ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cormell Mirror}]
dps 3414 XL grouple:8373310-8373414 - |candidate | Testes-restricted || intergenic
Legend: mature star mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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mature ||star
1. dps_3414 XL grouple:8373363-8373385 -
2. dps-mir-2524-1 XL grouple:8376708-8376730 -
3. dps-mir-2524-2 XL grouple:8377556-8377578 -
4. dps 3416 XL grouple:8381471-8381493 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR902012
M040
SRR902011 v112 M022 GSM444067 CNS SRR902010 M062 M059
TATGCGCTTAGTACCCATCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAATAGAGTTATATAGTTTATAGTTGGCCCGGTTCCCAGCACATGTATGTTGAATTAAATATCATATTGTACTGCGACTCGGGCAAATTATTAGCTCAAGACCAGCCGTGTACGAAAAGACCCCGGACGACAATCATTGGAAGTCTGGTACT female imaginal
Read # Hit |Total testis male body male head disc ovaries
****************************************************************'_ . ((((' ((((((' ((((((' ((_ (((' ((((((((((( ______ ))))) '))) _))) _))) .)) _)))))) _)))))) _)))) ... '**************************************************** size MlsmatCh Count Norm Total bOdy bOdy
..................................................................................................................... AT TG T AC TG  GAC T C GGG A . vt i it ettt e ettt et e e e et eeeeeeeeeeeeeeeeeeeeeeeeeeneeeeeinneenananaa 21 0 1 5145.005145 4101 624 211 149 30 12 9 7 0
..................................................................................................................... TAT TG T ACTGC GAC T CGGG AR . & i i it e e e e et e e e et e e ot e eaeeeeeeeeeeeeeeeeeeeeeeeeeeeneeenennnannes 22 0 1 2872.002872 2209 345 144 120 34 1 3 6 5
..................................................................................................................... AT TG T AC T GC GAC T CGG G e v i it i i et et ettt e et e ettt ettt e et ettt et eeeeeeeeeeeeeeeeeeeeeeaeeeaaaaa 19 0 4 2388.50 9554 8860 472 115 31 32 33 6 4 1
..................................................................................................................... AT TG T ACTGCGAC T CGGG . v vt it et i e et e e et e e ot eeoeeeeeeeeeeeeeeeeeeeeaneeaseeeseeanenaneaaaaaa 20 0 4 1601.756407 5757 201 146 224 16 20 28 13 1
..................................................................................................................... TAT TGTACTGCGAC T GGG AT . & v v v e e e e e e e ettt e e et e et e et e et e ettt ettt et ettt e e e 22 1 1 387.00 387 318 45 12 6 3 1 2 0 0
..................................................................................................................... T AT TG T ACTGC GAC T CGGG AL . + v i vt v et e ettt et e o e et e eeaeeeeeeeeeeeoeeeeeeeeeeeeeeeeeeeneeeeaneees 22 1 1 231.00 231 182 17 8 21 1 0 0 2 0
..................................................................................................................... TAT TG T ACTGCGAC T CGGG AR A . & i i e it e e e ittt e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeennaaaaas 23 0 1 168.00 168 138 21 1 4 1 1 0 0 1
...................................................................................................................... AT TG T ACTGCGAC T CGGG C A . v it e et i e e e e e ettt e et e et ee et eeeteeeeeeeeeeeeeeeeeneeenaeeeaeeeaaa 20 0 1 168.00 168 116 27 16 8 1 0 0 0 0
..................................................................................................................... TAT TG T ACTGCGACT CGGG T . & vt it et it et e ettt e ot e oeeeeeeeeeeeeeseeeseeeseeaeeeeseeasenaneaaeaaa 20 1 4 152.25 609 428 135 17 16 3 0 9 1 0
..................................................................................................................... TAT TG T AC TG C GAC T CG G e & i i et e e et e e et e e et e e ot e o e e e e eeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeaeeeaaaaa 18 0 4 100.50 402 375 1 2 18 2 3 1 0 0
..................................................................................................................... AT TG T ACTGC GAC T C GGGl . & v it i it et et e et et et ettt eeeeeeeeeeeeeaeeeeeeeeeeeeneeeeeeneenaneaaa 21 1 4 90.75 363 278 50 10 19 3 1 2 0 0
..................................................................................................................... TAT TG T ACTGCGAC T CGGG T . & v i i e e e e e e et e e e ot e e o e e e aeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeenenenaeaas 2l 2 4 54.50 218 149 53 4 2 5 0 4 1 0
...................................................................................................................... AT TG T AC TG  GA C T C GGG e v i i et it e e e e ettt ettt e et ee et e e e e e teeeeeeeeeeeeeeeeeeeeeeaeeeaeeeaaaa 18 0 4 52.50 210 201 2 7 0 0 0 0 0 0
..................................................................................................................... AT TG T ACTGCGAC T C GG T . &« v vt et et e et e e e e e et ae o e asaeeesaeeeeeeaeeeeeeeeeeeeeeeneeeeneeneeaaeasl9 1 4 43.00 172 158 9 3 1 1 0 0 0 0
...................................................................................................................... AT TGTACTGCGACTC GGG e v e v et e et e et e et ettt et ettt sttt et ettt et e et e e eieieene. 19 0 4 37.50 150 118 5 21 6 0 0 0 0 0
..................................................................................................................... AT TG TACTGC GAC T CGGG A . & it i ittt et e et et et e e et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeennaeeanenaa 20 1 4 32.00 128 90 29 3 4 1 0 0 0 1
..................................................................................................................... TAT TGTACTGCGACTC GGG AR A A . « v i et ettt e e e e e et ettt e et et ettt st et et te et 24 1 1 29.00 29 23 4 1 1 0 0 0 0 0
..................................................................................................................... TAT TG T ACTGC GAC T CGG T . & & v i i it e e et e et e e et e e et e ea et eeeeeeeeeeeeeeeeeneeeneeenateinaeanaaaaa 20 2 4 28.75 115 94 17 2 1 0 0 1 0 0
..................................................................................................................... TAT TG TACTGCGAC T CGGGC AL . & v it i it ittt et et ettt ae e e taeeeeeeaeeeeaeeeseeaeeeseeenseenneanas 23 2 1 28.00 28 22 3 1 2 0 0 0 0 0
..................................................................................................................... T AT TG TACTGCGAC T GGG A . « v o ittt e ettt ettt et e ee e ee et et et teeseeaeeaeeneiaeennenna 23 1 1 27.00 27 26 0 1 0 0 0 0 0 0
...................................................................................................................... AT TG T AC TG CGAC T C GGG C A A . i i it i et ettt e et e e e e e eeeeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeaneeneaans 21 0 1 24.00 24 17 1 6 0 0 0 0 0 0
..................................................................................................................... TAT TGTACTGCGACTC GGG . « o v v vttt et e e ot eee e te teeeee e eseseeeneeeeenseeeeeaeeeneanennnaaa22 2 4 24.00 96 81 9 1 4 1 0 0 0 0
..................................................................................................................... TAT TG T ACTGCGAC T CGGG AR T . & v it i i it i ettt ettt e et e a et eeeeeeeeeeeeeeeeeeeeeeeeeeeeenaeeeaaaaa23 2 1 21.00 21 13 3 1 3 1 0 0 0 0
..................................................................................................................... AT TG T ACTGC GAC T CGG G T . .« v v i it et e i e et et e et e et eeeeeeneeeeeeeaeeeeeeeeeeeoeeeeeeeeeneenaneaes 22 3 4 20.00 80 52 21 4 2 1 0 0 0 0
..................................................................................................................... TAT TGTACTGCGAC T GGG . - .« & o ittt ettt it ettt e et eeeeee et et teeeeeesesaeeaeeseeeeennenna 22 3 4 19.25 77 62 7 1 2 1 2 0 2 0
..................................................................................................................... TAT TG T AC T GC GAC T CG I T . & v i i i i et i e e et ettt e ettt e ettt e et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaaaa 19 2 6 18.50 111 93 6 6 4 1 1 0 0 0
..................................................................................................................... TATTGTACTGCGACTCGGGC AR . « & vt ettt it ettt e et et e ettt et et ettt et eteete e 24 3 1 14.00 14 12 1 0 1 0 0 0 0 0
..................................................................................................................... AT TG TACTGCGAC T GG . & v v it ettt e ettt e e e e et ettt et ettt et e ettt iieiiaenna 19 1 4 13.50 54 46 6 0 1 1 0 0 0 0
..................................................................................................................... AT TG T ACTGC GAC T CGG Gl T . « v v i it et e e e et et e et et e aeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeneenaneaes 22 2 4 13.00 52 42 5 2 2 0 0 0 1 0
..................................................................................................................... TATTGTACTGCGACTCGGGCARRRA . « v v v e et et e et e et e e te ettt ettt st ettt et e e e ieeinenne. 25 2 1 9.00 9 9 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TG T ACTGCGAC T CGGG I . & v i i i i et i e e et ettt e et e a et ee e eeeeeeeeeeeeeeeeeeeeeeeeeenaeenaaeaa 23 3 6 9.00 54 45 4 0 3 0 2 0 0 0
..................................................................................................................... TAT TG T ACTGCGACT CGGG G . v v i v et i e et e e et e e ot e e o eeeeeeeeeeeeeeeeeeeeeseeeneeeeeeaneeaneaaeeaasl2l 1 4 7.50 30 28 2 0 0 0 0 0 0 0
..................................................................................................................... AT TG T ACTGCGAC T GG T . « & v v ettt e et ettt e eee s ee e ee e te et e teeseeeaeeaeeaeeneeineennenn 2 3 8 7.13 57 46 11 0 0 0 0 0 0 0
..................................................................................................................... TAT TG TACTGCGAC T CGGGl AT . . vt i it it i et et et e et e et e et aeeeseeaeeeseeesseeeesesaeeeseenneeasas 24 3 2 6.50 13 9 3 0 1 0 0 0 0 0
...................................................................................................................... AT TGTACTGCGAC T GGG . & v i i it et it et ettt e e et e aeeeeeeeneeeaeeeaeeeeeeeaeeeaeeeeeeeeeneaaaaall9 1 4 6.00 24 16 3 4 0 1 0 0 0 0
..................................................................................................................... TAT TG T AC TG C GAC T CGGG B . v v v v v et e e et et e e e et e et et teeeeeeeeeeeeeeeeeeeeeneeenetenanenaneaa 20 1 4 5.50 22 22 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TGTACTGCGAC T CGG Gl AT T . .« v vt it it it e et e et et aeaeeesaeeeeeeaeeeeeeeeseeeeseeaeeeneeeaeeaas 24 3 1 5.00 5 5 0 0 0 0 0 0 0 0
..................................................................................................................... TATTGTACTGCGACTCGGGCATC . « « v vttt e et e ettt et e et e et et e ettt et ettt et e e e e 23 2 2 5.00 10 8 0 0 1 0 0 0 1 0
..................................................................................................................... TAT TG TACTGCGAC T CGI . « v vt it et e et et e e e et e e o et aeae e e aeoesesaeeesaeeeseeaeeeseeenseeeeseeeas 19 2 6 4.67 28 22 1 3 2 0 0 0 0 0
...................................................................................................................... ATTGTACTGCGACTC GGG AR . « v o v vttt e e e e te e aeesaesneseeeneeeeeeeeseeeneenseeneeneennennan 21 1 1 4.00 4 2 2 0 0 0 0 0 0 0
..................................................................................................................... TAT TG TACTGCGAC T CGGGC AR AT « + v e e et e e e e ettt e e et e e et et e et et ettt ettt ettt et e e e 24 0 1 4.00 4 4 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TG T ACTGCGAC T C GG A . & it it it e et et e et et aeeesaeeeeesaeeeseeeeeeseeesseeesseseeseneeaaeaaas 20 2 4 4.00 16 13 3 0 0 0 0 0 0 0
..................................................................................................................... TATTGTACTGCGACTC GGG . .+« v ottt et ettt e e et ee e et ee e e tee s eee e eeeeseaeeeaeaesnaaeenaaaa 23 3 5 3.40 17 15 2 0 0 0 0 0 0 0
..................................................................................................................... AT TG T ACTGCGAC T C GGGl AR L . & v i ittt et et e et e ettt e e et aeeesesaeeesaeeeseeeeseseeeeneennsenes 23 1 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................................................... AT AT TGTACTGCGACT C GGG A e+ e v vt e et e et e te e ae e aeesnesnseeneeneeeeeeeeeneeseenseenseeneennenaaaa23 0 1 3.00 3 3 0 0 0 0 0 0 0 0
...................................................................................................................... AT TGTACTGCGAC T CGGG T . & & i i i i it e e et ettt e et e e a e eeeeeeeeeeeeeeeeeeeeeeeeeeaeenaeeenaeeaaaaa 20 2 4 2.75 11 9 1 1 0 0 0 0 0 0
..................................................................................................................... AT TG T ACTGC GAC T C GG A A . & it it et e et et et et aeoesaeeeeesaeesseeeaeeeseeesseeessesaeeeneeaaeeasas 20 2 4 2.25 9 5 4 0 0 0 0 0 0 0
..................................................................................................................... TAT TGTACTGCGAC T GGG . . « . vttt e et e e teeteeoeeeeeeeeeeeeseeseeeneeseenseeneeeeeeenenanaa 23 3 4 2.25 9 9 0 0 0 0 0 0 0 0
.................................................................................................................... AT AT TGTACTGCGACTC GGG e v v v e e e et e e e e e e et ee et ee e et ettt e et et et e i e a2 0 4 2.25 9 8 0 1 0 0 0 0 0 0
...................................................................................................................... ATTGTACTGCGACTC GGG AR . « o v vttt it ettt et teeteesaeeeeeneeseeeeeseeeneeneeneeneennennnna 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0
.................................................................................................................... AT AT TG T AC T G CGAC T C GGGl A . & i i i it e e et e e et e ettt et e et ettt e et e eeeeeeeeeeeeeeeeeeeeeienennnaas 22 0 1 2.00 2 2 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TGTACTGCGAC T CGGGC AR T C . & v it it it et et e et et et et aeaeseeaeeeseeeeseeaeeeneeenneeaneanas 2 3 1 2.00 2 1 0 0 1 0 0 0 0 0
..................................................................................................................... TATTGTACTGCGACTC GGG AR . « « v v vttt e ettt tte e teeeeete e teeeeeseeeseenseeaeeeeeeneenenneenaaaa23 2 1 2.00 2 2 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TG T ACTGC GAC T CGGG C A G . « v v v i v ettt e et e et e e e et e e et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeaaaaa 23 2 1 2.00 2 2 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TG T ACTGCGACT GGGl A G . « & i it ittt i it ettt et e e eeeeeeeeeeeeeeeeeeeseeeeeeeeeeaeennnenaeeas 22 1 1 2.00 2 2 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TGTACTGCGACTC GGG ARG . « « v vt e e ettt ettt et e et e et e ettt ettt e ettt et e ie e e 23 1 1 2.00 2 2 0 0 0 0 0 0 0 0
................................................................................................................ AT CAT AT TG T AC TG CGAC T C GGGl A . v i it et e et et et e et ettt e aeeesaeeeeeeaeeeseeesseseeesseeesseeaneenas 26 0 1 2.00 2 2 0 0 0 0 0 0 0 0
....................................................................................................................... PTG TACTGCGACTC GGG AR .+ v v e et e et e e e e e e et e e te ettt et ettt et iieeaeeneaaa. 20 0 1 2.00 2 0 0 2 0 0 0 0 0 0
.................................................................................................................... AT AT TG T AC T G CGAC T C GGG .t v i it it et et et ettt ettt et ettt te et eeeeeieeeeieeeeeeeeeeeieaeienaeeaaa 20 0 4 2.00 8 8 0 0 0 0 0 0 0 0
..................................................................................................................... AT TG T AC TG GA C T C G . v v v et et e e e e e e e o e e e e ae o e oo aeeesaeeeeeeaeeeeeeeeseeeeseeaeeeneeeaeeaaas 18 1 4 2.00 8 6 0 0 1 0 0 0 1 0
..................................................................................................................... TAT TG TACTGCGAC T C T . « v v o e e e e e e e e e ettt et ettt et ettt ettt e ettt et te e eieeieennea. 19 3 20 1.85 37 37 0 0 0 0 0 0 0 0
................................................................................................................ TATCATAT TGTACTGCGACTC GGG C e v v v v e e e e e et e e te e te e te e teeseeeaeeeeeeeeseeeeeeaeeneeneeneenea 25 0 4 1.75 7 7 0 0 0 0 0 0 0 0
..................................................................................................................... T AT TG TACTGCGAC T G A . & v v ettt e e e et e et eeste s te et e teeeeeseesaeeseeseeseeseeeeennennaaaa 19 2 4 1.75 7 4 2 0 1 0 0 0 0 0
............................................................................... etofeletel el s eleloy:NeToh:N oy N e L X AR~ ic S O 4 1.75 7 7 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TG T AC TG C GA C T C G T A . & it it it i et e ettt et aeeesaeeeeesaeesseeaeeeseeesseeesseseeeeneeenaeeasas 20 3 9 1.67 15 13 2 0 0 0 0 0 0 0
..................................................................................................................... TAT TG TACTGCGACTC GG . - v v e v vttt e ettt e e ee e e et eee ettt et ettt et eieiieenaenn 19 1 5 1.60 8 7 0 0 1 0 0 0 0 0
...................................................................................................................... AT TGTACTGCGACT GGG . & v v vt e e e et e e e et et e e e et oeaesesoeeeeseeeesesaeeesesessesasensenaaeasa 20 1 4 1.50 6 3 1 2 0 0 0 0 0 0
...................................................................................................................... AT TGTACTGCGAC T GG R . « + v e v e e et e e te e e te e aeeseesaeeneeaeeeeeseeseeeneeneeneeneennennanaa 18 1 4 1.25 5 5 0 0 0 0 0 0 0 0
..................................................................................................................... T AT TGTACTGCGACTCGGGC . . & o vttt ittt ittt ettt ettt et ettt e tee ettt eiaeanea. 23 3 4 1.25 5 4 1 0 0 0 0 0 0 0
..................................................................................................................... TAT TG TACTGCGAC T GGG AT . « v v ettt it ettt et ettt et ettt et ettt ettt ettt et e e e 2 2 4 1.25 5 4 1 0 0 0 0 0 0 0
..................................................................................................................... TAT TG TACTGCGAC T O . .+ et et e e et te e tee e eesee et et et seeeesaeeaeeseeiseeseeenenna 20 3 7 1.14 8 5 2 0 1 0 0 0 0 0
..................................................................................................................... TATTGTACTGCGACTCGGGCARALAG . « - v v v ottt et te e et te e et ee e et e st et e s et esaeaenaaa 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TG TACTGCGACTC GGG A . « « v v vttt ettt e ote o teseeeeeeseesnesneeeneeneeaeeeeeaeeeeeanennnaaa23 2 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TG T ACTGCGAC T CGGG C AR AT T v i i i e e e e e e e e e et e e e et e e et e e e eeeeeeeeeeeeeeeeeeeeeeeaeenaeneaaaaaa 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TGTACTGCGACTCGGGC AR AT . « o v vt ettt et o te e tetteeeeeteeanesaeenaeeaeeaeeeeeaeeenenneenaaaa25 1 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TATTGTACTGCGACTCGGGCARAATCCC . « & v v ettt ettt et e et ettt ettt et e ettt e eeeeieenne. 27T 3 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TATTGTACTGCGACTCGGGCARAAT TG . « « & o ot ittt ittt e et ee ettt tee e et et e st e 28 3 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TGTACTGCGACT CGGG AR T A . & i it et ittt et et e e o e eeeeeeeeeeeeeeeeeeeeseeeeeeeeeeeneneeenaeaas 24 2 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TGTACTGCGACTCGGG AR . « v vttt ettt it ettt et e e et et e et e et e et ettt e e e e ettt e e iieen. 24 2 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TATTGTACTGCGACTCGGGC AR . « & v vt e ettt e ettt et ettt et ettt et ettt ettt ettt et 24 2 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TATTGTACTGCGACTCGGGC AR A . .« o v ittt ettt e teeoee et et eeeeeeeseesneeaeeaeeeeeaeennennaa 25 3 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TG T ACTGC GAC T CGGG A G T . & v i i ittt it e et et et e e et e e ettt et e e eeeeeeeeeeeeeeeeeeeeeeeneeeaaeaa 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0
...................................................................................................................... AT TGTACTGCGACT C GGGl A R T . & & i it it i et et ettt a ettt eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaneenaaans 23 3 1 1.00 1 0 1 0 0 0 0 0 0 0
..................................................................................................................... TATTGTACTGCGACTCGGGCARAT TA . v v v e e v e et e e e e ee e ae e ee e teete e teeseeeseeaeeaeeseeiseennennaa 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... TATTGTACTGCGACTC GGG AT . « & v vttt ettt ettt et e te e te e te et et ettt et eeeeieenaean. 24 3 1 1.00 1 1 0 0 0 0 0 0 0 0
...................................................................................................................... AT TGTACTGCGACTC GGG AR t & e e e e e e e ettt et te sttt ettt ettt e e eeiieenen 22 0 1 1.00 1 0 0 1 0 0 0 0 0 0
....................................................................................................................... TG AC T G CGAC T C GGG A . & i i i it e e et e e ettt e e et et e e e ee et e eeeeeeeeeeeeeeeeeeeteneeeneeeaaaa 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................................................................................... AT AT TGTAC TG CGAC T CGG Gl AT . & it it i et et e e e et e e o e e e s aeeeseeaeeeeaeeeseeeeeeeeeeenoeeeeneenneanes 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0
....................................................................................................................... PTG TACTGCGACT GGG A . « v ot ittt et ettt tee e eeeee et eeeeeeeseeseeeneeneeseeeeennenna 20 1 1 1.00 1 0 0 1 0 0 0 0 0 0
..................................................................................................................... AT TG T A C T G GA C T C G v i v e e e et e e e et et e e e et ae o et aeae e esaeeeseeeseesaeeeseeessesaeseneeeeeeeas 17 0 4 1.00 4 4 0 0 0 0 0 0 0 0
..................................................................................................................... AT TGTACTGCGACTCGGGHME. . . .. .t ittt ittt it tieteeeeeeeesonesoeeoeeoeeaeeeeeonenaneneeneaaa2l 2 4 1.00 4 4 0 0 0 0 0 0 0 0
...................................................................................................................... AT TG T AC T GC GA C T CGG T . & ot i i i et e e et et et e et e e e et e e et ee et eeeeeeeeeeeeeeeeeeeeeeeeeeaeeeaaaaaa 19 2 4 1.00 4 2 1 1 0 0 0 0 0 0
..................................................................................................................... AT TG T A C T G G A C T e & v v e e e e e e e e e o e e e e o e o e oo oa s aeaeeesaeeeeeeaeeesaeeeseeaeeeseeeeneeaeeaeas 1l 0 4 1.00 4 4 0 0 0 0 0 0 0 0
.................................................................................................................. TCAT AT TG TACTGCGACTC GGG e v v v e e e e e e et e e ettt et e e st st ettt et et et ettt et eeeeane 22 0 4 0.75 3 3 0 0 0 0 0 0 0 0
..................................................................................................................... TAT TG TACTGCGAC T CGGG BT . & v vt ittt et et e et et e et e e ae e et aeoesaeeseesaeeseeeenseeaseeseeeeseaeas 2] 2 4 0.75 3 2 0 0 1 0 0 0 0 0
....................................................................................................................... T G T AC T G CGAC T C GGG . v v i i et et et ettt e e e e e e o eeeneeeneeeaeeeeoeeeeoeeeeaeeeeoeeeeeeeeaeneeeneaaas 17 0 4 0.75 3 3 0 0 0 0 0 0 0 0
............................................................................................................ TAAAT AT CAT AT TG TAC TG GAC T GG e v v v e v e e et e e e e e te e e e te e e teeeeeeeeeseeeeeaeeeeeneeaeeneeineenneeaaa 27 0 4 0.75 3 3 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR902012
M040
V112 GSM444067 M062 M022 GSM343916 M059 CNS
ATACGCGAATCATGGGTAGTATGCACTGTAATTCAGGTTAGGCTTGTCCCTTAGTTATCTCAATATATCAAATATCAACCGGGCCAAGGGTCGTGTACATACAACTTAATTTATAGTATAACATGACGCTGAGCCCGTTTAATAATCGAGTTCTGGTCGGCACATGCTTTTCTGGGGCCTGCTGTTAGTAACCTTCAGACCATGA female imaginal
Read # Hit |Total body male head head male embryo embryo |disc
Fokdkkkkdkdkdkkkkkhkdkhkkkhkhkdkdkhkhkdkdkdkhdkhkdkdkrdkrkrr (. (CCCCC COCCCC CC- 0O ... ... 1)))) D)) D)) )N Y)Y ) D)D) ) ) L)) )) L ke kkkkkkkkkkkkkkkkkkkkkkkkkhkhkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k** gjze Mismatch Count Norm Total body body
................................................................................. GGl C A A G G G T C G T G T A C A T ¢ 4 i e e e e e et e et e e e e e e e oo e e aeeeaeeeeeeeeeeeeeseeeseeeseeeseeaseenseenseeaeeeoeeeeneeeoeeeeeeeeeeneaeneeenaeaaalO 0 4 1.75 7 6 1 0 0 0 0 0 0
.............................................................................. (ofefe]eteleler-V-N et el ek ol e el -\ oF: X KRR~ 57 S 4 1.75 7 7 0 0 0 0 0 0 0
............................................................................... (ofeleleTole):V-Nel el o] el e 1NN R R O 4 1.50 6 5 0 0 1 0 0 0 0
.............................................................................. CCGGGCCARGGGT G T G T AC A e & e v v e e e e e e e e e e e e ae e ae e e e e e e e aeeasesnseeneeeeeeeeeeeseeeeeenseeoeeeeeeeeeeeeeeeneeseeseeseeseeeeeenenaa 2l 0 4 1.00 4 2 1 0 1 0 0 0 0
................................................................................ GGGl C A A G G G T C G T G T A C A T « i i i e i e e e e ettt e e et ettt et ettt a et ettt e et et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeieeeeiaeeeaaeeaaa 20 0 4 1.00 4 3 0 1 0 0 0 0 0
................................................................................ efeleloted:V-Nel e et e e L el N o) NP ° I 4 0.75 3 2 0 1 0 0 0 0 0
............................................................................. - (ofelelelelotod.V:-Neleleh el e el Xl N -6 T | 4 0.50 2 0 1 0 0 1 0 0 0
............................................................................. N olofe]eleToler:V-Ne] etk otel e 1N 07N L~ S O 4 0.50 2 0 1 0 0 0 1 0 0
............................................................................. ACC GGG A AGGG T G TG TAC A . + v e e v e e e e e e s e e ae s ae e ae e ae e e aeeaeeseeeneeeeeeeeeeeeeeeeeeeeenoeeeeeeeeeeeeeeeeeeneeneeneeeeeeeennennaa 22 0 4 0.50 2 1 0 0 0 0 0 1 0
............................................................................... GGG C C AR GGG T C G T G T A C AT ¢ i i i it e e i e e e et et et et et ettt et e e et et e e et ettt e et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeteieeteineienanaaan 21 1 4 0.50 2 2 0 0 0 0 0 0 0
.................................................................................................................................................. CGAGTTCTGGTCGGCACATG s v vt v vt e te e et e eeesesesaeeeaeneanea 2 0 4 0.25 1 1 0 0 0 0 0 0 0
.............................................................................. CIUEEECEANECEIICIEEIEITAGT . & 6 5 50 b b0 b0 0 a b e o e o o h oA 5 B0 6 a8 6 aG et o e B A BB B B B BB e e G e G s A G A G e A d e b a s nesoana |20 |0 4 0.25 1 1 0 0 0 0 0 0 0
............................................................................. N olofeleletoler:V-Ne etk ot e LN 07N -\~ S O 4 0.25 1 0 1 0 0 0 0 0 0
.............................................................................. CCGGGCCARAGGGTCG TG T AC AT AC AR C T « o v v e e e e e e e e e e e e e e e e e e e aeaeesaesneeaeeeeeseeseeeeeenseeeeeeeeeeeeeeeeeeeeeeeeneeeeeneeeeennenaa 28 0 4 0.25 1 0 1 0 0 0 0 0 0
T A C G G A AT CA T GG G T A G T s 4 i i e e e e e e e et e e et e e et e e et e a et et et e e ettt ettt et e et eeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeneann 19 0 4 0.25 1 0 0 0 0 0 1 0 0
............................................................................... P GG  C A A GG G T C G T G T A C A T v i i e et e e e et e e e e e e e e e o e e o e o e oo e oe oo s oeaesesaeeeseeaeeesaeeeseseeeesaeeeseeassesaeeeseeesseeeeesseeeeneeas 2] 2 4 0.25 1 0 1 0 0 0 0 0 0
............................................................................... (o7 eleleToler:V-Nel el ek o] el e 1y-N 7 -\~ I O 4 0.25 1 1 0 0 0 0 0 0 0
............................................................................. o (ofefeleleTofolV: et el el ol et el o7 720G R 4 0.25 1 0 0 0 1 0 0 0 0
................................................................................. et elel07:¥:N e el ek or el ety o7-Xi NN~ 0 BN O 4 0.25 1 1 0 0 0 0 0 0 0
............................................................................... (o7 eleleTofeF:V-Ne] el ek o] el e 1y-N o RS I° I O 4 0.25 1 1 0 0 0 0 0 0 0
........................................................................................ GO T CG TG T ACA T AC AR C T T A s & e e e e e et e e e e e e e e e e e e e e st e et e et e e te et ettt sttt ettt et et e ettt eee e 21 0 4 0.25 1 1 0 0 0 0 0 0 0
.............................................................................. (ofefe]eteleler-V-NeTeleki ol e el -\ oF: X -\~ 06 RN 0 4 0.25 1 0 1 0 0 0 0 0 0
......................................................................... ATCAACCGGGCCAAGGGT G TG TAC e v v e e vt e et e et e e e e et e et e et et e e e e e et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e .u 2500 4 0.25 1 1 0 0 0 0 0 0 0
................................................................................ GGG C C A A GGG T C O T G T A C A T A C A R C t 4t e e e e e e e et e e o e e e o e e oo e aoeseeeeeeeeeeaeeeeeeeeeeeeeeeeeeeaeeeneeeeeeeaseeoeeeneeeaeeeaeeeeenaaeaeaasl2b 0 4 0.25 1 0 0 0 0 0 0 0 1
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Species | Coordinate ID Alignment

dp5 XL _grouple:8373260-

8373464 -

dps_3414

TATGCGCTTAGTACCCATCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAAT--AGAGTTATATAGTTTATAGTTGGCCCGGTTCCCAGCACATGTATGTTGAATTAAATATCATATTGTACTGCGACTCGGGCAAATTATTAGCTCAAGACCAGCCGTGTACGAAAAGACCCCGGACGACAATCATTGGAAGTCTGGTACT

droPer2|scaffold 13:190903-

191108 +

dpe_ 313

TATGCGCTEAGTRCI@TCATACGTGACAT TAAGTCCAATCCGAACAGGGAATCAAT/MEAGAGT TATATAGTT TATAGT TGECCCEETTCCCACCACTCTATET TGAAT TAAATATCATATTGTACTGCCACTCCCCISAAT TAT TAGCT CAAGACCAGCCGTCIECGAAAAGACCCCGGAEGACAATCATTGGAAGT CGGTAYT
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373260-8373464
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373363-8373385
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2524-1.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8376708-8376730
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2524-2.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8377556-8377578
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3416.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8381471-8381493
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373260-8373464
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:190903-191108
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_313.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 3416 XL grouple:8381419-8381517 - ||candidate | Testes-restricted | intergenic

