCAGTGAT TCATGGACT . + ¢ et e et et ettt e e e e e et te e eee e eneaanaanaen. 24 2 1 9.00 9 2 6 0 1 0 0 0 0 0 0
................................................................................... A A CTCTCAGTGAT TCATGGACT .+« v ettt ettt et et e e e et et et te e te e eiaeneen. 24 2 1 9.00 9 2 6 0 0 1 0 0 0 0 0
..................................................................................... A CTCTCAGTGA T T ATGGAC . « ¢ ottt ettt et et ee e ee et teeeeeneaeeneeaenaen.a 2l 1 1 8.00 8 8 0 0 0 0 0 0 0 0 0
................................................................................... BB ACTCTCAGTGATTCATGGACT « « v e v v ettt ee e e et e e e ee e eneeaenaenaennenenaen. 24 3 1 8.00 8 1 6 0 1 0 0 0 0 0 0
........................................................................................................... CGGTGGCTCACCTGARATTT « « v e o v ee e e eeeeeeeaeeaennanaanaes 20 0 1 8.00 8 0 7 1 0 0 0 0 0 0 0
....................................................................................... B T CT CAGTGATTCATGGACT « « + e et e ettt ettt e e e et et te e e e e i 20 1 1 8.00 8 0 5 0 1 2 0 0 0 0 0
.................................................................................... B A CTCTCAGTGATTCATGGA  « e e e e te et et e et et e et e et te e ee e e 201 1 7.00 7 5 0 1 1 0 0 0 0 0 0
...................................................................................... ACTCTCAGTGATTCATGG . « « e e v e et et e ta e e e et e et e ie e eaeeaenaennenaea.. 18 0 1 7.00 7 5 1 0 1 0 0 0 0 0 0
................................................................................... OB CTCTCAGTGAT TCATGGACT . + ¢« et e et e et ettt et te e e et et te e e eaeaenaeneen.e 24 2 1 7.00 7 1 4 0 2 0 0 0 0 0 0
................................................................ TGGGGGTTTTACAGT TTTCGTARCTCTCA . &« e et e e e e e et et e e et e e e e e e ta e e eae e e eaetaenaenaeneeaeeaanaanaea29 O 1 7.00 7 0 0 0 0 0 0 0 7 0 0
................................................ (el el olofeli ek ol o7 Xoki i cle] et c]e NN PR3 S | 1 7.00 7 4 1 2 0 0 0 0 0 0 0
.................................................................................... TAACTCTCAGTGATTCATGGAC . « « e e v e e ettt e et e e e et et et ie et eeaeiaenaennenees 22 0 1 7.00 7 7 0 0 0 0 0 0 0 0 0
........................................................................................ TCTCAGTGATTCATGGAC . &+« v et e et ettt e e ettt e e et te e ee e ee e iaeiaenaenae.. 18 0 1 7.00 7 6 0 0 1 0 0 0 0 0 0
.................................................................................... BAACTCTCAGTGATTCATGGAC . « & e e e e te ettt et et e et et te e e e et taeiaenaeneen. 22 1 1 6.00 6 6 0 0 0 0 0 0 0 0 0
....................................................................................... CTCTCAGTGATTCATGGA . « ¢ v e e et et ee e e e e e e e eee e eeaeeaenaeneeaeeaenaanaan. 18 0 1 6.00 6 4 0 1 1 0 0 0 0 0 0
..................................................................................... AACTCTCAGTGATTCATGG « « + e v v e e e te e et ettt e e ettt et e ie e eneeaeaenaeneea. 19 0 1 6.00 6 6 0 0 0 0 0 0 0 0 0
................................................................................... BB AACTCTCAGTGATTCATGGAC . « « e e v e ettt ta e e e e aeen e eeeneeneeaeeaennennenaes 23 2 1 5.00 5 5 0 0 0 0 0 0 0 0 0
.................................................... TCCGTGTCTCACTGGGGG « &+« e e e e e e e e e e e et e e e e e e e e e e e e e e e e et e e e et e e e e e e ettt e et et ettt e, 18 0 1 5.00 5 2 0 0 3 0 0 0 0 0 0
..................................................................................... AACTCTCAGTGATTCATGGACTC .+« o et et ee e ettt et e et e et e ia e en e eiaenaeneen. 23 0 1 5.00 5 3 0 2 0 0 0 0 0 0 0
................................................. GTGTCCGTGTCTCACTGGGG « « ¢ v e e v e e e e et e et e e e e et e e et e e e et e e e e e e e et et et e e e ettt te e et ee e eiaenneneea. 20 0 1 5.00 5 5 0 0 0 0 0 0 0 0 0
.................................................................................. BARAACTCTCAGTGATTCATGGAC . « o ¢ v e e e et ea e e e ene et e eaeneeneeaenaenaeaneaenae 24 3 1 5.00 5 5 0 0 0 0 0 0 0 0 0
........................................................................................... CAGTGATTCATGGACT . + ¢ et e et e e e ta e et e e ee e taetaenaeneanaeaennanaen.a 16 0 1 5.00 5 0 0 0 0 0 0 0 0 5 0
................................................................................... BT AACTCTCAGTGATTCATGGACT « « e« v e ettt ta e e e e e teaaeneeneeneeaennenaenae. 24 1 1 4.00 4 3 1 0 0 0 0 0 0 0 0
................................................................................... ARG CTCTCAGTGATTCATGGACT « « v e v e e et e e et et e et e ea e e eeaenaenaennenennen. 24 3 1 4.00 4 4 0 0 0 0 0 0 0 0 0
................................................................................... B2 A CTC T CAGTGAT TCATGGACT . « ¢ e e et et et e et eeeeene e eeaenacnaeneeaennenaenae 24 2 1 4.00 4 2 2 0 0 0 0 0 0 0 0
................................................ - (e el oo el el ol of- o e el cle] I PP - B 1 4.00 4 1 3 0 0 0 0 0 0 0 0
..................................................................................... B C T CT CAGT GAT TCATGGACT .« « « v e e et e ettt ettt e e et e e et e ettt e et 22 2 1 4.00 4 3 0 0 1 0 0 0 0 0 0
....................................................................................... BT C T CAGTGAT TCATGGACT .+« et et te e e e e et eeeaeene e eaenaenneneeaenaenaeae 20 1 1 4.00 4 2 1 0 0 1 0 0 0 0 0
..................................................................................... AACTCTCAGTGATTCATG . « « e e et e e ee e e e e eae e e eeneeneaneaaeneeneeaeaaennennen. 18 0 1 3.00 3 3 0 0 0 0 0 0 0 0 0