Legend: mature star [zl 81 et ifg =i mismatch in read
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8381550 8381500 8381430 8381400 g -l \}Q} En&@ (‘}%\ R
T T Trrrrrrrrri « S
Genomic Position 15 16 17 18 19 20 21 22 23 24 25 26 27 & I | I |
Size Condition 8381550 8381500 8381450 8381400
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dps-mir-2524-1 XL _grouple:8376671-8376692 - 1. dps 3414 XL grouple:8373363-8373385 -
2. dps-mir-2524-2 XL grouple:8377519-8377540 -|| 2. dps-mir-2524-1 XL _grouple:8376708-8376730 -
3. dps_3416 XL grouple:8381434-8381455 - 3. dps-mir-2524-2 XL grouple:8377556-8377578 -
4. dps_3416 XL grouple:8381471-8381493 -
Sense Strand Reads
rﬁde3preadsH showrnhinﬂsnmtchreads”
SRR902012
M040
SRR902011 V112 M022 GSM444067 CNS M062 SRR902010 GSM343916 M059
TTAGTACCCATCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAATAGAGAGTTATATAGTTTATAGTTGGCCCGGTTCCCAGCACATGTATGTTGAATTAAATATCATATTGTACTGCGACTCGGGCCAATTATTAGCTCAAGACCAGCCGTGTACGAAAGGACCCCGGACGACAATCATTGGAAGTCCGGTAC female imaginal
Read # Hit Total testis male male body head disc head ovaries embryo embryo
Kkkkkkkkkhkhkhkhhhhhkhkhhkhhhhhhhhhhhhkkkkkkhhhkkrhrkrkrrrrrrd (L CCCCCCCCCCCCC CCo 0O 0., DI R DD e D D DR D R D DD D D I DD D khkkhkhkhkkhkhkkhkkhkkhkkkhkkhkkkhkkhkkkkkhkkkkkkkkkkkkkkkkkx*k*x*k*x gize/Mismatch Count Norm Total body body
................................................................................................................ TAT TGTACTGCGACTCGGGCCA L &t e e e e e e e ettt e e e e ettt e ee e ettt e ettt e e et 22 0 3 2421.00 7263 6468 366 91 240 22 36 7 13 14 6
................................................................................................................ T AT TG T AC TG GAC T GGG . ¢ v v e e e et et e e o et e e o e o e s ae o e asaeeesaseeeesaeeeseeeeeeseeeeseeeeeeseasl9 0 4 2388.50 9554 8860 472 31 115 32 33 4 6 0 1
................................................................................................................ PAT TGTACTGCGACTC GGG e v v v e e e e e e e e et eeee e et teeeee e et eeaeaeeeeseeaaaaaeeeeannaaaaaaa 20 0 4 1601.756407 5757 201 224 146 16 20 13 28 1 1
................................................................................................................ PAT TGTACTGCGAC TCGGGCC e v v e e e e e e e e e eeee e e taeeee e eeeeaeaeeeeseeaaeaeeeaessnnnaaaaaa 2l 0 3 1441.00 4323 3656 137 244 207 12 21 30 6 3 7
................................................................................................................ TAT TG T ACTGCGAC T CGGGC . v v i it et et et ettt et ettt aeaeeesaeeeeeeaeeeeeeeeseeneeeneeeneenas 22 1 3 893.33 2680 2362 106 163 28 4 7 10 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCC . - . i ittt ettt et et e e ettt e e e e ettt e e e ettt esteaaaannaaa 23 2 3 214.00 642 584 21 29 3 1 1 3 0 0 0
................................................................................................................ T AT TG ACTGCGAC T CGGG . i i it et e e e et ettt et et e et e ae e saeeeseeaeeeeeeeeseeaeeeneeeneenas 22 1 3 188.00 564 444 65 30 21 3 0 1 0 0 0
................................................................................................................ el Nl el ole7 N ok ofe]e]c: AN~ 0 B | 4 152.25 609 428 135 16 17 3 0 1 9 0 0
................................................................................................................ PAT TG T ACTGCGACTC GG e v v v vttt e e e e e e ettt e e e e e ettt et e e e ettt et ettt e e e et iiiieeea 18 0 4 100.50 402 375 1 18 2 2 3 0 1 0 0
................................................................................................................ el el eToley Nokiofe]e]eTo! A N | 4 90.75 363 278 50 19 10 3 1 0 2 0 0
................................................................................................................. ATTGTACTGCGACTCGGGCC . v v v e e e ettt e e e e e ettt eee e e e ettt e sttt e e sttt 20 0 3 90.67 272 211 12 28 18 0 1 2 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGC L L. & v v vt it e et et e et et ae e et aeaeeesaeeeeeeaeeeseeeeseeaeeeneeeeeesas 24 3 3 76.00 228 208 13 4 1 0 1 1 0 0 0
................................................................................................................ TAT TGTACTGCGACTCGGG I . « & v ittt et e ettt e e e e e ettt et e ettt e e ettt e e et 22 4 54.50 218 149 53 2 4 5 0 1 4 0 0
................................................................................................................. AT TGTACTGCGACTC GGG e & e e e e e e e e et e e ee e e et eaeee et teeeeee e s eeeaeaeeeeeeaaaaaeeeaaa 18 0 4 52.50 210 201 2 0 7 0 0 0 0 0 0
................................................................................................................ TAT TGTACTGCGAC T GG . « v v ittt et ettt et ettt e ettt e e ettt e et ttaaaaeeeesennaanaaaa 19 1 4 43.00 172 158 9 1 3 1 0 0 0 0 0
................................................................................................................. AT TGTACTGCGACTC GGG & v v v e e e e et e e ee e e e et taaee e teeeeee s sseaaeaaeeeesaaaaaneenaa 19 0 4 37.50 150 118 5 6 21 0 0 0 0 0 0
................................................................................................................. AT TG T ACTGCGAC T GGGl C A . vt it e et et e ettt et et et eeneeeseeeeeesaeeeseeeeeesaeensesaeeenaeass 21 0 3 35.67 107 84 1 0 22 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGAC T GGG . & & ittt ittt ittt ettt ettt e e ettt e e ettt e e eeeeaannaa 20 1 4 32.00 128 90 29 4 3 1 0 0 0 0 1
................................................................................................................ AT TGTACTGCGAC T CGGG T . & &t i it it e et et et e et ettt ae e aeeeeesaeeeseeeeeeseeeeneeansenas 23 2 3 31.33 94 85 4 3 1 0 0 1 0 0 0
................................................................................................................ TAT TGTACTGCGAC T GG . « « & ittt et ettt et e e e ettt ee e e e et teeeae e st eaaeaaaeeeaaaannaa 20 2 4 28.75 115 94 17 1 2 0 0 0 1 0 0
................................................................................................................ TATTGTACTGCGACTCGGGC R . & v ittt et ettt e e e e e e ettt e e e e ettt e e e e e e et e e ettt iiieee e 222 4 24.00 96 81 9 4 1 1 0 0 0 0 0
................................................................................................................ AT TG ACTGCGAC T CG GG T T . & i . vt it it e et e et et et aeoesasaeeesaeeeseeaeeseeeeseeeneeeneeeneenas 22 3 4 20.00 80 52 21 2 4 1 0 0 0 0 0
................................................................................................................ TATTGTACTGCGAC TCGGGE . .« . . oottt ettt it e e e ettt ee e e e e et e aeeee e e st eaaeaeseesaanaaaaaaaa 22 3 4 19.25 77 62 7 2 1 1 2 2 0 0 0
................................................................................................................ AT TG T AC TG GAC T CG I T . & vt it i et et e e e et e et et et oo oesasaeeesaeeeeesaeeeseeeneeseeeeneeeesesasl9 2 6 18.50 111 93 6 4 6 1 1 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCCBE . . . . . ottt ittt ettt ettt ettt et e e et e e e eeeaaaaaana 24 3 3 15.33 46 44 0 1 1 0 0 0 0 0 0
................................................................................................................ PATTGTACTGCGAC T GG . & o ottt ettt ettt ettt e e e ettt e e ettt e et iiieeeeea 19 4 13.50 54 46 6 1 0 1 0 0 0 0 0
................................................................................................................ TAT TGTACTGCGAC T GGG . & v o ittt e ettt et e e ettt et e e e ettt e e e ettt ettt 22 2 4 13.00 52 42 5 2 2 0 0 1 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCC A . & o ittt ittt ittt ettt et e ettt et e ettt eeeeeaaaeeaa 23 1 3 12.67 38 30 1 1 6 0 0 0 0 0 0
................................................................................................................ AT TGTACTGCGAC T CGGG O I . &« &t i it e et et et et e et ee o et e aeeeseeeeeesaeesseeeeesseeesneeaneenes 23 2 3 11.67 35 32 1 2 0 0 0 0 0 0 0
................................................................................................................. ATTGTACTGCGACTCGGGCC . « v v v ettt ettt e ettt e ee e e et ettt e e ettt e ettt 21 1 3 10.00 30 23 1 4 2 0 0 0 0 0 0
................................................................................................................ PAT TGTACTGCGAC TC GGG C AR . & e e e e e e et aeee e e teeeee e ettt teeee et eeaeeaeeeasaanaaaeaa 23 0 3 9.00 27 24 1 0 1 1 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCEBE . « o vttt ettt ettt e ettt e e e e ettt e ettt eeeaanaaaaaaa 23 3 6 9.00 54 45 4 3 0 0 2 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCC . .« . o ittt ittt ettt ettt ettt et e ettt e e e s teaaanne 23 2 3 8.00 24 19 3 2 0 0 0 0 0 0 0
................................................................................................................ T AT TG T ACTGCGAC T GGG G . « e v v vt et et e et et et e aeeesaeeeeesaeeeseeaeesseeessesneeeneeeaeenas2l 1 4 7.50 30 28 2 0 0 0 0 0 0 0 0
................................................................................................................ TAT TGTACTGCGAC T CGG . .« .« . ottt t ettt ettt e et ittt e e ettt e ettt e e e 23 8 7.13 57 46 11 0 0 0 0 0 0 0 0
................................................................................................................. ATTGTACTGCGACTC GGG . « v v v v e e ettt e e e et ettt eeee e ettt teteee e et teeaeeeeeeeenaaananeeanaa 19 1 4 6.00 24 16 3 0 4 1 0 0 0 0 0
................................................................................................................ PAT TGTACTGCGAC TCGGG . « & ot e ettt ettt teee e e st teeeee e et eeteaeeeeeeeaaaaeseeeeannannaaa 20 1 4 5.50 22 22 0 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGAC T G . - & o ittt ittt ettt ettt et e e e ettt e e ettt e e et 19 2 6 4.67 28 22 1 2 3 0 0 0 0 0 0
................................................................................................................ TAT TGTACTGCGAC T CGGGC C G, v v v vt et et e et e et e e et ae e e aeaeeesaeeeseeaeeeeeeeeseeneeeneeeneeeas 22 1 3 4.00 12 9 1 1 1 0 0 0 0 0 0
................................................................................................................ TAT TGTACTGCGAC T CGG A . « v v v ittt e e e ettt et e e e ettt et e e ettt e e ettt e e et 20 2 4 4.00 16 13 3 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCCRIEE . « o v v vttt ittt et e ettt et e e e et tteee e et teaeaaaeeeeennaaaneaa 24 3 3 3.67 11 9 1 0 1 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTC GGG . « . o vttt ettt ettt et ettt e e e ettt e e et eeeseaaeaaaaaaa 23 3 5 3.40 17 15 2 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCCAL . & i ittt ettt ettt e e ettt ettt ettt e ettt e e et iieee e 23 1 3 3.00 9 9 0 0 0 0 0 0 0 0 0
................................................................................................................. AT TGTACTGCGAC T CGGG I T . & v v vt e e e et et e et o e oeeesoeneeeseeeeeesaeeesoesaeeenaeeesasaeeeneaaas 20 2 4 2.75 11 9 1 0 1 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCCARCE . - o v v vttt ettt et ettt et et e e ettt e e ettt e et 25 3 3 2.67 8 7 0 1 0 0 0 0 0 0 0
................................................................................................................. AT TGT ACTGCGAC T CGGG O . v v vt e e e et e e e et et e e o et oo ae oo soeeeeesaeeesesaeeesaeeesesaeeeeaeess 21 1 3 2.33 7 5 0 0 2 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGC A . .« . ottt ittt ettt ettt et e ee e ettt e e st eaaeaeeeesaanaaanaaa 24 3 3 2.33 7 7 0 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCC IR . « . o ittt ittt et e ettt e e ettt e e e ettt e e et iiiieeeo 24 03 3 2.33 7 7 0 0 0 0 0 0 0 0 0
............................................................................................................... AT AT TGTACTGCGACTC GGG C e v v v v v v et e e e e e e e et aeeee e eeaaeeeeeeeeaaaaeeeeeeaaaaaaeeennnnaaa 21 0 4 2.25 9 8 0 0 1 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGG T . « . o ittt ettt ittt e et ettt et e e ettt e e ettt e et iiieeeea 23 3 4 2.25 9 9 0 0 0 0 0 0 0 0 0
................................................................................................................ T AT TG T AC TG GAC T CG G R A . & i it i it et e et et eea et e aeeeseeeeeesaeeeseeaeeeseeeeseeeessneeeaeesas20 2 4 2.25 9 5 4 0 0 0 0 0 0 0 0
.................................................................................................................. PTG TACTGCGACTCGGGCC e v v v vttt e e e e e e ettt eee ettt teeee e ettt esitiaaaaaaennnaaa 19 0 3 2.00 6 1 1 3 1 0 0 0 0 0 0
.................................................................................................................. TTGT ACTGCGAC T CGGG C C A . vt it i et et e ettt et o et et eeaesesaeeesesaeeesaseesenaeeeseneneeeaaeass 20 0 3 2.00 6 3 0 0 3 0 0 0 0 0 0
............................................................................................................... AT AT TGTACTGCGACTC GGG e v v v v e e e e e e e e e e e e et aeeea e eaaeeeeeeeeaaaaeeseeeasaaaaeeeeennaa 20 0 4 2.00 8 8 0 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTC O . « o vttt et ettt e ettt e e e ettt e e e ettt e e ettt ieee 18 4 2.00 8 6 0 1 0 0 0 1 0 0 0
................................................................................................................ AT TG T AC TG CGA C T T T . &« .t it it i et et e et et ae e e oeoesesaeeeseeeeeesaeeeseeeeeeseeeeseeneeanasl9 3 20 1.85 37 37 0 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGAC T G . « & vt ittt ettt ettt e e ettt et e ettt e e ettt eseeeaaannaa 19 2 4 1.75 7 4 2 1 0 0 0 0 0 0 0
........................................................................................................... TATCATAT TGTACTGCGACTCGGGC o v v e v v e e e e e eee e e e e aneeeeeseeesneeeeeeeeeenaaeeeeeeeenanaaaeeennnaaa25 0 4 1.75 7 7 0 0 0 0 0 0 0 0 0
.......................................................................... el oTotof el el olol07:NeTor-N ol N € N e 2206 R 4 1.75 7 7 0 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCCAAR . . o i ittt ittt ittt ettt ettt e et ettt ettt 24 1 3 1.67 5 5 0 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCCARE . & v vttt ettt e e e e e ettt et e e ettt et e ettt e eteiaaanaea 24 2 3 1.67 5 4 1 0 0 0 0 0 0 0 0
................................................................................................................ TAT TGTACTGCGAC T G . . . . ittt ettt ettt e e ettt e e e e e ettt e st eaaaaaeeeeseanaaaaaa 200 3 9 1.67 15 13 2 0 0 0 0 0 0 0 0
................................................................................................................ AT TG ACTGCGAC T CGGE . & vt i ittt et e et et et et e et ae et aeeeeesaeeeseeeeeeeeeeeneeeeeeeasl9 1 5 1.60 8 7 0 1 0 0 0 0 0 0 0
................................................................................................................. ATTGTACTGCGACTC GGG . « o v vt ittt ettt e ettt ee e e ettt e e e st e aaeeeeeeeeeaaaanaaaeaaa 20 1 4 1.50 6 3 1 0 2 0 0 0 0 0 0
................................................................................................................. ATTGTACTGCGACTCGGGCC . « o v vttt et et ettt e e e e e ettt e e ettt ettt iee e e i 22 2 3 1.33 4 3 0 1 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGC A . .« . o ittt ittt e ettt teeeee e et e eteeee e seeaaaaeeeeeannaaanna 24 3 3 1.33 4 4 0 0 0 0 0 0 0 0 0
............................................................................................................... ATATTGTACTGCGACTC GGG C e v v v v v e e e e e e e e et aeeee e et aaeeee s seeaeaaeeeeeaaaaaaeeeanannaaa 22 0 3 1.33 4 4 0 0 0 0 0 0 0 0 0
................................................................................................................ TAT TGTACTGCGAC T CGGG AT . & o i i it it e et et e et et et aeeesaseeeesaeeeseeaeeeseeessesneeeneeenasenas2l 2 4 1.25 5 4 1 0 0 0 0 0 0 0 0
................................................................................................................. ATTGTACTGCGACTC GG . & o ittt ettt ettt e ettt ee e e ettt e e s st e e e s e eeaaaanneanaa. 18 1 4 1.25 5 5 0 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGC R . « . o i ittt ittt et ettt et e e ettt e e ettt e e e iieeee 23 03 4 1.25 5 4 1 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGAC T CO A . . . . ittt ettt et e e e e e et teeeee e e e eeaeaeeeeeeeaaaaaeeeeeanaanaaaa 200 3 7 1.14 8 5 2 1 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGC AR . . . . ..ttt ittt ittt et ettt e ettt e eeseaaaaaaea 25 3 3 1.00 3 3 0 0 0 0 0 0 0 0 0
............................................................................................................... AT AT TG T ACTGCGAC T CGGG C C A . vt i it it et e et et et e et e aeeesaeeeseeaeeesaeeseeeaeesseeeeseeneeanes 23 0 3 1.00 3 3 0 0 0 0 0 0 0 0 0
............................................................................................................... ATATTGTACTGCGACTCGGGCC . « v vttt et e e ettt ettt e ettt et e e ettt e e ettt e e 23 1 3 1.00 3 3 0 0 0 0 0 0 0 0 0
................................................................................................................ T AT TG T ACTGCGAC T CGGG C C A A T s v it et et e et ettt e et ae ot aeoeeesaeeeseseseeeeeesseseaeseneeeesesas 24 0 3 1.00 3 2 1 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGCCARE . & o v v vt et ettt e et e e ettt e ee e ettt e ettt e e et 24 2 3 1.00 3 0 0 2 1 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGC AR . . . . .. ittt ittt ittt e e ettt e ettt eeeeeaaaaaaeaa 25 3 3 1.00 3 3 0 0 0 0 0 0 0 0 0
................................................................................................................ TAT TGTACTGCGAC T CGGGAG . « v v i vt ettt e et et e e et aeeeseeeeeesaeeeeeeaeeeseeeeseeneeeneeeaeenas2l 2 4 1.00 4 4 0 0 0 0 0 0 0 0 0
................................................................................................................. AT TGTACTGCGACT C GG . - o o v vttt ettt e e ettt e e e e e ettt e e e ettt s ettt 19 2 4 1.00 4 2 1 0 1 0 0 0 0 0 0
................................................................................................................ AT TG T AC TG GAC T C G o vt vt e e e et et e e o et aeae s o oo e saseeeesaeeeseeaeeeseeesseeaeseneeeeeeeas 17 0 4 1.00 4 4 0 0 0 0 0 0 0 0 0
................................................................................................................ PAT TG TACTGCGAC T -« e v e e e et e ee e e e e e e aeeee e eeeeeeeseeeeaeaaeeeeeeaaaaeeeeeeanaaaaaaaaa 15 0 4 1.00 4 4 0 0 0 0 0 0 0 0 0
............................................................................................................. TCATAT TGTACTGCGACTC GGG e v v v e e e e e e e ettt e e e e e e ettt e e e ettt et e e ettt e et iiieeeeea 22 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGM. . . . ..ottt ittt ittt ettt e ettt e et eaaeaaaaeieaaaaana 2l 2 4 0.75 3 2 0 1 0 0 0 0 0 0 0
............................................................................................................... AT AT TGTACTGCGACTC GG e e e v e e e e ettt e e e e e ettt e e e e ettt e e ettt e e ettt e e eeianaee... 19 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0
....................................................................................................... TAAATATCATAT TGTACTGCGACTC GG M o v v v e e e et e e e e e e e e et teeee e teaaeeeeeeeenaaaeeeeesnaaaaaeeeennnnaa 27 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0
................................................................................................................ TATTGTACTGCGACTCGGGHM. . . . ..ottt ittt ittt et et ettt e e e e et e e eeeaaaaanna 2 2 4 0.75 3 2 0 0 1 0 0 0 0 0 0
.................................................................................................................. PTG TAC T GCGACT GGG e + v v v v ettt et e e e e ettt e e e e e e ettt e e ettt et ettt e e e e 1T 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0
........................................................................................................... TATCATAT TGTACTGCGACTC GGG« & e e e v e e e et e e ee e e e e eaeeeeseeeeenaeeeeeeeeeaaaaaeeeeeenaaaneeennanaa24 0 4 0.75 3 3 0 0 0 0 0 0 0 0 0
........................................................................................................... TATCATAT TGTACTGCGACTCGGGCC . v v v v e e et e e e e e e e ettt ee e e e ettt te e e e sttt e ettt 26 0 3 0.67 2 2 0 0 0 0 0 0 0 0 0
................................................................................................................ AT TGTACTGCGAC T CGGG O A . & it it i it et et et et et e et aeaeeesaeeeseeeeeeseeeeseeneeeneeeaeenas 24 3 3 0.67 2 2 0 0 0 0 0 0 0 0 0
.................................................................................................................. TTGTACTGCGACTCGGGCC . « v vttt ettt ettt et et ettt e e e e ettt e ettt eeeeennea.. 20 1 3 0.67 2 2 0 0 0 0 0 0 0 0 0
................................................................................................................ TAT TG ACTGCGAC T CGGG AR T . v v vt et e et e et et et ae ot asaeeesaeeeeesaeesseeenseseeeeseeansenas 2D 1 3 0.67 2 2 0 0 0 0 0 0 0 0 0
................................................................................................................ PAT TGTACTGCGACTCGGGCCAAT T . o e v e e e et eeee e e et taeeaesseeeenaeeeeeeeeeaaaaeeeeeennaanaaaaaa 25 0 3 0.67 2 2 0 0 0 0 0 0 0 0 0
................................................................................................................... TGTACTGCGACTCGGGC C e v v e e v vttt e e e e e e et aeeee e et teeeee e s s eaaaeaeeeeeaaaaaaeaaa 18 0 3 0.67 2 1 0 1 0 0 0 0 0 0 0
................................................................................................................. AT TGTACTGCGAC T GGG O I E . & vt it it i e e et e et e et et eeneeoseeeeeesaeeeseeaeeesaeessesaeennaeass 22 2 3 0.67 2 1 0 0 1 0 0 0 0 0 0
............................................................................................................. TCATAT TGTACTGCGACTCGGGC e« v e e e e e e e et e ae e e e e e eaeeee e e eeaeeeeeeeseaaeaaeeeeeennaanaaaaa23 0 4 0.50 2 2 0 0 0 0 0 0 0 0 0
.............................................................................................................. CAT AT TGTAC TG CGAC T C GGG s v v it e et et e et et et e et et ae et aeoesesaeeeseeeeseeaeesseeasseneeeneenas 22 0 4 0.50 2 2 0 0 0 0 0 0 0 0 0
....................................................................................................... TAAATATCATAT TG TACTGCGACTC G e o v v e e e et e e e e e e e et aeeee e e teeaaeeeeeeesaeeaeeeeeeaaaaaeeeeennnana 26 0 4 0.50 2 2 0 0 0 0 0 0 0 0 0
....................................................................................................... TAAATATCATAT TGTACTGCGACTC .« e e e e e e e ettt e e e e e e ettt e e e e ettt e ettt e ettt i e e e e e 25 0 4 0.50 2 2 0 0 0 0 0 0 0 0 0
Anti-sense strand reads
SRR902012
MO040
V112 M062 GSM444067 M022 M0O59  CNS GSM343916
AATCATGGGTAGTATGCACTGTAATTCAGGTTAGGCTTGTCCCTTAGTTATCTCTCAATATATCAAATATCAACCGGGCCAAGGGTCGTGTACATACAACTTAATTTATAGTATAACATGACGCTGAGCCCGGTTAATAATCGAGTTCTGGTCGGCACATGCTTTCCTGGGGCCTGCTGTTAGTAACCTTCAGGCCATG female imaginal
Read # Hit Total body male head head male embryo disc embryo
khkkhkhkkhkhkhkhkkkhkhkhkhkkhhkhkhkkhkhkhkhkhhkhkhkhkhhkhkhkhhkhkhkhkhhkhkhkhhhhkhhhk ((((. (((((((((((((. ((_ (((. ((((((((((( ...... ))))) '))) . ) )) . ) )) .)) . ) ) ) ) ) ) ) ) ) ) ) )) . ) ) )) ..... khkkkhkkkhkkkhkkhkhkkhkkhkkkhkkhkhkkhkkhkkhkkhkkhkhkhkkhkhkhkkhkkhkkkhkkkhkkhkkhkkkhkkkhkkkhkkkxk size Mismatch Count/ Norm Total bOdy bOdy
............................................................................ el eToted-V-Ne] ele Lo e e i1y-N o)X s A BN o 4 1.75 7 6 1 0 0 0 0 0 0
......................................................................... (ofofeTetelof o).V el ek oLl eli N o) N L5 4 1.75 7 7 0 0 0 0 0 0 0
.......................................................................... (o etetelof el Vel eledi Kol eli N o) N L2 N 4 1.50 6 5 0 1 0 0 0 0 0
........................................................................... el el eToteh.V-Nelelehi o e e tiny-N o)X 21 O B0 4 1.00 4 3 0 0 1 0 0 0 0
......................................................................... ool eTetelof el Ve el ehi ol el N o) - NPu 22 B 4 1.00 4 2 1 1 0 0 0 0 0
........................................................................... el eTeTotoF-V-Ne] el ek o7 e e tiy-N ol N s A N 0 4 0.75 3 2 0 0 1 0 0 0 0
..........................................................................  (elelelofo) VN eleleki ot el eliiy-N o) N N~ N | 4 0.50 2 2 0 0 0 0 0 0 0
........................................................................ el el ele]eleter:V-NeTe] el o e e i1y-Y ol X L~ I O 4 0.50 2 0 1 0 0 0 0 0 1
........................................................................ ol ofetetelofed.V-NeTeled s oteli el Ny N -0 S 4 0.50 2 0 1 0 0 1 0 0 0
........................................................................ el el ele]elotor:V-Nele] el o] e e i1y-Y ol N3~ O 4 0.50 2 1 0 0 0 0 1 0 0
............................................................................................................................................. CGAGTTCTGGTCGGCACATGC e + v v et e e e e e e etteeeeeeeeinnaanaaaaaa 2l 0 4 0.25 1 1 0 0 0 0 0 0 0
......................................................................... CCGGGCCARGGGT G T GTAC e « v v v e e e e e e e e e eee e e e e e e eeaa e e e e aaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaaeeeeeeeeeeeeeeeeeeenneeaeeeennnaaaa 20 0 4 0.25 1 1 0 0 0 0 0 0 0
......................................................................... (ool eTetelofel.V-NeTeledi ot et eli 1N o) N -\ 2206 S 4 0.25 1 0 1 0 0 0 0 0 0
.......................................................................... 1 (eTelof el VN eTeTed ot ti el Ny N 31 D 4 0.25 1 0 1 0 0 0 0 0 0
........................................................................ o ofofelelele]oF-V-Ne el et of el €l -0 220G S | 4 0.25 1 0 0 1 0 0 0 0 0
........................................................................... GGGCCAAGGGTCGTGTACATACAAC & & e e e e e e e e e e e e e e e e e e e e e e e e e e e aeee e ettt e e eee et teeeee e e s et e et eteaaaaaaaaaaaaaaa 25 0 4 0.25 1 0 0 0 0 0 0 1 0
............................................................................ GGl C A A GG G T C G T G T A C A T A . v v e e e e e e e e et e o et e e o e s e ae e et aeaeeesaeeeseeeeeeseeessesneeeseeaesesaeessesaeeesesoesesaeenseseeensaeass 20 0 4 0.25 1 1 0 0 0 0 0 0 0
.......................................................................... o eteTelof el Ve el e ot el eli N o s B 4 0.25 1 1 0 0 0 0 0 0 0
................................................................................... GGTCGTGTACATACAACT AR .« v 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 et teee e ettt eeeee et eeeeeeeeeeenaaeeeeeeeanaaaeeeeeennaaa. 2 0 4 0.25 1 1 0 0 0 0 0 0 0
......................................................................... CCGGGCCARAGGGTCG T GTACATACAAC T « « v e e e e e e e e e e e et e e e e e e e e et aeee e e e e eeeaeeeeeeeeeeeeeeeeeaseeeeeeeeeaaeaeeeeeeeneaeeeeeenaaa 28 0 4 0.25 1 0 1 0 0 0 0 0 0
.................................................................... ATCAACCGGGCCAAGGGTCGTGTAC e + v v e e e e e e e ettt e e e e e e et et e e e e e ettt et e e e e e ettt et e e e ettt e e e e e et e e e e e e 2500 4 0.25 1 1 0 0 0 0 0 0 0
.......................................................................... (o etetelof ol Ve el edi ol eliN o) NP S~ I 4 0.25 1 1 0 0 0 0 0 0 0
........................................................................ el eleleleloter:V-Nelel el ole L e diny-X ol NN~ SN O 4 0.25 1 0 1 0 0 0 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
dp5 XL_grouple:8381369- |dps_ 3416 [TTAGTACCCATCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAATAGAGAGTTATATAGTTTATAGTTGECCCECETTCCCACCACATCTATET TGAATTAAATATCATATTGTACTGCGACTCGGGCCAATTATTAGCTCAAGACCAGCCGTGTACGARAAGGACCCCGGACGACAATCATTGGAAGTCCGGTAC
8381567 -
droPer2|lscaffold 13:190910- |dpe 313 |TEAGTRCETCATACGTGACATTAAGTCCAATCCGAACAGGGAATCAAT[@GAGAGTTATATAGTTTATAGTTGEECCEETTCCCACCACICTATCTTGAAT TAAATATCATATTGTACTGCGACTCGGCICAATTAT TAGCTCAAGACCAGCCGTCEECGAAARNGACCCCGGA§GACAATCATTGGAAGTCCGGTA
191107 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8381369-8381567
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2524-1.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8376671-8376692
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2524-2.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8377519-8377540
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3416.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8381434-8381455
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373363-8373385
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2524-1.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8376708-8376730
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2524-2.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8377556-8377578
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3416.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8381471-8381493
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8381369-8381567
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3416.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:190910-191107
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_313.html
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[View on UCSC Genome Browser {Cornell Mirror}]

dps 3340 XR group8:6043291-6043364 + | candidate |5p_tailed_mirtron |intron

Legend: mature star [TTTPXS SR TIN mismaich in read

Predicted structure
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Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA20377-in]; CDS [Dpse\GA20377-cds]; CDS [Dpse\GA20377-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR902012
M040
V112 GSM444067 M062 GSM343916 MO59  CNS
CGCCGCCGATGTTCATACGTGACGATGAGCCTGCGGGAGGAGCGAGGCGGGTGAGTGGGGTGGGATGGGATGGGATGTCCTCTATCTGCCACCAGACACGTGACAAAGTCCATGTGTATCGTAGGGAATTCCCATTAAGGACAACGATAGCTTGTCGGCCATGCTGGCCGCCGA female imaginal
Read # Hit |Total body male head head embryo embryo disc
de e ok e e ok e ok ok ok ok ok ok ek ok ok ok ok ko ke ko ke ke ke (L ((( (.. ... N (CCCaa2)))) e ne e 1))) . )))) .. )))) .))  Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk***x gjze Mismatch Count Norm Total body
....................................................... i eleleleheleler N elele). i el e c NN AP L I 1 96.00 96 54 39 2 1 0 0 0
....................................................... i eleleleheleler NieTele. N e e ey NN I 1 14.00 14 8 6 0 0 0 0 0
........................................................ elelelel elele) i eel el N1l cle]c NN NP - B ¢ 1 13.00 13 13 0 0 0 0 0 0
............................................................................................................................................ ACAACGATAGCTTGTCGGC. « v v v vveneen... 19 0 1 2.00 2 2 0 0 0 0 0 0
................................................................................................... GTGACAAAGTCCATGTGTATCGTAG . « « « e e e e ettt ettt e e et ta e eaeiaeeeeneenaenaeneeaa 25 0 1 1.00 1 1 0 0 0 0 0 0
................. CGTGACGATGAGCCTGCGGGAGGAGC - « -« ¢« « « s e s s e a et e s o e e ae e e e aaaaeaase e ae e so e o eaeasaaseaseneeeeoneaeeaeeaseneeasenaeeeeoeeaeeaeeaeeneuaseaeeaecaeaacaaaananneanaa-26 0 1 1.00 1 0 0 0 0 0 0 1
............................................................................................................................. GAATTCCCATTAAGGACAACGATAGCT « v v vveeenevneenennan 27 0 1 1.00 1 1 0 0 0 0 0 0
.................................................................................................................................. CCCATTAAGGACAACGATAGCTTGTC. ¢ v e veeneeneen.e. 26 0 1 1.00 1 1 0 0 0 0 0 0
................................................... TGAGTGGGGTGGGATGGGAT - « ¢« « ¢ e e e e e e e e e e e a et et e e e ta e ae e e eanane s eneeaseneoeeaeeaeeneeaseneeasoaeoaeoaeaaeanennenneanea.20 0 1 1.00 1 1 0 0 0 0 0 0
.................................................. ey Nehielelelel etele).N el et c)- NN A4 O N 1 1.00 1 0 1 0 0 0 0 0
............................ elololieloeleler Ne ey Ve o el Ve clo - X I 1 1.00 1 1 0 0 0 0 0 0
........................................................................................................................................... GACAACGATAGCTTGTCGGCC. . v vvveneen... 210 1 1.00 1 0 0 0 0 0 1 0
..................................................................................................................................... ATTAAGGACAACGATAGCTTGTCGGCC. « v veueenae.. 27 O 1 1.00 1 1 0 0 0 0 0 0
...................................................................................................................................... TTAAGGACAACGATAGCTTGTCGGC. « v v v v vvneen.. 25 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................................................................................. GATAGCTTGTCGGCCATGCT......... 20 0 1 1.00 1 1 0 0 0 0 0 0
............... Neleliie) Nole) N e3.Nelol ol et o]e] e ey NN PP I 1 1.00 1 1 0 0 0 0 0 0
............................ eloleliele]elele) Nele) Neolcl-Nel clo] e clc N PS¢ S O 1 1.00 1 1 0 0 0 0 0 0
....................................................... PGGGGTGGGEATGGGATGGEGAT - - - - - - o o e e e e e e aoaatiano e oo e aoa e e aaaaaaaatasonaceaoaaaaaaaaaaaaatosoaaceacaacaaaaaaaaaaanancn-22-21 0 1 1.00 1 1 0 0 0 0 0 0
........................... Nelolohielelelele).Nele) Nelo] s Vel clc N AP~ B O 1 1.00 1 0 0 0 0 1 0 0
..................................................................................................................................................... GCTTGTCGGCCATGCTGGC. ..... 19 O 1 1.00 1 1 0 0 0 0 0 0
..................................................................................................................................... ATTAAGGACAACGATAGCTTGTCGGC . o v v v vvevneen. 26 O 1 1.00 1 1 0 0 0 0 0 0
..................................................................................................................................... ATTAAGGACAACGATAGCTT . v v v v e e eeneenenn. 20 0 1 1.00 1 1 0 0 0 0 0 0
.............. P Noleli el Nofe). N e NeTo ot e ol c N PP~ N ¢ 1 1.00 1 1 0 0 0 0 0 0
.............................................................................................................................................. AACGATAGCTTGTCGGCCATGC. .. ....... 22 O 1 1.00 1 1 0 0 0 0 0 0
.......................... eF:NeTofokieloletele.Neley.Nelo el Ve clo PR~ S 0 1 1.00 1 0 0 0 1 0 0 0
.......................... GAGCCTGCGGGAGGAGCGAG . « « « ¢« « ¢« e s st e s e e e e e e aa e ae e an e e s easaeeaeeanaaseaseaseneeeeoeeaeeaeeasenseaseneeeeoeeaeeaaaaeanataseaeeaeoaeaaaaaaananneanea-20 0 1 1.00 1 1 0 0 0 0 0 0
............. CATACGTGACGATGAGCCTGC « « e e v e et e e et ettt e et e et e e e e et ettt et e e et e e e e e e e et e ettt 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 210 1 1.00 1 1 0 0 0 0 0 0
......................................................... GGGTGGGATGGGEATGGGA - « -« - - o o o oo e s e e aaaaaoamtan e oo e acaaaaaaaaaaaatos o aoeacaaaaaaaaasaaatotoaacaacaaaaaaaaancnan--2--18 [0 2 0.50 1 1 0 0 0 0 0 0
....................................................... i eleleleheleled N elele). i el e NN AP I : NN 2 0.50 1 0 1 0 0 0 0 0
.................................. elelel Neler Netoler Nelelotelele: AN U K- I 18 0.06 1 1 0 0 0 0 0 0
Anti-sense strand reads
M040
SRR902010
GCGGCGGCTACAAGTATGCACTGCTACTCGGACGCCCTCCTCGCTCCGCCCACTCACCCCACCCTACCCTACCCTACAGGAGATAGACGGTGGTCTGTGCACTGTTTCAGGTACACATAGCATCCCTTAAGGGTAATTCCTGTTGCTATCGAACAGCCGGTACGACCGGCGGCT female
Read # Hit |Total body |ovaries
Tokkkkkkdkkdkdkhkokkkkkhkkhkhdkkkkkkdkkhkhkkdkkdkkdkdkrdkrdk (L ((((..... A N (CCCeat))))een e 1))) . )))) e )))) . )) Kkkkkkkkkkkkkkkhkhkkhkkhkkkkkkkhkkhkkkkkkkkkkkkkkkkkkkkk*k***x gjze Mismatch Count Norm Total
............................................................ ACCCTACCCTACCCTACA .+« v v ettt ettt et e et e e e e e e e ettt et e et et e e e e e et e et e et et et e ie et et ei e 18 0 12 0.08 1 0 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
EE |XR_group8:6043241-6043414 +|dps 3340|CGCCGCCGATGTTCATACGTGACGATGAGCCTGCGGGAGGAGCGAGGCGGGTGAGEGEGE=GT====————————————— G---GGATGGGATGGGATGTCCTCT-—-~ATC-—===—=-==————~——-~ TGCCAC--CAG-----~--— ACACEEGACAAS === oo s s e e s AGTC CATGTGTATCETACGGAATTCCCATTAAGGACAACGATAGCTTGTCGGCCATGCTGGCCGCCGA)
|droPer2|scaffold 45:440742-440915 -|dpe 1699|CGCCGCCGATGTTCATACGTGACGATGAGCCTGCGGGAGGAGCGAGGCGGGTGAGEGEE=GT-—==========-————— G---GGATGGGATGGGATGTCCTCT—~~~ATC-——=——=-——=———————-~ TGCCAC--CAG-—--—-—~-~- ACACETGACAAT S S S S S S S e S e e A G C S C AT G T GTATCGTAGGGAATTCCCAT TAAGGACAACGATAGCTTGTCGGCCATGCTGGCCGCCGA
droWil2|lscf2 1100000004762:1847012- ceoecllecilaToTTiiaTACGTGACGATGAGCCINGCcclcoliccGAGIE G Go TINA G TN TGGASEGAC AACTATTTCCTCTGCATCTCTCTC TCTCTCTCTCTCTCTCTCTC N TE = LT i T e/ FCRITAG G GRA TIACCCAT TAAGGACAACGABAGHT TGTCGGCCAT GTGGCCGCHGA
1847220 -
drovir3|lscaffold 13049:20936813- TCACTCHTCCCCEEC [l e T R LCSAG G GleA TTCCCATTAAGGACAANGAIMAGH T TGTCGGCCATGITGGCCGCIGA
20936985 +
droMoj3|lscaffold 6680:15289925- CACTCTCTCT, CACTCCTEEC TCTCTCTCTCTCTCTCTCTATCTCTGTT GGEATECCCATTAAGGACAACGARAGCTTGTCGGCCATGCTRGCCGCHGA
15290122 +
droGri2|lscaffold 15110:22762701- A GCCCTGTGCCCCTGTGCCTC e e hCEAGGGEA TIIccCATTARNGACAACGARAGISIT GTCGGCCATGC TIGCCGCHGA
22762898 -
droAna3|lscaffold 13337:21103697- cldccecceaTeTTCATACGTGACGARGAGCCAccEccldccEccaceceaaTIacTGec-TT ClAGGTGAAEEEGCAGC CGCTGACT, cEracca [ NG Clel R Slel ek B SIAG G GleA T T CCA TTAAGGACAACGAMAGC TTRIT CGGCCATGCTGGCHGCCGA
21103859 +
droBipl|scf7180000396707:326502- Cl8cCGCCGATGTTCATACGTGACGAGAGCCRGCEGEGEEcClAGGCGGGTRAGECEE— T — == == === ———————-——- e —— ———————————-—————— - R — R - — - — — === —— Bcac CIAGGTGAACACGGAGC CACTGACT CEEmCCA el Rl (S TAGGG®A T TCCCATTAAGGACAACGAAGC T TIATCGGCCATGCTGGCCGCCGA
326665 -
droKik1|lscf7180000302441:2093041- cidccoccilaterTiiaTAaccTGACGAlGAGCCINccEocldccaccacccceTNAcT e cREN- - - - - - - —————- e CC AR N T CCGGANT - - — - GCC T N TlekdeleC- - CAG--—————— Ecac c [T R TR Sk TEISISAG G GleA TE\CCCATTAAGGACAACGAIMAGC@TGTCGGCCATGCTGGCCGCCGA
2093212 -
droFicl|scf7180000453945:126432- cl#ccGCCGATGTTCATACGTGACGAGAGCCRGCEGacEaClErGeCcaeaTRAGTGG-C CGGGCTG -C TC---CGUT GGaATMcccaTarGGACAACGAAGCTGTCGCCATGCTGGCCGCCGA
126598 +
droElel|lscf7180000491199:864715- cldcccecearcTTCcATACGTGACGARGAGCCRGCBGAceaccRaGEccaTGAGTIEG-INE CIAGGTTGAC D LT Clel L IR Tl SJ@AG G G/§A T TCCCATTAAGGACAACGARAGCT TG TCIGCCATGCTGGCCGCCGA
864874 -
droRhol|scf7180000759602:19100- Cl8cCGCCGATGTTCATACGTGACGARGAGCCRGCEGGEGEGCEAGERAGGGTGAGTHEE -1\ cac CIAGGTTGAC TGC CCCCAEERTTC ccC i [ ECESSAG GGl@A T TCCCATTAAGGACAACGAMAGCT TGTCHGCCATGCTGGCCGCCGA
19266 +
droBial|lscf7180000302377:1314000- cldcceecGaTGTTCATACGTGACGAGAGCClgcCEGAcaEccacelccaTGAGTHEE 1T aflac C G T L i SAGCGAT TCCCATTAAGGACAACGARAGHT TG TCGCCATGCTGGCCGCCGA
1314156 -
droTakl|scf7180000414002:118225- Cl8CCGCCGATGTTCATACGTGACGATGAGCCRGCEGEGEHGClEAGERGGGETGAGTNEE - - === ===—=—=————= ACGCEEN- - - - - — - — - — - [T - - - - GCCTGG/I R TRage - Coe-------- afiac c G L e [ IJeAGGG@AT TCCCATTAAGGACAACGABAGHT TGTC§GCCATGCTGGCCGCCGA
118385 +
droEugl|lscf7180000409472:805669- clccecceATGTTCATACGTGACGAlGAGCCINccEocldccliccacelcceTcAGTEEE- TN -~ =~ =~ === —————- N GG R | L i Sl SL eTeIC — — — — — — == —— —— —— —— —— T\ E--clc-------- ACAC c e L TR S TEISISAG G Gl8A TTCCCATTAAGGACAACGAIMAGHTTGT CR§GCCATGCTGGCCGCCGA
805830 +
|dm3 lchr31:21970186-21970342 + | [cBcceccBarerreaTacereaceaBicacecRecEedEccacdaccRceeToACTEA AT - ==~ === === ——----=- e — — — —— ——————— CTGGAGTGCG - -8eearccd GTCGTGTGACCA GGATTCCCATTAAGGACAACGABAGCTTGTCHGCCATGCTGGCCGCCGA
|drosim2|31:21485379-21485535 + I [cBcceccearcrreaTacereacealicacececEcdccacc@rccBcceTcAGTHEE TN -—= === —==———=--—- G et — — — — I~ —— — = — = — cTGGAGTGCG --l@ceaTcec GTCGTGTGACCA GGHATTCCCATTAAGGACAACGAMAGCTTGTCHGCCATGCTGGCCGCCGA
droSec?|lscaffold 11:1895774-1895930 cldccecceATGTTCATACGTGACGAGAGCCINccccldccaccacelcceToacTieE TN -~ ==~ === —————- G et — — — — e — — = — = — = — CTGGAGTGCG --@ceaTcec GTCGTGTGACCA GGHATTCCCATTAAGGACAACGAAGCTTGTCIGCCATGCTGGCCGCCGA
+
droYak3|v2 chr3L random 302:6321- cldccidccearcTTCaTAcGTGACGAGAGCCRGCEGEGGAGCEAGERGGGTGAGTNEE T == == === - ——=————- e~ — ———————————-——————- R — R TTGGAGTGCA------E& --laGaTcec TTCGTGTTACGA GGIATTCCCATTAAGGACAACGAAGCTTGTCHGCCATGCTINGCCGCCGA
6477 +
droEre2|scaffold 4784:21645046- cldcceecearaTTcaTACGTGACGARGAGCCRGCEGaccaccfEacclccaTcacTecINdedse— - —— - ———~ - ————- G e — — — — i — — —— —— —— TTGGARTGCA------F8- -acaccecciNecE GTTGTGTTACCA GGEATTCCCATTAAGGACAACGARAGCTTGTCGGCCATGCTGGCCGCCGA
21645210 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:6043241-6043414
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:6043241-6043414
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3340.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_45:440742-440915
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1699.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:1847012-1847220
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:20936813-20936985
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:15289925-15290122
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:22762701-22762898
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:21103697-21103859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396707:326502-326665
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:2093041-2093212
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453945:126432-126598
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491199:864715-864874
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000759602:19100-19266
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302377:1314000-1314156
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414002:118225-118385
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409472:805669-805830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:21970186-21970342
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:21485379-21485535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_11:1895774-1895930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_302:6321-6477
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:21645046-21645210

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 42 XL groupl1a:4093812-4093885 + |candidate | Canonical miRNA ||CDS

Legend: mature star [0S uried BTy il mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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4,093,800 4,093,850 4,093,900 o I | I | | -
Genomic Position 18 19 20 21 50 I I |
Size Condition 4,093,800 4,093,850 4,093,900
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
CDS [Dpse\GA22983-cds]
No Repeatable elements found
mature star
1. 2:12450392-12450412 -
2. dps_42 XL groupla:4093864-4093884 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
V112 SRR902011 GSM444067 M022 M062 GSM343916
GCATTGCGGCTGTGGTGGAAGTCGGAATGAAGGCCTACCGTTATTTCCGGCCACCGCCCCCTGAGCCATCGGCTGTCTTCGTCTGGAAGTCCATCTGCACCCACTGGGTGGGGGTCCTGGCTGGGCCCGTCATACTGGCGCTGATTTTCAAGCGCACCTACGACATCATCAAGG female
Read # Hit |Total male testis body head male head embryo
khkkkhkkhkkkhhkkkhhkhhhkhhrkhkkkhhkkx ((,, ..... COCCCC. - e (- -. )))) oL Y)) D)) )Y dM))) ) ) e ) Fhxkkkkkkkkkkkkkkhkkkkkkkkkkkkkkk*kkk** gsjze Mismatch Count Norm Total body body
...................................................................................................... ACTGGGTGGGGGTCCTGGC TG e v v v v e et e e e ee e e teaaeeeeeeeeanaaaaeeeeennneneeaaaa 2l 0 2 25.00 50 32 3 8 7 0 0 0
..................................................................................................... CACTGGGTGGGGGTCCTGGC s & v vt ettt et ettt e ettt ettt tneeeaneenneeneeeneeaneeas 20 0 2 16.50 33 26 2 2 1 0 2 0
...................................................................................................... ACTGGGTGGGGGTCCTGGC w o v e v v e e et eeeee et tteaaeeeeeeeeenaaaaeeeeennnaneeaaaa 19 0 2 9.50 19 15 0 1 2 0 1 0
............... TGO ARG T CGGAATGARGGC e « ¢ ¢ v v v s e e e e e e e oo aaooeaeeeenanasaneeeennnssaeeseaaassnaeeeaaannsneeeeaanssseseeenanssneeeeaaansseeeeoansseseesesaasseaeeesosannnaassannnnaaaas19 0 1 7.00 7 0 7 0 0 0 0 0
.................................................................................................. ACCCACTGGGTGGGGGTCC TG v v v v e et e e e e et e teaaeeee e tteaaeaaeeeeeanaaneeeeennaaa 2l 0 1 7.00 7 0 0 4 0 2 1 0
........................................................................................................ TGGGTGGGGGTCCTGGC TGGG e ¢ v v v oo e e eeseoonnnnnneseeonnnnaaasssaannnaaaeaaaa2l 0 2 7.00 14 11 0 3 0 0 0 0
............ GG T GG ARG T COGA AT G ARG G C « v v it e ettt ettt e et et e ettt e e et e ettt e e et ae e e e e e e et e e et ae et ae et ae e et e e ee et ee e tae e eae e eee s ee e tee et te ettt e 22 0 1 6.00 6 0 6 0 0 0 0 0
.............. Gl GGA G T GG AR T GARGGC ¢ « v v v e e e e e e e e e aaeeae e oo onansnneeeenannsaseeeeanssaseeeeaansaseseeeansssneeeeaaansseeeenanssseeseeeaansseseeoaaasseseeoonsnssaasessnnnnaaaseaaa20 0 1 5.00 5 0 5 0 0 0 0 0
..................................................................................................... CACTGGGTGGGGGTCCT GG e v v v v e e e e e e et teeeee e eeeeeaeeeeeeesanaaaaeeeeennaaaa 19 0 2 4.50 9 5 2 1 1 0 0 0
............... TGGARGT CGGARATGARGGCC + « ¢ v v e e e e e e e e et e aeee e e e e e e aaeeeseeaeaaneeeeseeeanneeeeeeeeaneeeeeeeeanneeeeeeeeeaneeeeeeeeaneeeeeeeeenaseeeeeeeeaneeeeeeeeanananeeeeennnaasa 20 0 1 4.00 4 0 4 0 0 0 0 0
...... olelelokiy el el el eley VN el of el ) NP I 0 1 3.00 3 3 0 0 0 0 0 0
.............. Gl GG A A G T COGA AT GARAGG C C ¢ v v v e e et et e e e e e e e et e e et e e e e e e e e e e e e e e e et e e e e ae e e e e e e e et e e et e e et e e e e e e e e e e e e et e e ettt et e et 21 0 1 3.00 3 0 3 0 0 0 0 0
........................................................................................................ TGGGTGGGGGTCCTGG TG v v v e vt e e e e et tteeeeeeeeeeeennaaneeeeennnaaneeaaa 19 0 2 2.50 5 3 0 2 0 0 0 0
................................................................................................... CCCACTGGGTGGGGGTCCTGG e ¢ v v v e e e e e et teameeee e eeeaneeeeeeeeanaaaneeeeennnaaa.a 2l 0 2 2.50 5 0 4 1 0 0 0 0
................................................... CACCGCCCCCTGAGCCATC « v v v vt 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 et e et e a e e et ettt ettt ettt eitanaeaeeeeeaaaaa 19 0 1 2.00 2 0 0 2 0 0 0 0
........ Tk ehelelieley.V.Nekeleley NNl eV el 220 B 1 2.00 2 0 2 0 0 0 0 0
............ selelielel.V.Nek i ole] ey V.V el.V.Xe]c PR~ R O 1 2.00 2 0 2 0 0 0 0 0
R e To] e e ol el elel eTer-V-Ne ko] ] c N 21 0 1 2.00 2 2 0 0 0 0 0 0
........................................................................................................ TGGGTGGGGGTCCTGG T GG e + v v v v e e e e e et e ameeeeeeeeeaneeaeeeeennnnanneaaaa 20 0 2 2.00 4 2 0 1 1 0 0 0
...................................................................................................... ACTGGGTGGGGGTCCTGG Tl - <« v e et veeeeeeeoonnnnneeeeoonnnnaaseesnnnnnaaseaaa2l 1 2 1.50 3 2 0 1 0 0 0 0
...................................................................................................... ACTGGGTGGGGGTCCTGGC T« e v v e v e et eaeee et eteaaeee e eeeeenaaaeeeeeennnenaeaaaa 20 0 2 1.50 3 3 0 0 0 0 0 0
............... TGGARG T CGGARTGARGGCCT A .« v v e e e e e e e e e e e eee e e e e e e aaeeee e e aeaaneeeeeeeeanneeeeeeeeaneeeeeeeeaneeeeeeeeeaneeeeeeeeeaneeeeeeeeeaeeeeeeeeeaaeeeeeeeeannneeeeeeennnnaaaaa22 0 1 1.00 1 0 1 0 0 0 0 0
................ €167V X el o] €] e -V-Ni e 7:V-X ] ] o I - B 1 1.00 1 0 1 0 0 0 0 0
.................................................. CCACCGCCCCCTGAGCCATCG e « v e e e e e e e e e e e e e e e e e e e aeeea e e e e aaaeeeeeeeeaaeeeeeeeeaneeeeeeeeanaaeeeeeeeeaneeeseeeeanneaneeeeannaaaaa2l 0 1 1.00 1 1 0 0 0 0 0 0
........ elohielifelelieleyV-Ne kol e]e) V-V e O~ B 0 1 1.00 1 0 1 0 0 0 0 0
........................................................ CCCCCTGAGCCATC GG TGTC e v v v e e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e ettt a e e et taeeee et eaaeeeeeeeeeaaaaaeeeeennnenneaaa 2l 0 1 1.00 1 0 0 1 0 0 0 0
.............................. el o0k -\ 0T oLl 1N 00 c O A I O 1 1.00 1 0 1 0 0 0 0 0
........ eTokehidelelieley. Ve kol el ey N I < B 1 1.00 1 0 1 0 0 0 0 0
.............. el eTel.V.Nek o e ey V-Vl e).V-X ] c O A I O 1 1.00 1 0 1 0 0 0 0 0
............................. A A GG C T A C C G T T AT T T CC GG s & v v v e e et et e e et e et e e e e et e e e e e e et ae o o a e o e e oo e et ae e o ae oo me oo et ae et ae et me s eneeeneeeeeeenseeaneeneeeeneeeneenneenneenneeneeeeees 21 0 1 1.00 1 0 1 0 0 0 0 0
.................................................................................................... CCACTGGGTGGGGGTCCTGG e « v v e e e e e et e teaaeee e eeteaaeeeeeeeeaaaaaneeeeennaaaa 20 0 2 1.00 2 1 0 1 0 0 0 0
....................................................................................................... CTGGGTGGGGGTCCT GG T GG e ¢ v v v e e e e e e e eannnnnneeeooannnnaeeeoonnnaaasenannnaa2l 0 2 1.00 2 2 0 0 0 0 0 0
.................................................................................................... CCACTGGGTGGGGGTCCTGGC e v v v e e e et e e teeeeee e eteaaeeeeeeeeaaaaaeeeeeennaaaaa 2l 0 2 1.00 2 1 0 1 0 0 0 0
......................................................................................................... GGGTGGGGGTCCTGGCTGGG e ¢ v v v v v e e e e eennnnnneesesonnnnnaaasesonnnnaaaeeeaa20 0 2 1.00 2 0 0 1 1 0 0 0
...................................................................................................... ACTGGGTGGGGGTCCTGG e « o e e v e e e et eeeee e e eteaaeeeeeeeeanaaaeeeeeannneneaaa 18 0 2 1.00 2 1 0 1 0 0 0 0
.............................................................................................. CTGCACCCACTGGGT GGG e + v v v v e e e ee e e e eaanneeseeeeeanneeeeeeeeanneeseeeeannaaaseeeananas 18 0 2 0.50 1 0 0 0 0 1 0 0
.......................................................................................................... [elelinelelelel el olok etel ok e]e] ] o 20 I O 2 0.50 1 1 0 0 0 0 0 0
....................................................................................................... CTGGGTGGGGGTCCT GG e « v v e vt e e eee e e eeaneeeneeeeeaaeeneeeeeanaaanseeeennas 18 0 2 0.50 1 1 0 0 0 0 0 0
...................................................................................................... h:Nolifelelelietetele] el of okl eTeToli el 5~ O 2 0.50 1 0 0 1 0 0 0 0
................................................................................................... CCCACTGGGTGGGGGTCC TG e « v v e e e e e e e e e eeameeeeseeeeaneeaeeeeeanaaaneeeeeannaaaa 20 0 2 0.50 1 0 0 1 0 0 0 0
................................................................................................. CACCCACTGGGTGGGGGTC . - - - o e ettt eeeeeeeeeeennnneeeeeoonnnnaaseeeannnnaneeena 22 2 2 0.50 1 0 0 1 0 0 0 0
..................................................................................................... CACTGGGTGGGGGTCCT GG T e ¢ v e e e e e ettt eaee e e eteaaeeeeeeeaaaaaaeeeeennnaaa. 2 0 2 0.50 1 1 0 0 0 0 0 0
..................................................................................................... CACTGGGTGGGGGTCCTGGCTGGG/- -« « « v ¢ v vt v eveeseeeeonnneeeseeeennnaeneeennnnaaasa 25 1 2 0.50 1 1 0 0 0 0 0 0
..................................................................................................... (0):\ohiyefelelielelelel el ol ok el ] o) - N~ N | 2 0.50 1 1 0 0 0 0 0 0
...................................................................................................... ACTGGGTGGGGGTCCTGGCT . « v v v v v e e eeee e eteaaeeeseeeeanneanseeeaannanneeeeaa 2l 1 2 0.50 1 1 0 0 0 0 0 0
.............................................................................................. CTGCACCCACTGGGTGGGGG e « v v v v e e e e ettt eeee e et taeeeeeeeeeaaaaeeeeeeennaaeeeenanaaa 20 0 2 0.50 1 0 0 1 0 0 0 0
..................................................................................................... CACTGGGTGGGGGTCC TG e v v v e e e e e e e ettt eaeee e eteaaeeeseeeeaaaaaeeeeennnaaa.. 18 0 3 0.33 1 0 0 1 0 0 0 0
Anti-sense strand reads
M040
SRR902011 GSM444067 M022 M062 V112
CGTAACGCCGACACCACCTTCAGCCTTACTTCCGGATGGCAATAAAGGCCGGTGGCGGGGGACTCGGTAGCCGACAGAAGCAGACCTTCAGGTAGACGTGGGTGACCCACCCCCAGGACCGACCCGGGCAGTATGACCGCGACTAAAAGTTCGCGTGGATGCTGTAGTAGTTCC female
Read # Hit ||Total body testis head male head male
Hk ok kK ok kKK ok kK k kR ko kR kR (L COCOCCe e COCCCC e e e O e e )))) e 1)) D)= ))) e II))) e D)) e ) ) KRk kkkkkkkkkkkkkkkkkkkkkk*kkkk*¥***** 5ize Mismatch Count Norm Total body body
.................................................................................................... GGTGACCCACCCCCAGGACT e v v v vt e et et et tteeee e et taaeeeeeeeeenaaaaeeeeeennana 20 0 2 4.00 8 1 6 1 0 0 0
.................................................................................................... GGTGACCCACCCCCAGGAC . « v v e e e e e e et teaaeeaeeeeeeaaaeaeeeeeaaneaneeeeeanaaaaaa 19 0 2 1.50 3 2 0 0 1 0 0
....................................................................................................... GACCCACCCCCAGGACCGAC . « v vt et e e et et tteeee e et eeaaaeeeeeeennaaneeenenaaa 20 0 2 1.50 3 2 1 0 0 0 0
..................................................................................................... GTGACCCACCCCCAGGACTC s + v v vt e e e e ettt teaeeee e eteaaeeaeeeeeanaaaeeeeennnaaa. 19 0 2 1.00 2 2 0 0 0 0 0
.......................................................................................................... CCACCCCCAGGACCGACCCG .t v v vttt e et ettt teeeee et et eeaaeeaeeeeennnaaneeaaa 20 0 2 0.50 1 0 0 0 0 1 0
.................................................................................................... GGTGACCCACCCCCAGGACCG e « v v e e ettt e taaeee et teaaeeeeeeeeaaaaaeeeeeeanaaaa 2 0 2 0.50 1 1 0 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
dp5 XL _groupla:4093762- |dps_42||GCATTGCGGCTGTGGTGGAAGTCGGAATGAAGGCCTACCGTTATTTCCGGCCACCGCCCCCTGAGCCATCGGCTGTCTTCGTCTGGAAGTCCATCTGCACCCACTGGGTGGGGGTCCTGGCTGGGCCCGTCATACTGGCGCTGATTTTCAAGCGCACCTACGACATCATCAAGG
4093935 +
droPer?2|lscaffold 11:660767- GCATTGCGGCTGTGGTGGAAGTCGGAATGAAGGCCTACCGTTATTTCCGGC ERCEEECECCICACCCATCGGCGTCTTCGTCTGGAAGTCCATCTGCACCCACTGEGTGEGEGTCCTEGCTEGGCCCGTCATACTGGCGCTGATTTTCAAGCGCACCTACGACATCATCAAGG
660940 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:4093762-4093935
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:12450392-12450412
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_42.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:4093864-4093884
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:4093762-4093935
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_42.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_11:660767-660940

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 222 3:4313515-4313576 + |candidate | Canonical miRNA |CDS

Legend: mature star [(\1&3 112103 1§11t iiT311 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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4,313,500 4,313,550 4,313,600 o I | I I [ I I - . .
Genomic Position 19 20 20 22 238 24 25 | | I
Size Condition 4,313,500 4,313,550 4,313,600
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
CDS [Dpse\GA24708-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR902012
M040
V112 SRR902011 GSM444067 M0O62 MO59  CNS GSM343916 SRR902010
ACTGGATTCCTAAAACGTTAACAAAAGTGGTACTACAGTTCAGAACATCGAAATGCCTGCCACAGGCTTCATATCCAAT TGGCCGCAAGATATGGGGCTATGTGGCAGTCGCCTTCAATCAAGTGGATGCCGAACGTCTCGCCAAGGTGGGTCCAAATAGGC female imaginal
Read # Hit |Total body male testis head head embryo disc embryo ovaries
kkkhkkhkhkhhhkhkhhhkhkhhhkhkhhhkhhhhkhdhhhkkhkkkkrk (R R e D R D D D D D D D D D D D I D D D D D D D D D 0 B D I kkkkkkkkkhkhkkhkkkkkkkkkkkkkkkkkkkk*x*** gize Mismatch Count Norm Total body
.......................................................................................... TATGGGGCTATGTGGCAGTCG M « « v v e e e et e te et e et e e e eieeaeeeaenenneaenenaes 2l 0 1 35.00 35 15 14 2 1 0 2 1 0 0
.......................................................................................... TATGGGGCTATGTGGCAGTCGC + « « ¢ e e e s et e e seeansaacoensoaensancaensansneancaas22 0 1 14.00 14 3 6 0 1 2 0 1 1 0
........................................................................................... ATGGGGCTATGTGGCAGTCG M « v e v et e et e te et e ettt e e eie e eaeneneeaenenaes 20 0 1 6.00 6 6 0 0 0 0 0 0 0 0
.......................................................................................... TATGGGGCTATGTGGCAGTCGH. - - oo i i i e i i i 22 1 1 4.00 4 1 3 0 0 0 0 0 0 0
.......................................................................................... TATGGGGCTATGTGGCAGTC « & e v et ettt e te et te et te e e eie e eaeneneeaenenae. 20 0 1 3.00 3 1 2 0 0 0 0 0 0 0
........................................................................................... ATGGGGCTATGTGGCAGTCGC e « + « e e e e e teeee e e eeeceeneaaeaeneeaenenneaenneaes 2l 0 1 3.00 3 1 2 0 0 0 0 0 0 0
......................................................................................... ATATGGGGCTATGTGGCAGTCG M + « vt v e e e te et e te et e e e te e eiaenenaeaenaeaes 22 0 1 3.00 3 3 0 0 0 0 0 0 0 0
.................................................................................... GCAAGATATGGGGCTATGTGG M « - « e v e e e e e ee et e e e eeeneneeeenenaeaeneaeenenneaeneeaea2l 0 1 3.00 3 0 0 3 0 0 0 0 0 0
........................... TGGTACTACAGTTCAGARCATC . ¢ v e v e v e e e e et ettt et et et et e e et e et e e e e et e et e e et e et e e e e et e et et e e ettt e et e et 220 1 2.00 2 0 0 2 0 0 0 0 0 0
........................................................................................... ATGGGGCTATGTGGCAGTC « & ¢ v et et e et e te et e e eee e eneneeaeneeaenenneaeneeaes 19 0 1 2.00 2 2 0 0 0 0 0 0 0 0
................................................................................... CGCAAGATATGGGGCTAT G . « e v e e e e e e e te e e e ea e e taen e e eaeneaaeneneeaenenneaenneaea 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0
..................................................................................................................................... ACGTCTCGCCAAGGTGGGTCCH....... 22 1 1 1.00 1 0 1 0 0 0 0 0 0 0
................. TTAACARAAGTGGTACTACAGTTCAGAR . « « v e e et et ettt et e et et et et ettt et e e et e et e e e e e e e e e et e e et e e e et e e e et e e ettt e ettt et e, 280 1 1.00 1 1 0 0 0 0 0 0 0 0
............................................................................................................................... TGCCGAACGTCTCGCCAAGGTGGGTC. .. ...... 26 0 1 1.00 1 1 0 0 0 0 0 0 0 0
..................................................... TGCCTGCCACAGGCTTCATATCCAR .+t et et e e et et et et e e e e e e e et et e e et e e e et ettt e ettt et eeeieeaenenene. 25 0 1 1.00 1 0 0 0 0 0 0 0 0 1
.......................................... GAACATCGARATGCCTGCCACAGG . « ¢ v v v et et et te e m et et et et et et et et et et et e e e e et e ettt e et e et ia i eeeneaeaenneaenena. 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................................................................................................. TCAATCAAGTGGATGCCGAACGTC . vt vvveeeenennenennenen 24 0 1 1.00 1 1 0 0 0 0 0 0 0 0
.......................................................................................................................... GTGGATGCCGAACGTCTCGCC . v v v v v ee e eeeenen.e 210 1 1.00 1 0 0 0 1 0 0 0 0 0
.......................................................................................... TATGGGGCTATGTGGCAGT . « e v et et et e te et ee e e e e e e aeneeaenenneaenenae 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0
...................................................................................... ARGATATGGGGCTATGTGG A « « ¢ e e e e e eea e e eaea e e caeneeaeneeaeaeneeaenenneaenneaea2l 0 1 1.00 1 1 0 0 0 0 0 0 0 0
................... AACAARAGTGGTACTACAGTTCAGARC . « &+ e ettt et ettt et et et e e et et ettt e e ettt ettt et e et e e e ettt e e et e e et e e ettt ettt e et 2T 0 1 1.00 1 1 0 0 0 0 0 0 0 0
.............................................................................................................. GCCTTCAATCAAGTGGATGCCGAAC . « v vt v v eeeeeeeenenaenenenae 25 0 1 1.00 1 1 0 0 0 0 0 0 0 0
...................................... TTCAGAACATCGARATGCCTGCCA . ¢« e v vt ettt et et et et e e et e ettt e e e e e e e e e e e e e e et e e e e e ettt et ettt ettt e et e iee e 240 1 1.00 1 1 0 0 0 0 0 0 0 0
......................................................................................... ATATGGGGCTATGTGGCAGTCRE. « o ¢ ittt ettt it ettt e eete e eieeneeaeaeneeaes 23 2 1 1.00 1 1 0 0 0 0 0 0 0 0
............................................................................................ TGGGGCTATGTGGCAGTCGCCT T« + v e e v et ettt e e et e e eeetaeaeeeeaeneeaeneeaes 23 0 1 1.00 1 1 0 0 0 0 0 0 0 0
.................................. ACAGTTCAGAACATCGARATGCCTGC « & ¢ v v e e e e e et et ee e et et e e e et e e et e e et et e e et et et e e et ae e e e e e eneeeeeeneaaeaeneeaenenneaenneaes 26 O 1 1.00 1 1 0 0 0 0 0 0 0 0
............................................................................................................... CCTTCAATCAAGTGGATGCH. -« vt vt e i e i i i i e 20 1 1 1.00 1 0 1 0 0 0 0 0 0 0
...................................................................................... AAGATATGGGGCTATGTGGCAGTC t e v et et et e te et e e eeeeneeeaenenaenenneaenennes 24 0 1 1.00 1 0 1 0 0 0 0 0 0 0
.......................................................................................... TATGGGGCTATGTGGCAGTCGCH. - - - - - - - i i i e i i i i 24 2 1 1.00 1 0 0 0 1 0 0 0 0 0
........................................................................................... ATGGGGCTATGTGGCAGTCGCC . + v v v ettt te et e e et te et eaeneiaaenneaenenae. 22 0 1 1.00 1 0 1 0 0 0 0 0 0 0
.......................................................................................... TATGGGGCTATGTGGCAGTCGC T e ¢ e e e e e e te e e e e e e caeneeacaeneeacnenneaenneaes 24 O 1 1.00 1 0 0 0 0 0 0 0 1 0
....................................................... CCTGCCACAGGCTTCATATCC . ¢ v vt e e et et et et e e e et et e e e e et e e e e e e e et ettt e e et e e et ettt e e 20 1 1.00 1 1 0 0 0 0 0 0 0 0
.......................................................................................... TATGGGGCTATGTGGCAGTCGR. - - - oo oo i e i i e 22 1 1 1.00 1 1 0 0 0 0 0 0 0 0
........................................................................................... ATGGGGCTATGTGGCAGTCG. - o v i et i e e e e i 21 1 1.00 1 1 0 0 0 0 0 0 0 0
.......................................................................................... TATGGGGCTATGTGGCAGTCGCH. - - -« - oo i 23 1 1 1.00 1 1 0 0 0 0 0 0 0 0
............................................................................................................................. GATGCCGAACGTCTCGCCA. ¢ v v v vnenenaenan. 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
M040
SRR902011 V112
TGACCTAAGGATTTTGCAATTGTTTTCACCATGATGTCAAGTCTTGTAGCTTTACGGACGGTGTCCGAAGTATAGGTTAACCGGCGTTCTATACCCCGATACACCGTCAGCGGAAGT TAGTTCACCTACGGCTTGCAGAGCGGTTCCACCCAGGTTTATCCG female
Read # Hit |Total testis body male
khkkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkx (((.. (((((((((((((((((((((.._ (((. ..')))))))))))))) _)))))))) ..)) .))) .......... khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*x*x gjze Mismatch Count Norm Total body
................................................................ CCGAAGTATAGGTTAACCGGC . « « v e e e et et e e et et et et e et e et e et e e ettt e ettt ettt e taea e 200 1 2.00 2 2 0 0
........................ TTCACCATGATGTCARGTCTT . « « e e e e et e e et et e et e et e e e e e et et e e et e e e ettt e e e e e e e e et et ettt e e et e e et e et e e eneeetaeneeeenenaeaeneeaenea 2l 0 1 2.00 2 2 0 0
........................................................................ TAGGTTAACCGGCGTTCTATA .+« vt e et et et et et e e et et et et e e e e ettt et ie et eiaeneneeaea. 21 0 1 1.00 1 0 1 0
................................................................. CGAAGTATAGGTTARCCGG + « e e e v et e et ee e et e e e et et e e et e et et teen e ae et eeeaeneeaenenaeaeneeaenenaa 19 0 1 1.00 1 1 0 0
................................... GTCAAGTCTTGTAGCTTTAC . & ¢ v et e et et et e et et e e et et e e et e e e e et e e e e e e e et e et e e e et e e ettt e e e ettt e et ettt et e i 20 0 1 1.00 1 1 0 0
................................................................................................................................. GGCTTGCAGAGCGGTTCCACC. .. vvven.... 21 0 1 1.00 1 1 0 0
............................ COATGATGTCARGTCTTGTA « & ¢ v e e e et et et e et et et et e e ettt e e et et e e et et e e e e e e e et e et e e e e et e e et et e ettt e et ettt ettt ea e 200 1 1.00 1 0 1 0
....................................................................................................... CCGTCAGCGGARAGTTAGTTC . & v v vt vt et te e eeceenneeenenaenenneaen. 20 0 1 1.00 1 0 1 0
........................................................... GGTGTCCGARGTATAGGTT . « o« v e et et et e e et e e e et et e e et e e e e e e e ettt e e et te e et te et eeeneneaeneeae 19 0 1 1.00 1 0 0 1
.......................... 07 NoloF- Ve N et o V-Ne, o e O3 NN 1 1.00 1 0 1 0
..................... Gl T TTCACCATGATGTCAAGT . « &« e e e e e et e et et et e e e e e e te e et e e e e e e e e a e et e e a e e ee e e eeen e e e eae e eae e eeeneaeeaeneaeeneaeeaeneaaenenneaeneeaea2l 0 1 1.00 1 1 0 0
............................................................................................................... GGAAGTTAGTTCACCTACGG . « ¢ vt et ee e eeeeeeneeaenenaenen. 20 0 1 1.00 1 1 0 0
............................................................................................ ACCCCGATACACCGTCAGCG . + « e e ot e eeea e e e eee e eeeeaenaeaeneaaenenneaea. 20 0 1 1.00 1 0 1 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|aps [3:4313465-4313626 + ldps _222|A-----------——————- CTG---GATTCCTAAAACGTTAACAAAAGTGGTACT-————-——————~- ACAGTTCAGAACATCGAA---AFGCCTCCCACACCCTT-—=—CATAT=—========-ccooo CCRAATTG-—----————-——- GCCGCAAGATATGGGGCTATGTGGCAGTCGCCTTCAATCAAGTGGATGCCGAACGTCTCGCCAAGGTGGGTCCAAATAGGC
droPer2|scaffold 2:4502066-4502227 N CTG---GATTCCTAAAACGTTAACAAAAGTGGTACT-————-——————~ ACAGTTCAGAACATCGAA---AFGCCTCCCACAGCCTT-———CATAT—————————--—--—-—-—"- CCAATING----—-—--—-——- GCCGCAATTGEEECTATGTGGCAGTCGCCTTCAABCAAGTGGATGCEGACGTCTCGCCAAGGTGGGTCCAAATAGGC
+
droWil2|lscf2 1100000004514:360186= F ------------------ e ettt -~~~ ~ = === ==~~~ e~ Bt letteteletetate ~ ~ ~ ~ el ~~ ~~ =~ ==~ ======~ - e C A AGATHTCCEG MM ATGTRECAGTEECIT TCAATCAAGTHGAT GCHEAACGTCTEGCCARGGTGGGECCERATEGHC
360264 +
drovir3|lscaffold 12875:4369897- e 6n CEEEIA Gl A TIVNNAT AW TEGEVNAC G T TidNAlA T TGCATGGCGC TINGCAJRNSNE CINA/NA T TINTRERIT|UEEAlIATTGE - - - - - -EECGCAI ACCCCATCATGCAGACTEGT TAACAT TTGCAACACAAACGHEYAG TRV TINElElele[eh VNNl NElele T ehl G/l iENI VNN G EhelerCele n B T(dlehi Tiiclele TN ElelyelelelNele T/ NN C/E T e
4370097 -
droMoj3|lscaffold 6496:13207781- ——— - — A BcccAldcATATGGEECTATGTGECHETEGCcTTCANcAdcTGoATINYEGAlc G T TRl CA AGG TGGGTCClEAA TG C
13207868 -
droGri2|lscaffold 15112:1882204- IS - —-—-—-——————— B — - ——fiC----------AAAG®.A\GCCAAATCGEAGAATHOTCAGTATGTGCGACACCTGTGHE T GINTNE Thlelelelelohy NlehleleloFNehiG eleln Ier-VNeFNG bl T/eh-Nelel clef:NNele c ThiGlelel s c c A EhlelelelieecEVNiCle e
1882365 +
droAna3|lscaffold 13266:7882243- —————— - BRceceiaTiiTececcTATGTGECHETCGCcTTCArcAAG T GcAlGccoAgNGEc TEccilrace T8 Tecldaa TG
7882321 +
droBipl|lscf7180000396759:943378— i~ —— ———————=—=-— . THTGGCGCTATCTCCCHNTCGCleT TecArdcAAGTGGAT GClderdAcEc TGN Acc TGeTCCBaA TG
943450 -
droKikl|lscf7180000302682:1337408- TiNAcACETCTIWESYNEEGGAGTCARUUTT-[MiccacclcallalEmE e CeRARNeG----------—--—- BccocldedrriirececcTaTeTeCN G CleT TeArdcAldc TR G ARG ClecaldccleTiaic caacaTGeGccardec G
1337575 +
droFicl|lscf7180000453948:1284873- SO NTIIEA TCAREEEEEEEE BcclEr A TATCCECHTATCTCGCENTCGccTTCANSCAAGTGGATGCgcANCEC TlcclgarilcTeoc/decAnn/declEc
1285001 -
droElel|lscf7180000491107:1051864- CCEATIGIIY- - —-—————- ReccddderrldrcccccTaTerecclrcaecTTeandcaldcToeaTaclgcajccec Teccilralle T ciXgcan A declEc
1051992 -
droRhol|lscf7180000779911:56091- ceANNeci Y- - - ——————- - GlfelGIG CENU-NEleleleleh-Nleli T[ele C /el TeleIStebier-NA C PG eldeler\C[ele G /eF:NNele  Thicelel~ [¥n eldeleleln SIS NN cle.ce
56219 +
droBialllscf7180000301506:2986358- CCAMNECINIY- - ———————- Re\ciXee~ tldrcccccTaTereccetldcccrreardeadcTeoalcccealgccgc Teccirace i} ccTecar AEGEC
2986486 -
droTakl|scf7180000415795:519193~- e N - — Gl TelC e el e — — — — — — — —— = — = — —--——-————— - eI A C AR C TGN C A A G A e A I - B — - - — - ECAR NGRS ————————- HecGiYeleA THTGGGGCTATGTGGCEGTCGCcTTCAACAEcTGGAlGCEGAccTe TG Cilarlc GGG TlEcEAA TG
519324 +
droFugl|lsc£7180000409672: 946450~ F —————————————————— e — ettt -~~~ ~ === == ===~ e~ ettt ~ ~ ~ ~ el ~~~ ==~~~ =======~ ——— ettt » TET GG GGIMTATGTGGCEGTCGCCTTCAATCARGTGGATGC I AECG TC TG Clr Al TRGG TECEAATEGGC
946522 —
dm3  |lchr2r:12036978-12037050 - | | ——— ettt — — —~~~—~ - o e~ ettt » TET GGGGCTATGTGGCHGTCGCCTTCAASCAGTG G cEGAACGTCTERCEA AR TGGG TECEAAREEC |
ldrosim2|2r:12706865-12707011 - | [TceccanaaTGTTATTAAATA AP CINGRISCIN GG A - - - - - - - - - - - — - — - - ——————————— e TN A Sl C Sl A Gl le A I - B — — — — — SEICI A GlEa TC A WecciXeshngreccecTaTericciicTccecTTeAargcAlc oAl clgcaldc sl Tici A rfdc TG e TlecEA AR |
droSec2|lscaffold 1:9532370-9532515 CEGCCARAATGTTATTAAATAAREEECINGECIGGIATA - - - - - - - - - - - - - — - — - - - —-————— - — - - AlEcINEC TARlIcGRCAGEEAl-EEEE - - - - - EEEEE e ccNecie Y- - ——————- Recci¥ederrldrcceccTaTeTecccTeGecTTeANCAlcTGoAlcclecalgcclec Tici R Alde To e cldecEa Al declEc
[arovaks|zRileoac224-16946296 + | [ ————— = ———————+ e e == — B [ rcesccuATeTGeCeTCa C T TCAEC RO ToAR: (RoAAC e NI ADGT OGG TeCHAARRGRC |
AroErez|jscatfold 4845:13621045" e o e T e B —__ee—— B 10T GG 0GCTATGTGGCHGTHECC T TCANSC ARG TCGARGCEGAACOECT CC A ARG TGO TEC A AREORC
13821117 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:4313465-4313626
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:4313465-4313626
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_222.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:4502066-4502227
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:360186-360264
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:4369897-4370097
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:13207781-13207868
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15112:1882204-1882365
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:7882243-7882321
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396759:943378-943450
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302682:1337408-1337575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453948:1284873-1285001
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491107:1051864-1051992
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779911:56091-56219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301506:2986358-2986486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415795:519193-519324
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:946450-946522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:12036978-12037050
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:12706865-12707011
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:9532370-9532515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:16946224-16946296
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:13821045-13821117
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dps 3833

Coordinate:

XL _grouple:8373183-8373273 - |candidate | Testes-restricted | intergenic

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature - mismatch in alignment] _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense - Antisense Mature - Star
Hairpin partition Mature & Star
Show Alternate FoIdsH
Flybase annnotation
intergenic
No Repeatable elements found
mature ||star
1. dps_3833 XL grouple:8373230-8373257 -
2. XL grouple:8376575-8376602 -
3. XL grouple:8377423-8377450 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads
SRR902012
M040
SRR902011 V112 CNS
TATTAGCTCAAGACCAGCCGTGTACGAAAAGACCCCGGACGACAATCATTGGAAGTCTGGTACTTTTATCCAGTGTACCAGCTCTTAAGTGATCTCATTTCTTATAGCGAGTACACTCGGTAGACCTACACGTTCATTCTCCATCATCGGTCAAGGGTCAATACTGTTCCCTTTGGCGTGTGTCTACAGGG female imaginal
Read # Hit |Total testis body maledisc
Ikdkkkkdkdkkkkhkdkkkkhkdkhhkhkhkhkkhkhkhkdkhkhkdkkdkrk (... .. COCe o COCCCC- COCCCCCe e GO e CCCC o)) o) eI I od ) ) u))) e ))) s ke kkkkkkkkkkkhkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkk*k*** gjze Mismatch Count Norm Total body
...................................................................................................... TATAGCGAGTACACTCGGTAGR . « « v vt et et ettt ettt e ettt et et et et e e e e e e eaeaeaaaeaeaeae. 22 0 1 5.00 5 5 0 0 0
...................................................................................................... TATAGCGAGTACACTCGGTAG . « « « v et et et ettt ettt ettt ettt et et e e e e e e e eaeaeaeaeaeaeaeaeaea 2l 0 1 2.00 2 2 0 0 0
....................................................................................................... ATAGCGAGTACACTCGGTAGR . « « v vt vt et ettt ettt ettt ettt et e e e e e e e e 2l 0 1 1.00 1 0 0 1 0
.................................................................. TATCCAGTGTACCAGCTCTTARGTGATC « & ¢ e e e e et et et et et et et et et e e e e e e ettt ettt ettt et et e e e e e e e e et eeeaeaeaeaeaeaeaeneaean. 28 0 3 0.33 1 1 0 0 0
................................................................. TTATCCAGTGTACCAGCTCTTARAGTGR . « & e e ottt et et e e et e e et et et et et et et et et et et e e e e et ettt et ettt e e e e eaeaeaeaeaeaeaea. 2T 0 3 0.33 1 1 0 0 0
.................................................................. TATCCAGTGTACCAGCTCTTAR . & ¢ e ettt e e et et et et et et et et et e e e e e ettt ettt et ettt e et e e e e e e et e ettt eeeeeeeeeeeneaeneeea. 22 0 3 0.33 1 1 0 0 0
.................................................................. TATCCAGTGTACCAGCTCTTARGTGAT . « &t o e e e ettt et et et et et et et et et et et e e et e et e ettt et e ettt ettt et ettt i it 2T 0 3 0.33 1 0 0 1 0
Anti-sense strand reads
M040
MO059 V112 M062 GSM343916
ATAATCGAGTTCTGGTCGGCACATGCTTTTCTGGGGCCTGCTGTTAGTAACCTTCAGACCATGAAAATAGGTCACATGGTCGAGAATTCACTAGAGTAAAGAATATCGCTCATGTGAGCCATCTGGATGTGCAAGTAAGAGGTAGTAGCCAGTTCCCAGTTATGACAAGGGARACCGCACACAGATGTCCC female
Read # Hit Total embryo male body |head embryo
****************************************************((( ..... (((.. ((((((. (((((((. . (((.. ((((. (((...))) .)))) .))) ..))))))) .)))))) . .))) ...))) L., Kkkkkkkkkkkkkkkkkkkkhkhkhkhkhkhkhkhkhkkhkkkkhkhkhkkhkkkkkkkkkkkk**x gjze Mismatch Count Norm Total body
...................................................................... GTCACATGGTCGAGARTTCAC . « & v e vt et ettt et et et et ettt ettt et et et et et et et et et et e e ettt ettt ettt it it e e e 2l 0 3 0.33 1 1 0 0
..... o€y ek B ol eled e eleT o0\ o0V 1o - N ¢ 4 0.25 1 0 0 1
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
dp5 XL _grouple:8373133- |ldps 3833 |[TATTAGCTCAAGACCAGCCGTGTACGAAAAGACCCCGGACGACAATCATTGGAAGTCTGGTACTT TEATCCACTCTACCACCTCTTAAGTCATCTCATTTCTIATAGCGAGTACACTCGGTAGACCTACACGTTCATTCTCCATCATCGGTCAAGGGTCAATACTGTTCCCTTTGGCGTGTGTCTACAGGG
8373323 -

191235 +

droPer2|scaffold 13:191045- ||dpe 137 |TATTAGCTCAAGACCAGCCGTGEECGARAAGACCCCGGAEGACAATCATTGGAAGTCHGGTAETT TEATCCACTETACCACCTCTTARCTCATIT CATTTC TTATAGCGAGTACACTCGGTAGACCTACACGTCATTCTCCATCATCGGTCAAGGITCAATACTGTTCCT TTGGHGTGTGTCTACHGGG
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373133-8373323
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3833.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373230-8373257
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8376575-8376602
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8377423-8377450
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373133-8373323
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3833.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:191045-191235
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_137.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 3855 |4 groupl1:1629894-1629996 - | Candidate | Unknown | intergenic

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

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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dps_3855_annot [-16.5]
Show Alternate Folds H
Flybase annnotation
intergenic
Repeatable elements
|Name “Class”Farnily “Strandl
|H0anaZHDNA||hAT—Ac”— |
mature star
1. Unknown singleton 3187:22998-23018 - 1. XL _grouple:10348903-10348920 -
2. dps_3855 4_groupl:1629909-1629929 - 2. XL group3b:123941-123958 -
3. 3:15948187-15948204 -
4. 3:19267127-19267144 -
5. 2:19425704-19425721 -
6. dps 3579 XL group3a:1135741-1135758 -
7. XR_group8:394447-394464 -
8. XR_group8:4248045-4248062 -
9. dps_3855 4 groupl:1629936-1629953 -
10. 4_group3:11379693-11379710 -
11. 4_group4:933582-933599 -
12. 4_group4:2527260-2527277 -
13. 4_group4:5259558-5259575 -
14. 4_group4:6467012-6467029 -
15. XR_group6:1995384-1995401 -
16. XL_groupla460681-460698 -
17. dps_3663 Unknown group 252:7966-7983 -
18. Unknown singleton 1758:96-113 -
19. Unknown_singleton 1971:989-1006 -
20. Unknown singleton 3241:134-151 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR902012
M040
GSM343916 V112 MO59 GSM444067 CNS M062|SRR902011 SRR902010
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNACTTGATAGTATATACTGTATATATACTGTATGGTTAGTGGTGATACTATCAAGTGGCGCCACTATCGCCAACTACAGGTGTCAAACCATCGATGGCACTATCGATAGTAACTGTAGTTGGCAGCTTTGCAG female imaginal
Read # Hit |Total body |embryo male embryo head disc head testis ovaries
khkhkhkkhkhkhkkhkhkhkkhkhkhkhkkhhkhkhkhhkhkhkhhkhkhkhhkhkhkhhhkhkhhkhkhkhhkhkhkhhkhkhkhhkhkhhhkhkhhhkhkhhhkhkhhhkhkhhhkhkhkhhkhkkkhk (((( .............. (((((((((((((((((. . (((. .. .))) . .)))))))) . .)))) . .)))))))))************************************************** size Mismatch Count Norm Total bOdy
..................................................................................................................... CTATCAAGTGGCGCCACTAT C e v v e e e et e e e e e et te e et ee et ae st ettt e et eie e 20 2 18.00 36 17 10 3 4 2 0 0 0 0
..................................................................................................................... CTATCAAGTGGCGC CAC T AT & & e e e e e e e e e e e e e et aee e et aeeae e eeaaeeseeeeaaaeeeeeaaaaaeeeaaaa 20 0 2 8.50 17 15 0 1 1 0 0 0 0 0
..................................................................................................................... CT AT C ARG T GG G  C A C T AT C G+ e v e e e et et et ae et soeoeeeeeseseeaeeeseseeneeeseneeaeeesenanaees 22 0 2 6.50 13 9 2 0 1 1 0 0 0 0
..................................................................................................................... CTATCAAGTGGCGCCAC T A . o v v v e e e e et e tee e tae e s eee s taeeseeeeaneeeeeeeaaeeeseeeenaeenenenaa 19 0 2 1.50 3 1 0 0 0 2 0 0 0 0
................................................................................................................ TGATACTATCAAGTGGCGCC A . + v v e e et e e e e e et eeee e et teee e ettt e ettt e st eesinaanaaaaa 2 0 2 1.00 2 0 0 1 0 1 0 0 0 0
................................................................................................................ TGAT AC T AT CAAG T GG LG C . & vt et et e e e et et e e e e ae s et esaeeeeesesaeaeeesesaseeeesesesasesseneeaseaeas 20 0 2 1.00 2 2 0 0 0 0 0 0 0 0
...................................................................................................................... TATCAAGTGGCGCCACTATC . v e e e e e e et e e e e e ettt e e e e ettt e e e sttt e ettt siiiaaneaaa 20 0 2 1.00 2 1 1 0 0 0 0 0 0 0
..................................................................................................................... CT AT C ARG GG G  C A C T e vt et e e e e e et e e e e oo ae e osoeaeeeeeeeeeeaeeeeeeeeeeeeeeeaeeeeeeenaeaaas 18 0 2 1.00 2 2 0 0 0 0 0 0 0 0
............................................................................................ AT AT ACT G AT GG T TAG T GG TGA e & e e e e e et e e e e e e et e e e e e e e e teee e e e teeee et teeeeeeeeeeeeeeeeenaeeeeeeeneaneeeennneanaaa 23 0 6 0.67 4 0 0 1 0 0 0 0 3 0
................................................................................................................... TACTATCAAGTGGCGCCACTAT C e v v v ettt e e e e e e et te e e et eeee e e ettt e ettt et 23 0 2 0.50 1 0 0 1 0 0 0 0 0 0
...................................................................................................................... AT CAAGT GG G C A C T AT . v v et et e e e et e e e et e e aeaeeeeesesaeaeeesesaeaeessesoseaeeeneneeaaeas 19 0 2 0.50 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... CTATCAAGTGGCGCCACTATC . - . o ottt it i it e ettt ettt e e 22 1 2 0.50 1 0 1 0 0 0 0 0 0 0
..................................................................................................................... CTATCAAGTGGCGCCACTATCGC e v v v vttt e e e e et e ee e e ettt eee e e ettt e e st ettaaaaaeennnaa. 23 0 2 0.50 1 0 0 0 1 0 0 0 0 0
...................................................................................................................... AT CAAGT GG Gl A C T A .+ it e e e e e et et e e o e o e e et oo oo eseseeaeeeseseeaeeeseseeaeeeeeseeneeasa. 18 0 2 0.50 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... CTATCAAGTGGCGCCAC T AT . L o ittt ittt ittt it ittt ettt e et tee e 20 1 2 0.50 1 1 0 0 0 0 0 0 0 0
....................................................................................................................... AT CAAGTGGCGCCACTATC G e v v v v et e e e e e et e e ee e e et teae e e et teaaeeeestaeeaaeeanaaaaaeaennaa 20 0 2 0.50 1 1 0 0 0 0 0 0 0 0
............................................................................................................... GTGAT AC T AT CAAGT GG LG C s v v vt e et et e e et e et et aeaa o e asaeeeeesesaeeeeesesaseseesesaseeeeseeneeaeas 21 0 2 0.50 1 0 0 1 0 0 0 0 0 0
.............................................................................................................................................................................. GATAGTAACTGTAGTTGGCAGCTTTGCA. 28 0 2 0.50 1 0 0 0 0 0 1 0 0 0
........................................................................................... TATATACTG T AT GG T TAG TGO T GAT A e+ v e e e e e e et e e e e e e e e e e e e e et e ee e et teeee e teeeeeesteeaeeeeeenaeeeeesnaaaeennnaa 26 0 3 0.33 1 0 0 1 0 0 0 0 0 0
..................................................................................................................... CTATCAAGTGGCGCCACTATCGI...............................................................23 1 3 0.33 1 1 0 0 0 0 0 0 0 0
..................................................................................................................... CTATCAAGTGGCGCCACTAT. & o o vttt ittt ettt ettt e et ettt ettt e e e 211 3 0.33 1 1 0 0 0 0 0 0 0 0
........................................................................................................................ TCAAGTGGCGCCACTATCGI...............................................................20 1 3 0.33 1 1 0 0 0 0 0 0 0 0
............................................................................................. NN e 2N et e T R I 0 20 0.10 2 2 0 0 0 0 0 0 0 0
............................................................................................ AT AT ACT G T AT GG T T AG T GG TG e « &« e e e e e e e e e e e e e e e e e ea e e e e e e ee e e e e aaeee e eeeeeeeeseaeeeeeeeaaeeeeeeeaaaaeeeeennanaa22 0 12 0.08 1 1 0 0 0 0 0 0 0 0
.............................................................................................. AT A C T G T AT GG T T A G TG G T e & v o v v et e e o e e e e et o e o e o e e o e ae oo o e s o s oeaeeeseseeneeeseseeneeesesaeeeeesesaseeessenaeeeeeeassll9 0 20 0.05 1 0 0 0 0 1 0 0 0 0
Anti-sense strand reads
M040
V112 GSM343916 GSM444067 M062 MO059 SRR902011
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNTGAACTATCATATATGACATATATATGACATACCAATCACCACTATGATAGTTCACCGCGGTGATAGCGGTTGATGTCCACAGTTTGGTAGCTACCGTGATAGCTATCATTGACATCAACCGTCGAAACGTC female
Read # Hit |Total body male embryo head head embryo testis
Kkkkkkkkkhkkhkhkkkkkhkkkhkhkhhhhhhhkhhhkhkhrhhkrkrkkrk  ((((.............. COCCCCCCCCCCCCCCCe e (e e e ) o)D) o)) ) e i))))) ) ) ) ) ok kkkkkkkkkkkhkhkkkkkkkkkkhkhkhkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk***** gjze Mismatch Count Norm Total body
................................................................................................................... ATGATAGT TCACCGC GG T GAT A+« e e e e e e et e e e e e e et e ee e ettt t e ettt ettt e e et 22 0 2 12.00 24 15 4 3 1 1 0 0
.................................................................................................................... TGATAGT TCACCGC GG TGAT A . & e e v e e e et e e e e e et teae e e eeeeeeeeeeaaeeeeeeeaaeeeeeeaaaanennnnaa 2 0 2 5.50 11 7 3 0 0 1 0 0
................................................................................................................... ATGATAGT TCACCGC GG T GAT & v v v e e et e e et te e e te e et ee et te et tee et e st et ettt eiaeenea 2 0 2 2.00 4 4 0 0 0 0 0 0
..................................................................................................................... GATAGT TCACCGC GG TGAT A . & e e e e e e e e e e e e e et taee e eaaeae e eeaeeeeeeeeaaaeeeeeaaanaeenaaaa 20 0 2 1.00 2 0 0 0 1 0 1 0
.................................................................................................................... T GA T AGT TCACC G GG T G s v v it et e et et e e e et et e e aeee s osoeaeeeeeseeaeeeeeeeeneeeseneeeneaeenaaas 19 0 2 0.50 1 1 0 0 0 0 0 0
.................................................................................................................. B A TGATAGT TCACCGCGGTGATA . + « e e e et et et et e e et et e et e e et e te ettt et ea e 23 1 2 0.50 1 0 1 0 0 0 0 0
................................................................................................................... BTG AT AG T TCACCGCGGTGATA . &« v it it ettt et et et e et e e e e e e e te et e e eaeaeaeaeaeaeaea. 22 1 2 0.50 1 0 1 0 0 0 0 0
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|dp5 |!4_qroup 1:1629844-1630046 - ”dp s 3855 ||NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNACTTGATAGTATATACTGTATATATACTGTATGGT TAGTGGTGATACTATCAAGTGGCGCCACTATCGCCAACTACAGGTGTCAAACCATCGATGGCACTATCGATAGTAACTGTAGTT-GGCAGCTTTGCAG
droPer?|lscaffold 5:3576316-3576447 ACTTGATAGTATATACTGTATATATACTCTATCCTTAGTCGTGATACTATCAAGTGGCGCCACTATCGCCAACTACAGGTGTCAAACCATCGATGGCACTATCGATAGTAACTGTAGTT-GGCAGCTTTGCAG
+
droFicl|scf7180000453815:504647- - - - - - [SRClINE
504655 +
droElel|[sc£7180000490970:385016- - - - - - TR
385024 +
droRhol|scf7180000779524:275851~- - - - - - ThEGNCSRT]
275859 -
droBial|lscf7180000302422:2904089- e C TTTECAG
2904097 +
droTakl|lscf7180000415858:122780- TiACTINEA T TGS GC T TlelCcAG
122805 +
droEugl|[scf7180000409463:1995066- T-GGCEGCTTTECAG
1995079 -
|dam3 lchror:6561665-6561679 - | TT-clicBclrTTf§cac |