................................................................................... G A CTCTCAGTGAT TCATGGACT « + ¢ v v ettt e et et e et e e e et e te e eeeee .. 24 3 1 3.00 3 1 2 0 0 0 0 0 0 0 0
............................................... - (ol ehd el ololehi el o o) Yokl clecTe clc U PP~ B 1 3.00 3 3 0 0 0 0 0 0 0 0 0
................................................... ehiotoleh el ot o Nokiulcle]e clc PP - B 1 3.00 3 0 3 0 0 0 0 0 0 0 0
........................................................................................................... CGGTGGCTCACCTGARATT . ¢ v vt e ee e e eeeeneeeeeaenaenaenaea 19 0 1 3.00 3 0 3 0 0 0 0 0 0 0 0
........................................................................................................... CGGTGGCTCACCTGARATTTTG ¢ v v e e e e eeeeee e eeaeenenaenaes 22 0 1 3.00 3 0 2 1 0 0 0 0 0 0 0
...................................................................................... B T C T CAGT AT TCATGGOACT « &« v e et et ettt e e ettt e e et te ittt 21 2 1 2.00 2 1 0 0 0 1 0 0 0 0 0
................................................ CGTGTCCGTGTCTCACTGG M « « + e v e e e e e et e e et e e e e e e e e e e e e e e e e et e e e e e et e e e e e e et e et ettt et ettt 190 1 2.00 2 2 0 0 0 0 0 0 0 0 0
.................................................................................... B C T C T CAGTGAT TCATGGACT « -+ e e et e e et e et e e e eee et eaeaeneeneeaenaenaennens 23 2 1 2.00 2 0 2 0 0 0 0 0 0 0 0
...................................................................................... ACTCTCAGTGATTCATGGACTCG . « « e e e e e e e eetaeeeee e taeneneeaeaeneneeneaenenaeaea23 0 1 2.00 2 2 0 0 0 0 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
ldarovak3|l2r:4404527-4404686 + ldya_78|cTTA-TTCCAATGTA------- S Ammmmmm e TCACTTTA-———-—-—-—-—~ TTTGTGGA-TTATGTCCTACTG- -~~~ GCAGCACAGGCACAGAGTGACCCCCARAAT -GTCAAAA-GC———————— ATTGAGAGTCACTAAGTACCTGAGCCA---CCGAGTGGACTTTAAAAC-—————————-— TTTTC-—-——-~ ACTGAT--TTAT--—-————-~ ACACA------ GAT - === === === — = —m—m e TTAATC—-——-—~- GA
droEre2|[scaffold 4845:19768016- CTTA-TTCCAATGEA-—----- JATTCAREEE. CTTGCREEEE T T T e TCACTTTA-—-—-——-—-—- WTTTGTHGA-TTecTCcCacTG----- GCAGCACAGGCACAGAGTGACCCCCAAAAT-GTCAAAA-GC———————— ATTGAGAGTCACTAAGTACCTGAGCCA---CCGAGTGGACKYETIAAAC-——————————- TR TTC--—-—-- ACTGA--TTET-----—---- ACACA------ e TTAAC-—----- GA
19768189 -
ldrosec2|lscaffold 7:345388-345554 - [cT@a-TTHcaATGTH------- JATTCAREEE. CTGGREEEE T A C T T e TccTTTA-- - - - - ——— TTTGTRGA-TTATGTCCACTG----- GCAGCACAGGCACAGAGTGACCCCCAAAAT-GTCAAAE-GC--——-——— ATTGAGAGTCACTAAGTACCTGAGCCA---[CGAGTGGARNT TTAAAC-——————————- TfgrTCc------- ACTGAT--TTAR--—-—-————- ACACqE------ — — e — A N
ldrosim2)[21:16265198-16265364 - | [cT@a-TTlcaATGTA---—-—- JA\TTCAREEE. CTGGRREEEE T C T T TCACTTTA-—-—-—-—-———- TTTGTINGA-TTATGTCCBACTG--—-- GCAGCACAGGCACAGACGTGACCCCCAAAAT-GTCAAAE-GC-—-—-——— ATTGAGAGTCACTAAGTACCTGAGCCA---lCGAGTGGACTT TIAAAC-——————————— TRTTC-—-—--- ACTGAT--TTAR--—-—-——-- ACACH------ = — R e AT - ———- AN
|am3 lchror:16698371-16698543 - | SR e Y e e T T T CAC TGATAT CA R T G T T —— LM AcPik TCACTTTA-———-————-——-— TTTGTRAGA-TTATGTCCEACTG--—-- GCAGCACAGGCACAGAGTGACCCCCAAAAT -GTCAAAA-GC-—————~~- ATTGAGAGTCACTAAGTACCTGAGCCA---f{CGAGTGGACTTTAAAC——~————--——- TRTTC----——- ACTGAT--TTAR---——————- ACACH------ - —————-—-:HBail i -———.—A— LI e B ca|
droEugl|lscf7180000408961:272327- crTfg-TTEATGTA- -~ - ——- A R e TCACTTTA-—-——-—--—-—~— TTTGTIGANE T Cledciyeln c TR - - - - - GCAGCACAGGCACACACECACICCCAAANT -GTCAAAA-JC———-————— ATTGAGAGTCACTAAGTACCTGAGCCA-- - \AGTGGACTTlEAAAARY-——————————- TINeTC-—-—--- ACTHIEN - — - — - ———- Bcapiy---—--- T e o i i C - — - — === EA‘
272479 -
droBial|lscf7180000301468:857975- cTre- TR TA- - - — - —- TR T2 e C T A R B Ay T TTfe-—-—-—- TATTTCINNEIA NG AGGECHTCINSCEREEE GCAGCECACCHACACACECAIGICCCARAET-GTClgARA-GC---—-—-- ATTGAGAGTCACTAAGTACCTGAGCCA---CCAGTINXECT TR ARRIC-—---- - ——-frrTEc------- ACTGAT- -1V ————————— ACACH------ AT —————mm L[N - G
858143 -
droTakl|lscf7180000415914:422623- CTTA-TTiL U — - — - —— B----—— - T A T T T e MeacTrTaf----------- WrercTeea-FlarceciTaCTG----- GClEcCgCACECACACACCACHCCCARAAT-GTClgARA-GC-——————~ ATTGAGAGTCACTAAGTACCTGAGCCA---HCGAGTGGECT TR ARG —---- g----RrirfEc-—------ ACTGAT--RArATIEG--—-—-- apiach------ — — e Aerc------- E‘
422783 -
droElel|scf7180000490579:645512- il TRl A A CEURE T GG T TG TGIATGAAREEEEA CTAREEEEE T T T T TCACTTTA--——-—-—————- ercrilcr-BlrcifdrcTc----- GCAGCBCACCCACACACHEGACICCCARAAT -GTCAAAA-GC———————— ATTGAGAGTCACTAAGTACCTGAGCRA - - -HciacreclgcTTiaanfc- - - - —-[-----IX¥\rfec-—----—- XSG CTiA T2 A NIEEEEEEEEE ApAChEgN- - AT - - e C - — - — - —- cIN
645691 +
droRhol|lsc£7180000768553:9354-9529 SA TG T - - THTEEEEEEA TTGC AR ATTAREEEEE T G T T Reacrrrl------------- N\rclEcea-GlarcgyercTc----- GCAGCRCACECACACACHCACHCCCAA AT-GTClgAAA-GC—-—————- ATTGAGAGTCACTAAGTACCTGAGCCA---CGAGTGGECTAAAAN--—--- e T TNy - - --acTGAlg--rAT-- - - - —-—- ACACH NN R T — - - —— -~ — oo - — - - — B
droFicl|scf7180000454078:624028—- S GRINIG TINACCIIGERT TG TAINTCAAREEEEC T TA R T T T T T e AcacTTTly------------ WTTTGTICENE A TG TCTACTH--—-- GCAGCACAGGCACAGACECACHCCCAAAAT-GTEAAAL-[8C---—-—-- ATTGAGAGTCACTAAGTACCTGAGCCA---fccac¥NecigerAn)--—————————- TRTfEc-—----- acrcr--frafg-------—--- Ecach------ GAT————————m—m o i C - — - — === I
624202 -
droKik1|{scf7180000302382:529266- FT TA- AT A TITA- - ———— - T e B G T Gl - e\ TG A - cldciyea clopy- - —- - BcaccyACECACACACINCACHICLICAR A 2SR BN TN Afefele - - — - — - —- BT TGAGAGTCACTAAGTACCTGAGCCANSNICIA TGN TleleiAl - —-—--—-—-- TACAG/SEEEE [Nl TG - B - - - -EanacacAAANINSTTGCACTTTITRTACACTGATAAAAATERIACACTTAATTAATTARCINN A TTTTGAAAAT]