|drosim2|21:6335170-6335184 - | TT-cdcSclirrridcac |

droSec2|lscaffold 3:2101199-2101213 TT-GECEcHTTTECAG

G |

TARCI G T T T- Glic8ciTidTEcAG

|droYak3|!;L:6354554—6354562 + |

droEre2|scaffold 4929:15469604-
15469627 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:1629844-1630046
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_3187:22998-23018
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3855.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:1629909-1629929
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:10348903-10348920
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3b:123941-123958
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:15948187-15948204
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:19267127-19267144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:19425704-19425721
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3579.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:1135741-1135758
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:394447-394464
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:4248045-4248062
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3855.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:1629936-1629953
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:11379693-11379710
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:933582-933599
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:2527260-2527277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:5259558-5259575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group4:6467012-6467029
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:1995384-1995401
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:460681-460698
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3663.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_group_252:7966-7983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_1758:96-113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_1971:989-1006
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_3241:134-151
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:1629844-1630046
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3855.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:3576316-3576447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453815:504647-504655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490970:385016-385024
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779524:275851-275859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2904089-2904097
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415858:122780-122805
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:1995066-1995079
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:6561665-6561679
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:6335170-6335184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:2101199-2101213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:6354554-6354562
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:15469604-15469627

ID: Coordinate: Confidence: Class: Genomic Locale:
View on UCSC Genome Browser {Cornell Mirror}]
dps 141 | XL group3a:1809974-1810050+ candidate | Canonical miRNA || intergenic
Legend: mature §tar mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
GSM343916 M059
CCACTCTCGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCATTGCGCCGCTGTGGGCGGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATAATCAATTAA
Read # Hit Total embryo embryo
Kkhkkkkkhkkhkkkhhhkhhhkkhkkhhhkkhkhkhkhkhhkhrk  ( (.., .. COCC- COCC- (.. ... CCCe o)D) o000 ) ) ) )) e e )) ... kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk**** gjze Mismatch Count Norm Total
......................................................... el eleTokiotelof-Ne] o] e e e e TN~ R O 1 14.00 14 5 5
......................................................... AGTTGGCT CGECAGCCGEGTGGATG . - o e o o e e m e e e e e e e e e el e e e e el a e e el a e e e e e e e e e e e e e e e e e e e el a e e e e e e e e e aaaeaaaa..a 22 0 1 11.00 11 3 3
......................................................... el i elelok el e]e)-NeTofe] e e )N -2 0 B O 1 7.00 7 3 1
................................................................................................ el of el el el e el e e e el el e ok e - 2 B 1 2.00 2 0 0
........................................................ CAGT TGGC TCGCAGC GG T GGAT « + v v e e e e e e e e e e e e e ee e e aee s e aee s aaeeeeneeeaeeeeaeeeeneeeeaeeeeeeeeaeeeeneeeeaeeeeaeeenaaeennneenaaa22 0 1 1.00 1 0 1
......................................................... el i felelok o] eloy-NeTofe el ele-N - P A 1 1.00 1 1 0
......................................................... e i feleloki e eley.NeTolel el cle] o HAum PP~ N 1 1.00 1 0 0
......................................................... e elelokiotel o) NeTofe] e et )N e VX N~ B O 1 1.00 1 1 0
......................................................... el el e ek ot el el eTof ] X e e s I B O 1 1.00 1 1 0
.......................................................... ehiifelelok ol elor-Ve ol el e el ey NP I O 1 1.00 1 0 0
Anti-sense strand reads
M040
GSM343916
GGTGAGAGCTAACTGGGAAGCAAGAGCGAACACATCGTGTGTATGTCCTTCAAGAAGTCAACCGAGCGTCGCCACCTACTTCCACCGTTACCAGGTAACGCGGCGACACCCGCCTGAACTCTAGCCTGTACGCCATTTCCACCTTTCGTGATATGTTGGTAAAGGTATTAGTTAATT female
Read # Hit |Total body | embryo
khkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhhkhhhhkhhhhhkhk (( ...... ((((.((((((((((((((((((((( _____ ((()))))))))))))))))))))))))))) _______ )) L kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k gjze Mismatch/ Count Norm Total
............................................................................................................ CCCGCCTGAACTCTAGCC TG T e v v e e e e e e teeeeee e e eeeaeaeeeeeennaaaaeeennaaa 2l 0 1 1.00 1 1 0

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

dpb XL _group3a:1809931- (dps 141 ([CGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCATTGCGCCGLCTGTGCCCCCACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATA
1810091 +

droPer?2|scaffold 76:243594- |dpe 2488 CGATTGACCCTTCGTTCTCGCTTGTGTAGCACACATACAGGAAGTTCTTCAGTTGGCTCGCAGCGGTGGATGAAGGTGGCAATGGTCCATGCGCCGCTGTGGGCGGACTTGAGATCGGACATGCGGTAAAGGTGGAAAGCACTATACAACCATTTCCATA
243754 -

PASS/FAIL
Generated: 08vi0.8/2015 at 08:16 BM
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crit.half
crit.total
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crit.top3
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crit.uri
crit.back
rescue.total
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rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:1809924-1810100
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group3a:1809931-1810091
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_141.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_76:243594-243754
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2488.html

1ID:

Coordinate:

dps 1171 3:11872070-11872151 + | candidate | Mirtron |intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature star (08 urled BTy 011 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
o - — *8 8y 00 w00 SLONENROE ® @
(5] I 0 = Q - » "o @ee L
o ) .
© o =
o
n - H
0 o - w o
T o ™ o © E
@ 8 2
O c o — ©
o o
o m < [ 0
© = © G
I_ o - o — Q
I_
c
o = : o
e A ) ° 7 2
\ I \ =.
- I | 2
| | | | - e » .
11,872,050 11,872,100 11,872,150 11,872,200 o I I [ A & .
> -
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Genomic Position
Hairpin partition - Sense -e= Antisense Mature Star
Hairpin partition Mature Star
dps_1171_annot [-29.0]
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA24914-in]; CDS [Dpse\GA24914-cds]; CDS [Dpse\GA24914-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
SRR902011 V112 GSM343916 GSM444067 M059
CTCTCTCTGCGGACTCTGCAGCGCCAGCTAGCCAGCATCGAGGGTGTGAGGTGAGTGTCCTGGGTGGGAGTGGGAGTGGCAGTGGGTTGACAACGGCTCATTATT TACTCTGTGCTTATCCGCCCCTCACAGATCGGTGCATCATCTGAATGTGTGGCAGCACACCGCCGAGCACCGAGTAC female
Read # Hit ||Total testis body male embryo head embryo
R e N I e I R D D D e D D D D D D e D D D D D D D D D I dkkkhkkhkhkhkhkhkkhkhkhkhhkhkkhkhkkkkkkkhkkkkhkkkkkkkkkkkkkkk**k*x*x |size Mismatch Count Norm Total body
........................................................... ol eteleli el ele). Nl elelesNeX el clo PP N O 1 27.00 27 20 4 2 0 1 0
............................................................ TGGGTGGGAGTGGGAGTGGC - « « ¢ = ¢ s o e e o s e st e e asoae o sae o e s aasoeasoeeasaseeeasoeensaseeensoeensaeseaaasoatnsassaearaaenacareaannaa20 0 1 3.00 3 1 2 0 0 0 0
............................. AGCCAGCATCGAGGGTGTGAG « « « ¢ e e vttt e et ee e ettt e e a e et e et et a e e te e a e e ta e e te e a e e e et e et e ee e e e et e eeeneaeeaeaeeeeneaeeaenneeeneaaeaeneeaenenaeaea 2 0 1 1.00 1 0 0 1 0 0 0
........................................................... o etelelifelele).Neleleles Nel el et o) NP PR3 B O 1 1.00 1 0 0 1 0 0 0
.......................................................................................................................................... GCATCATCTGAATGTGTGGC . « v v v vveveenneneenennes. 20 0 1 1.00 1 0 1 0 0 0 0
...................................................................................................................................... CGGTGCATCATCTGAATGTGTGGCAGCA . « v v v e enenennene. 28 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................................. TGTGCTTATCCGCCCCTCACAG  « e e et e ee e e ee e e e e eeeaeneeaeaeneeaeneenenenaa22 0 1 1.00 1 0 1 0 0 0 0
.............................................................................................................................................................. AGCACACCGCCGAGCACCGA. ... 20 0 1 1.00 1 0 1 0 0 0 0
.................................................. EhdedNeli delioloh elele e etel- et e Tc! [ -2 | 1 1.00 1 0 0 0 1 0 0
............................................................ i eleleheleleyNel felele). Nl clele . RO~ N 2 1.00 2 2 0 0 0 0 0
................................................................ i elelel el elele) Nelielelor el e cle TN PP S O 4 0.25 1 0 0 1 0 0 0
Anti-sense strand reads
M040
GSM343916 GSM444067
GAGAGAGACGCCTGAGACGTCGCGGTCGATCGGTCGTAGCTCCCACACTCCACTCACAGGACCCACCCTCACCCTCACCGTCACCCAACTGTTGCCGAGTAATARATGAGACACGAATAGGCGGGGAGTGTCTAGCCACGTAGTAGACTTACACACCGTCGTGTGGCGGCTCGTGGCTCATG female
Read # Hit |Total body embryo head
L L N I N e I I R e D D D D D D e D D D I D D D B D I Ahkkk Ak kkkhkhkk Ak kkkkhkk Ak kkkkhkkkkkkkkhkkkkkkkkkkkkxkk**k*k***x gize Mismatch Count Norm |[Total
......... elelelier Ne Nelek o] ecloleT el ofc). NP P-4 o B O 1 1.00 1 1
........... ohieyXe) Nolel o ele]eleiilofeT.N Lo PP o B O 1 1.00 1 1
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|/Coordinate ID Alignment
ldps |3:11872020-11872201 + |dps 1171 |lcTCTCTCTGCGGACTCTGCAGCGCCAGCTAGCCAGCATCGAGGGTGTGAGGTGAGTGTCo======== CTG-GGTGGGAG-TG---GGAGTGGCAGTGG-GTTGACAACGGCTC-—————————————————— ATTATT—————————————————m—m TACTCTGTGCTTAT--——-—-——-- CCGCC----- CCTCACAGATCGGTGCATCATCTGAATGTGTGGCAGCACACCGCCGAGCACCGAGTAC
|droPer2|scaffold 44:83827-84002 + || [CTCTCTCTGCGGACTCTGCAGCGCCAGCTAGCCAGCATCGAGGGTGTGAGGTGAGTGTCo======== SheRelelNelele) NeRheEes - EC A G T/E GG TiNeA CAGCEGR TCA T T A i TR == — — e e TACTCTGTGCTTAT-—-———————- CCGCC—-—-- CCTCACAGA TCGGTGCATCATCTGAATGTGTGGCAGCACACCGCCGAGCACCGAGTAC
Growilz|sczz 1100000004513:2266475- B Tl T e oo e R R B [Eee—— e I [ B G- (oo THoATCATRIGAATGTOTGOCHRCATA CONECaA GO IO TRC
2266574 +
drovir3|scaffold 12823:1054036- TCTTCTGGACCTGCAGCGCACTGCCAGCATGZ—\GGGTGTAEGTGAGTGT ————————— GGTR---caaTEaacccGaAciNEaccEacTARTIlNAING T/NEC Til T EE R - — - — - e e — — — - - — TAAT|EVNIGCCCCCAATACTECATGCCAT TTAA/ NIl NNO Nidehi » [ NNiTelii CIlelelFNEIFN TG G 2 G~ NS A A TIEINGE
1054222 +
droMoj3|lscaffold 6496:2865741— ererecrclgscaclEcTecacciicgaceTgdecEccaTiicaceeTeTEARGTGAG TG C- = m === === AG-J--------FilcEEE-ENecTcATTGAAC-JiCECTTIAA - - [ITEEEEEEEEE ATAAATTINMARIITATCTTCTCTTGCTCCCTCTCCCTCTTCCTCTC-——————— yC Ty T---------- LCEIINC====INNJNACAC A TCcoeTRcATCATETGAATGTTGGCAGC AA CENecoARA CEE G TlEC
2865943 -
droGri2|lscaffold 15245:8660135- TCTCTGGECCTGCAGCGCAECT@CCACATE@AGGGTGTAEGTEAGT ————————— TGAR---—-—-—-BACEEE - CCAGCT A TAA A A A T T T T T T A - - - - R - — - — e = - ANTIVAIN- TGV P\cific----- CCENeCABA TCGGTGCATCATCTGAATGTTGGCARNCAlACCI¥\coacha Y G TlEC
8660295 -
droAna3|scaffold 13266:19145253- BT TES TN Erc reniccclgaiic T@Nec Al TG AGG GG THAGG TIAGEG ThH- == === === Sccl--liTcEicEccicaaaTEGeTEcanaa R TiliNA TA TS A T A I A e - — - — - - e - - -Ji- - AlATIEITIEEE e gccecc----- IR NacE T cocTicaTcaTETAATGTHTGGCARCACACENEC AR C A CLNG THE)
10145424 +
droBipl|scf7180000396710:239375- TiiTAGCGIAAAANANGINC GINEHEeGIN TSIV A Gl A T ClYdlSNelele Clelii TiNeleliA e C TG TCGC TTTAATTCC- - - - - - - -BEAAREE - aTEACCTTARAAA - - —- - - - AT TG — - - — - - - - - --AAATANTIEEEEEEEEEE EgycEcl-—--- ppiERyNaclE T cocTiicABcaAdTcaA TG THTGGCAGCACACCINEC AR CACERA G TR
239539 -
droKikl|lscf7180000302281:169462- crcTEey TG Al ccallcoclealde Tlichia cifdTiicAcccdc TEAGG TGAG TN - === - Scal--—---—--EacEEl-coalleels- - - - -B---------aATRlTAAAAGCCTGAGAEEEEEE = = — jic- - - -AllEAGITATEEEEEE e TTTTT TR IRrlelecacaTcocTealdeaTcTiaABcTeTGGcAGcACACCNEClaGcaCicaGTEC
169623 -
droFicl|lscf7180000454161:44993- er X cecldaccTocai@¥lclErc TiicccaccTil e aceGEcTEAGE TGAG TN - - = - ——- AACH--------FGAREE - CGAGTCTGCAAAGCGCACATC A CT A S — - — - — R e e - — - — - — AAAGAIN NI G T TETEEEE PUHEACACA T clicTGealdcalc TRA AddTGTGGCcAGCAIaclicclda e Al cEc TN
45155 -
droElel|scf7180000490847:5976-6143 cTiXdirGececcTecaiicclErceTlcccaccrecrlGalgc TAGG TGAGT RN === == === Scrac-------F AT - TGEACCTGTGARAAACAAINACCETC i - EE - — - — - — e T T Tl- -EAATACTGEEEEEEE T TTTT TR eREClAGA Tclic TRcAlcABc TiA AldG TG TGGCAllcacacciiecldaceallcclic T
droRhol|lscf7180000763598:3461-3477 THSAACAIEECAACRY - ;e --§--—-—---§ 9§
+
droBialllscf7180000301516:59368- ST A G TiNelele TIN® CSila AFNT T CEGENEISN Glele TNa T CiRelerNeleleh ek C el A /N TjiA A TEEEEEE R TCCl--------BAcEEE- AN TATCTGCCAAA -IiC/NE T T8 A C T2 A R --———-]
59535 -
droTakl|lscf7180000413008:3588-3749 ST 2 GliTielele e CSia T T[S GINE TN GEle TiNe T C il Nelele Glehi TINEleelNa fia A AREEEEEEERSICCR - - - - - - - -EaalEE -EcaaTcTTTiAAA-JicAINSCCEATTGT
droEugl|lscf7180000409074:1734-1896 ctig¥YecTccoeackirocaiidicaccT@NecaccETi¥ A GeTeTEAGGTGAGTINNE-—————-—- TCCl----—---BACEEE- AGAATTEIGCGCAA ECHAINSC T TAC TG T R == — — e T Y \Cle e —————————- AT T[eTREEE ATHGG TN TNl C I AC/ehi LV Clelifeliielelsl:Nelr~ G Sfeln ol T ClXelek\a A c C/h¥ A
lam3 lchror:1662652-1662814 - | |cTiEMrRrcccacTeTocAiilgenceTlgcEcaccarceaflccrorfdaceTRAC THER - === - - Bl - - - —--BaTEEE - ccaGTCRGCCAA A ECHA NG C oA ol TR = = — — T AAAAANIGIIEEEEEEEE GTTTS TR IRTEleCAGA T cifiT cealdcaBc Tia ABc Te TG ecaldcalgacciicildaccAl¥ACldc TlEC
ldrosim2|2r:2614555-2614717 - lasi_12233|cTiEMATRATcccBacTCTGC A GRgeAGC TECECAGCATCGARGGTGTEAGGTRAGTHEN- - === SAnE--——--—-BATEEN- CCAGTCEGCCAEAIEGAAINSICT/SA T/ohil T ——— I —,————N rt i L ——-——-AAAAAlITIEEEEEEEE CTTI . fYelelecAGA TClicTGCAcABc TRr Alc TG TGecAGCARACINCiEA G c ARGl G TRC
droSec2
scaffold 26:299983-300145 - cTMTRTcccacTeToc A/ diNderceTEcEcaceaTCoAGe TeTRAGG TEAG TIEN-— -~ == === el - —-—-—--EATEEE - CCAGTCEGCCAEAEGINAINGCTHA Toh TREE e e e — - — - — R i e T e —-—-—-AAAAANGIEEEEEEE T GTTTOTREEEE ATIGGe: 1N T ehieleh\CoC/ohin  VAC chielielel)-Nelo)\n XelelT/o T C1-Nel)\n A e GlehiG
droYak3|[2L:20871413-20871575 + Sl T 2 AlNANelSTe CINNSINEISIN T T T G GENElehN Gl clek:Nele ciel T\~ [elehfehi CIelelii C/Nelil T c AREE R T - - —-—--FacEEE- claGTCRTCCAAT[EGCA TS C T T Clol TR == — - — --—-—-AAAAGHIGIEEEEEEE T GTTTEAREEEIA TiT GO CINE Tl CleFC /A Clelil A [N Clel¥eliNelelel\a SFa INelel r[e T CINeleF\a A € G/ehicS
droEre2|lscaffold 4929:20695254- ik 2 AlNAINEISIE CINE CNE TR T T T G GENEIShN Gl G[h:Nele Cieler ~ [elellehi CNeleli C/Neli T c A REEE R Bl - —--—-—--FccEEl - cllaGTCRTCcCaAA A EGICINE C T TA T2 TR — - — - — R e AAAAANIGIEEEEE R GTTTOGE CHTREICAC A TclicTecalcAlc Tia Alde TeTGecallc Al ccllc cldaccAlNNGEG Thic
20695416 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:11872020-11872201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:11872020-11872201
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1171.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_44:83827-84002
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:2266475-2266574
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12823:1054036-1054222
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:2865741-2865943
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:8660135-8660295
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:19145253-19145424
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396710:239375-239539
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302281:169462-169623
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454161:44993-45155
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490847:5976-6143
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000763598:3461-3477
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301516:59368-59535
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413008:3588-3749
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409074:1734-1896
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:1662652-1662814
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:2614555-2614717
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_12233.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_26:299983-300145
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:20871413-20871575
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:20695254-20695416

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps_3339 | XR_group8:6042659-6042722 + |candidate | Mirtron || intron

POl L Gl E dmis match in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Size Condition 6,042,650 5,042,700 6,042,750
Genomic Position
Hairpin partition -#- Sense -#- Antisense Mature
Hairpin partition Mature
dps_3339_annot [-17.3]
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA20377-in]; CDS [Dpse\GA20377-cds]; CDS [Dpse\GA20377-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M040
MO59 V112 M062 GSM343916
AGGATAACCACGGCCTGGCCCTGGGCCGACTGGCCTCCATTGTTGAGCAGGTGAGTGTGGAGCGGTGACTTCTGATCCCCGTGTAACCTACACCGTCTCTGTTCCCCCTTGCAGGTGGCCGAGTGCCATTTGGAGGGCCGCGAGGTGATGATGGTCACGAGTGG female
Read |# Hit |Total body |embryo male head embryo
ekokdekkdkkdkokddkokdkokdkddkokddkokdk koo kokdkkdekddkkddkrdkr (((( (... (CCCCCC((Ceeeeeennn.. CCCCC- o)D) ))) o)) ))))) e i) )))) . S hkkkkkkkkkkkkkkkkkhkkkkkkkkhkkkkkkkkkkkkkkkkkkk**k** gjze Mismatch Count Norm Total body
............................................................................................ CCGTCTCTGTTCCCCCTTGCAG e « v v v e e e te et ee e e e e et te e e iaeneneeaennen.e 22 0 1 9.00 9 8 0 0 1 0
............................................................................................ CCGTCTCTGTTCCCCCTTG A . « v e e v e et ee e e et e eee e eeaenaeneeaenneneeaenaenae 2l 0 1 4.00 4 3 0 0 1 0
e N 0. V-Xel o) Nofelelo] ol et el el of e e elc] ol PP 24 0 1 3.00 3 3 0 0 0 0
............................................................................................................................... ATTTGGAGGGCCGCGAGGTGATGATGGT. - ... .... 28 0 1 2.00 2 0 0 2 0 0
............................................................................................ CCGTCTCTGTTCCCCCTTGC + v v v et et et e ettt e e e ettt teeaeneneeeaeaenenen. 20 0 1 2.00 2 2 0 0 0 0
.......................................................................................................................................... CGCGAGGTGATGATGGTCACGAGT.. 24 O 1 1.00 1 1 0 0 0 0
.................................................................................................................... GGCCGAGTGCCATTTGGAGGGC . « v e v v ee v eeeeeneeaennen.e 22 0 1 1.00 1 0 0 1 0 0
....................................................................................................................... CGAGTGCCATTTGGAGGG  « ¢ - o e caarearcucaanencaaa--18 0 1 1.00 1 1 0 0 0 0
........................................................................................... ACCGTCTCTGTTCCCCCTTGCA . + e v vt et te e et e te e e et e ee e eaeiaeneenenaenaen. 22 0 1 1.00 1 1 0 0 0 0
................................................................................................................................ TTTGGAGGGCCGCGAGGT . « v e eeereueea.n. 18 0 1 1.00 1 1 0 0 0 0
...... el 0). NeleTe]e ol ele] ol o] oL e c]e ol e NN P~ N 1 1.00 1 1 0 0 0 0
.V Xe oF Nl e T elo] ok e o ol exi e NN 20 0 1 1.00 1 1 0 0 0 0
................................................................................... TAACCTACACCGTCTCTGTTCCCCCT . « v et et et et e et e et et e e ettt ee e eeeiaenenenenas 26 0 1 1.00 1 1 0 0 0 0
............................................................................................. CGTCTCTGTTCCCCCTTG A s ¢ v e e e e e e et e te e e eae e eeaeneneeaeaeaenenenneaes 20 0 1 1.00 1 1 0 0 0 0
I 0. V-Xe of- Vol eTele] ol et el el ofexi e eTc] ol 220 1 1.00 1 1 0 0 0 0
............................................................................................................................... ATTTGGAGGGCCGCGAGGT « v v v v e v enenen.on 190 1 1.00 1 1 0 0 0 0
........................................................................................... ACCGTCTCTGTTCCCCCTTGC e « e e v e e e ee e e te e e e ae e a e eeaeeaenaeneeaanaen. 2l 0 1 1.00 1 1 0 0 0 0
.............................................................................................................................. CATTTGGAGGGCCGCGAG. « v v v v veveeneenan.a. 18 0 1 1.00 1 1 0 0 0 0
............................................................................................. CGTCTCTGTTCCCCCTTGCAG . « v e e v et e ee e e et e e e e te e eaeiaenaeneenenaen. 20 0 1 1.00 1 1 0 0 0 0
........................................................................................................................................... GCGAGGTGATGATGGTCACGAGTGG 25 0 1 1.00 1 0 0 0 0 1
Anti-sense strand reads
M040
TCCTATTGGTGCCGGACCGGGACCCGGCTGACCGGAGGTAACAACTCGTCCACTCACACCTCGCCACTGAAGACTAGGGGCACATTGGATGTGGCAGAGACAAGGGGGAACGTCCACCGGCTCACGGTARACCTCCCGGCGCTCCACTACTACCAGTGCTCACC female
Read |# Hit Total body
Ikkdkkdkkkkkhdkokdkhkkkhdkkhdkkhkhdkkhdkkhkkdkkdkrdkkrdkrrkr (((((... (CCCCCC(CCeeeneennn.. COCCC2)))))))) )0 ))))) o) )))) . o kkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk**k*x** gjze Mismatch Count Norm Total
............................................................................................ GGCAGAGACAAGGGGGAACG .+ « + v v e vt et ettt e e e ettt eaeneieaenenene. 20 0 1 1.00 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species/Coordinate ID Alignment
EE IXR_group8:6042609-6042772 +|ldps 3339|AGGATAACCACGGCCTGGCCCTGGGCCGACTGGCCTCCATTGT TGAGCAGGTGAGTGTGGAG= = = = = = === === = = = = = = — = o ——————————————————— C-—mmmm - GGTGACT---—--—-- TCTGATCCCCGTGTAACC———————————————————————— e e —— CGTCTCT —— === == —— = —————m GTTCCCCCTTGCAGGTGGCCGAGTGCCATTTGGAGGGCCGCGAGGTGATGATGGTCACGAGTGG
|droPer2|scaffold 45:441385-441548 -| |AGGATAACCACGGCCTGGCCCTGGGCCGACTGGCCTCCAT TGTIGAGCAGGTGAGTGT GGAG = = = — === = = = = == = = = — o o — oo ————————————_ CE N — GGRGACT-----—-- TCTGATCCCCGTITHACC -~~~ === — o~ L o Y P bh el 2 ————-hd GTTCCCCCTTECAGGTGGCCGAGTGCCATTTGGAGGGCCGCGAGGTGATGATGGTCACGAGTGE
droWil2|scf2 1100000004762:1848400- AGGAEAANCANGGET GGCRCTGGGEC AT GG T CIA T TG TG AGCAGG T AN T
1848460 -
drovir3|scaffold 13049:20935770- INTSIACINA T F A Teleln Tiilelelel Bl T efe (ol T{ehielele c iele)-Nilidehi e} NeloF-Nelehi » INehe el - - - |
20935828 +
droMoj3|lscaffold 6680:15289275- AGGATAANCARNGGCCTGGCHCTGGGHCOICTGGCHTCCAT TG TEGAGCAGGTGAR T N - — —— —— — = —— ===~ === ——————— o TGAAATREIEE CGREICAA AN AT T A A T A T e A A I T T 2 A S e T O T T 2 S e T C A A e prlEcccitNrciiaccTlcccGAGTGCCATTTGGAGGGHCCRGAGGTEATMATGGTgACAGE GG
15289449 +
droGri2|scaffold 15110:22763369- B CEE T TICAGG TGGCCGAGTGCCAT TTRGAGGGHCCHGAGGTEATMATGGTgACMAGTGG
22763431 -
droAna3|scaffold 13337:21102875- AGGATAANCAMGGRTGGCcccTlGGecocTeecTciaTToTlEc AR cAGG TGACLCEN A G
21102936 +
droBipl|scf7180000396707:327130- AGGATAANCANGCRCTGGCCCTHGGCCGHCTGGCCTCHATTGTEGAGCAGGTGAGLCSRIAAG—-—- - GATATEEEIATAATATTCCTCATACACAGCAAGCEEEEEEEEEEE B-------—-- R - - — - == —- B — — — = = = = = = = = = = = = = = == = = — = — - R - GAGATCAAA S i - — == == == TACCTTCTAGCAACTGATTTAATTTAATATTTAACA-li- - TTTIGA NI T/ellINelNe T(SfNCiilelerNelele T/ole T[ef:\a Eh¥e Ner-Xeleli N C :\ehere]
327328 -
droKikl|lscf7180000302441:2093667~ acGATAACCAfGERcTGGCccTGaEceacTeeeceTeCATNG TEGAGCAGG TN TN N G~ - — - — = — === == == m e GAATATTAGAGAAANANARA AATATCTNE- - - - - - - - - — - — - — - - EEE N e R - L e e ey PNATETAC RS NA GG TGGCCGAGT GCCATT TGGAGGGECGIGAGGTGATGATGGTCACAGTGG
2093826 -
droFicl|scf7180000453945:125925- i X C[lelGCAGGT/8GC CGAGTGCCAT TTGGAGGGCCGCGAGGTATGATGGTCACHAGEGG
125990 +
droElel|scf7180000491199:865324- B LA CHE TICAGG TG C CGAGTGCC AT TGGAGGGHCGIGAGGT GATGATGGTCACEAGTGG
865386 -
droRhol|sc£7180000759602:18355—
18416 +
droBialllscf7180000302377:1314611- caccGTTTINSC
1314686 -
droTakl|scf7180000414002:117717~
117769 +
droEugl|scf7180000409472:804948- INEISTNCENNSIS\ 1 [el€ A [Slil » elelelelii T [efe TSI NhiNelelelehie T Nl C/ehii A &N n FNelelii TiNEA T A A€ T TC TACTC T TCTGCAT TTCTC TR TAATAGTTCCTTCCGGGAAATTAAATRERE - GAAT T TG TREEENele - — - — - EEEEEEE - - WARGeT TGl AN TR T CAGT T TTATCACAAGCT T T TAT CGIREINA I T CATCTCCGAAT T T TAAGTAAAAT TA T AA T TAG T St B — = = == == T C A T B T & CAGG TGGCCGAGTGCCATT TGGAGGGCCGIGAGGTGATGATGGTEACHAGEGG
805211 +
|dm3 llchr31:21969510-21969733 + | |2cca@aaccallceReTRecccT@ccccacTreeecTcaTToTEGAGCAGGTIECRI T AN - - - - TATTTREEITTTCTATRECTATATTTTCAGCAGGAREEEEEIEEEEE B------————-- i~ — === == ] — — — = = = = = = = = = == = = = = = = — = — R —--I%X GTAACAACTGGCACAAAGTCATATTCTAA-—-—--— GATATTATTACATREGCGTATCTTCTTCAATTCTTCACCCAAAA-———— I RAGG THGCCGAGTGCCATTTGGARGGACGHGARGTGATGATGGTCACEAGEGG]
ldrosim2|31:21484703-21484926 + | |2aceaaaccallcelleTRecilcTRcccceacTeecgrcliaTroTcaccace TGN AN- - - - - TATCTRERIGTTATATRCTTAATTTTCACCAGGAREEEEIEEEE B R - - — - - — - Bt - — = = = = = = = = = = = = = = = == — = — = — - R - AAAGTTACAACTAGCACAAAGTAATATTCTTA-—-—--- TATATTATTACATRETCGCAATTTCTTCAATTCTTCACCCAACA-———-2 CRISIeReiA GG THIGCCGAGT GCCAT T TGGAGGGRCGHGAGGTGATGATGGT CACAGEGT|
droSec?2|scaffold 11:1895098-1895321ldse 779 |[aGcaldaaccaiceilcTiNccllcTlcccceacTaacfgrciarToTlgcaccaccTiNeGREN TR — - - TATCTREEGTTATATRCTTAATTTTCACCAGGAREEEEEEEE B----———- i — — — = === - e — — — = = = = = = = = == === = == = — = — -} ¥ GTTACAACTAGCACAAAGTAATATTCTTA-—----— TATATTATTACATEETCGCAATTTCTTCAATTCTTCACCCAACA-——-—2 R NA GG TG CCGAGTGCCATT TGGAGGGCGHGARNGTGATGATGGTCACEAGEGG
+
larovak3|31:22297249-22297300 + |
droEre2|scaffold 4784:21644420- INEISTNCENNSIS A T ele A Sl » [eeTelelii Celelelele [ Shilelelel cife el c ) NelONelehi A e G TC TA C A R 2 A T C TR G T T A T G T i C T R B-—----—-—-- i - - — - == == TC¥ e TR ThACl- - - - - - - R — R e . — — ~ — ~ ~ ~ TACAT TAATATGC T GG T A et ettt et~ — ~ — I A GG TRGCCGAGTGCCAT TTGGAGGGCGCGAGGTGATGATGGTCACEAGEGG
21644592 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:6042609-6042772
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:6042609-6042772
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3339.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_45:441385-441548
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004762:1848400-1848460
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:20935770-20935828
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:15289275-15289449
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:22763369-22763431
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:21102875-21102936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396707:327130-327328
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:2093667-2093826
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453945:125925-125990
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491199:865324-865386
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000759602:18355-18416
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302377:1314611-1314686
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414002:117717-117769
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409472:804948-805211
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:21969510-21969733
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:21484703-21484926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_11:1895098-1895321
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_779.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:22297249-22297300
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:21644420-21644592
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Sjze Condition 5907050 5907000 5906950 5906900
Genomic Position
Hairpin partition - Sense -#= Antisense Mature Star
Hairpin partition Mature Star
dps_76_annot [-34.0]
Show Alternate Folds ‘
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
SRR902012
M040
GSM444067 M062 M0O59 V112 GSM343916 SRR902010 CNS
ACGACAAGCACAGACCATCAGTCCCAAAAACAATAAGCAGAGAAGAATAAAGTTGCGGCTTTTGAGCATCGCATCACATAGTCAAGAAAAACTTGGCTGACACCTCAAAAGCGGTAGCAGCTTATTTTTCTTCCTTTTATTTTTGGAAGCGCGTGTTCGTCGAGTGCGGGTGA female imaginal
Read # Hit |Total body |head head embryo male embryo ovaries disc
AR R R R AR R e e L N N N N N N COCCCCC(.. ... 3))IN))) o )Y M) NI )Y e hkkkhkkhkkhkkhkkhkkhkkhkkkkkkkkkkkkkkkkx*k*x**x gjze Mismatch Count Norm |Total body
.................................................. AGT TGCGGCTTTTGAGCATC .« « e e e e e e e et e e e e e e e e e e et e et e et e et e et e et e et e et e et e et et e et ettt ettt et e e e e 200 1 3.00 3 0 2 1 0 0 0 0 0
................................................. AAGTTGCGGCT TTTGAGCAT « « « « e e e e et e et e 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 e e e e e e e aeeaeeaeeaeeneeaeaaeaneaaeaeeaeeneeneeneaa 20 0 1 3.00 3 1 1 0 0 1 0 0 0
...................................................................................................... CCTCARAAGCGGTAGCAGCT « o v e et e et e et e et e et e eaeeneeaeeaeaneaneanennenneaa 20 0 1 3.00 3 0 1 0 0 2 0 0 0
......... ACAGACCATCAGTCCCARRRRC . & ¢+ v e et e et e et e et e et e et e et e et e et e et e et e 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 ettt et 220 1 2.00 2 1 0 0 1 0 0 0 0
................................................. AAGTTGCGGCTTTTGAGCA : « ¢« e e e et e et e et e et e et e e e e e e e e e e e et e et e et e et e e e et e et e et e et e e e e e e et e e ettt et ettt 190 1 2.00 2 2 0 0 0 0 0 0 0
................................................. AAGTTGCGGCTTTTGAGCATC ¢ « e e et e et e et e e e e e e e e e e e e et e et e et e et e et e et e et e et et et e et e et ettt et ettt ettt 20 0 1 2.00 2 2 0 0 0 0 0 0 0
................................... AGCAGAGARAGARATARAGTT . & ¢ e e e e e e e e e et e et e et e et e et e et e et e et e et e et e et e e et e et e e e e e e e e e e et 190 1 2.00 2 1 0 0 0 0 0 0 1
.......................................................................................................... AAAAGCGGTAGCAGCTTATTTTTCTTCCT « ¢ v v e e e et e eeeeeeeneeneeneaneaneanes 29 0 1 1.00 1 0 0 0 1 0 0 0 0
............................................................................................. TGGCTGACACCTCARRRGC « « o« v et e et e et et et et et e e et et ettt 19 0 1 1.00 1 0 0 1 0 0 0 0 0
................................................ AAAGTTGCGGCTTTTGAGCATCG ¢ « v e e e e et e et e et e et e et e et e e e e e e e e e e e e e e e e e e e e e e et e et e et eaeeaeeaeeaeaaeaaeaaeaaeaeeaeeneeneaneanas 23 0 1 1.00 1 1 0 0 0 0 0 0 0
..................................................................................................................................... CTTTTATTTTTGGAAGCGCGTGTTC. v v v evevunenn. 25 0 1 1.00 1 0 0 0 1 0 0 0 0
................................................ AAAGTTGCGGCTTTTGAGCA - « + « e e e e e e e et e et e et e et e et e et e e e e et e e e e e e et e e e e e e e e e et e et e et e et e et e aeeaeaaeeaeaaeaaeaeaeeaeeneaneana 20 0 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................................................................. TTTGGAAGCGCGTGTTCGTCGAGT .« .. .... 24 O 1 1.00 1 1 0 0 0 0 0 0 0
......................................... GAAGAATAAAGTTGCGGCTTTTGAGCATC « & v e e e e et e et et e et e e e e e e e e e e e e e e e e e e et e et e et e et e et e e e e eeeeeaeeeeaneaneaneaeeaeeaeeneeneeneaa29 0 1 1.00 1 0 0 1 0 0 0 0 0
................. TCAGTCCCARRRACAATARGCAGAGA . & ¢« vt e et et e et et e et e e e e e e e e e e e e e e e e e et e e et e e e e e et e et e e e et e et e et e et e et e e e e ettt et 260 1 1.00 1 1 0 0 0 0 0 0 0
....... GCACAGACCATCAGTCCCAR . « ¢ e et e et e et e et e et e et e et e e e e e e e e e e e et e e e et e et e et e et e et e et e et e et e et et e e e e e e e e e e e e e e e ettt 200 1 1.00 1 0 0 0 1 0 0 0 0
................................... AGCAGAGARGARTARAGTTG . ¢+« e e e e e e et e et e e e et e et e et e et e et e et e et e et e e e e e e e e e e e e e e e e e e e e e e e ettt 2000 1 1.00 1 1 0 0 0 0 0 0 0
............................................................................................................................................. TTTGGAAGCGCGTGTTCGTCGAGTG. ... ... 25 O 1 1.00 1 1 0 0 0 0 0 0 0
.................................................. AGTTGCGGCTTTTGAGCATCG e « « v e e e e e e et e e et e e et e e e e e e ae e e e e e e e e e e e e e e s e e s aaesaaeseaeseaeeeaeeeneeeneeeneeeneeaneeaneeaneaaa2l 0 1 1.00 1 0 1 0 0 0 0 0 0
.............................. CARTARGCAGAGAAGARTARAGT « « « e et e et e et e et e et e et e et e et e et 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 ettt 230 1 1.00 1 0 1 0 0 0 0 0 0
..................................................................................................... ACCTCARARAGCGGTAGCAGCT ¢+ v e et e et e et e et e et et eae et eaeeneanenneanenneaa 2l 0 1 1.00 1 0 0 0 0 1 0 0 0
e e e CARGCACAGACCATCAGTCCCARR . & ¢ e e e e e e e e e et e et e et e et e et e et e et e et e e e e et e et e e e e e e e e e e e e e e e e et e et e et e e e e e e e e e e e e e e e e e e e e e et 24 0 1 1.00 1 1 0 0 0 0 0 0 0
.......................................................................................................................................... ATTTTTGGAAGCGCGTGT . « v v v vveauenn.. 18 0 1 1.00 1 0 0 0 0 0 1 0 0
.............................................................................................................................................. TTGGAAGCGCGTGTTCGT. . . - vv...... 18 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................... AAGAARAACTTGGCTGACACCTCAR . &« et e et e et e et e et e et e et e et e et e e e e eaaeaaeaeeaeeaeeaeeaeeaeenaaaas 25 0 1 1.00 1 1 0 0 0 0 0 0 0
.................................................... TTGCGGCTTTTGAGCATC . ¢« e et e e e e e e e e e e e e e e et e e e et e et e et e et e et e et et e et e et e et e et et ettt ettt eae e 18 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................ LNV Neh el oelet ol it a7 NeToF- X o] el - A 2 S 1 1.00 1 0 1 0 0 0 0 0 0
.......................................................................................... ACTTGGCTGACACCTCARRAGCGG « « vt v v e e e et e et et e et e e et eae et aeeaeeaeaneanennenaea 24 0 1 1.00 1 0 0 0 0 0 0 1 0
................................................................. GCATCGCATCACATAGTC AR « « « e et e et e et e et e et e et e et e et e et e et e et et e et e et e e et e et ettt et et et e 20 0 1 1.00 1 1 0 0 0 0 0 0 0
..................................................................................................... ACCTCAAAAGCGGTAGCAGCT T e & v e et e et e et e et e e aa e eaeeeeeaeaeeaeaneaaenneaa 22 0 1 1.00 1 0 0 0 0 1 0 0 0
.............................................. ATAAAGTTGCGGCTTTTGAGCATC « + e e e e e e e e e e e e e e e et e et e et e et e et e et e et e et e et e et e e e e e e et e et e et et et ettt et et et et ee e 240 1 1.00 1 0 0 0 1 0 0 0 0
................................. TAAGCAGAGAAGAA T ARAGT TGCGGCT . ¢« o v e et et e et e et et e et e e e e e e e e e e e e e e et e e et e et e e et e e e et e e eneeaeeneeeaneaeeaneaeeneeneeneeneeneane 27 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................................................. GAAGCGCGTGTTCGTCGAGTGCGGGTG. 27 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................ AGCATCGCATCACATAGTC + & ¢« e e e e e e e e e e e e e et e e e e et e et e et e et e et e et e et e e e aeeaeaaeeeaeeaeeaeeaeeaeeneanean 19 0 1 1.00 1 1 0 0 0 0 0 0 0
................................ ATAAGCAGAGAAGAATARAGTTGCGGC ¢ « ot e et et e e et e e e e e e e e e et e et e et e et e et e et e et e et e et e e e e e et e e e e e e e ettt e 270 1 1.00 1 1 0 0 0 0 0 0 0
.................................................................................................................... GCAGCTTATTTTTCTTCCTTTTAT . & ¢ e v e eeeeeeaeeaeeaeeneanennennas 24 0 1 1.00 1 0 0 1 0 0 0 0 0
.................................................................... TCGCATCACATAGTCARGAR . & ¢t et e et e et e et e et e e e e e e e e e et e et e et e et e et e et e et e et a et eee et eaeaaeeaeeaea 20 0 1 1.00 1 0 1 0 0 0 0 0 0
Anti-sense strand reads
M040
V112 M062
TGCTGTTCGTGTCTGGTAGTCAGGGTTTTTGTTATTCGTCTCTTCTTATTTCAACGCCGAAAACTCGTAGCGTAGTGTATCAGTTCTTTTTGAACCGACTGTGGAGTTTTCGCCATCGTCGAATAAAAAGAAGGAAAATAAAAACCTTCGCGCACAAGCAGCTCACGCCCACT female
Read # Hit |Total body |male head
khkkkhkhkhkhkhkhkhhhkhkhkhkhhhhkhkhkhkhhhdkhkhkhkhhhdk (((((((((((. (((((. ((((((((( ............ (((((((( ..... )))))))) ... .))))))))) .))))) .. .))))))))))) ..... khkkkhkhkkhkkkhkhkkkkkkkhkkkkkkhkkkkkkkkd*x*x g5 ze Mismatch Count Norm Total body
............................................................................................................................................... €CCTTCGCGCACAAGCAGCTC. v v vvvv.. 21 1 1 1.00 1 0 1 0
.............. el NehoF- Yo el e i fant L e RO I 1 1.00 1 1 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
EEE |XR_group6:5906873-5907045 -|dps_ 76/|ACGACAAG-CACAGACCATCAGTCC-——=——————————————————————— CAAAAACAAT-——=————=———— AAGCAGAGAAG—-AATAAAGT-TGCGGCTTTTGAG == == = = = = = = = = = e e e e e e e e e e
ldroper2|scaffold 47:407049-407221 -| |ACGACARG-CACAGACCATCAGTCC-—————————————— - CARAAACAAT--—=-—==-—=———-— AAGCAGAGAAG—~AATAAAGT-TGCGGCTTTTGAG == === == = = = = = = = = e e e e e
droWil2|scf2 1100000004511:8565996- AcEBicEnN-ecBmcirEcacTClg-----—-—- - - -[olg----- CTCCTCATTEVAG N N o GCETINI A TI A BRI CINA YN Nl B Nelslelelola cCCleCCAGAGAAGAAG A T A G o A C G -y ¥ CCAAAAGCGAAGAAAAAGTGTGTTTTAGCAGGATCCAACTTGAGTTTTCTAGCTTTTCATTT
8566184 —

droVir3|scaffold 13049:22945414-
22945594 +

droMoj3|scaffold 6680:17557168-
17557346 +

droGriZ2iscaffold 15110:18219182—
18219362 +

droAna3|scaffold 13337:19468698-
19468820 +

droBipl|scf7180000396360:663103~-

663242 +

droKik1|[scf7180000302391:694427~ ccacceaRGe-INe - - - - AN CCllEG A AGAACAGCAGGG R it — — = = = == = === == - - - -BalcceaBRca T T TEIENEIElEleaclicEcaTccacACAACAREEEEE -y ———- A GCAGCAGCAACAREEEEE A CA A C CCCRE e ——,—,,—_,—,——,-- - - TR TTGCTTTTCCCGCTTTTCGTTT
694570 +

droFicl|lscf7180000454113:2518245- cccallcan-----—-—-—--— - _EEEEEE CAGCAGGGAAAACEEEEIEE it — — = = = = = = == == - - - - - — - —GcARETINNT TINELEGEeleleacliccaaccacacAnCATEEEEE C C o A CC o CCAACAGCAACAACA T GO G C A G C T - - CGCTCGRCTTTCCCGCTTTTCGTTT
2518370 +

droElel|lsc£7180000491193:4058037- ACKEC A A - o R GCAGCAGCAACAREEEEE A C A C A - - - CGCTCARTTTTCCCGCTTTTCGTTT A T e C C R A
4058110 -

droRholl|lscf7180000773422:143810- ACK A CA - s GCAGCAGCAACA T A C A A CA T B---—-— - CGCTCARTTTTCCCGCTTTTCGTTT - —-—-—-—----- -----—--—-- |
143865 +

droBialllsc£7180000302428:4369530- A - e GCC - - cjcTceTTTTTCCCGCTTTTCCCCC B2 e - -——————- A
4369638 -

droTakl|lscf7180000415254:487788~ Bcececalece- - - - —-—---- -] A GCAGCAGCAACAREEEEIA CAACA T Gce -—-—m - CEaeGTTTTTCCCGCTTTTCGTTC : : BC A TR ———————- A
487886 +

droEugl|scf7180000409466:4208508- CGAEAAE—m TEEEICCAACAACAACAREEEEE T CAACA S ] CGCTCGCTTTTCCCGCTTTTCGTTT 2 Thy--------- A
4208635 -

|dm3 lchr3n:12118005-12118117 - | [Bccr - ———

ldrosim2|[31:11816688-11816835 - | |cE2c8@dccRAcEY------------] [ —— C 2 —

droSec2|scaffold 0:4302767-4302911 GeAG®INGCEAGHN- - — - — - ———— - | BRG-———————————- c 2 [

dro¥ak3|31,:12165950-12166055 - | e c 2 ———————————————————— P R R e e GCAGCAGCACCA e ACAACA A CA T C AT CAGCAG e el (V. — — — — — — — — — — — —— — —— —— =~~~ —- C A 2 —— A T ——

azorre2|lscaffold 4784:12107263- co R I B F o con G ACCAGCACCA A CAA CAACAT CGTCCGCAGC EEE R O - - T EEEEE A
12107372 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:5906873-5907045
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:5906873-5907045
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_76.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_47:407049-407221
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:8565996-8566184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22945414-22945594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17557168-17557346
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:18219182-18219362
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:19468698-19468820
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396360:663103-663242
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302391:694427-694570
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:2518245-2518370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491193:4058037-4058110
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000773422:143810-143865
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302428:4369530-4369638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415254:487788-487886
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409466:4208508-4208635
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:12118005-12118117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:11816688-11816835
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:4302767-4302911
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:12165950-12166055
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:12107263-12107372
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[View on UCSC Genome Browser {Cornell Mirror}]
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Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
dps_2466_annot [-23.0]
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA15315-in]; CDS [Dpse\GA15315-cds]; CDS [Dpse\GA15315-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
M062 GSM444067 V112
AGTATGTCAGCTACACGGCTTATCCGTCAAAGAACAGGCTTATTGAGAAGGTAGGGGACGGTCAGTGAGCGTGATATTTTTTCTTTGTCGGTT TATAAAAGTCCGTCCTCTAAGCAGGTTCAATTGGGACAGTTGAATGTCCTTGGACTGGATATTAACGTGACATA female
Read # Hit Total body head head male
de sk e ok e ke ke ke ke ok ok ok e ok e ok e ok e ok ek ek ek ek ke ke ke ke ke ke k(OO CCCCCC (e e e e MO e ... MM ... .. khkkkhkhkhhkhkhhkhkkhkhkkhkhkkhkhkhkkhkkkkkkkkkkkkkkkkkkkkkkkk***x gize Mismatch Count Norm | Total body
.................................................. el Netelele) Noleledi o7-Ned 7N el ol PR B 1 9.00 9 9 0 0 0
.................................................. GTAGGGGACGGETCAGTGAGCGTGATA . « ¢ o v e v e s s o s s s s oo aoasooeaassoasosossasssesosssensssososseensasosoesasenaasasseasansananss26 0 1 2.00 2 2 0 0 0
............................................................................... TTTCTTTGTCGGTTTATARRAGTCCGTCC . ¢ vt vt et e e e e et et et e et e e et et ettt e ettt eeaeaeeenenaa 29 0 1 1.00 1 0 1 0 0
.................................................. GTAGGGGACGGTCAGTGAGCGTGATATT « « ¢« v e e e e e e et et e e e a e e e et e e e e e e e e e eae e e aeaeeeeeeaeneaeeeeeeeeneneaeaeeaeneneaenenunnana28 0 1 1.00 1 1 0 0 0
............................................................................................................................................ CCTTGGACTGGATATTAACGTG..... 22 0 1 1.00 1 1 0 0 0
.................................................. GTAGGGGACGGTCAGTGAGCG « + « « ¢ s e et et st e e e e e teeaasaeaeoeeesasaeeeeeeensasaeneeeeeeasaeeeeeeeeasaeaeaeenearaeneanaenanaaaa2l 0 1 1.00 1 1 0 0 0
............................................................ GTCAGTGAGCGTGATATTTTTTC . + v v« e e e et et et e e e e et et e et e e e et et e et e e e et et ettt et e ettt et ee et eeeaeaeneee. 23 0 1 1.00 1 1 0 0 0
.............................................................................................. ATAAAAGTCCGTCCTCTAAGCAGH. -« ot ittt i it e i e e e e 241 1 1.00 1 1 0 0 0
.................................................. el Nefelele) Nolelelio7-NedieF-Nelo] el c)- NP PP S 1 1.00 1 1 0 0 0
............................................................................................................................................... TGGACTGGATATTAACGTGACA.. 22 0 1 1.00 1 1 0 0 0
................................................................................................ AAAAGTCCGTCCTCTARGCAG . « + v et vttt et et et ettt e e ettt e 200 1 1.00 1 0 0 1 0
................................ AACAGGC T AT TGAGA A GG T . - . . ¢ ot ittt et ettt et e e e et e e et et e e et e e et e e e e e e e et e et et 233 1 1.00 1 1 0 0 0
Anti-sense strand reads
M040
GSM444067 V112 SRR902011 MO059
TCATACAGTCGATGTGCCGAATAGGCAGTTTCTTGTCCGAATAACTCTTCCATCCCCTGCCAGTCACTCGCACTATAAAAAAGAAACAGCCAAATATTTTCAGGCAGGAGATTCGTCCAAGTTAACCCTGTCAACT TACAGGAACCTGACCTATAATTGCACTGTAT female
Read # Hit |Total head male testis body |embryo
R e N N (A T MM e ... MM ... .. khkkhkhkhkhkhkhkhhkhkkhkhkkhkhkhkhkhkhkhkkkkkkkkkkkkkkkkkkkkkkkk*x**x gize Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species|/ Coordinate ID Alignment
dp5 XL_groupla:2333356-2333522 |dps 2466|[AGTATGTCAGCTACACGGCTTATCCGTCAAAGAACAGGCTTATTGAGAAGGTAGGGGAC-————————- GGTCAG----—-—-—-————- T GAGC GT G AT AT T T T — = — = = — = — = — = — = = — = — = o o - TCTTT——————————————————————————— GTCG-—-————————————————— GTTTATAA--—-—-———— AA-GTCCG--TCCTCTAAGCAGGTTCAATTGGGACAGTTGAATGTCCTTGGACTGGATATTAACGTGACATA
+
droPer2|scaffold 28:769717-769883 | |AGTATGTCAGCTACACGGCTTATCCGECAAAGAACAGGCTTATTGAGAAGETAGGGGAC-———————== GGTCAG--—-———-—-——-—- TGAGCGT GAT AT T T — = — = = = = — = — = = = = = = = = o o o TCTTT————————————————————————————— GTCG-——————————————————— GTTTATAA--—-—-———— AR=GTCCET T CCTCTARGEAGGTTCAAT TGGGACAGT TGAATGTCCTI§GGACTGGATATTAACGTGACATA|
droWil2|lscf2 1100000004590:3661007~ AGTATRTIESAT ACACGCIIT A ThiclEen A A e A EAINNATIA T T(EA A AfNC T ARG NS - ————-——- TAIATCTATTATATAAAAAR - ——————————— - e - CCTGTAAA----- 2 —— T T A T C T 2 — — — TG C el — - -E - -TerES AT T T[Ee:E c AN T{ele c/FNA IENAINNNA C A TI{G SN CININE N Tfelic cle iy
3661177 -
drovir3|lscaffold 12928:3548802- AGTATGTCAGCTACACGGCETATCCIXNA A A NANA G T/e T TG AR AGETAIN NN - — - - - IR - ————————- SATTGGAATCV:-ClcAGTAEITCAlTTAD NEACNUGGC T/He A CliAINACEA A ThiG/ele T SiNA /NI G G T/ehlerNe ThiT]
3548959 - \
droMoj3|scaffold 6473:1648367- AGTATGTIAGCTACACGGCHTATCCITCHAANA A G T T TcALNSA GG TALNGIN g - - ———————- € C- - - - e T CGGAACAT - - — - — - — - — - - R e A T AGC T C TG T C R A A A A A T AT CC A C R R e — - — - — R e — — — R e — - — - - - - S - -B-AcEATTIGTIS CIATIE T CAINAGIIEIEerNeIA CliCENAC/EA A TiiGlEle T/l ClgACIN TG A A U TN
1648527 +
droGri2|lscaffold 15081:4181004- AGTATGTHAGCTACACGGCETATCCHTCEAALNSC ARCE /oA Tc AN~ cEleARNGEN g - —— - —--J¥¥cfg - - - T CE T A G e e C — — — — T~ — — — CACT R - - - - --IArTaTETTAAATGI S AAGEARTISE cAA TTAR EA CITING Gl T{ele C /SNl A NN c G A TiiG/HE TSNl c/NuC TINIeliA Gle iU
4181164 +
droAna3|lscaffold 13117:2143697- EXecINCAINININT/Ne T AB AT C T[S CINSCING NG CE T AlA IR CIN T CINEELIAT/E T/E c AREEEEE TR - - - - T AT AR T T- - — - — - - - - — - e e e e - — - R e - AAGTTTCAAATAAAAAATTA--CjiC---EEEEEEm e - -B--FrrEEaTEisciicE rieaccINAcccldecloila cilelNACe A T(eil Gl NeIuCINCINETN G Tei¥e e TN
2143858 -
droBipl|scf7180000394524:9685-9895 I C A WNINIIUT/Nel T T Al T C TfeC AR CIGAINN G CEA AlA IR ClINECINEELIN T TTC TATATATATTTTEAJIAI CCTTCCREEEEEE A e — - — —— ————————— B T ATARTACATACTATAGGGTATATAAGEEEEEE - —--- Al - -~ - = === —=—===—=———=———- T CCCCGCHA e TiiccilaceTaTETTAAATGATTCTRCEEAT TCGIATAT/EAGCINAGC Al e Ci¥e¥C A oSN G/l NTi T I CINE VA G SJelie B i
+
droKikl|lscf7180000302469:2116824~- aldrariiTileccTacacciicTiEcclrcaracAAECEN T TlETEc A AdceTANCI NGl - - —-————- e AT A AT A A A T L R e e e TcrT/ese-- - - - - -p- - —----- AT T T AR - - — - T i~ = = = === === - -B- -arcEiTEcaliTTaMNEA cCNAGHT e C/ohNE CilerNNiC A Gl Gl Tl NCINIA NN TN Ne CUN
2116983 +
droFicl|lscf7180000454077:2079068~- IR A GC TIINSINSIE A Balic C e C NG TINNS c TA GlliiC - - - TleGGEEhINele TA - -FEEEEEEE GCACGAINTACCCCEEREEEEEE - TCCH- - — - — - — - - — - e A AT A T T T e - - e - — - R e e — — — e —licci- - -EEEEEE R - -B- -rrcEEadiccT TEEldc GCINAGHTelele T/ohNE CierNNile T GlicE AR Tl NI C CIC AliC/NA CUN
2079219 +
droElel|scf7180000491006:1420075-
1420136 -
droRhol|scf7180000777873:68055-
68232 -
droBial|scf7180000301623:249887—
250049 +
droTakl|[scf7180000414555:47036-
47253 -
droEugl|scf7180000409064:6847-7032 adraTRTiEGCc TACACGCRTH T CCEA A A A A NNE T TR TEVNIN A NG G TAINGER R
|dm3 llchrx:7930786-7930982 - | 2R TR riechT Al CRINCRNA ThEeN A Al AR CRRGET T TN A GETEC i —————— T T A C T T T T T - - - - - - - —— A A T A T T A T A T TTGTTAT----- ATATTCACGTATTTTGT T T T T T T T T T T e yreearaAg---------—- --B--racEEaracalicTErEac NSNS A cl TN ClEa AN SN T ciic cralicic THN
ldrosim2|x:7503422-7503573 - | |@TATETGTAEAC@C@TAAEAECGGETTETMAGGTEGG ———————— GTAECAINCT TTTCEEEEEE e - - - - — - — - — — R e e R A T A T A T A T 2 S e = = — - - - - ———-————————————- - - - - - P B BTN TR TR CHACRINS c A AT TGGGAC AR THA AT BccAC THGATAT TRISIATEAEA TA|
%@W—wﬁa—“ | Aoz of! =CA=A 2 222 oGl e I X2 oG TG G - — — — ———— 1 [eQNAINC T T T T C T GAGC A ATASTATATATTAT, A =z A Do Tel----—————- - -TACL CATACANGTET/ R A ccacy A
droYak3|[X:13381600-13381781 + ANTATAT TAMAC AT TSI NE A GGTAGGGGIC———————~ AAIIACCTTTTT 63 €16 - - - - - - — - — — A » M7\ T 2 T AATAATACT]HE—— T - —fg-———————- T — — — RCCiVic- [N _W____ S ARANGHGTETEACC YN TSGGANTINAA T AT SANC TCAINS T A
droEre2|lscaffold 4690:16839430- RS TG GlE TN NeleA BT ClSlela - - - GI\acEcalealicGliclEcaccEelicETEc AR TTGCAIIAINCT TT TCREEEE el - - — - — - — - - — e e A AT A T C TR - - TTTCCAT----- AT 2 e | T R CT T CCRAC- - - WreeaT - ----—-—-- --B-----F5-FacalicTEriEaccoThlifelele c/eNa ciTiNAClea T Al C/ElI N TiiA A NN C T TR A C - |
16839602 - \
Generated: 09/08/2015 at 06:09 PM
PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 0
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 1
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 1


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:2333356-2333522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:2333356-2333522
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_2466.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_28:769717-769883
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004590:3661007-3661177
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12928:3548802-3548959
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:1648367-1648527
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:4181004-4181164
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:2143697-2143858
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394524:9685-9895
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302469:2116824-2116983
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454077:2079068-2079219
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491006:1420075-1420136
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777873:68055-68232
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301623:249887-250049
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414555:47036-47253
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409064:6847-7032
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:7930786-7930982
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:7503422-7503573
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_44:14905-15088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:13381600-13381781
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:16839430-16839602
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[View on UCSC Genome Browser {Cornell Mirror}]
dps 38324 groupl:1629894-1629996 + | candidate | Canonical miRNA || intergenic
PSR Figmis match in alignment _
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dps_3832_annot [-16.2]
Show Alternate Folds H
Flybase annnotation
intergenic
Repeatable elements
|TJanE HCHassHFanﬁb/ HSnand|
|Hoana2 |[DNA [hAT-Ac|- |
mature star
1. Unknown singleton 3187:22999-23020 +
2. dps 3832 4 groupl:1629910-1629931 +
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
CTGCAAAGCTGCCAACTACAGTTACTATCGATAGTGCCATCGATGGTTTGACACCTGTAGTTGGCGATAGTGGCGCCACTTGATAGTATCACCACTAACCATACAGTATATATACAGTATATACTATCAAGTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
Read |# Hit |Total
*hkkkkkkhkhkhhhkhkhhkhhkhkhkhhdhkhdkhkdr ((  ((((((....... O GO O (R P (O G PR (B G (B (N (O (PSR (O (O (P 1 1 IRt 1 1 10 1 10 IR 1 1 IO ))))) .. ... ) ) ) ) ) ) ) ) e e e e e e e e e e *hkkkkkkkkkkhkkkkkkkkkkkhkkkkkkkkk*kkx*% gjze Mismatch Count|Norm
.................................................................. AT AGTGGCGCCAC T TGAT AGT A . v e e e e et e e e e e e e e e e e e et e e e ettt e e e e ettt e e e e e et e e e e e e et e e e e e e e e e e 2200 2 12.00
.................................................................. F el et el of el o] o\ ok s} X 1N e 2 A 0 2 5.50
................................................................... N e eTofelol 07N ek 7N 2N e 111N A2 NN 0 2 2.00
.................................................................. -\ e e et ot el el 07Nk i 7N - c 21O BN 0 2 1.00
.................................................................... AGT GG G  CAC T TG AT AG T+ & v e v e e e e e e e e e e et ee e e e e e ae e e e e e ee e ae e aae e aaeeeeeeeseeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeneeenenenaaa19 0 2 0.50
.................................................................. ATAGTGGCGCCAC T TGATAG T AR . « . ot ittt ettt ettt et e e e e e e et e e e e e et e e e e et et e e e e e e e e e e 231 2 0.50
.................................................................. - Nehielelo]elolof- Yok dieT-Niuy-Ne . SN P~ 3- S 2 0.50
Anti-sense strand reads
GACGTTTCGACGGTTGATGTCAATGATAGCTATCACGGTAGCTACCAAACTGTGGACATCAACCGCTATCACCGCGGTGAACTATCATAGTGGTGATTGGTATGTCATATATATGTCATATATGATAGT TCANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
Read |# Hit |Total
khkkhkkhkkkhhkhhkhhkkkhhkhhkhhrkhdkd ((  ((((((C....... O GO GO (O PR (o (PR (O G (O (O PP (o (N (Rt 1 1 RSt 1 1 10 10 1 TIPS 1 1 ))))) .. ... ) ) ) ) ) ) ) ) e e e e e Fhkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkx**x gjze Mismatch Count Norm
................................................................. o4 07Xl o 1ot el e e 70X oA 1N 1 -3 RN O 2 18.00
.................................................................. AT CACCGC GG T GARC T AT C e v v e e e e e e e e e e e e e e e e e e ae e e ae e e ae e e ae e ae e tee e te e eee e tee e teeeeeeeeeaeeseeeeeeeeeeeeeeeeeeeesaeeeseeeeanennaeaaa 20 0 2 8.50
................................................................ GCTATCACCGCGGTGRRACTATC « v v v e ettt e et e e et e e e e e e e et e e et e e et e e et e e e e e e e e e e e e e e e e e e e e e e e e e 22 00 2 6.50
................................................................... AT CACCGC GG TGARCTATC e & e v v e e e e e e e e et e e e e e e ee e ee e ae e ae e e tee e eee e tee e eee e e tee e eee ettt eteeeeeeeeeeeeeeeeeeeeiaeeiaeeiaeiiaeaeaa19 0 2 1.50
...................................................................... ACCGC GG T GARC T AT AT AG T &+ v v e e e et e e et e e e e e e e e e e e et e ettt et et et e e ettt ettt et et et e e e e e e e .20 2 1.00
....................................................................... CCGC GG T GAAC T AT C AT AG T+ + v e e e e e e e e e e e e e ae e ee e ae e e ae e e aee e aee e sae e aeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeeeeeaeeeeeeeennennenaa 20 0 2 1.00
................................................................. CT AT CACCGC GG T GRAACT AT « + v e e ettt e e e e et e et e et e e et e e et 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 e e s 20 0 2 1.00
.................................................................... TCACCGC GG T GARCTATC & o v v e e e e e e e e e e e e e e e e e e e e ee e ee et ee e s eee e eee e tae e tee e eee et e eee e tee et seeeeteeeeeeeseeeeeeeeeeeeeaeenaeenaea 18 0 2 1.00
........................................................................................ AGTGGTGAT TGG T AT G T CATATA . & e v et e e e e e e e e e e e e e e et e e te et e e et ee et te e et e et et et et et e e e e et e e iie e 23 0 6 0.67
................................................................. CT AT CACCGC GG T GARC T AT CAT « + v v et e e e e et e e e e e e et e e e e e et e e e e ettt e e e e ettt e e ettt e e ettt e e ettt e e ettt e e et e e e e e 2300 2 0.50
.................................................................. AT CACC G GG T GARC T AT & v v v et ettt e ettt e e e e et e e et e e et e e et e e e et e e et e e et e e e e e e e e e e e e e 190 2 0.50
................................................................ ol o) Noofelof el el e)--N o N LIPS -3~ 2 0.50
............................................................... COCTATCACCGCGGTGAACTATC . v v v e e e et e e et e e et e e et e e et e e et e ettt e et e e et e ettt et e e e et e e et e et e et e et e et e et e e et e e e e e e e 2300 2 0.50
................................................................... 00 o o el el el 172\ o 410X R SN 0 2 0.50
................................................................. - 0Ny Xolo]eloeled e V-N okl o P N 2 0.50
................................................................ GO T AT CACCGC GG T GRARACT A e+ v e e vt e e et e e ettt e et e e e e ettt e et e e et e e e et e et e e et e e et e e e e e e e e e e e e .20 0 2 0.50
....................................................................... CCGCGG T GAAC T AT CAT AG T G e v e v e v e e e e e e s e e et ee e e ee e e ae e e ae e e aee e aee e saeeseeesaeeeseeeeeeeeseeeseeeseeeeeeeeaeeeeeeeaeeeneeesneennenaa 2 0 2 0.50
cACGT T TCGACGG T TGA T G T AR T GATAG + + « e e e e e ettt e e e e e e e e e e e et e e e e e et e e e ettt e e e e e et e e e e e et e e e e e e e e e e e e e e e e e e e 28 0 2 0.50
...................................................................................... AT AGTGGTGAT T GG T AT G T AT AT AT « + v e e e et e e et e e e e e e e e e e e e et e ettt ettt e e et ettt et et et e e e e e ettt e e e e iie i 260 3 0.33
............................................................... e\ oy -Nele]eloleledi ey V-N ok o P S 3 0.33
................................................................. B T A T CACCGCGGT GRARACTATC . « o e vt et et e e e e et et et e e e e e e e et et et 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 a2 3 0.33
............................................................... i eloh o0 Yoo elo] ekl el V. XoZ: L OO~ X0 B 3 0.33
............................................................................................ gl N el e N e 7N 1N PR I B 20 0.10
......................................................................................... GT GG T GAT TG T AT G T CATATA .« v v v e e e e e e e e e e e e e e ae e ee e ae e ae e aee e seeeeseeseseeeeeeeeeeeeneeeseeeaeeeeneeeneenneaaa 22 0 12 0.08
.......................................................................................... TGG T GA T TGG T AT G T CAT A .+ v v e e e vt e e e e e e e e e e ee e e ae e e te e e ae e eee e ee e seeesseeeeeeeseeeeeeeeseeeeaeeeaeeeneeenenenaa 19 0 20 0.05

Show Alignment With Reads H

Re-alignment of all predicted orthologs
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Species Coordinate ID Alignment
|dp5 |!4_crroup1 :1629844-1630046 + “dD s 3832 ”CTGCAAAGCTGCCAA—CTACAGTTACTATCGATAGTGCCATCGATGGTTTGACACCTGTAGTTGGCGATAGTGGCGCCACTTGATAGTATCACCACTAACCATACAGTATATATACAGTZ—\TATACTATCAAGTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
droPer2|scaffold 5:3576316-3576447 CTGCAAAGCTGCCAA-CTACAGTTACTATCGATAGTGCCATCGATGGTTTGACACCTGTAGT TGGCGATAGTCGECGCCACTTCGATAGTATCACCACTAACCATACAGTATATATACAGTATATACTATCAAGT
droFicl|lsc£7180000453815:504647-
504655 -
droElel|scf7180000490970:385016-
385024 -
droRhol|scf7180000779524:275851~
275859 +
droBial|sc£7180000302422:2904089-
2904097 -
droTakl|scf7180000415858:122780— cre¥errccgfecaai¥eaTiiacTAC
122805 -
droEugl |lscf7180000409463:1995066- crafgaancclgcccry
1995079 +
[am3 lchr2r:6561665-6561679 + | [crcfgranBcEclcan |
ldrosim2|[21:6335170-6335184 + I |cTclEannfcEcEcan |
droSec2|scaffold 3:2101199-2101213 crclgaaaflcEcEcan
+
ldrovak3|l2L:6354554-6354562 - I cTclEnnnilc i —— |

droEre2|scaffold 4929:15469604-
15469627 +

crclgaiailcEcilcan-aciicEra)
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rescue.confident
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ovaries
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phyloP LRT conservation scores

Conservation

Genomic Position

Hairpin partition

» ‘.
L
&
-— [ ]
| ]
I | | |
1,629,850 1,629,900 1,629,950 1,630,000

Mature

[

1,630,050


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:1629844-1630046
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_3187:22999-23020
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3832.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:1629910-1629931
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:1629844-1630046
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3832.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:3576316-3576447
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453815:504647-504655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490970:385016-385024
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779524:275851-275859
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:2904089-2904097
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415858:122780-122805
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409463:1995066-1995079
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:6561665-6561679
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:6335170-6335184
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:2101199-2101213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:6354554-6354562
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:15469604-15469627

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
dps 998 3:3635694-3635756 - || candidate | Mirtron |intron ien-on ULSC Genome & Comell M

Legend: mature Star [TTTX STPNTTNTOT, mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 18 19 20 21 22 23 24 25 26 «® l | I I
Size Condition 3635800 3635750 3635700 3635650
Genomic Position
Hairpin partition -8 Sense - Antisense Mature -e— Star
Hairpin partition Mature @ Star
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA24472-in]; CDS [Dpse\GA24472-cds]; CDS [Dpse\GA24472-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
V112 GSM343916
GATTACACCAGCCCTGAGTAGAAAACTCCCACAAAATGCTGTCGAACAAGGTTAGTGGGCCAGAGTAAACCTTCAAGTCGTATCCGTCTAACGGAGATTTGCCCCACCAACAGAAAATCTTTCGGTTGATCGCCTGCTTTGCCGCTCTCAATATGGTGTGCGC female
Read # Hit |Total body male embryo
e sk ek ok e ok e ok e ke ke ok e ok e ok sk ke ke ok ek ks ke ke ok ek ke ke ok (L (((((..... COCCCe COCCe (o (e a e )Y D) e eI )))) L)) . chkkekkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk**k*** gize Mismatch Count Norm Total body
.................................................. GTTAGTGGGCCAGAGTARACCTT .+t vt ettt e te e et et e et e et e e et et e e et et e et e et e ettt ettt e ettt et eeeenieneneee. 23 0 1 6.00 6 1 5 0
............................................................................................ GGAGATTTGCCCCACCAACAGH. - - o oottt i i i it i et i e e e 22 1 1 2.00 2 2 0 0
.................................................................................... CGTCTAACGGAGATTTGCCCCAC . ¢ et v te e e et e teee et e et e e et eneieiaeneneeaenea 23 0 1 1.00 1 1 0 0
............................................................................................... GATTTGCCCCACCAACAG . + ¢ e e et eeeea e e e eeaeaeneeaeaeneeaenenneaenaeae 18 0 1 1.00 1 1 0 0
.................................................. GTTAGTGGGCCAGAGTARACCTTCA .+« vt ettt ettt et e e et et ettt et e et e et ettt e e e et e e et te e ettt et eeeeneaeneneeae. 25 0 1 1.00 1 0 1 0
.................................................. ey Nedi e eleloloF- Nl et V.V NoloLi . AP~ S 1 1.00 1 1 0 0
.................................................. GTTAGTGGGCCAGAGTARACCTTCAR . ¢ vt et et ettt et e e e et e et e e e et e et ettt e ettt e ettt te e ettt ieeaeneiaeneneeae. 26 0 1 1.00 1 0 1 0
.......................................................................................... ACGGAGATTTGCCCCACC . « e e e e v et eta e e e e e e e e e taeneeaeaeneeaeaenneaeaan. 18 0 1 1.00 1 1 0 0
Anti-sense strand reads
M040
CTAATGTGGTCGGGACTCATCTTTTGAGGGTGTTTTACGACAGCTTGTTCCAATCACCCGGTCTCATTTGGAAGTTCAGCATAGGCAGATTGCCTCTAAACGGGGTGGTTGTCTTTTAGAAAGCCAACTAGCGGACGAAACGGCGAGAGTTATACCACACGCG female
Read # Hit |Total body
Je ke ok e ok ok e ok ko ok ok sk ko ke ok ok ko ke ke ok ek ke ke ke ok (L (((((..... COCCCe COCCe (e a e )Y )) e eI ) )))))) ) )) . o xkkkkkkkkkk ko kkkkkkkkkkhkkkkkkkkkkkkkkkkkkkk**k*** gize Mismatch Count Norm Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldp5 |3:3635644-3635806 - ldps_998|[GATTACACCAGC-CCT-GAGTAG-AAA---ACTCCCACAAAATGCTGTCGAACAAGGTTAGTGGCCCAGA-—~GTAAAC-CTTCA--AGTC----GTATC-——--———- CGTCT------ AACBGAGA=--TTT-———-—--GCCCCACCAACAGAAAATCTTTCGGTTGATCGCCTGCTTTGCCGCTCTCAATATGGTGTGCGC
droPer2|scaffold 2:3825912-3826074 GATTACACCAGC-CCT-GAGTAG-AAA---ACTCCCACAAAATGCTGTCGAAMAAGETTAGTGGGCCAGA-—-GTAAAC-CTTCA--AGTC----GTALN--—-—-—- dceTer------ AACGEACA===TTT======= I \CCCCACCAANACEAAATCTTTCGGTTGATCGCCTGCTTTGCCGCTCTCAATATGGTGTGCGC
droWil2|lscf2 1100000004513:10875- AGCGRATATA TR TG ANTI- - B - IR 8 IXIINVNE A e A TINATINNEEliGINEIiT T e T T R TNV NAGET - - [SEEEATGAA AT TIEANA - GEEEEEEE ACANAATGCAINATE - - - -Eoaa - -EEETE TATEEAA A A TIATIECINENIA NG A A AN AINWGIEISISA T TGliG T TA ABC ARTEV R CINEl A T GiEle
11040 -
drovir3|lscaffold 12875:14355872- TTHANINSTTAARASANESNTCT - B - INEEEING S ANV VVNE A [¥elile T TINSVNeleli Gl Nehia A Elele Gle c BEE - FENNATHA NG/ G C - TREEETe A [Nl 2 B efercT------ PN 2SR T B CIEEEE S T RS TS TIA T VAT CRA TN TG Gl8a A e clNdlele clidele cli clE T T AliReliG GIYa cli¥ele c Tide el
14356032 - ‘
droMoj3|scaffold 6496:9816595- FNcCRAT-DNeTETAARANAN- - B - CINEE G ANEA A ININCINTele A Eife TINC TEVNEElGINEliA A ANS c TGEEE - IGIGERAINAIEEG C - TGREEA A THIGEEEEEE PN TR T -—-—-- clraEiaG cliceoTE cTcATFATSA CIVSNI TG~ 2 AfiA CiNSIElelelil~ S ClRNE T G/ee clelilc ClYa TiNeleliciNe Tl
9816757 -
I ————
droGri2|scaffold 15245:14339569- al\acclera- - - TTGTCRANAINA- AJ¥NNA A TING A A A AIXSFNCEVNEle A il T A [N TINNEEliGGElAA T TAINA THAR - - - -IN-B- - - - GEESNAIICEEREA CGiia EEEEEEE pNercT--—--- INYTAECAT ASCAATTTGTST CEVSNI TG GlSa AliliiA CliT/le GINE T A T T T[S THIGEVAA TNE A i TilElelele!
14339726 -
Grohnas|seaffold 132664960423~ T~~~ - [ Y XYY NS SN C A NT ATGACT CEE TII N a - CALRSTE A Ty I E— R TA B 3 e AR TCT TTAA TTTA AN Y T e T T TS AR AR G A SER TS E e A R c GTREEC A e
4968573 -
droBipl|scf7180000395751:778241- AINA - —————— B[ - — - — B - BT CIIN VNN Nele el A ¥~ CINEEliA/ e cTAA T GGC TG TINAG TSR - ACEGREIT TG ARETET G - CTREEEEEEE - - —-—- I\GcTTCTALTAT- - -FrTTTAESATTTANATI VAT E T T TIACSCiC/A A AJIT GIGIEIShN T/ShlidNelsl T/ T A TR T G G C Tl c Al T{elels
778383 -
droKikl|lsc£7180000302682:55385- AlAACT- - - - - -B- - ANSNIF\A N - IV T C TG T T TGINNNNee A Ela CING A CA i/ NI TAA TA TA TR AN T TR TINIARSEINA G TREEE A N Tl A FEEEEE AGTITIEEEE AANGCALGY TTCTTAECATEGGHAANATINECTCEUTSINNe A A Clerti ClelelelNelehiliia elefe » ¢ c TiiT GIAG Cl¥elel¥e c T Tl
55545 +
droFicl|lsc£7180000453811:101310- ACCATT------ - - -B- -Ta- - BNV cTAA T TINVNNTEA AEilA CIVATIVNE iGN A CAGIINAGARE - IWN-CTT - - AAGARINA I TEEEEE A Ui TEEE TR TAINTAREEEEE AnCHCAA= S TR == b= R VNN ARG Al AT CTTRCIMXSTGATCGCCTGC TTTGCGAC T THEA e T GG TG TN Gle
101460 +
droElel|[scf7180000491232:209313~ A--—-———-- - - —-F- - - ———__AACRTTCIACINEEANTIAAAATTAINTAA - - - - CTT- - GAIESNA G TREEEICIVY - - EEEE AT TS A IR ARIYNGALN AISTTATTES TTTTACAALNAT/ I T CINNSENSA A CiN NSl ShlelelN G/EleG T THTIT GCGCAANANT T/EG)
209445 +
droRhol|[scf7180000780265:204668- ETiiCINeE - - - - -B- - -B- - TalY-B- N T A C[§TACINCINNTeA A A T CINSCINElA N TiiA A A GAINAINARE - G- T[oR - - - AINATCAGTREEE - - — - - BEEITTTGT TGAINCHEEEEE AnLNAIN A-TTTTAAESATTTGGAA 7WeATCTTTCIENYTGATCGCCTGCTT TG GAC Tl /e T GG TLXEIGE
204822 +
droBialllsc£7180000302143:1240562- A - —--E- - N __E___EanaTAn A CINNNNESA TilA CIY NN NG i ACHE CAGTAACTGC - - - - TTT - - - CHE Gl /- - - - -BcETie- - --- INYrACTAL CETIdNITTTGGCERAT TS GTAANCT I TINCINECIAEA A Ci¥SINI T/SNE TilNere T A S ClelilG GING Cllelelile A T(!lE G
1240711 +
droTakl|{scf7180000415722:46290- ANATIATIY- - - - -B- - B - [ -B- IR A A TA CIINNNNTELe A Alia CIVNINNEEliA/NEe cAGRTAINAAA - - - - CAT- - CTIEEINEA AR — - - —-BEETTTATTGCHTH
46445 -
droEugl|lscf7180000409474:774047- TiNIARR - - [NSE TS CHEAT A - -H- IV T 2 /62 INTNNINVES 2 nliA CEVATINNE A/ e cTTAGETANA AL - - - - CTT- -[IAINEINECCEEEE - - - - - BRI T TTAATAAGA
774202 +
|dm3 lchror:17168977-17169139 - || |rT2idrcacTART-TAAS |

ldrosim2|2r:17723425-17723588 - I

TE395Rs BRe C  pia A A AR CACTTAGAC - - -~ CAT- - JiT T COATSTATAD T (eG W@bbf@fﬁ@b@@?W
GroBre?|[scatfold 484511312980~ SR 1A TAAC- THAIACT- CBTHAACOTASEAT TEYR RIS Gt ARG SiA CHIACAGT T I TAC - --~CGT—~CTREEA B ———— GTACATARS —— - [BTTGCTENTA- - BT~ B T CTAT STATAS Y1 Hhy RIS B Ccfic CH EeRE I ioa B clc e TS
11313151 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:3635644-3635806
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:3635644-3635806
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_998.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:3825912-3826074
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:10875-11040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:14355872-14356032
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:9816595-9816757
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:14339569-14339726
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:4968423-4968573
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395751:778241-778383
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302682:55385-55545
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453811:101310-101460
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491232:209313-209445
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780265:204668-204822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1240562-1240711
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:46290-46445
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:774047-774202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:17168977-17169139
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17723425-17723588
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:498831-498995
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12019246-12019387
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:11312989-11313151