529477 - \
droAna3|lscaffold 12916:15864829- ’ETA—TTEAA - —————- R M- TRRSNT TTA-———————————— iGN A - TG Tcfdeac TG - - - - - IeYecCECAGECACAINAG T ClEClICCCAAAAT-GTCAAR-GC———————- ATTGAGAGTCACTAAGTACCTGAGCHA---CClAGTGGACT T el ——————————- — - — ACTI - - - ———————-- wcachg------ I LernTclg------ GA
15864973 +
droBipl|scf7180000396717:103548~ ’@TA—TTEGAA ——————— e R e - -ENSAIWAT TACCATGATTATANAEA AENA T AECEA CININEEEEEE EecceCAGECACAINAC T CleCiClICAAA A T-GTCAA R - C - - — - — - —- ATTGAGAGTCACTAAGTACCTGAGCCA---pR¥\AGTGGACT TTiNSEae - — - - - TCAREE- - - - -EACTTTCINGAA - BB - - — - EEEEEEEE - - ---- T T R e ETTAATC-—-—-—- i‘
103712 +
dp5 l4_group3:8443787-8443945 | [~ TN C - - - B[R —---- T T A, G N — AcacEerpy------------ AnjicleliiTlecBA G TielcASCINE Cl— EcaAcifecAGGCACAGACINGACkHChICAAlAT-GTClgARA-GC- - —— - ——- ATTGAGAGTCACTAAGTACCTGAGCC - -cI¥ acToifec TT/ehaAl---—-------- ¥¥\rc--————- ACT/e- - ey - - AING- - - —— — T —_———————ahe - —[ACICE—— ca|
droPer2|[scaffold 1:9894906-9895069 [acacERCT A VR Y ———— A-[ - 7] 2 A[GFNE|C C 7/ —— AR TECEA cTRECARCINE /i cAGHECAGGCACAGAG I GACHCRCAREA T - GTClEAAA -~GC———————- ATTGAGAGTCACTAAGTACCTGAGC e - CI¥AAGTGIReC T T/eRyAEAl- ——————————- A A ATYCHS—— ACT N I ey i ————- .~ - P CCH— GA
droWwil2|scf2 1100000004945:873668— TN TR A T T/ - - — - - - B--F---—-- CTATATATCACACACAC R RAeackyen - —-—————————- calfea T TRIRGECAliTECcEAEAcACAAINETC T EE TGN EcETETH TN G TCTAA TINTINT TCEEEEEE TIINSNSI NG NI NNLI NI NETe T GEERT T TINE - - - GEAGAGITINACTCGTATCAREE- - - - -BcTTTEE- - -[6- -E - - - - EEEEEEE - T TG TCACT T T TR TG T R CACCTTATGGATAAGTATIREVNIAEEEEEE G
873873 +
drovir3|lscaffold 12963:12863161- cT/ee- e EcEm------- -ETCAREEEE - -—---------—-- — TCACETRA - -ie- - - Xe Tfec ThicE- T T T e CiNG - - - - - GClgcc BCAGECACACACCACCCCAR e T -\ el A 2 - GCINRINT e T TCAGAGTCACTAAGTACCTGAGCINE - - - clgcEc TolfeciNdaslede - - - — - - AGGAGTICAGSREEEEEE ackcal)--TeeN- — - ——————- Ecacg------ — - — et —-EVACTEEEEEE GA
12863336 +
droMoj3|lscaffold 6500:7201933- cleri- TR AT A - — - — - - A g - CTTGREEEE CABCTTGTATTCTCTAGTCCGGGGAGTTCGAACTCGARATTISACAIEEEEEEEEEEE grercreceyergrceayNeacEc----- GClgccACACECACACACCACCCICARA ST - [T elr A 2 - G CIERE NG NEA T TCAGAGTCACTAAGTACCTGAGCHE- - - i\ e Toifec T/den®alic - - - - - - - -~ — = === - — R — — -~~~ = — — e - — - — T GA
7202117 -
droGri2|scaffold 14978:830841- clgra- TN ATGTA-—-———— R e C AR A T CGACACTCA ARG GacACAAANGNTICGGCEEEEEEEEE e -alNecTETEGANNECAACINSG TREREE GCARCECACCCACACACECACCCHCAR A lefelG Tlefeln Al - IRl SN T TGAGAGTCACTAAGTACCTGAGCINE - - - CE¥NYeG Tl cLXeleleln iy - — - —- - - R - - - -EGATTGEGTIT Tl - - - - EEEE ecacg------ -INETTAACACTGATAATGATTAACACAAGAATAAGAARCCIVINEGACGAAC/HA
831068 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490579:645512-645691
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000768553:9354-9529
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454078:624028-624202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302382:529266-529477
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:15864829-15864973
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396717:103548-103712
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:8443787-8443945
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:9894906-9895069
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004945:873668-873873
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:12863161-12863336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:7201933-7202117
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ID: Coordinate: Confidence: || Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dya 1781 |3L:21530521-21530592 + |confident || Canonical miRNA ||intron
Legend: mature star [l nir1ed WL 1T 111911 mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Hairpin partition -#= Sense - Antisense Mature Star
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Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE22525-in]
No Repeatable elements found
mature star
1. dya 1781 31.21530528-21530549 + 1. dya 1781 31.21530564-21530585 +
2. v2_chr3l _random 149:54878-54899 - 2. v2 _chr3l random 149:54842-54863 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M043
M056 GSM1528802 V046 M026 V058 V120
TTTACATTTTCAACGATTTGAAGGTCGTTTCCACTGTTATTCTCGTTTGTTTTGTGGTTTTGT TTTTTCTTTGT TTTGTGTGAACTCATCAATGAAACAATCTAAACACAAAAGCACTCACAAGTGTGACACAGAACGTGACAAAAAAATATAAAAAACTATAARAAATACAG female
Read # Hit ||Total embryo body follicle |embryo head head male
Fkokkdokddokddkokddkokdkokddkokddkokdkokdkkdkkddkkdkrdkkr  ((((((C. .o (CCCCCCCCe COCe oo COCCCeEee. (... IIIINIIIIID) o)D) ))))) ) ) ) ) L)) ) ) ) ) ) . Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x gjze Mismatch Count Norm Total cells body
......................................................... T T TTGT T TT T TCT TTGTTTTGT ¢« ¢ v e et e e et et e e e e e e e e e e e e e e e e e e e e e e e e et e et e e e e e e e e e et ettt et ie e 220 2 14.00 28 25 0 0 2 1 0 0
......................................................... TTTTGTTTTTTCTTTGTTTTG e « e v e e e e et e et e et e e e e e e e e et e et e et e e e e e et e e e et et et et e ee e ee et eieeneeneennea. 2l 0 2 4.00 8 3 2 0 2 0 1 0
............................................................................................. GAAACAATCTAAACACAARAGC . « ¢ v v ettt te e et e e e e et et te e eieieenaenneneeneea. 22 0 2 3.50 7 7 0 0 0 0 0 0
.......................................................... TTTGTTTTTTCTTTGTTTTGT « « e e v e e v e e e e e e e e e e e e e e e e e e e e e e e et e e e e e et e e e et e et et e et et e et ee e i eieenaneeneea. 20 2 3.00 6 5 0 0 0 0 0 1