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]
dps 96 4 group2:1112919-1112999 + | candidate | Canonical miRNA || intergenic

Legend: mature Star [H3 g R R TS0 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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1,112,900 1,112,950 1,113,000 1,113,050 o [ I I I I . ?
Genomic Position o0 21 50 23 o4 | | | I
Size Condition 1,112,900 1,112,950 1,113,000 1,113,050
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
M040
V112 GSM343916 GSM444067 M059
ACATTGAGGATACTTTATACATGAATGAATATAAAATATCTACATATGTACATATATAATACATAGGTACAAGATCTACTGAGAAACTATTTCTCAATTGTGTGGCTCTTATCTGCGTACTATGTATACACATATGTAAATAAATTTCAACATACATATTTCGTACAAAAATAAGTAAATA female
Read # Hit |Total body |male embryo head embryo
ioaalololofofofofafefafohalioaloaalialioliolioliolioliofioofofoholololol ol O OGP O O O O G S G S N N N T N T N N N N N N N N e DD D R R D ))))2))))))))))))2))))))).))))))))) L)) .. cRR Rk Rk k ke kkkkkkkkkkkkkkkkkk k%% size Mismatch Count Norm Total body
............................................................................................................ TTATCTGCGTACTATGTATACA . « v e v e et et et e et et et eeaeeeaeaeeeeneneaeaneneaeanaa 22 0 1 11.00 11 5 2 1 2 1
............................................................................................................ TTATCTGCGTACTATGTATACH. . . ..o i i e ieeee 221 1 1.00 1 0 0 0 0 1
............................................................................................................ TTATCTGCGTACTATGTATA .t et et e et et et et et et e e et e eaeaeneneaeeneneneanaa 20 0 1 1.00 1 0 1 0 0 0
.......................................................................................................... TCTTATCTGCGTACTATGTAT . ¢+ v e e et et et e et et et e e et ea et e eaeaeaeaneneaeaa. 2 0 1 1.00 1 0 0 0 1 0
.................................................. CATATATAATACATAGGTACAAGA . « & e et et et et e et et e et et e e et et et e et e e et e e e e et e e e e et e et e et e e et e e et ettt e ettt ettt 240 1 1.00 1 0 0 1 0 0
Anti-sense strand reads
M040
M062
TGTAACTCCTATGAAATATGTACTTACTTATATTTTATAGATGTATACATGTATATATTATGTATCCATGTTCTAGATGACTCTTTGATAAAGAGTTAACACACCGAGAATAGACGCATGATACATATGTGTATACATTTATTTAAAGTTGTATGTATAAAGCATGTTTTTATTCATTTAT female
Read # Hit Total body head
koo ke ke ke ke sk sk sk sk sk ok ok ok ok ok ke ke ke ke ke ks sk (CC COCCCCOC - e OO e - O eeeeeeeeeeCa2232))))) -0 1))))))))))))2))):)))))))-2))))))))) L)) .. xRk Rk kkkkkkkkkkkkkkkkkkkkdk size Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
B 4_group2:1112869-1113049 +|dps 96|ACATTGAGGATACT T TATACATGAA T GART AT === = = = — =~ — — = = = = =~~~ - AAAATA-TCTACATAT----GTACA A= === == =——-———— oo T ATAATACATAGG-——=—--—-—-—--—-—--TACAAGATCTACTGAGAAAC--—-—-- TAT-TTCTCAATTGTGTGGCT———————=———==————————~ CTTATCTGCGTAC-TATGTATACACA————TATGTAAAT AR AT T T C A AC AT — = = — = = = = = = o o ACATAT-T---TCGTACAAAAATAAGTAAATA
droPer2|scaffold 1:1072174-1072354 ACATTGAGGATACTTTATACATGAATGAAT AT — = == — = == — = = = — = = = o AAAATA-TCTACATAT----GTACATA=—=—=——————————-— - TATAATACATAGG-—-—--—--—--—----—--TACAAGATCTACTGAGAAAC--—-—-- TAT-T@CTCAATTGTGTGGRT————————————————-———— CTTATCTGCGTAC-TATGTATACACA————TATGTAAAT AR AT T T C A AC A T — = = — = = = — = = = = o ACATAT-T---TCGTACAAAAATAAGTAAATA
+
droWil2|lscf2 1100000004887:337898~ TARGHIEENEAIY AIEINETAT TAINN AR AN A A A N T N R e N I T T A A G T e N e e e e ACENEN- T- - -G TA R A G TARATA
338063 -
droVir3|scaffold 10324:95633-95781 FATEGA TIAC/EA - - - - - —— - — N AAC AT T N R el F A C U LN 2 C 2 - - - - [ e e e e e acrlRE-BNYI\Ci rAcAlAATANGTASATA
+
droMoij3|scaffold 6500:31126453-
31126655 +
droGri2|scaffold 14624:2197669- AEATTGALYS
2197853 -
droAna3|scaffold 12916:14218579- T e — — — = = = = = = = = = = = = = = = = = = == — = — = — ACCTGTGTATCTGT
14218762 +

droBipl|scf7180000396572:2751053~ e T T — — — = — = = = = = = = = = == = — —m———— == —— CCTGTGTATCTGT
2751212 -

droKik1|lsc£7180000302252:17040-
17118 +

droFicl|lscf7180000453838:622410- | (kA ol e e — — — — — — — — — — ——————————————————~— CCTGTGTATCTGT --——- BB - CRlicINGI- - - - —-—-— -2
622608 +

droElel|scf7180000491186:3483016- EClET TRERNGATA| B TTACCTGTGTATCTGT] -2- - -B-aaaaRTCGRGTINNNENAAGEVNIC]
3483253 +

droRhol|scf7180000777362:14469- EcleT ThEgGAT S TTACCTGTGTATCTGT - B - - . 1, e G T AWA T A
14604 +

droTakl|scf7180000415438:599098— ——————E- B — - - — - _[¥NAGEVNEA N NNA
599260 +

dm3 chrUextra:6312744-6312915 ACATATHET - -WeciraAfirfir A TAATARA TA
+

drosin2|4:32501 32536 + [ O Ec -]

droSec2|scaffold 3:5804550-5804753 G@AciTcTgic
+

ldrovak3|2r:792565-792617 - |

ldroEre2|scaffold 289:74-215 + | TATATATATA

Generated: 094082015 at 0817 BM

crit.loop 0
crit.mor

crit.half

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

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group2:1112869-1113049
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group2:1112869-1113049
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_96.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:1072174-1072354
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004887:337898-338063
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_10324:95633-95781
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:31126453-31126655
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:2197669-2197853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:14218579-14218762
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396572:2751053-2751212
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302252:17040-17118
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453838:622410-622608
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491186:3483016-3483253
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777362:14469-14604
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415438:599098-599260
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrUextra:6312744-6312915
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=4:32501-32538
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:5804550-5804753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:792565-792617
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_289:74-215

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 3712 | XR_group6:11946301-11946394 - |confident-exception | Canonical miRNA || intergenic

PG R SR P Tdmis match in alignmen _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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. . 2)
Genomic Position 18 19 20 21 22 23 24 25 26 >
Size Condition
Hairpin partition - Sense -# Antisense Mature Star
Show Alternate Folds
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
CCGAAATGTTTAATCCCCAAAACTCCATCCAACGACGAATCCCTCCCTCCCCCCTCCCCCACCCGGAAAATAATTCAAAATATCCCAGAACAAATGGTGCAACATTCGAGGGATATGTTGAATCATCTTCTGGGGGGCGGCGGGGCGGTGCGGGGGCGAGTATTCGGTTCTTTGCCACCTCGCTGACGCCTGTT
Read # Hit |Total
AR R e e e e e N A N N T N N T O T e O 1)) IO e khkkhkkhkkhkkkkhkhkkhkkhkkhkkkkkkkkkkkkkkkkkkkkkkk*kkx*x*x* gize Mismatch Count Norm Total
................................................................................................................ ATATGT TGAAT CAT CT T T GG e« v v vt e e e et e e et e ettt ettt ettt ettt ettt e ieeiiie a2l 0 1 2.00 2
................................................................................................................ ATATGT TGAAT CAT CT TC TG e v e e vt e e e e e e e e aee e aae e saeeesneeeseeesnseeeaeeeeneeennnenneaaaa20 0 1 1.00 1
........................................................................................................................................................................... TTGCCACCTCGCTGACGCCT... 20 0 1 1.00 1
............................................................................................................... GATATGT TGAAT CAT CT T T GG e v v e e ettt e e e e et e e e tee et ee ettt et e et eiaeeeee 22 0 1 1.00 1
............................................................................................................ AGGGATATGT TGAATC . . o o oottt i it e e e e ettt ettt 1T 1 1.00 1
........................................................................................ AACAAATGGTGCAACAT TCGAGGGA . & v v v e e et s e e et ee e tee e aee e tee e ttee et tee e teeeeeeeeaeeeeeeeeneeeaeeeeneeiennea 25 0 1 1.00 1
................................................................................................................. TATGT TGAATCATCT TCT GG e v v v e e e et e e e et e e e tee et te e e tee e st et e taeeesaeeenanenaaa 200 1 1.00 1
................................................................................................................ ATATGT TGARAT CAT CT T T GGG e v v v v e e et e e e e ee e taeeteeenneeeeneeesseeeeneeeneeeeneennnana22 0 1 1.00 1
....................................................................................... GAACAAATGGTGCAAC AT TCGAGG G . + v v e e v et e e e e e e e ae e s aee e aae e s aeeesneeeseeesneeeeeeeeeeeeeneeeeeeeaneeesneenneaaa25 0 1 1.00 1
........................................................................................ AACAAATGGTGCAACAT TCGAGGGAT & v v v v e e ettt e e e e ettt e ettt ettt e ettt ettt e et e e et e e e e et e it e ie e 260 1 1.00 1
................................................................... AAATAAT TCARRATATCCC A e« e e e vt e e et e e e e e e e e e e e e e e e et ee et ae et tee et ee et tee ettt e ettt ettt ettt ie e 20 0 1 1.00 1
........................................................................................................................ AATCATCT TCTGGGGGGC e v v v e e e ettt e et e ettt ettt ettt et e ettt iie e 18 0 1 1.00 1
................................................................................................................... TGT TGAAT CAT CT T T GGGGGG e v v v v vttt e et ee e tee e e tee e teeeeeeeesoeeeeneeeaneenneenn 22 0 1 1.00 1
................................................................................................... CAACAT TCGAGGGAT AT G T TG e v v e e e e e e et e e e e te e et e e e tee et te et tee ettt e e st e et 2 0 1 1.00 1
......................................................................................................................... ATCATCTTCTGGGGGGCGGC e v v v v vt e e ettt ettt e ettt ettt e ettt et iee e 20 0 1 1.00 1
Anti-sense strand reads
GGCTTTACAAATTAGGGGTTTTGAGGTAGGTTGCTGCTTAGGGAGGGAGGGGGGAGGGGGTGGGCCTTTTATTAAGTTTTATAGGGTCTTGTTTACCACGTTGTAAGCTCCCTATACAACTTAGTAGAAGACCCCCCGCCGCCCCGCCACGCCCCCGCTCATAAGCCAAGAAACGGTGGAGCGACTGCGGACAA
Read # Hit |Total
Kkkkkkkhkkhkkhkkkkkkhkhkhkkkkkkhkkrkrdkrkkrkrkrkrd (L (CCCC (CCCCCC CC- 0O 0O e e e o ((Ceennn 1)) I NN )OI D)) e kkkhkhkhkkhkhkhkkhkhkkhkkhkhkhkkkhkkkkhkkkkkkkkkkkkkkkkkkkkkkkx*kkxk**x gize Mismatch Count Norm Total
.................................................................................................. COTTGTAAGCTCCCTATACAR « « v v e e e e e e e e e ettt ettt e ettt ettt e et e e ettt e ettt e e it e it e e iie e 20 1 1.00 1
........................................ [eTeleNeleTe) Ne] eTele]eTeT:N el e s I < BN 0 4 0.25 1
....................................... (o lelelesNelele) NeleTelelele Vel e AP 20 0.05 1

Show Alignment With Reads H

Re-alignment of all predicted orthologs
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11946450 11946400 118946350 11846300 11846250
Genomic Position
Hairpin partition Mature Star
SRR902012
M040
SRR902011 M059 CNS GSM343916 V112 GSM444067
female imaginal
body testis embryo disc embryo male head
body
2 0 0 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
0 1 0 0 0 0 0
0 0 1 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
1 0 0 0 0 0 0
0 0 0 1 0 0 0
MO040
GSM343916 V112
female
body embryo male
body
1 0 0
1 0 0
1 0 0

Species |Coordinate ID Alignment

dp5 XR _group6:11946251- dps 3712|[CCGAAA
11946444 -

droPer?2|scaffold 20:1867898— CCGAAA
1868089 -

droWil2|lscf2 1100000004921:750944- GGlECIT
751040 +

drovir3|scaffold 13047:13022396- GAAINXC]
13022518 +

droMoj3|lscaffold 6473:15774689- an----
15774800 -

droGriZ2|scaffold 15203:6327093- TGCG-G|
6327153 +

droBipl|lscf7180000394714:115026- TT(EGIT ----———-—-————————————-_-_RlTGECAcC
115057 -

droKikl|lsc£7180000302441:1760603~- ciiaan - - - —— - —— - —— - — - -BGAGNIEINEGleT T/s A ki
1760739 +

droFicl|lscf7180000454113:23767- Cieen B cEXe T c e TClgciece T T
23894 +

droElel|scf7180000491249:3447741- ccclenfe - - - - - - - — - — - - - - -BGAG]|{delsi¥e clE A G/ ek
3447878 +

droRhol|scf7180000768616:35510- §rcciVN e cEXeTcaercdciecec T T
35652 -

droBialllscf7180000302421:2198169- GAATCC e
2198199 -

droTakl|scf7180000415229:26082- ccclenfe e e XeT c e TCldciecleceT
26243 +

droEugl|scf7180000407756:374444- ccclene e & Xe T cccTalgciecEc T T
374581 -

|dam3 lchrx:17955564-17955659 - | [E2E¥cacrerTCcTARGTTGCCE o]

|drosim2|[31:1948779-1948913 - | [E2---4 D i Xe T G TCECHECEe T T|

droSec?|lscaffold 2:2064292-2064426 on---1§ B X T c cc TClgcilece T T

ldrovak3|31.:1996442-1996577 - | [E2---B ettt  STNEIT C GC T GECHECRGTT|

droEre2||scaffold 4784:2036454- cci¥ean B cEXe T c cc Tclgciacc T T
2036592 -

Generated: 09/08/2015 at 08:17 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:11946251-11946444
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:11946251-11946444
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3712.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_20:1867898-1868089
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:750944-751040
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:13022396-13022518
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:15774689-15774800
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:6327093-6327153
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394714:115026-115057
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302441:1760603-1760739
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454113:23767-23894
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:3447741-3447878
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000768616:35510-35652
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302421:2198169-2198199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415229:26082-26243
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000407756:374444-374581
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:17955564-17955659
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:1948779-1948913
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_2:2064292-2064426
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:1996442-1996577
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:2036454-2036592

1ID:

dps 1105

Coordinate:

3:8642440-8642498 -

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

candidate || Mirtron || intron

Legend: mature Star [t N RI gt mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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8642550 8642500 . 5?6.42450 8642400 =] | I I | | I I %g' Q}Q -
Genomic Position 21 22 23 24 25 26 27 & | | I I
Size Condition 8642550 8642500 8642450 8642400
Genomic Position
Hairpin partition - Sense -e Antisense Mature -e- Star
Hairpin partition Mature & Star
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA22143-in]; CDS [Dpse\GA22143-cds]; CDS [Dpse\GA22143-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
GSM343916 MO59  M062
CAAACCAATTGCCCAAAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATGAAATACTCCAGCTTTCATTCGAGACTAACGAGTACT TCATGAATTTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTTTCGCCAGCAA female
Read # Hit |Total body | embryo embryo head
A AR AR AR A e e e e e N N AN T D D D D D e D D D D I D D D D D D hkhkkkhkhkhkhkhkhkkhkhkkkhkhkhkkhkkkhkkhkkkkkkkhkkkkkkkkkkkkkk*kk*x*k*x* gjize Mismatch Count Norm Total
.................................................. GTAATCATGAAATACTCCAGCTTTC . ¢ e v e et e e et et e et et e et e e e e e et e et e e e et et et et e et et et e et ea e eaeaeaneneanenea 25 0 1 2.00 2 2 0 0 0
.................................................. GTAATCATGAAATACTCCAGCTTT « &« e e e et e e e et e e e et e e e et e e e e e et et e et e e e et e e e et e et e e e et aeeeaeaeaneaenaenennenea 24 0 1 2.00 2 2 0 0 0
................................................... TAATCATGARATACTCCAGCTT .« & ¢ ot et et et e e et e e et e e e et e e et e e et e e et et e ettt e et e et eaeneaeaeneanenea 22 0 1 1.00 1 1 0 0 0
................................................................................. GACTAACGAGTACTTCATGAATTTG . « « & e et e e et et et e eaeeeaeaeeneaeeneaeeneaeeneneanaa 25 0 1 1.00 1 1 0 0 0
................................................................................................................................ AGATAAGGGCTTTGAGTG. .« .vov.ov.... 18 0 1 1.00 1 1 0 0 0
...... AATTGCCCARRATACGGGGGGAGCC ¢ + v e ot e e e et et e et et e e e et e e et et e et e e et e e et e et e e e e e e e e e et et e et et e et et et e e e e e e et 250 1 1.00 1 1 0 0 0
.................................................. GTAATCATGAAATACTCCAGCTT .+« vt et et e et ettt e ettt e e e e e et e e et e e e et et et et et e e e e ettt eaeaaaaeaeaeaeaea 23 0 1 1.00 1 1 0 0 0
................................................................. TCCAGCTTTCATTCGAGACTARCGA . ¢« v e et e e et et e e e et e ae et et et e eateeeaeeeeneaeeneaeeneaenneneaneneaas 25 0 1 1.00 1 0 1 0 0
................................................................ CTCCAGCTTTCATTCGAGACT « « - ¢ e e e e e et e e et e e et e e e e e e e e e e e ae et e aeaeaneaeaaeaeaeeaeaeeneaeananeana 2l 0 1 1.00 1 1 0 0 0
.................................................................................. ACTAACGAGTACTTCATGAATTTGCA . « v et et et ettt ettt ettt enenenenenenenena 26 0 1 1.00 1 0 1 0 0
................................................................................. GACTAACGAGTACTTCATGAATTTGCA . & ¢ et e e et et aee e aeeeeaeaeeneaeeneaeanenenneneanaa 2] 0 1 1.00 1 0 0 1 0
........................... AGCCAAACCTGCARRAGTTTCAAG . « - ¢ e o e et e e e e e e e et et e e et et et et e e e e et et et et e e e e e e e e e e aeaeaseeeeaeeeaeaenenenenenenenenenenenanaa 24 0 1 1.00 1 1 0 0 0
Anti-sense strand reads
M040
GSM343916
GTTTGGTTAACGGGTTTTATGCCCCCCTCGGTTTGGACGTTTTCAAAGTTCATTAGTACTTTATGAGGTCGAAAGTAAGCTCTGATTGCTCATGAAGTACT TAAACGTCCCGAGGCTGTACATGT TTCTCTATTCCCGAAACTCACCAAAGCGGTCGTT female
Read # Hit |Total embryo body
Kkkkkkkkkhkkhkkhkhkhkhkhkkhkhkhkhkhkkkkhkrkrkrkkrkrkrkrrknr OO CCCCCCC-CCCCe =MD N 0N N) ... *kkkkkkkhkkhkkhhkkhkkhkkkhkkkkhkkkkkhkkkkkkkkkkkkkkkkk*kkx**x gize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
EEE |3:8642390-8642548 - ldps_1105|CAAACCAATTGCCCAAAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATGAAATACTCCAGCT-——————- TTCATT-—————————————~— CGAGACTAACGA--—-GTAC-——————————————— - T0CA----—----——————TGAAT-TTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTT-~TCGCCAGCAA-——— |

ldroper2|lscaffold 4:2526825-2526983 -|ldpe 2486[[CAAACCAATTGCCCARAATACGGGGGGAGCCAAACCTGCAAAAGTTTCAAGTAATCATGAAATACTCCAGCT

CGAGACTAACGA-~~GTAC- -~~~ TfCA = TGAAT TTGCAGGGCTCCGACATGTACAAAGAGATAAGGGCTTTGAGTGGTT -~ TCGCCAGCAA -~ -~ |

droWil2|lscf2 1100000004513:3399988- FNNAT 2R\ T Cilelelen G T CINUNA €A 2 2[E2 A S TEVNS TiNE CINGINN A IEENINC IV VN TN TSNV NINC A A TIACACAT TAACCCACHNA -| ATGTGTTIV.ATCTAATGCAAGAGATAACAN - - RIS VAT GGGCTCINGACATGTICAAAGAGATAAGINGC T TTGAGTGGITATCoficafjcAlg-- - -
3400168 -

drovir3|scaffold 12823:2274668- clgaaciiaifedrcoc cli N CIGEYYa G can e TINEA A AT T T Clen G TldalEc AT GARA TINCIYN AT AT e T TGClCE - GATGACH A A e TGGCCCAR I EISINEA Cloa ol n TN NThI NI VNNEENE GiTNNE» Elel~ C G CINEC A€ c CEEUNG /I NIV T
2274825 -

droMoj3|lscaffold 6496:1629722- FNNAT 2T Clelleln G T T - - - T{gT(ea A AINSSFNINSGiNA GIATENAR IGENA INNELI G GI NS NN NI TGATAITAGEET TGCAAATCGEILIANE T AlA A FNCINNEUNT VAN CIINa A lefeliicc T T{ec Algc AREING A e G C/V- R
1629879 -

droGri2|lscaffold 15245:15801041- canfgciXgysridc ciX S GIGIY YA ccan AlfeTIXEASA R T T TCAAGTAACHECA A AT NNCI\AI TS - (o8- - - -BRcATT - - —— - - —————- T TACK GT-GEEEEAlic A S e SR e CEEE e E A A A ACA/ VU i T{SRNEA ClSA B AN TINNEUNT NN Gl T c 2 28 G cGCINEC Al CEEING C T NS N
15801202 +

droAna3|lscaffold 13266:4095861- FNNAT G CCifeldlele c T GINET Al A A A C AR CINN T SiNe CIGINA A EENING EL NN A IS NNNING I \CBlcERccacce - AlcaliacaaacTaATGCGG cGTTAATTINICAINEA AA B ClINI A AT/ VNI NI N:N-Nelelelel Cliic clNeli¥elelc C Rt /e A [Neleh\C EEE
4096027 -

droBipl|scf7180000396427:2540760- R eAT=TeE Cc A ci¥ i\ clicAcA T AlA AAGAGATAAGGGCETA G T GGlole- - THGIENR GC ALY
2540930 -

droKikl|lscf7180000302471:978930- CGHTHTCGA cacclcilcceaiatiITacanldcacaTAAGGGCHTER GG G- - TlEcdercclen - - - -
979095 +

droFicl|lscf7180000454039:1812692- AAATCCITCIICT TINGEEeA S TS TINHUNSVACENTNINC 2 [dele clic TINEC e A GREUNe T NIV EEr
1812852 +

droElel|scf7180000491201:775950~
776116 +

droRhol|scf7180000780104:120099-
120255 +

droBialllscf7180000302292:1066895- FAACEAT ceciXeA A TIENGINACEN~ G cclleafic Tilehe AT T TCASGTAATCATGAAATACECCALCE- —[IIT N TV Nelelele) GTGACC X ITcATe=Tilelc Aci¥ci\chicAliaTeTACAAEGAGA TN GG CTEcAG TG Cldle- - TlEciE\a Gecan - - -
1067061 -

droTakl|lscf7180000415401:138550— ‘EAACEATGCCMATEGEGEAGCC@AC TileAAART TTCAEGTAATCAGAAA T A/ il ice - N T Ve A - TGTGACTETTGE - CGCTerC elcaci¥ci\chicafiaTcTACAAEGAGATEAGGGCETEcAG TGOl - Tleciderccan—-—-
138720 +

droEugl|lscf7180000409474:1454647- ‘@AACEA@TGCCAATAEGEGEAECCAEAC TifeRgiA AT TTCAEGTAATCATGAAATACIN IS T- - XTI N I T - — - — . CTT GITGGCT TGGTiALCCELICTINEA 28I TSI UNT VA NI N CENE A Eeliliic CINElNele » A BRI G & T T/NEIeEY - EEE
1454812 -

|dm3

lchror:16506344-16506510 + |

(B ECE ST o ciXgifiA A c GGG e cldealc XA AR T TTcABcTAATEARICAA AT ACEC ClCE- - IN C AR

TIATTGCC CACGCAATC

deaciY¥MchicaliaTcTACAAEGAGATEGGClETRGAGTGGRIT - - Ti\cifercean—- - - |

[drosim2|[2r:17075894-17076060 + |

e BT 6 ccl¥eipia T ARG A c CEEAHC TIEEEA AR T T T C ASCTAAT[SASCAAATACC ClERICS —SINETRE N AC AT GTTGCC

cacceaiircEilicgNea A n AT TINNLINT VAT NRNI C Clelelele chicle T/chlele » i~ T Rl N |

droSec2|lscaffold 1:14060361-14060527

FAACEAETGCC@TAEGEGGEAGCC@AEC A G T TINAIENING VNN I CENNNING G TEcERE ccacaTAA AR

+
ldarovak3|2R:12690102-12690270 - I B2 B ccclemaaTARCRICERA g CEAlC TIEA A AT TTC AT AATCAT CAAATACISC [T RISl N T NN A T T - - = —————————- -------TeAr e cTA T TGeTCEEEE cACGCAL Cli i ClNEA A A AR TISN TIRNEUNT NGNS N C Clelelele A lic A INeele A A B T /NI Ve |
droEre2|scaffold 4845:10652743- AACEA@TGCCAATAEGEG@AGCC@AETAAETTTCAGTAACATGAAATACCCAGCAET ——————————————— e e N A e Tl eleTel === == I XTI et = T ilelc A LY NN i AfA TG TACAASGAGA TEG GG CITBGAGTGG T T- - TIGIEAGCAA - - - -
10652911 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:8642390-8642548
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:8642390-8642548
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1105.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:2526825-2526983
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2486.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:3399988-3400168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12823:2274668-2274825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:1629722-1629879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:15801041-15801202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:4095861-4096027
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:2540760-2540930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:978930-979095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454039:1812692-1812852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:775950-776116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780104:120099-120255
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:1066895-1067061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415401:138550-138720
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:1454647-1454812
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:16506344-16506510
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17075894-17076060
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:14060361-14060527
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:12690102-12690270
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:10652743-10652911
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dps 2737 | XL _grouple:7529559-7529637 - |candidate | Mirtron |intron

Legend: mature Stat mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution
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Genomic Position 0 o1 o0 o3 & I | |
Size Condition 7529650 7529600 7529550
Genomic Position
Hairpin partition -#- Sense -# Antisense Mature
Hairpin partition Mature
dps_2737_annot[-19.1]
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA11765-in]; CDS [Dpse\GA11765-cds]; CDS [Dpse\GA11765-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
SRR902012
M040
M059 SRR902011 CNS GSM444067
CAAGGCCCATGTCAATTCAGTATTCTTCAAACAGCTGCGAAAGCTGCTCCGTAAGTGACTCAAATGATGCCCATGACGGCCATGACCCTGGCGTGCATGCTAATGCTCTGCATCTTTGTCATTTTCCAGCCATACTCATTCCTGGATTCTGGAGCGTGGAGACGGGACTGCTGTTCCTG female imaginal
Read # Hit |Total body embryo testis disc head
Jek de sk ok ok ok ok ke ke ke ok ok ko ke ke ok ko k ke ke (((((((...... R 1))) e )Y e D). ININ)) e kkkkkhkhkhhkhkkhkhkhkhkhkhkkhkkhkkkhkkhkhkkkkkkkkkkkkkkkkkkkxk**k** gsize Mismatch Count Norm Total
.......................................................................................................... TCTGCATCTTTGTCATTTTCCA .+« v v ettt te e et et et et et te e ia i eeneeneenena. 22 0 1 6.00 6 5 1 0 0 0
.......................................................................................................... TCTGCATCTTTGTCATTTTC . « v e e v et et e ee e teee e e e eneeaenaenaeneeneeneenenas 20 0 1 2.00 2 2 0 0 0 0
............................................................................................................................................. CTGGATTCTGGAGCGTGGAGACGGGAC. « « v vvn... 27 O 1 2.00 2 0 0 2 0 0
............................................................................................................................................ CCTGGATTCTGGAGCGTGGAGACGGGA. . .- --..-.. 27 |0 1 1.00 1 0 0 0 1 0
........................................................................................................................................ CATTCCTGGATTCTGGAGCGTGGA .+ « v v v v eeneeneen.n 24 0 1 1.00 1 0 1 0 0 0
............................................................................................................................................ CCTGGATTCTGGAGCGTGGAGACGG . « v v v v vevnn.. 25 0 1 1.00 1 0 0 0 1 0
..................................................................................................................................................... TGGAGCGTGGAGACGGGA. ........... 18 O 1 1.00 1 1 0 0 0 0
.......................................................................................................... TCTGCATCTTTGTCATTTTCCAG  « « « e e v e e te e e e e et et et iaeaenaeneeneeaeenenae 23 0 1 1.00 1 1 0 0 0 0
.............................................................................................................................................. TGGATTCTGGAGCGTGGAGACGG. « v« v vvvuev... 23 0 1 1.00 1 0 0 1 0 0
.......................................................................................................... TCTGCATCTTTGTCATTTTCC « & v e v e ettt te e e e et e et ee e ieeiaeieneeneeneeneea 2l 0 1 1.00 1 1 0 0 0 0
......................................................................................................................................... ATTCCTGGATTCTGGAGCGTGGAGACGG. « o v vvvevn... 28 O 1 1.00 1 0 0 0 1 0
Anti-sense strand reads
SRR902012
M040
V112 CNS
GTTCCGGGTACAGTTAAGTCATAAGAAGTTTGTCGACGCTTTCGACGAGGCATTCACTGAGT TTACTACGGGTACTGCCGGTACTGGGACCGCACGTACGATTACGAGACGTAGAAACAGTAAAAGGTCGGTATGAGTAAGGACCTAAGACCTCGCACCTCTGCCCTGACGACAAGGAC female imaginal
Read # Hit Total body maledisc
Jedokddokd ok koo ko k ok k ko dkkkdkkkdkkkkk  (((((((...... COCCC COCCe oo (e e e 1I))) e )))) e DRI RIS D D DD D D hkkkhkkhkhkhkhkhhkhhkhkkkhkkhkhkkkhkkkkkkkhkkkkkkkkkkkkk***k*x* gsize Mismatch Count Norm Total body
I o ofeTeteled J-NoF ek iV eh o7V c PP 23 1 1 1.00 1 1 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
dp5 XL _grouple:7529509-7529687||dps 2737||CAAGGCCCATGTCAATTCAGTATTCTTCAAACAGCTGCGAAAGCTGCTCCGTAAGTGACT--C-AAA-——————~ TG-AT---——-———————- G-——-———————- CCCATGAC——————=————————————————————— GGCCATGACCCTGG=-——=—-—=-—=-—=——————————————— CGTGCATGC-——--——-—=—————————— TAATGCTCTGC—-——-—=—-————————————- ATCTTTGT-—-CATTTTCCAGCCATACTCATTCCTGGATTCTGGAGCGTGGAGACGGGACTGCTGTTCCTG
droPer2|scaffold 13:1018701- CAAGGCCCATGTCAATTCAGTATTCTTCAAACAGCTGCGAAAGCTGCTCCGTAAGTGACT-—C—AAA-——————~- TG-AT---——————————- G-——————————- CCCATGAC—=———=—=—=—=—=———————————————— GGCCATGACCCTEG--—--—=-—————————— oo CGTGCATGC-——-—=—-—=—————————— TAATGCTCTGC———=—-—=-—=——————————- ATCTTTCR- AT TTTCCAGCCATACTCATTCCTGGATTCTGGAGCGTGGAGACGGGACTIICTGTTCCTG
1018879 +
droWil2|lscf2 1100000004962:119667- WanlcccarcrcanTlcacrarTeTTiiaaacalBiTcccAr A TERTI CGTAAG TCRRYT - -ly-ARA- - - ————- Ne-AT-—-— - - - T---—-TATTTGGT T T TR T Gl i - — - ——————— - L% TTCT R e — - — — e e - — N el - — i — — ——————————————————- e e\t recaccaTacTiaTIccTeGAT THTGGAGCG TG ARACGGGHCc TGCTRT TCHTG
119831 +
drovir3|scaffold 12932:502732- CAAGGCECARGTEAATTCAGTATTCTTIAAACAGC TGCGABAGCTGCTECGTAAGTHAS- - Clar - —-—---- B~ AT--———————————— - clleari®g-----—-- - e G T - - - - - — - - e e — — — — — — - — AGATTCGTCTGCTEEEE WNNElen $ATATATATAAATATATAT TCATATIUAN-liCGTETATGCCAADNIIINUNSIL IS¢ c A[TNeliele T(ele A liC NI Nelelele c ohil c[Shfe i ehile]
502925 -
droMoj3|lscaffold 6473:1038672- CAAGGCIACATGT[EAATTCAGTATTCTTCAAACAGCTCRGAAGCTGCTECGTAAGT AN - 28A-——————- T -ET--—-—-———————- G--—-———————- ecearial- - CLNECH TG i~ — —— ———————————————————————— ——————— B A T T G TAATCNTCI NN —— - prcTRrN-FNetiiiacccaTacTcAaTIcccaTTCTGoAGCATHGAGACGGGHC TGl T T TG
1038840 +
droGri2|scaffold 14853:251416- CAAGGCHCANGTEAATCARTATTCTTCAAACAGCTGCGABAGCTGCTECGTEAGTLNENS - — Y- Al e SN~ - T T A A A T AT AT CT AR - - — - — - — — - — et ettt — — — — — P Toby PR R T T[ACA GClATACT CATRAC C TRGA T TC TG GG CINTRGARA CGGGRC TGC TR TG T
251584 -
droAna3|scaffold 13417:2187804- CAAGGCCCATGT[gAASTCAGTATTCTTCAAACAGC THICGISAGCTGCTCCGTAAGT - — - EeA-—-—-—— - Thee - - - - —-————-——-—G--—--—————— - Tfdc - - - - - - - - -GN ECf T - — - — - - - - - - - — - —— —— - — N o T - — - Sy el i — T e — — — ————————————————— ey T -seer lelcacccaTicTecaTTCClgccrTeTecacee T GAGACGGEc TecTeTTCC TG
2187980 -
droBipl|scf7180000395334:3911-4091 CAAGGCCCATGT[gAASTCAGTATTCTTCAAACAGCTMCGI8AGCTGCTCCGTAAGT M- BTl - - - - —--Thy-@7-—----———————-fg--——————————ccclyTeiy- - - - - - -———-—— - - -G C T GGl X e et — - — - — - —— —— - R T G T G- — - — - —————— -~ — - T — ————————————————__ e PXerle-fici¥eler tlgcacccaracreatgcclgsclir Te TGeaGCRTIGAGACGGEC TG TGTCC TG
+
droKik1|[scf7180000302696:505127~- CAAGGCCCATGTCAATTCAGTATTCTTCAAACAGCTCGIEAGCTGCTCCGTAAGTRNANT IR ofeln IVl Teli - 1 e - - -Eer\rhicacccaTic THA TR CC TG T THT GGAGCGTGGAGACGGGACTGCTGTTCCTG
505288 +
droFicl|lscf7180000454073:1934324— [EAAGGCCCAEGTCAATTCAGTATTCT TRAAACAGCTHCGEEAGCTHCTCCGTAAGTNAN TS cllA /@Y - —-—-- e e C CACCGGAAT TGGT T T C A G T 18- - — - — — - — - — — [ - — - — - — - — - T A A GATGGAA T T T - — - — - — - — — — - — — — — — acjiccTTcalANG TN TINET NI Nicle clele clliehdele)Nelel » i T/eh:Nel-Xolelele T /Shlelelidel kileleliNe
1934500 +
droElel|scf7180000491023:691465- [\AAGGCCCATGTCAARTCAGTATTCTTCAAACAGCTGCGESAGC THCTCCGTEAGTIXGAT Sk - [Sek e T TS [SIF YTV A G CCATEC TCATECCEGCETTC TGGAGETIGAGACGGGEBCTGCTGTTCCTG
L
691640 +
droRhol|scf7180000779944:26189- CAAGGCCCATGTIAASTCAGTATTCTTHAAACAGCTGCGESAGCTICTCCGTAAGTRAR /-2 T ek T teteT TEGA G C C A TR C THA TleC Cl8GGEIT TCTGGAGIATHGAGACHGGEc TGCTGTTCCTG
26368 +
droBiallscf7180000302041:438278- AAGGCCAGTEAATCAGTATTcTTEAAACAGETGCGAAAGCTGCTCCGTAAGTT——E—A ———————— Tl#-AT-—--—-———————- e e — — — — — - GGREEEEE CCCT R ey — — — — = — = = = — = = = = — = CCTTATAAAREN - — - - — - — R CEEEEE TGATCTCR - — — - — - — — — — - et el et i e e -scilsId YA G CCAT/EC TCAT TCClgGGET THTGGAGCGTHGAGACHGGEc TGCTlTTCC TG
438436 -
droTakl|lscf7180000414393:145378- CcAAGGCCCATGTgaAlTcaGTATTHTTCAACAGCTGCGeAGC THC TlaCGTlgAG THALN TSk Alda CCCCCRR- — - — - — - — - — — e Y- icklelselsicAcccaTcTeATccleccdrTeTeeaGcRTcAGACHGc TGe TTTCC TG
145546 +
droEugl|lscf7180000409230:692229- IancecilcafcTcAATTCAGTATTCT THAAACAGCTHCGEEAGCTICTCCGTAAG TS N - - R-A2A i - B A TCACT A A C A A R - — - — - — - — - — B T T A e T A GCCATIC TCAT TCCTGGIT TC TGGAGHG THGAGACHGGEc TGCTMT TClTG
692388 -
|dm3 lchrx:19650526-19650694 + || [B2acecfgcaeThraBrcacTaTTcTTCAAACAGCTIECAMEAGC TRCTCCGTAAG T NN S e - —————— - Ac-a---------- TCC - [ TT-- - - TAGCAGTCTC T/ R — = — = —— — — —— — — — — [, —————- CGGATCACGTGCAACC T —— - —— — — — — — B - fpeser TEcAcccaTgcreaTTeclceBirTeTecacceTeeacacEeeacTGCTRTTCC TG
ldrosim2||x:18539691-18539855 + | [BaacecEcacThar@rcacTaTTcTTCAAACAGCTIECCREAGC TRCTCCGTAAGT RS- HEAMA-——————- BG-AT---—-—————— [l ——-———————-- ST - - - - TAGCAGTCCC TR g - — = — = — = == === === == == = — = — - — — — — CGGATCACCTGCAACCTRE- — - — - — - — — - — e B e peeer TlecAcccaTdc TeaTTecldeciT T GeAaGeeTGeAGACEGEc T TTTCC TG
droSec2|scaffold 8:1925354-1925518 aacecgcaleTiiaarcacTarTeTTCARAACAGCT/CCSAGC TRIC TCCGTAAGTIXG NS - - [eAA - — - - — - - - BG-AT-—---——————— [ --—----—---F TT----TAGCAGTCCC TR - — - — R e — — — — — - — — CGGATCACCTGCAACCT- - —— - —— - — - - it i T (efsel SISl T T[ECAGCCATMCTCAT TCCBGGET THTGGAGCGTGGAGACEGGEc TG TTTCCTG
droYak3|X:11698575-11698732 - ancGclecAEcTHAAETCAGTATTCTTCAAACAGCTECCRIEACHTGCTCCGTAAGTING NN e - Ay - ————-—- R e E— —————— R e — — — — — — — — — — - — - e — — - —— - — - TGAATGATCAGCAGTCCCTH A T e ———— PNl - I\ ffecacccaTcTeaTTecccrTeTaeaGcRTGAGACHGCc TG T@TTCC TG
il ] ]
droEre2|scaffold 4690:9872298- 2 nceclgcalcTiA A BT CAGTATTCTTCAAACAGCTSCGEAGCTRCTCCGTAAGTCGAT - - fYeA Ry - — - —-—- - TG-AT--—-—-—-—-—- R Sele- - - -[§AGCAGC T CC TR g — — = — = == == === === == === — = — — — — — — CGGCTCGCCTGCAATC TR - - — - — [ Tt~ — ~ — [ellel-pYeleelT TlecAGCCATECTCATTCCGEET TCTGGAGCGTHGAGACHGGECTGC TTTCCTG
9872467 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:7529509-7529687
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:7529509-7529687
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_2737.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:1018701-1018879
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004962:119667-119831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12932:502732-502925
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6473:1038672-1038840
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14853:251416-251584
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:2187804-2187980
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395334:3911-4091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302696:505127-505288
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1934324-1934500
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491023:691465-691640
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779944:26189-26368
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302041:438278-438436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414393:145378-145546
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409230:692229-692388
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:19650526-19650694
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:18539691-18539855
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_8:1925354-1925518
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11698575-11698732
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:9872298-9872467

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dps 17234 group5:100352 5-1003582 -| confident-exception | Mirtron ||intron
Legend: mature star (08 (R BRI mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds “
Flybase annnotation
intron [Dpse\Sema- 1a-in]; CDS [Dpse\Sema-la-cds]; CDS [Dpse\Sema-la-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
MO059 M062 GSM444067 GSM343916
CAAAAGCGAACCGATACGGAATCTGGAAATAGTCCGGACCATGCAATACGGTGAGTAGAGCCCATTAAGT TGATGGAAAACACAACTTAACTCTAGGTTCTTCCACAGATCAACCCAAGGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACA female
Read # Hit |Total embryo body head head embryo
e e ok ek ok ek ok e ok ok ok ok ok ok ok ok ok ko ke sk ke sk ks ek ek ( (L L L (. (OO ((e ... YIIINI))) e )))))) .. ))) .  Kkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*x* 5ize Mismatch Count Norm Total
........................................................................................ AACTCTAGGTTCTTCCACAGH . . . oot i e it ei e 21 1 13.00 13 4 3 0 4 2
.................................................................................... ACTTAACTCTAGGTTCTTCCACAGH. . . ..o i i i i i i i i i eiee . 25 1 1 4.00 4 3 0 1 0 0
....................................................................................... TAACTCTAGGTTCTTCCACA . « v vttt e te e et e et et teeieeneeneeaenaenaenaenae 20 0 1 2.00 2 0 2 0 0 0
.................................................................................... ACTTAACTCTAGGTTCTTCCAC . « vttt et te e et e et ee e et ee e e eeeeaenaenneneea. 22 0 1 2.00 2 0 2 0 0 0
.................................................. GTGAGTAGAGCCCATTAAGTTGATGGA . « ¢ v v et ettt e et e et e e et e et e e e e e e et e e e e e ettt ettt ie ettt taeiaeaaeneea 27 0 1 1.00 1 0 0 0 0 1
....................................................................................... TAACTCTAGGTTCTTCCACAGE . « ¢ ot ettt ettt ittt e eeeieeneeneeneenen. 22 1 1 1.00 1 0 0 1 0 0
.................................................. GTGAGTAGAGCCCATTAAGTTG : « ¢« ¢ e e e e e e et et e ee e e e e ta e e e e e e e e ta e e e e eeeneeneeaeaaenaeneeneeneeaennennen. 22 0 1 1.00 1 0 0 0 1 0
.................................................................................... ACTTAACTCTAGGTTCTTCCACAE. . .. .ottt i i i e ie e 25 2 1 1.00 1 1 0 0 0 0
........................................................................................ AACTCTAGGTTCTTCCACAGA . « « v et ettt et e e e e et e ia e eeaeaenaenaen. 20 0 1 1.00 1 1 0 0 0 0
....................................................................................... TAACTCTAGGTTCTTCCACAGH . - - ot ittt it et i it i ie e en e 22 1 1 1.00 1 1 0 0 0 0
.................................................................................... ACTTAACTCTAGGTTCTTCCA . « v vttt e te e e ee e et te e ie e eeneeaenaennenaea. 2 0 1 1.00 1 0 1 0 0 0
........................................................................................ AACTCTAGGTTCTTCCACAGE . « -+t ot ettt tie et ie i et ei e ce i e 2l 1 1 1.00 1 1 0 0 0 0
.................................................................................... ACTTAACTCTAGGTTCTTCCACA . « t v vt e te e et e et et et ie e ea e eiaeaeneea. 23 0 1 1.00 1 0 0 1 0 0
.................................................................................... ACTTAACTCTAGGTTCTTC e ¢ e e v et et e et e e e e neteeaenaenaeneeneaaennennea 19 0 1 1.00 1 0 1 0 0 0
................................................................................................................... CAAGGATGGCAGCTACEE. ... ..........cuvien. .. 18 2 8 0.25 2 0 2 0 0 0
Anti-sense strand reads
M040
GSM343916 V112
GTTTTCGCTTGGCTATGCCTTAGACCTTTATCAGGCCTGGTACGTTATGCCACTCATCTCGGGTAATTCAACTACCTTTTGTGTTGAATTGAGATCCAAGAAGGTGTCTAGTTGGGTTCCTACCGTCGATGCTGCTACCGTTTAATTAGTAACACTGT female
Read # Hit Total body |embryo male
Tkdkkdkkk ok kkhkkdkdkhkhkkkokkkkkdkkdkhkhdkkkkdkkdkkdkdkrkr (L. ((CCCC - CCCCCCCC((ennn DI et 1))))) L)) ) . kkkkkkkkkkkhkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkk**k**x gjze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
B l4_group5:1003475-1003632 - |dps 1723 |[CARAAGCGAACCGATACGGAATCTGGAAATAGTCCGGACCATGCAATACGEEGACTACAGCCCATT === =AAGTTEATGGAA -~~~ ~AAC—~AC—————————————————————————————————— A ———— A————————— CTTAACTCTAGG =~ = === ==~~~ —— == - =~ = — — oo oo ————————-——- TTCTTCCACAGATCAACCCAAGGATGGCAGCTACGACGATGGCARATTAATCATTGTGACA
droPer2|scaffold 5:5408890-5409047 CAAAAGCGAACCGATACGGAATCTGGAAATAGTCCGGACCATGCAATACGEI AGTACACCCCATT= === JeACTTCATGGA/S- - ——~AAC—-AC-———————— === — = — A A ———————— CTTAACT G T AGG - — =~ ==~ ==~ = - - - o o= TTCTTCCACAGATCAACCCAAGGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACA
droWil2|scf2 1100000004884:1093124- canfeacicaaccleaTECcGAATCTGGAAATAGTICGHACCATGC AT ARG N A G T A e = e - - — - - YA e - - TN NI - e -f--l- 8- XA - - — - - TGAAATCGRE e BT THCIECAGATCAACCCARNGATGGHAGC TANGANGA TGGIAAAT TAATCATTGTGACA
1093284 +
drovir3|scaffold 12963:5674688- dvi 10596|caanaciicrldccleaTAcGaaTlTGGAAATHGTECGIIACCATGCAATACCEHNACTECAINCE L INT\= GAAACGTGTAACGAGC T T TCAT TG T AR St ettt V- N LTI Nt r Tlel N \clecaca T AR CClgA A GATGGCAGC TACGACGATGGCAAAT TAATCATTGTEACTE
5674885 - \
droMoj3|lscaffold 6500:24797732- canfenaciicaldccldaraccaatiiTtccaraTicTlEccEACHATGCAATACCEECACH A s~ ----- IS \rhiclEcacaTcaaccgrrlGATGGCAGCTACGACGATGGCAAAT TAATCATTGTACE
24797923 -
droGri2|scaffold 15252:7777068- CAAAAGHGAACCGATHCGEAATHTGGAAATHGTECGIACEATGCAATACGEILNACTHACCCNeleie= =k GTGTGTGTGT glutats Er¥NpiclcAGaTCAACCEAAGATGGCAGCTACGACGATGGCAAATTAATCATTGT/ACE
7777285 +
droAna3|scaffold 12916:10302953- canfgacecalgecatiiccraldcTeearATAGTINGIIACCATGC AT ACCE T A G T A A e N T - — — — Emrerye - — -Vt -y - -f---F-2--——————- A - - - - - TN ThicleCAGATCAACCCAARNGATGGCAGC TARGAGATGGCARATTAATCATTGTGACH
10303116 +
droBipl|scf7180000396769:1170441- caAAAGCGAlgccldaTcGrAldcTGeAAATAGTCCGIIACCATGC AT ACCETCACTANASNCI NI \==aas ——————————— R — B B T A TGCA TG T ACAAGGA TG — T C e A\ 7\ IV N6, T G T 2. T s oo oo o oo oo o o oo oo oo o o o [l ThicleCAGATCAACCCAARNGATGGCAGC TARGAIGATGGCARATTAATCATTGTGACH
1170602 +
droKik1|{scf7180000302412:803457- canfeacceancclatiicciiardereoalgaTldc Ti#NGcACCATGCAgTACCETCACTNACLES AT T - = === PN -] E—————@TcCAGATCAACCAAEGATGGCAGCTACGAGATGGCAAATTAATCATTGTGAC
803632 +
droFicl|scf7180000454117:325062- canfeaciicaacclatiiccaarcricalaTic TG AccaTGCAlgTACCE T ACTACE RS RITI == === - — B G T A T T T TA T AAGCCAA TG s C e Ve o T & T TrgNrccldcacarcaacccarlcATGGCAGCTAGACGATGGCAAATTAATCATTGTGACA
325222 +
droElel|[scf7180000491186:1482302- canEacicanccaTiccEaAATCTGGAATAGTENGACCATGCAATACCETCAC YL ALNCEES TN = === —-—-——————— R — IS GGATATCACATAAACGATGG R o C ay- S T T R T Y N0 A O G C EriNnhiclEcacaTcaACCIA A GATGGCAGCTACGACGATGGCAAATTAATCATTGTGAC)
1482467 +
droRhol|scf7180000779312:198214- canferccaaccleATHCGEAATCTGGAAATAGTHCGIACHATGCART ANGETCACH NS EiT \====s e — — — — — - -BCiABAACTTCATATAAACGAATGEEEEEEEEEEEE B---Eg-2---—-----—- N G ClS T € TR e e e e IICG2 chCAGATCAACCEAAEGATGGCAGCTACGACGATGGCAAATTAATCATTGTGAC
198376 -
droBiallscf7180000301518:1130260- calganciicaldccfdatiicoiiaaTcTooABATAGTIRNGIACCATGCAA TACCEECAC T C e e e et — — — — — - - ACH A R T G T T A T G T GAGCGA T TG B---E-a--—----—- TR TIC C— — T A T e e e TT@TCCCAGATCAACcCAAEGATGGCAGCTAEGACGATGGEAAATTAATCATTGTGAC
1130423 -
droTakl|[scf7180000410803:26754- canEaclcAACCEATHCCEAATCTGGAEATAGTENGINACCATGCAATACCEEEAG T R . 2. — — — — = IV YR A/ BT A A TA T CREEEE e-----—-——————- B---&-8-------- T NN ol C C T R e TT@TCECAGATCAACCCAAEGATGGCAGCTACGACGATGGCAAATTAATCATTGTGACE‘
26912 +
droEugl|scf7180000409554:857147~ CAAEAGCGAACCEATACGEAATCTGGAEATAGTIRNGIACCATGCAATAGETL S CT AN ST = = == = — - ATTA T C T TAA T N - - B By --—-—-——————- B----a--—— CTTAANEC G- - — - — -~ TT@TCCECAGATCAACcCAAEGATGGCAGCTAEGACGATGGCAAATTAATCATTGTGAC
857302 -
|dm3 lchr21:8660525-8660697 + I |carBaclicaaccEaracc@aaTcTecrBaTacTcRcRAccaTGCARTACC G TACACHE ST (ol N — — — -—- ARG G A CTATGTGAGCAAGT G GE---§--E2r-—-—-—---—-- Y-, —-_©_c—H_H .- e__e§_e e _—_—_._—_ I —__-_ .. .. - TN T C P TeE [T RelIC ClECAGA TCAACCCAANGATGGCAGCTACGACGATGGHARAT TAATCATTGTGACH]
ldrosim2|21:8373678-8373846 + I |canEaciicaaccdaTiiccdaarcTeergaTracTcilcaccaTecAgraccEl R C ARG S ST e T it  — - — - - - A CEEEC A CTATGTGAGCAAGT G B---A-n-— - - - — - — — — N ———————s GBS ™Al S HH i TN e h e C e [T~ - ResiC ClECAGA TCAACCCAMNGATGGCAGCTACGACGATGGCARAT TAATCATTGTGACK]
droSec?|scaffold 3:4139995-4140165 canEacicarccleaTHCGEAATCTGGAEATAGT CINGINACCATGC AT A CC R R E A A G R Tl ————— — — — - - - ARNGEEEIGACTATGTGAGCAAGT GREEEEEEE T B---g-2-------—-—- T - - — - — — — e e e e e ﬂ———ccCAGATCAACcCAAEGATGGCAGCTACGACGATGGCAAATTAATCATTGTGAC
4+
larovak3|[2L:11304365-11304536 + I lcanEacicalccariiccanTcrccaaTAGTCRGRACCATGC AT ACGETCAG T A GO T 1LY i~~~ ~ - -2 A N GEE A A C T T TG T TAGCAAG TG B---Een--—-—--—- A= — - — - — - T e T AARCCTTTTTT T T Qe rccfgeacaTcarcccArIGATGGCAGCTACGACGATGGCARATTAATCATTGTGAC)
droEre2|scaffold 4929:9252155- canfercicaldccldrTiicrATCTGGAATAGTCGIIACCATGC AT ACGEEGA G T A CH G R T e oo N — — — — — ey c---g¥ee- - B---E-2---—--- GAC AN NG ol - - - R e e e e TTTTT TR GCG2 chCAGATCAACcCAAEGATGGCAGCTACGACGATGGCAAATTAATCATTGTGAC
9252316 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:1003475-1003632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:1003475-1003632
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1723.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:5408890-5409047
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004884:1093124-1093284
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:5674688-5674885
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_10596.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:24797732-24797923
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:7777068-7777285
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:10302953-10303116
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396769:1170441-1170602
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302412:803457-803632
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454117:325062-325222
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491186:1482302-1482467
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779312:198214-198376
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301518:1130260-1130423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410803:26754-26912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409554:857147-857302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:8660525-8660697
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:8373678-8373846
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:4139995-4140165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:11304365-11304536
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:9252155-9252316

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 1425 |4 groupl:4851238-4851299 + | candidate |Mirtron |intron

ISR S P Tigmis match in alignmen] _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds
Flybase annnotation
intron [Dpse\GA16597-in]; CDS [Dpse\GA16597-cds]; CDS [Dpse\GA16597-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M040
M059 M062 V112 GSM343916 GSM444067
TATCTGCAGGAGCGATTTGCTATGCTTTTGGAGAGGGAGACTATCGTCACGTAAGAAAGTGGTTGCTCTAAGAAAATGTACTAGAATTTAGGGCATCTTCCATTCCTTACAGAACTAAGCTGGTARATATAATCATATCGCATTTATCCACATCAACGGACA female
Read # Hit |Total body | embryo head male embryo head
R N A N N 1)))))))) e it ))))) L)) ))) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total body
....................................................................................... TTAGGGCATCTTCCATTCCTTACAG . & ¢ v v v et e et e te et e e e eeeeneneeaeneeaeaenneaeneea 25 0 1 2.00 2 1 0 0 0 1 0
....................................................................................... T TAGGGCATCT TCCATTCCT T . + v e e e e e ee e e e ta e e e eaeneeaenenaeaeneeaeaenneaanaea2l 0 1 2.00 2 0 0 0 1 0 1
.................................................. GTAAGARAGTGGTTGCTCTA « & e v et ettt e te e et e e e e et et et et e e e e e e e et ettt e ettt e ettt et et iieea e 20 0 1 2.00 2 2 0 0 0 0 0
........................................................................................ TAGGGCATCTTCCATTCCTTACA . « « e e et e ea et e e e e eneeaeaenaeaenenneaeneeneaas23 0 1 2.00 2 0 2 0 0 0 0
..................................................................................................... ATTCCTTACAGAACTAAGCTG e « v v vt ettt e e eieeaeneieeneneeaeneeaene 210 1 1.00 1 1 0 0 0 0 0
........................................................................................ TAGGGCATCTTCCATTCCTTACAG ¢« e o e v et e et e e eeeeenenneaeneeaenenneaeneenenes 24 0 1 1.00 1 0 0 1 0 0 0
.................................................. GTAAGARAGTGGTTGCTCT . ¢ e v et e et e e te e et e e et et e e et et et e e e et et e e et e ettt e et te et teeaeneaeneneea.. 19 0 1 1.00 1 1 0 0 0 0 0
....................................................................................... TTAGGGCATCTTCCATTCCTTAC .+« e v et e e et e te et e e et e e neeeaeneeaeaenneaenan. 23 0 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
ATAGACGTCCTCGCTAAACGATACGAAAACCTCTCCCTCTGATAGCAGTGCATTCTTTCACCAACGAGATTCTTTTACATGATCTTAAATCCCGTAGAAGGTAAGGAATGTCTTGATTCGACCATTTATATTAGTATAGCGTAAATAGGTGTAGTTGCCTGT
Read # Hit |Total
R N A A N 1)))))))) e it ))))) L)) ))) L Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total
No data available in table
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldps |4_groupl:4851188-4851349 + |dps 1425|[TATCTGCAGGAGCGATTTGCTATGCTTTTGGAGAGGGAGACTATCGTCACETARCARACT==CCTTCCTCTAAGAAA-ATGTACTAGAATITAGEEC-—=—=————————————————— A--TC--TT--CCA-T-TCC--TTACAGAACTAAGCTGGTAAATATAATCATATCGCATTTATCCACATCAACGGACA |
ldropPer2|scaffold 5:365746-365907 - || |TATCTGCAGGAGCGATTTGCTATGCTTTTGGAGAGGGAGACTATCGTCACCTAACAARCT==CCJTCCTCTAAGAAA-ATGTACTAGAATITAINGGC-——————————————————_—___ A--TC--TT--CCA-T-TCC--TTACAGAACTAAGCTGGTAAATATAATCATATCGCATTTATCCACATCAACGGACA |
droWil2|lscf2 1100000004521:4472393~- TATCTHCARNGARCGHT TTGCATGC TINT GG ANAINNGANCIA TG T c A C B AR C e N R e i el e~ — i TH T i ——— AACTGAATTCCATTTTAGATTCCARATTEIEIAATEEUGVNSNENC/E IV SiNeA T CIN IV Cile TN TSI NIINS T il VNelcle C A/
4472552 +
drovir3|scaffold 12963:19703766- NI TINEIINe CI\a [ chilc allc chilT TilG cCi¥e CINSNA cCENSN ARG TGNl iGIE TG CliccAACKTGAANG- - - [N A CATA - AA T AN Al CC A C T s A--T(e--[ofe--I\ciy- T Tfely- - TracaGdcErdcc Tl e TEraTAEA T TATCGCART TN cACAldcArlG G
19703926 -
droMoj3|lscaffold 6500:23499167- N2 FNE C Tlen TN C A ANTINE TIVG Ci¥ECINGA TN A RCI G TN i E T GcA T TCAA - - TV - - - NI A TA - A A T AN CCC T A T C T it e AT TCIlART T TRAR T TEEUEVATINEACl8a N C 2 TINEIVN VDAY TN Cl¥e 2 SFE\Cliilc A A TINS G CBCIA T c AN
23499325 +
droGri2|scaffold 15252:11169008- AN TielerNe ci\a Al ciic A G e cldelehic ci¥e NS C ClNS A i A —INANA CliGIET TT ) EE T Il TG - - - - - - - CEFNWTC - AATAN- - - - - - - - -FEEEEEEEEA ARA cAACTTAAAT TN - BB - lia TR TEEEEN T TREUIC C TINE T T/8la C G T[eiNeleliGEY XA C I A INEN IS Eii il XIS G/ T/ ele c Al
11169165 -
droAna3|lscaffold 12916:4466234- TATCTIACAGGANNGATT THCEA TfEC T T GoAlacEcAckcEA TG ThiA C O ARG TN~ LN N N N A R 1 o e T e - AAGCACTCTRTATTREN - B - cAAG TG T TCChliGTEE G Cle CEVAAShClelicINN Gl TINuA N CiNe A TNl bl G INII NI Xiel C I T/ele c 1
4466391 +
droBipl|lscf7180000396737:318841~ TATCTGCARNGARCGATTTHC TATHC TENAT GG ARARNG AL ClA TG T CERARC A I NN = N N C T N o ele - ~ Th N~~~ ———— AATATATEEEES ATTEERITTTAAREATTRARNT TCCIRlGTINEGCA CINa SN TGV NN Il TINEA R Cile A TN G I NTe CIN T/efe c T/
318997 -
droKikl|lsc£7180000302643:268258— iU CleLelerNEIT N~ 2 TN C /S I T/l G CiNIINSINININe c T T NINS v V. \Elc it TR cACiiTGITAN - - -[Y-BcalE - - - - - - -AGIHFNAETGTCTTTTTTTTGAGAT TTTGRACT e TAAIEE TS cEARA T TEC TONEIAC/S CINNEINEIehiGENACINI T G TINI IRl NI Cilc il Ne Tide c/X T /ele el
268432 -
droFicl|lscf7180000453842:700985- TATWTGCARNGANGATTTGCEeT G TS T GG AINSGE G AL C T A TG TEYA C BT A G A AN = = N ey N NG T T 7. 2 — A TH T - — - —————-L¥. CAGATATTAATACEEUITTAIEEEA A THCENT TEELEFNGNE G CBCEY A Bl RGNS I TEGIA /NI CINe A FNEL NI NFNde i\ ele C/ohy
701144 -
droElell|lscf7180000491338:394205- TATHTGCARNGANNGATT THcRIETIAC T T TG o AlXEc G oallac T A THG TEA oA e e N T i - L T T ———————- GCAGATTTTAAAATEEARTTC-EE - - -F-Eac TR T TINGACCIC AMNleliGEYACIC cINiA NI TR S L I NIl Xe Clide /YT /ele clel\
394355 +
droRhol|lscf7180000780102:23129-23289 TATCTGCANGAINNGAT TG CINA Tlec T T TG e AlNA GGG AlA CEA THG TE\A c O A el = L\ T Th T AR 1 A - A T T~~~ AACAGAAATTAATAGENOCCIEEA T TRIT G T ARG T TENEIACE CIAGEelehicENAC Gl il A INUNIIF N Sl VNI NI Xde i\ rele c/oY
+
droBiall|lsc£7180000302422:6879459- TATCTHCAGGANNGAT TG C TE TR TiNeT GG ALXSG GGAGHCleA THG Tin B R A G AR == Gl T T N Tl AT el 7. - 2 Ti T~~~ LY, TAATATTTAAACCEEIAGCCIEEIAACAATGEAREINIT TINJACE CCCENEECINACINI TN A INUNVI TN L VNI Nile C/X T ele C/oh
6879620 +
droTakl|scf7180000415708:206495- TATCTHCAIRNGAGCGATTTGCT/ET GlT/Ee T GGARA GGG AL I T C G TiA C oA Al = = G T el T A e ~ N T N ——————— LY. CATACTTTAATCTRRAGTCilAREA T TR TN T AREIIG T TENE T CECIGEIiNelelGINACINI CINi A INUNISIF NI L F-NNeIeFNe Tj¥e I T ele C/hN
206656 +
droEugl|lscf7180000409767:85548-85708| | TATCTGCAGGARNAGATTGCTETGCTINGTING ARALNNG AL ClA T Co T A BT C e~ e T T S e Tt e - 2 (e T e~ —————- % GAGATTATAAAATEEUNOT TAAREA TINEEIA TEEEI T TINEICE CING A ife A IW-FNACIC I A INUNIIT UL NN NI Nde i\ rele c T/
+
lam3 lchr21:5533693-5533852 + | CAAGGATTATAAGAGEEISTCCIEETTGEARIGC TR I CEICS CINC ANl IV Gl GIRITINI Cils CFIAC CiF Nilslel e Glis cA(ele c 1N |

CAAGGATTATAAGCLGEIACCCIEEA TCRARNT TR LG NIACE Ci\c ANl NNC GG TINECINE CFACIE VNG Gife cYrele c/oF |

[drosim2]21:5338805-53380963 + |

|3i8§§iz§“§rf§%é%eﬁ—%§%%ﬁ9i7“? T ”T‘A‘T‘c’f‘

TR T YA C'T‘7\H(§7\__ N ALIM NN A A e e — — — — — — — — — — — — — r:nnr:r:nrnrrlnrrlnnr:r*Ar*r*r*nnr‘ ey M Mial N\ Al ek A Aias=s A A sy
NiaehlGiNgelv Ve T T\ ACEECA - —- - —-- - — - GBI Cil- - - — - — - - — - — - —— - CAAGGATTATAAGAGRRULSTCCIEETATHASCATREIULG O NACIECAG lehiln hIVNAC Gl
droEre2|lscaffold 4929:5619966- TATCTHCARGAGGET TGc TE TR TiNT GG A GG GG AR ClEA TG TiA cER ARG SN A= =Ielel Xel Telol I No T el - 2 T (o T i~~~ —— L% AAGATTATAAAAGEECTTCCIEETATHANCATEEUENGINERCECIGEeliA SVNNAC NN A NI CITdEdNCITNTe T/Ns Ve il T/deCIN
5620125 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:4851188-4851349
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:4851188-4851349
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1425.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:365746-365907
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:4472393-4472552
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:19703766-19703926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:23499167-23499325
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15252:11169008-11169165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12916:4466234-4466391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396737:318841-318997
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302643:268258-268432
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:700985-701144
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491338:394205-394355
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780102:23129-23289
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:6879459-6879620
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415708:206495-206656
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409767:85548-85708
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:5533693-5533852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:5338805-5338963
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_5:3612174-3612332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:13661040-13661192
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:5619966-5620125
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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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Size Condition 28715300 28715250 28715200
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA20257-in]; CDS [Dpse\GA20257-cds]; CDS [Dpse\GA20257-cds]; utr3 [utr3 minus 8032]; utr3 [utr3 minus 8031]; utr5 [utr5 minus 9370]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR902012
M040
M062 GSM444067 M059 CNS M022 V112
TTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGGTAGGTACTAGATGGGGGTCCCCATGGATTCGTATTGATCTTTGGTATACCTCCTCTACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA female imaginal
Read # Hit |Total head body head embryo disc male male
hkkkkkkkkkhkkkhkkkkkkkhkkhhkhhkkkkkkhkkdkhkdkdkrkkrkkrkdr (.. (CCC CCCCCC - CCC- (e 1)))) D))o i)))))))))) L)) ) Rk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k**** gsize Mismatch Count Norm Total body body
......................................................................................... CTTTGGT AT ACC T C T C T ACC T . v v e e et et e e e et e e oe e e aeeeseeaeeeeeeaeseseeeeeeeeaeeanes 23 0 1 2.00 2 1 0 0 1 0 0 0
............... ieleley-Nelelok N ehine) Vol iV el Vol € e ol A~ 20 AN O 1 2.00 2 0 0 0 0 2 0 0
........................................................................................ TCTTTGGTATACCTCCTCTACCC T e v et e et e et et e e te e te e te et sttt seeeneeneeneenna. 24 0 1 1.00 1 0 0 0 1 0 0 0
.................................................. Gl AGG T A C T AGAT GGG GGTCC . « o v v o e e e e e e e e o s e e s o sis s s s s sasoa s oasaasansansassassssnesssssnssnseeeeaneeeneaeeonsanssasonesaneaaea2l 0 1 1.00 1 0 0 1 0 0 0 0
................................................................................... AT TGAT CT T TGO T AT ACC TCC T C Tt v v v e et e e e e et e e te e te e eeeeeeseeeeeeaesneeneeneeneennennana 24 0 1 1.00 1 1 0 0 0 0 0 0
.................................................. e N etk Nk N e) N el e el el s of o] o1 o R~ S O 1 1.00 1 0 1 0 0 0 0 0
.................................................................................. TATTGATCT TTGGTATACCTCCTCTACC . v v v e e et e e ee e te e te e ee e te e eeeseesneeaeeneeaeeneenenna 28 0 1 1.00 1 1 0 0 0 0 0 0
.................................................. Gl A GG T A C T A GA T GG GG G Tt « v v e e e e e e e e e e e e e e o e e et e e aa e e s o e o e ae oo e e s aeaeeesaeeeseeaeeeseeeesesaeeesesaeeesaseesenaeeeeaaass 19 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................... ATTGATCT T TGGTATACC TCC T T A e+ e v e e e e e e e te e te e te e te e seeseesaeeteeseeaeeneenaa 25 0 1 1.00 1 1 0 0 0 0 0 0
.................................................. GTAGGTACTAGATGGGGME . « -+« v v ettt ettt et ettt e e et e e et e e e e e e et e e e e et e et e e e e e 192 2 0.50 1 0 1 0 0 0 0 0
Anti-sense strand reads
M040
AAGAGATAAGCCCAGACGCTGCGACACTAGAATTACCTGCCGACGAACTCCATCCATGATCTACCCCCAGGGGTACCTAAGCATAACTAGAAACCATATGGAGGAGATGGGATTTCCACTGCGACACCCTGATACACGCGATACCCCGGTTGCTAAAGTAGCCGCT female
Read # Hit |Total body
Kkkkkkkkkkhkkhkhkkhkkhhhkhkhkdkhkhkhhkhkkhkdkdkkdkkrkkrkdrx (..o (CCC CCCCCCe - CCC (... 1))))S))) i) )))))))) L)) ) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x* | 5jze Mismatch Count |Norm Total

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

EEE |2:28715173-28715338 - |dps 856 |TTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGAGETAGCTACT==AG====== ATGGGG-—-——————————————————————— GTCCCCATGGATTC------- R TATTGATCTTTGGTA---TACC--TCCTCT----—-———————- ACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA

droPer2|scaffold 6:4047186-4047351 |ldpe 2489||ITTCTCTATTCGGGTCTGCGACGCTGTGATCTTAATGGACGGCTGCTTGACEIACCTACTS—AG === ATGGGG-———=—=—=——————————————————— GFCCCCATGGATTC---——-— Gmmmmmm TATTGATCTTTGGTA---TACC--TCCTCT--——-——-——-——- ACCCTAAAGGTGACGCTGTGGGACTATGTGCGCTATGGGGCCAACGATTTCATCGGCGA

droWil2|scf2 1100000004902:4958392- TTETgTATTCGGAECTGCGACGCTGTGATCTSAATGGIC GHCTGC TG AGETACShle
4958551 +

droVir3|scaffold 13047:6995746- TTCTIAT AT CGGGTCTGCGACGHTGEGATCTTAATGGHCGIACTGCTEcACE AT
6995825 +

droMoij3|scaffold 6540:2882016- TICTHTET SAICleA A GG T[8ACGC TG TGGGARTATGTGCGCTATGGGGCCAACGANT THATIGGCGA
2882083 +

droGri2|lscaffold 14830:2870480- | | B~ B ———— -~ — — —— — -~~~ — e e — ———————————- . GG T/@ACGCTGTGGGACTATGT/MCGCTATGGEGCCAACGATTTCACGGCGA
2870531 +

droAna3|lscaffold 13340:11996458- fic AN TIFACINSlelele G/She ~ [eh:\ele c e c/eF\ el CINNele c/eleliNeleliciaNe liGa TiiTiica - - BEEr I - - - - - - B GTCAAATAEE AR AATTTTH----------—-—- BT 2 G - R T C --——-—————————-_BGG- - -SEEIAACEAACTGGEEEEEEE g diclrdrGeTGACGCTGTGGGARTATG T cGCTARGGGGCIrAlGAlTTCATCGGCGA
11996616 +

droBipl|lscf7180000396691:884694— BckdyTeer coTcACGCTGTGGGANTATGTHCGITAldcGeacIaaccaldTTCATCGGCGA
884852 +

droKikl|scf7180000302809:586254-
586419 +

droFicl|scf7180000453800:197185-
197351 -

droElel|lscf7180000491008:2552501- TTETCTARTCGGGTCTCRGACGCTCEGARCTAATGCEICGICTGC Tl A C BN T T L O L . e CATCGGARECTTATEECARACGATCAATEEEEEEE B------- - TG A - - - — - ——— - - — - A TGT - - - T A e — — — J NI GG TR CGC T TGGGARTATGTGCGl§TATGGGGCCAACGART TCATCGGCGA
2552670 +

droRhol|lscf7180000777406:3803-3956 TTETHT AT CGGGTCTCRGACGCTGEGARCTEAATGGECGICTGC TG A G e T T e el = = e e —-—————-[ETiC- - BEEIA TG TGGTCAT CREEEE A C AT T A e --—-———————-AlATGT- - - TEEIeA Cle - EEE e — - pYelele” GGTGACGCTGTGGGACTATGTGCGTATGGGGCCAACGAMT THATCGGCGA

droBial|scf7180000302113:3690220- SGINITACiVe Cllelieive  TNeIeNelNeNCshi CINNiNele Cofe c/SlNeleliiclagNe e G lElcliTAlTC- -CCATTAN - - - - -EoTACEEEEEm e CTGTCH--------—-—--—-EEET AR R CR GAAATGCATTCREEEEEEE T ——-————————— AT TGG- - - T A A - - Bt BClcldr AAGGTGACGCTGTGGGACTATGTGCGETATGGGGCEAACGAMTTCATCGGCGA
3690378 +

droTakl|lscf7180000415417:666167— TTTCTARTCGGGTCTGRGACGCTGTGARCTMAATGGECGCTGC TG A G e T A T oo G R = = o e cHCEecA Y- - - -y . T TLE T XelA — — A e — — - —————————- BClcldr AAGGTGACGCTGTGGGACTATGTGCGETAMGGGGCCAACGAMT TIATCGGCGA
666324 —

droEugl|lscf7180000409246:62340- TTTCTABTCGGGTCTGRGACGCTGTGARCTTAATGGECGRCTGC TG A GO C T N el S V. VAR = A A A AAGTCH-------—-—-—-—-BEECATCTGACCATA SR GCAT T2 g A 2, — — ~F\ARNC - - TR AT - - — - - - ———————— BCci A AAGGTIIACGCTGTGGGACTATGTGCGCTATGGIGCCAACGAMTTCATCGGCGA
62502 -

am3 lchr3R:13716268-13716432 - | [ ChYshy cilsleleleh¥shfel~ & clSlelshdelcler Nk C LN Cefelclolel» Shelshi ClerNelchic Al TGlicC - -CCRn - - - - - -Eo e CATTAGAGCACCTCE-------—--——- BB Tp | Ll — TN T [T X N T el Al A A A GG TGACGC TG TGGGACTATGTGC T ABGGGGC CAACGART TCATCGGCGA|

ldrosim2|3r:7551026-7551189 + I |rrErcTairceeeTercleaceerddealicTEr ARG e clleToc Tldc A RS NI T e

e~ — TN T [T YT N T el AL flCfen A A GG TGACGC TG TGGGACTATGTGCGETABGGGGCCARCGART THATCGGCGA|

droYak3|lv2 chr3R random 203:1002- e 2GR TA CGC TGTGGGACTATGTGCGETATGGGCCAACGAMT TCATCGGCGA
1058 -

droEre2|scaffold 4770:7908850- S GINITAClySlelelellelivelele celelehve c /N C/shi CINAC e clofe SiNelelicldNe el icalclicTcEE - -ccacEs - - —- - - - — TLVAT I NSITT NN LT VX Telelc CClen i GG TR CGC TG TGGGACTATG TGC T AGGGGCCAACGAMT TCATCGGCGA
7909019 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:28715173-28715338
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:28715173-28715338
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_856.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:4047186-4047351
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2489.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4958392-4958551
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:6995746-6995825
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:2882016-2882083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:2870480-2870531
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11996458-11996616
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396691:884694-884852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302809:586254-586419
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:197185-197351
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491008:2552501-2552670
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777406:3803-3956
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:3690220-3690378
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415417:666167-666324
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409246:62340-62502
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:13716268-13716432
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7551026-7551189
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3R_random_203:1002-1058
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:7908850-7909019

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dps 3611 | XR group6:95217-95289 - || candidate || Canonical miRNA || intergenic
Legend: mature star [(183 i E1(d BT IT TS _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
GSM444067 M022
TAATTCATTTTGAAGTGGGAATAAAAGAAAAGCAAACACCGCACTGTCAGTTGAAAGTGTTTGCGCAATTCTAAAGCATAAACATATTTATCTTTAGTCTTTAGAATTGCGCAAACACTTTCAATCTATTTGGATTCCAGGAGAATCTTGGGCTTGACATTTCAAAATGCCTC female
Read # Hit |Total body | head male
hkhkhkhkhkhkhhkhkdhhkhhkhkkhkhkhhkhkhkhhkhkhkhkhhkhkhkhhkhkk T e e e D D D e D D D R D D D D D D R D D D R D D D D D D DD D D D I hhkkkkhkkhkhkkhkkkkkhkkhkkkkkkkkkkhkkkkkkkkkk*x*x**x gjize Mismatch Count Norm |Total body
............................................................................................... AGTCT T TAGAAT TGCGCARRCA s « v v e e ettt ee e e ettt teeee e ettt e e st 22 0 1 2.00 2 2 0 0
................................................................................................ GTCTTTAGAAT TGCGCARACAC . « v v et e e e ettt eeeeeeseennnaaaeeeeeeenaaaaeeeennnnnaneaa22 0 1 1.00 1 1 0 0
........................................................... U eTof el 0NN B o :V-7-X ] o)X 2% O N 0 1 1.00 1 1 0 0
............................................................................................... AGTCT T TAGAAT TGCGCARRC . « v v v e et vt eee e e oo sanananaeeseeeennaaeeeeeeeenneaaeneennnnaaa2l 0 1 1.00 1 1 0 0
............................................................................................. T T AGTCT TTAGAAT TG G A e + v v vttt e e e e e et eeeee e teeaaeeeeeeenaaaaeeeeennnanaananaa 20 0 1 1.00 1 1 0 0
.................................................................................................... T T AGAAT TGCGCARAACACT T+« v v vttt e e e e e et teeee e e ettt eesetiiaeaaaaeanaaa. 20 0 2 0.50 1 0 1 0
.................................................. TTGARAAGTGT TTGCGCARATTC e+ v v e e e e e e e e e e e e e e e e e e e ee e e e e e e eeeee e e e teeee e e e eeeeeeeeeeeseneeeeeeeeeaaaeeeeeeenaaaneeeennnaa 2 0 2 0.50 1 1 0 0
Anti-sense strand reads
M040
GSM444067 V112
ATTAAGTAAAACTTCACCCTTATTTTCTTTTCGTTTGTGGCGTGACAGTCAACTTTCACAAACGCGTTAAGATTTCGTATTTGTATAAATAGAAATCAGAAATCTTAACGCGTTTGTGAAAGTTAGATAAACCTAAGGTCCTCTTAGAACCCGAACTGTAAAGTTTTACGGAG female
Read # Hit |Total body head male
khkkkkkkkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkhkkhkk (((((((((((((((((((((((((((.. ((((_ ((....)) _)))) ..))))))))))))))))))))))))))) ....... khkkhkkhkkkkhkkhkkhkkhkhkhkkhkhkhkkhkhkkhkhkkhkhkhkkhkkhkkhkhkkhkkhkkkkhkkkkkkk size Mismatch Count Norm Total body
....................................................................................................... CTTAACGCGT T TG T GARAG T T . e v e vt e e et ee et tee e et e et et eiaeeenaaeeneaaa 2l 0 2 0.50 1 1 0
...................................................... T CACARAACGC G T T AR GAT T« « v v e e e e e e e e e e e e e e e e e e e e e ee e e e e e ataee e e eeaeeeeeeseeeeeeeeeeeaaaeeeeeeeeeaaeeeeeeennaananaaaa 20 0 2 0.50 1 0 0