............................................................................................ TGAAACAATCTAARCACARRAGC . « .« e ettt ettt et e et et e ettt ie it 23 0 2 1.50 3 2 1 0 0 0 0 0
......................................................... e Lo s e T < -3 S 4 1.50 6 5 0 0 0 1 0 0
............................................................................................ TGAAACAATCTAARCACARRAG . « ¢« e e v e e et et e et et e e e ee e e et te e naenaenneneea. 22 0 2 1.00 2 1 1 0 0 0 0 0
............................................................................................ TGAAACAATCTARRCACAR . .« o« ettt ettt et et et et et te et e e e ie et eieaaenaeneenea. 190 2 0.50 1 0 1 0 0 0 0 0
.................................................. TTTGTGGTTTTGT TT T TTCTTTGTTT T+ -« ¢ e e e et e e e e e e e e e et e e e e e e e e e et e e et e e e e e e a e et et te e aeeeeneeneeaeeaeaaenaennenaeae 2] 0 2 0.50 1 0 1 0 0 0 0 0
........................................................ GTTTTGTTTTTTCTTTGTTTTG M « « v+ e e e e et et e e e e e e e e e e e e et e et e e e e e et e et e e e e e e e e e e et e et et e et eieeeen e 22 0 2 0.50 1 0 1 0 0 0 0 0
.......................................................... TTTGTTTTTTCTTTGTTTTG . « v e e v e e et e et et e et e e e e e e et e et et e et e e e e e e e e et e et e e e et e et e i et et eieeneneea. 200 2 0.50 1 0 1 0 0 0 0 0
............................................................................................. GAAACAATCTARACACAARRAG . « « ¢ v v ettt ee e et e e e e e e en et eaeaenaenaenneneeanea. 2l 0 2 0.50 1 0 1 0 0 0 0 0
.......................................................... TTTGTTTTTTCTTTGTTTTGR . « - ¢ ¢ o ettt ettt it ettt e e et et et et et e e et e e ettt et e et ie e 201 4 0.25 1 1 0 0 0 0 0 0
Anti-sense strand reads
M043
V058
AAATGTAAAAGTTGCTAAACTTCCAGCAAAGGTGACAATAAGAGCAAACAAAACACCAAAACAAAAAAGAAACAAAACACACTTGAGTAGTTACTTTGTTAGATTTGTGT TTTCGTGAGTGTTCACACTGTGTCTTGCACTGTTTTTTTATATTTTTTGATATTTTTATGTC female
Read # Hit Total head body
dedkokde ok ok ok ko ke ke ke ke ek ek ok (. (O (OO COCe e o OO (... IIIINIIIIID) o)D) D)D) ) L)) ) L)) ) ) ) ) ) . kR kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3|31.:21530471-21530642 + ldya 1781 TTTACA-————--mmmmmm - TTTTCAA-CG-ATTTGAAGGTC—--GTT-TCCACTGTTATTCTCGTTTGT——-—- TTTGTGGTT-TTGTTTTT-———————- TCTT-—--————- TG——-———- TTTTGTGTGAACTCATCAATGARACAATCT =========ssoson AA-—--—-—- ACACAAAAGC--—-- ACTCACAAGTGTGACACAGA-—————— ACGT-----—- GACAAAAAAATATA——————————————————— AAAAACTATAAAAATACAG
droEre2|scaffold 4784:18883304- der 109 |[TTTACA-——-——-——-——————————————— TTTTCA§-CG-ATTTGAAGGTC---GTT-TCCACTGTTATTCRCGTTTGT----- TTTGTGGTT-TTGTTTTT-——-—-——- TCTT-—--—---- TG---—--- TTTTGTGTGAACTCATCAATGARACAATCT-=========czooos Ea-—--—-- ACACAAAAGC----- ACTCACAAGTGTGACACAGA-—-——-— ACGT------- GACAAAAAAATATA-—————————————————- AAAAACTATAAARJTACAG
18883475 -
droSec2|lscaffold 19:1028753-1028929|dse 158 ||[TTTACA-—-—-—-—-———————————————— TTTTCAE-CG-PWTTTGAAGGTC—--GTT-TCCACTGTTATTCRCGTTTGT----~ TTTGTGGTT-TTGTTTTT—-—-—-—-— TCTT-—-—-—-—- TG-—=-—-—- TTTTGTGTGAACTCATCAATGARACARTCT=======oooooooos AA--—-—-- ACACAAAAGC----- ACTCACAAGTGTGACACAGA-—-—-—- ACGT------- GACAAAAAAARATA-—f---—-—-—--—- IV ranAACTATARABATACAG
|drosim2|[31:18687163-18687338 - lasi 96 |rTTACA-----------mmm TTTTCAE-CG-JTTTGAAGGTC-~--GTT-TCCACTGTTATTCACGTTTGT -~~~ - TTTGTGGTT-TTGTTTTT—-~—=--—~ TCTT---—----~ TG------- TTTTGTGTGAACTCATCAATGARACAATCT -~ ——~~~—~—~~—~———~ AR---——-- ACACAAAAGC----- ACTCACAAGTGTGACACAGA-—---—~-~- ACGT------- GACAAAWAAATATA------———————— RN AAAACTATAAAEATACAG
|dm3 lchr31.:19064529-19064707 - | [ e —— TTTTCA[g-CG-TTTGAAGGTC---GTT-TCCACTGTTATTCI\CGTTTGT-—-—- TTTGTGGTT-TTGTTTTT--—-—-- RE{TCTT--—-—-—-- TG-—-—-—- TTTTGTTGAACTCATCAATGAAACAATCT-~—————————-=--"- AA--—--—-- ACACAAAAGC----- ACTCACAAGTGTGACACAGA-—-—-—- ACGT------- GACAAAAAAATATA--R-------————[¥¥¥\aaanancTaTAAAEAEACAG
droEugl|scf7180000409471:411249- TTTACA———————————————————————— TTTTCAA-CG-fTTTGAAGGTC---GTT-TCCACTGTTATTC/§CGTTTGT--—-WTTTG TG T-T Tl T Thfehif]- - -iercTT-———-—-—- TG--—-—-- TTTTGTGTGAACTCATCAATGAAACAATCT——————————-——-——-—"- N ACACAAAAGC----- ACTCACAAGTGTGACACAGA-—-—--- ACGT------- GACAAAAAAATATA-—I¥8\-————————__ NYeraraacTaTAAAEATARAG
411433 +
droBial|lscf7180000302529:420853- TTTACA-———————————————————————— TTT[@CAA-CG-TTTGAAGGTC--~-GTT-TCCACTGTTATTCI\CGTTTGT - - - -WT TG TGCET-TTGTTTT/8-—--————-- TCTT--—-—-—-—- TG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCT-————=———-=----"- AA--—--—-- ACACAAAAGC----- ACTCACAAGTGTGACACAGA---—-—- ACGT------- GACAAAARAATAlA - - - - MaananlTATAAREATARNAG
421025 +
droTakl|scf7180000414021:74757~- TTTACA————————————————————————— TTT/CAA-CG-TTTGAAGGTC---GTT-TCCACTGTTATTCIACGTTTGT----WT TTGTGGTT-TTGTTTTT————————- TCTT--—--—-—- TG--—-—-- TTTTGTGTGAACTCATCAATGAAACAATCT-————————————-———"- AA---—-—- ACACAAAAGC----- ACTCACAAGTGTGACACAGA-—-—--- ACGT------- GACAAAAAAATATA-——————————————— NNz aEhacTaTarrfdaTAlAG
74932 -
droElel|lscf7180000491249:6350642- TTTACA-———————————————————————— TTTTCAA-CG-fTTTGAAGGTC---GTT-TCCACTGT TATTCINCGRATTGT----WTTTGTGGTT-TTGTTTT/&-———————- TCTT---—-—-—- TG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCT-~—————————-=—--"- AA--—--—-- ACACAAAAGC----- ACTCACAAGTGTGACACAGA---—-—- ACGT------- GACAAAAAAATAINA-————— - ———— IN¥\aanaaCTATARAEATARAG
6350817 -
droRhol|sc£7180000776835:40-213 - | S e ———— TTTTCAA-CGITTTGAAGGTC---GTT-TCCACTGTTATTCINCGRATTGT----WT TTGTGGTT-TTGTTTTT-———————— TCTT---—-—-—- TG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCT-————————-—--—--"- AA--—--—-- ACACAAAAGC----- ACTCACAAGTGTGACACAGA---—-—- ACGT------- GACAAAAAAA[ARR-—-—————————————— NAAARACTATAAABATARAG]