Show Alignment With Reads‘

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

ldps |XR_group6:95167-95339 -  |ldps _3611||TAATTCATTTTG-AAGTGGG---—————————————————-— AATAAAAGAAAAGCAAACACCGC---ACTGTCA---GTTGA---AAGTGETTGCECA-ATTCTAAAGCATAAACATA-~TTTA-——~—————————~ TCTTTAGTCTTTAGAATTGCG—~CAAACACTTTC-—=————=—=—=—=—=————————————————— AATCTATTTGGATTCCA-GGAGAATCTTGG--—-—--—-~ GCTTGACATTTCAAAATGCCTC-|

droPer2|scaffold 12:771663-771835 TAATTCATTTTG-AAGTGGG-————=——-——=——————————- AATAAAAGAAAAGCAAAC[ECCGC---ACTGTCA---GTTGA---AAGTGETTCCCCA-ATTCTAAAGCATAAACATA--TTTA-————————————- TCTTTAGTCTTTAGAATTGCG—~CAAACACT TTC-—————=——=—=———————————————— AATCTATTTGGATTCCH-GGAGAATCTTGC AN NS TN N Nn b Tl T C T —

drovir3 2caffold_13o4 9:22356252- ICINENINC il T TG T[T CATAAAATACGAGTAGAACGTTALVXFNYNNEC CINTE TIVNA T/oln ISRERNAG Cleli¥elc T G Tlehililc - ccAINNalNe L diele (ol G G VN NE LA NGIGI NI A AT T TCAAAACT G - - - - - - — - — - - AL T Tl A e - - - - - — — — - e e et - — — — = = = = = — - B
22356391 -

Groto3s[acarfold Gi40 10106380 TR - e B e e D e e e 3
19196393 +

droKikl|scf7180000302686:1069487- TeaTTCARET TH-EAGTHGR- - - - - - - - ———- PNXUNNNNeCCccle TINNATINASIElSA G AING ClelNel- el A GCGA T GAJNEl B e[S CNAINGIIGINVINE - — - — - — - - — - — - — e — — B — — — — — — — —— —— = ————————————————————— e — et — — — = = = = = = = B
1069569 -

droFicl(scf7180000454065:1622372~ TEATTCARYT TH-ec TG - - - - erannaifdenaciiaranfpARCGC - - - Ald8GTCA- - - GTTGA- - A AT Gl R C e e A A e T A A A e — — it — ——— —————————— B R ,—,——e—-A-APHRR. I Iy = = =~~~ ——— I
1622449 -

droElel|scf7180000491000:1112871- TeaTTCAST T -EA XSG - - - - GTINNAT G T CCINNEGHGITINA A[TSRERN G C A NSRRIl Ie CRERYVNele iiilc/e Clo/ A/ GIlshi VNNEGI AT - GINEEINAWACA TCGCGAGCARREA AN GI\A CGCGliGEC TANA T TERAINN A/ NSllc CACAACTAACACTGGAGGTAAACAAATTTGAGGCA - - - GllGHGINee CiliiT T/NA 2 ANV C/leE cA A A GCATAAANA A NN TIAT GGAEA TCRG
1113095 +

droRhol|sc£7180000779347:39882— TeATTCASET TH-EAC TN - - - - - - - - - - - - ——————— (eleln 2 A njdeleln Achia A ARARCRIC - - - Al T CA - - -G TTGlE- - - A AL TR HEC ChIC AN A T C T A A A e — e — — — —————————— i — — ] — — — — — = — = = = = = = =~ — e - g — — — — = — = — = — - B
39958 -

droBial||scf7180000302334:693997- TeATTCASET TH-EAC TN - - - - - - - [eTanraniolelenciirarfiacGe - - - Al8GTCA- - -G TT[lg- - - AATCET TG CRICALNAET CTAA AC i — o~ — —— —————————- i — — ] — — — = — = — = = = = = = = == ——— i et — — — — = — = — = — - B
694073 -

droTakl|scf7180000415268:93449- TEATTCAET TH-EAC TN ——————— - ——— [eTaranidler AchiaArlACGC - - - Ald8GTCA- - -G TT[8A - - - AT CRTTCCRICAINACTCTAAACIEAINA 1 Pl e — — — — - ———————- B — — ettt — — — — = = = = = = == == — = ————————— e e — — — —— — = ==~ - B
93530 +

droEugl|scf7180000408844:422472— TeaTTCASYT TH- e TG ------- - - - - ——- GCIGIGI T CCGINETIVNNGINA GIEISRERSNG ClelNeI Rl live c BERF VA e L hicle.c o A/ G NNV NEGI AN - GCINUNEIA AWNC T TAGCGGGTTGGCGGIRMNACT CAGGECCIBIATACGAG VAAGIIGAT CAGCTGACACGTGGGGCAAACAATTCGGAGGCARCAMIGHANEECIiC T TiA T AINI VYNNIV AR TAAAACATAAA ARG - - — - — - — - —-—-—-_F
422688 +

|dm3 lehr3r:15687575-15687800 + || [rBarTcA ST TH-BAGTRING - - - - - === ——-—--—---—- GGCINNTIATIATI NN N/~ SN C TilS el c R ¥ A IE i el T[S ARG VN A G AN - AAMTA A ACHA A TCGC GG T TGIA AN A CGCANGECIUEIA TAREAIN VA GBlCCACAGCTGACACGGGTGGTAAACAAAT TGGTGGCA - - -[SiiGHAINEGlic T THA T ANVl AA AGCATAA A A AN TR T ccAEA TC TR

ldrosim2|[31:15318299-15318522 + | TR A ST - BAG TG - - - - == ————-——=--—- GGCINNTIT C NN YNNI~ SR C TS N il c I ¥AA N i e e T/ ARG PV VA G AR - CIN YN A CHlA A TCGCGG T TGl AN NA CGCANGEICINEIA TARSAIN VA GBIlCCACAGCTGACACGGGTGATAAACAAAT TGGAGGCA - - -[SiiGHAIReleclic T THA T ANV Xisli /el A A AGCATAA A JIA AN TR T GG Al A TC TR

droSec?2|scaffold 0:7798994-7799079 TATTCASYT TH-EAGTIING - — - - - - - = - = - = - ———————— el 2l ilelelr AccAAACARIClC - - - Al TCA - - -G TTGE- - - AAITGETTCCRICALNAET I NA AR NEAIN A A [YEn T2 — - P — — - — - ———————— B — — ] — — — = = = = = = = = = = = = = == — = ————————————— B — g — — — — — — = — = — - B
+

droYak3|v2_chr3L random 094:73825- TEATTCAST TH- AAGTHGG -~~~ —-——————————————- eranrfirifdnaaceanAleECGC - — - AlTCA -~ - GTTi8A - — - AR T Gl G A N A e T A A A et i ————~———~———— e — e — — — — = — = = = = = = = === = = = — = mm—— e Iy — — — — — — — = — = e
73900 +

droEre?2|scaffold 4784:17944769- - - — - — - — - — - e T yTarfANderAGCAAANAINEGC - - - AT CA- - -G T T{8A - - - A AL TG T T GOl A N A e T C T A A A — — i~ — —— —————————- e — — ] — — — — — = — = = = = = = = — e — g — — — — — — = — = — e
17944833 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:95167-95339
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:95167-95339
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3611.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_12:771663-771835
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22356252-22356391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:19196384-19196393
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302686:1069487-1069569
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454065:1622372-1622449
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491000:1112871-1113095
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779347:39882-39958
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302334:693997-694073
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415268:93449-93530
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000408844:422472-422688
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:15687575-15687800
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:15318299-15318522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:7798994-7799079
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=v2_chr3L_random_094:73825-73900
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:17944769-17944833

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps_1056|3:6571511-6571575 - ||candidate | Mirtron | intron

Legend: mature star [(183 i E1(d BT ITg 1T _

Predicted structure
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6571600 6571550 6571500 o I | I o - -
Genomic Position 21 00 23 | | |
Size Condition 6571600 6571550 6571500
Genomic Position
Hairpin partition - Sense -#- Antisense Mature
Hairpin partition Mature
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA20985-in]; CDS [Dpse\GA20985-cds]; CDS [Dpse\GA20985-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR902012
M040
SRR902011 CNS GSM343916 GSM444067 M062
GTGCCAGGTGTGACGCCACCCTCGCCCTTTTCGCCCCGTTCGAAACAGCGGTAAGTGGGAAGACACGACCTTTTGAGGGGTATTAACATTGAAAATTCGTGTCTTTATACTGCAGGTTCCGTCAGCAGAAGAGTGCGTCGCTTCACTTGGGCTATCTGTGCGCTC female imaginal
Read # Hit |Total body testis disc embryo head head
R e e N (AR N Y N N 1))))) 2 )))))))))) L)) )))) Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk***x gjize Mismatch Count Norm Total
............................................................................................. AATTCGTGTCTTTATACTGCAG . « v v e e e v e te et te e et et ieeeneaenenaeaenenaen. 22 0 1 3.00 3 0 2 0 0 1 0
............................................................................................ AAATTCGTGTCTTTATACTGCAG ¢ e e e e et et e e ea e eeeaenseaeneeaenenneaeneenenenae23 0 1 2.00 2 0 0 2 0 0 0
.............................................................................................. ATTCGTGTCTTTATACTGCAG + « + « e e v et ettt et ettt e et ie e et e ieeneneenen. 210 1 2.00 2 2 0 0 0 0 0
.................................................................................................................................. GAGTGCGTCGCTTCACTTGGGCT .« v v vvevne.. 23 0 1 1.00 1 0 0 0 1 0 0
............................................................................................ ARATTCGTGTCTTTATACTGC « « « ¢ e e e ee et e e eae e aeetaeneeaeaeneeaeneenenanaa2l 0 1 1.00 1 0 0 0 0 1 0
..................................................................................................................................... TGCGTCGCTTCACTTGGG. « ¢ v v v veen... 18 0 1 1.00 1 1 0 0 0 0 0
.............................................................................................. ATTCGTGTCTTTATACTGCAGH. . . . oot i i i i e i e e 22 1 1 1.00 1 1 0 0 0 0 0
Anti-sense strand reads
M040
V112
CACGGTCCACACTGCGGTGGGAGCGGGAAAAGCGGGGCAAGCTTTGTCGCCATTCACCCTTCTGTGCTGGAAAACTCCCCATAATTGTAACTTTTAAGCACAGAAATATGACGTCCAAGGCAGTCGTCTTCTCACGCAGCGAAGTGAACCCGATAGACACGCGAG female
Read # Hit Total body male
ek ok ok ke ok ke ok ke ok ke k ok ke sk ke ek ke ke ok ok (( (L (. CCCCCCCCCCe e (OO e e e e e 1))))) 2 )))))))))) L)) )))) . Lk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*k**x 5jze Mismatch Count Norm Total body
.......................................................... CTTCTGTGCTGGARRACTCCC . + v v e e et et e e et et e e et e e e et e e e e e e et e e et et e e ettt et te et ettt et e eeeaeneeaea. 20 1 1.00 1 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldps |3:6571461-6571625 - ldps_1056 |GTGCCAGGTGTGACGCCACCCTCGCCCTTTTCGCCCCGTTCGAAACAGCGGTAAGTG-————~- GGA--—--——-- AGACACGACCTTTTGAGGGGTAT---TAACATTGAAAATTC--—-GTGT-C-TTTATACTGCAGGTTCCG-TC--AGCAGAAGAGTGCGTCGCTTCACTTGGGCTATCTGTGCGCTC |
|droPer2|scaffold 2:6792316-6792480 - |GTGCCAGGTGTGACGCCACCCTCGCCCTTTTCGCCCCGTTCGAAACAGCGGTAAGTG-————— GGR-------- [BAGACACGACCTTTTGAGGGGTAT---TAACATTGAAAATTC-—--GTGT-C-TTTATANTGCAGHTTCCG-TC—-AGCAGAAGAGTGCGTCGCTTCACTTGGGCTATCTGTGCGCTC |
droWil2|scf2 1100000004513:5763932- Enelele clelec Al TING TS cldle A lslelslelehiliiCiNe CA A GEA A ARAMGG T A - - - - - -[eilaGAGGCHT TIEEEEEEE AJNR\A CTAN T TiiAINE T TACTCIMNCAT - - - - - - |- - - - - - - TEEEETC - NS TIGACAT THEFNEARC T8AACGGCINAANAINNEGE CA T Tile A SilGIINeIliA » o TN C TiRECIE Tde C |
5764089 -
drovir3|scaffold 12875:8582749- GTGCCAGGEGTIeppiC CACCIXgcGCCCTTTTCGCCHCGTClAABCAGCGGTAAGTH- - —- -~ - A - ARTINT-INSTilA GCACT T TG TIT GCIT T TRAN - - - - - - - -EEEEIEA - GRS TillccCT TilE@NEAINC T[HERNSEE T A A GG CT - - - [8AGETGIlGING CileA 2 IINE TINeINelslele e
8582904 -
droMoj3|lscaffold 6496:18624360- cecccacccTigiccccac@¥cilccilTrlercilcclecdecEr aldcallcceTanc - ----- - ATfE- - - - - cllccaalialNaET A AINERECINATINEN T TCTT - liGCc TACAA - GREGClliic CINTNEFNE Clic TSR CSERINA ARNCEVAA T - - -[Sci¥ea ANCING Cl¥eA AT TiiCiRe T/elehe
18624520 +
droGri2|lscaffold 15245:1991981- ehiT(ele c/efeneiT GA THle T/eA Gloln e IV CiNIeleteln Slelilisl CINAG I NIty N-Neli T T T G CRElc TTAAGCCTTAAINA GA T TAINS Tl AR TIA T T T TGCl{A A TN - - TINEWA T - - - - - - BEEE - C - GET TilliCiiT T A[INE Clia T/HleRtNeER¥Ne A I C T CAIS il - - - iGN\ Cliaa ARINITIAA T T/ GT]
1992149 -
droAna3|lscaffold 13266:2702231- crhicclecciloTca®iccaccircceceTT@icicciiccdrcEardacccoTlgaciYe- - - - - - 1X8- - - - ---- ATTINANT T T TiiCCGA -[ET{leCINERE CIVATINEN A - - - [{a TEEESA c TR - i T GIT| Il NEleC A e ARG RSN TGNV A c TR TiNe A I -XeliNe A Sl ¥ i TiNelde T/ele co
2702391 -
droBipl|lscf7180000396427:1194437- creccccileTcai®iccacclercecceTTichccliccdTcargaccecTlgacTl®- - - —- - cle-—-—-—-- GeTINTT TINTiiC CAA - Ealde CINEEE CINGSENEN AN - - - [ia TEEEEIA C ThileRtL - liT GC Tie[I N ACA e AR CGREFT GINENNEINA C TS TiNe A Sl GIINSLENe A BISL C Tilelye T[els e
1194597 -
droKikl|sc£7180000302682:1147938- creccldcccTcalicclEcccTeaeceTTTTeaCCcRecTTCEAAG A GCGET/EA CENdg Neloleeln - - — - - —- AAGACACT/ENSSIANEGCATTCGITATIRNNSTA - - - - - - — [ TEEEE TV - G ThlIC/A T THe[eFNE TilNIeeRtic RN T GINSVNe T C Alele Cllslelelii I NeliliNelelelelC Ti¥elielelele C &
1148106 -
droFicl|scf7180000453809:314040- creeclecldeTieaccldcccTeeecerTrececgceTrclardaGeceTAAGEY- - -~ - - - -—-———- ErenXeicACCT T Tl GG T AL CAT TG A P T~ — - ~ R TT - C- T T TAINIATGHAGH T TCCG-[e- - AclgacaacdTccrcaeTlgcafiT TeGeC TABITG TGRGCldC
314202 +
droElel|lscf7180000491214:3446546- crecccclcTEa®icclEccecTeseceTrrececcerTcrr@aceeeTAR G- —---- CCC R FecfedicacceTT T TR T A LTS T A A T T Gl C - — - T T - - TEATGCAGKT TCcCo-Tlg- -AclgacaacaAdccTcaeTlgcacTTeGGCTATHT G TGRG ClEC
3446708 +
droRhol|lscf7180000779932:351721— ehlelele clefelcleiaNa T(Sfsl slelehilslelslelehii C A Slelelel c/elehliNel VNG A Neleleleld-V-Nelc TREEEE. fen-—-—-——- GINEGART/EcHEEECA T TARTINNNT A THCINTINGNA T - - - - -FEEEE T - i TR Clic/A T TiJNE Tildelel c RSN GV C Clelciidelehic/Nelifelele A i¥ i ridelde T/elehde
351883 +
droBialllscf7180000302292:729235- Ehlelele clefelcleliaNa CSfelc/slete cslelsletehiiiC A Slelelel clelehliNel NG A Glelelelel:V-Nelc TREEE. e ------—- GINEGANT TINSGENC A T TlelecclNicAcCCININRNET - - -jLiTEEEET C - cGTRIRIC/A T TiIElTNE Tiiileelel c GREINEGENEVNT A C Celslciislelehic/l-Xeli feleleleli\C Tielelelele Ce
729400 +
droTakl|lscf7180000415820:330499- creccccEeTiai®icclEccecTeeeceTrrececlcerTcrng@accecTancRy- —-—-- CTC R GINEGANT TiNiliiccATATTCCIA\CCACIMCIATIACH-- - - - - - - - BB - A - [iA TR - liC AIN TV NE Tiiilelelel c GREIAT GENEVNTAC Clelel cilslelehic/el-Nellifeleleleli\C Tielelslele C/o
330657 +
droEugl|lscf7180000409462:550094- creccleceTaiccaccecTececcrTrececgceTrcldardnicceTAAGEY- - - - - - CTTREEEEEE S GACCTTT TR GEETeA TETERepNARA T T G- — ~ —WTRT - C ~[STfeAlN N T GCAGH T TCCG-[e- - Alfercanc AN cTcoeTRCAC T TGGGC T A THT GG TC
550256 -
|dm3 llchror:7923166-7923330 + I leTeccBec@eTaccBcccrecccerrtRececEecTTcarGNrAcceTARCE------ &gE---—---—- GGENARNT CIXIA A TTA T TCINNTA T - ENNTNNGIEIY - - - GIeEEE Tl - A REURICEA T TINElor\e TNl SeR C Gy G NI NI\ Clele Clsle i Gl NShNeleleletuC TilehNeleele C |
ldrosim2|l2r:8626763-8626927 + | leTecclcc@eraiccEcccrecccerrrRececBecTTcar@ArAcceTARCE------ - ------- e ifeAce T TN NN TN A A ClETEC ARReTC - -~ - T ETAC - T eI yTGCAGHT TcCcG - - - AcgacaacalrccRrccrfdcacTTeeccTARBMTG TGCGCEC |
S e e e e e STt e i A C B TSR A S S S A CT¥Ac A A SR R c e . bt~ . 7 ISEEC A A e Rl B o W

droEre2|scaffold 4845:17872909-
17873074 -

creccceileTi®ERccleccecTeseceTTTReGecEceTTola @\ cceTAA G- —-—-- EA-——————- TGN T CCH&lEA AGT T T CETA TINNINIG AN - - - GIISEEEE T - A TERLICINA T T{JElFNE A jiNe[elenl c GREINT GINEEVNSC Clels ci¥ele Tic/ShNChTNeleleleh\C Tl A jelelelehic)
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:6571461-6571625
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:6571461-6571625
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1056.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:6792316-6792480
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:5763932-5764089
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:8582749-8582904
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:18624360-18624520
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:1991981-1992149
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:2702231-2702391
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:1194437-1194597
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302682:1147938-1148106
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453809:314040-314202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491214:3446546-3446708
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779932:351721-351883
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:729235-729400
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415820:330499-330657
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409462:550094-550256
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:7923166-7923330
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:8626763-8626927
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:5473112-5473275
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:9029644-9029805
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:17872909-17873074

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dps 2525 XL _groupla:5743541-5743595 +| candidate | Mirtron |intron
Legend: mature Star [t BRI a mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 24 o5 & | | [ |
Size Condition 5,743,500 5,743,550 5,743,600 5,743,650
Genomic Position
Hairpin partition -#- Sense -#- Antisense Mature
Hairpin partition Mature
dps_2525_annot [-7.5]
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA22026-in]; CDS [Dpse\GA22026-cds]; CDS [Dpse\GA22026-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR902012
M040
SRR902010 M062 MO59  CNS
GCTGCATGGCAACAGCAACGAGGAGCGTCCCGGCACCATCATCCACAAGGGTGAGTAAACGTTAACCTCATTTGGATCCT TATTTACTAACTGT TTACTTTGTAGGTCATGAATTTGTGCACATCACCTACCACATGCCCACAGCGTGCGAGGTG female imaginal
Read # Hit |Total ovaries |body |head embryo disc
Jedk ok ok ok ok ok ok ok ko ko ke k ke k ke ke k  (((((CCCCCCC.((annn . ) I )Y ... hhkkkkhkhkhhkkrkhkhkhkhkkkkkkhkkkkkkkkkkkkkkkkkkkkkk*k*k**x gize Mismatch Count Norm Total
................................................................................ TATTTACTAACTGTTTACTTTGTAG . « ¢« e e e et e e ee e et e e e et te e eaeiaeieeneeneeaennas 25 0 1 4.00 4 4 0 0 0 0
................................................................................. ATTTACTAACTGTTTACTTTGTAG . « ¢ o e v et e ee e e ene et nenaenaenaenecneeneenennens 24 0 1 2.00 2 0 1 0 0 1
.......................................................................................................................... ATCACCTACCACATGCCCACAGC. ......... 23 0 1 1.00 1 0 1 0 0 0
.......................................................................................................................... ATCACCTACCACATGCCCAC. . .c.evu.ev... 20 0 1 1.00 1 0 0 0 1 0
................................................................................ TATTTACTAACTGTTTACT TTGTAGH. « oottt i i i e e e i e 261 1 1.00 1 0 0 1 0 0
.................................................................................. TTTACTAACTGT TTACT TTGTAGEE. . .« ittt ittt it ettt ettt ea e 25 2 1 1.00 1 0 0 1 0 0
Anti-sense strand reads
M040
CGACGTACCGTTGTCGTTGCTCCTCGCAGGGCCGTGGTAGTAGGTGTTCCCACTCATTTGCAATTGGAGTAAACCTAGGAATAAATGATTGACAAATGAAACATCCAGTACTTAAACACGTGTAGTGGATGGTGTACGGGTGTCGCACGCTCCAC female
Read # Hit |Total body
e sk ek ok ok ok e ok sk ko ke ke ok e ok ek ko kb ke ke ke ok ek ke ke ke kel ((C((C(CCCCCCC (e ennn ) I I DIMII))) ... hhkkkkhkhkhkhkhkkhkhkhhkhkkkhkhkhkhkkkkhkkkkhkkkkkkkkkkkkkkkk*k**k*x* | gsize Mismatch Count Norm [Total
Show Alignment With Reads “
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
EE |XL_groupla:5743491-5743645 +[ldps 2525[[GCTGCATGGCAACAGCAACGAGGAGCGTCCCGGCACCATCATCCACAAGGGTGAGTAAACGT -~ —TAACC--—-————- L —————_——_— GGA------ T--C--——--—- CT==--TATTTACTA----ACT---GTTTACTTTGTAGGTCATGAATTTGTGCACATCACCTACCACATGCCCACAGCGTGCGAGGTG-~~——--~ |
|droper2|lscaffold 63:200772-200926 - | |cCTGCATGGCARCAGCARCGAGGAGCGTCCCGGCACCATCATCCACAAGGGTGAGTAAACGT -~ ~TAACC-———————— A T T T~~~ —— GGA------ T--C------—- CT==--TATTTACTH----ACT---GTTTACTTTGTAGGTCATGAATTTGTGCACATCACCTACCACATGCCCACAGCGTGCGAGGTG-~-————~- |
droWil2|lscf2 1100000004909:6491685- FCTGCATGGCAECAECAAGAGGAGCGTCCcGGCACEATEATECACAAGGGTEAGTAEAM—@— GCTAARNA - - CEEEE - - gy----§---—-- ACCAAREE- - - EEEE. T N N T N e - - T A T T - — (LT e \ T AGG T CATGAAT T TG TRC ARA TRACC TABCACATGCCCACAGCHTGRGAGG TG - - — - — - —-
6491852 +
drovir3|lscaffold 13042:482294-482420 GCTGCATGCHMAGCARNGAGGAGCGlcccaGeacCATITECACAAGGG T A GRS N N - - -
droMoj3|scaffold 6308:666028-666123 fcrccarc@caicacerrficacGaceageCGGCACCATIRNTIECARAAGGG TIANTIA A —
+
droGri2|scaffold 15203:5810630=
5810693 -
droAna3|scaffold 13117:1730935-
1731090 -
droBipl|lsc£7180000396425:386304-
386463 +
droKikl|scf7180000302724:248838- ecTlcaTcGCAAAGCARNGAGGAGCGECCCGGCACCATHET CCACAAGGGTGAGT e - — ~
249000 +
droFicl|lscf7180000454045:1320357— GCTGCAGGCAACAGCAACGAGGAGCGccEcceACCATINETCCACAAGGGTINAGT/SRA CEN LN N el — - — — T-GGC- -2 C T y----§---—-- TTTCTTTTENACCTATIREICEEEEA ASCCAT T#- - - T-ATTREEICTITGC- - - — - — - —- JXeaccrcalcaerTlcTlcacaTcaccTaACCACATGCCCACEGCETGCGAGGTG-—-—-—-—
1320528 -
droElel|lscf7180000490214:214323
214496 -
droRhol|lsc£7180000779841:604287-
604453 +
droBialllscf7180000302421:1753790- GCcTGCAlcccArlAGCAACGAGGAGCGccEceAC A TIETECACAAINGG TG A G ok T i er - — - — LVl N — — — Py — - ——————————- Ry----8----- TGCTGREE- - - REEE ATGTGACCAAT[SWEEEECI- - - T/liiccEER T ThiiTGC - - - - - - - - - JXeacercalcaErTcTEcacaTiaccTaccacaTGecCACEGCETGCGAGGTG-—-—-—- -
1753952 +
droTakl|scf7180000415351:296704- fcrecarcdgarfiacearficAGGAGCClGGCACHATIRETCCACAANGGTGAG TIECIINe - I —— - TR - - T- - -GAGT TAGTAACTTGAGGGAATCRA T - —---- B--B----- TAATIEEESTIiC - T-[iTARECPAAAA - - — - - - - —- feaccTcaldeaEr e TcacaTiaccTaccacaTceccacaccdreeccaceTe-—-—----
296865 -
droEugl|lscf7180000409110:32820-32985 ccTcealdecilaacaceanceaceaceaccidoceaccaTi¥gTCCACA GG T A A GV NE - - - R —(SLL.NCe - — R~~~ — - - CTTAAAGTGTAATEEEEEE e AR TN T - - [N - - LV T - — - T AR i el - — — AT Y e N T AG G T CATGAET TTGT[@CACATIACCTACCACATGCCHACEGCTGCGAGGTG-----—- -
+
|dm3 lchrx:16520950-16521117 - | |ccTecaBcclanmccarceaceaceclccEeccaccaTiarceacarec TR A A NN N C CHel- - - - Eade - - - - - - gy ---f§----- A CT T AR - - — e L N NI N XS - [T TR e - LR Tl I \ T A GG T C ARG A T Tl8G THC ACATIACCTACCACATGCCCACEGCHTGCGAGGTG- - — - —- - - |
ldrosim2|[x:15621409-15621573 - | lccTecaBcclanfaceanceaceacec@ccBeccaccatigrecacanBecTRiaces NN T e - - - - - [GAGEIC— — A E----F----- AcTTAINEE_ _ [N ATGACACAAAASCEEEECH- - - TTliTGEETTIiTGG- - —---—-- OTAGGTCARGAET TG TICACATCACCTACCACATGCCCACEGCTGCGAGGTG-~ -~ -~~~ |
ldrosec2|lscaffold 17:343782-343946 - | lccTecalccliaaliaccanceaceaceccclcecaccatigrccacanlco T cldgen clXE N T i se - - - - - [GCGENC - — 2/ . 7 —— E--—--8-—--- AcTTAEN_ _ N ATGACTCAAAASGEEEECIY- - - TTI{ TGRS T TITGG-— - - - - - - - draceTCAcAlgTT/dc TcACATCACCTACCACATGCCCACEGCHTGCGAGGTG-———— -~ |
ldrovak3|[x:10626935-10627099 - | lccTecaBcclanfaceanceaceacecliccBeccaccatigrecacanBecTRacEA ciNE - eI Ne - - - - - GG 2 e T A e CCTTC I - . PN XR I NN C T - - - T AR Tie - — — AR T e X1 A G T C AlG AT TG THCACATCACCTACCACATGCCCACEGCETGCCAGGTG- - - —— - - - |
droEre2|scaffold 4690:6879291- cecTGealeoiarliacecanccaceacealdcclgcceaccaTifgrccacaalNco TR GlNE A NN - TR e - — - - — GGGl C- - A A T gy----§g---—-- CTTCATTEIACACAAT-BEAACACTAAARCEEERCIN- - - T-fliTCEE¥NTCTGG-—-—-—-— -2 TAGGTCASGAET TG TdcACATCACCTACCACATGCCCACEGCTGHGAGGTG-----—-~

6879463 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:5743491-5743645
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:5743491-5743645
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_2525.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_63:200772-200926
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:6491685-6491852
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:482294-482420
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6308:666028-666123
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15203:5810630-5810693
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13117:1730935-1731090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396425:386304-386463
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302724:248838-249000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454045:1320357-1320528
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490214:214323-214496
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779841:604287-604453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302421:1753790-1753952
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415351:296704-296865
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409110:32820-32985
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:16520950-16521117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:15621409-15621573
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_17:343782-343946
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:10626935-10627099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:6879291-6879463

ID:

dps 3835

Coordinate:

2:21156602-21156677 - | candidate | Canonical miRNA || antisense_to_intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star [t A cd LR gt s mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position & I I I I
Size Condition 21156700 21156650 21156600 21156550
Genomic Position
Hairpin partition -~ Sense -# Antisense Mature
Hairpin partition Mature
Show Alternate Folds
Flybase annnotation
Antisense to intron [Dpse\GA27393-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
M059 M062
TATCTGCATGTGTCACCGTATCTGTATCTGTATCCTGTATCTCCGTGCTTCGTTAAATACTTCGAAATTGGTTAAGCGTTTGTTGTGCTTATTAAACTGACAAAGCTTTGCCGTGCTTGAGGTAGCCCTAATTGATTCCACAAACGACATCACCTGAAGAGGATGAGTGACACACA female
Read # Hit |Total embryo body ||head
hhkkkhkkhkhkhhkhhhkhkhhhhhhhhkhdhhkhrkhhkkkdhkrx RN T A T N Y 1) IIIIIII)) I )) o ) I))))) e i) ) ) )) ) L)) ) ke kkkkkkkkkkkkkkkkkkkkkkk**k* g5ize Mismatch Count Norm Total
............................................................. TCGARATTGGTTAAGCGTTTGR . « ¢ v e v ettt e et ettt e e et e e e et e e e e e e e e e et e e e et e ettt et ettt ettt 22 1 1 2.00 2 1
............................................................. TCGAAATTGGT TAAGCGTTTGTT « - ¢ v e e e e e e e e e e et e e e e e e e e e e et e e e e e a e e ea e e e e e eaeneaaeneaaeneneeaeneeaeneeaenenaaa?23 O 1 2.00 2 2
............................................................. TCGAAAT TGGTTARGCGTTTG ¢ « ¢ v e e e e e et et et et e e et et e e et e e et et et e e et et et et et et et et e e te e e e e eeeeeaeeaeaeaeaeaeneaeaeaea 2 0 1 1.00 1 0
Anti-sense strand reads
SRR902010 GSM343916 V112
ATAGACGTACACAGTGGCATAGACATAGACATAGGACATAGAGGCACGAAGCAATTTATGAAGCTTTAACCAATTCGCAAACAACACGAATAATTTGACTGTTTCGAAACGGCACGAACTCCATCGGGATTAACTAAGGTGTTTGCTGTAGTGGACTTCTCCTACTCACTGTGTGT
Read # Hit ||Total ovaries |embryo male
khkkkkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhhhkhkhhhhhhkkdkx = (((.. ((((((.. ((((((((... ((((. ((((. (((((((( ......... )) .)))))))))) .))))...)))))))) ....))) .)))...)))*********************************** size Mismatch Count Norm Total body
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
B |2:21156552-21156727 - |dps_3835 ||TATCTGCATGTGTCACCGTATCTGTAT-C--TGTAT------- CCTGT----AT-CTCCGTGCTTCG-TTAAATACTICGAAATTGGTTAAGCGTTTGTTGTGCT-—-TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACA- -~~~ TCACCTGAAGAGGATGAGTGACAC-ACA
ldroper2|lscaffold 3:3931049-3931224 - [dpe 2496 ||TATCTGCATGTGTCACCGTATCTGTAT-C--TGTAT------- CCTGT----AT-CTCCGTGCTTCG-TTAAATACTICGAAATTGGTTAAGCGTTTGTTGTGCT-—-TATTA-AACTGACAAAGCTTTGCCGTGCTTGAGGTAGCC-CTAATTGATTCCACAAACGACA- -~~~ TCACCTGAAGAGGATGAGTGACAC-ACA
droWil2|lscf2 1100000004943:14640097~ TlETHTCIETGTGTE e e — S
14640210 +
drovir3|scaffold 12855:6808860- dvi 24643 TETEr e T i — o - — i~~~ — -~ -~~~ - T G C S TR T AA AT ACTGAAATTGGTTAAGCGTTTGT TG TGCT-- - TAT/SA-AalTGACEASGCT TR Clc TG T TaGGTAGCC-FraaTTcr Tclacanldcacs- - - - et _ 2. C — el
6808977 —
droMoj3|scaffold 6540:25792866— dmo 3123 |rlgrcrilcEroriirEdcrErEgrcrEr-E--ToThl------- BTG - - G TR C e e T A2 ATACT TCGAAATTGGTTAAGCGTTTGT TG TGCT-- - TATSARMA ANTGACAASGC T TR ClG TGCTTGAGGTAGCC-[gTAAT TG T TCA cAAfdChlClS - —- - - ccccarTidrieciNle TiecNIN TR - -G
25793033 +
droGriZ|scaffold 14906:2963119- dgr 468
2963230 -
droAna3|scaffold 13340:3669057-
3669165 -
droBipl|lscf7180000396712:683548-
683670 +
droFicl|scf7180000454055:1329863-
1330018 -
droElel|lscf7180000491280:3121559-
3121704 -
droRhol|lscf7180000779501:512632- IGIGIAT - - — - — - — - — - — - — - — - — - — —EICEEIeIC - CCTGlE-- - - G TGC T TGS T AAATAC TICGAAAT TGETAAGCGTT TG T TG TGS - —-BA T/ - ArlTGACAANGC TTENG CRGTGC TTGAGG TAGC C-[RNAA T TG T T ClA C AR C LA e - — i e —
512756 +
droBialllscf7180000302136:2259473- T AT CHE T G T g | C - - TG T TehdXeericC TG T- - Gerilc TR TEC T Thic/le T AAATACTECGAAAT TN NISAAGCCTTTCT TG TGCY- - -Sa Tl - AaliTcacAAldcCc T TR\ G T GC TTGAGG TAGC C- B A TG T TCC A C ANEC G A N N e - - D - e
2259620 -
droTakl|scf7180000415257:293341- I GIAINEle CINelNeliA - - - — - — - — - — - — - ST ClEIGIEEEEE CCTGT - (S N G TC T TGS T AAATAC TICCAAAT TGC/EAAGCGTTTGT TG TG - —-BA T - ArNTGACAAGC T TG RN T GC TTGAGGTAGC C-RNAA T TGHT T CIA CARRNC G A NN - - R T G GSRYelC 2 - A
293492 -
droEugl|lscf7180000409798:1138189- TATCTGIET C—-TG T T/ CC TG T - — - — - G TLC T TR G/ TAAATACTTCGAAATTGGTTAAGCGTTTGT TG TG Y- - -BaTlea - AafiTcAaCAASGCT TR GCHGTGCTTGAGGTAGCC - [RAAAT TG T TCLYC A Ol — — - — e — R
1138317 +
|dm3 lchr3r:21413231-21413368 - ldme 166 |TATCTC e~ — i T €T SRl CC TGT - - - - - G TEC TTHGEET AR A TACTECCAAATTCEREAAGCETTTCTTGTGC- - -BaTTA-ArlrcAaCAAccTTRGClcTGeTTGAGGTAGCC- A ARTClTTClA CANEC G A T T i | _ 7.1 - E

ldrosim2|[3r:20925626-20925763 -

ldsi 32434 ||TATCTC e - — i T (€T SIS JeRelelC C TG T - — — - - G TS C T TG TAAATACTECGAAATTCEEAAGCCTTTGT TG TGCR- - BT TA-AnliTGACAAGC TTRGClGTGCTTGAGGTAGC C - A ARTGIT T A C AEC G A A e T C e 1 72— E 7\

larosec2|scaffold 13:201173-201313 -

[dse 150 |[TaTcTo e - I~ — i T E T SR e CC TG T - - - - - i T8 T THGEETAr A TACTECCAAATTCEREAAGCETTTCTTGTGCR---BaTTA-A2lrGACAAccTTRGClcTGeTTGAGG TAGCC- A ARBTclT Tca cAfECc A XEae T C G2 A T[N

droYak3

3R:25065959-25066110 +

dya 69 T A TSI T G T e ey | C — — T G TE| T S {EINeelC C TGT - - — - - G T8C T TGI8 TAAATACT TCGAAAT TGCMEAAGCCTTTGTTGTGCY- - -BATT- AalirGACAABGC T TR G CliGTGCTTGAGGTAGCC - P AT GIT TCRA CcAlfec GAl AN TC AfiC TGlY

droEre?2

scaffold 4820:6629171-6629314

der 1511 (TETETGClETCTCT i C - — T G T(6 T[S eRielsC CTGT - — - — - G T8 C T THGESTAAATACTICCAAATTCC/JSAAGCERT TG TG TGC)- - -BaTTAa-ArlTGACAAGC TTI G CliG TG CldTGAGGTAGC C- R A TG T T ClYa C AE C G A N e T e e

_I_
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21156552-21156727
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:21156552-21156727
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3835.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:3931049-3931224
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2496.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:14640097-14640210
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:6808860-6808977
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24643.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:25792866-25793033
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3123.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:2963119-2963230
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_468.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:3669057-3669165
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396712:683548-683670
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1329863-1330018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:3121559-3121704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779501:512632-512756
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302136:2259473-2259620
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415257:293341-293492
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409798:1138189-1138317
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:21413231-21413368
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_166.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:20925626-20925763
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32434.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:201173-201313
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_150.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:25065959-25066110
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_69.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:6629171-6629314
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1511.html

	dps_3414
	XL_group1e:8373310-8373414 -
	candidate
	Testes-restricted
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_3416
	XL_group1e:8381419-8381517 -
	candidate
	Testes-restricted
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_3340
	XR_group8:6043291-6043364 +
	candidate
	5p_tailed_mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_42
	XL_group1a:4093812-4093885 +
	candidate
	Canonical miRNA
	CDS
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_222
	3:4313515-4313576 +
	candidate
	Canonical miRNA
	CDS
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_3833
	XL_group1e:8373183-8373273 -
	candidate
	Testes-restricted
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_3855
	4_group1:1629894-1629996 -
	Candidate
	Unknown
	intergenic
	Predicted structure
	Flybase annnotation
	Repeatable elements
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_141
	XL_group3a:1809974-1810050 +
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_1171
	3:11872070-11872151 +
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_3339
	XR_group8:6042659-6042722 +
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_76
	XR_group6:5906923-5906995 -
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_2466
	XL_group1a:2333406-2333472 +
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_3832
	4_group1:1629894-1629996 +
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Repeatable elements
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_998
	3:3635694-3635756 -
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_96
	4_group2:1112919-1112999 +
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_3712
	XR_group6:11946301-11946394 -
	confident-exception
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_1105
	3:8642440-8642498 -
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_2737
	XL_group1e:7529559-7529637 -
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_1723
	4_group5:1003525-1003582 -
	confident-exception
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_1425
	4_group1:4851238-4851299 +
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_856
	2:28715223-28715288 -
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_3611
	XR_group6:95217-95289 -
	candidate
	Canonical miRNA
	intergenic
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_1056
	3:6571511-6571575 -
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_2525
	XL_group1a:5743541-5743595 +
	candidate
	Mirtron
	intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs


	dps_3835
	2:21156602-21156677 -
	candidate
	Canonical miRNA
	antisense_to_intron
	Predicted structure
	Flybase annnotation
	Sense Strand Reads
	Anti-sense strand reads
	Re-alignment of all predicted orthologs