droFicl|lscf7180000453824:438422- TTTACA-———————————————————————— TTTTCAA-CG-fTTTGAAGGTC---GTT-TCCACTGETETTCICCATTGT----WT TTGTGGET-TTGTTTTT-———————— TCTT--—-—-—-—- TG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCl-=———=————=-=—-=—"- AA--—--—-- ACACAAAAGC----- ACTCACAAGTGTGACACAGA---—-—- ACGT------- N N N Y - - — - B annfpfdTATARSATARAG
438589 -
droKik1|lscf7180000302251:117769- TTTACA-———————————————————————— TTTTCAA-CG-TTTGAAGGTC---GTT-TCCACTGTTATTCIACGRT TGS - - - -WT TTGTGGTTITTGT T T T T [ g dNeeTCTT-———————- TG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCT-==—=—==—=—-===-—= AA--—-—-- ACACAAAAGC----- ACTCACAAGTGTGACACAGA---—-—- ACGT------- GACAAAAAAETATAINVNNNNNXUNY NIV ranacTATARAEATARAG
117967 -
droAna3|lscaffold 13337:18377655- TTTACA-———————————————————————— T TG - T GAAGETC- - -G T T - TCCAC(HC i C & - - - ~f4&T TGTGGIT-TTGTTTTT-———————- TCTT-—-—-—-—- TG-—-—-—- TTTTGTGTGAACTCATCAATGAAACAATCT-——————————-—--"- AA--—-—-- ACACAAAAGC----- ACTCACAARNTENTGACACAGA---—--- ACGT------- GACAAARWAAATAINA - -[NXSNNNNNNRTINI VNN s anacTATARACATARAG
18377833 +
droBipl|lscf7180000396741:1561610- TTTACA-———————————————————————— TTTTCAA-CG-[§TTTGAAGGTC---GTlg-TCCAC TR T - — - ~ AT TGTGGTT-TTGT T T TR ———————- — - — — ------- e GTGTGAACTCATCAATGAAACAATCT———————————-—--- AA--—-—-- ACACAAAAGC----- ACTCACAARNTINTGACAAGA-—----- ACGT------- GACAAANAAATARA - -[NNNNNNSGY — _EHFNNN s ranacTATARAEATARAG
1561776 +
ldp5 |XR_group8:7140817-7141006 -| [N A G T T T TG T TG T TGT TG T T T T TG T TGN SN A Sl Tl Vel JOR el i\ I GISINCURERN - - — — — — - - - GINCHR TINC I ebNeTel L L WVl ibiC - B GC TRHC T T TITGCCCAT TTGT e s e/ GTGAACTCATCAATGAAACAATClS-—————————————~- CINACEEEE ACACAAAAGC----FacTcAcAAGTGTEACACAINg----—-- - —-—--- i — — — — = — = — = —— = ———— paNNENNS - - - -INCECIRRC
ldroper2|lscaffold 36:165526-165702 [TTTACA N EEETer- - - - [ERER P IE T T T TCAARNCG-WT TTGAAGGTC-—-GT THIECACT G T e T G T - - - -l T8I GTGGT T~ TTC T T T/ e - S N T S S S el T G — — ———— TETE TG TGAACTCATCAATGARACAATC—————————————=— Ernfe--—-—- ACACAAAAGC---—-BacTcacaacTer@acacaiMg---—--- - - - - [E— - ——— - ——— - — [ pAnSNNNE- - - -]
droWwil2|scf2 1100000004762:3231740- TTTACA————————————————————————— TT TN A CH- BT TTGAAGG T CLRNG T T- TCCAC T N - - — - — e - — === === Tlgrlg--------- TG--—-—-- ErlETcTGTGAACTCATCAATCARACARTNess=asaaaasanenes Ag---—---—- ACACASERGE - -1¥-2cilcacr e caldrGA--———-- ACGT------- GACAAAARA A AP - - - A2 A INNNNAT CINENA I RSN TRV T
3231887 +
drovir3|scaffold 13049:13362168- TTTACA————————————————————————— TTTTIJ§A-CG-fT TTGAAGGTC---GTT-TCCACTCTRmmaCEccT Tl - -\ Tyt TTerTfgrT—-—-——--—- EcE--—-—-—-- TR------- T T TGTGTGAACTCATCAATGAAACAATINS-—————————————~- AGLGAACCCAI GG - - - - CEEE ACHCACAR TG T —— — =~ - = — - — et — — = = == === == === === = -]
13362297 - \
droMoj3|lscaffold 6680:13991806- TTTACA-———————————————————————— TTTTH8A-CG-TTTGAAGGTC---GTT-TCCACTGT/OYaav.ee T TG T - [N Ee T TG TleC~ T TG T T{eT T —[elehi-[le T Clelel- - === —=—- ileCTGCGATIAINELIEINer VNSNS NdeR VNN c/.V.V.(¢).V.UiACAGAAAGAAT CGTGGACH. U \oFNoh\CE - —[BACT TRENGA ST - — - CINEINT GTINTINTINAA GGCCGRI T[T T &N T G Ol G TINCING SN TINTEGEATLAT]
13992015 +
droGri2|scaffold 15110:18794165- TTTRNA - -~ - - TTTTIJ§A-CG-fT TTGAAGGTC---GTT-TgCACTC T RmECACG T TG T—- — - TG TG T - ———————- = — - ------- T[ETTGTGTGAACTCATCAATGAAACAATINS-—————————————~- Paifee--—-- FGEGIYC AP EEEEA o CGINIVNE e - - - - - - — - - EEEEE A CllGC T T T T GG - - GL N C TR MAAAAAACA
18794321 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:21530471-21530642
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1781.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:21530528-21530549
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_149:54878-54899
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1781.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:21530564-21530585
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_149:54842-54863
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:21530471-21530642
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1781.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:18883304-18883475
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_109.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_19:1028753-1028929
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_158.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:18687163-18687338
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_96.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:19064529-19064707
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409471:411249-411433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302529:420853-421025
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414021:74757-74932
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:6350642-6350817
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776835:40-213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453824:438422-438589
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302251:117769-117967
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:18377655-18377833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396741:1561610-1561776
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:7140817-7141006
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_36:165526-165702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:3231740-3231887
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:13362168-13362297
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:13991806-13992015
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:18794165-18794321

ID: Coordinate:

dya_133|v2_chr3R_random_227:2939-2997 - |confident | Canonical miRNA ||intergenic

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star [Et Nl Rl g o mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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Genomic Position 20 o3 o4 23
Size Condition
Hairpin partition - Sense - Antisense Mature -» Star
dya_133_annot [-30.8]
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dya 132 3R:2622092-2622113 - 1. dya 132 3R:2622056-2622077 -
2. dya 133 v2 chr3R random 227:2967-2988 - 2. dya 133 v2 chr3R _random 227:2931-2952 -
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
MO56 M026 GSM1528802 V052
AACAAATGCGGCCGAGCTTCTGTAAGTCGGACTAGAACTAGAAT TAGTTCGTCTTATGGACGT TCGACTGTATGCTTAAAGTAATGTTAAACATGTATGCAACAAGATTAG female
Read # Hit |Total embryo head body follicle |head
..... COCCCC- OO CCCCCECC e eeea )N NIIDIN))))))) D)D) D) e e KRKXK KRR KX KKK KKK X KKK KX **** 5jze Mismatch Count Norm Total cells
........... CCGAGCTTCTGTARGTCGGACT « & ¢ v v e e et e te e et et e e e e et e et e et ettt e ettt et ettt et ettt eieaenenaes 22 0 2 31.50 63 52 11 0 0 0
............................................... TTCGTCTTATGGACGTTCGACT « - ¢ v e et e eeeetee e cecaeaenananenannnneneas 22 O 2 15.50 31 26 4 0 0 1
........... CCGAGCT T TG T ARG TCGGAC . - ¢ ot it ittt et ettt ettt e e e et e e e e e e e et et et e e e ettt 221 2 4.00 8 4 4 0 0 0
............................................... TTCGTCTTATGGACGTTCGACH. -« oo it i e i e 22 1 2 2.50 5 5 0 0 0 0
..................................... CTAGAATTAGTTCGTCTTATGGAC . & ¢ e vt e et teeeeete e eeeeecnenneaeneeneaeneeaenena. 24 0 2 1.00 2 0 2 0 0 0
............................................... TTCGTCTTATGGACGTTCGACH. . ... i i i 22 1 2 0.50 1 0 0 1 0 0
........... CCGAGCT T TG T ARG TCGGAC . - ¢ ot ittt ittt ettt ettt e e e e e e et e e e e et et et et et et e ettt 221 2 0.50 1 0 1 0 0 0
................................................ TCGTCTTATGGACGTTCGACH. « vt ettt it et ie e i e e ieen e 201 2 0.50 1 1 0 0 0 0
- ACAAATGCGGCCGAGCTTCTGTARGTC .« ¢ o e v et e et e et e et ee e et et et ettt e e et et e e et e e e et e e et e e te e e 27 0 2 0.50 1 1 0 0 0 0
...................................................... TATGGACGTTCGACTGTATGCTTARAGT « ¢ ot v e eeeeeeeeeaeaeneneneae 28 0 2 0.50 1 0 1 0 0 0
................................................ TCGTCTTATGGACGTTCGACT . ¢ v vt e ee e e teeneeeeeneeacnenneaenenaeaena. 2 0 2 0.50 1 1 0 0 0 0
............................................... TTCGTCTTATGGACGTTCGAC . « e vt et e ee e e teeeeeeeeeanenenenenenenen. 2 0 2 0.50 1 1 0 0 0 0
Anti-sense strand reads
M043
V058
TTGTTTACGCCGGCTCGAAGACATTCAGCCTGATCTTGATCTTAATCAAGCAGAATACCTGCAAGCTGACATACGAATTTCATTACAATTTGTACATACGTTGTTCTAATC female
Read # Hit Total body |head
HAKKKKKKKKK KRR KRR KRR KRR K COCCCC OO O e 1NN I ) e size Mismatch Count Norm Total
.......................................................... CTGCAAGCTGACATACGAATT . ¢ ot ot ve e eeeieeeeneeeenenaenen. 210 2 0.50 1 1 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species [Coordinate ID Alignment
droYak3|lv2 chr3R random 227:2889- [dya 133|AAC-AAAT-GCGGECG-AGCTTCTGTA-A-GTCCG-——-———-- A-CTA-GAA-C-TAGAATTAGEICCI-CTTATCCA=S===CETTCCACTGTATG-—--CTTAAA—--G-TAATGTTAAACATGTATGCA-—————————————————————— ACAAG--ATTAG
2999 -
droEre2 |scaffold 4770:7616328- cica- - - - Allealdea aBcanlTiciiaGI TN
7616437 +
drosecs |seatfold 12:132866-132917 c—AAT—ecaecMTTT@A-Am --------- iR R AA A G TRRIAC ToA B AR VICACESEA T/ ARACT - - - R IR G T [ AcAAAAGTCTRTARAGTGCRTIIAATINA
+
[Grosina [3x1250412-7250523 + || eI EEAgeAA cCANTICAC AR CA T E—— TR B AN A GTRCI oA BAATT ViCACHRSEACITABACT - - B B CRC TS - - BEmAAcARaAGTCTRTARAGTGCRTEITATINA -
[on3 __ Jenrsr:is010035-14010146 - | [Co TR A g AnA cAATTCEA A TCA TA B B CTRATBCAN A GTRICH (oA BAAI ViCACEREACI ABACT - P — ETECRcTE - BEmancanancTCTBTARAGTGCRTEIAACKRA 1
droEugl |lscf7180000409246:368761- Cilan— - ASRAREAAACAAIIIGHAG SHIAACATACEEE R S cTRA S cAARAC TR CIE EAAZAAIZ Y CACEERACIEIAAACA - ————RERE R TRARE R TR —————_RRRAACAAAAGTCTRTAAAGTGCRTIRY B ————
368866 -
droBial|lsc£7180000299102:1951426- cllccercaNdeadsanRcanlliciiaci I EACATACEEEEEEEE e cTRARTEcCARAGTIINACILISAGEAAIFNicallacAcACiliaAlACA- - - - - - EEEE - — - — B CEGEV e CIlG TINSY- - - - - - - BB ACAAAAGTCTRTAAAGTGCIATINNAATINNA - -
1951541 +
droTakl|lsc£7180000414450:146996- cAGEGcneeAEsa 2R cAAINGIAGIEI A CATACEEEEEEE e cTRANTEGAANA G TIIRCILsA A callNicAC Acjiiallaca--- - - -EEEE - - — - — - CEGINNe NG TINI- - - - - - - -BEEA ACAAAAGTCTRTAAAGTGCIATINAATINCAA)
147108 -
aroElel|Sefl180000491008:2242902- ’7A=—=—==z—mw@@+ ————————— B CIRTE R TI —————BRaACAAAAGTCTRTARAGTACKTEEAA T
2243003 +
droRhol lsc£7180000778633:30211= ca BB —ARCAAlGHAG S EACATAZEEEE R (S cTRr S cAARACTIIEA I EAAZAAIL U CACEEERACCHAZACA - ————RRRE R TRCIESECRGTIC —— —A-RRRAACAAAAGTCTRTAAAGTACRTATAATIRARA
30313 -
droFicl |sefl180000453600:496513- IR R T [ ACAAAAGTCTRTARAGTACHTRCAATINA 2
496621 -
droKikl ||sc£7180000302809:268101- BANN A -IacTiNCiidaalAAlT cTAC TCIMIARECT-A- - - - SRR ACACEEEE CEGEVNNE ClG TINS- - - - - - - -BEEIA ACAAAAGTCTATAAGGTACATINCAACINEAMA
268219 +
droAna3|scaffold 13340:15786876- - - - -INATGATRARNNYECRGTINGN- - - - - - - -BEEIAACAAAAGTCTATAAAGTGCITINGAATING- - -|
15786988 -
droBipl|lsc£7180000396708:4249441- BarTAAANAGTINNCIETEAARAA T icAC ETT AN AAAAAACC-ENATGATAAINNNECIGTINGY- - - - - - - -BEEIA ACAAAAGTCTATAAAGTGCINTI - - BB - - - -
4249556 +
ap5 __ |2:20110640-20110788 = | [clna——— - cEEAAEEARCARATCTACIEACH TAA RAAA CCTA IR CARC G TRTA T [SAA A AT VICACESSSA T CAATT - A AA SIS C 2 R N YW e T - - AJACARACAATATTTARTAAAGTACHTIICAA TR
droPer2|seaffold 6:4434957-4435092 ClAn———— GEEATEARCARARGHAC R ACE T ARARAACCTACECCRA TG A TITA Lo ARA AL ViCACEEEEA T/ ICARATT - AN A MRS o VTSN B TPV 2GS~ —AACAAACAATATTTART ARAGTACHTRGAATINA
droVir3|scaffold 13047:6639926—
6639979 +
droGri2|scaffold 14830:1388950=
1389032 +

Generated: 09/08/2015 at 07:50 PM

PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

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

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

OrRPOO0OOFrRORRFRPFRPFRPROOOR

phyloP LRT conservation scores

Conservation

1 1 1 I

3000 2970 2940 2910
Genomic Position

Hairpin partition Mature & Star


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3R_random_227:2889-2999
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_132.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2622092-2622113
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_133.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3R_random_227:2967-2988
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_132.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2622056-2622077
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_133.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3R_random_227:2931-2952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3R_random_227:2889-2999
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_133.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:7616328-7616437
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:132866-132977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7259412-7259523
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:14019035-14019146
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409246:368761-368866
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299102:1951426-1951541
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414450:146996-147108
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:2242902-2243003
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778633:30211-30313
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:496513-496621
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302809:268101-268219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:15786876-15786988
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:4249441-4249556
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:29110649-29110784
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4434957-4435092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:6639926-6639979
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:1388950-1389032

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cormell Mirror}

dya 1486|X:20413468-20413525 +| confident | Mirtron |intron

Legend: mature Star [Et Nl Rl g o mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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20,413,450 20,413,500 20,413,550 o 1 T T T 1 1 R 23
Genomic Position 20 21 22 23 24 25 26 27 28 & | | |
Size Condition 20,413,450 20,413,500 20,413,550
Genomic Position
Hairpin partition - Sense - Antisense Mature -# Star
Hairpin partition Mature & Star
Show Alternate Folds H
Flybase annnotation
intron [Dyak\GE 17924-in]; CDS [Dyak\GE17924-cds]; CDS [Dyak\GE17924-cds]; utrS [utr5_plus_15862]; utrS [utrS_plus_15863]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M043
GSM1528802 MO56 V046 V052 V058 V120
ATCTCCTCAATCTCATAGACACTCCTGGTCACGTAGATTTTTCCAATGAAGTGGGTTTTGTGTCAAAAATCAGCTAATTCGTCTGCTAATCATTTGGCTATTCCCCAGGTTTCCCGATCTCTGGCTGCCTGCGATGGTGTGGTACTCCTGGTGGACGC female
Read # Hit |Total follicle |body |embryo embryo head head male
ek dokdekdkk ok kok ok dk ok ko k koo k ko kkkkkkkkk  ((((...... CCCC(( (C(eeeeeenn.. ))) .. .. I)))) e )))) . kkkkkhkkkkkkkkkhkkhkkkkkkhkhkkkkkkkkkkkkkkkkkkkkk**x** 5jze Mismatch Count Norm Total cells body
...................................................................................... TAATCATTTGGCTATTCCCCAGH. - - ot ittt it it i i i et e e e e e 23 1 1 14.00 14 0 4 5 2 1 1 1
...................................................................................... TAATCATTTGGCTATTCCCCAG e « + e v e e e et et e e et e e e et te e ta e eaeaennenaes 22 0 1 6.00 6 0 6 0 0 0 0 0
...................................................................................... TAATCATTTGGCTATTCCCCA . ¢« v e et et e eme e ee e eaete e eeaeeaeeneeaeeneeaeea2l 0 1 3.00 3 0 2 1 0 0 0 0
.................................................. GTGGGTTTTGTGTCARRRATCAGC . « « + e e e e e e ettt e et e e et e et e et e et e e e et e e et e et e ettt ettt et ettt et e 24 0 1 3.00 3 0 1 1 1 0 0 0
...................................................................................... TAATCATTTGGCTATTCCCCAGR . « ¢ o v vttt ettt ie e ie et e eieeieeneeneenee. 23 1 1 2.00 2 0 0 2 0 0 0 0
................................................................................... TGCTAATCATTTGGCTATTCCCCA . ¢ v v et e et e e et ettt e e et et e ea e teeeneaeenenne. 24 0 1 1.00 1 0 1 0 0 0 0 0
............................................................................. TTCGTCTGCTAATCATTTGGCTATTCCC ¢ & v e v e et e ettt ettt et et et ee e ee e eeaeaenaenaens 28 0 1 1.00 1 0 1 0 0 0 0 0
.................................................................................................................................... GATGGTGTGGTACTCCTGGT...... 20 O 1 1.00 1 0 1 0 0 0 0 0
................................................................... AATCAGCTAATTCGTCTG T . ¢« e v e e e e e e et e e e e et e e et e e e e e e e eee e eaeneeaeneeaeaeneeneaenneaana 20 0 1 1.00 1 0 1 0 0 0 0 0
...................................................................................... TAATCAT TTGGCTATTCCCCE . « o ottt ittt et e ettt ettt ettt e eeen 222 1 1.00 1 0 1 0 0 0 0 0
................ -NeFNoy ool ot el el oF-N o cLi.y- NP A PR K> BN 1 1.00 1 0 1 0 0 0 0 0
Anti-sense strand reads
V052
TAGAGGAGTTAGAGTATCTGTGAGGACCAGTGCATCTAAAAAGGTTACTTCACCCAAAACACAGT TTTTAGTCGATTAAGCAGACGATTAGTAAACCGATAAGGGGTCCAAAGGGCTAGAGACCGACGGACGCTACCACACCATGAGGACCACCTGCG
Read # Hit Total head
Jek ok ek ko ko ke ko k ko ko ko k kx| ((((.... .. (A T ))) .. .. I)))) e )))) . kkkkkhkkkkkkkkkhkkhkkhkkkkkhkkhkkkkkkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldrovak3||x:20413418-20413575 + ldya_1486|ATCTCCTCAATCTCATAGACACTCCTGGTCACGTAGATTTTTCCAATGAAGTGEEE T I TCTGTCAAS === oo e oo oo oo oo s s e A A= = 0= === === == =S AGCTAA--—-—- TTCGTC-—-————————————~— e — GCTAATCATTT---GGCTAT-——————————————- TCCCCAGGTTTCCCGATCTCTGGCTGCCTGCGATGGT-GTGGTACTCCTGGTGGACGC
droEre2|scaffold 4690:17765035- ATCT[ECTCAASC THATIGACACTCCTGGTCACGTGATTTTCCAATGAA CAG G TAA--—-—- TR TH-—-—-—-—-—-————- T-———————————— GCTAATCATTR---ClgeAT-—-—-—-—-——————- TECINCAGGT TTCCCGATCTCTGGCTGCCTGCGATGGT-GTGGTACTCCTGGTGGACGC
17765191 +
droSec2|lscaffold 8:3542420-3542577 ATCTlECT/EAASCTCATIGACACTCCTGGTCACGTYGATT TT TCCAATGAAGTCHCT NN G TTCRYTC-—-—-—-————————- T-———————————— GCTAATCATTT---GECEAT-—-—-—-—-——————- TE\CCCAGGTTTCCCGATCTCTGGCTGCCTGCGARGG®-GTGGTECTCCTGGTGGACGT
+
ldrosim2|x:19967765-19967922 + | |aTcTlgcrlgaaScrcariicacactccreeTcaceTlgcATTTTTCCAATGAACECHETLNISEN TTCRYTC-—-————————————- T-————m——————— GCTAATCATTT---GECEAT-—-—-—-————————- TNCCCAGGTTTCCCGATCTCTGGCTGCCTGCGAGGE-GTGGTACTCCTGGTGGACGC)
|dm3 lchrx:21234579-21234736 + || ||ATcTlcTEAA.CTCATEGACACTCCTGGTCACGT.GATTTTTCCAATGAA—TAA —————— TTCHTC—--—-——————————- e GCTAATCATTT---Gl&CAT-----——-—--—————- TACCCAGGTTTCECGATCTCTGGCTGCCTGCGARGGR-GTGETACTCCTGGTGGACGC]
droEugl|scf7180000408193:240718- acTicTcanEcTCATAGACACTCCIGECACGTIGATTTTTCHAATGAE caa€cT CT TC I A 1§ - i T T-———m————— - cClaaTRA T - - - cpfeAT - - - - - - - TichAGG TTcecadTCBC TGGCGCHTGCGATGEE-GTGGTMC TCCTGGTHGACGE
240874 -
droBialllscf7180000302432:378011- GCTAATCETTT-[EchcEAT-- - - - - - - - ——————- TcfeciacelercccogrclactidecfdcccreceaTaa}-cTeeTlcTccTeeTGGACGE
378166 -
droTakl|lscf7180000415769:198069- ATCTACCATTCCAT/EMN VNN ClEIGEEETE T THi T CREE e P IXfeccaceTTTCccclrclgcTeeccccTaecaTca-cTeaTEcTlecTeGTGGACGE
198230 -
droElel|lscf7180000491087:1173072~ ThichicaGGTercccagrcldcTeeeTeTGCGATGEE- GTHGTC THC TG TEGACGE
1173239 -
droRhol|lscf7180000779980:56334- TccpjcaceTlercccagrclacTeceTocTolcATGEE-GTGeTlEcTCc TG T8cACGe
56491 -
droFicl|lscf7180000453926:207190- arcrlegcTiNaaEcTiATHGACACECcldccTCcACGTHGART TRTCCAATGAR A-aGaceilc D G ClEAl- - B Tecide-----------—--—-- T-———————————— GCTAAT TR - -Gl AT - — - — - - ———— TchiccacGTlErcccarcTeTeceTeecTGCGAlGHE-GTeTc Tt TGGACGe
207342 +
droKikl|sc£7180000302586:292924- aTcTgcTlgaalcTilaTEcACACcTCCTGGTCACGTEGATTTCCAATGAEET NS ppNecaGGTercccaldrcgcreeccceTaecaTcal- TG THC THCTGGTGGACGE
293078 +
droAna3|scaffold 13117:3149338- C ccle c c T - — - —— - - B CC T T C T G TiplerNacGTlgrcecadrcBcreceraecTolcAlced-c TG Tlec TlEc TG TGGACGE
3149502 -
droBipl|lscf7180000395515:19375- c c c eccl G : T A e T T - — — i~~~ ——————————~— TGGAR GO Nelehicislelele civelclelfelelelielelelive (e} \c[ele c Rlehia el c/shicleiNeleineler T /ele
19538 -
dp5 XL _groupla:1473929-1474108 aAdcTiicTEarBcTlEaTEcacacEccldcccace oA TTccAATGAR GGGAG--{#:\GCGGGTTCTTTTTCTGAATCAG - - - - TliICTCCCAATTCTCGATGUART TINlhlilii T Sfele cie clelidelele » elofelide (e} Nilelel s Rlehi T ~ iV /Sl GlelNeleleler T [ele
droPer2|scaffold 499:10575-10754 - || [2BcThcrBaaBc A TEcAcAcBccRccBcace A TfirccaaTcal GGGAG--[0\GCGGGTTCTTTGTCTGAATCAG -------- - - - - THcTCcCCAATTCTCGATCHAR T T N RS sle Cils C el ele A ElsleTe T ele IR T A B C Rl eleR eI T el
droWil2|scf2 1100000004909:8782015- aTTRcTCcAASC THA THGANACCCl\ceTealc THGAR T Tl T Clga AT G A CTL Y VNS VTR GCTCCAATAAA TCTCT —————— ATTAACACAEEEEEEE T-———m——— - A2 T T T Gl I A T T T T C R TIERAGG TTTCCCGETC THTGGCGCCTGHGATGGT-GTGRTIEC TRR{TGGTGANGC
8782188 -
drovir3|lscaffold 13042:4323552- aTcTlgcTeaaTHTA T8 Al CEccTeacaceTlgcaT T T T CccAnlc AT T --- -BirTcaliT CAAJ- - B ercpey---------——————--f§g----——--—-————- clelerpyri\aTlele- - - e T - - - - - - - - - - ———- cTTGUNElehciselele cile clshlelels c/elelshlelelerXidele c cleliic Al SilG/ehlelelielel\r el
4323707 +
droMoj3|lscaffold 6359:2109515- ATRTEC T2 AR TRA TG AlA Il ccToGcAlic TG AT TRTCcAA TG A e NS T T G R C L R el -5-- A Tle Til- - EEEEE GNA T G A S T-——mmm—m—— - &G G Tl T A I G A T T T C SlecaccTldrcliccrcircecccrcecoarceT-cTiEATHC Thic TEc TG AllGC
2109671 -
droGri2|scaffold 14853:7180638- arcTlgcTcaaTiTEATHGANACEC ClcccaceTEcAT T Tl T Clla A TG ACTERETNE T XECh e TTGAJN-ATTGEE- - - —-- GAAAGTTTAAAGTTGTIEEEEEE e T I T G AR R G T CC T A N meffecaceTTTCcccadrcgcreccldeecTolcATGE- TR THC TlEC TG TGACGC
7180810 +
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